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ABSTRACT 

The Fc receptor is expressed on the surface of RAW macrophages that can engulf IgG 

opsonized particles by phagocytosis. Isolation and characterization of these receptors and the 

identification of proteins involved is challenging. Live-cell Affinity Receptor Chromatography 

(LARC) (Jankowski 2008) resulted in the identification of 336 proteins which are found to be 

specifically associated with the activated Fc receptor in RAW 264.7 macrophage cells. The 

proteins isolated were analyzed for protein-protein interactions using various analytical 

techniques including data mining through the use ofiHOP, protein interaction databases such as 

Cytoscape, Osprey and STRING and literature searches, in order to create a signalling 

interaction pathway involving the proteins that are activated and associated with the Fey receptor 

during receptor-mediated phagocytosis. The phospholipase C family of proteins have been 

previously identified as important in phagocytosis, and were identified by LARC. The selected 

isoforms were confirmed in RAW 264.7 cells via Western Blots, antibody staining, and live-cell 

confocal microscopy with fluorescently linked fusion proteins to verify the localization of the 

phospholipases, specifically PLC-~3, PLC-~4' PLC-Yh PLC-oJ, PLC-El and PLC like-2 to the 

activated receptor complex. 
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INTRODUCTION 

LARC has recently been used to capture an activated receptor supramolecular complex 

from the surface of live cells (Jankowski 2008). Receptor complexes recruit proteins to the site 

of phagosomal cup formation in the plasmalemma sub domain surrounding the activated receptor 

(Marshall J. G. 2001). A total of 336 proteins were identified by LARC, including the 

Phospholipase C family of proteins. Phospholipase C has been previously shown to be involved 

in Fey receptor-mediated phagocytosis (Jiang 1994; Murthy 2004; Rosales 2005; Jones 2007). 

Macrophages are able to promote phagocytosis via the Fey receptor (Crowley 1997). The 

determination of phospholipase C family members (specifically PLC-P3, PLC-P4, PLC-YI, PLC

O\, PLC-El and PLC like-2) at the activated receptor in RAW 264.7 macrophages will be able to 

further our understanding of the phospholipase C family of proteins as well as the protein 

members involved in the regulation of phagocytosis. 

Phospholipase C 

Phospholipases are enzymes that are able to hydrolyze phospholipids to create products 

that act as membrane detergents, enzyme cofactors, and second messengers (Rosales 2005). 

Phosphoinositide-specific phospholipase C's (PI-PLCs) in mammalian cells playa critical role in 

signalling by catalyzing the hydrolysis ofphosphatidylinosito14,5-bisphosphate (PI(4,5)P2 / PIP2) 

into two secondary messengers: inositol-1,4,5-trisphosphate (Ins(1,4,5) P3 / IP3) and 

diacylglycerol (DAG) (Rhee 1989). After the formation of these two messengers, calcium is 

released from intracellular storages and protein kinase C (PKC) is activated by DAG (Yang 

2001), making PI-PLCs important for many transduction pathways (Williams 1999) including 
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cell growth and transfonnation as well as a key mediator of calcium release (Yang 2001). To 

date, the mammalian isozymes of PLC have been classified into five classes: PLC-~, PLC-y, 

PLC-o, PLC-E and PLC-~ (Hwang 2005), where PLC-~, PLC-y, PLC-o and PLC-t can be seen 

below as adapted from Rhee, 2001. 

SH2 SH2 SHl 

PLC-o PLC-y o 00IlDDD~ 0{1 

PLC-~ 0 00 0{1- PLC-E~0~ 

Figure 1: The domain organization of PLC-P, PLC-r, PLC..o and PLC-8. The structures include the 
X and Y catalytic domains, Pleckstrin homology domain, EF-hands, as well as the SH2/3 domains 
for PLC-P, PLC-r, PLC..o, with PLC· r also containing the SIU-SH2-SH3 domain. PLC-& contains 
the X and Y catalytic domain and the C2 domain, pins RasGEF and RA domains. PLC structures 
are shown as adapted from Rhee, 1997. 

One way the isozymes are distinguished is by their means of regulation (Williams 1999). 

Currently, PLC activity is increased during tumour growth, however the role PLC plays during 

drug resistance is still unknown (Yang 2001). G protein subunits are associated with the ~-class 

of phospholipases, while the regulation of the y-class is controlled by tyrosine kinases and the 0-

class has yet to be completely characterized (Williams 1999). Of the classes ofPI-PLCs, only the 

delta isozyme 3-dimensional structure is known, acting as a guide for the organization and 

functional understanding of the beta and gamma isozyme classes (Williams 1999). 

All PLC's contain an X and Y domain which makes up the catalytic core of the protein 

(Litosch 2002) (Figure 1). The p, y and 0 isofonn were initially reported as having 40-60% 

similarity (Rhee 1989) but today contain_ a 70-77% sequence homology in this region. The X and 

Y domains contain catalytic histidines (His32 and His82) as well as aspartate and asparagine 
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(Essen L.O. 1996). The PLC isozymes (~, y and 0) are all able to hydrolyze PI, PIP and PIP2, 

sharing a common catalytic mechanism(Rhee 1989). The ~, y and 0 isofonns contain three 

protein modules - four elongation-factor-like hands (EF hands), a pleckstrin homology (PH) 

domain and a C2 domain (Litosch 2002; Rosales 2005). 

Phagocytosis 

The process of phagocytosis is essential for the immune function; it enables engulfinent 

and elimination of foreign particles (Scott C. C. 2005). Particle internalization is initiated via 

interaction of receptors on the cells surface of the phagocyte with ligands on the particle's 

surface (Allen 1996). At the site of ingestion, actin is polymerized and the particle is internalized 

via an actin-based mechanism (Allen 1996; Aderem 1999). Actin is released from the 

phagosome after internalization and maturation of the phagosome to a phagolysosome, which 

occurs in a series of fusion and fission events where the vacuolar membrane with its contents 

fuses with late endosomes and lysosomes to fonn a phagolysosome (Aderem 1999) as seen in 

Figure 2. The understanding of phagocytosis is able to shed insight in mechanisms involving 

signal transduction, membrane trafficking, actin-based motility and infectious disease (Allen 

1996; Aderem 1999). 
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Figure 2: The phases of phagocytosis from particle invasion to cell excretion adapted from Tortora, 
2004. 

Engulfinent of particles larger than 2 !lm requires an actin-dependent mechanism. also 

known as phagocytosis (Allen 1996; Aderem 1999; Scott C. C. 2005). Phagocytosis is triggered 

via association of ligands that are located on the target particle and the corresponding receptor 

located on the membrane of the leukocyte (Scott C. C. 2005). Phagocytosis is essential for innate 

immunity (Botelho R. J. 2000). Phagocytosis is a multi-step process mechanism consisting of 

engulfinent and destruction of particulate material (Groves 2008). It is necessary for host defence 

mechanisms and aids in the uptake and destruction of infectious pathogens as well as contributes 

to inflammation and immune response (Garcia-Garcia 2002). Phagocytes are responsible for the 

ingestion of invading microorganisms. These phagocytes include neutrophils. dendrite cells and 

macrophages (Garcia-Garcia 2002). 

Numerous receptors for phagocytosis for both macrophage cells and neutrophils have 

been identified. The best known class of receptors is the Fc receptor, in particular the Fer family 
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of receptors that is able to recognize the Immunoglobulin (IgG) constant domain (Scott C. C. 

2005). Once the ligand is cross-linked with the receptor, a complex and highly coordinated set of 

rearrangements occurs resulting in particle internalization or ingestion (Scott C. C. 2005) as seen 

in Figure 2. After internalization, the vacuole of the phagosome is converted to a microbicidal 

organelle through fusion with endosomes and lysosomes (Botelho R. J. 2000). The vacuole is 

now ready for excretion from the celL 

Phagocytosis is present in both unicellular and multicellular (or higher) organisms; in 

microorganisms it is used as a method of food uptake, whereas in higher organisms it is used for 

tissue remodelling and homeostasis (Garcia-Garcia 2002). Calcium is a key player to 

phagocytosis. An increase of cytosolic calcium, especially around the phagocytic cup has been 

linked to FeyR phagocytosis (Garcia-Garcia 2002; Rosales 2005). 

Phagocytosis is mediated by the Fey receptor (Rosales 2005). Phagocytosis involves 

many processes in which calcium is involved (Figure 3). Increased levels of calcium have been 

observed around the phagocytic cup and near the phagosome (Garcia-Garcia 2002; Rosales 

2005). This implies the endoplasmic reticulum plays a role in phagosome formation (Rosales 

2005). Calcium released from the phagosome after Fey receptor-mediated phagocytosis into the 

cytoplasm has been observed. Also, waves of calcium have been reported to encircle the 

phagosome after Fey receptor-mediated phagocytosis (Rosales 2005). 

Calcium near and around the phagocytic cup may also playa role in actin formation and 

depolymerisation. Calcium can activate gelsolin which can bind to the barbed ends of actin, 

preventing polymerization and enhancing depolymerisation via actin filament severing. Calcium 

that surrounds the phagosome may play a mediation role in vesicle fusion events during 

phagosome-lysosome fusion. When blocked, the receptor cannot direct calcium waves to the 
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phagosome, implying that the routing of calcium IS important In Fey receptor-mediated 

phagocytosis (Rosales 2005). 

When phagocytosis has been stimulated and a target is bound, the phagosome must enter 

the cytosol and be detached from the plasma membrane (Rosales 2005). Actin rearrangement is 

critical at this step. When the actin cytoskeleton has been remodelled by such molecules as 

gelsolin, the phagosome, driven by other actin binding molecules, enters the cytosol. Myosin, an 

actin binding molecule, is activated. It is a downstream effector of PKC and PI3-K (Rosales 

2005). PKC and PI3-K activate ERK (Extracellular signal-regulated kinases). ERK activates the 

myosin light chain kinase that phosphorylates myosin (Cox 2001). Myosin is then able to bind 

actin and the phagosome can enter the cell (Rosales 2005). Closure and separation of the 

phagosome from the cell has been linked to PI3-K activity (Cox 2001) as well as dynamin, an 

actin cytoskeleton component (Rosales 2005) as seen in Figure 3. Dynamin has been suggested 

to wrap around the region connected to the plasma membrane, contract and pinch off the vacuole 

to form a phagosome, ready for excretion from the cell (Rosales 2005). 
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Figure 3: The phases of phagocytosis from involving actin rearrangement and separation of the 
vacuole from the plasma membrane. 

Phagocytosis and focal exocytosis function in concert. Exocytosis is triggered by 

phagocytosis and occurs close to the site of and in unison with particle engulfinent (Greenberg 

and Grinstein 2002). Since focal exocytosis is a highly localized and rapid mechanism, 

membrane trafficking seems to be essential for functional phagocytosis (Greenberg and Grinstein 

2002). 

For phagocytosis to occur, a large amount of membrane must be engulfed (Greenberg 

1999). This membrane must be replenished at a steady state, accomplished by large amounts of 

membrane remodelling (Greenberg 1999; Rosales 2007). As macrophage cells ingest foreign 

particles, either individually or numerous particles at once, the membrane of the macrophage is 

replenished by an intracellular source, for example intracellular granules (Greenberg 1999). Cells 

that lack intracellular granules, for example enucleated human neutrophils must be expected to 

have a limited ability to ingest large numbers of particles at one time since their membrane 

cannot be remodelled and replenished (Greenberg 1999). 

Since the process of membrane remodelling takes place during phagosome formation, the 

lipid composition of the plasma membrane changes (Groves 2008). The changing lipids include 
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phosphoinositides, which are best charactcrized and are derived from phosphatidylinositol 

(Groves 2008). Phosphatidylinositol can be phosphorylated by kinases at the 3, 4 and 5 position 

of the inositol ring, generating phosphatidylinositol mono-, bis- or tris-phosphate (Groves 2008). 

Phosphatidylinositol can interact with specific protein domains, such as the PH domain (Rosales 

2005; Groves 2008). 

The D3 position of the inositol ring of phosphoinositol (PI), phosphoinositol 4-phosphate 

[PI(4)P] and PI(4,5)P2 can be phosphorylated, activating tyrosine kinase receptors that trigger 

actin polymerization (Aderem 1999; Steinberg 2008). PI(4,5)P2 also localizes on the inner 

surface of the plasma membrane during the early events of phagosomal cup formation (Aderem 

1999; Groves 2008). 

PI(4,5)P2 activates the small G-proteins, for example Racl, and is recruited via Fey 

receptor ligation (Rosales 2005). PIC 4,5)P2 plays a role in actin assembly and remodelling, aiding 

in nucleation and uncapping filament ends including barbed, seering and cross-linking filaments. 

PI(4,5)P2 is thus found around the edges of pseudopods since it helps in the polymerization of 

actin around the particle (Rosales 2005). 

The disappearance of PI(4,5)P2 from the phagosomal cup involved PLC (producing IP3 

and DAG) as well as phosphatidylinositol 3-kinase (PI3-K) [which aids in producing 

phosphatidylinositol 3,4,5-triphosphate (PI(3,4,5)P3 / PIP3)] (Rosales 2005; Groves 2008; 

Steinberg 2008). PI(3,4,5)P3 starts to form after Fey receptor ligation is initiated until just after 

phagosomal closure. PI(3,4,5)P3 accumulation at the phagocytic cup is dependent on PI3-K 

(Groves 2008; Steinberg 2008). PI3-K is recrui~ed via a Src homology 2 (SH2) domain to the 

receptor complex where phosphotyrosines and tyrosine kinase Syk are located. PI3-K activity 

also enables membrane delivery from intracellular compartments to the phagocytosis site 
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allowing for fonnation oflarger pseudopodia (Groves 2008). The timing of the disappearance of 

PI(3,4,5)P3 occurs with the completion of particle engulfment. The SH2 domain containing 

inositol 5'-phosphatase (SHIP) might regulate PI(3,4,5)P3 disappearance (Marshall J. G. 2001) 

since SHIP can associated with both the immuno tyrosine activating motif (IT AM) and immuno 

tyrosine inhibitory motif (ITIM) of the Fey receptor (Groves 2008). 

Lipids are also important in the targeting of signalling proteins associated with 

phagosome fonnation and closure (Groves 2008; Steinberg 2008). Lipids during phagocytosis 

aid in recruiting, retaining and functionally regulating the activity of proteins (Steinberg 2008). 

PIP2 is important for cytoskeletal remodelling during pseudopod extension and particle 

engulfment (Steinberg 2008). Membrane and lipid remodelling during phagocytosis alters the 

surface charge on the phagosome membrane, influencing the activation and localization of 

signalling molecules (Groves 2008). 

Fc Receptors 

An important function of white blood cells and macrophages is the ingestion of IgG

coated particles, also known as phagocytosis. The Fey receptors are the receptors for the constant 

region of IgG, allowing these cells to detect and destroy IgG-coated particles. The four classes of 

murine Fey receptors are FeyRI (CD64), FcyRII (CD32), FeyRIll (CD16) and FeyRIV 

(Hamaguchi Y 2006; Nimmerjahn 2006) as seen in Figure 4. These three classes, FeyRI (CD64), 

FeyRII (CD32), FeyRIn (CD16), have conserved extracellular Ig domains, but different 

cytoplasmic regions suggesting that this region may be responsible for sending of the phagocytic 

signal (Indik ZK 1995). Phagocytosis is one phenotype of Fey receptor activation (Ravetch 2001). 
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The Fc receptors are defined based on their specificity for IgO (Ivan 2006). The Fey 

receptors bind IgO. The Fey receptors are single a-chain glycoproteins, having two (FeyRII, 

FeyRIII and FeyRV) or three (FeyRI) N-terminal IgO ligand binding domains. They also contain 

a transmembrane region and a C-terminus with an intracellular tail (Ravetch 1997; Ivan 2006), as 

seen in Figure 4 and listed in Table 1. 

extracellular 
region 

membrane 

intraceUular 
region 

FeyRI FeyRIIB FeyRIII FeyRIV 

; flAM 

o mM 

, IgG binding domain 

Figure 4: The murine family of receptors for the Fc portion of IgG molecules includes four classes 
of Fq receptors FqRI, FqRII, FqRIII and FqRIV adapted from Ivan, 2006. 

The a-chain of the Fey receptor is needed for surface expression of FeyRI and FeyRIII 

(Ravetch 1997; Nimmerjahn 2006). The y-chain is involved with enhancing the affinity of the a-

chain ligand for IgO. FeyRI, having three extracellular IgO ligand binding domains has a high 

affinity for IgO (Ivan 2006). The IT AM is responsible for signalling of the receptors due to the 

cytoplasmic nature of the ITAM (Ravetch 1997; Ivan 2006; Nimmerjahn 2006). FeyRIIB has a 

low affinity for IgO since FeyRIIB contains an ITIM as its cytoplasmic tail (Ivan 2006). FeyRIII 

contains two genes, A and B which both bind IgO, creating an intermediate affinity for IgO 

(Ravetch 1997; Ivan 2006; Nimmerjahn 2006). _ 

The genes coding for the Fey receptors are located on chromosome 1 in humans and mice 

(Ortega 2007). FeyRI is expressed on macrophages and expression can be induced in neutrophils. 

FeyRI has the highest affinity for IgO. Three FeyRI genes have been identified, however only the 
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FcyRIA fonn is expressed on cell membranes (Nimmerjahn 2006; Ortega 2007). FcyRII is 

expressed on the surface of most FcyR bearing cells. Human FcyRII have five isofonns (FcyRIIa, 

FcyRlIbl, FcyRIIb2, FcyRIIb3 and FcyRIIc) (Ortega 2007). All FcyRII isofonns have two IgG 

domains, while the cytoplasmic portions detennines whether it is an activating receptor 

(containing an ITAM) or an inhibitory receptor (FcyRIIB, containing an ITIM) (Nimmerjahn 

2006; Ortega 2007). FeyRIIa and FcyRIIc are expressed only on neutrophils and are involved in 

phagocytosis mediation due to the IT AM cytoplasmic portion. Mice only express the inhibitory 

FcyRIIB isofonn (Ortega 2007). 

FcyRIII contains two IgG binding domains (Ivan 2006). FcyRIIla is expressed on 

macrophages, while FeyRIIIb is expressed on neutrophils. The receptor is involved in signalling 

via the IT AM cytoplasmic protein. Only recently identified in mice at the protein and gene level 

is FcyRIV. The human equivalent if FcyRIIIA (Hamaguchi Y 2006; Ivan 2006). FcyRIV and 

FcyRIIIA have an amino acid sequence identity of 63% (Hamaguchi Y 2006). Mouse FcyRIV 

binds IgG2a and IgG2b subclasses with an intennediate affinity. FcyRIV signalling, like the 

human FcyRIll equivalent is dependent on the cytoplasmic ITAM portion (Ivan 2006; Ortega 

2007). Additionally, FeyRIV has a VEEP cytoplasmic motif, allowing for association with Crk 

and PI3-K in order to increase its signalling potential (Ivan 2006). A summary of Fey receptors 

and their expression can be seen below in Table 1. 
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Table 1: Fey receptors, their IgG binding domain and affinity and cell expression (Takai 
2005; Hamaguchi Y 2006; Ivan 2006). 

#IgG 
IgG Cell Cytoplasmic binding Effect in mice (in 

Receptor affinity expression domain domains vivo) 

IgG1, Deletion of FcyRla 
IgG2a macrophage, ITAM results in phagocytosis 

FcyRla (CD64) IgG3 neutrophil 3 deficiency 

FcyRIla macrophage, 
(CD32a) IgG3 neutrophil ITAM 2 Deletion of FcyRIl 

results in increased 

FcyRlIb 
IgG2a, predisposition to auto-
IgG2b, macrophage, ITIM immune disease 

(CD32b) IgG3 neutrophil 2 

IgG1, 

FcyRlIIa 
IgG2a, 
IgG2b, ITAM Deletion of FcyR1l1 

(CD16a) IgG3 macrophage 2 results in decreased 
predisposition to auto-

IgG1, immune disease 

FcyRIIIb 
IgG2a, 
IgG2b, ITAM 

(CDI6b) IgG3 neutrophil 2 

IgG2a, 
FcyRIV IgG2b macrophage ITAM 2 Unknown 

The murine Fc receptors are divided into two classes, the activation receptors (FcyRI, 

FcyRIlI and FcyRIV) and the inhibitory receptors (FcyRIlB) (Ravetch 1997; Aderem 1999; 

Nimmetjahn 2006). The Fc receptors share a common motif, the ITAM that is involved with the 

recruitment and activation of tyrosine kinases upon receptor cross-linking (Ravetch 1997; 

Rosales 2005; Nimmerjahn 2006), as well as an_ ITIM (Nimmetjahn 2006). The two receptor 

classes function in concert and are both present on the same cell, a point of importance in 

immune response balance (Nimmerjahn 2006). The magnitude of the immune response is 
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detennined by the ratio of expression of IT AM to ITIM receptors (Ravetch 2001). The FcyRIIB 

is different from the other classes of Fc receptors as it lacks the IT AM motif (Ravetch 1997) 

The F cy IIB receptor serves as an inhibitory receptor. The receptor is important in 

regulation and activation of inhibitors. The loss of this function could lead to an imbalanced 

immune response resulting in such conditions as auto~immune disease (Nimmetjahn 2006). The 

FcyRIIB receptor contains an ITIM motif in its cytoplasmic domain, a defining factor of 

inhibitory receptors (Nimmetjahn 2006; Rosales 2007). Recruitment of inositol phosphatase 

SHIP binding to the SH2 domain on the FcyRIIB allows for inhibitory function (Nimmetjahn 

2006). The binding site for SHIP on the SH2 domain allows for inhibition by the IT AM 

activating signalling via hydrolysis of PIP3 (Ravetch 2001). In the absence of PIP3, PH domain 

proteins, including PLCy, are released from the membrane and the sustained calcium signal is 

also blocked. This prevents the flow of extracellular calcium via calcium channel, inhibiting Fc 

receptor phagocytosis (Ravetch 2001). 

The FcyRIIB receptor is expressed on all cells of the immune system, serving as a 

modulator of inflammatory effector cells such as macrophages during different stages of immune 

response. The lack of the FcyRIIB receptor causes enhanced phagocytosis (Nimmetjahn 2006) 

The activation of the receptor is not completely understood, but involves the co· 

localization of Src kinases (Ravetch 2001; Nimmetjahn 2006) as seen in Figure 5. This leads to 

the recruitment of PI3-K and PLC-y, triggering PKC activation and a sustained increase in 

calcium. Mediation of cell-surface expression of the Fe receptors (FcyRI, FcyRIII and FcyRIV) 

is required for their assembly and activation is dependent on its y chain (Nimmetjahn 2006). 
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Figure 5: The interaction of the Fey receptors with activated Syk kinase and PI3-K, an early Fey 
receptor-mediated phagocytosis event adapted by Aderem, 1999. 

F c Receptor and Phagocytosis 

The Fe receptors of IgG playa critical role in immunity via phagocytosis (Greenberg 

1999). Actin assembly and pseudopod extension are triggered via IgG-mediated phagocytosis of 

the Fc receptors, each with distinct signalling mechanisms (Greenberg 1999). The regulatory 

functions of the immune system, such as the initiation of phagocytosis, has been connected to 

IgG-linked Fc receptors (Greenberg 1999). 

When particles are opsonised with IgG, the Fer receptor on the phagocyte membrane 

interacts with the Fe portion of the IgG molecule, triggering phagocytosis (Rosales 2007). FerR 

signalling is initiated, leading to changes in the plasma membrane and cytoskeleton. Pseudopods 

are extended around the particle, forming a cup that moves into the cell (Rosales 2007). 

Phagocytosis initiates with the clustering of phagocytic receptors via ligation to 

numerous ligands located on the surface of the target particle (Greenberg and Grinstein 2002). 

For the FerRI and FerRII receptors, triggering is due to phosphorylation of the receptor itself or 
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the associated ITAM-containing subunits, carried out by members of the Src family (Greenberg 

and Grinstein 2002). The Src family of kinases are in close proximity to the portions of receptors 

that reach into the cytoplasm (Rosales 2007). These receptors cross into the cytoplasm due to 

their lipid anchor to the cell membrane, but are inactive until the cross-Hnking of the ligand 

binding extracellular domain occurs. The main Src family kinases found to be involved in 

phagocytosis include Hck, Lyn and Fgr (Rosales 2007). Once the Src family kinases are 

activated, they are able to phosphorylate the tyrosines located in the IT AM or even the receptor 

itself (Greenberg and Grinstein 2002). Activation of Src family tyrosine kinases enables 

mediation of the Fey receptor with a ligand and is essential for actin polymerization and 

phagocytosis (Groves 2008). The lTAM's once phosphorylated create a docking site for the SH2 

domain of Syk (a Src family member), a site that is required for IgG-opsonized particle 

internalization (Greenberg and Grinstein 2002). Kinase activity is activated once Syk binds to the 

phosphorylated ITAM's ofFeyR through their SH2 domains. Syk is now able to activate several 

signalling pathways (Rosales 2007) that can have an impact on actin dynamics (Groves 2008). 

The events that occur after this are not as clear, however lipid remodelling ensures that PI3-K is 

activated, which generates 3' -phosphoinositides located at the phagosomal cup (Greenberg and 

Grinstein 2002). Syk recruitment and activation has shown to be essential for FcyR-mediated 

phagocytosis and demonstrated by macrophages from Syk deficient mice being unable to 

internalize IgG-opsonized particles (Botelho R. J. 2000). 

During phagocytosis, the synthesis of phosphatidylinositol bisphosphate / 

phosphatidylinositol-4,5-bisphosphate [P1P2/ PI(4,5)P2] is accelerated (Greenberg and Grinstein 

2002). PIP2 acts as a substrate for PI3-K (which is involved in membrane trafficking) as well as 

the target for PLC thereby generating DAG during phagocytosis (Greenberg and Grinstein 2002). 
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Fey receptor stimulation has allowed for the detection of numerous phosphorylated proteins as 

well as activated enzymes including phospholipases (in particular PLC-'¥t), Ins(1,4,5)P3, DAG, 

PKC, PB-K, Rho family GTPases and nuclear factors, in particular nuclear factor lCB (NF lCB) 

(Rosales 2007), as seen in Figure 6. 
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Figure 6: The interaction of the FerRIll with the phosphorylated ITAM, activating Syk kinase and 
its binding to the ITAM, as well as PI3-K, which phosphorylates PIP: to generate IP3 and DAG as 
adapted from Rosales, 2007. 

Syk activity is responsible for the activation of enzymes participating in other signalling 

pathways, including the enzyme PLC-y (Ortega 2007). The activation of downstream enzymes 

and pathways is associated with the mobilization of both extracellular and stored calcium, 

rearrangement of the cytoskeleton, phagocytosis and transcription factor activation (Ortega 

2007). 

Phospholipase C and Phagocytosis 

The resolution of phospholipase activity by receptor activation is a complex series of 

steps and does not occur in a linear fashion, but rather is thought to involve the activation of 
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multiple isofonns of PLC (Kelley 2006). Before phospholipase activation and stimulation, 

numerous enzymes and adaptor/effector molecules must change their subcellular localization in 

order to participate in the intracellular signalling process (Fujii 1999). Such changes include the 

translocation to or from the plasma membrane, initiating signalling since signals must be moved 

from the plasma membrane to components located in the cytoplasm (Fujii 1999). Membrane 

targeting of signals is thought to involve the PH domain of the protein since this domain has 

been shown to bind phosphoinositides (cell membrane components) as well as inositol 

phosphates (the head group of phospho in os it ides) (Fujii 1999), with a high affinity in PLC-y and 

PLC-o (Williams 1999). 

The discovery of new adaptor molecules, SLP-76 and BLNK, are able to link Syk 

activation with PLCy responses in macrophages in Fc receptor-dependent activation (Ravetch 

2001; Greenberg and Grinstein 2002). PLC accumulates at the phagocytic cup and aids in 

production of two crucial products, IP3 and DAG via PIC 4,5)P hydrolysis (Liao 1992). DAG is 

able to activate PKC and IP3 triggers the release and mobilization of calcium from the 

endoplasmic reticulum via the IP) receptor (Liao 1992; Rosales 2005). The release of calcium is 

important for phagosome and lysosome fusion to a phagolysosome and activation of PKC. The 

inhibition ofPLC results in a reduction of the rate of phagocytosis (Rosales 2005). 

In resting cells, PI-PLC is cytosolic; it accumulates at the membrane upon receptor cross

linking (Rosales 2005). The PH domain of PI(4,5)P2 and PI(3,4,5)P3 serves as a target for 

binding in response to cell stimulation via PI kinase activation. Metabolism of PIC 4,5)P2 and 

PI(3,4,5)P) results in membrane associated PLC release and down regulation of the signalling 

network (Rosales 2005). 
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Phospholipase C-fi 

Phospholipase C is also involved in phagocytosis through its interaction with the G-

proteins, in particular the alpha and beta subunits (Jiang 1994). The a-subunits are GTP 

(guanosine triphosphate) bound and are activated while the ~-subunits are free and can interact 

with ligand bound receptors as well as effectors such as PLC, in particular PLC-~ which acts via 

second messengers, for example through the conversion of PIC 4,5)P2 to DAG and 1P3 (Jiang 

1994), as depicted in Figure 7. Furthermore, the ~-subunits of PLC are involved with the 

activation of the a-subunit of the G-protein, specifically PLC-~3, while little is known about the 

function of PLC-~4 except that it can hydrolyze phosphoinositol (Jiang 1994), so it is thought to 

have a similar role to PLC-~3. 

G protein-coupled 
receptor ligand 

'>' DAG ~. 

I: PKC7 
\,f" 

IP3 

> 

Figure 7: Receptor activation of PLC which converts PIPz to IP3 and DAG adapted from Litosch, 
2002. 

As mentioned, the superf~ilies of PLC enzymes are classified into different isofonn 

families. The PLC-~ family consists of four isozymes, PLC-~\, PLC-~2' PLC-~3 and PLC-~4 

(Faenza 2004). The PLC-~ family contains a long COOH-terminus located downstream from the 
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catalytic domain, unique due to the high concentration of arginine and lysine residues (Faenza 

2004). In the PLC-PI isozyme, these basic residues are responsible for its location in the nucleus 

compared go PLC-P3 which is mainly found in the cytoplasm (Faenza 2004). 

Each phospholipase isotype is able to perform a different function depending on such 

factors as structure, activity and sensitivity to G-protein coupled receptor (GPCR) regulation 

(Litosch 2002). For example, depending on the distribution of various isozymes of PLC-P in the 

brain, each isozyme performs a different function. PLC-Pl is strongly expressed in the cerebral 

cortex, while PLC-P4 is observed at a high density in the cerebellum, and PLC-P3 is expressed 

throughout the brain suggesting the possibility that each isozyme plays a distinctive role in the 

brain (Hwang 2005). PLC-~ isotypes also share a consensus sequence known as the PDZ domain 

binding motif (Hwang 2005). These PDZ domain binding motifs are largely found in proteins 

that are able to mediate protein-protein interactions, in particular interactions of highly 

specialized sub-membrane sites including cellular junctions (Hwang 2005). 

PLC-P is able to link GPCR's to intracellular signalling networks (Litosch 2002). 

GPCR's are able to activate PLC-P, promoting the hydrolysis of PIP2 which generates IP3 and 

DAG. Activation of PKC occurs with DAG, and IP3 triggers calcium release from intracellular 

compartments, increasing the levels of intracellular calcium and activating calcium depending 

signalling pathways (Litosch 2002). The hydrolysis ofPIP2 also stimulates the release of proteins 

from the plasma membrane, for example tubby proteins which are protein transcription factors 

that are able to associate with the plasma membrane through their PIP2 binding domain 

(Santagata S. 2001). 

PLC-P has a long 450 amino acid C-terminal stretch to the catalytic Y domain (Litosch 

2002). Enzyme activity activation by G-proteins requires the C-terminal region of PLC-P, the 
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binding of PLC-~ to the membranes and the localization of PLC-~ to the cell nucleus (Wu O. 

1993; Kim CG 1996). For example, PLC-~I binding to phospholipids vesicles is improved by 

acidic phospholipids; the C-terminal region is essential for binding as well as residue 

phosphorylation of certain kinases such as PKC in order to regulate enzyme activity (Litosch 

2002). 

PI3-K has previously been identified in phagocytosis (Lennartz 1999). PI3-K is able to 

interact with the ~y-subunit of the G-proteins, much like PLC-~. The role of the G-proteins in 

phagocyotsis is unknown, however their mediation of signalling via ~y and other transmembrane 

receptors (Lennartz 1999) is important for activation of such proteins as PLC- ~. Upon PLC- ~ 

activation, hydrolysis of P1P2 to IP3 and OAG occurs, releasing calcium and activating PKC 

(Litosch 2002). 

G protein signalling can be regulated by receptors, promoting the exchange of GTP to 

GOP (guanosine diphosphate) on the G protein a subunit (Lennartz 1999). Inactive G protein 

occurs when GOP is bound to the a subunit; when it is active GTP is bound (Lennartz 1999). As 

seen in Figure 8, the activation of the receptor is promoted by the exchange of GOP with GTP 

(Rhee 2001; Litosch 2002). When GTP is bound, a subunit affinity for the ~y subunit is reduced, 

causing the dissociation of the ~y subunit. Since the a subunit is activated, it will bind to its 

effector, PLC-~, to stimulate activity (Rhee 2001; Litosch 2002). Signalling is deactivated by the 

conversion of a-GTP to a-GOP through re-association of a-GOP with ~y to form a ~y subunit 

(Litosch 2002). The G protein ~y subunit can also stimulate the activity ofPLC-~ (Rhee 2001). 
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Figure 8: The exchange of GDP to GTP for activation of the GPCR's. Once the exchange of GDP to 
GTP, the dissociation of the «-subunit from the membrane associated fty-subunit occnrs. The 
membrane anchored G-fty-subunit recruits PLC-J) via PH and Y domain interactions, aided by the 
presence of PI3P, activating the PLC-P enzyme as adapted from Rhee, 1997. 

As previously mentioned, PLC-~ isofonn function is dependent on such factors as their 

sensitivity to GPCR's (Litosch 2002). The order of enzyme activity stimulation of the PLC-~ 

isofonns from the ~'Y subunit is PLC-~3 > PLC-~2 » PLC-~l (Smrcka A.V. 1993). PLC-~3 and 

PLC-~2 binding to the ~'Y subunit occurs at the N-terminal PH domain of the enzyme, whereas 

binding of PLC-~l to the ~'Y subunit is very weak (\Vang T. 1999). lbis suggests that the ~'Y 

subunit does not regulate PLC-~h but rather by another subunit such as the Gaq where studies 

show stimulation activity of the PLC-~ isoforms occurs in the reverse order (Litosch 2002). 

Phospholipase C-~ cytosolic activity is regulated by many protein kinases. including 

PKC, protein kinase A (PKA) and protein kinase G (PKG) as adopted by Litosch, 2002 and 

illustrated in Table 2. 

21 



Table 2: PLC-P activity regulation by protein kinases (Litosch 2002). 

Isoform of Phosphorylation Consequences of phosphorylation 
Protein kinase PLC beta sites on functional activity 

Cytosolic Pool 

Protein kinase C PLC-~1 Ser887 ~V stimulation inhibited 
PLC-~3 Ser 1105 Gaq stimulation inhibited 

? ~V stimulation inhibited 

Protein kinase A PLC-J33 Ser 1105 Gaq and J3v stimulation inhibited 
PLC-~2 ? ~V stimulation inhibited 

Protein kinase G PLC-J33 Ser 26, Ser 1105 Gaq and J3v stimulation inhibited 
PLC-J32 ? J3v stimulation inhibited 

Nuclear Pool 

Protein kinase C PLC-~1 Ser887 IGF-1 stimulation inhibited 
ERK PLC-J31 Ser982 IGF-1 stimulation mediation 

PKC acts as a negative feedback regulator for PLC-~ signalling. When PLC-~ is 

stimulated by GPCR's, DAG is generated in turn activating PKC (in its ~ form), which is able to 

phosphorylate PLC-~3 and inhibit Gaq stimulation of PLC-~3 activity but not inhibit ~1 for 

reasons unknown but through to be related to stimulation through protein-protein interactions, 

preventing the binding of~1 (Litosch 2002). PKA is also able to inhibit stimulation ofPLC-~3 by 

Gaq ,and ~r by the serinel105 phosphorylation site, the same site that PKC phosphorylates 

(Williams 1999). Lastly, PKG can also inhibit stimulation at the serinel105 phosphorylation site 

as well as the serine26 site, by Gaq ,and ~1 (Yue C. 1998). The signalling pathway involving PLC· 

~ is important in regulating cell function as well as numerous feedback mechanisms, such as 

those that target Gaq ,and PLC-~ as seen in Figure 9~ 

22 



T 
PKC 
PKA 

PKG 

PA 

Intracellular targets 

Figure 9: Gq-PLC-J} signalling pathway activation is able to initiate numerous feedback 
mechanisms that regulate signalling as adapted from Litosch, 2002. 

Phospholipase C-"I 

Phospholipase C-y (PLC-y) is regulated by the phosphorylation of tyrosine by tyrosine 

kinase receptors and tyrosine kinase nonreceptors such as Src, which are activated by 

immunoglobulins and cytokines (Kelley 2006). Protein-protein interactions, mainly mediated by 

the SH2 and SH3 domains, play an important role in the localization of PLC-y in protein 

complexes in different cellular components (Jones 2007). 

PLC-y contains two SH2 domains and one SH3 domain (Rhee 1997; Tvorogov 2002). 

Binding of various growth factors to their corresponding receptor leads to the activation of 

protein tyrosine kinase activity of the receptor itself as well as tyrosine phosphorylation of many 

intracellular proteins (Tvorogov 2002). The SH2 domain can bind to IP3 with a high affinity 

(Williams 1999). This binding is thought to contribute to the tight interactions of PLC-y with the 

plasma membrane (Williams 1999). 

Tyrosine phosphorylation of PLC-YI is mediated through the recognition of the receptor 

sites by the SH2 domains ofPLC-YI (Williams 1999; Tvorogov 2002). In order for PLC-y to be 

activated, tyrosine phosphorylation must first occur followed by the movement of the enzyme to 
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the plasma membrane cytoplasmic face, a mechanism that is not completely understood 

(Tvorogov 2002). PLC·y has two SH2 domains. The function of the SH2 domains is to associate 

PLC·y with receptor tyrosine kinases for activation (Rhee 1997; Williams 1999; Wang 2001). As 

depicted in Figure 10, for PLC-YI to be tyrosine phosphorylated, physical contact must be made 

between the receptors (such as the epidermal growth receptor) and PLC·Yl. Physical contact of 

the receptor with PLC-Yl is essential for the protein's function (Wang 2001). As like other PLC 

isoforms, PLC-y contains an N-terminal PH domain and a C2 domain near the C-terminus 

(Wang 2001). The PH domain mediates interaction with the surface of the membrane (Rhee 

1997) via binding IP3 with a strong affinity (Williams 1999). This enables its translocation 

(Williams 1999) and aides in membrane localization by phosphoinositide recognition while the 

C2 domain is involved in membrane targeting and binding as in PLC-o (Williams 1999; Wang 

2001). 

Growth 

rotein tyrosine 
kinase receptor 

Figure 10: Tyrosine kinase-receptor activation for the tyrosine phosphorylation and activation of 
PLC-Yto The phosphorylated tyrosine protein tyrosine kinase (PTK) receptor acts as a docking site 
for PI3-K and PLC-y, which aids in the conversion of PIPz to PIP,3o PLC-y undergoes 
conformational changes, and is maintained in close proximity to the membrane via SH2 domain 
with PTK adapted from Rhee, 1997. 
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Little is known about the SH2 domain interactions, but even less is known about the 

interactions of the SH3 domain of PLC-'Yh and how this domain may influence enzyme activity 

or function (Tvorogov 2002). In general, the SH3 domain is found in many signalling involved 

proteins and is used for facilitation of protein-protein association by recognition of proline-rich 

sequences in partner proteins (Tvorogov 2002). A similar action is thought to occur with the SH3 

domain ofPLC-yJ, with the proline rich protein c-Cbl (Tvorogov 2002). 

PLC-'Yl can also be influenced by the formation of signalling complexes by the epidermal 

growth factor receptor (EGFR). Actin polymerization drives cell migration (Wang 2007). F-actin 

and the EGFR can facilitate the formation of PLC-'Yl signalling complexes and the ability to 

sense extracellular stimuli (Wang 2007). PLC·'Y1 activation has been linked to numerous growth 

factor receptors, implying that cytoskeletal reorganization, but in particular the cytoskeleton 

itself, plays a critical role in mediating PLC-'Y intracellular signalling since reorganization can 

disrupt PLC·'Y activation (Wang 2007). 

The actin binding protein villin is tissue-specific and expressed in many cell types such as 

epithelial cells (Wang 2007). It is a unique actin binding protein because it has the ability to 

nucleate, cap, serve and bundle filaments of actin, as well as regulate epithelial cell migration. 

Tyrosine phosphorylation is essential to the role villin plays in cell migration (Wang 2007). 

Phosphorylated villin interacts with and recruits PLC-'YI where it is able to regulate activity 

leading to modification of the phosphoinositide signal transduction pathway (Wang 2007). PLC

'YI is able to form complexes with surface receptors such as the platelet-derived growth factor 

receptor (Wang 1998). Formation of such a complex leads to phosphorylation of PLC-'Y on 3 

tyrosine residues and an increase in enzyme activity (Wang 1998). 
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The PLC-y family is involved with several aspects of cell motility, including motility 

regulation and cell spreading, however the mechanisms that control these actions are not fully 

understood (Jones 2007). PLC-y phosphorylation has also been linked to c-Src (Ronnstrand 

1999). c-Src has the ability to phosphorylate and associate with PLC-y (Ronnstrand 1999). 

Multiple protein-protein interactions are likely to be involved with PLC-y complex 

formation, including interactions with GITI (an adaptor protein) and ~-Pix (a guanine exchange 

factor), and the maintenance and assembly of such complexes (Jones 2007). Also, the interaction 

of PLC-y with the GITl/~-Pix complex is needed for tyrosine phosphorylation, which is 

associated with the activation and function of PLC-y (Jones 2007). The role of PLC-y in such a 

model could be to increase the amount of cellular calcium released, acting as an activator for 

further events, such as the interaction of PLC-y with ~-Pix to activate Rac and/or Cdc42 (Jones 

2007). 

As mentioned, PLC-y is a phosphoinositide specific phospholipase that is activated after 

Fey receptor stimulation (Rosales 2007). It is able to use PI(4,5)P2 for the generation of IP3 and 

DAG (Garcia-Garcia 2002). As seen in Figure 11, 1P3 helps to mediate the mobilization of 

calcium (Rosales 2007). PLC-y aHows calcium to mobilize from the endoplasmic reticulum, 

causing the opening of plasma membrane channels enabled to sustain calcium flow (Ortega 

2007). DAG is needed to activate numerous PKC isoforms (Garcia-Garcia 2002) as well as Ras 

guanyl nucleotide-releasing proteins which are able to bind both calcium and DAG (Ortega 

2007). PKC-o can be activated by DAG and accumulate in the membrane of the phagosome 

during FeyR-mediated phagocytosis (Garcia-Garcia 2002). Through interactions with tyrosine, 

Fyn has been found to associate with PKC-o (Kronfeld I 2000), and is also bound to such 

signalling intermediates as PLC-y (Xing L 2004). The activation ofPKC initiates other signalling 
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pathways such as the Ras-Erk-AP-l and nuclear factor KB (NFKB), enabling the activation of 

different transcription factor families (Ortega 2007). 
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Figure 11: The production of IP3 and DAG through the hydrolysis of PI(4,S)P2 and mobilization of 
calcium via help ofIP3 as adapted from Parikh, 1997. 

Tyrosine phosphorylation of the Fcy receptors by membranes of the Src family kinases 

triggers the activation of the Fcy receptor in macrophages (lndik ZK 1995). FeyRIIA cross-

linking serves as an initiation point for phagocytosis (lndik ZK 1995). PLC-y activation has been 

reported after FeyR cross-linking. The inhibition of the PLC- y enzyme results in the impairment 

of phagocytosis in macrophage cells (Garcia-Garcia 2002). In addition, PLC-y has been shown to 

accumulate at the phagocytic cup during Fey receptor-mediated phagocytosis, however the exact 

role that PLC-y plays is unknown (Garcia-Garcia 2002). 

Phospholipase C-t5 

Most studies done on phospholipase C have been carried out on the 0 isoform (Litosch 

2002). The PH domain of PLC-o is composed of 100 amino acids, and is able to bind with high 
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affinity to PIP2, an essential step required to facilitate PIP2 hydrolysis at catalytic sites (Rhee 

1997; Murthy 2004). Activation of PLC-o may occur via the PH domain, making it an essential 

compartment of PLC-o, especially for membrane targeting (Rhee 1997; Fujii 1999). The PH 

domain binds P1P2. The role of PIP2 is to anchor the enzyme to the plasma membrane thereby 

enhancing its catalytic activity (Rhee 1997; Murthy 2004). PLC-o is fixed in place via binding of 

its C2 domain to the membrane (Rhee 1997). PLC-o alternates between two forms: one where it 

is membrane bound, when it interacts with PIPz and the other where it is cytosolic bound, where 

it interacts with soluble 1P3 (Sidhu 2005). The fully activated membrane form hydrolyzes P1P2, 

losing the docking molecule, resulting in the dissociation of PLC from the membrane (Rosales 

2005). As in PLC-P, the PH domain of PLC-o also binds the G-protein P'Y subunit, however it 

does this with a lower affinity making it too weak to induce enzyme activation (Murthy 2004). 

PLC-o has a C2-1ike domain which interacts with the EF hands (a helix loop helix 

structure of 2 perpendicular a-helixes linked by a short loop region) located on the catalytic 

region, allowing the enzyme and substrate to position correctly for binding (Litosch 2002). A 

PLC-o activator, calcium; is thought to take part in activation by assisting the interaction 

between the PIPz substrate inositol head-group which is charged and the residues located in the 

catalytic region (Kelley 2006). EF hand domains are crucial for catalytic activity (Sidhu 2005). 

The EH hands have sites for calcium binding, however it is not known if they bind calcium 

(Williams 1999). Yet, the C2 domain contains 3 sites for calcium binding as well as the catalytic 

domain which contains one site for calcium binding and connects to the EF hands through a 

. -
linker region suggesting that the C2 domain may be involved in membrane binding (Williams 

1999). 
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As mentioned, most studies done on PLC's have focused on the PLC-o isofonn due to it 

being the most abundantly expressed isofonn (Murthy 2004). PLC-o is also thought to be the 

first evolutionary fonn of the phospholipase family since the structure of PLC-o is the simplest 

as well as the most conserved since cloned isofonns of PLC-o in different mammals (including 

slime mould, yeast and plants) has the most homology with one another compared to other 

members of the PL family (Yamaga 1999). PLC-o has a high sensitivity to calcium, higher than 

that of PLC-~ and PLC-y (Rhee 1997; Murthy 2004). However, PLC-o is not activated by the 

increase in calcium levels to the extent of the PLC-~ and PLC-y isofonns where calcium release 

activates PKC and IP3 (Murthy 2004). The production ofIP3 generates PIP2 which competes with 

PLC-o for binding therefore inactivating the PLC-o isofonn (Murthy 2004), however PLC-o is 

activated by the increase in intracellular calcium (Lad 2006). 

PLC-01 is able to bind PI(4,5)P2, present in the lipid in the plasma membrane (Rosales 

2007). In order for PI(4,5)P2 to be hydrolyzed, PLC-01 must be present at the membrane and 

physical contact must be made between PLC-Ol and the membrane (Fujii 1999). When 

pseudopods are fonning phagosomes, the levels ofPI(4,5)P2 are increased (Rosales 2007). Once 

the phagosome is fully fonned, these increased levels disappear due the conversion of PI(4,5)P2 

into PI(3,4,5)P3, decreasing the levels ofPI(4,5)P2 at the phagosome (Rosales 2007). This allows 

feedback regulation of PLC-o via dislocation from the plasma membrane (Williams 1999) and 

shows that the signalling mechanism of the Fey receptor during phagocytosis is dynamic, with 

certain molecules becoming activated and recruited into a process that results in the fonnation of 

a phagosome (Rosales 2007). 
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Phospholipase C-e 

Phospholipase C-s (PLC-s) is the most recently discovered group of phospholipases and 

is also the largest member of the phospholipase family (Kelley 2006). PLC-6\ is a 254kDa 

isozyme that contains in its structural core EF-hands, a catalytic TIM barrel and a C2 domain 

(which is common to all PLC isozymes) as well as additional domains at both the C and N

termini that facilitate its interactions with the Ras family GTPases (Wing 2003). PLC-E is 

regulated by both the Ras and Rho family of proteins as well as G proteins including the 

heterotrimetic G12 family and the G-protein py subunits, GPCR's and receptor tyrosine kinases 

(Kelley 2006). PLC-E contains two C-terminals which are Ras-associating domains (used for 

activation by Ras-p21) (Sidhu 2005) as well as a RasGEF motif at the N-terminus, which allows 

for activation by Ras, Rap, RhoA, GI2 family and G-Py (Murthy 2004). 

PLC-s\ is activated by GPCR's Gust like PLC-P) as well as various ligands (Yun 2008), 

including Rho and Ras. PLC-s is also able to hydrolyze the conversion of PI(4,5)P2 into its 

corresponding messengers IP3 and DAG, the first involved in the mobilization of calcium and the 

latter with the activation of PKC (Yun 2008). Contained in PLC-EI is a CDC25 homology 

domain at the N-terminus (Yun 2008). It is a guanine nucleotide exchange factor (GEF) domain 

for the small G protein Ras family that has GEF activity towards both Rap! and H-Ras (Lad 

2006). At the C-terminus is a pair of Ras-associated (RA) domains (Yun 2008). These RA (H

Ras/Rapl-associating) domains RAt and RA2 are able to bind PLC-s1 (Lad 2006) and are 

involved with the signalling mechanisms of Ras suggesting that PLC-s\ is involved with the 

signalling that is supported by the superfamily of Ras (Yun 2008). H-Ras is able to bind PLC-s 

in a GTP-dependent manner through the RA2 domain it contains, stimulating the hydrolysis of 

PI(4,5)P2 into the secondary messengers of IP3 and DAG (Lad 2006). Ras proteins are small 
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GTP-binding proteins which are able to act as switches to alternate between the active GTP

bound state and the inactive GDP-bound state enabling them to regulate numerous biological 

responses including cell proliferation (Song 2001). 

The RA domain of PLC-El is specific for Ras superfamily member RAP lA when 

activated, playing an important role in the essential step of activation and subcellular localization 

of PLC-E (Yun 2008) by promoting the translocation of PLC-E to the plasma membrane (Wing 

2001). PLC-E is characterized through the Ras domains it contains (Bai 2004). These domains as 

mentioned are responsible for the activation of PLC-El when the GTP-bound form of the small 

GTPases is bound (Bai 2004). Although the RA domain also binds other binding proteins and not 

just the Ras family of proteins, it is still able to bind to Ras members, activating PLC-E (Yun 

2008), as seen in Figure 12. More specifically, Ras binds the RA2 domain, along with adaptor 

protein complex 2 (AP2), playing a key role in the regulation of the EGFR through PLC-E 

dependent regulation (Yun 2008). Even though both Ras and AP2 bind the RA2 domain for the 

binding region of PLC-E, it is important to note that the binding of one factor to the domain does 

not affect the binding or activity of the other: both Ras and AP2 bind to the same binding domain 

but they do not have an influence on one another's activity, binding or function (Yun 2008). The 

association ofRas with PLC-E is likely to induce the activation ofPLC-E by its recruitment to the 

plasma membrane, where PIP2 is located (Song 2001). 
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Figure 12: Receptor-mediated activation of PLC-£. Ras-GTP promotes the translocation of PLC-£ 
to the membrane via RA domain binding. Ras-bound GTP hydrolysis to Ras-bound GDP turns off 
the activation signal. GPCR induce the exchange of GDP to GTP on the a-subunit of the G12 family 
of G proteins. PLC-£ is positioned closer to the membrane by the GTP-bound a-subunit, and is 
activated as adapted from Rhee, 2001. 

PLC-e has been implicated in additional roles such as affecting cell growth (Yun 2008). 

PLC-e has been shown to reduce carcinogen-induced skin tumour formation when PLC-& knock-

out mice were studied, suggesting a mitogenic function (Yun 2008). A reduction in expression of 

PLC-& has shown to reduce cell growth in numerous cancer cells (Yun 2008). 

PLC-& affects cell growth through small G-protein-dependent PLC-& activity, an activity 

that is critical for both cell growth or tumour formation (Yun 2008). Cell growth occurs because 

PLC-& has the ability to terminate EGFR signalling, impairing it from sending a stop signal for 

growth. PLC-& is able to increase the recycling of the EGFR, enhancing receptor-mediated cell 

growth. This recycling of surface receptors is able to increase the activity ofligands since surface 

receptors are continuously heing replenished and maintained to promote prolonged signalling 

(Yun 2008). 
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Phospholipase C like-2 (PLC-Lz) 

Like the other classes of PLC enzymes mentioned, PLC like-2 (PLC-L2) also has X and 

Y domains (Otsuki 1999). Before PLC-L2 was discovered, another PLC-like protein was found; 

PLC-L which is homologous to PLC-o in structure. It has a higher molecular weight than PLC-o, 

but the X and Y domain as well as the C2 region are the same. The PH domain ofPLC-L is able 

to bind both PIC 4,5)P2 and Ins(l ,4,5)P3 as PLC-o. This binding is essential for protein anchoring 

to the plasma membrane in response to extra-cellular stimuli as well as detaching from the 

plasma membrane due to increasing levels of Ins(1,4,5)P3. However, PLC-L was found to have 

no PLC activity, making its role to remain unclear. Another type of PLC-L, PLC-L2, also 

contains the same X and Y domain, but like PLC-L does not have PLC activity. It is also able to 

bind both PI(4,5)P2 and Ins(1,4,5)P3 through the PH domain with great strength (Otsuki 1999). 

The X and Y domains ofPLC-L2 are essential for its activity (Otsuki 1999). Mouse PLC

L2 has a 63.9% similarity to human PLC-L1 when its amino acid sequence was compared, 

especially in the X and Y domains as well as the PH region, with all 3 regions having 

approximately 69% homology or higher. The PH domain is located at the N-terminus, and has 

approximately 73% of its amino acids identical to PLC-L1 and 34% of its amino acids identical 

to PLC-<h. The PH domain is considered to be a binding site for inositolphospholipids and 

inositolphosphates. The PH domain bound more readily and strongly to PI(4,5)P2 and moderately 

to both PI(3,4,5)P3 and PI(4)P (Otsuki 1999). 

PLC-L2 is highly expressed in skeletal muscle and is moderately expressed in both the 

brain and spleen, with additional expression seen in the thymus, kidney and liver (Otsuki 1999). 

Since PLC-~ is highly expressed in skeletal muscle, its intracellular localization can be 

examined using antibodies andlor OFP's (green fluorescent proteins). It was seen that PLC-L2 
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was present throughout the cytoplasm and was also concentrated in perinuclear areas, as was the 

localization of the PH domain suggesting that PLC-L2 localizes around the endoplasmic 

reticulum where the Ins(1,4,5)P3 receptors are located and where it is able to interfere with 

Ins(l,4,5)P3 signalling, possibly regulating it (Otsuki 1999). 

A summary of the known important protein interactors that playa role in Fc receptor

mediated phagocytosis can be seen below in Table 3. 
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Table 3: The role of important protein interaetors in Fe receptor-mediated phagocytosis 
(Fujii 1999; l,ennartz 1999; Williams 1999; Litoseh 2002; Steinberg 2008; Yun 2008). 

Binding 
Protein domain Role Regulation I Activation 

PLC-~ PH hydrolysis PIP2 to IPa and DAG G-proteins 

PLC-y C2 hydrolysis PIP2 to IPa and DAG Tyrosine kinase receptors 

PLC·l) C2/PH hydrolysis PIP2 to IPa and DAG unknown 

hydrolysis PIP2 to IPa and DAG; 
PLC-E RA decreases cell growth in tumours G-proteins 

PLC Hke-2 PH hydrolysis PIP2 to IPa and DAG No PLC activity; unknown 

IPa PH calcium mobilization PLC's 

DAG C1 PKC activation PLC's 

PIP2 PH PIPa, IPa and DAG production PI3-K; PLC's 

Rac activation; Actin polymerization 
PIPa PH regulation; PKC activation PI3-K 

Actin assembly; Cytoskeletal 
PKC C1/C2 reorganization; ERK pathway activation DAG 

Actin assembly; Pseudopod extension; 
Phosphorylation PIP2 -> PJP3; 

PI3-K PI Phagosome closure G-proteins; SYK 

Src SH2 Docking site for Syk IgG opsonized particles 

Src; phosphorylated 
Syk SH2 Recruit secondary messengers ie. PLC ITAM 
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RATIONALE 

Ligand binding can activate receptors and recruit proteins to the site of supramolecular 

complex fonnation in the plasmalemma subdomain surrounding the activated receptor (Marshall 

J. G. 2001). The receptor complex proteins' diffusion may be measured on the inner bilayer of 

the membrane using fluorescence recovery after photo bleaching (Marshall J. G. 2001). In an 

unstimulated membrane there was no change in mobility of the proteins (Marshall J. G. 2001). 

However, at sites ofFc receptor activation the mobility of some phospholipids and proteins were 

restricted (Marshall J. G. 2001). The inner bilayer of the membrane displayed a decrease in 

mobility for proteins anchored to the inner membrane, while proteins anchored to the outer layer 

remained unaffected (Corbett-Nelson E. F. 2006). The plasma membrane itself, local polarity of 

the membrane, and the cytoskeleton itself are all required to fonn the functional supramolecular 

receptor complex (Yeung, Terebiznik et at 2006). Hence, the activated receptor supramolecular 

complex is comprised of the receptor, cytoskeleton and associated proteins bound together in an 

annulus within the associated plasma membrane subdomain. 

Recently, the LARC method has been used to capture an activated receptor 

supramolecular complex from the surface of live cells with the receptor's ligand bound to a 

microbead for identification by LC-MSfMS, with superior specificity and sensitivity compared to 

immuno- precipitation (Jankowski 2008). A total of 336 proteins were identified by LARC, 

including the Phospholipase C family of proteins. 

Phospholipase C has been previously shown to be involved in Fer receptor-mediated 

phagocytosis (Jiang 1994; Murthy 2004; Rosales 2005; Jones 2007). The purpose of the work 

described in this thesis was to identify the proteins specifically associated with Fer receptor

mediated phagocytosis in RAW macrophages, and investigate the role of phospholipase C as 
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members of the activated supramolecular receptor complex. The determination of phospholipase 

C family members (specifically PLC-P3, PLC-P4, PLC-y), PLC-o), PLC-s1 and PLC like-2) at the 

activated receptor in RA W 264.7 macrophages will be able to further our understanding of the 

phospholipase C family of proteins as well as the protein members involved in the regulation of 

phagocytosis. Cell surface receptors found on the plasma membrane can act as key targets for 

modulating cellular responses. The phospholipase C family of proteins can interact with these 

cell surface receptors. Understanding their regulatory roles may shed some insight on various 

immune diseases. 
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MATEIUALS AND METHODS 

Reagents 

Antibodies 

Monoclonal rabbit anti-PLC-P3 (C-20: sc-403), rabbit anti-PLC-P4 (C-18: sc-404), rabbit 

anti-PLC-Yl (1249: sc-81), rabbit anti-PLC-01 (H-140: sc-30062) and goat anti-PLC-e1 (C-18: sc-

28404) was obtained from Santa Cruz Biotechnology, Inc (Santa Cruz, CA). Monoclonal mouse 

anti-PLC-L2 (ab57398) was obtained from Abcam (Cambridge, MA). Cy3- conjugated anti

rabbit, anti-goat and anti-mouse secondary antibodies were obtained from Jackson 

ImmunoResearch Laboratories (West Grove, PAl. The 2 Jl polystyrene beads were obtained from 

Bands Laboratories (Fishers, IN). Human IgG and all other reagents, unless otherwise stated, 

were obtained from Sigma-Aldrich. 

Nculeic Acids 

Plasmids encoding Phospholipase C isoforms were used in these experiments. The 

construct for pEGFP-Cl was generously donated by Dr. Pann-Ghill Suh (Department of Life 

Science, Division of Molecular and Life Science, Poland University of Science and Technology) 

(Hwang 2005). The GFP tagged PLC-P3 consisted of the expression of glutathione S-transferase 

fusion form of the C-terminal region of PLC-P3 in E.coli. PCR amplified the 337 amino acids of 

the C-terminal with primers. The PCR product was inserted into PGEX4T-l as an EcoRIIXhoI 

fragment. Primers digested with EcoRIISmaI and ligated into PEGFP-Cl to express GFP-tagged 

PLC-P3 (Hwang 2005). 
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The construct for PLC-P4-GFP was generously donated by Dr. Lucio Cocco (Cellular 

Signalling Laboratory, Department of Anatomical Science, Univeristy of Bologna) (Faenza 

2004). The full cDNA of PLC-P4 was produced by PCR using EcoRI sites in the 5' and 3' 

termini. PLC-P3 PCR product was digested with EcoRI and sub cloned into the pEGFP vector 

(Clonetech Labs) (Faenza 2004). 

The construct for pEGFP-Cl was generously donated by Dr. Matilda Katan (Cancer 

Research UK Centre for Cell and Molecular Biology, Chester Beaty Laboratories, The Institute 

of Cancer Research) (Jones 2007). The GFP tagged PLC- 11 consisted of the attachment ofEGFP 

to the carboxyl-terminus of rat PLC- 11 using the pEGFP-Cl vector (Clonetech labs) and 

standard recombination techniques (Wang 2001; Jones 2007). 

The construct for PHPLC-O_GFP was generously donated by Dr. Sergio Grinstein (Division 

of Cell Biology, The Hospital for Sick Children, Toronto, Ontario, Department of Biochemistry, 

University of Toronto, Toronto, Ontario) (Scott C. C. 2005). Plasmids encoding the PH domain 

ofPLC-o were fused to GFP (Scott C. C. 2005). 

The construct for PLC- 01 dominant negative was generously donated by Dr. Kamam 

Murthy (Departments of Physiology and Medicine, Medical College of Virginia Campus, 

Virginia Commonwealth University, Richmond, Virginia) (Murthy 2004). Dominant negative 

PLC- 01 (E341 RJD343R) was sub cloned into the multiple cloning site of EcoRI of the pcDNA3 

eukaryotic expression vector. A myc-tag was incorporated at the N-terminus. Recombinant 

plasmid eDNA was transfected into smooth muscle cells and cotransfected with pcDNA3 to 

monitor GFP expression and efficiency (Murthy 2004). 
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Cell Culture 

The macrophage RAW 264.7 cell line was obtained from ATCC (American Type Culture 

Collection, VA, USA). Culturing of the macrophage cells used Dulbecco's modified Earl's 

alpha-MEM with 5-lO% heat-inactivated fetal bovine serum in a 25 cm2 culture flask at 37°C, 

with 5% CO2 (Jankowski 2008). 

Experimental Procedures 

Live-cell affinity receptor chromatography (LARC) coupled to LC-MSIMS 

The Fc receptor complex was captured by LARC, as previously described by Jankowski 

et aI., 2008 (Jankowski 2008). On the surface of live cells in experimental medium, IgG-coated 

polystyrene beads were presented on ice for 30 minutes. The free beads were washed away in ice 

cold medium. In these conditions, the IgG receptor complex is not internalized, but rather 

remains attached to the Fc receptor on the cell's surface. The cells were warmed for various time 

intervals (0, 2.5, 5, 7.5 and lO min) at 37°C to activate the receptor fully. The experiment was 

stopped with the addition of ice cold buffer, the cells scraped, and the beads collected before the 

receptor complexes were internalized by the warming cells. A French Press (F A-078A, Thermo 

Electron, Waltham MA, USA) was used to disrupt the cells in experimental medium. The ligand 

microbeads were isolated with a sucrose gradient centrifugation (Beckman, USA) (Jankowski 

2008). For the control, for each LARC experiment performed, a crude lysate of RAW 

macrophages was run through the French Press or incubated, without the ligand but with the 2 

micron polystyrene beads. 
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Proteins were extracted from LARC as well as crude extract control beads with salt 

(Foster L. J. 2006). Organics were used to digest the remaining salt insoluble proteins. Following 

sucrose isolation, the LARC beads were extracted in 200 ilL of a step gradient of NaCI to 

produce 14 fractions of intact proteins as well as control beads (gradient: 150, 200, 250, 300, 350, 

400, 450, 500, 550, 600, 700, 800, 900, and 1000 mM). Coomassie Brilliant Blue dye binding 

was used to measure protein content of all fractions (Ghosh S. 1988). Protein fractions obtained 

from extractions were digested with trypsin and analyzed with LC-MS/MS in a minimum of 

three replicates along with controls, as previously described by Jankowski et al. (Jankowski 

2008). 

Correlation and Conformation of Proteins Identified by SEQUEST 

To eliminate false positives, manual inspection of proteins generated by search 

algorithms is required. A joint calculation using the manufacturer's software under 

recommended settings by the manufacturer and previously described conditions was used to 

correlate the resulting peptides from the control and LARC fractions. The full length FAST A 

protein sequence was correlated to the sequences from the NCBI website. The sequences for 

PLC-~3, PLC-~4' PLC-)'h PLC-oh PLC-el and PLC like-2 were correlated by BLAST for 

screening of proteins or peptides identified by SEQUEST. The peptide sequences generated from 

the MS/MS (tandem mass spectrometry) data were aligned with the FAST A protein sequences 
< ' 

and only accepted as true if at least three different peptide sequences from a single protein 

identified by SEQUEST were present in the FAST A sequence. The peptides with a cumulative 

unified score of 2400 or more using BIOWORKS (Thermo Electron Corporations) identified by 

SEQUEST were accepted. The manufacturer's scoring settings and conditions were used to 
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analyze the spectra, with a cut-off score of 2400 yielding a false-positive rate of identification of 

about 5% (Chelius D. 2002). Only these proteins which met the criteria were determined to be 

proteins specifically associated with the Fc receptor complex, and proteins that failed to meet the 

criteria were omitted. 

LARC Specific Protein Computerized Analysis 

Accession numbers of proteins which attained a cumulative score of 2400 were collected 

in SQL (Structured query language) and complied into a non-redundant set; SQL was further 

used to subtract background proteins which interacted non-specifically with the control beads 

(Codd 1998). Proteins identified from the 3 sets of LARC experiments were combined into a 

non-redundant set of accession numbers through use of SQL (Zhu P. 2007). A non-redundant set 

of accession numbers for the crude extract, BSA, lAC and media control was complied in a 

similar nature with SQL. Proteins specific to the Fc receptor complex that were captured by 

LARC were identified after removal of proteins associated with the controls by SQL. 

Fe-Ligand Specific Protein Manual Selection 

Both manual and computer searches of the proteins and peptides identified by LARC, 

lAC and control beads from the LC-MS/MS runs were carried out ensuring all proteins collected 

were detected by mass spectroscopy exclusively in the captured receptor complex. Comparison 

of proteins captured by LARC verses traditional lAC to control beads incubated with crude 

extracts or growth media through manual inspection was used to search for proteins from 
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previous experiments identified specifically to be associated with the Fc~ligand complex (Ellis 

R.E. 1991; Chung S. 2000; Greenberg and Grinstein 2002). 

Data mining using iHOP (Information Hyperlinked over Proteins) was used in order to 

search for known proteins and known protein~protein interactions. iHOP is a gene network which 

encompases known protein interactors. Imputing specific proteins that were found to be 

associated with Fc receptor-mediated phagocytosis into the iHOP search engine created a list of 

additional protein interactors. However, in order to keep the model specific to those only 

captured by the activated receptor complex, only the proteins identified by ESI~MS!MS were 

accepted and added to the interaction model. This added specificity to the model, ensuring it only 

encompassed proteins that were accepted under the previously determined criteria (score, 

number of peptides, ratio LARC to control). 

The protein interaction databases Cytoscape, Osprey and STRING were used to visualize 

the interaction network created with iHOP. The protein interaction data established with iHOP 

was inputed into the protein interaction databases to create a visual representation of the protein~ 

protein interactions that occur during Fc receptor-mediated phagocytosis. The protein-protein 

interaction models allowed for the main interactors of Fc mediated phagocytosis to be 

determined, displayed by the greatest number of interaction lines between proteins. 

A theoretical based approach of Fe receptor-mediated phagocytosis was developed by 

reviewing the literature. This allowed for identification of numerous proteins that were known to 

be involved in the signalling ot-phagocytosis of the Fe receptor complex. 
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Confirmation by Confocal Microscopy 

To confinn that the proteins identified by LARC followed by LC-MS/MS were 

associated with the Fc receptor complex, additional experiments had to be perfonned including 

confocal microscopy. Confocal microscopy was combined with antibody staining and/or 

constructs which fluoresce and are fused with the endogenous proteins. Images of both fixed 

RA W 264.7 and live macrophage cells were done using the Zeiss LSM 510 laser scanning 

confocal microscope and an oil immersion objective of 100x. 

Confirmation by Western blot of RA W 264.7 celllysates 

Western blot analysis was used to confinn the presence of PLC-P3, PLC-P4, PLC-y\, 

PLC-o" PLC-€\ and PLC-L2 using RAW 264.7 cell lysates. Cell lysates were prepared by 

growing cells to 80-90% confluency in a 75 cm2 flask in cell culture conditions and then scraped. 

To the cells, approximately 5mL of 2x SDS-P AGE sample buffer [containing approximately 

5mM PMSF, 5mM AEBSF, 5mM EDTA salt and eukatyotic anti-protease cocktail (Sigrna

Aldrich)] was added and the cells were immediately heated at 100°C for 15 minutes. On a 

discontinuous polyacrylamide gel containing a 4% monomer stacking gel (Tris pH 6.8) and a 7% 

monomer separating gel (Tris pH 8.8), 50 JiL of cell lysate was electrophoresced, alongside a 

molecular weight marker in tricine anode and cathode buffers (Schagger and von Jagow 1987). 

Proteins from the SDS-PAGE gel were transferred to Immobilon-P Transfer Membrane (pore 

size 0.45 Jim) (Millipore, Bedford, MA) (Burnette 1981) which was first soaked in 100% 

methanol for activation. Once transferred, the membrane was stained with Coomassie stain 

containing no acetic acid, destained with 50% methanol, dried and marked with pencil to indicate 

the loca~ion of the molecular weight markers and protein lanes. When marked, the membrane 
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was fully destained with 100% methanol and blocked with 5% skim milk in PBST (PBS + 0.1 % 

Tween) for 30 minutes. After blocking, the membranes were washed 3 times with PBST and 

then incubated with 1: 1000 primary antibody for PLC-rh PLC-01 and PLC like-2 for 30 minutes, 

and washed again 3 times with PBST. The membrane was then incubated with 1: 1 0,000 HRP 

conjugate secondary antibody in PBST for 30 minutes, followed by extensive washing with 

PBST. For PLC-~3, PLC-~4 and PLO::J, 5% BSA in PBST was used for blocking, with the same 

conditions used for the primary and secondary antibodies thereafter. The membrane was 

developed using ECL Western blot solution (Haan 2007). 

Immunofluorescence Staining 

In six-well plates containing 1-2 mL of media, cells were grown on 2.5 cm glass cover 

slips for immunostaining for 24 to 48 hours until approximately 50% confluent. 2 IlM beads 

were opsonized with human anti-IgG at room temperature for 30 minutes in Ix PBS. The beads 

that were fed to the cells stained with anti-PLC-01 antibody were incubated with 5% skim milk to 

block the fluorescence of the bead. Beads were washed as previously described 3 times with Ix 

PBS (Marshall J. G. 2001). Cells grown on the glass cover slips were incubated with the IgG 

opsonized particles for 5, 7.5 and 10 minutes at 37°C. Cover slips were then washed with ice 

cold PBS and fixed with 4% paraformaldehyde in Ix PBS for 30 minutes. Upon cell fixation, 

they were washed 3 times with Ix PBS, left in 5% glycine in Ix PBS for lO minutes and washed 

3 times with 0.1 % MgCl. The cells were blocked with 5% skim milk in Ix PBS which contained 

0.1 % Triton for permeablization. The cells were washed 3 times with Ix PBS. On the cover of 

the 6-well plate, 25 ilL of PBS was spotted with 1 ilL of primary antibody (PLC-~3, PLC-P4, 

PLC-rh PLC-oJ, PLC-s1 and PLC like-2); the cover slips were placed cell side down into the 
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antibody solution and incubated for 30 minutes at room temperature. The cover slips were placed 

back into the wells and washed 3 times with Ix PBS. The cells were incubated for 30 minutes at 

room temperature with cy3-conjugated secondary antibody at 1: 1 0,000 (Cy-3 donkey a rabbit for 

PLC-~3~ PLC-~4' PLC-yt, PLC-lh, donkey a goat for PLC-ci and donkey a mouse for PLC like-

2) . The cells were washed 3 times with Ix PBS and fixed onto microscope slides with DAKO 

(Dako, DerJmark), dried and analyzed using laser confocal microscopy. 

Competent Escherichia coli (E.coli) DH5a 

Competence of E.coli DH5a strain (ATCC) was carried out as previously described by 

Hanahan (Hanahan 1983). E.coli DH5 Alpha stock was inoculated in LB broth and incubated at 

37°C overnight with shaking at 200 rpm. Approximately 1 mL of overnight culture was 

inoculated into 5 mL of LB broth and grown at 37°C with shaking for 2 hours. Again, 1 mL of 

culture was inoculated into 100 mL pre-warmed LB broth and grown at 37°C with shaking for 

approximately 2 hours until an optical density of 0.3-0.45 was reached. The culture was chilled 

on ice, centrifuged at 3500 rpm / 8000 g at 4°C for 5 min. The supernantant was disgarded, the 

pellet was resuspended in 2/5 original volume Ttb I buffer (30 m.VI potassium acetate, 100 mM 

RbCh, 50 mM MgCI, 15% glycerol, 10 mM CaCh • 2H20, pH 5.8) and chilled for 5 min on ice. 

The resuspended pellet was centrifuged at 3500 rpm I 6000 g at 4°C for 5 min, the pellet was 

resuspended in 1125 original volume Tfb II buffer (10 mM MOPS, 75 mM CaCh • 2H20, 10 

mM RbCh, 15% glycerol, pH 6.5) and chilled for 15 min on ice. Competent cells were stored at-

80°C in 100 J!L aliquots. 
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Cell Transformation 

Competent E.coli cells were thawed on ice; 100 }.iL was incubated with approximately 1 

mg/mL DNA on ice for 30 minutes. The cells were heat shocked at 42°C for 90 seconds and 

chilled for 1-2 minutes on ice. To the cell suspension 1 mL of LB was added and the cells were 

incubated at 37°C for 3 hours at 200 rpm. The cell suspension was plated on LB agar plates 

alone, LB containing 50 }.ig/mL kanomycin and LB containing 100}.ig/mL ampicillin and left 

overnight to grow at 37°C. Colonies grown on plates showing resistance were looped off and 

mixed with 3 mL LB and grown with specific antibiotics for 3 hours. After the 3 hour growth 

period, 1 mL of the culture was grown in 100 mL LB wit1;l the same antibiotic conditions 

overnight. The DNA plasmid was then extracted using the QIAfilter Plasmid Maxi kit protocol 

(QIAGEN, Valencia, California). The concentration of DNA in TE buffer was determined at a 

wavelength of 260nm. \ 

Cell Transfection 

RAW 264.7 macrophage cells were grown in 6-well plates on 2.5 cm glass cover slips at 

37°C, 5% CO2 for 24-48 hours until 50% confluency was reached. The RAW cells were 

transfected using FuGENE 6 transfection reagent (Roche Diagnostics, USA) according to the 

manufacturer's directions. Cells were transfected with PLC-~3;.,GFP, PLC-~4-GFP, PLC-YI-GFP, 

PHPLC-01_GFP and a pmaxGFP (provided by manufacturer) vector as a control. Cells were left for 

24 hours at 37°C and analyzed using laser confocal microscopy. 
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Double Immunofluorescence Stainingfor Dominant Negative Analysis 

Cells prepared for double stain were grown in 6~well plates as previously described 

above. Cells were transfected with PLC-o\-GFP-DN (E341RID343R) as described above. Latex 

beads of 2 Jlm were opsonized with human IgG at room temperature for 30 minutes and washed 

as previously described 3 times with Ix PBS (Marshall J. G. 2001). Latex beads were incubated 

with 1 JlL of Cy-3 donkey (l human for 5 min and washed 3 times with Ix PBS. Cells grown on 

the glass cover slips were incubated with the IgG opsonized particles for 30 minutes and 2 hours 

at 37°C. Cover slips were then washed with ice cold PBS and fixed with 4% paraformaldehyde 

in Ix PBS for 30 minutes. Once the cells were fixed, they were washed 3 times with Ix PBS, left 

in 5% glycine in 1 x PBS for 10 minutes and washed 3 times with 0.1 % MgCl. The cells were 

blocked with 5% skim milk in Ix PBS for 30 minutes. The cells were washed 3 times with Ix 

PBS. The cells were incubated for 30 minutes at room temperature with Cy5-conjugated 

secondary antibody, with 0.2 JlL per well (Cy-5 donkey a human). The cells were washed 3 

times with Ix PBS and fixed onto microscope slides with DAKO (Dako, Denmark), dried and 

analyzed using laser confocal microscopy. 
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RESULTS 

Proteins associated with an activated Fc receptor complex may provide insight on 

immune response regulation. In this experiment, latex beads coated with an Fc receptor 

activating ligand were exposed to RAW 264.7 macrophages and the proteins involved in the 

assembled Fc receptor complex were identified and analyzed using tandem mass spectrometry. 

Mass spectrometry data was further confirmed first by Western blots and second the 

visualization of macro phages undergoing phagocytosis either by immunostaining or transfections 

with fluorescently fused constructs using confocal microscopy. 

Correlation of LC-MSIMS data to protein sequences 

Data analysis obtained by live cell affinity receptor chromatography (LARC) followed by 

mass spectrometry identified numerous proteins associated with Fc receptor-mediated 

phagocytosis. Analysis identified 336 proteins to be specifically associated with Fc receptor

mediated phagocytosis. The elimination of false positive identification by SEQUEST was taken 

into account by only selecting proteins which had a cumulative peptide score of at least 2400 

from at least three different peptide sequences (Chelius D. 2002). 

Proteins identified to be associated with Fc receptor-mediated phagocytosis (Table 4) 

include multiple kinases such as Spleen tyrosine kinase (Syk) which is known to be involved 

with the activation of phagocytosis and was detected with a score of 2,709 and contained 19 

peptide sequences. Phosphoinositide 3-kinase, another key player in phagocytosis, was detected 

in its beta, gamma and delta isoform, with scores of 3,902, 8,441 and 8,849 respectively as well 

as 9, 18 and 23 unique peptides respectively. Phospholipase C, known to be involved in the 
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activation of diacylglycerol and release of calcium in phagocytosis, was detected in numerous 

isoforms including the gamma isoform with a score of 6,100 and 19 peptides. The Fc receptor 

(lgE high affinity 1) alpha polypeptide was also detected with a score of 3,517 and 6 peptides as 

well as the high affinity immunoglobulin gamma Fc receptor with a score 2,284 and 7 peptides. 

Many GTPases were identified including the RASp21 protein activators 1-3, having scores of 

13,593, 7,208 and 13,160 respectively and 23, 16 and 20 peptides. Actin and myosin motor 

proteins were also identified as seen fit since phagocytosis involves cell migration. Actins 

include actin related protein 2 and 2/3 complex having scores of 26,207 and 19,800 and 18 and 

13 peptides respectively. Myosins include cofilin 1 having a score of 34,435 and 10 peptides. 

Many phospholipase C molecules were detected by LARC. PLC-t; had the highest score 

of39,889 and 18 peptides, PLC-~3 had the second highest score of 13,940 and 26 peptides and 

PLC-cl had the third highest score of 11,725 and 46 peptides. Other PLC molecules ranged from 

about 4,064 up to 13,940 (Table 4). Phospholipase C family of proteins were detected with high 

scores for all isoforms, suggesting that PLC may be present at the activated Fc receptor. The list 

of peptides correlating to the total score of each protein can be found in Appendices A to L. 
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Table 4: Detection of proteins in RAW 264.7 macrophages identified by LARC. 

The method of LARC yielded a total of 336 proteins identified as specifically being associated 
with the Fey receptor complex and Fey receptor~mediated phagocytosis. Cumulative score for 
each protein is shown, along with the control scores (from raw extracts, French Press and BSA). 
Proteins all had a cumulative score of at least 2400, had at least 3x the score of the control and 
had 3 independent peptide sequences, indicating a 95% probability of correct identification and 
elimination of false~positive identification. 

KINASE's 

Serine/threonine kinase 
bone morphogenic protein receptor, type II 
(serine/threonine kinase) [M 
similar to serine/threonine kinase [Mus musculus] 
similar to serine/threonine kinase AIE1 [Mus musculus] 
similar to Serine/threonine-protein kinase PAK 6 {p21-
activated kinase 
serine/threonine protein kinase; Murine thymoma viral 
(v-akt) oncogene protein kinase B kinase 
CHK1_MOUSE SERINEITHREONINE-PROTEIN 
KINASE CHK1 
NEK4_MOUSE Serine/threonine-protein kinase Nek4 
(NimA-related protein kinase 
protein kinase C-like 1; serine/threonine kinase 3 [Mus 
musculus] 
serine threonine kinase 31 [Mus musculus] 
calcium/calmodulin~ependent serine protein kinase 
[Mus musculus] 

Crk 

breast cancer anti-estrogen resistance 1; v-crk-
associated tyrosine ki 

CRKL_MOUSE Crk-like protein 

Nck 

Nck-interacling kinase-like embryo specific kinase [Mus 
musculus] 

p21-activated kinase 2 [Mus musculus] 
p21-activated protein kinase 4 [Mus musculus] 
p21-activated kinase 5 [Mus musculus] ix-associate 
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Accession 
Number 

6680804.0 

38348544.0 
38085953.0 

28487481.0 

4885061.0 

7531058.0 

29337019.0 

32813439.0 

31044416.0 

6753276.0 

40254593.0 

1345822.0 

6472874.0 

28493842.0 
29336032.0 
40037528.0 

Fc 
Receptor 
Complex 

4802.61 

6461.94 
3895.25 

3903.18 

2591.51 

5246.87 

5043.36 

3688.99 

8382.82 

4016.75 

3618.68 

2880.83 

6605.09 

2608.54 
6849.56 
3189.61 

Control 

354.28 

0.00 
998.44 

889.45 

0.00 

51.80 

1769.81 

321.51 

1139.45 

1482.17 

1035.84 

1590.97 

867.02 

0.00 
1729.84 
0.00 



Nucleoside diphosphate kinase 

similar to Nucleoside diphosphate kinase B (NDK B) 38083746.0 24545.05 3710.61 
(NDP kinase B) (P18 . 
nucleoside-diphosphate kinase 1; nucleotide 

37700232.0 100772.79 0.00 
diphosphate kinase (Mus mu 

Protein kinase C 

KIMSCD protein kinase C (EC 2.7.1.-) delta - mouse 66731.0 2907.04 642.49 

Tyrosine kinase 
L YN MOUSE Tyrosine-protein kinase L YN 2507208.0 2641.95 0.00 
Hematopoietic cell specific Lyn substrate 1 [Mus 

13938627.0 18504.27 664.90 musculus] 
KSYK MOUSE Tyrosine-protein kinase SYK (Spleen 

1711636.0 11911.30 0.00 tyrosine kinase) 
protein tyrosine kinase Tecllt [Mus musculus] 5453033.0 54184.90 21096.49 
CSK MOUSE Tyrosine-protein kinase CSK (C-SRC 
kinase) (Protein-tyrosine kinase M 729888.0 2709.32 328.54 

FAK2_MOUSE Protein tyrosine kinase 2 beta (Focal 
20138411.0 6064.34 1648.93 adhesion kinase 2) (FADK 2) 

megakaryocyte-associated tyrosine kinase [Mus 
6754646.0 2967.88 541.86 musculus] 

tyrosine kinase 2; tyrosine kinase TYK2 [Mus musculus1 9055372.0 5146.30 1153.02 
FMS-like tyrosine kinase 3 [Mus musculus] 6753888.0 4446.11 349.60 
839577 protein-tyrosine kinase (EC 2.7.1.112) JAK2 -

110873.0 3262.85 0.00 mouse (fragment) 

Mitogen activated protein kinase 

mitogen activated protein kinase kinase 1; protein 
6678794.0 3933.63 1262.70 kinase, mitogen acti 

mitogen-activated protein kinase kinase kinase 6; 
33186928.0 6744.04 2473.28 

apoptosis signal-reg 
M4K6 MOUSE Mitogen-activated protein kinase kinase 

29428007.0 5369.49 304.31 kinase kinase 6 (MAPKJERK 
Mitogen activated protein kinase kinase 2 [Mus 

15990388.0 2650.25 0.00 musculus] 
mitogen activated protein kinase binding proten 1; JNK-

6754398.0 5917.27 0.00 binding protein . C 

M4K5_MOUSE Mitogen-activated protein kinase kinase 
30315995.0 4660.40 968.25 kinase kinase 5 (MAPKIERK 

similar to MAP-kinase phosphatase (cpg21) [Mus 
38085197.0 3195.40 724.11 musculus] 

MNK1 MOUSE MAP kinase-interacting serine/threonine 
kinase1 (MAP kinase signa 30315972.0 5901.28 0.00 

Fos 
fos-like antigen 1 [Mus musculus] 6753896.0 3160.06 0.00 
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unnamed protein product [Mus musculus] V-FOS TRAN 26342525.0 2811.85 0.00 

Fas 
Fas-interacting serine/threonine kinase 3 [Mus 

10998780.0 2957.86 343.95 musculus] 

Fyn 
embryonal Fyn-associated substrate [Mus musculus] 31981787.0 4347.65 987.63 
Fyn protein [Mus musculusJ h leukemia gene [Mus mu 21594599.0 4462.89 1398.92 
FYN binding protein; FYB-120/130; SLAP130; p120/130 

33469119.0 3338.25 1353.85 [Mus musculus] 
similar to FYN binding protein (FYB-120/130); FYN-

38078624.0 4267.40 1189.61 binding protein (FYB 

Btk 
Btk protein [Mus musculus] sculus] ns and 9-cis) [ 31419802.0 3079.66 153.45 

Anchor kinases 
A-kinase anchor protein 3 [Mus musculus] 6753026.0 6588.68 222.06 
A-kinase anchor protein 4 [Mus musculus] 6753028.0 6954.92 1145.87 
similar to A-kinase anchor protein 5; RIl-B-binding 

38050553.0 3200.57 0.00 protein [Mus muscu 
A kinase anchor protein 7 isoform gamma [Mus 

31580808.0 3798.07 0.00 musculus] 
A kinase (PRKA) anchor protein 10; protein kinase A 

40807354.0 3440.06 252.09 anchoring protein 
type II cAMP-dependent protein kinase anchoring 

14192799.0 2688.09 683.04 protein Ht31 [Mus muscul 

Phosphoglycerate kinase 
similar to phosphoglycerate kinase (EC 2.7.2.3) - mouse 

38076512.0 72264.39 1145.87 (Mus musculus] 
Phosphoglycerate kinase 2 [Mus musculus] 38174603.0 162672.42 1793.86 

kaepaB kinase epsilon 
inhibitor of kappaB kinase epsilon; inducible IKappaB 

31981053.0 3782.89 419.38 
kinase; inhibito 

Putative kinase 
similar to putative protein kinase [Mus musculus] 38079866.0 4915.22 512.41 
putative membrane-associated guanylate kinase 1 [Mus 2702351.0 2416.23 379.49 
musculus] 
putative PKA-related protein kinase [Mus musculus] 6010221.0 6220.94 2579.39 

Diacylglycerol kinase 
diacylglycerol kinase, gamma 3 [Mus musculus] mu 20893772.0 3346.56 0.00 
similar to diacylglycerol kinase eta [Mus musculus] 38076892.0 8226.93 208.83 
similar to diacylglycerol kinase iota-1 [Mus musculus) 38083937.0 2854.30 278.46 
diacylglycerol kinase zeta [Mus musculus] 30794244.0 5423.18 619.81 

Inositol kinase 

inositol 1 ,4,5-trisphosphate 3-kinase A; IP3-kinase A 22122643.0 2982.86 147.55 
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[Mus musculus] 

inositol 1.4,5-trisphosphate 3-kinase C [Mus musculus}' 31712006.0 2440.16 713.66 
inositol polyphosphate 5-phosphatase II splice variant 2766531.0 3337.53 0.00 
[Mus musculus] 
inositol polyphosphate-5-phosphatase E; inositol 14916467.0 10790.96 655.57 
polyphosphate-5-phosp 
inositol polyphosphate-5-phosphatase D; inositol 6754356.0 13813.52 1910.29 
polyphosphate-5-phosph 
inositol polyphosphate-5-phosphatase F; cDNA 31542017.0 5308.43 2230.62 
sequence, clone 3-26 [Mus 
inositol polyphosphate phosphatase-like 1 [Mus 33859566.0 4298.98 444.26 
musculus] 

Phosphoinositide I Phosphatidylinositol kinase 
phosphatidylinositol 4-phosphate 5-kinase type I-beta 

1622710.0 3146.63 1072.12 
[Mus musculus] 
phosphatidylinositol-4-phosphate 5-kinase, type 1 

6679323.0 4527.08 242.76 
gamma [Mus musculus] 
phosphatidylinositol-4-phosphate 5-kinase, type II, beta 

33663294.0 4194.56 828.81 
[Mus musculus 
phosphatidylinositol 4-kinase, catalytiC, beta 

29648332.0 5801.84 792.60 
polypeptide; EST AA4378 
phosphatidylinositol 3-kinase, regulatory subunit, 

6679321.0 2769.48 1162.26 
polypeptide 2 (p85 b 
phosphatidylinositol-3-phosphatase associated protein; 

27370470.0 3415.38 694.59 
phosphatidylino 
phosphatidylinositol (4,5) bisphosphate 5-phosphatase, 

27369946.0 5521.29 375.50 
A; proline-rich 
phosphatidylinositol 4-kinase type-II beta; likely ortholog 

8922869.0 4592.95 799.23 
of mouse ph 
1-phosphatidylinositol-4-phosphate 5-kinase; 

6755062.0 10714.65 4057.62 
phosphatidylinositol-4-pho . 
phosphatidylinositoI3-kinase, catalytiC, beta polypeptide 

29789235.0 3902.88 1679.37 
[Mus muscul 
similar to Phosphatidylinositol-4-phosphate 3-kinase C2 

38073314.0 3613.76 1581.74 
domain-contain 
phosphoinositide 3 kinase P11 Odelta [Mus musculus] 22758919.0 8849.02 1213.99 
phosphoinositide-3-kinase, catalytic, gamma 

9937984.0 8441.50 1126.95 
polypeptide; PI3-K<gamma>; P 
similar to PI 3-kinase enhancer long isoform [Mus 

38090993.0 48087.97 14328.94 
musculus] 
similar to phosphoinositide-3-kinase, class 2, beta 

28482204.0 6533.84 1883.99 
polypeptide; PI3-K- .' 
T42642 phosphoinositide 3-kinase (EC 2.7.1.-) - mouse 11259849.0 9807.10 4453.78 

Protein kinase 
A55748 protein kinase (EC 2.7.1.37) Sak-a - mouse 1083471.0 3086.10 136.73 
AMP-activated protein kinase, gamma-2 subunit; 5-

21703802.0 3316.59 182.04 AMP-activated protein 
protein kinase [Mus musculus] 2980671.0 4823.12 0.00 
protein kinase, lysine deficient 1 [Mus musculus] 38424077.0 5435.59 1703.71 
protein kinase, cGMP-dependent, type II [Mus 

31982097.0 4662.78 1059.70 musculus} 
C32571 ribosomal protein S6 kinase II (EC 2.7.-.-) alpha 91277.0 6831.28 533.28 
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chain homolog (clone Mu7A)-
DNA-dependent protein kinase catalytic subunit [Mus 

3241856.0 29405.11 3919.51 musculus] 
homeodomain-interacting protein kinase 2b [Mus 

12751417.0 4501.44 687.18 musculus] 

Pyruvate kinase 
M2-type pyruvate kinase [Mus musculus] 1405933.0 3369827.68 24951.66 
similar to Pyruvate kinase 3 [Mus musculus] mest 38075009.0 7936.48 0.00 

Hexokinase 
HXK1_MOUSE Hexokinase, type I (HK I) (Hexokinase, 

30316354.0 5510.52 0.00 tumor isozyme) 

JNK 
protein kinase JNK2 beta 2 [Mus musculus] Ius] 4558397.0 4061.58 809.69 

WASP 
Wiskott-Aldrich syndrome protein interacting protein; 

23346579.0 6762.08 2551.31 
WASP interacting 
WASP family 1 [Mus musculus] 13994209.0 3697.82 485.64 
Wasp-binding protein [Mus musculus] 37537556.0 3377.69 515.28 

Other kinases 
cyclin-dependent kinase inhibitor 1 B (P27) [Mus 

31542372.0 5325.61 207.64 
musculus] 
polynucleotide kinase 3'- phosphatase; polynucleotide 10946988.0 2972.92 847.98 
kinase 3'-phosph 
dual-specificity tyrosine-(Y)-phosphorylation regulated 

21704000.0 10742.03 6764.05 
kinase 3 [Mus 
mKIM0617 protein [Mus musculus] e 5-kinase; phos 39104526.0 2613.07 0.00 
NIMA-related expressed kinase 9 [Mus musculus] 21553095.0 3488.76 672.83 
unnamed protein product [Mus musculus] kinase 14 26338994.0 4030.70 0.00 
polo-like kinase 2; serum-inducible kinase [Mus 22779889.0 2759.74 0.00 
musculus] 
Falz protein [Mus musculus] t kinase 6 [Mus muscul 27370657.0 3838.83 0.00 
adenylate kinase 2 [Mus musculus] 34328230.0 2709.93 0.00 
vaccinia related kinase 2; vaccinia virus BIR kinase 21312468.0 2791.14 976.25 
related kinase 2 
unnamed protein product [Mus musculus1 nase PAK 6 26337801.0 24988.60 0.00 
similar to protein kinase nek1 (EC 2.7.1.-) - mouse 34878053.0 4832.71 245.18 
[Rattus norvegicus 
DnaJ (Hsp40) homolog, subfamily C, member 3; protein 31542563.0 4479.39 467.85 
kinase, interfero 
sterile-alpha motif and leucine zipper containing kinase 30017393.0 4723.55 1712.06 
AZK; MLK-like 
choline/ethanolamine kinase [Mus musculus} 6671748.0 3100.60 1151.63 
phosphorylase kinase alpha 2 [Mus musculus1 27370156.0 4071.07 248.02 

ProSAPiP2 protein [Mus musculus1 37674212.0 4760.12 1249.96 
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LIPASE's 

-"Accession 
Fc 
Receptor Control - Number 
Complex 

Phospholipase A 
PA2Z_MOUSE Group XIII secretory phospholipase A2 

20178006.0 4658.97 248.68 
precursor (Phosphatidylcholi 
phospholipase A2, group IB, pancreas, receptor; PLA2-

6679365.0 2675.25 918.13 
I receptor [Mus mu 
phospholipase A2, group VI; 85 kDa calcium-

8393978.0 15926.07 991.79 
independent phospholipase A2 
similar to Calcium-dependent phospholipase A2 

38079191.0 2404.52 0.00 precursor (Phosphatidylc 
phospholipase A2, group IVB (cytosolic) [Mus 

38075595.0 4523.75 1357.49 
musculus] 

Phospholipase C 
phospholipase C, beta 3 [Mus musculus] 31982122.0 8916.15 790.84 
phospholipase C beta 4 [Mus musculus] 29293803.0 9857.93 997.97 
phospholipase C, epsilon [Mus musculus] 23956100.0 11725.24 4251.91 
Ina protein [Mus musculus] phospholipase C zeta [M 17390900.0 39887.76 0.00 
phospholipase C-like 2 [Mus musculus] musculus] 38082546.0 4064.26 419.85 
Nck, Ash and phospholipase C binding protein; SH2 

20149738.0 2869.04 0.00 
domain containing SO 
phospholipase C-L2 [Mus musculus] ive zinc finger 6705987.0 6065.06 1060.73 
phospholipase C, delta; phospholipase C delta-1; PLC-

9790167.0 6458.61 532.04 delta 1 [Mus museu 
dJ511 B24.2.5 (phospholipase C, gamma 1 (formerly 

41393059.0 6001.40 956.88 subtype 148) (1-Phosph 

Other lipases 
similar to Sec23-interacting protein p125; 

38087445.0 2739.70 118.23 phospholipase [Mus musculus 
LIPS_MOUSE Hormone sensitive lipase (HSL) 1708847.0 5901.00 2632.22 
lipase, member H; lipase H [Mus musculus] 23510279.0 4022.93 227.10 

CDC's 

Accession Fc 

Number 
Receptor Control 
Complex 

CDC-42 
similar to CDC42-binding protein kinase alpha; 

38085310.0 5418.85 1498.84 mytonic dystrophy kinas 
Cdc42 binding protein kinase beta [Mus musculus] 33942081.0 4021.91 1049.73 
Cdc42 GTPase-activating protein [Mus musculus] 9938022.0 8568.58 1110.57 
sorting nexin 26; TC10/CDC42 GTPase-activating 

30142699.0 3838.02 1838.90 protein [Mus musculus] 
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CDC·2 
cell cycle p34 CDC2 kinase protein [Mus musculus] 
p34 cdc2 kinase [Mus musculus] musculus] mily 
membe 
CDC2-related protein kinase 7; protein kinase for 
splicing component [ 

20066967.0 

1575290.0 

30794424.0 

RECEPTOR's 

CD36_MOUSE Platelet glycoprotein IV (GPIV) 
(GPlflB) (CD36 antigen) (PAS IV) (PA 

Insulin receptor 

insulin-like growth factor binding protein 7 [Mus 
musculus] 
Insulin degrading enzyme [Mus musculus] n [Mus mus 
insulinoma-associated 1; insulinoma-associated 
protein (IA-1) [Mus musc 
IRS2_MOUSE INSULIN RECEPTOR SUBSTRATE-2 
(IRS-2) (4PS) 
insulin receptor substrate 1 [Mus musculus] 
insulin receptor substrate 4 [Mus musculus] 
insulin receptor-related receptor [Mus musculus] 
insulin-like growth factor binding protein 6 [Mus 
musculus] 
insulinoma-associated 2; mit 1 gene; mit 1 [Mus 
musculus] 
insulin-like growth factor I receptor [Mus musculus) 

Receptor tyrosine kinase 

BMX non-receptor tyrosine kinase [Mus musculus] 
endothelial-specific receptor tyrosine kinase [Mus 
musculus] 
receptor tyrosine kinase EphA1 [Mus musculus] eras 

Fc receptor, IgE, high affinjty 1. alpha polypeptide 
[Mus musculus] 
high affinity immunoglobulin gamma Fc receptor I 
[Mus musculus molossinus 
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Accession 
Number 

729081.0 

6679869.0 
27371196.0 

8393617.0 

3024044.0 
29825829.0 
6754372.0 
6754362.0 

6680387.0 

9938006.0 
33859572.0 

6753196.0 

8567412.0 
10047365.0 

6753828.0 

4973138.0 

2668.32 

3022.15 

4269.32 

Fc 
Receptor 
Complex 

3309.04 

4620.89 
3375.75 

7882.34 

8423.91 
10649.26 
10812.04 
5279.32 

2926.88 

5150.44 
4293.95 

4673.75 

2611.93 
2572.06 

3517.37 

2283.71 

0.00 

0.00 

1835.76 

Control 

1353.63 

1835.57 
476.82 

0.00 

2538.66 
7257.97 
4159.47 
1082.56 

1141.87 

801.78 
1976.75 

639.39 

0.00 
406.84 

672.99 

575.15 



GTP'ases 
Fc 

"Accession Receptor 
Number Complex Control 

Ros 

148310 kinase-related protein ros - mouse 2117869.0 9764.98 3491.61 

Rho 

Rho-associated coiled-coil forming kinase 1 [Mus 
musculus] 6677759.0 16083.11 3003.23 
Rho GOP dissociation inhibitor (GOI) alpha; RhoGOI-1 
[Mus musculus] 31982030.0 38494.87 2782.68 
Rho, GOP dissociation inhibitor (GOI) beta [Mus 
musculus] 33663236.0 59520.62 253.83 
similar to RhoGEF glutamate transport modulator 
GTRAP48 [Mus musculus] 38077561.0 8734.76 3262.87 
similar to Rho guanine nucleotide exchange factor 
(GEF) 17; Rho-specif 38087046.0 12540.05 2129.10 
FG01_MOUSE Putative Rho/Rae guanine nucleotide 
exchange factor (Rho/Rac GEF) ( 1706790.0 8860.79 1551.80 
Rho guanine nucleotide exchange factor (GEF) 1; 
lymphoid blast crisis I 6678668.0 6214.75 2438.48 
Rho guanine nucleotide exchange factor (GEF) 5 
[Mus musculus] 38083968.0 9087.43 375.57 
Rho-GTPase-activating protein PS-GAP-b [Mus 
musculus] 37730280.0 7705.17 295.08 
Rho GTPase-activating protein; GAB-associated 
COC42; rac GTPase activa 28893539.0 8123.67 2417.66 
brain stress early protein Gbi; rho GTPase activating 
protein 14; EST 27597098.0 7211.53 632.62 
T-cell activation Rho GTPase-activating protein [Mus 
musculus] 22165374.0 5740.19 278.82 
ARH7 _MOUSE Rho guanine nucleotide exchange 
factor 7 (PAK-interacting exchange 18202873.0 3003.03 1182.67 

Rac 

Cdc42/Rac effector kinase; PAK-3 [Mus musculus] Ius 3420949.0 5646.82 604.70 
Rac GTPase-activating protein 1 [Mus musculus] 6755266.0 5356.45 299.62 

RAB 

GOIB_MOUSE RAB GDP dissociation inhibitor beta , 
(RAB GOI beta) (GOI-2) 13638229.0 21477.00 698.58 
rab effector MYRIP [Mus musculus] 9 factor I recep 21218142.0 5468.55 0.00 
Rab6-interacting protein 2 [Mus musculus] 30017397.0 8788.25 3067.60 
Rab11-FIP4-like [Mus musculus] 28202067.0 8256.50 895.74 
hypothetical protein ( (NM_017382) RAB11a, member 
RAS oncogene family 32414965.0 2429.55 0.00 
RAB35, member RAS oncogene family; ras-related 
protein rab-1c (GTP-bind 5803135.0 3713.70 1729.25 



RAB GTPase activating protein 1; rab6 GTPase 
activating protein (GAP a 22122645.0 4006.06 0.00 
RAB guanine nucleotide exchange factor (GEF) 1; 
Ras negative regulator 9910316.0 3146.41 879.22 
RAB2, member RAS oncogene family~like; ral guanine 
nucleotide dissociat 6677737.0 2900.86 682.88 
regulating synaptic membrane exocytosis 2; Rab3 
interacting protein 1; 16716607.0 2757.02 0.00 

ras homolog gene family, member U; Wnt1 
responsive Cdc42 homolog [Mus 19923060.0 6217.52 1773.06 
similar to ras-GTPase-activating protein SH3-domain 
binding protein [M 38077047.0 7237.55 293.53 
ras-GTPase-activating protein SH3-domain binding 
protein [Mus musculus] 1698657.0 2573.89 1073.66 
RAS p21 protein activator 3; GAPIII activator 3; Ras 
GTPase-activating 7110713.0 9596.83 0.00 
RAS p21 protein activator 2 [Mus musculus] 16716601.0 7208.47 417.19 
RAS p21 protein activator 1; p120-rasGAP; GTPase-
activating protein [M 21703900.0 11271.47 0.00 

RAP 

glutamate receptor, ionotropic, AMPA3 (alpha 3); 
cAMP-dependent Rap1 g 8393313.0 5235.53 0.00 
RAP1, GTP-GDP dissociation stimulator 1; cDNA 
sequence BC011279 [Mus m 21704072.0 3104.99 892.70 
Rap1 guanine-nucleotide-exchange factor directly 
activated by cAMP; ex 21450061.0 2658.92 600.14 
RAP1A, member of RAS oncogene family; RAS-
related protein RAP1 A [Homo s 4506413.0 63109.41 24733.93 

Activating proteins 

similar to IQ motif containing GTPase activating 
protein 3 [Mus museul 38077593.0 9048.40 2314.34 
similar to SREBP cleavage activating protein [Mus 
musculus] 23593606.0 3645.31 871.78 

ADP ribosylation 

ARG1_MOUSE ADP-ribosylation factor GTPase 
activating protein 1 (ADP-ribosylat 27923732.0 6347.77 533.27 
ADP-ribosylation factor GTPase activating protein 3; 
ADP-ribosylation 30841021.0 10013.42 300.68 

GEF (guanine exchange factor) 

4833420120Rik protein [Mus musculus] or (GEF) 1; R 20987708.0 18301.20 0.00 
Vav2 protein [Mus musculus] tumor virus] sculus] 31418561.0 6016.02 0.00 
Vav2 oncogene [Mus musculus] 6678555.0 10446.42 548.21 
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Vav 3 oncogene [Mus musculus] 30931094.0 5071.99 995.83 

• 

G-PROTEIN's 

Accession 
Fc 

Number 
Receptor Control 
Complex 

G protein 
G protein-coupled receptor, family C, group 2, 

20892429.0 3892.80 852.11 
member A [Mus musculus] 
G protein-coupled receptor, family C, group 2. 

38086653.0 3984.06 1497.84 
member A. related seque 
G protein pathway suppressor 2 [Mus musculus] 31980980.0 3036.86 0.00 
G protein-coupled receptor 4 [Mus musculus] 28316758.0 4926.37 0.00 
regulator of G-protein signaling 19 interacting protein 

22507363.0 3260.68 0.00 
3; PDZ-domain 
G protein-coupled receptor 22 [Mus musculusJ 30424810.0 3689.49 0.00 
G protein-coupled receptor 37-Iike 1; G protein-

30794242.0 3897.75 0.00 
coupled receptor 37-lk 
G protein-coupled receptor 39 [Mus musculus] 21492622.0 2890.26 720.13 
G protein-coupled receptor 124 [Mus musculus] 16905079.0 3164.66 1156.18 
G protein-coupled receptor 128 (Mus musculus] 27370236.0 5606.10 371.76 
G protein-coupled receptor 135 [Mus musculus] 32306524.0 3459.07 0.00 
G protein-coupled receptor 156; GABAB-related G-

40254201.0 6664.17 33.35 
protein coupled recept 
treacle [Mus musculus] metabotropic 6; G protein-co 2145149.0 5115.74 0.00 
similar to MrgA4 RF-amide G protein-coupled 

38086685.0 7951.84 1549.78 
receptor [Mus musculus] 
G protein-coupled receptor kinase 5 [Mus musculus] 3005012.0 6053.52 1597.12 
G protein-coupled receptor kinase 2, groucho gene 

9506749.0 2869.31 0.00 
related; G protein-co 
G protein-coupled receptor kinase-interactor 2; ARF 

34447227.0 5381.83 654.58 GTPase activating 
RGSE_MOUSE Regulator of G-protein signaling 14 

3914636.0 2510.75 1127.97 
(RGS14) (RAP1/RAP2 interacting 

TYROSINE PHOSPHATASE's 

Accession Fc 

Number 
Receptor Control 
Complex 

Tyrosine phosphatase 
protein tyrosine phosphatase. non-receptor type 3 

38078421.0 4736.62 1567.93 [Mus musculus1 
protein tyrOSine phosphatase. non-receptor type 4; 

9910518.0 5006.98 680.58 testis-enriched prot 
protein tyrosine phosphatase, non-receptor type 8; 

6679555.0 11231.00 2497.47 PEST domain-enriched 
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protein tyrosine phosphatase, non-receptor type 9; 
9790181.0 protein-tyrosine pho 

protein tyrosine phosphatase, non-receptor type 18 
6755236.0 [Mus musculus] 

protein tyrosine phosphatase, non-receptor type 21 
6755240.0 {Mus musculus] 

protein tyrosine phosphatase OPZPTP {Mus 
517125.0 musculus] 

protein tyrosine phosphatase, receptor-type, F 
6679435.0 interacting protein, bin 

protein tyrosine phosphatase, receptor type, F; 
18702313.0 leukocyte antigen-rela 

protein tyrosine phosphatase receptor type N [Mus 
14193733.0 musculus1 

protein tyrosine phosphatase, receptor type, N 
33859598.0 polypeptide 2; protein 

similar to protein tyrosine phosphatase, non-receptor 
38075912.0 type 13 isoform 

similar to protein tyrosine phosphatase, receptor type, 
38090755.0 Q [Mus musculu 

JC5981 prenylated protein tyrosine phosphatase (EC 
7513774.0 3.1.3.-) 2 - mouse 

LPA2_MOUSE Liprin-alpha 2 (Protein tyrosine 
42558981.0 phosphatase receptor type f polyp 

similar to receptor-type tyrosine phosphatase [Mus 
38074950.0 musculus] 

ADAPTOR's 

14-3-3 zeta [Mus musculus] [Mus musculus] 
similar to 14-3-3 PROTEIN TAU (14-3-3 PROTEIN 
THETA) [Mus musculus] 

gamma-aminobutyric acid (GABA-C) receptor, subunit 
rho 1; gamma-aminobu . 
gamma-aminobutyric acid (GABA-A) receptor, subunit 
alpha 2 [Mus musculu 
Similar to gamma-aminobutyric acid (GABA-A) 
receptor, subunit epsilon 
Similar to Mus musculus (Mouse). GABA-A receptor 
epsilon-like subunit [0 
similar to GABA-B receptor 2 [Mus musculus] mal 
GAO MOUSE Gamma-aminobutyric-acid receptor 
delta subunit precursor (GABA(A) rec 
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Accession 
Number 

1841387.0 

38076709.0 

6679919.0 

6679901.0 

38077221.0 

28850332.0 
38078306.0 

120792.0 

3560.06 

9770.03 

3987.77 

5616.72 

8600.19 

9883.14 

3719.70 

4514.07 

9049.74 

8028.87 

5419.20 

7460.17 

6475.58 

Fc 
Receptor 
Complex 

28403.75 

4285.41 

4411.17 

3261.65 

4482.26 

26339.31 
7269.71 

3659.92 

563.51 

276.40 

546.88 

1508.72 

2696.09 

1906.53 

1275.99 

1139.64 

1505.19 

840.79 

197.60 

2137.47 

446.42 

Control 

279.58 

175.06 

1569.95 

0.00 

201.85 

2579.45 
1646.67 

1578.20 



GRB 

Grb10 interacting GYF protein 1 [Mus musculus} us 33943105.0 7213.70 618.28 

SH2 

LCP2_MOUSE Lymphocyte cytosolic protein 2 (SH2 
domain-containing leucocyte pr 10720066.0 5760.77 0.00 
Gprin1 protein [Mus musculus] el SH2-containing pr 34784265.0 3461.17 0.00 
JC7278 adaptor protein containing PH and SH2 
domains - mouse 11292017.0 13076.82 985.91 
SH2 domain containing 3C; novel SH2-containing 
protein 3; Cas/HEF1-asso 7305329.0 5339.27 0.00 
PSM/SH2-B delta [Mus musculus] 15787983.0 3716.12 1111.86 
ASH2_MOUSE ASH2-like protein 32141377.0 2581.56 165.27 
suppressor of cytokine signaling 1; cytokine inducible 
SH2-containing p 6753424.0 3251.05 451.68 
Shc SH2-domain binding protein 1 [Mus musculus] 6755508.0 7474.49 0.00 

SH3 

SH3-binding domain glutamic acid-rich protein like 
[Mus musculus] 9910548.0 53456.92 855.61 
SH3 domain protein D19; SH3 domain containing 
protein D 19 [Mus musculu 7657564.0 7254.12 939.37 
SH3 multiple domains 1; five SH3 domains [Mus 
musculus] 6679801.0 16536.82 3726.01 
SH3/ankyrin domain gene 3; Shank3b protein [Mus 
musculus] 10946786.0 7273.78 1386.02 
SH3 domain-containing adaptor protein METS-1 [Mus 
musculus] 8131948.0 3280.79 0.00 
SH3 domain protein 3 [Mus musculus] 22267440.0 2588.47 379.53 
SH3-domain binding protein 5 (BTK-associated) [Mus 
musculus] 6755498.0 2587.89 163.02 
intersectin (SH3 domain protein 1 A); intersection (SH3 
domain protein 1 6754392.0 4571.63 1753.84 
Mus musculus SrcSH3 binding protein, incomplete 
sequence 1928966.0 2564.47 618.36 
Signal transducing adaptor molecule (SH3 domain and 
tTAM motif) 1 [Mus 6755668.0 5281.06 0.00 
chromosome X open reading frame 9; likely ortholog 
of mouse SH3 gene SL . 9506363.0 4538.65 0.00 
SH32_MOUSE SH3-containing GRB2-like protein 2 
(SH3 domain protein 2A) (Endoph 10720274.0 32216.09 1903.27 

POZ 

PDZ domain containing guanine nucleotide exchange 
factor (GEF) 1 [Mus 38076580.0 14181.01 4380.14 
PDZ-domain protein scribble; Scribble; scribble 
homolog 1 (Drosophila) 20373163.0 8342.85 1797.59 
PDZ and LIM domain 3; actinin alpha 2 associated 
LIM protein [Mus muscu 7948997.0 4331.53 0.00 
POZ domain protein GIPC2; likely ortholog of mouse 41393579.0 3374.15 0.00 
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semaF cytoplasmic d 
Similar to multiple PDZ domain protein [Mus 
musculus] 

DOCK 

28175159.0 

Dock8 protein [Mus musculus] ypeptide 9 [Mus muscu 37589935.0 
DOK1_MOUSE Docking protein 1 (p62(dok» 
(Downstream of tyrosine kinase 1) 27805460.0 

PHOX PROTEIN's 

Accession 
Number 

p67 
methionine aminopeptidase 2; eIF-2-associated p67; 

9789873.0 initiation factor 2-

p47 
similar to rat p47 [Mus musculus] 13386036.0 
similar to AP47 protein - mouse [Rattus norvegicus] 34877759.0 
P4770 30704925.0 

ACTIN's 

Accession 
Number 

Actin 

dJ562N20.1.1 (trabeculin alpha (actin binding protein 
ABP620) (ortholog 11137614.0 
ADVL_MOUSE Advillin (p92) (Actin-binding protein 
DOC6) 14547906.0 
cytoskeletal actin-modulating protein [Mus musculus] 17222137.0 
similar to KJAA0825 protein [Mus musculus] actin 38075392.0 
SWIISNF related, matrix associated, actin dependent 
regulator of chroma 7106417.0 
similar to actin, gamma, cytoplasmic [Mus musculus] 38089775.0 
microtubule-actin crosslinking factor 1 [Mus musculus] 25021548.0 
En01 protein [Mus musculus] ein 2 (Actin-related p 34784434.0 
nexilin; nF actin binding protein [Mus musculus] 41054994.0 
SAC2 (supressor of actin mutations 2, homolog)-like 
[Mus musculus] . 28499084.0 
ARP1 actin-related protein 1 homolog B [Mus 
musculus] 22122615.0 
actin-related protein 2; ARP2 (actin-related protein 2, 5031571.0 
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3730.13 

2747.03 

2854.98 

Fc 
Receptor 
Complex 

3670.38 

4254.55 
2462.92 
2923.61 

Fe 
Receptor 
Complex 

9452.05 

5282.27 
42725.17 
11085.52 

8344.55 
32046.32 
25710.24 
89548.39 
8572.32 

51100.65 

2781.93 
26207.20 

1013.39 

803.58 

0.00 

Control 

1321.51 

1337.62 
348.11 
0.00 

Control 

1059.11 

29.87 
16323.71 
0.00 

1166.60 
3344.56 
6998.58 
0.00 
1368.75 

214.30 

374.43 
0.00 



yeast) homolog 
actin related protein 2/3 complex subunit 4; Arp2/3 
protein complex sub 5031595.0 19800.19 474.05 
ARP8 actin-related protein 8 homolog; actin-related 
protein 8 homolog 13937369.0 8899.80 455.30 
put. beta-actin (aa 27-375) [Mus musculus] 49868.0 3074987.26 850033.95 
similar to beta actin [Mus musculus] usculus] X& 38086870.0 87131.81 0.00 
actin-like [Mus musculus1 8850209.0 401898.34 29730.87 
825819 actin, fetal skeletal/adult cardiac muscle-
mouse (fragment) 90263.0 697183.89 61821.62 
FLNB_MOUSE Filamin 8 (FLN-8) (Beta-filamin) 
(Actin-binding like protein) (ABP 38257404.0 32979.13 4924.09 
profilin 1; actin binding protein [Mus musculus] 6755040.0 466850.53 13772.56 
CAPB_MOUSE F-actin capping protein beta subunit 
(CapZ beta) 1345668.0 15537.88 578.75 
capping protein (actin filament), gelsolin-like [Mus 
musculus] 6680842.0 277641.04 250.79 
Coronin, actin binding protein 1 A [Mus musculus} g 31418362.0 10780.84 0.00 
Shroom-related protein; F-actin-binding protein; likely 
ortholog of mo 18699722.0 8144.07 2434.42 
actin binding protein ShroomS [Mus musculus} attus 6467992.0 13715.15 0.00 
A60965 vinculin - mouse (fragment) gene [Mus 
musculus] 482647.0 5894.72 1211.60 

MYOSIN's 

Accession 
Fc 

Number 
Receptor Control 
Complex 

Mlosin 
erythrocyte protein band 4.1-like 4b; expressed in 

9506567.0 2436.21 0.00 
high-metastatic cell 
erythrocyte protein band 4.1-like 1 [Mus musculus] 7305029.0 2792.94 0.00 
erythrocyte protein band 4.1-like 3; DAL 1 P [Mus 

7305031.0 4191.97 1750.48 
musculus] 
erythrocyte protein band 4.1 [Mus musculus] 38570129.0 3334.41 1664.78 
cofilin 1, non-muscle [Mus musculus} 6680924.0 34424.95 0.00 
myosin, heavy polypeptide 3, skeletal muscle, 

38091410.0 22636.88 3193.45 
embryonic [Mus musculus] 
myosin, heavy polypeptide 6, cardiac muscle, alpha; 

6754774.0 17391.32 2809.33 
myosin heavy chain, 
tropomyosin 1, alpha; alpha tropomyosin [Mus 

31560030.0 58288.56 2617.01 
musculus] 
A44131 tropomyosin beta 2 - mouse 346655.0 120061.38 1105.25 
S 11390 tropomyosin 5 - mouse 111212.0 737865.99 17609.92 
MYHB_MOUSE Myosin heavy chain, smooth 

13431676.0 17793.41 2987.77 muscle isoform (SMMHC) 
nonmuscle myosin II-e heavy chain [Mus musculus] 

33638127.0 3126.81 0.00 
9 
MY1A_MOUSE Myosin la (Brush border myosin I) 

13431683.0 8468.17 1405.04 
(BBM-I) (BBM!) (Myosin I heavy c 
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myosin 1 H [Mus musculus] 29725639.0 3857.57 0.00 
keratin complex 1, acidic, gene 23; type I 

15431281.0 3880.44 736.81 intermediate filament cytok 
keratin intermediate filament 16a [Mus musculus] & 11559579.0 155966.04 25853.00 
similar to Myosin light chain kinase 2, 

38075322.0 13585.55 598.45 skeletal/cardiac muscle (MlCK2 

DYNEIN's 

Accession 
Fc 
Receptor Control Number 
Com~lex 

Dynein 
similar to axonemal dynein heavy chain 7 [Mus 

38075883.0 28113.09 3453.46 
musculus] 
similar to axonemal dynein heavy chain 7 [Mus 

38049489.0 5911.22 1532.12 
musculus] 
similar to axonemal dynein heavy chain 7 [Mus 

38049491.0 13137.79 2783.05 
musculus] 
similar to Dynein intermediate chain 2, axonemal 38091940.0 3758.10 1252.30 
(Axonemal dynein inte 
axonemal dynein heavy,.chain [Mus musculus] 

11991525.0 4253.69 1645.43 
959370 
similar to axonemal heavy chain dynein type 3 [Mus 

38348574.0 2915.94 590.13 
musculus] 
similar to axonemal heavy chain dynein type 3 [Mus 

38087391.0 10813.28 1766.08 
musculus] 
dynein, cytoplasmic, intermediate chain 2 [Mus 6753658.0 4345.54 0.00 
musculus] 
1-beta dynein [Mus musculus] 29243996.0 9154.41 3024.99 
similar to Dynein heavy chain at 890 CG1842-PA 38080759.0 23833.99 4904.75 

. (Mus musculus] 
dyne;n, axonemal, heavy chain 5; dynein, axon, 20373161.0 30565.33 10864.41 
heavy chain 5; axonemal 
dynein, axonemal, heavy chain 8; dynein, axon, 34328061.0 14878.18 3104.45 
heavy chain 8 [Mus musc 
axonemal dyne;n heavy chain 8 Dnahc8 [Mus 13310482.0 26309.14 4168.28 
musculus] 
dynein, axonemal, heavy polypeptide 9 [Mus 38091406.0 29256.48 7589.12 
musculus] 
dynein, axonemal, heavy chain 10 [Mus musculus] 38080767.0 4217.46 1305.88 
dynein, axonemal, heavy chain 11; situs inversus 6753652.0 31116.64 8179.05 
viscerum; dynein, axon 
dyne!n, cytoplasmic, heavy chain 1; dynein heavy 13384736.0 36601.91 10833.98 
chain, retrograde tra 
similar to SI:zC220F6.1 (novel protein similar to 38084535.0 35097.83 5077.14 
human dynein heavy c 
similar to dyne!n, cytoplasmic, heavy chain 2; 38094407.0 2644.67 983.02 
cytoplasmic dyne!n heav 
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Peptides identified by LARC LC-MS/MS were manually correlated to their full length 

FASTA protein sequence of PLC-~3, PLC-~4' PLC-)'h PLC-o" PLC-el and PLC like-2 (Figure 

13). PLC-~3 was identified by all but one of its 24 different tryptic peptide sequences including 

the three highest peptides that correlated to the full length sequence where four sequences were 

overlapping (Figure 13, Panel A). PLC-~4 was identified by many of the 26 different tryptic 

peptide sequences including the highest three peptides that correlated to the full length sequence 

where there were no overlapping sequences (Figure 13, Panel B). PLC-)'l was identified by all 

but two of its 19 different tryptic peptide sequences including the three highest peptides that 

correlated to the full length sequence where two sequences were overlapping (Figure 13, Panel 

C). PLC-01 was identified by all but one of its 15 different tryptic peptide sequences including 

the highest three peptides that correlated to the full length sequence where two sequences were 

overlapping (Figure 13, Panel D). PLC-el was identified by all of its 42 different tryptic peptide 

sequences being correlated to the full length sequence including the three highest peptides with 

two overlapping sequences (Figure 13, Panel E). PLC like-2 was identified by all but five of its 

25 different tryptic peptide sequences including the three highest peptides that correlated to the 

full length sequence where four sequences were overlapping (Figure 13, Panel F). Identification 

of these proteins by mass spectrometry assumes to be reliable since they were identified by at 

least 3 different peptide sequences, confirming their presence at the activated Fc receptor 

complex identified by LARC. 
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Figure 13: Correlation of peptides identified by LARC and LC-ESI-MSIMS and searched 
with SEQUEST to the full length FASTA protein sequence. 

Pana! A illustrates 23 different peptide sequences identified for PLC-~3 correlating to the full 
length protein sequence. Panal B illustrates 11 different peptide sequences identified for PLC-~4. 
Panal C illustrates 17 different peptide sequences identified for PLC-Yl. Pana! D illustrates 14 
different peptide sequences identified for PLC-01 protein sequence. Panal E illustrates 42 
different peptide sequences identified for PLC-E!. Panal F illustrates 20 different peptide 
sequences identified for PLC-like 2. The accession numbers for the FAST A sequences are 
indicated as they appeared in NCB!. Peptides identified from LARC are highlighted in grey, with 
the highest scored peptide appearing in blue, second highest scored peptide in purple and the 
third highest scored peptide in yellow. Overlapping sequences are in red. PH protein domains are 
indicated in blue. C-tenninal domains are indicated in green. EF hand domains are indicated in 
pink. X and Y catalytic domains are indicated by underlining. SH2 and SH3 domain are 
indicated in orange (PLC-Yl) as well as RA and RasGEF domains (PLC-EI). 

Panel A PLC-P3 
LARC Accession # 31982122.0 NCBI Accession # NP 032900.2 

MAGAR?GV~QLEPPTVVETLRRGS~FIKWDEEASSRNLVTLRVDPNGFFLYWTGPNME 
VDTLDISSIRDTRTGRYARLPKDPKIREVLGFGGPDTRLEEKLMTVVAGPDPVNTTFLNF 
MAVQDDTVKVwSEELFKLAMNILAQNASRNTFLRKAYTKLKLQVNQDGRIPVKNILKMFS 
ADKKRVETALESCGLNFNRVESIRPDEFPLEIFERFLNKLCLRPDIDKILLEIGAKGKPY 
LTLEQLMDFINQKQRDPRLNEVLYPPL~RSSQA~LLIEKYETNKQFLERQQ~~~lfI:~~SJlYL 
GGEENGILPLEALDLSMDMTQFLSAYFINSSHNTYLTAGQLAGPSSVEMYRQALLWGCRC 
VELDVWKGRPPEEEPFITHGFTMTTEVPLRDVLEAIAEAAFKTSPYPVILSFENHVDSAK 
QQAKMAEYCRSIFGDALLIDPLDKYPLSAGIPLPSPQDLMGRILVKNKKRHRPSTGVPDS 
SVRKRPLEQSNSALSESSAATEPSSPQLGSPSSDSCPGLSNGEEVGLEKTSLEPQKSLGE 
ESLSREPNVPMPDRDREDEEEDEEEEETTDPKKPTTDEGTASSEVNATEEMSTLVNYVEP 
VKFKSFEAARKRNKCFEMSSFVETKAMEQL=T~KS~P~M=E=F~V~E~Y~==~~~ 

VALN 
PVDTRRKYRTRTSQGNSFNPVWDEE 

P FD FPKVVL PTLAS LRlAAFEEGGKFVGHRI LPY9A:IJ:','§S;YH}'V~LRNEANQ PLCL PALL 
IYTEASDYIPDDHQDYAEALINPIKHVSLMDQRAKQLAALIGESEAQASTETYQETPCQQ 
PGSQLPSNPTPNPLDASPRWPPGPTTSSTSSSLSSPGQRDDLIASILSEVTPTPLEELRS 
HKAMVKLRSRQDRDLRELHKKHQRKAVALTRRLLDGLAQARAEGKCRPSPSALGKATNSE 

, ." , ~, '1 ., 

i 

SGGHLSSADSESQEENTQL 

Panel B PLC-P4 
LARC Accession # 29293803.0 NCBI Accession # NP_038857.1 

MAKPYEFNWQKEVPS FLQEGAVFDRYEEES FVFEPNCLFKVDEFGFFLTWKSEGKE GQVL 
ECSLINSIRQAAIPKDPKlLAALEAVGKSENDLEGRILCVCSGTDLVNIGFTYMVAENPE 
VTKQWVEGLRSII ITRTFASGKTE~ 
YIFQALKELGLPSGI)NDEIEPAAFTYEKFYELTQKICPRTDIEDLFKrg:!'lG!J~TPJ+-.':l:yg 
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QLVSFL .EH A! KK 
QF: \DH PU\' j'"F 1 SSSH NTY LTGRQfGG KSS VEMYRQVLLl\GC RCVELD 

C~ JG ~G~DQ~Pl:~HG ~l\MCrJILF~~VIQAI K E7A fV~ S E Y PV ILSfEN HCS KY .Q ' KM 

S KY~ED~FGDLLLKQALFSHPLEPGRP:PS . ~ DL K R K ILIXNKRLXPEVEKKOLEALKSM 

:/~.J\G~SA]\Pl\S = LFDJ!\ EF!=' = ESl\;JQE EF AH FEY X t-"GNE.LSADDY SH KtAVANS VKX ) S D 
D~ lH Ei<:--JKC(GLV':"'VEDlQAh1tV:AS "{i"Y VGATT N H PY LSTMl NYAQPVKFQG FH VAEERr I 
H YNMSS FNESVGLGYLKTHAIE~ V~YNKRQ~SR I Y P ~GG RV DS S N Y M PQ IFWNAGCQMVS 

L:\ YQT PDLA:V:QLNQG i<fE YNGSCG Y LL K Pi) FM RR PD RT fDP F S F:T PV DGV I f1.A TC SVQV I 
SGQFLSDKK IGT YV EV DM YGL?TDTJR K EFR~ .~VMNNG [ N PV Y NEESFVFRKVILPDLA 

VLRI AVYDD NNK LI GOR I LPLDGLQAGYRh I SLR~ EGN KPLS~~?TT E'eN I VLKTYVPDGF 
GD IVDALSDP KK FLS I TE KRADQMRAMG I ETS DI ADVPSDTSKNDKKGKAN PAK,l\NVT PQ 
SSSE LRPTTTM\ LGSGQEAKI<GI ELI PQVR I EDLl<QtvlKA YLKHL KK QQI<ELNSLKK KHAI< 
EHSTMQ KLHCTQVDXI VAQYD KEKS THE KILE KAM KKK GGSNC LEI KK ETEI KI QTLTTD 
Llf-(SKVK E TVAQH TKEh1SE[ I "i T 

E.A. EiVlD RRPAT VV 

Panel C PLC-Yl 
LARC Accession # 4 1393059.0 NCB] Accession # NP 067255.2 

MAGVAT PCJ.\NGCG PGAPS EAEVLH LCRS LE VGT VM TL f Y S KKSQRPE RKT FQVKLET RQ I 
TWSRGADKIEGSI DI REI KEIRPG KTSRD FDRYQEDPA LKTL 
SLQAT SEDEVN iWI KG:'" n-J LiV1 EDTLQAATP LQI ERI,JLRKQF YSVDRNRED RI SAK DL KNM 
LSQVNYRVPNMRFLR ERLTDLEQRSGDITYGQFAQLYRSLMYSAQ KTMDLPFLET NALRT 
GERPEHCQVSLSEFQQFLLE YQGELWAV DRLQVQE~ LSFLRDPLREIEEPYfFLDEL VT 
FLFS KENSVWNSQL DAVCPDTMNNPLSHYW I SSSHNT YLTGDQFS SES SLEAYARCLRMG 
CRCIELDCWDGPDGMPVI YHGHTLTT KI KFSDVLHTIKEHAFVA SE YPVILSIEDHCSI A 
QQRNMAQHFRKV LGDTLLTK PVD l AADGLPSPNQLRRK ILIKHKKLAEGSAY EEVPT SVM 
YSENDI SNS I KNG IL YLEDP VN HEW YPH YFVLTSS KI YYSEET SSDQG NEDEEEPKEAS S 
STELH SS EK, S '" tVG .v~ 1. S~ W 

NAHESK n!t. 'v I-{AST 

GFYVEANPMPTFKCA 

QQVPLRC NEFEMRLSE PVPQT 
;' )GA VK>\··. 

~ RKM K L R Y PI NEEALE K IGTAEPDYGALY EGRNP 

E ' K. 
MI NPAV LEPEREHLDE NSPLGDLL RGVLDVPACQ I AI RPEG KN NRLFVFSI S 

M PS VAQWS LDVAADSQEELQDWVKK I RE VAQTADARL TEG K[vJMER RK KI ALELS ELVVYC 
R PV P FDEE K I GTERAC Y RDMS S FPET KJl.. EKYVNKAKGKKFLQYNRLQLS R I Y PKGQRLDS 
SN Y DPLPMW ICGS QLVALN FQTPDK PMQMNQA~ FMAGGHCGYVLQ P STMRDEAFDPFDKS 

SLRGLEPCVIC 
\'.NYSEDL 

E~ASLLIK PAKENGDLSPFSGISLRERAS DASSQLFH VRAREGSFEAR YQQP FE DF 
RI SQEHLADH FDSRERS TSDGP SSATNLIEDPLHDKLW KCS L 

Panel D PLC-~l 

LARC Accession # 9790167.0 NCB] Accession # ~P 062650.1 

MD SGRDFLTLHGLQDD PDLQALLKGS QLL KVKSSS WRRERFYKLQEDCKTIWQESRKV MR 
SPESQLFSIE DI QEVRMGH RTEGLEKFARDIPED RC FSI VFKDQRNTLDLI APSPADVQH 
WVQGLRK IIDRSGSMDQRQKLQHW IH SCLRKADK~KDNK~N~KEVKDFLKELNVQVDDS Y 

ARK IFRECDH SQTDSLEDEEIETFYRMLTQRA 
' ."." '\ ".'>\ . ~ , f-\ ".'.'QDM NQ 

PLSHYLVSSS HNTYLLEDQLTG PSS TEAY l RALCKGC RC LEL DCWDG PNQ EPII YHG YTF 
TSK ILFCDVLRA I RDYA FKASPYPVILSLE NHCSLEQQRVMA HHLRA ILGPMLLDQPLDG 
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VTTSi..t-' PE .LKE.KI LLKGiG LGG:"LPAGGE lGPEATDVSDEDEAAEMEJEAVRS VQHK 
PKSOi-(:"KLV E:"S!J :'/V~ YC L< SVHFGGr:'S PSTSGQAFYEMAS FSESRALRLLQEoG t< FV 
. H~VGHLSRI Y PAG 'RTDSSNYSPVEMWNGGCQI VALNFQTPGPEMDVYLGCFQDNGGCG 
YVLKPJI.FLRDPDTTt· ISRALTQGPWWAP K 

·~GDLllr'Sp..T LFVK I S 10 

Panel E PLC-EI 
LARC Accession # 23956100.0 NC BI Accession # NP 062534.2 

MTSEE:vIAA VL I PVTQR KVl\SAQSVl\EE SV KV DAGI PRA RAGRQGAL I PPTI SQWl KH 
KEESSRSDL KVFSIARG LVCDENS EEGWEENAPDSPENHAM! GNSLVQ HQHQFP RS 
QL EA DSVTEDPCL PGIPSPL RKV LPG I QLEME DSPMDVSPAGSQ PR IMESSG PH SD 
RNTAVFHFHYE DRTMSDAFHTLSENLILDDCA NC VTLPGGQQ KNCMAYACKLVELTRT 
CGSKNGQVQCEHCTS LRDE Y C FESSCSKADEV SGGGFCEDGfJl.HG PAAKTl::'-N PLEDf 

DNCEDVDDfFK KI<ERSTLLVRRFC KNDR VKKSV YTGTRAIt"iRTLPSGC J GPAAr,'J ;YV 
D . Q GSQR:" EAQ CLIYSAVRRGEE:E.DTVGSLLHCS 
':'QLPt'-:SETA GRI ED l?CLKQCVRDTECEFRATLQRTS I AQYITGSLLEATTSLGAR GL 
LS G TGRIML KERQLGT 'iANSl l? Vl?SS AGI KELIDLQl?L I QFP r AS T QS 
Q~ v V ~M y C S tr~F 

!\G RSRK 
CEVLDGAS GL 

LKLCl? RYSS EEALEFVAD YSGQD IFLQRVGQ GL KNSEKELT VN SIFQVIR CSRSLEM 
EEEDSASEGSGSRKN 'LKDKARWQFIIGDL 0 E DIFE KSKECDPHGSEESQKAFDHGT 
ELIPWYV LSI ADVH FLL GATVIHYD DTHLSARCFL LQ?DNSTLTWMKPPTASPAG 
AR PKLG VLSNMAEPG KFPSPGNAGVSGLAEGILDLfS VKAV YMGHPGIDIHTV VQl KLS 
SMLLSETGVTLLYGLQTTDNRLLHF AP 'HTAEMLFSGLLE LTTAVRKIRRFPD RQQ ~ 

KQYVSLYQ EDGRYEGl?T LAHAVELFGGR W TR Nl?S PGMSAKNAEKPN iQR I T GIST 
TK KK KKr L RGESGEVTDDEMATRKAK YRECR RSGSDPQDVI E EESEAl VIT . PPl P 
~HSRRAYSLTTAGS l?l LATGMSS PI SAltlSSSS1l'lHGRI RGGMQGFQSFMVSD NM FVEfV 
ELFKS FSIRSRKDLKDIFDI YS VPCN RSASESAPL YTNLTIEE, TSDLQPDLDLLTR VS 
DLGLFI KSKQQL D RQI DAIJlAASI 

NSRRMEE NPSGS MPAS 
LMFNTEER!<CS TH KVTVHG VPGPEPFAVfTI EGT KAKQ LLQQVLAVDQDT KCTATD Y f 
LMEEKHFI SKEKN EC RKQ PFQRAVGPEEDIVQILN WfPEEG YVGRI VLKPQQ ETLEE KS 
I VFD DKEVILSS EEES f oo . 

, . ' _ ') LJ V ,,)AQSF< . · QVQ 
ASREDKRRGI SFASELKKLT K T KQSRGLPSPPQLVASESVQSKEE~PVGALSS DTVGY 
QQ 
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PANEL F PLC Iike-2 
LARC Accession # 38082546.0 NCBI Accession # NP 038908.2 

MAECGRGAAGGA r,~srsPALCAKGALKAGAGEGGGGGGGGR LGHGRI ••••• 
I TSPGRGPLGVALARTPS PAAGPVPRDSI<PGG LPR RSS I 1 KDGTKQKRER K 
KTVS FSSMPTEKK ISSAS CIHSMVEGSELKKVRSNSRIYHR YFLLDADMQSLRWEPSKK 
DSEKAKIDI KSTKEVRTGKNT D IFRSNG ISEQ I SEDCAfSV T YGE ~Y E S LDLVA~SADVA 

~ IWVTG~RYLlS YG K HTLDMLESSQDNMRTSWISQM ~SEIDVDGLGH1TLCHAVQCIRN I, 

NPGLI<TSK I EL Kff<ELH KEEFI EVFHELRTRP y .J) ,1'\ 

Q!JlvJ KQ PLS H Y FI 0lSSH l\ TY L1 EDQf !'l,GPSJ I TG Y;- RAU<tviGCRS VELDVVVDG PD 
NEPVVYTGHTMTSQI VFRS VIDI: NKYAFFASEYPLILCLENHCSI KQQKVMV HM KK IL 
GDKLYTTSPNMEESYLPSPDVLKGK I LI KAKK LSSNCSGVEGDVTDEDEGAEMSQRMG KE 
NVEQPN HVPVKR FQLC KELSE~VS I CKS VQfKEFQV SfQVQKYWEVCSFNEVLASKYAN E 

NPGDFVNY NKRFLARVfP SPMRI DSSNMNPQDFWKCGCQI VAMNfQTPGLMtvlDLNVGWFR 
QNGNCG YV LRPA MREEVS fF SANTKDS VPG VSPQL 

NR RGGG KPH KRGLSVRKG 
KKS RE YAS LRTLWI KTVDEVFKNAQ PPI RDATDLRENMQNAVV SFKELCGLSSVAN LMQC 
MLAV SP RfLGP DNN PLVV LNLSEP YPT MELQAI VPEVLKK I VTT YDMMMQSLKA LIE NA D 
AV YEKI VHCQ KAAMEfHEHLH S I GTKEGL KERKLQKA YES f TltJN I T ILKGQA DLL KYAr<\ 
F r\QIHJ:>AAVSCGLNK PGTENSEAQK PRRSLEAI PE KASDE i\lG D 
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Mass spectra of the PLC isofonns were gathered and were deemed good quality spectra. 

The PLC spectra of PLC-~3, PLC-~4, PLC-Yl, PLC-ol. PLC-£t and PLC-L2 (Figure 14) show 

good mass accuracy (approximately within 0.2 mlz) and resolution. This allows for the 

observation of both the 2+ and 3+ charge states of the peptides, as well as the 1 + charge state. 

LC-MSIMS spectra from the LARC experiment for PLC-~3 shows the 2+ peptide KA VALTR 

(MH+ 758.93), 3+ peptide SFDPFTEVIVDGIVANALR (MH+ 2064.33) and 3+ peptide 

ILLEIGAKGKPYLTLEQLMDFINQK (MH+ 2877.44) with correlating band y series ions 

(Figure 14, Panel A). The fragmentation spectra of PLC-~ 4 show the 3+ peptide 

QWVEGLRSIIHNFRANNVSPMTCLK (MH+ 2915.39), 3+ peptide LAFLTNTTGKIPVR 

(MH+ 1531.83) and 3+ peptide GLISSDGFCRYLMSDEANAPVFLDR (MH+ 2707.04) with 

correlating band y series ions (Figure 14, Panel B). The fragmentation spectra for PLC-Yt show 

the 2+ peptide HPLYRK (MH+ 813.97), 3+ peptide PDQSHCFVILYGMEFR (MH+ 1943.24) 

and 2+ peptide NPGFYVEANPMPTFK (MH+ 1712.95) with correlating b and y series ions 

(Figure 14, Panel C). Spectra for PLC-ot show the 3+ peptide MNFKEVKDFLK (MH+ 

1399.68), 1+ peptide NGDLHPSATLFVKISIQD (MH+ 1956.19), and 2+ peptide 

HNVGHLSRIYPAGWR (MH+ 1763.99) with correlating band y series ions (Figure 14, Panel 

D). Fragmentation spectra for PLC-€, show the 3+ peptide KESRQIAPELSDLVIYCQA VK 

(MH+ 2391.77),3+ peptide KAGLLWPCGNVMGTLSAMDIR (MH+ 2234.70) and 3+ peptide 

EEKPVGALSSSDTVGYQQ (MH+ 1896.00) with correlating band y series ions (Figure 14, 

Panel E). Lastly, spectra for PLC-L2 show the 2+ peptide GAAGGALPTSPSPALGAKGALK 

(MH+ 1893.18), 3+ peptide ARYDSGGVSNGSCSLGVSGDEAR (MH+ 2273.34) and 2+ 

peptide GAAGGALPTSPSPALGAK (MH+ 1523.72) with correlating band y series ions 

(Figure 14, Panel F). 
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Figure 14: Tandem mass spectra of Phospholipase C isoforms specifically associated with 
the Fc receptor determined from the method of LARC. 

Peptide sequences for PLC-~3 (Panel A), PLC-~4 (Panel B), PLC-YI (Panel C), PLC-0 1 (Panel D), 
PLC-BI (Panel E) and PLC-L2 (Panel F) at 1 2+ or 3+ charge states. The fragmentation spectra 
were obtained from LC-MSIMS in conjunction with the SEQUEST algorithm. 
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Panel D PLC-01 

-3+ -.MNFKEVKDFLK.- 1 + -.NGDLHPSA TLFVKISIQD.- 2+ -.HNVGHLSRlYPAGWR.-

Panel E PLC-E) 

3 ... -.KESRQIAPELSDLVIYCQAVK.- 3+ -.KAGLLWPCGNVMGTLSAMDIR.- 3+ -.EEKPVGALSSSDTVGYQQ.-

Panel F PLC-Lz 

~ 

2+ -.GAAGGALPTSPSPALGAKGALK.- 3+ -.ARYDSGGVSNGDCSLGVSGDEAR.- 2+ -.GAAGGALPTSPSPALGAK.-
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Westem Blot confirmation o/proteins 

Phospholipase proteins PLC-P3, PLC-P4, PLC-'Y)' PLC-o\, PLC-e\ and PLC-Lz were 

confinned to be present in RAW 264.7 cell lines by Western Blot (Figure 15). A lone band was 

seen at approximately 150kDa for the blot incubated with PLC-P3 rabbit polyclonal antibody, 

signifying the presence of PLC-P3 in the macrophage cell lysate. The blot incubated with rabbit 

polyclonal antibody PLC-P4 had a band at approximately 145 kDa, as well as a band at 

approximately 85 kDa. The second band can be attributed to the secondary antibody, as a band at 

this weight was sometimes observed. The detection of a lone band at approximately 155 kDa 

shows the presence of the PLC-'Yl protein in the macrophage cell lysate, at the expected size. The 

band for the PLC-01 protein appeared at 85 kDa at the appropriate position, signifying that the 

protein is present in the cell lysate. The detection of PLC-EJ, a protein of 254 kDa, was a faint 

band at approximately 254 kDa. A stronger band is seen at approximately 116 kDa, however this 

band can be attributed to the secondary antibody since a band of that weight was sometimes 

observed (Figure 15). The band for PLC-Lz mouse monoclonal antibody is strong band located at 

approximately 36 kDa, implying that the protein is present within the RA W macrophage cell 

lysates. 
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Figure 15: Western blots of Phospholipase C isoforms in RAW 264.7 cell lysates specifically 
associated with the Fc receptor determined from the method of LARC. 

Cells were boiled in SDS-PAGE in the presence of eukaryotic anti-protease cocktail before being 
presented with 1 JlL of each PLC isofonn. Blotting was completed using goat anti rabbit HRP 
conjugated secondary (PLC-P3, PLC-P4, PLC-Yl, PLC-o\), donkey anti goat HRP (PLC-sl) or 
goat anti mouse HRP (PLC-L2) followed by detection with ECL. 
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Inllllllllostaining with confocal microscopy confirmation 

The localization of PLC-P3, PLC-P4, PLC-YI, PLC-D" PLC-Et and PLC-L2 to the IgG 

bound particle of cell was observed by fixing the cells at various time intervals (5 min, 7.5 min 

and 10 min) followed by immunostaining with rabbit polyclonal anti-PLC-P3, anti-PLC-P4, anti

PLC-Yl and anti-PLC-0 1 as well as goat polyclonal anti-PLC-Et and mouse monoclonal anti

PLC-L2 followed by detection using Cy-3 secondary antibody and visualization with laser 

confocal microscopy. 

The accumulation of rabbit anti-PLC-P3 was clearly seen at all time intervals monitored. 

At 5, 7.5 and 10 minutes, PLC-P3 protein accumulation was noted at the site of IgG-opsonized 

particle binding, demonstrated by the increase in fluorescence around the bead (Figure 16, Panel 

A). 

The accumulation of rabbit anti-PLC-P4 displayed similar results to rabbit anti-PLC-P3 at 

all time intervals monitored. At 5, 7.5 and 10 minutes, accumulation of PLC-P4 protein was seen 

as an increase in fluorescence around the bead that was attached to the Fc receptor (Figure 16, 

Panel B). 

The accumulation of rabbit anti-PLC-YI displayed similar results to those described above 

all time intervals. At 5, 7.5 and 10 minutes, PLC-y 1 protein accumulation was noted around the 

bead at the site of IgG-opsonized particle binding, represented by an increase in fluorescence 

(Figure 16, Panel C). 

PLC-01 protein for the rabbit anti- PLC-0 1 showed similar results to both the beta and 

gamma isoforrns. At 5, 7.5 and 10 minutes, PLC-01 protein accumulation was marked around the 

bead, represented as a slight increase in fluorescence (Figure 16, Panel D). 
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To confirm that the cell staining and fluorescence of the secondary antibody was specific 

for the primary antibody, control cells were incubated with cells that were opsonised with IgG, 

fixed and stained with only the donkey anti-rabbit Cy-3 fluorescent secondary antibody. Images 

were taken at the same settings as those stained with the primary antibody and secondary 

antibodies. The control slide for the donkey anti-rabbit Cy-3 displays no non-specific binding; 

therefore there was no fluorescence at the bead for both PLC-~3 and PLC-~4, signifying that the 

signal obtained for these reactions is the true signal of the protein. The images taken for the 

control cells at the PLC-y I and PLC-lh settings displayed minimal fluorescence at the bead, as 

well as throughout the entire celL The fluorescence around the bead in the PLC-y I cells was 

slightly more intense than that of the rest of the cell. The fluorescence throughout the cell for 

PLC-<h was present, however at a lower intensity compared to the cells with the primary 

antibody present. 

The accumulation of fluorescence was clearly seen for goat anti-PLC-el at all time 

intervals. At 5, 7.5 and 10 minutes, PLC-e 1 protein accumulation at the site of IgG-opsonized 

particle binding was visualized by an increase in fluorescence around the bead that is attached to 

the Fc receptor at the site of phagocytosis (Figure 16, Panel E). 

To again confirm that the fluorescence of cell staining of the secondary antibody was 

specific for the primary antibody, control cells were incubated as previously mentioned stained 

with only the donkey anti-goat Cy-3 fluorescent secondary antibody. Images were taken as stated 

above. The control slide for the donkey anti-goat Cy-3 displays no non-specific binding, no 

fluorescence at the bead signifying the signal obtained for PLC-e I is the true signal of the protein. 
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Accumulation of fluorescence was observed for mouse anti-PLC like-2 at all time 

intervals. At 5, 7.5 and 10 minutes, PLC like-2 protein was noted by the increase in fluorescence 

around the bead at the site of IgG-opsonized particle binding (Figure 16, Panel F). 

To confirm that the cell staining and fluorescence of the secondary antibody was specific 

for the primary antibody control cells were incubated, as previously mentioned, stained with only 

the donkey anti-mouse Cy-3 fluorescent secondary antibody and images were taken as stated 

above. The donkey anti-mouse Cy-3 control displayed no non-specific binding, no fluorescence 

at the bead signifying the signal obtained for PLC like-2 is the true signal of the protein. 
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Figure 16: Immunostaining of PLC-~3' PLC-P4, PLC-Yh PLC-Oh PLC-&I and 'PLC-Lz of 
RAW 264.7 macrophages 

Cells were grown in 6-well plates on glass coversHps for 24 to 48 hours in DMEM and then 
exposed to IgG-opsonized beads for 5, 7.5 and 10 minute intervals. Cells were washed, fixed and 
stained with 1 JlL of primary PLC antibody followed by Cy-3 conjugated fluorescent secondary 
antibody. Control images exhibit cells only stained with Cy-3 secondary antibody and illustrate 
non-specific binding. Images below illustrate the localization and accumulation of rabbit anti
PLC-~3 (Panel A), anti-PLC-~4 (Panel B), anti-PLC-YI (Panel C) and anti-PLC-01 (Panel D) as 
wen as goat anti-PLC-&I (Panel E) and mouse anti-PLC-L2 (Panel F). Protein accumulation at the 
site of cup formation is indicated by arrows. Images are displayed with the rhodamine (red) light 
channel and the while light channel. 
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Panel B 

Localization and accumulation of rabbit anti-PLC-P4 in RAW 264.7 macrophage cells. 
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Panel C PLC-"(l 

Localization and accumulation of rabbit anti-PLC-YI in RAW 264.7 macrophage cells. 
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Panel D PLC-Ol 

Localization and accumulation of rabbit anti-PLC-o, in RAW 264.7 macrophage cells. 

5 minutes 7.5 minutes 

10 minutes Cy-3 secondary donkey anti rabbit 
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Panel E PLC-El 

Localization and accumulation of goat anti-PLC-E\ in RAW 2647 macrophage cells. 

5 minutes 7.5 minutes 

(' 
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Panel F PLC-L2 

Localization and accumulation of mouse anti~PLC-L2 in RAW 2647 macrophage cells. 
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Transfected fusion protein with confocal microscopy confirmation 

The accumulation of PLC-p), PLC-P4, PLC-Yj and PLC-bjWaS also studied in stimulated 

RA \V macrophages using transfections of fusion proteins linked to GFP. Live-cell confocal 

microscopy was used to visualize the cells that were transfected with GFP-tagged PLC-P3. GFP

tagged PLC-P4. GFP-tagged PLC-Yl and GFP-tagged PLC-bt. The localization of the protein at 

the plasma membrane where the Fe receptor is activated was monitored by inducing 

phagocytosis with sheep's red blood cells (SRBC). 

Cells transfected with PLC-P3 linked to GFP displayed fluorescence throughout the 

cytoplasm of the cell and the plasma membrane with a slight increase in intensity, but not in the 

nucleus (Figure 17, Panel A). A slight increase in intensity of fluorescence near the SRBC at the 

formation of the phagocytic cup can also be seen. The line scan of the cell displays consistent 

fluorescence intensity within the cell with where no SRCB is present, a decrease of intensity in 

the nucleus of the cell, and an increase at the plasma membrane near the SRBC. Additional 

images of PLC-PJ linked to GFP can be seen in Appendix M, Panel A. 

Cells transfected with GFP that was linked with PLC-P4 linked illustrated fluorescence in the 

nucleus of the cell as well as fluorescence throughout the cytoplasm and equally at the plasma 

membrane (Figure 17, Panel B). Even through there is fluorescence throughout the cell, 

there is an increase in fluorescence intensity at the phagocytis cup around the SRBC. The line 

scan of the cell where no SRBC was present shows consistant fluorescence intensity within the 

cell. with an increase in intensity body of the cell near a of intensity in the 

nucleus and an increase at the plasma membrane near the SRBC. Additional images of PLC-~4 

linked to GFP can be seen in Appendix M, Panel B. 
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PLe-Yl transfected cells linked to GFP displayed a similar fluorescence pattern to PLe-~4 

with consistent fluorescence throughout the cytoplasm and plasma membrane, but not in the 

nucleus (Figure 17, Panel e). There was also an increase in intensity of fluorescence at the 

formation of the phagocytic cup around the SRBC. The consistent fluorescence within the cell 

(although minimal) is confirmed by a consistent intensity of the line scan where no SRCB is 

present, followed by an intensity decrease in the nucleus of the cell, and an increase near the 

SRBC. Additional images of PLC-Yt linked to GFP can be seen in Appendix M, Panel C. 

PLe-51 linked GFP transfected cells showed fluorescence at the plasma membrane, with 

slight fluorescence throughout the cel1 and no fluorescence in the nucleus of the cell (Figure 17, 

Panel D). An increase in fluorescence can be seen around the SRBC with the formation of the 

phagocytic cup. Where no SRBC was present, the fluorescence intensity of the cell with the line 

scan is consistent. The line scan shows a decrease in intensity across the nucleus representing the 

lack of fluorescence in the nucleus as well as an increase in intensity of the line scan near the 

SRBC. Additional images of PLe-51 linked to GFP can be seen in Appendix M, Panel D. 
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Figure,17: GFP transfection of pEGFP·PLC·P3, pEGFP·PLC-P4, pEGFP-PLC-Yl and 
PHPLC.Ol·GFP in RA \V macrophages displaying localization and quantitation of 
phospholipase proteins. 

RAW 264.7 macrophages were transfected with pEGFP-PLC-~3, pEGFP-PLC-~4' pEGFP-PLC-
11 and PHPLC-bl_GFP and phagocytosis was induced with SRBC's. Images were taken every 30 
seconds using confocal microscopy. Images below represent cells transfected with GFP-PLC-~3 
(Panel A), GFP-PLC-P4 (Panel B), GFP-PLC-Yt (Panel C) or PHPLC-61·GFP (Panel D), arrows 
indicating site of phagocytosis, and corresponding line intensity graph for that cell. To quantify 
the accumulation of the isoform of phospholipase transfected in the cell, a line was drawn 
through the cell and the site of phagocytosis for comparison. 
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RAW 264.7 macrophage cell transfected with GFP-PLC-P3. 
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Panel B pEGFP.PLC-P4 

RAW 264.7 macrophage cell transfected with GFP-PLC-P4. 
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Panel C pEGFP-PLC-Yl 

RAW 264.7 macrophage cell transfected with GFP-PLC-y,. 

200 -~,--

100 ----"--1---,-,-------+---- 1----~---__1 

5 10 
Distance (JJm) 

91 



Panel D 

RAW 264.7 macrophage cell transfected with PHPLc-tSl_GFP. 
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Dominant negatives can affect the number of particles that are consumed by the cell 

compared to that of the control. accumulation of PLC-01 was studied in stimulated RAW 

macro phages using transfections of fusion protein of PLC-o, linked to OFP. Live-celt confocal 

microscopy was sued to visualize the ceJls that were trans fee ted with the dominant negative 

PLC-() I (E41RJD343R). The localization of the protein at the plasma membrane where the Fc 

receptor is activated was monitored by inducing phagocytosis with SRBC. 

Cells transfected with the dominant negative PLC-01 linked to OFP illustrated 

fluorescence in the nucleus as well as throughout the cytoplasm of the cell and at the plasma 

membrane (Figure 18). The line scan of the cell where no SRBC was present shows consistent 

fluorescence within the cell, in the nucleus and a slight increase in fluorescence at the plasma 

membrane around the SRBC with phagocytic formation. Additional images of the dominant 

negative PLC-01 linked to OFP can be seen in Appendix M, Panel E. 

The dominant negative for PLC-o, that binds to the PLC binding region may have an 

effect on the number of SRBC consumed. The cells that have been transfected with the dominant 

negative PLC-01 consume less of the beads coated with IgO than the cells that are transfected 

with the wild-type PHPLC
-
6 '_OFP as well as its neighbouring non-transfected cells, however the 

decrease in consumption was found not to be significant at the p = 0.05 level at both the 7.5, 10 

and 30 minute interval as well as the 2 hour time interval (7.5 minutes: t:;:: 1.43, T :;:: 2.36; 10 

minutes: t :;:: 0, T = 2.36; 30 minutes: t = 1.30, T = 2.23; 2 hours: t :;:: 1.64, T = 2.05) (Figure 

Additional images and the average number of consumed beads for each type of cell (wild-type 

PHPLC
-
81 _0FP, dominant negative PLC-01 and empty OFP) for each time interval can be seen in 

Appendix M, Panel F. 
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Figure 18: Transfection of PLC-5 t dominant negative (E341R!D343R) in RA \V 
macrophages displaying localization and quantitation. 

RA \V 264.7 macrophages were transfected with PLC-o[ dominant negative (E341 RJD343R) and 
phagocytosis was induced with SRBC's. Images were taken every 30 seconds using confocal 
microscopy. Arrows indicating site of phagocytosis, and corresponding line intensity graph for 
that cell. To quantify the accumulation of the isoform of phospholipase transfected in the cell, a 
line was drawn through the cell and the site of phagocytosis for comparison. 
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Distance (iJm) 

94 



Figure 19: Transfection of PLC·ih dominant negative (E341R1D343R) in RA \V 
macrophages displaying localization and expression. 

RAW 264.7 macrophages were transfected with PLC-bl dominant negative (E341RlD343R) and 
phagocytosis was induced with SRBC's. Images were taken every 30 seconds llsing confocal 
microscopy. Image below illustrates a transfected PLC-31 dominant negative (E341RID343R) 
cell engulfing less SRBC's than its neighbouring non-transfected cells. 
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Protein Network Analysis of LARC 

Analyzing RAW mass spectroscopy data that has been collected VIa stimulation of 

macrophage phagocytosis by LARC (Olsen J. V. 2004; Jankowski 2008), the proteins associated 

with the FcyR receptor signalling pathway were determined, as well as any isoforms associated. 

Manual and computer searches of proteins and peptides LARC identified were carried out. 

Peptides with a cumulative score of 2400 or greater were accepted since a cut-off score of 2400 

has a false-positive identification rate of about 5% (Chelius D. 2002; Moore 2002). Cumulative 

scores of 2400 must have also come from at least 3 different peptide sequences. 

The use of proteins and peptides obtained from the LARC method yielded a total of 336 

proteins identified as specifically being associated with the Fcy receptor complex and Fey 

receptor-mediated phagocytosis. Signalling between proteins was examined by literature review, 

data mining and protein interaction databases. The resulting signalling pathway of proteins 

associated with the Fey receptor is shown in the Figures below. Figure 20 displays Fc receptor

mediated phagocytosis pathway derived from data mining and protein interaction database 

Cytoscape. In Figure 21, Fc receptor-mediated phagocytosis involves the same criteria but uses 

the Osprey database. Figure 22 illustrates Fc receptor-mediated phagocytosis also involves the 

same criteria but uses the STRL~G database. All protein interaction databases include similar 

proteins to be major players in phagocytosis, including tyrosine kinases (Syk, Ptk2), lipases 

(PLCYI, PLC~3), GTPases (RAPIA), phosphatidylinositol kinases (PI3-K~, PI3-Ky) and MAPKs 

(MAP2Kl) as seen in Table 5. In Figure 23, is illustrated with Adobe illustrator and is derived 

from literature review. Protein interaction network models for the PLC's (PLC~3, PLC~4' PLCy" 

PLCo l, PLC£l and PLC-like 2) can be found in Appendix N. Mass spectra as well as protein 
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interaction network models for the main interaetors in Fey receptor-mediated phagocytosis can 

be found in Appendix 0 and Appendix P respectively. 
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Figure 20: Model pathway of Fc receptor-mediated phagocytosis in macrophage cells 
illustrated with Cytoscape. 

Fc receptor-mediated phagocytosis involves many proteins identified by LARC. The major key 
interactors of phagocytosis in RAW macrophage cells are seen in areas of multiple line intensity, 
with the secondary interactors having less connecting lines present. 
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Figure 21: Model pathway of Fe receptor-mediated phagocytosis in macrophage cells 
illustrated with Osprey. 

Fc receptor-mediated phagocytosis involves many proteins identified by LARC. The major key 
interactors of phagocytosis in RAW macrophage cells are seen in the inner circle, with the 
secondary interactors protruding outside the circle. All proteins have at least 3 known protein
protein interactions. 
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Figure 22: Model pathway of Fc receptor-mediated phagocytosis in macrophage cells 
illustrated with STRING. 

Fc receptor-mediated phagocytosis involves many proteins identified by LARC. The major key 
interactors of phagocytosis in RAW macrophage cells are represented by white circles and have 
at least 3 known protein-protein interactions. 
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Table 5: Major key interactors of Fey receptor-mediated phagocytosis in RA \V 264.7 
macrophage cells. 

Major interactors include tyrosine kinases (Syk, Ptk2) , lipases (PLCy[. PLC~3), GTPases 
(RAPIA), phosphatidylinositol kinases (PI3·Kc~, PI3-Kcy) and MAPKs (MAP2Kl). Main 
interactors predicted by each model: Cytoscape (Table 3a), Osprey (Table 3b) and STRING 
(Table 3c) are shown below. 

Table 5a: Main protein interactors in Fc receptor-mediated phagocytosis predicted by Cytoscape. 

C~toscaE!e: Main Protein Interactors 

Fe 
Accession Receptor 

Protein Number CornE!lex Control 

KSYK_MOUSE Tyrosine-protein kinase SYK (Spleen tyrosine kinase) 1711636.0 14346.20 0.00 

FAK2_MOUSE Protein tyrosine kinase 2 bata (Focal adhesion kinase 2) (FADK 2) 20138411.0 6064.34 1648.93 

phosphalidylinositot 3-kinase, catalytic, beta polypeptide [Mus muscul 29789235.0 3902.88 1679.37 

phosphoinosilide-3-kinase, catalytic, gamma polypeptide; PI3K<gamma>; P 9937984.0 8441.50 1213.99 

phospholipase C, beta 3 [Mus musculus} 31982122.0 8916.15 790.84 

Caronin, actin binding protein 1 A [Mus musculusl 9 31418362.0 10780.84 0.00 

mitogen activated protein kinase kinase 1; protein kinase, mitogen actl 6678794.0 3933.63 1262.70 

dJ511 B24.2.5 (phospholipase C, gamma 1 (formerly subtype 148) (1-Phosph 13560998.0 6405.30 956.88 

RAP1A, member of RAS oncogene family; RAS-relaled protein RAP1A (Homo s 4506413.0 63109.41 24733.93 

AB0965 vinculin - mouse (fragment) gene [Mus musculusl 482647.0 5894.72 1211.60 

protein kinase C-like 1; serine/threonine kinase 3 [Mus musculus} 32813439.0 3688.99 321.51 

RAS p21 protein activator 1; p120-rasGAP; GTPase-activaling protein [M 21703900.0 11271.47 0.00 

phosphotnositide 3 kinase Pl10delta [Mus musculusl 22758919.0 8849.02 1213.99 

cofilin 1, non-muscie [Mus musculus) 6680924.0 34424.95 0.00 
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Table Sb: Main protein interaetors in Fe receptor-mediated phagocytosis predicted by Osprey. 

Osprey: Main Protein Interactors 

Fe 
Accession Receptor 

Protein Number Complex Control 

KSYK_MOUSE Tyrosine-protein kinase SYK (Spleen tyrosine kinase) 1711636.0 14346.20 0.00 

CSK_MOUSE Tyrosine-protein kinase CSK (C-SRC kinase) (Protein-tyrosine kinase M 729888.0 2709.32 328.54 

FAK2_MOUSE Protein tyrosine kinase 2 beta (Focal adhesion kinase 2) (FADK 2) 20138411.0 6064.34 1648.93 

phosphatidylinositol 3-kinase, catalytic. beta polypeptide [Mus muscul 29789235.0 3902.88 1679.37 

phosphoinositide-3-kinase. catalytic. gamma pclypeptide; PI3K<gamma>; P 9937984.0 8441.50 1213.99 

phospholipase C. beta 3 (Mus musculus] 31982122.0 8916.15 790.84 

Vav2 oncogene [Mus musculus) 6678555.0 10446.42 548.21 

mitogen activated protein kinase kinase 1; protein kinase. mitogen acti 6678794.0 3933.63 1262.70 

dJ511 B24.2.5 (phospholipase C. gamma 1 (formerly subtype 148) (l·Phosph 13560998.0 6405.30 956.88 

RAP1 A. member 01 RAS oncogene family; RAS-related protein RAP1 A [Homo s 4506413.0 63109.41 24733.93 

B395n protein-tyrosine kinase (EC 2.7.1.112) JAK2· mouse (fragment) 110873.0 3262.85 0.00 

protein kinase C-like 1; serine/threonine kinase 3 [Mus musculus] 32813439.0 3688.99 321.51 

A60965 vinculin • mouse (fragment) gene [Mus musculus] 482647.0 5894.72 1211.60 

Corenin. actin binding protein 1A [Mus musculus] g 31418362.0 10780.84 0.00 
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Table Sc: Main protein interactors in Fc receptor-mediated phagocytosis predicted by STRING. 

STRING: Main Protein Interactors 

Accession Fc Receptor 
Protein Number Complex Control 

KSYK_MOUSE Tyrosine-protein kinase SYK (Spleen tyrosine kinase) 1711636.0 14346.20 0.00 

eSK_MOUSE Tyrosine-protein kinase eSK (C-SRC kinase) (Protein-tyrosine kinase M 729888.0 2709.32 328.54 

FAK2_MOUSE Prolein tyrosine kinase 2 beta (Focal adhesion kinase 2) (FADK 2) 20138411.0 6064.34 1648.93 

phosphatidylinositoI3-kinase, catalytic, beta polypeptide [Mus muscul 29789235.0 3902.88 1679.37 

phosphoinositide-3-kinase, catalytic, gamma polypeptide; PI3K<gamma>; P 9937984.0 8441.50 1213.99 

phospholipase e, beta 3 [Mus musculus] 31982122.0 8916.15 790.84 

phospholipase C beta 4 [Mus musculus] 29293803.0 9857.93 997.97 

mitogen activated protein kinase kinase 1; protein kinase, mitogen acti 6678794.0 3933.63 1262.70 

dJ511 824.2.5 (phospholipase C, gamma 1 (formerly subtype 148) (I-Phosph 13560998.0 6405.30 956.88 

839577 protein-tyrosine kinase (Ee 2.7.1.112) JAK2 - mouse (fragment) 110873.0 3262.85 0.00 

Vav2 oncogene [Mus musculus] 6678555.0 10446.42 548.21 

A60965 vinculin - mouse (fragment) gene [Mus musculus] 482647.0 5894.72 1211.60 

Rho-associated coiled-coil forming kinase 1 [Mus musculus] 6677759.0 16083.11 3003.23 

phosphatidylinositol 3-kinase, regulatory subunit, polypeptide 2 (p85 b 6679321.0 2769.48 1162.26 
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Figure 23: l\lodel pathway of Fe receptorwmediated phagocytosis in macrophage cells 
illustrated with Adobe Illustrator. 

Fe receptor-mediated phagocytosis involves many proteins identified by LARC. The major key 
interaetors of phagocytosis in RAW macrophage cells are shown below. 
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DISCUSSION 

LARC 

Many proteins were observed with the Fc receptor complex with IgG on the LARC beads, 

but not control beads. Many of these proteins have been previously shown to be associated with 

the Fc receptor. From this we conclude that at least some of the Fc receptor supramolelcular 

complex remained bound to the ligand coated microbeads. Presuming the ligand coated beads 

bind and activate the receptor, and that the receptor complex forms, which can be confirmed by 

the direct visual observation that the beads are eventually engulfed, then there is no reason to 

suppose the complex would necessarily fall apart or dissociate itself from the beads during 

isolation on ice in the presence of physiological buffers and added biochemical preservatives. 

LC-ESI-MSIMS 

The proteins associated with the Fc receptor complex were detected by LC-ESI-MS/MS 

along side controls for non specific biding. Proteins previously found to be associated with the 

Fc receptor, including members of the Fc receptor family itself, its binding partners and effectors 

were found to show multiple peptides and significant scores compared to control beads. From 

this we conclude that the process of LC-ESI-MSIMS analysis and SEQUEST correlation is 

sensitive and accurate enough to identify proteins from the Fc receptor supramolecular complex 

captures from live cells in at least some or many cases. 

Among the proteins identified by the protein interaction network to be crucial to the 

formation of the Fc receptor complex identified were lipases, including phospholipase C and its 

various isoforms. Phospholipases, in particular PLe's have been previously reported in Fey 
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receptor-mediated phagocytosis (Lennartz 1999; Greenberg and Grinstein 2002; Steinberg 2008). 

Of the main interacting proteins, we have chosen to focus on the PLC's. Upon Syk activation in 

macrophages, SH2 containing signalling molecules bind the IT AM which has been 

phosphorylated by Src (Ravetch 2001). Subsequent PI3-K activation leads to PIP3 production 

and recruitment of PLC-y to the phosphorylated IT AM of the IgG receptors, generating IP3 and 

DAG as well as sustained calcium mobilization (Rhee 1989). DAG is responsible for PKC 

activation and IP3 triggers calcium release from the endoplasmic reticulum. Calcium is important 

for phagolysosome fusion as well as PKC activation (Greenberg and Grinstein 2002). PLC 

inhibition has shown to result in a decrease in phagocytosis (Rosales 2005). 

The full length FASTA sequence of PLC-~3 correlated to 23 of 24 peptides identified 

with mass spectrometry indicating the alignment of the native sequence with the sequences 

generated by tandem mass spectrometry. The full length FAST A sequence of PLC-~4 was able to 

correlate 12 of 26 pep tides to the native sequence listed by NCBI. PLC-Yl aligned 17 of 19 

peptides from the sequences generated by tandem mass spectrometry to the sequence listed by 

NCBI. PLC-01 aligned 14 of 15 peptides to the native sequence. The full length FASTA 

sequence aligned all peptides identified using tandem mass spectrometry of PLC-cl as listed on 

NCBI. Lastly, 20 of 25 peptides were identified with tandem mass spectrometry for PLC like-2 

using the full length FASTA sequence and that listed on NCBI. The mass spectra for all PLC 

isoforms displayed good fragmentation patterns with relatively high abundance and low noise for 

the 3 spectra corresponding to the 3 highest scored peptides. It can be concluded that relevant 

isoforms of PLC can be identified with LARC with high accuracy, suggesting that these PLC 

isoforms may localize to the Fc receptor complex upon activation. 
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Western Blot 

Based on detection and mass we conclude that the proteins detected by LC-ESI-MSIMS 

may be confirmed in terms of immunological character and protein size to be typicaUy in 

agreement with the PLC molecules predicted by mass spectrometry and peptide sequence 

correlation. PLC-~3 has a molecular weight of 150 kDa, represented by the single band 

identifying the protein in RAW 264.7 macrophages. PLC-~4 has a molecular weight of 145 kDa, 

represented by the single band. The second band. about 60 kDa lower. can be attributed to 

secondary binding of the antibody. PLC-Yl has a molecular weight of 155 kDa, corresponding to 

the single band at the correct weight. PLC-8 1 has a molecular weight of 85 kDa, identified by the 

single band on the blot in RAW 264.7 cell lysate. PLC-€l has a molecular weight of 254 kDa, 

and is denoted by a faint band located above the 116 kDa marker. PLC-€I has a relatively low 

abundance in macrophage cells, making its detection difficult and weak. The second band 

located at approximately 116 kDa can be linked to secondary antibody binding. PLC like-2 has a 

molecular weight of 36 kDa, indicated by the strong single band at this weight. Identification of 

all 6 isoforms of phospholipase C using Western blots confirms their presence in RAW 264.7 

macrophages. 

Laser Confocal Microscopy 

Although there are theoretical reason to believe that the protein complex has been 

captured and direct tandem mass spectrometric data showing that known Fc associated proteins 

are detected, these observations can also be directly and independently tested using both 

antibodies and fluorescent proteins using the laser confocal microscope. We observed that in 

many cases the proteins indicated by LC-ESI-MSIMS were shown to co-localize with the Fe 
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receptor complex activated by IgG coated microbeads. Immunofluorescent staining of cells with 

PLC-~3, PLC-~4' PLC-Yt, PLC-8 t, PLC-£I and PLC like-2 illustrated an increase in fluorescence 

occurring near the site of phagocytic cup formation around the IgG-coated bead at the site of 

phagocytosis. PLC isoforms can be detected at the site of the activated receptor complex in 

RAW 264.7 macrophages near the bound particle. Hence it remains possible that the PLC 

proteins observed to the proximal to the activated Fc receptor do playa role in the function of the 

Fc receptor. 

Functional Assays 

Using fluorescent fusion proteins to further detect PLC-~3-GFP, PLC-~4-GFP, PLC-Yl

GFP and PHPLC-01_GFP the accumulation of the PLC isoforms is illustrated near the site of initial 

phagocytic cup formation. Whether the PLC isoform fluorescence is throughout the cytoplasm of 

the cell (PLC-~3-GFP, PLC-~4-GFP, PLC-YI-GFP) or located just at the plasma membrane 

(PHPLC-01_GFP), upon phagocytosis stimulation with SRBC, the fluorescence intensity of the cell 

changes, with an increase in intensity seen near and around the SRBC at the site of cup formation. 

Live-cell imaging of RAW 264.7 macrophages denotes an increase in fluorescence around the 

SRBC to be engulfed, near the site of the activated receptor. 

A further method to test the validity of the LC-ESI-MSIMS data is to use the expression 

of mutant proteins or silencing RNA to inhibit the specific molecular function of the detected 

proteins. We have attempted this approach with the regard to the PLC delta, the most 

prominently studied PLC where molecular reagents such as wild type GFP fusion proteins and 

dominant negative mutant constructs are available. In this regard we have observed that in 

general the exogenous expression of GFP fusion proteins show a general reduction in the 
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phagocytosis of RAW macrophages. However compared to the OFP control, the expression of 

functional PLC-o showed an increase in the phagocytic activity of the Fc receptor complex. 

PLC-o has many protein domains including the a, b, & c domains. Expression of a mutant 

construct with a mutation (described) in the x domain was found to show lower, but not 

significantly lower or decreased phagocytosis. However, since it is difficult to know with 

certainty which domain and isoform of PLC is required for the initial phagocytic engulfment step, 

this experiment could be further supported by the use of silencing RNA. 
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CONCLUSION 

LARC was able to capture the activated receptor complex and associated proteins that 

were identified by mass spectrometry and confirmed with confocal microscopy (Jankowski 

2008). Proteins associated with the Fc receptor complex were detected and identified with ESI

MSIMS. Therefore, we conclude that the proteins exist in RAW 264.7 macrophage cells at the 

site of the activated receptor complex. LARC identified numerous proteins, a total of 336 that 

were specifically associated with Fcy receptor-mediated phagocytosis in RAW 264.7 

macrophages. Of the 336 proteins identified was the PLC family, specifically the isozymes 

studied: PLC-~3, PLC-~4' PLC-l' I , PLC-01, PLC-cl and PLC like-2. Alignment of FASTA 

peptides identified by mass spectrometry to full length NCBI sequence further confirmed protein 

identification. Western blots confirmed the presence of the PLC isoforms in RAW 264.7 

macrophages. Antibody staining of PLC isoforms has shown recruitment of the PLC's to the cell 

membrane at the site of the activated receptor near phagocytic cup formation. Fusion proteins of 

the PLC isoforms linked to GFP illustrated expression of the PLC's at the site of cup formation 

in RAW macrophages. Initial dominant negative data illustrates a slight decrease in phagocytosis 

compared to non-transfected cells; however t test confirmation shows a non-significant decrease. 

The PLC's studied, PLC-~3. PLC-~4' PLC-Yl, PLC-o" PLC-c[ and PLC like-2 may playa role in 

Fey receptor-mediated phagocytosis in RAW 264.7 macrophages, however further evidence is 

necessary to establish and verify the mechanisms involved. 
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FUTURE OBJECTIVES 

Future objectives that could help shed additional insight and support for the topics 

discussed in this study could help establish the mechanisms that involve the phospholipase C 

isozymes in phagocytosis. Using mass spectrometry coupled with confocal microscopy allows 

for a foundation of the fundamentals involved to be discussed, however further evidence is 

needed to further develop these fundamentals. Additional support could come from the use of 

silencing RNA (siRNA) in order to enhance the knowledge behind the activated Fc receptor and 

Fe reeeptor~mediated phagocytosis in macrophage cells. siRNA has the ability to silence or 

greatly reduce a specific protein's expression within a cellular network. This would allow the 

study of the protein's function in phagocytosis since activity at the site of the activated receptor 

could be monitored. When combined with the visualization of confocal microscopy, the protein 

would be determined to whether it is essential in the uptake of opsonised particles. Mass 

spectrometry, immunostaining and GFP transfections have determined that the phospholipase 

C'S (PLC-P3, PLC-P4, PLC-yt. PLC-ot, PLC-st and PLC like-2) are present upon Fc receptor 

activation in RAW 264.7 macrophages, however further experimentation is required for 

identification of the molecules and isoforms of both phospholipases and other proteins identified 

by LARC that are associated with the activated Fc receptor complex. 

III 
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APPENDIX A - KINASE SUMMATION OF IONS 

The summation of peptides from Kinases found to be associated with Fc receptor-mediated 
phagocytosis in macrophage cells. 

Fe comp"" 
So"", AccessIon Peptides 

feetid~ '5 eguence MH. Charge SCore XC OeltaCN Se Iota Count 
bOM morpholJl'nic ptot.,n ~ptOf. type" (Mtirwlthreonlne kina.> [M 4802.&1 6680804 0 12 
jmlgG300r_1I93001.1008-1010 ·.MEYLLVMEYVPNOSLCK.· 2054.44 122773 178 02 '.3 15184 
jmlgG400rawphIl93OO7. 1044 -.MEYLLVMEVYPNGSlCK- 2054.4. 161 0.1 335 19154 
j~inlQg250mmnaelsyringdnMe, 1 i46 • MEYLLVMEYVPNGSLCK· 205444 150 0.2 319 1111).4 
Jm5mlniQgrawlowforllc, 1514 ·.ISHENGTllCSKGSTCVGLWEKSK.· 254299 1.34 0.0 280 17192 
jrnrawfSm1nbsareebeadl, 1050· 1052 -.MEYlLVMEVYPNGSLCK· 2054." 1.45 0.1 133 13154 
jmldl.25Onadfawpnag3007, 1042 • MEYLLVMEYVPNGSLCK.· 2054." 1.22 0.0 128 13154 
jmldl3OOnackawPhaglOO1, 120$ ·.MEYlLVMEYVPNGSLCK.· 2054." 496.89 1.19 0.0 ,'7 21164 
rawsuc(fp_SOMeOHpnaglgg_MArtI4.6S4·666 • MEYlLVMEYVPNGSlCK.- 2054.44 581.23 1.67 0.1 31. 511. 
rawsucrlJU:~CbOphag!gg_Mat04, 1912 • VPWllWAVLlVSTTAASQNQERlCAFK.· 3046.58 95.16 0.76 0.1 60 2113 

control 

bone morphog4tnlc prot.in r.<:.ptor, tvlM II (Mr1".",hr.oniM Ieln ... ) (M 354.21 66tlO804.0 
rawaxlr_900baadlgO_Mar04,734 • MEYLLVMEYVPNGSLCK.· 2054.44 3SUS 1.56 0.1 198 114 

Fccompktx: 
Score A''''' ....... Peptides 

P e~tlde S 4!guence MH+ Chama Score XC O&ItaCN 52 fans Count 
simU. to Mfinelthreomne kin ... [Mu. mUKuluaJ 6461.114 36348544.0 15 
JMFAGNActl0 .. 2B21E3.118 ·.TTKKPDf>R.· 943.06 368.49 1.37 0.0 269 112 
jmlagfrench20mi1tgg1mnacldtt, 424 ·.OOSAWENKTTK.- 1321.42 702.04 1.52 0.1 341 7120 
jmrawSmirllgg500mmnaclsd. 1354 • SHGGSHGIRAFR(lTVLPEK.- 2007.25 368.13 1.52 0.0 242 19172 
jmraWlgg5mmbeadsireezethaw. 1396 • NCFNEETTPlHStCPOlVOKAHYR.- 2830.20 176.73 1.72 0.0 103 4123 
jmrawSminigglQOOmmsd. 1522 ·.GEGPALOORESR.· '328.42 166.92 083 0.1 160 4111 
JMFAGNACL10_2821E3.1796 ·.FOOVMATVLMLKOOSAWENKTlK· 2763.19 195.39 1.19 0.1 122 91" 
jmrawigg5min150mmnacl.1838 ·.ESRPSSPNTLQGHLHGfl.- 1974.01 858.70 1.57 0.2 261 11/32 
jmldl150naclrawphag3007.1464 ·.OlKPENlllOHFI. • 1483.66 200.30 1.22 00 150 4111 
rawsucrlp _9OOphagigg_MaI04.1203·1205 ·.TOMVSKAMSCDf>VOVGHGOlLSSSLOK.· 2912.31 3 193718 2.62 02 178 211104 

phll9rawF350_dec20.1324·1326 ·.YGHGOLLSSSlOKTOMVSKAI/SCGPVOYOHR .• 3393.60 147.92 L19 0.0 105 118 
rawsucrlp_35Ophagigg_MOI04.1824 ·.YGHGQLLSSSLOK.- 1418.58 546.19 1.01 0.1 351 112 

rawsucrlp _sctinphagigg_MaI04.1 020· t 022 ·.IHTLQTSMGVSKAGSTVSK .• 1997.26 3 144.57 1.29 0.0 109 7/36 

rawsucrlp_6OOphagigg_MaI04.2448 ·.ESRPSSPNTLQGHLHGRHOTAPQAPFQR.· 3136.39 2 70.44 0.89 0.1 49 119 

""awphagjun20dpi1 MNaCl 1942 -.SHGGSHGIRAFRQTVLPEK.- 2007.25 3 578.93 1.10 0.2 182 7f'JA3 

control 

Fc complex 
Score Accession Peptides 

Pee:tide S e£uence MH. Char:ge Score XC O.K. CN S2 Ions Count 

aim!!., !O so,lnellhreonln. kina .. AIEl [Mua muaeulua) 3895.25 36085953.0 

jmfag5m,"iggl000mmn""~ 118 ·.SSNTGHNSCGTSR.· 13OS.32 3 1400.60 1.98 0.1 638 5/12 

jmfag5miniggSOOmmnacl. 1350 ·.llGAAKFGCVYtAWLK.· 1839.28 3 408.45 1.24 0.0 329 114 

jmigg600rawphaga3007. ,524 ·.LAGLOLAL TLLEFA.- 1558.89 3 333.03 1.34 0.0 245 114 

phagrawFIOOO_Dec23. 1806 ·.PYKSGATHTSAFSMOA.· 1842.03 2 402.89 1.00 0.2 134 4/15 

ajrawmOdiapb_1s. 1592 ·.OSAPKSVLLSPTGSKA.· 1658.91 2 675.14 1.25 0.2 234 113 

ajrawmOdlapb_1o, 1592 ·.OSAPKSVllSPTGSKR.- 1656.91 2 675.14 1.25 0.2 234 1/3 

control 

similar to serinelthreooine kinase AlE 1 [Mu. musculusl 998.44 38085953.0 
rawe"",_35Obeadig92 __ .218·22Q ·.SSNTGHNSCGTSA.· 1308.32 727.80 1.70 0.0 422 3/8 

FPbead10500_decI9. 1724 ·.FCGLISSSLSnDFWHlLVOGRPKK.· 2821.29 270.54 1.27 0.0 196 3/16 

Fccomple. 
s.or.. Ace_ Peptidt's 

Pel!ljd~ S ~gue~ce MH+ Ch!rn' S-. XC DoItaCN '2 lon'S C:Ol.lnl 

,bnfi., to SerineJl:hrtlOni~I,"" kin, .. PAt(. (p21-IICtiv.tH Idna .. 3903.1' 2&481421.0 " jmf~mln!gg300mmnac.l, 1728 ".PNSAFRPPQKQSSSNLVAK· 2044.26 141418 2,14 0.2 550 .9172 

jmIgG2SOrawphag3007.181& ~.SMf'LSTPATGAASSSKPVPLPQNK.~ 2411.11 23205 1,59 M 131 19/92 

JMMAGNEGSla03.300 ".lSVISSNTLR.- 1090.28 234,05 098 0.0 243 419 

""_.50_d0020.90S -.HSSEEAAPCSCLVGSAIGAPGGEGSPSPK.· 287912 _.0< 1.59 0.0 175 171112 

ph.agr~.uc2SO_dec:22, 1.231 -.SMA.STPATGAASSSKPVPLPCNK.- 241117 44S69 L69 0.1 170 5123 

PhagrawF.ue800_dec23. 1528 w.KAPEISAPONFOHA.- 110891 112",., 0.84 0.0 131 .,,3 

jmboa<!II2SO __ hag3007. 526 -.WASEAAOOA.· 1061.14 172.2' 1.\1 01 92 511. 

jmboa<!sSOOr_hag3007. 1384 -$MR..STPATGMSSSKPVPlPONK.- 2417.n 733.01 2.26 01 254 11. 

-
alrnillt to Serln~h~ine-pt'tQin Idn .... PAl( 8 (p21«tIvaled JOn ... _.45 2848744'.0 

rawextr_60MeOHbeadlg~LMat04. 1130 -.TAPAAGPlPGRS$PAGSPRTR.- 200S 23 >12621 1.05 0.2 150 3120 
jfTtIa8OOnaclrnphaglOO1.1690 ·.SMA.STPATGAASSSKPVPLPCNK .• 2417.71 463.18 1.45 0.1 277 114 
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&xmt A(:Cfi$lM PephdH 

P ~!1"d~ S e9:<ke ... ~ e MH. Chwl) $cora !=---""""--=2S,",."",x"'.~,"""",,,=,,:'!""~S'.~---'-'--,-----"""---""'Cl!. S, Cou"t 
Mrinelthr..onin_ prt:lleln kina .. ; Mutin. thymoma Viral (v.ald) oncogen. pro~n ltitla .. 9 kin ... 
<If'MNaC1phaqlgGOPlPJunl/i. 96S • OEVAHTL TENRVlONSR· 1963,13 
phagrawf9UC:SOO_d.aQ 256.8 • ,.FeULMEEIAFPRTLGPEAK < 241800 
phagr#wF$Ucchlb.a'Cdee21, ,962: - P!:EOFKFQKllGEGSFSTVVLAR· 2398 74 

jf1"Ilagtmnad2,5m1rH<J9,30S·S10 - KIQEVR· 17292 

Fe comptex: 

Pe2tJde Seguence MH. Charge Scora 
CHKI.MOUSE SERINEfTHREONINE-PROTEIN KINASE CHKI 
jmtagfrenchSmlrugg1mnacldtt. 263 -.KIOSAPLALLHK,- 1306.56 3 2436,63 
jmlgG300rawphag3007,820 -,FSSSOPEPR- 1035,09 2 462,35 
jmfag5mimgg600mmnacl, 1014 -,INUIEMDEKILVDFR- 1935,16 3 325,43 
jm,aMgg5minbeadsymgdnase, I 049-1 051 -.I11PDIK,- 799,96 I 330,63 
jmt8lhigg5min15Omrnnaci. 1126 -.SYQCLKETFEKLGYQWK.- 2152.46 3 289.78 
jmfag5mU'ligg500mmnacl, 1580 -.ATSGGMSESSSGFSK.- 1420,49 2 288.49 
jmfag5miruoo400mmnacl, 2130 -.PRA TSGGMSESSSGFSK.- 1673.79 111~U6 

control 

CHKI.MOUSE SERfNEfTHAEONINE-PROTEIN KINASE CHI(I 
FPbeads250.DecI9,2032 -,GKLSDVVSSQKVWFPVT.- 1878.16 51,60 

Fceompt*. 

Pe2:tidl!! Sf:gue,,~e MH+ Chafg~ 

NEK4_UOOSe SorinelthrHnine-prot.in kina .. PMk4 (Nim~I.led promn kin ... 
ynlagSminigg350mmnac1,827-829 - KLNlANASSR - 115933 
attawphagjun2Odpi' MNaCl.91 2·914 -jN1DllPAEAR.· 131053 
jmiaglmnacI7,Smin;gg:,92S-928 ·,i(LNLRNASSR,- 11$9,33 
jRrlag1mnacl5mimgg, 1078 -,i(LNlANASSR,- 115933 
jmrawSmintgg25Ommnaclsyringdnas., 1178 - VVG RGSYGEVT'L VKHA.- 175802 
jmlgG3SOnaelrawphag3007.13t5 • KLNLANASSR· 1159.33 
jm5n'''niggf~ie, 15« • KLNLANASSR.- 11$933 
jmldiacttnrawphl;lg3007, 1248 • TNIIKVGDLGIAA.· 137062 
jmldl6OOnaclrawphag3001, 2494 ~.POOOOVTGIlENQDSIHPR,- 2HS3,29 
rawsuerlp_JOOphagig9-MarG4,1671 ~ POOoaVTGI!ENQDSIHPA.- 2163~ 
jmldlactln(l;lwphag3001, 1246 -.TNIIKVGOlGIAR.- 1370.62 
jmldl600n.aclrawphag3001, 2494 -. PDQOOVTGIIENQOSIHPR - 2163.29 
",_.30Ophagogg.Man:l4,1671 •. POQOQVTGIIENQOSIHPA - 2163.29 

control 

NEK4_ MOUSE Serlnellhreonln.-protein Idn ... r-a.k4 (HJmA-t.l.ted ptot4tJn kin ... 
ta\llri'eXlf_SOObMdlg9-Mar04,954 -.KLNlANASSR.- 115933 
jmrawSl'rtinbulreezthaw.1414-'416 • KLNlANA5SA • 1159.33 
jmrawSmlnbsatrMzthaw,1414-1416 * KLNLRNASSA.· 1159.33 
jmrawSminbsafraeV:haw, 2684 • PVAAVVSAKEESNTt)VIHYOPA,. 2496.76 

Fccompfex 

PeetiQe S eguencs; MH+ Cha!]& 
~in kin ... C4iu 1; Mrin.tthreoniM kina .. 3 [Mua muscululJ 
jmleglmnac!7,Smini\l\l,736 -AVFVSACwtGLQFLHEHK.- 2162,54 3 
jmleglmMdSminigg,IOO4 -,QlAIElK,· 814,99 2 
JMFAGNAClSB2IG3,1_ -,GEAENATEVSTVLKLDNTWGQTAWK.- 2762.02 3 
jmagSmincon5OOmmnad,2268 -.SLGWDVLLARRLPPPFVPTlSGR.- 2549.01 3 
jmag5minconSOOmmnad, 2428 -.lLFIRUPSAVATGTFSPNASPGAeIR.- 2696,10 3 
;""'WSminiggl00Dmmsd,794 -USGAKAPDRK- 1156,36 3 
;"1d!45Onadra"'l)heg3007, 1260 -,DARPLTAAEOAAFRDFOFVAGGY,, 2489.68 3 
jmIdl5OOnaclrav.phog3001, .965 ·,SGSLSGRSSLRGEAENA TEVSTVLK.· 2536.74 2 
phagra¥of'suclSO.dec22,684 -.PAPLTGTlEVR- 1154,34 2 
phagmwF1 SO._22, 2436 -.FLSAEA1GiMRRLLR- 1747.15 2 

eontrol 

protein m ... C4ike 1: Mf'lnei'threionlM kina .. 3; [Mua muaculua) 
;"bsa3OOnadrawphag3001,199$ -,QLAIELKVKQGAENMIQ"lYSNGSSK,- 2739.10 

122 

S 
1.4jI 1 09 00 67 7/32 

536 •• 131 00 392 19180 
104747 160 02 27' 3114 
93260 164 00 S," <IS 

Scor& AccessfOO PeptIdes 

XC DeHaCN Se Ions Count 
5246,87 7531058,0 19 

1.60 0,2 906 21144 
1,51 0,0 306 516 
1.28 0,1 222 13156 3 
1.14 0.0 266 7112 3 
1.31 0,1 148 11164 3 
1.23 0.0 214 5114 3 
1.56 0.2 336 11132 

51,80 7531058.0 
1.04 0.0 50 7132 

5<:<»'. AceMSlOn Peptlde$ 
Score XC O&haCN s£ Ions Count 

S043.3a 29337019,0 23 
536.&' 1.48 01 "8 112 
234,43 123 00 189 13140 
57289 156 01 238 213 
408.44 1.43 0.0 284 11/18 
64190 136 02 182 114 
192.15 1.30 0,0 141 112 
245.87 1.45 00 158 112 
73304 1.11 02 330 11124 
8421 113 00 74 m 

288.19 143 0.1 118 114 
733.04- 111 0.2 330 11124 
8421 1.13 0.0 74 219 

286.19 1.43 0.1 ". 11' 

1769.81 29337019.0 
61601 1.49" 02 166 519 
29863 139 0.1 '44 5/9 
298.63 13. 01 144 5/. 
496.53 1.76 0,1 183 4121 

Soom - Peptide! 
Soom XC 0eI1. CN SQ Ions Count 

3668.99 32613439.0 I. 
152,04 1.17 00 123 .3172 
595.78 1.59 0.0 356 314 
600.51 1.55 0.1 169 9ISO 
304.91 140 0.0 211 17/88 
661.16 1,47 0.1 254 191100 

353.84 1,46 0,0 234 318 
87.76 1.01 00 85 5144 

250.07 0.88 0_1 132 5124 
14382 U4 0.0 121 7/20 
539.OS 1.21 0,2 104 217 

321.51 328'3439.0 14 
321.51 1.26 0.1 ISO 116 



Fe comple. 
Soot. Accession Pop.d .. 

serine _I"" ki ...... 31 (Mu. musculusj 
Jmfaglmnacl5mini99. 442 ·.LlEENEKLK.· 1I1S.29 3 004.02 1.98 0.0 441 7116 
jmfagfrench5mlmgglmnacldtt.l027 ·.ASVNAMVGGLSLLSPELK,· 1787.12 2 578,51 1.38 0,\ 294 6/17 
Il/rawph'gIMNaCI20.1118·1118 ,.UEENEKLK.· 1116,29 3 587,31 2,17 0,' 237 13132 
JmfagSmlnJrlmCl11 mnac1dttdpl, I 378 ·,HINISIA.- 853.01 2. 298,39 0,91 0.1 225 112 
jmfag,.,20_mlnkenclll mnacldttdpl. 1378 -,HINISIA.- 853,01 2 298,39 0.91 0.1 225 li2 
JMF AGNACl5B21 E3. 1656 ·$ESORASVNAMVGGlSlLSPElK.· 2374.70 3 1256,23 2.22 0.2 323 21168 
jmlaglrench20minigglmnacldlt,2032 ·.IKA1YODGWIAQAEYGWIllGEEVAK,· 2871.15 3 563.46 1.31 0.1 29() 5<'28 
jmfagfmnad7,5mlnogg.2428 ·.IKQDQKlIEENEK.- 1615,61 2. 106,23 1.08 0.0 92 7/24 
jrnfllwSm>nlgg250mmnaclsyringd_ll. 26\14 ·.FGNDlSDAMQVLDEGSFTTlASLNELEK.- 3046.31 :1 122.16 1.01 0.0 112 5127 
JMFAGNACLI5B21E3.2942 "NSVFOEIYHEREEYEKLNSl TQK.· 2866.12 3 295,00 1.27 0,1 202 2111 
.jMFAGNACL 10_IB21E3. 3330 ·.FGNDlSDAMOVLDEGSFTll.ASLNElEK.· 3046.31 2 58.36 0.76 0.0 53 7154 
jffiId1250naclrawphag3007.149-6-1498 -'sLKNPIPLWGR.- 1281.53 2 1003,68 1.64 0.2 374 3/5 
jrnId11000nacirawphag3007.1690 ·.SLKNPIPLWGR.- 1281.53 :1 1252.78 1.86 0.1 448 13120 
phagravd'woSoo_dec20.84 ·,IWAEYNVAQEKIOTCLNENEGNllIAEA.· 3253,53 2 278.81 1.00 0.1 82 4121 
phagrllvd'.uc500_dec20. 94 -.TCVGTRlK.- 87M6 1 189.75 0.70 0,1 64 217 
phagrawi'sucOO<Ldec23. 1502 ·.IKOOOKllEENEK.- 1615.111 3 45.H7 1.53 0.0 296 5/16 
phagravd'suc450_dIlC20, 1932 ·.ATYQOOlVIAQAEYGWDIGEEVAK.- 2629.81 2 112.31 0,95 0.1 64 116 

control 

... tine th,eoni". kinase 31 {Mus mu •• ulus] 1139.45 31044416.0 15 
r_xtUSO_.gg2_Mat04.1351.1 ·.ESlMGDFNlGSNVSLAKIKQOOK,- 2534.81 3 555.60 1.94 0.0 286 5123 
__ 300baad'gg.J,Aar4,1608 ·.DlMKIGCSLSEVCPLANSVFGNLDPKK.- 2800.40 2 72.11 1.03 0.0 58 2/13 
FP_d&1SO_D .. 19,2039 ·.A1YQDGlVIAOAEYGlVDIGEEVAKK.- 2757.99 3 210.05 I.SO 0.0 113 4125 
jmrawSmlObsatr_haw, 152 -.UEENEKLK.- 1116,29 :I 241.68 1.31 0.0 166 114 

1' .......... 
SCor6 Acces6lo."'A Pef)bdlts 

P~etldlt s~guf!nc~ MH> Charge - XC DettaCN ~e ISI;l"l S;OUrtt 
c.lciI"lMkaltnodtd~cMnt..nne protttn ki" ... (Mus fmlKulua] 4Ot6-.7f 675327&,0 .e 
,ruWii'lggSm\nbeadaftHzethaw, 320 - KTSVLLGAHGVGR,· '29552 1(s69)J9 '63 0,2 70s 11124 
jmfa'NSminiggSOOmm(lacltd, 960 -,FIlCI'IPHTTRPPKJ( - .593 92 21162 0,91 0,1 99 71l1J 
jmtawlggSmimggfroob91Jd, 15-74 • VGTPHFMAPEWKAEPYGK.· 214350 70136 • 39 M 400 .14 

$awpiHlgjUn20adj"OPI. 1952 .,"'N"VL1IDlVTYEEvw:.LPAFK~ 2512'3)7 363.04 13S 0,0 2tI4 17134 
jfnlgG25OtaY4l;'1J93007,2078 ·.EINGISVANOTVEOlQK- 1$12.07 84741 'OS 01 3!l1! '3132 
jmlegSmmlgg1QOOmmnael,3Q-U ·,\.VQFOK"mEPMGITU<MNELNHCIVAR· 3244.&0 43_{)2 01$ 0.0 sa 5121 
"awpha91M~O, 3128 -,DLOFU<SVFOOOHLH1l.LDI. yo!(IN1'l(,· 3211).64 42.12 0 •• 0.0 ... 1152 
ph8Qrawf300_~, 1573 • KDEENGKNYY>'VSHIXlMMR.- 2392.61 85,78 \.00 0,0 .. 1fJ1l 

ph'9,awFSOO_doc2O.2<>2& · OOTLHVGDEIREING'SVANQTVEQlQK • 3078_38 4S,()7 062 0,' 31 7/SA 

• ..o'" 
caieiumlelllmoduli~t.t.n1 BriM ptotlHJt kina .. [Mu. mu..cuiu-J 1~, 11 &75~76.0 I~ 

fawex'lf_250bp(LMar()4,1646 - EN$APViQGGFGVAIQLGESGLVAQGR,· 2584.91 3 117.74 L52 0,0 - 11/52 

(awextr_200~_Mar04, 177'$ - TAEFPPFWFlAAPTITPGLNEDESLORLOK,- 343(t9C " ~44.24 11/9 0,1 .Si; 1l4fJ 

f.twVf(_150b •• rLMW04.2175 ~_VGrpHFMAPEVVKREPYGK.· 214350 3 3-59.48 1,10 0,' ""' 7t36 
fP_OOJ)ooI9,23" <.NPPSOAVOAAKEVLEEISCYPENNDAK < 3OHt26 2 lllO n 091 01 •• 1tS:1 

F'ccompl .. 
P.PlIdu 

brMlit eanc.r aJ"I1HlII:rOgim ~ 1;: v.erk .. uooittt4 ~ ki 
_'MNaC~G. 55<1 ·OTSTFSI(- 1t;8Jt1 133,91) -LO'1 GG '011 'f.! 
tnlag5~igg150mmnaet. At - VIlQG'lVVEAAOTEOOEVO'll'<l,< 2>\20.49 3 137.02 1,., O. 2Z1 1TI'8() 

JMFAGNAWB21E3, .... ·.\lGOOVVYEAAO'l11.00E'I011>R,- ~20.49 3 19b_20 'L35 0.0 14<) 1140 

",_"""""e.31lO7.1032 -QTSTFSK,· 798.81 • :ua.fi uS .,. Ie. 11:' 
"'~tMtbMd~~, 135& ~,AAVMVHGAV'HEllEFAR • 1('52'.13 3 _2<) 1.37 0 .• 423 ...... 
JMFAGNAC!"10_1i121E3-,1672 ·.V1.""EVADGSWOOOWA_AalfiAPTOOKR.· 30404.13 2 100.51 O!l9 0,' 32 1/8 
~1mnac~, 1698 -.AI. \'!)HVAESPOELSFA.- 1$26.94 2 6:3tt66 ISO .2 , .. 3110 

J'I'ISm"'~~.272:a: •. QAKAAOVflSOvn;YSNlLCOlLR.· 2602J16 3 all !Kl 1.51 M """ 19188 

ph:ag~50(Ujec2Q-o_ 1:388 ·.VlPPEVADGSWDOOVYAVPPPltt:ft" 2549.62 2oe,~ 1.50 C,O '23 17098 

phag",wf&oo_~ 28:14 - LEQEVSRPIOHIlI.ANWTPAOPLVPGR,. 2940,26 131.3. Ill<! 0,0 ... IlI50 

...-
bNuI~~~1;v-«1t ...... iUtd~ld 1035.14 40254-S93.0 1. 
1't._1IlJ_3.5ONei:Iig~_Mat()4. 218 • RIIUlOLMA,· a9t07 330." 1.00 0' 125 """ 1't."_~iQg2~~,480-482 ·,pj>AKWVPTR,- 1064.31 210.00 t.t2 0,' 1m;. 13fJ6 
,.wtlW_9OObudl99... ... W04. 1430 •. Vl.ppeVAOOSWOOGVYAVPPP.'R.· 2549.62 158.71 Ut !>.' e • ..... 
~Pt>..a"'O(UAMnt. 203S ·.LEaE.VSRPIOHOLANWTPAQP-I.VP'"'~ ~ 2940.2. 68_53 0," M til' 4i25 

ptbMlCt"tallllphapOQ1.1431~1-C33 ·.FVllSAHK.· $1$.12 281.68 •• 5 0 .• 227 '"' 
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Fe complex 
Score Accession 

Peetide S eguence MH+ Charge Score XC DeitaCN 

CRKL_MOUSE Crk4ike protein 288G.83 1345622.0 

RawPhg2007MeEthmeth3diges~ 1624 ·.GLFPFTHVKIFDPQNPDDNE.· 2331.52 3 404.75 1.68 0.0 

jmldl400firstnaclr."!lhag3007,2194·2195 ·.GElLVIIEKPEEQWWSARTK.· 2413.76 3 649.63 1.67 0.2 

jmrawSminigg500mmnaclsd, 1482 ·.GELlVIIEK.· 1014.24 2 379.48 1.31 0.1 
jmrav.rminigg200mmnaclsyringdnas.1486·1488 ·.GELLVIIEK.· 1014.24 2 798.55 1.78 0.1 

rawsucrfp_actinphagigg_MaI04, 838 ·.IHYLDTT11JEPAPR.· 1740.98 2 135.26 1.12 0.1 

airawmediapbsnocaUs. 996 ·.GELlVIIEK.· 1014.24 2 331.50 1.21 0.1 
phagrawFsuc4S0_dec20.2000 '. TALALEVGDIVKVTRMNINGQWEGEVNGR.· 3171.58 3 181.57 1.10 0.0 

controt 

CRKL_MOUSE Crk-like prolein 1590.97 1345822.0 
FPbeadsSOO_dec19,2152 .. n. YOFPGNOAEDLPFKKGELLVI1EK.· 2966.37 2 74.0S 0.94 0.0 
FPbeadsJOO_DecI9,2618 '. n. YDFPGNDAEDLPFKKGELLVIIEK.· 2968.37 2 89.65 103 0.0 
jmraWSminbsabeads.265O ·.TKDGRVGMIPVPYVEK.· 1790.12 2 1427.28 1.44 0.3 

Fccamp"x 
Score Acoos$k)n 

P eebde S eguet'lce MH. Char59 Score XC DeitaCN 
Nek4nt..-dng Idna .. Uke ctmbl'yo ~c kiNiN [Mu. muaculual 6605.09 6472874,0 
fmra"'9g5min 150mmnacl, 41 e · ILNNDPKSKK • 1157.35 3 450.57 161 0.1 
Imrawtgg5min4SOmmnaeisd, 932 • HRAWEOIFNOHEEOtR.· 2194.:W 3 786.87 1.71 0.1 
,mraWl995mlf'\bead$!;nngdnsM,979 • AAGVFMPLHSODNTSKLFPK • 218952 3 242.n 112 01 
imlltWfgg5mI04S0mmnaclsd,1072·1074 • SLOSnLENELK." 1375.55 2 662.11 202 0.0 
jmtagfr'anCh2Omirugglmnacldtf,1308 ·.PVSSTIMGFPIGRSSPA.· t778.03 3 274.77 131 0.0 
jmlgG150rawphag3007.1442 "SlOSnLENElK. 1375.55 2 302.91 127 0.0 
jrnSmimggrawlOWlOOtC, 1582· 1584 • AIEVRSLOSTILENElK.· 194'.22 3 46583 182 0.0 
jmfag5mirHgg500mmnacl. 1768 • AOAWOLEASRAVGAVQAlIEGLSR· 251281 3 679.69 165 0.1 
jmfagtmnacl2,Smimgg.164& · AOAWDLEASRAVGAVQAlIEOLSRDLlR." 3010.'0 2 146.98 0.94 0.1 
JMFAGNACL10_1B21E3.315' ·.OIOWEOLNLUTISOK .• 189725 1 5178 0.79 0.0 
phagrawFsuc250_dec22, 875 • AGllKNGHNOGRALNR.· 1706.89 2 143.70 0.86 0.0 
rawsucr!p_350phag'\l9_Martl4.946 • EKKGlI'VAFEGEEAAK.· 170392 3 38302 156 0.0 
phagrawf'suc200_dec:22, 1091 • SlOSTlLENElK.· 137555 2 341.03 1.66 0.0 
ph$gr&wFsuc60M$OH_doo23,1154 ". VYLMSlGKLEELHR.. 1689.02 2 293.69 127 0.1 
rawsuc:rfp_500phaglgg_Mar04,1440 • sassPPYSnOOKLLlOIHVPOGFK.· 2787.12 3 1173.90 1.66 0.2 
phag .. wF$IlcQOO _ 00020. 2364 • NCLNPONFOAOSOSSSEEOSPVTR· 2654.72 2 115,71 0.79 0.1 
phagrawf'I000_0ec23,3068 ·.NCLNPONFOAOSOSSSEEOSPVTR.· 2054.72 2 83.73 0.89 0.0 .-
Nck.;m«acUng ldnaM-iik. wnbryo specific kinase [Mu. mu.culu*j 861.02 64728740 
imrawSmlObsab&ad&, 1548 .AIEVRSLOSnLENELK.· 1944.22 86702 221 0.0 

Fc complex 
Score Accession 

P e pride S eguence MH+ ChalllS Score XC DeitaCN 
p21·aclivated kinase 2 [Mus musculus] 
jmlag5minigg200mmnacl. 716 

jmrawigg5minbeadslreezathaw, 1566 

jmrawrm inigg200mmnacisyringdnas, 1592 
jmlag5minigg30Qmmnacl, 1788 

control 

·.QKYLSFTPPEK.· 
·.MSDNGElEDKPPAPPVR.· 
-.SViDPIPAPVGDSNVDSGAK.-
-.AKMTDEEiMEK,· 

1338.53 

1853.05 

1939.11 

1325.54 

124 

2608.54 28493842.0 

3 737.67 1.61 0.0 
2 117.52 1.24 0.0 
2 1518.14 1.73 0.3 

2 235.21 1.05 0.1 

Pepbdes 

S~ Ions. Count 
;; 

237 5119 
108 13176 
180 9116 
256 518 

84 2fl 
125 7116 
153 9156 

2 
78 7150 
74 4/25 

246 113 

P~Pbdes 

5 ~ Ions Count 
28 

198 7118 
433 3110 
120 13176 
324 112 
206 1/. 
225 112 
256 II. 
330 19/92 
110 Sl27 
49 Sl32 

16<1 3110 
244 19/60 
196 9/22 
174 ,1/26 
268 7132 

79 1/46 
91 4123 

28 
386 318 

Peptides 

Sp Ions Count 
9 

457 9120 
94 9/32 

190 6/19 
180 9120 



Fe complex 
Score Accession Peptides 

P e2tlde S egoence MH+ Charse Score XC Della CN S ~ Ions COllnt 

p21""ctlll8ted protein kinase 4 (Mus musculus) 684~.S6 29336032.0 
jmldI150naclrawphag3007.1248 -.AGPPASIVPLMR.- 1209.49 965.92 1.29 0.0 737 13122 
rawsucrtp_chlfphagioo_Mar04,696 -.AALOLVVDPGDPR., 1351.53 3 251.73 1.28 0.0 186 5116 

rawsucrfp_60MeOHphaglgg_MAr04,1076 -.AGPPASIVPLMRQHRTR.' 1888.23 3 354.38 1.32 0.0 269 1/4 
pnagrawFl50_dec22, 1404 '.LLVROPAQRATAAELLK,- 1866.20 2 83.14 0.95 0.0 84 7/32 
jmlgG350naclrawphag3007, 1357,1359 ,.VHTGFDQHEOK.- 1326.40 2 430.13 1.33 0.0 303 112 2 
jmlgG250rawpnagJ007, 1564 -.GAPSPGVLGPHASEPOLAPPAR.- 2107.36 3 707.21 1.66 0.2 156 3/14 3 
jmfag5mlnlgg 150mmnacl, 1832 -.SOSI LL THDGRVK.- 1441.62 2 115.78 0.84 0.0 134 7/24 4 

jmlgG400rawpnagJ007, 1848 -.ATGHSEAGSGSGDR.- 1289.25 2 1075.23 1.38 0.2 306 6113 2 
jmlaglmnacl5minigg, 2030 '.OGAL TLLLDEFENMSVTRSNSLR,- 2582.87 755.24 1.68 0.1 388 19188 2 
jmlagSminiggl000mmnacl,2370·2372 -.OGPGGPOEASRDK.- 1314.34 569.54 1.59 0.1 307 5112 2 

jmbeads250rawphag3007, 1040 ·.GAPSPGVLGPHASEPOLAPPAR., 2107.36 235.11 1.65 0.0 126 4121 3 
jmbeads350rawphag30012nd,1416 '.VHTGFDOHEQK.- 1326.40 766.26 1.55 0.1 384 11120 2 
jmfagcon5minl0QOmmnacl_030601180404,1422 ·.DIKSDSILL THOGRVK.- 1798.04 247.39 1.18 0.0 210 113 4 

jrnbeads350rawphag30072nd, 1634 '.GAPSPGVLGPHASEPQLAPPAFI.- 2107.36 272.51 1.46 0.0 185 19/84 3 

control 

p21-actill8ted protein kinase 4 [lIIIua musculusl 1729.84 29336032.0 11 

rawextr_250beadigg_Mar04, 1548 -.A TGHSEAGSGSGORR.- 1445.44 2 696.48 1.33 0.1 437 11/28 
raweldr _actinbeadigQ...Mar04, 1559 -.PKPUOPACITSIQPGAPKTlVR.- 2416.91 3 798.66 1.59 0.1 446 5122 

jmbsa150naclrawphag3007,1145 -.ATAAELLKHPFLTK.- 1540.83 2 234.70 1.34 0.0 113 9/26 

Fccomplex 
Score Accession Peptide! 

Peptide Sequence MH. Charge Score XC DellaCN Sp 10<1. Count 

p21-activated kinase 5 [Mus musculus] !x-associate 
Jffifag 1 mnacl5minigg,628-630 '. YRDASL YGDDLDL VYK.- 2056.22 3 263.35 

jmlgG400rawphag3007, 792 -.SOSILLTSDGR.- 1184.25 3 1215.54 

jmfag 1 mnaclOmlnigg, 898 -.ALSYLHNOGVIHR.- 1508.71 2 1610.03 

jmrawlgg5mlnlmnac~ 2193 -.IGEGSTGIVCIATEKHTGK.- 1902.16 2 100.69 

10 
190 4115 2 
451 7120 2 
316 5112 2 

50 219 2 

3189.61 40037528.0 
1.39 0.0 
1.36 0.2 
1.30 0.3 
0.94 0.1 

control 

Fe comp .. x s.:o.... AC08S$iQn Peptide'S 

Pe2tide Seguence MH+ Cha!'S8 Soon> XC D"',., eN Se Ions CQunt 

"'milor to N..,_kko dlphooph.'. kin ... 8 (NDK 8) (NDP kina .. 8) (Pl8 24545.08 38083746.0 

jmfagSmtnigg35Ommnad,915 -.ORPFFPGlVK.- 1178.39 2 506.68 1.40 0.0 361 419 

jmfagSmimgg35Ommnacl.919 ·.DRPFFPGLVK.- 1176.39 2 2503.33 1.96 0.3 616 '3/'8 
jm1agSmlolgg6OOmmnacl.93&-938 -.DRPFFPGlVK.- 1176.39 2 4275.45 2.85 0.2 917 119 

~laglmru¥'.ll2.Smjnigg, 1020·1022 '.DRPFFPGlVK.- 1176.39 2 13'0.28 1.92 0.1 588 13/18 

Imtag1mnaa7.Smlntgg,1032·t034 '.DRPFFPGlVK.- 1116.39 2 1801.46 2.18 02 535 .3119 

",1agSminlgg4OOmmnad,1076-1078 ,.DAPFFPGlVK.- 1176.39 2 1926.83 2.19 02 367 11116 

jm1agSmlnigg2OOmmnacl. 1136 '.DRPFFPGlVK.- 1176.39 2 1741.61 1.12 0.0 1011 719 

jm1aglmn.."Smlnigg. 1186 ·.DRPFFPGLVK.- 1176.39 2 671.80 1.33 0.1 480 11116 

jmlgG400f!JWIlhag3007, 1332 '.TGXVMLGETNPADSKPGTIR.- 2058.35 3 925.09 1.39 0.0 575 11/38 

jm1agSmIo1gg4SOmmnad_ 030527025134.1628-' 630 '.DRPFFPGLVK. ' 1176.39 2 34t.34 1.46 0.1 400 519 

jm1agSrolnlgg2OOmmnacl. 1e98 '.EIHLWFKPEELlOYK., 1961.25 2 3706.25 1.85 0.3 198 15128 

jmlgG~og3001.114S-1141 •. HQTlYWFSNOOK.- '497.60 3 360.35 1.38 0.1 139 3/11 

jmrawiggSmm1mnad.1295 -.TNKDSGT.- 722.73 2 210.53 0.87 0.1 201 112 

Jnrawtgg5mintsommnacl.1348 -.TNKOSGT.- 12273 2 239.72 0.86 0.1 192 112 

pnSmInigg_ic.2054 '.TNKOSGT.' 722.73 2 1062.46 1.02 0.3 166 112 

jmSmInigg .. wIowIonic,2062 -.TNKOSGT.' 722.73 2 305.82 0.81 0.1 241 1112 

ajrawphagl MNaCl20. 2260 -.TNKOSGT.- 722.73 2 255.45 0.95 0.1 124 Sil2 

j!IIld115Onaolf!JWllhag3007.1_ '.GOIIKCFEQK.' 1194.43 2 582.68 1.46 0.1 291 11118 

IMraw5mrnigg5OOmmnaclsd. 328 -.POGGQASlR.- 986.07 3 893.16 1.54 0.1 492 318 

jmf'8Y4tggSmln400mmnaetsd,1311 ·.GFClVAMKFlHTSEK.- 1712.01 2 212.02 1.06 0.0 177 9128 

rawsucrip_actInphagigg"Mar04,I1!I6-1198 '.TNKOSGT.- 12273 1 204.9lI 0.80 0.1 88 112 

control 

oimilo. to __ kko ell"""""",," kin ... 8 (NDK &) (NOP kino .. B) (PIS 3710.61 36017292.0 3 

_. _800beadigg_MaJ04. 1068 ,.AHDWGYE01WINANPfWHY.- 2521.69 1219.83 2.06 0.2 234 19172 

jmrawfSminbMreebea<:ie. 006 '.DHYTVLK., 8119.03 245.-«1 0.98 0.1 154 1/2 

jml1lWlSm"", .. _.908 ·.OHYTVLK.- 8119.03 505.29 1.53 0.1 290 213 

;n11lWlSm""'''-', 1842 '.PGVHFHCHOARWCTAGLLWAA.- 2518.91 856.95 1.68 0.2 2tl6 19180 

1n/'8lNb$aSminkYMOrdc. 1838 -.TNKOSGT.' 722.73 56060 0.90 0.2 104 SlI2 
jml1lw5mlnbsal __ .1926 -.TNKOSGT.' 722.13 178.15 0.96 0.0 169 1/2 

jml1l_Inlmnad.2054-205e -.TNKOSGT.- 722.73 145.35 1.01 0.0 1404 Sl12 

125 



FceompJIIX 
&:0", AccesSIOn Peptlde'S 

P eetlde S ~gl4enee MI<. Cha~e Score XC DeitaCN $e Ions C OUl'\t 

nucleotlld.-diphcsphattJ kine" 1; nuc'-otide dlphoephet. kinase: {Mu. mu 100172.19 37700232,0 

JmfagSmtniggbead,S43-545 ' VMLGETNPADSKPGTIA.- 118703 3 3938,95 2.62 0,3 447 21164- 5 
jmfagtmnacIOmIn199,604~6 " VMLGETNPADSKPGTIR, 178703 3 6419-78 243 O. 69~ 2.164 5 
JMMAGNEGS'a03,646 ·,VMLGETNPAOSKPGTIR" ,78703 3 _9,8' 2.34 03 430 11/32 5 
imtaglmoacI2.Sfnlt'ngg.686 · VMLGETNPAOSKPGTIA.· 1787.03 3 4972.65 2.4' 04 354 11/32 5 
jmfagimnacI7,5mrugg.702 ' VMLGETNPADSKPGTIA., 1781.03 3 ,_9,45 3,28 0,5 S07 27164 5 
jmfag5mimgg1000mmn/Jd,112 '. VMLGETNPAOSKPGTIA., 1787.03 3 6952,82 2-'l" 04 6<S<S 7116 5 
jmfagSmln,gg200mmnad.180-182 ',VMlGETNPADSKPGTIR., 1787,03 3 5610]8 2,3. 0,' SOl 25164 5 
jmfll9,mn_mlnoo, 818 "VMLGETNPADSKPGTIR - 1787,03 3 3690,92 2,16 0,4 309 2'/64 5 
jmfag1mnaclSminl99·824 ·,VMLGETNPADSKPGTIA.· 1787,03 3 2647,29 2,31 03 290 11132 5 
jmfag5mll'ugg35Ommnad. 935 • FLOASEOllK, 1164,33 2 3429.93 2,39 0,3 758 13118 
jmiag5mln!(lg25Ommnad. 1056 ' VMLGETNPADSKPGTIR, 1787,03 3 5622,91 2,53 0,' 611 27164 
jmfagSmIMtgg45Ommna<:Lo3052102S 134. 1216 ' VMLGETNPAOSKPGTIR, 1787.03 3 4722,3. 2,6. 0,4 264 5116 
jmtagSOllntggJOOmmnacl.1234 · VMLGETNPAOSKPGTIR ' 1781.03 3 3782'2 207 04 432 31$ 

~ra'MTl:edjapbsnocells, 602 ' VMlGETNPADSKPGTIR • 1787.03 3 2801.29 2-07 0,3 258 19164 
""tll95m.,igg35Ommnac( 613 "VMLGETNPAOSKPGTIR,· 1787,03 3 1766.67 HO 0,3 318 23164 
""lagSminlg96OOmmnact 618 ' VMLGETNPAOSKPGTIR., 1787,03 3 94455 1.64 02 196 9/32 
jmfagSminlggSOOmmnad, 622 ' VMlGETNPADSKPGTlR., 1787.03 3 5324.67 2-57 0,4 296 11/32 
jm!ag5minlggl~mnact 642 " VMLGETNPADSKPGTIR.' 1787,03 3 970.87 181 0,1 388 23164 

jmlaglmnac12.Sm"'iII9,686 • VMLGETNPADSKPGTlA,- 1781,03 3 4972.65 2Al 04 354 11132 
jm lll95m"19'l4OOmmnacl,736,738 · VMLGETNPAOSKPGTIR., 1187.03 3 1453.95 '-60 02 393 318 
jmlaglm_7,SmIrugg,762 - TFlAIKPOOVQR., 134557 3 1489.30 2m 02 313 15/44 4 
jmfagsmll1iggl000mmoacl,772 - VMLGETNPAOSKPGTIR.- 1787.03 3 695282 2,96 04 6<S<S 7/16 5 
jmfIl9Sm.-.gg25Ommnaci. 1052 ·,VMlGETNPADSKPGTIR. 1781.03 3 206995 168 03 276 9132 5 
jmlagSmirngg45Ommnac,-030527025134,1220 -,VMlGETNPADSKPGTIR" 178703 3 1651.53 LT2 0,3 238 19164 5 
Jnidlactinrawphag3007,1528 ' TGRVMlGETNPAOSK,· 1576.76 3 494.79 1.39 0,1 322 318 5 
Bj"'v.m od"'lll>snoc"', 598 -, VMlGETNPAOSKPGTIA" 1787.03 3 1758.80 '-81 0,2 460 11132 5 
aj:rawmedlapbsnocells. 678 ' Tl'IAIKPOOVOR., 1345.57 3 1985,10 1.64 0.3 356 9122 4 

control 

Fccomp'ex 
Soore AccesslOl'l Peplid .. 

Peplid. Sequence MI-I. C~. Sco<e XC DeIl.CN S~ IonS Coonl 
KIMSCO pro .. ln kl ..... C (EC 2.7.1.-) delta - mo_ 2907,04 66731.0 12 
phagrawFsucchl_dac23. 1482 "LDTTE:SVGIYOGFEK" 1687,83 2 743,11 112 0.2 227 5/14 3 
phagrawFsuc600 _ d0c20, 3152 ' MAPFLRISFNSYElGSLQVEDEASQPFCAVK" 3478,94 2 52.21 0,77 0,0 48 7160 3 
OJ'''Vlphagactin2Q, 642 -,FNIDMPHRFK" 1305,53 3 627,68 1.36 0.0 458 7118 2 
jrnraw;gg5mmI50mmrud,1200 ,JIGRCTGTATNSR- 1350.53 2 386.08 1.38 0,0 256 5112 2 
jrnlgG300rawphll93007. 1862 "EALSTIERGKTlVOK - 1560]8 2 21987 1.33 0,1 52 3113 3 
jm5mimggrawlow;oOlC.3126 "VIQIVLMRAAEOPVSEVTVGVSVlAER.' 2882,37 2 257.80 091 0,1 118 11/52 3 
jrnlagtimecoo2.5m ... 2142,2142,3 ,.$PSDYSNFDPEFLNEKPOlSFSDI(" 2792,95 0 289,57 1.29 00 220 21192 2 
RawPhg2007MeElhmelh3d'98Sl,2166 "DTlFQKERFNIDMPHR,- 2048,31 3 278,39 139 0.0 177 13160 2 
phagrawFsuc600_dac20, 3152 -,MAPFlRISFNSVElGSlOVEDEASOPFCAVK, 3478,94 2 52.27 0,11 0.0 48 7/60 3 

control 

KIMSCO pro .. l" kl"" .. C (EC 2.7,1,-) della - mou .. _.49 667310 ".w."d, _200be0di9g..Mas04, ,_ ' EFVWGLNKOGYKCR, 1729,00 642,49 1.32 02 

Fe compl •• 
Se,,", Accession P~tid ... 

P!!j2tide S!"luence MH. Ch'!!j" Seore XC DeltaCN S~ Ions Count 
L YN_MOUSE Tyro",_",;n kl"asel YN 2641,95 2507208.0 6 
jmIag5"""'gQSOOmmrud. 2826 ,AEERPTIFDYlOSVlDDFYTATEGOYOOOP,- 3«1.82 2 715.20 1.14 02 47 118 1 

jmrawSmim9gSOOmmnac!sd,l664 -,OAERQllAPGNSAGAFlIR, 2QOO,25 3 1299,87 1.58 02 470 7124 1 

jmlagfl'ench20m00lg9 1 mnacldtt. 2694 ,.5DEGGKVLLPKLIDFSAQIAEGMA YIER., 3052.49 2 124-85 0,89 0,1 90 5/27 2 
rawphag2007chllsol2.1440 -,NTORTlYVROPTSNK, 1780.92 2 184,30 1,08 0.0 171 9128 
'''''I'hag2007chllsol2.2828 -.KONLNDOEVDSKTOPVR., 1974.08 1 181.19 0,&3 0.1 124 114 
jrtlfllWbasSlmnlmnac!.2118 '.KNYlHR., 830,96 2 136.55 0,80 0.1 65 215 

control 
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FceompMX 

Scor. AccesSfOfl Peptmo 
Pm!;Hdo S~uenC$ MH+ Cha!lj0' $coo> XC o.,naCN Se :00$ Counl 

HemtttopOi*tic cell speclfie Lyn- ,,@sfr." t [Mu. mY$(;wu,} 18004.27 1393111J27 () 
jm_g5m"'~ad. SSO ·.SAVGFNEM£APTTAYK· 171689 2 2714M 2.22 0.3 545 "" ,nfag1mnaciSmlOigg.. 354 • SAVGHEYVADVEK.· 14C>4.51 :} 720.99 1.9_ 0.1 335 3IlI 
jI1IIagl",n_"'igg.696 ·.KITf'IE ...... SSG ... AGlK.· 158780 2 1478.87 1.89 0.0 780 17130 
JIlIlgG300"""'I'hag3OQ7.121' ·.DRVDKSAVGFNEMEAf'TTAYK.- 2330.56 3 231.35 1.20 0.0 191 17180 I 
JIlI_"'iggl000mmsd. 1356 -.ElESGPKASHGYGGA. - 1545.64 2 311.51 1,18 0.1 208 5114 I 
j\'!lgG2SO_hag3OQ7.231S·2320 ·.HSSOmMRGFGGKYGIIER- 20241. 3 ,93.00 1.56 00 379 511$ Z 
j\'!!aglmnllCISrrnnigg.2740 ·.EEEEKAOOMARQOQER- 201914 3 120$.68 2.08 00 578 l!?/J 1 
jmfaglmnacIStnino<Jn.378 -.SAVGHEYVADVEK.- 1404.51 :I 4792.11 2.53 (t4 63' 112 2 
AJAAWSoIu!eCool'JUneI3.738 -. TTPIEAASSGABGlK- 1459.63 2 492.59 1.l0 0.0 295 5114 1 
j\'!fagsmmcoo25Ommnacl. 1324 ·.OSPLQNIilEDNEEPf'AlPf'A.- 2292.46 3 66C>.91 1.58 00 416 -"'-"""'I'hag3OQ7.1212-1214 ~ KnPlEAASSGAR<3UC- IS81.60 2 11121.17 2.19 0.1 $29 7115 
_!lG!lj>~35Ophagig9~MalQ4. 1428 - KTTPIEMSSGAAGut- 1587.80 2 e-17.64 l.44 01 309 215 
~!lj>~6OOphB9'99~1J0J04_1'50-1'52 ·.KTTPiEAASSGAflGL~ - 1587.80 2 500.69 143 00 335 113 
phagrawF2OC>_d0c22,1617 . ISSEII'HPPAESHLPPESOPVRSRA.- 274300 3 371.74 145 0.0 ~O 9/46 
phagrawFsuc450~dec20. 2176 - KITPIEAASSGAAGLK.· 1567.80 2 3OOU! U7 0.2 643 13/30 

control 

bomatopoi<llic ""U _ilk: Lyn .woe ..... 1 (M .... muocul .... j 664.90 6680167.0 2 
_I11,_4_'99-Mat04,864 - ElESGPt(ASJiGYGGQfGVER~ 21(Ut24 3 664.90 1.,9 0.1 325 9/36 
ff'b ... d.30fU)",,19, 1510 -.KITf'IEAASSGAAGLK.- 1587.60 2 576.32 1.43 0.0 396 2/5 

Fcr:omplu 

KSYICMOUSE TY'ooirno-pr_kl_ $YI( !lip""," lv_I ... _ .. ) 
JMMAGToo.ISI6E3,180 ·GMKGSEVTAMLEKGER.- 1124.00 3 l'<lO.75 1.91 00 ;198 19i!SO 
JI'1fag5m"''99100m'''oaci.S6i!-*4 -NVllVTOHYAK.- 1<11651 2 182932 ! 55 0.3 3111 11I2G 
jmlagtmnaci7 .!tmIOI09,&Q2·6Q4 • NVllVTOHYAK.- .266 51 2 0055& 138 01 2113 11:! 
~ lmnact5mineon,734-736 -.NVll VTQHYAK.- 121165' 2 44703 132 00 339 11120 
~ _900phall'<l9.Mat04. 1239-1241 -.EMYDLMNlCWTYUVENAPGFiAVElRU'l.· 3436'l3 3 861311 2.00 0.2 125 41Z1 2 
ph3g'Btwf$uc5OQ_d~(i, 2358 - KPFNRPPGVQPK.- 136551 2 421,71 136 .U 274 SIll 2 
tm1agfr"ch20mlnrgglmn~tt 1842·11}44 -.POlEKtIATTAHEK.- 1$7982 2 2:t1l) 41 267 00 005 1$IH 2 
pnl~g11mec.oo2 Smm 680 6fl2 2 ".NVllVTOHYAK.- 1286 51 1193.61 14;2 0.3 JOO !ii20 2 
jmlagllm8CQfl7 SmiM-.8SO,$50 t -NVLl VTQHYAK.- 128851 C 852.54 154 02 253 Wl2Q 2 
jmtsg.l1meccn lOmIf\, 70 - EALPM01EVYESPYADPEEIRPKEVYlOF!.- 3456113 2 230.06 OJl8 01 161 5I:!6 2 
jmfag1mn~5min<XlO,734-73& - NVlL VTOHYAK - '266.51 2 «7.03 '''' 0.0 3JO 11120 2 
AJRAWp$lIe!U::0o1rjun13. '3~ - AHASPAOLCHYHSOEPOGllCLLK.- 2~1~96 3 45t 24 '26 0.0 33'.l 5123 2 
jm0eaUs400r.wphI'OJOO1, 1802 -.LSIPEGKKFOTLWOLVEHYSYK- 268305 3 176 SS , '6 00 '36 17/84 2 
lmfagSmmeon25Ommnad.. 2040 - KAHHYnER - 115$29 2 21429 096 01 '22 316 2 
imf~conSmlnn60Qmmrntcl, :2065 - VVlITVAVK.- 84408 96.71 069 0.0 122 Sl1. 
phaqrawfsueSOO.,.,d.aO.2356 -.KPFNRPPGVQPK- 135561 .(2-1,11 1.36 0' 214 5111 
jmfaghm!lCOO 10m,,", 3100 -.Sll TLEDNElOSGNFGTVI(. 1995.18- 31.18 065 00 .5 116 

control 
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Fe complellt 

protein tyro$iM kinA. r-ecm {Mus muaeurus] 
""""",-'rlp_:l50pMg'1!LMa!04,1006 ·.NNNNlMIK· ~6112 2 1153.53 2.24 0.1 757 13!7 <1 
_>1p_~;,n_Mar04. 1095 '.NNNNlMIK \16112 1 52488 154 00 33(; ill. a 
phagrnwF51uc45(Ld'~20, 1882 ·.NNNNIMIK.· \161 12 I 548.65 151 0.0 356 911. S 
JMMAGNEGBHl03. 764 ,.NNNNIMIK., \161 12 2 1149.77 161 0.0 634 11114 6 
JMMAG"EGBI6D3. 1056 ·.MNFNTILEEILIKASOOK.· 2206.00 3 36U7 1.85 0.0 191 5117 6 
JMFAGNACUO_IB2IE3.1250 -.NNNNIMIK., 961.12 1 56462 163 00 330 911. <1 
imldItlOOMCI"""!'h"g3007.1210,1212 • NNNNIMIK,' 961.12 2 2749.51 2.60 0.0 916 13!7 1\ 
jrnfdl4OOfirstnaclraY.opha93001, 121 0-1212 -.NNNNIMIK.· 95U2 2 19B746 2.43 0.0 817 flI7 6 
jmldi250naclmwphag3001.122e.1230 ,.NNNNIMIK.· 96112 2 2:lO1.69 2.73 01 799 6/1 6 
jmldl6O~7. 1236 '.NNNNIMIK.· 961.12 2 1003.08 1.98 0.0 505 517 <1 
jmIdISOOnaclrawphog3007.13Q5.1307 '.NNNNIMIK., 951.12 2 1757.93 2.37 0.0 73!l 13!7 6 
jmldi300_lrawphog3007.141~1412 ·.NNNNIMIK.- 98U2 2 2007.32 2.33 00 846 13!7 6 
jmidl150_1"""!'hag3007.1400·1462 -.NNNNIMlK.· 96U2 2 lB88.05 2.22 G.I 824 6/7 6 
rawphog2007chIbeod2.650 -.NNNNIMIK.· 96U2 2 1696.Bl 2.05 0.1 798 617 6 
rawphog2007cnlb_2.654 -.NNNNIMIK.· 981.12 2 216488 2.41 01 B5e 617 6 
rawphog2007c!>U,oi3. S7~ '.NNNNlMIK .. 961.12 2 366.46 0.86 0.0 4\7 417 " ~2007chlbeodl, 1290 • NNNNlMIK.' 901.12 1 312.62 13S O.G 220 1/:2 6 
RawPI1ag2007EtB_ogO$,_03071S15:l503.2166 ·.EGGFMVROSSQPGL YTVSL YfKFGGEGSSGFIt- 3418]4 2 lB.78 0]0 0.0 27 3131 7 
~~hag3007.7oo,702 ·.NNNNlMtK.' 961.12 2 2250.S1 2.4S 0.0 9()3 611 6 
jmb<>IIds4501laclrawphog3007.76:l· 764 -.NNNNiMtK.· 961.12 2 1102.06 1.911 0.0 553 11114 6 
jmb_s45()~3007. 903 ·.NDOGVIPCQNK.- 1203.31 2 1909.51 2.13 0.1 616 13120 6 
jmb __ """!'hoge3007.926,932 ,.NNNNIMIK.- 961.12 2 17!l9.31 l.29 0.1 729 617 6 
~.:JSO<awphog3OO72nd.1312·1314 -NNNNIMIK.- 96112 2 1382.60 227 0,1 579 11114 6 
~~hog3OO7. 1475 ·.lEAGQEVIILEKNOLHWWFL - 249981 2 24912 143 0.1 139 2/9 7 
jmfagt""""""nomin-<J3O!!01202502. 2314 • MNFNTlLEEIUKA.- 1735.09 2 170.76 1.36 0.1 93 7aG 6 
jmlagt""""""lomtn.2344- ·.OMLLSMCQO\lCEGMEYLEIt· 2266.65 3 692.14 1.55 0.2 31. 19172 7 
imb_.'SOrawphag3OO7.2556 "NAPTTAGFSYDKWE1NPSEL iFMR- 27n.OO 2 94.55 0.91 0.0 83 1146 7 
jmfagt""""",,'0mio.2718 ·.FWADGSVQCCRQTEK.· 1823.00 2 30071 1.2. 0.1 115 114 6 
jmr.awt9Q5mIn3OQmm~sY"VlgednM., 61S -.NNNNIMllt- 961.12 449.36 1.~5 0.0 349 9114 6 
jI\'lttIW>99Smin3OQm"",,,,,I$'I""gedna ••. 623 -.NNNNIMIK.· 961.12 836.12 1.69 0.1 433 9/14 6 
jm<lM1IJg.min 1 SOmmoacl.B06-S08 -.NNNNIMIK.· %1.12 1.06.23 2.13 0.0 694 13!7 S 
jmrawiggSmtn45Dmm_61S<l2O ·.NNNNlMIK.- 961.12 1 963AS 2.00 0.1 320 9114 6 
jrnfawSminog9 1OOOmmsd• 994 ,.NNNNIMIK- 961.12 1 123272 1.59 a.1 512 9114 6 
;mrawSmimggSOOmmnaclsd, 1202 -.NNNNIMIK.- 961.12 1 719.47 1.99 0.0 361 9/14 6 
jmlgG2SOrawphog3OO7.1202·1204- -NNNIIIMIK- 96U2 2 2262.98 2.77 0.0 812 611 6 
jmlgG~g3007. 1212 -.NNNNIMIiC· 961.12 2 1923.07 2.11 0.1 636 617 S 
jmlgG4OOtav.phag3001.1220-1222 -.NNNNIMIK.- 961.12 2 1940.40 2.SO 0.0 692 6/7 6 
jmlgG3SO!1aclrawphog3OO1,123& -.NNNNlMIK.- 981.12 2 1466.B2 2.06 0.0 689 11114 S 
jmlgg450rawphag3007.1242-,244 ·.NNNNtMIK- 961.12 2 2047.67 2AO 0.0 846 13!7 & 
JMFAGNACUO_1B21E3.1250 ·.NNNNIMlK.· 981.12 1 564.62 1.63 0.0 330 9114 6 
jmigg450,"",!>hag3007. 1252 ·.NNNNlM1K.· 981.12 519.03 1.58 0.0 3&3 9114 II 
jmogg45Orawpha93007.1262 ·.NNNNlMI!\.- 981.12 1 1088.n 161 0.2 3S0 9114 6 
jmigg600rawphage3OO7. 1416 -.NNNNlMIK.- 961.12 2 1619.06 2.30 0.0 age 617 6 
jmlgG HlOOnaclrawphag3OO1, 1638·1!li1O -.NNNNIMlK.- 96112 2 1352.:lO 201 00 670 6/7 6 
jmfggacl_hag3007.2798 ·.SOVWSFGVLMWEIFTEGRMPFEK" 2793.21 :I 37B.4O 1.40 0.0 268 19/66 7 

""-proloin ty ...... "" _ .. Toc111 1M .... m .... "'u.] 21096.49 5453033.0 16 
F_s350_0ac19. 1055 -.NNNNIMIK.- 98U2 607.61 1.85 0.0 329 9114 S 
""''''''_'''' __ MMl4.2026 ·.DMLLSMCODVCEGME"ItERNSl"IHR.· 3021A9 2 189.7. 1.26 0.0 151 5/24 1 
_r_~_4,2126 ·.FPVKWCPPEVFNYSFI.· 1870.17 2 526.2< 1.56 0.1 225 llIZ8 7 
jmboa250"""~~l, 136 -,VMMKL THPK.- 108541 3 154.66 013 0,0 203 5116 1 
jmI>s<>35Onacirawphog3OO1.574-676 -,NNNNIMIK.- 961.12 2 2676.57 2.45 0.1 10&1 13!7 0; 
jmboa2 __ hag3001.67IH!78 ·.NNNNIMIK.- 961.12 1 007.76 1.93 0.0 314 417 6 
JmOlWiOO<!aclrawphog3007 ~030002135631.691-693 ·NNNNIMIK.· 961.12 2 1825.79 2.47 0.0 732 6/1 6 
jmb_"""Phag3007.712 -.NNNNIMIK.. 961.12 1 877.16 1.92 0.1 367 9114 6 
jmb~3007.764·766 -.NNNNIMiK.- 961.12 2 216036 2]2 0.1 969 617 6 
imb$al_"""Phag3007.653-ll55 -.NNNNIMIK.- 96112 2 2003.66 2.61 0.0 765 617 6 
jm!:>Ml __ hag3007.865..667 -.NNNNIMIK.- 961.12 1 758.64 1.91 0.0 388 9/1. 6 
~hag3007.S95-ll97 -,NNNNIMlK.- 961.12 .2 1681.94 2.01 0,0 827 617 6 
jmbIla460_~7.697-llag -.NNNNIMIK.· 961.12 2 224060 259 0.1 B2:! 617 6 
jmbsa300n~7. 913 -.NNNNIMIK.· 961.12 1 554.33 1.53 0.1 285 417 6 
jmb""'000nsc~3OO7. 1365 ,NNNNlMlK.· 961.12 2 2022.51 2.27 0.0 882 617 " j __ .,1426-143O 

-,NNNNIM'K.· 961.12 2 lM311 2.36 0.1 646 13!7 6 

F<:oompl<lx 
~ """-lOr! p""tid<>.' 

P~ttde S29U!!!£! MH. ~. ~ xc O.~aCN Se ions 
CSK_MOUSE Tvrool_", ... hi_ CSK (C-$RC kina .. ) (l'r<>(oin-tyrooine kl .... M 27011.32 729888.0 14 
jmlag5minioJg3SOmmnocI.615 -.DWPRVEKGYK.- 1 29().49 2 1()5.3S 0.66 0.0 118 3110 
jmn>w5m<1iggiovoionlo,651 ·.DWPA'lEK.- 942.10 2 !39.41 U!5 0.1 159 4/1 
jmfag5mVliggb_. ns ·,1PLKOWPR- 1031.28 2 388.92 1.45 0.0 243 SiS 
im!ogI","""I1.Snmigg.792 -.NCSHLOAAm· 1088.18 3 273.31 1.36 0.1 14-3 11138 
jmiaglmn_.5m<oigg. 1234 ,.VSOFGl '!l(- 686.98 2 917.89 1.15 02 601 9114 
jmfaglmnac15_. 1492 -.VSDFGtTK- 666.98 2 23:1.45 1.13 OJ) 20S 317 
jmlag5mllligg45'-"''''''' .. ,L030527025134,1972 ·.VSOFGLTK· 866.98 2 42261 1.36 0.1 251 112 
jmIgG3~7.2669 ·.NKVOREGIIPANYVOK.- 1767.06 2 149.38 1.13 0.0 114 4115 -CSILMOUSE Tyrooi"""'. IU ..... cst( iC-SRC kI .... ) (ProI"n-ty,ooi ... kIn_ M 328.54 729888.0 
_'_l~_MaI04. 34 -.MOAPOOCPPAWDVMK? 1709.99 328.34 1.47 0.0 223 3110 
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FAK2 "MOUSE Prot.in tyJ'l)3IM ld~ ... 2 bet. {~oo. adheaian :u... 2)(FAOI( :t) 
jmiagS/1lIfiIqg250mmrIlK:( 444 -vI\VQll.l=i· 
jrMaWl99smlA'SlJmmoac!, SS-S 
JMF'AGNAct 10:~2B21E3, 930-
iM1agSrnl!'U1iQ600f'Ilmnaci li53 
JMFAGNACL15B21EJ,159'6 
jmiag5(Mrtrenchlml'l~ldn~L 1134 
jm1ag_ZO",mlrnrtliOtrn mMcldndpl, 1734 
jmIQG500(~h.a03001 ,22'31-2233 
JMFAGNAC\.15B21El,3012 
jrtOOl6IXJn<¥;tawphIlg3OO7.17&8 
jl'llkil$OOnacirawphaglOO1. '91 t 
pn89tawfSUCOO(UJec23, 1304 
rawsUCrtp ~ 1 SOpha9'9i::u~ar04, 1556 
pnagrawF;WCAOO_da¢2'(t 1$5& 
phagrawF$)(U;OC2:3_ 2t4& 
pha:grawFSUC400_dec20, 3010 

control 

• !NVAIIl<TCK· 
- SNFHt-E"KEVGtOtFFPK-QMOENLK .. 
• VRPPKIlE'Prn:QEcOPPK ~ 
~ OMLTAS}fRAVDAPC . 
~. YOLQrFlYLPEDFMESLK " 
~ 'fOlCURYLPEDFM£SLK.-
- 'fOI.OIMYLPEDFMESLi(.
._ILt(\lC-F"SNSF!liPQK~itl( • 
• t'lKCi'VOTE1QEilrsl:l.i..SGR. 
-,LP'IKWM$PESINlFRR> 
" YOlOI~YLPEOFMESu( ~ 
,.YQlQ1RYlPEOFMESU{.
~ IGPNlQlA'ECYGlRlK.-
- RSHLSESCSIESDlYA!£IPOe:TLR
• yQtQIRY\.PEOFME&K,· 

2Hn 
<i6t 46 
ZitS' 46 
2t(}1~ 

244$Ji1 
'87523 
2HU~ 
2'11$1,.46 
17&d 14 
275191 
21&146 

FAK2~MOUSe Frot.in tyf~ kin.- 2 kta (Foc:.tldhHton Itl .... 2) (FADK 2) 
~_900bQadtg9....Mai04, 1HZ -.RNSLPQ1P1tNLEARRL • 1819.H$ 

2uUAi 
2764.17 
2511'1,00 

nl:W$Jdf_700beadl9il_Mar04, 1554 
FP_O'U)oc.9,200ll 
jmfa'Atl4aSmm40wionlC, 13<4 

Fccompktx 

m.g.kMyocy1 .... NOCiated tyf'Oflin. kina .. [M".. mUKulue.) 
jmfag5nHoigg l5Ommnad, 258 
pI'iagrowFllUc600_dec20, 1240 
rawsuoI1IUWMOHphagigg.MAt04, ,_ 
JMFAGNACl5B2' E3, 188() 
JMFAGNACl5821E3,215O 
jmfag1mnacI5mtnigg.2456 

control 

megakaryocyt ... AOtl:i.ted tyroam. kinase tMu. museulwl _C 400beadiQ<LMat04. ,_ 

Fccompt •• 

• YOtQ'A'IlPEIlFIAESkj(" 
• OkAEklNK""IlAOONAVTSlSEOCJ(.· 
, NKlGQU'I'EOYIIVWKNVfllNlR· 

·£ALSTOPK· 8&),9;) 

·.RSSRVSWlJIftGWESR· 1954.4 
• KGOMVTILEACEDK,· 1552,00 
"SVGVSAPAGGQEAEGSAPTR· 1112$,92 
·,ELRSVGVSAPAGGOEAEGSAPTRSOOP" 2654,79 
',AKHHGSGOEGll"AAAALR,· 17811,01 

·,GAICTKLVKPR,· 118ll,50 

13025 
13025 
240:.11 1.14 

OIl3 

3 ..... 
ISU5 U3 
Ss:!:IlI 162 

1.11 

'5;1 
1124$ u,t 

1&U.93 2Ot38411.0 
01 
00 

14et 01 

"""54 162 00 

7lla? 128 01 
3 185,40 122 (1,(1 

2 394,00 10$ (II 
2 ~,4e L55 0.1 
2 95546 1,2<) 0,3 
2 360,30 1,43 0,1 

541,Of 6754646 0 
54Ul6 1.14 0,2 

_ Ace ...... 

Peetide S~uenc8 MH+ Chars! 5<"", XC DeftaCN 
tyro.in. kins .. 2: tyrosine kina .. TYK2 1M .... museul"1J) 51411.30 9055312.0 
jmldll000naclrawphag3007.1006 '.GSRAHmPlNLSOLSFHR,· 2078,,33 3 427,49 180 01 
phagrawl'60(Ul"c20, 1294 ·,lJIlOGCSlRAGOOCFPLHXCClPA,· 2603.11 2 64.50 0.64 0,0 
llIWSucilJ>.actiophagig\L.MaI04, 193G ·,tOPONl VGTSAVNSDSPASOPNFHKRYlK" 3271,63 2 459,62 no 02 
pilagnl"".ucI5O.doc22.2326 • ,lQPONLVGTSAVNSDSPASDPTVFHK,· 2710,94 2 44,71 0,75 0,0 
phag",""chM_dee23,3300 ·,NCWETEASFRPTFONlVPllOTAOEK,· 3052.41 2 163,11 1.21 00 
jmfaglmnacl5minigg,694 ·,TNVYEGllR,· 106521 2 122,58 1,03 0,0 
jmfagSminigg45Ommn;v;U1OO52702S134, 1274 ·,FlAILEDSK,· 93lt(16 2 192,50 0,80 0,1 
jmiagSminlggSOOmmnacl, 1312 ·,YKGCCEDOGEKSVOLVMEYVPLGSLR.· 2933.37 3 22;;,19 1,41 0,0 
imllJ9a<:<",Jawphag3007, 1408, 1410 ·,MPlCGRR,· a33.06 2 254,14 1.24 0,' 
jmiag5mlnigg35ilmmnacl,l443 ·.NCIPHSFROHIR· 1500,74 2 159,13 0.94 0,0 
jmfagSmirugg45Ommnacl_ 030527025134, 22112 ·,VSLYCYOPTNOGTGEMVAVKAl.,K,. 2475,112 3 541,07 1,11 0.1 
jmfagSminigg3OOmmnacl,2476-2478 ·,FYFRNWHGMNPOE PAVYR,· 2313,59 :I 238;1,26 2.19 0.2 
~mtnlmnacl. 2911 ·,OLSSEEEIHHFKNESLClIllAFLHLCHlJILSR,· 3465.91 2 111,76 0,87 0.1 

-
If-.. kin ... 2; Ifrosl"" kina .. TYK2 [iii .... m.....,ul\l$) 1153.02 9055372.0 
__ ""_'gG_MaI04, 1898 ·,ClLLCLCSOAEAUlfVAl. VOOVFR •• 26311,15 3 1153,02 ',43 0.2 

""complex 

Score- Accession 
Pe!!t\d!lS'!;9u_ MH+ Cll"!)l6 500ffl XC DeltaCN 

FMS-lik. If"",ine kina" 3 [Mu. muaculu .. ) 444t.tl 67531188,1} 
jmra'Mgg5rnin_Sy!lngdnaM.41:H15 ·.VFGQWVSS$T1.NMSEAGK., 1929.14 :I 14ll6,38 228 G.() 
jmfag5"""igg35(lrnmnac~ 675 -,VMNATAYGISKTGVSIOIIAvK.· 2138.52 3 497,23 1.50 OJ) 
JIIIFAQNACL 10_282 I E3. 2030 -,CTWIFSOASFPCEORGtEOGVSISK.· 2854,17 3 343.47 1.64 0.0 
jmfa;jSmi"'gg2OOmmnacl, 2622 ·.NOTGYYTCSSSl(HPSOSALVTlLEK,- 2730.99 ;2 163.07 ,,04 0,1 
iml:Jl50~"""hag3007. 1425 -.TSIHlPl(QAAPaOR,· 1575,80 ;2 368.67 1.01 0.1 
p/'Iagfawf200_d.a2. 21 19 ·,PSFPNlTSFLGCOlAEAEEAClA" 2497.83 2 29427 1,23 0,1 
-rlp_300phagig;LMar04, 2359 '. TWTElIFKEHNFSSVPTFOAH$NSSMPGSA,· 3375.63 2 151.()!; M6 0.1 
~apbs""''','Is. 416 ·.MLKEKADSCEK.· 128,2,51 3 1155,99 1,93 G.G 

OQ_ 

FMS-like Iy-. ki ..... 31M". mu"" .. I,,*1 349.60 675386aO 
raw''''CchlibeadlgG_MaI04, 598 "TGVSIOVAVKMLK,· 1374.72 3 349.60 1.69 0.0 

129 

1 
11. S 
114 3 
llIl2 3 - 3 
117 3 

.515<1 1 
114 1 
1/4 3 
7130 3 

17192 3 
9/32 3 

315 11130 
1<3 9/32 ., 7/48 
SO<! 2111\8 

521 517 3 
143 111(1(1 1 
29lI 9/26 5 
153 6119 4 
150 !\126 4 
171 5117 5 

93 tl4 

Pephd .. 
S2 Ions Count 

21 
203 7134 
fl3 1146 1 
70 9/58 2 
59 7150 2 

131 9/50 2 
113 3>11 ! 
191 112 1 ,., !lI5O 2 
118 112 , 
161 4111 2 
313 !lI44 2 
480 5117 2 
63 !lI58 1 

S 
513 t\l23 

Peplides 

Se Ions Count 
2() 

$43 21168 I 
324 17/80 1 
193 5132 1 
129 5124 2 
HID 9/26 
150 5132 

Il4 9J56 
594 17f4() 

5 
200 17/48 



Fe complex 

839Sn protei"..tyrosine klnaN (EC 2.1.1.112) JAK2 ~ mOUN (fragmont) 
JrrHaWlgg5mlnoaadsynngdnase.435 - OLSFGWIKSGTV -
JMFAGNACL10_2821 E3, 564 -,NKNSINILWK - 123044 0,81 

ImraWlggSmlfl350mmnl)r;d$ynng~"aS&. 709 - FLOOLGKGNFGSVEMCR,- 19t5_23 1.84 0,1 112 

IlIr~ag t MNaCI20, t962 -,OGOMIVFHLlElLKSNGRLPR - 2450.94 13261 1 16 0.0 "' phagrawFsuc200 _dec22, 917 - LSDPGIS1TVLPK- 1340.59 39674 1,02 0.1 178 

,awsucrfp]OOpha9199~Mar04, 1455 - EPGESPIFWYAPESLTESK- 2168.35 14461 124 00 104 '1172 
Phag(awFsuc200_dec22, 1517 -,WSFGmWEICSGGOKPLSALOSOR - 275604 102775 1.77 0,' 389 7/32 

phagrawF3SO_dec20, 1510 -,RNLRLlMEYLPYGSLR - 199538 '4142 093 0.0 146 4115 

phagra'A'Fsuc150_dec22,2452 -.VDPLOONTGEVVAVKK - '77697 16778 100 00 165 3/10 
t3.wsucl'fp_ 45Ophaglgg_Mart>4, 2472 -,NSINILWKlGVAKOLAWAMHFLEEK,- 2941 49 11494 075 0,0 147 11/48 

phagrawFsuc400_(fe<;20, 2834 - MIGNDKQGQM1VFHLlELLKSNGR.- 274325 312,61 105 02 36 3/23 

control 

F<:compkfx 
Se",. AcceSSion Peptldlu 

Psetid!,t; S p!ill.lence MI;+ Charse Score XC Oe!1aCN 'e ~2WQ' 
mitogen activ.ted protein kin ... kin ... 1; protein kilt .... t't'IltogN:.cti 3933.63 6678794-.0 13 
jmtag 1 mnacl5mlnlgg. 180 -,ISELGAGNGGVVFKVSHK.- 18OO.0S 61649 111 0.0 347 5117 
raw~",.t(:rfp_40Ophagl9g_Mar04. 1003 -,VS1AV1KGLTYLR - 1433.11 97997 173 0.0 543 19148 
rawsucrfp_ 400pha9t99_MarQ4, 2565 -.KPTPIQLNPAPDGSAVNGTSSAETNLEALQK,- 3150 44 82,17 0,9S 0,0 87 2/1S 
JMFAGNACL10_'821E3.1618 -.ISELGAGNGGWFK.- 1348 53 1249.75 121 0.3 216 6113 
jmfag1 mnaclSmimgg.1672-1 574 -.ISELGAGNGGWFK.- 134853 14351 110 00 III 9126 
jmfagl mnael5mil'Hgg. 2066 -.DDOfEKIS-ELGAGNGGWFK\lSHK.« 2549.7$ 46903 1 76 01 241 19192 
jmtag5mJmgg300mmnaet, 2212 ~JSELGAGNGGWfK.· 1348,53 392.11 106 02 144 9/26 

< .... roI 

mitogen ttetiv.t4td protem kin ... kin ... 1; prot.tn kin ... , mi1~h .cti t262.70 66787940 

FPbeads450_0ec19.2154 -.ODOFEKISELGAGNGGWFl(VSHK - 543,60 16S 00 318 19/92 
FPbead&300_0ec19.4012 -.RSOAEEVDFAGWLCSTlGLNOPSTPTHAASI,· 584,05 106 02 48 1160 
jmrawSminb$8lfaez1haw,2106-210a -.ISELGAGNGGVVFK.- 135,05 084 0.1 121 4113 

Fe complex 
Se",. Accession P.~tid.s 

P~e:tide S-eguence MH. Charge Score XC Derta eN '2 loons Count 
mltogen-actiwted pn>t.in kln_. kin ... kiM .. 8; .poptCMIia .;gMhNtg 8744,04 331869280 
jmra'M9gSmtn400mmnaclSd. $99 • ROlAO£lRnQAQlR.· 1S2511 290.50 1.15 0,0 227 "4 
tmrawtggSMn1tI"II'lacl,725 • AGSCwaQPLAEALSAGR.- 1818.01 67625 1.17 02 202 9132 
jmraWigg:5min30OtTtmnICISyrt"lgednaee, 1431 -.HTRVRIAIK.· 1094_34- 386.07 0.83 00 "8 9116 
jmj9Gl50ra~ag3007. 16ee ·GTYGVVYAGROR.~ 1314.43 308.58 0,96 0,1 136 4111 
JMFAGNACL5B21E3.1768 -.ClAEACAQLOOTRPPPQLR.- 2138.51 599.86 153 02 46 7/36 
jmlag5mirttgg4QOmmnact, 2520 ~.SPGSPAHTPRPSGAPSGPSSPSADSATQ$QTFPI1.~ 33tH.S7 3383 0.98 00 27 4/33 
phagrawFsuc1SO_dec22,288 -JWRAILAQAAGATS'lTPVPR.- 2:164.54 1648.n 1.63 02 676 21176 
phagrawF150_dOC22,1016 - VHPPVPGSlSAEAQAFlLR.- 1990.30 180.95 1.35 01 65 13172 
phagtawF600_dec20. 1834 - VPEEPAAEEPASPEESSGLSLL!;QESKRR- 3161.38 10723 0.92 01 53 116 
rawsucrfJua;::tinphagi9O_Mat04,185$ -JWRAILAORAGATSVWVPA· 2164.54 25985 1.43 00 17. 5/19 
rawsuclfp_600phagl99_Mar04,2114 - RlAGI1?CTETFTGTLQYMAPEIIOQGPR.- 318163 1311.01 111 0.3 75 116 
phagrawF450_dec20.2172 ".RMlAAVLEOEVPTlAENLLEQEQOSRlSK.· 3312]4 231 OS 090 01 78 1f1 
phagtawFauc3()(U1ac20, 3344 -JWRAILAQRAGATSV1'PVPR· 21$4.$4 71007 138 00 51. 11138 

con1rol 

m~Yllttld prot.tn kiNl" ktn ... kiM" 8; .poptosit .Ignat-reg 2473.28 33186928,0 12 
FPbeads600_0ec19, &16 • MAGPCPRAGVLER" 1357_63 857.68 113 02 222 $112 
t'MWIXtr_acunbeadig9_Mar1)4.1911.1 $13 -.LAG1TPCTETl'TGTl.QVMAPEIIOQGPRGYGK,- 3430 90 242,92 1,10 0.1 12 7162 
rawextr_25ObeadI99_Mar04,2378 ·.IWRAllAQRAQATSVTPVPR· 2164 54 160.14 1.10 0.1 96 411. 
FPbMdsSOO3N'CI9,3376 -.CQRFCGLIQVLVMNPDSSAPTEEAEGAR,- 3023.42 n2.504 0.86 0.1 45 116 
jmntv.lSmlfU:JtWltMb$itdS. $16 ·.RNRPGDR.~ e7094 58746 1.48 0.0 311 3/' 
jmra'4fSm!f1b~s, 1000 · PlSVVYVLTR~ 1147_39 213.99 0.99 0.0 214 113 
~ra~tilOwlOnlC, 1672 ·.MAPPOEOOCLVLVLEINK.* 2041.42 298.55 1.03 0,1 82 131611 

Fccomplu 
Scont """""""" Prptldes 

P£;2f1d!: ~ !!iius:n£! MH+ Charge S¢OfII XC Dalta eN ~ II! Igns C0j:!n$ 
N4Kt _MOOSE Mitogen-ectlVltted PfI*1n kifUlM kiM" kin ... kina .. 6 {MAPKIERK S360.40 29428001.0 2. 
Bf'lMPhajJ1 MNaCI2O, 366 -A$NPOI.R,- n2.B3 431.51 0.3 01 400 2/3 
jmftl'Nlgg5tnlnbRdstfeezM'mw,4$2-484 - GlAHlHAHK,· 9184.14 93,51 0.82 0.0 "2 112 
jm'-91~7.5mir11S19, 1446 ·.SlOOOLSAlR.~ 121834 314.51 1.11 0.0 28' 9120 
AJRAW4ctio:lgGjun.,3.1542 ·JKflVIAlKNSVEVYAWAPK,· 2290.77 284.2:9 1,32 0,1 123 511. 
jmrawSmi:t'ugg600mmnac1sd. 1598 ·JKFlVIAlKNSVE\lYAWAPK.- 2290.n 113.&1 '.06 00 100 0138 
ajrarwphegjun2Qdpi1t.4N8CI.1614 -.RlEDMOALRR,· 1288.5t 176,06 0,84 0.0 199 1118 
jmtao1~Smtl'\:iog. 1620 • eOCIAYlCRE.llft· 1591.89 42837 1.36 0,1 2" 5112 
jmQlWl9gSmlnbeac1str .. zethaw,3168 ·,fMAfKSFAOLPHR.~ 1567,84 15278 1.()4 0" 100 13/48 
f)ha9rawF3S0 .• *2Q, t206-1208 •. TSSIATo\LNTSGAGGSF\P40AVAA$NPDlR.· 2928.17 821,66 1.79 0.0 458 11t58 
jmfag$mIneon45Ommnool. ,5l0 ·,PONEAPPi(VPQRTSSIATALNTSGAGGSR.· 2881.11 3 2547,14 ,2,1$ 0.3 388 231112 

eon"'" 
M4K8_MOUH MitogMMtctiY.1ed PfO'Iein ldnue Id.,... kiN .. kINl .. ' (MAPKJEAt< 304,31 29420007.0 
rawtxtr"_3S~_Ma1()4. t498 ·,GNAu(EOCIAVICR.~ 1569.83 30431 1.17 0.1 208 0126 

130 



Fe complex 
500(& AccM$IOfI 

P eetlde S egl.u.nte MH. ChatSt) Score XC DeUaCN 
Mito~n activated protein kin.,. kin ... 2 (Mu. mUKulua1 2850.25 159903880 
jmlagSmlfllggSOOmmnact 1102 -PSGUMARK.- 913.22 2 67967 126 0.1 
81rallYPhagJun20dPl1 MNaCI, 1734-1136 • SEGEEVDFAGWLCR.- 159812 3 337.58 146 01 
ajtawphagjun2oactmDPI, ,806 - IPEDILGKVSIAVlR.· 162396 2 305.67 091 0.1 
)mlgGlOOra...vphag3001,2114 - ADlKLLMNHAFIK.- 1514.86 2 2t5.18 0.90 01 
jmfag 1 mnacKlmimgg, 264$ • PVLPALTlNPTIAEGPSPTSEGASEANLVDLQKK 3459.89 2 33463 0,95 02 
rawsucrlp_400p/'1aglgg_Mar04, 1049 - PISGHClMDSR.· 1057.17 2 20497 0.95 01 
phagrawFs\Jc350_d~O, 1228 ISELGAGNClGVVTK.- 1:}O2.46 2 'lOT 2$ 1.09 0.1 
raMUCrtp_ fSOphaglg9_Maf04, 1582 - PVVDGADGEPHSVSPRPRPPGR • 2280.49 3 37130 163 0.0 

control 

Fe compktlt 

Score AccOSSlon 
Pee!lde S eguence MH+ Cha~a Score XC OaltaCN 

mitogen activaled Pfotem kin ... binding proten 1; JNI(-binding protein 5917.27 67543980 
jmfagSrmrngg350mmnaci. 609 ·.PHALGTD'ASITEASR - 163979 3 44132 149 00 
jmtag1 mnaclOrrnntg9. g2{) -.VLGVTVSGGRClLACEPR.· 1671.95 3 1247 B6 1.98 0.1 
jmfagSOMfg91000mmnaei. 1490 - QLFETLANGTAPGGPAAVLEATESR.- 2671.95 3 24509 1.57 0.0 
jmfagSm.ni9li1S00mmnacl,1 800-i 802 -.OLFETLANGTAPGGPARVLERTESR.- 2671.95- 3 48384 198 0.0 
jmlggsctlnraonphag3007.2174 - HKOHHILN$SR· 1351.51 1 84.60 097 0.0 
jmfagfrenCh20mInIgQ 1 mnacldtt, 2306 - LFNPSNlHFLSTLPAPHALGTDIAS1TEASR.- 3377 80 2 146.96 0.90 0.1 
jrnfagumecon7'smln,2134,2134 3 - SGlLGELRNNLFTDVACClRGEK.- 2350.64 0 35219 12. 0.1 
ImtagSmincon4S0mmnacl.80S-810 -KAHnveK.- 914.04 2 840.22 1.29 01 
Jmbead9450oaclraYlPhag3007 1541·,543 - KTITALAFSPDGKYLVTGESGHMPAVR.- 284827 3 414 90 166 0.0 
jmfagtnnecont10mtn_03.0601202502, 1964 - QLFETLANGTAPGGPAR· 1700.88 2 33078 139 0.1 
jmfagcOfItSmU'lbead.2638 ·.ADSTFCITSSOLl.CEFSDRRLLOK.- 2679,02 2 164,33 1.01 0.0 
rawphag2007chnOl3, 577 •. TSKVNATVPLU3R.· 135660 2 23058 126 01 
phagrawFchH_dGC23.2358 ·.SGlVAYPAGCWVLFNPRKHK· 225870 2 314.59 US 0.1 
jmtdI4S0nactra"NPha93Q01,2572 ·.YIVSVGyaHDMt"NVWAWKKNjVVASNf(~ 3283 SO 2 499.42 129 0.' 
phagrawfchlC dec23. 23$8 ·.SGLVAVPAClOWVLFNPRKHK· 2256.70 2 31459 1.16 0.1 

control 

FccomFNe. 
500<. AecassiOf'l 

Pe2tlde Sl~H.ivence Wi+ ChargE! $<0,. XC OeltaCN 
M4KSJ"OUSE Mltogen...eUvat.ct protein kina .. kin.M kl"... kin ... S (MAPKIERK 4560.40 30315995.0 
jmfaglmnacf7.Smimg9,170 -_RCPDLEAR - 9600. 61006 1.30 00 
jmrawtggSmtn40Ommnaclad,306 ·.TASEINFDK,· t025.10 556.45 1.27 0.0 
jmfag5minig9250mmneo1,772 -.KPGlAAHIQTHR.· 132954 436 59 1.1$ 01 
jmrawSmffllgq250mmnaciitynngdnaH, 1046 -.IVNLOOKLK,o 101328 21241 09' 0.1 
jmlggac1inrawphag3007, '679 ~ ITATIAK ~ 117.88 6420 0.11 00 
"""""rtp_25Oph"9'99_M'''04.710 ·.ETLOClLAYUflKGKMHR.- 1984.31 353.72 1,48 0.0 
phagl'hf"succhIft)Qad_dec2:J,992 • RAIPPPt.,PPKP~ • 133966 17550 090 00 
nawsucrtp_SOOphagfgg_Mar04, 1140 · IESWClODSVLAFWKHGMOGK.- 24769() 99678 2.20 0.1 
pnagrawF200_dec22,2315 • ROFPKPTINGLPPTPI(.· tn9.08 114$5 086 0.0 
jMldlSOOnaclrawphag3007. 1613 -.IESVVClOOSVlAFWKHQMOGK.· 2476,90 1023.32 189 O.t 
jmld!250naclrawphlg3007,252$ ·.ECKHCNIVAYFGSYLSREK.- 2248 57 116,12 104 0.0 

_.t 

M4K5_MOl.fSE Mitogon-Ktiv.t.ct pt'oteln kina .. kina .. kina .. lUna .. 5 (MAPKJERI( 966.25 30315995.0 
ra'MOOU~OObeadlgg_Mar04. 1036 ·.ROSSPSCVPVAETSSSlGNGOOISK- 24$4"65 96625 1.80 0.1 

Fc comple. 
S""", _ion 

P iteM!!!' S ~guel"lt MH+ Chars· Score XC Della ON 
•• mlt.r to' MAP-kine. phosphat.M (epg21) (M~. museu'u.) 
JMFAGNACt..l0_1B2IE3.1SO -LAGAGAGYSSNFYVGK -
ajruphagjun2Odpi1MNaCI,1128 -.SPVATATSC.-
,mlgG40Ora"",hag3007.120Q.1202 - MlAKEAEAR.-
jmtag5mmigg2SOmmoact,2048-20S0 -.IEClERSlLSQCGKPVLSVAYR -
Ijfa-...,:>hagJun20actlflOPI, 2568 ·.PTSQEKIEGEl'l.-
jmtagSmtnlgg300mmnaci. 2860 -.CVVLDCRPYLAFAASSVRClSLNVNLNSVVLR.-
rawsucrlp_400phagl99-Mar04,2567 -.SGGNVLERSPQVQOOOATPHLGSSQl'l.-

control 

limih.rto MAP-kin ... phosphata .. (epg21) [Mu. mUHulue) 
jmrawtggSminigglreebead,S30-S32 -.EAFOVVK.-
FPbeadsSOO_o..:19,1100 -.LLQEGGGGVAAVVVLOOGSR.-

MHKt JIt.OOSE MAP kln • ....;nwaeting Mf'1~IM kina .. 1 (MAP klna_ ~gna 
ajrav.phagllln2Oac:tInDPI.662-664 

Peetlde Segwl'nce 

- Dl.KPENILCESPEK.-
jmlgCllso....,ha,,13007,81a-Sla -JIEKOAGHSRSR • 
jmt~h20m!nigg1 mnacldtt, '52&-1528 • NSSTMDl "TlFAAEAIALNR,· 

1626.75 
636.9' 

1104.31 
230681 
1274.38 
333791 
2112895 

871.96 
19251a 

jrnrawSminigg6OOmmnac-Isd,1772 ~.aRLSAAQVlQHPWVOOQAPEA.~ 

jmfagSmlnffench1mnacldttdpi, 1858 ~.N$Sl1AOln.FAAEAIALNR.~ 

jmteg_20_minfr9nch1tmacldttapl,135$ ",NSSTMDL 11..FAAEAIALNR.· 
JMFAGIiiACL10_1B21E3.15O() -.NSSTMOL TLFAAEAIALNR.-
p/lagr_"'UI<lC22. 4SO -.PENILCESPEKVSPVK.-

c ...... 

131 

MH. 

HU.s.83 
1382.56 
203930 
2400.69 
2039.30 
2039,30 
2039.30 
1770.04 

3195.'0 38085197.0 
3 131849 1.72 0.1 
1 35171 0.83 0.2 
2 364.81 1.2_ 0.1 
3 439.93 1 .... 0.0 
2 690 0 .• 7 0.0 
2 200 I. 093 0.1 

42742 1.22 0.1 

124.11 380115197.0 
2 571.77 1.44 01 
3 152.35 1.19 00 

-- """ ........ 
Ch~ $e_ XC OaltaCN 

SQ01.21 ;)0.')15972.0 
43388 1.42 0.1 
23490 1.69 0.1 
469.78 1.69 0.1 

288756 1.85 03 
378,38 1.$1 00 
31e.31 l.S1 0.0 
825,12 l.61 0.1 
27729 1.03 0.0 

Peptich!J 

~e Ions Count 
15 

512 Sl8 1 
9. 114 3 

ISO 9128 2 
202 3/8 3 
83 2/11 2 

183 112 
135 4/13 
212 19/84 

Peptidet 

'2 101"11 COUfU 

14 
300 17/130 
487 "132 
156 116 
244 3116 

66 7J20 
63 2115 

2.2 311. 
347 9/14 
233 19/104 
191 9/32 
152 11/46 
139 5/12 
209 11. 
125 118 
209 ,,< 

fft!'ptide'l 

'2 Ion! ~OU"t ,. 
<a. 5" 
434 112 
335 17/44 
t69 9116 
79 Sl12 

238 1S164 
195 9/22 
'23 ". 127 4115 
380 191114 
99 5138 

336 7/32 

Peptides 

Se '''''' C2Urt~ 
13 

697 23160 
126 7116 
158 518 
305 11. 

15 1110 
102 11160 
251 115 

309 213 
120 11'38 

Pej)ti(lel 

'e 10ll~ Count 
13 

188 me 
114 7122 
256 l1fl2 
403 114 
238 17172 
238 17fl2 
445 11136 
26. 3/10 



Fe complex 

fos~ike antigen 1 [Mus musculus] 
jmraw5minigg 1 OOOmmsd, 1336 

jmfagcon5minn600mmnacl,581 
rawsucrfp_chllphagigg_Mar04,1114-1116 

ajrawmediapbsnocells.894-896 

control 

Fe complex 

P ~phde Seq uence 

-.ELTDFLQAETDK· 
-.PLAYPQYSPPQPR.-

-.KEL TDFLQAETDKLEOEK.-
-.KSSSSSGDPSSOPLGSPi1..LAL.-

MH+ Charge 

1410.51 2 

1514.71 3 
2153.33 3 
2104.26 3 

Score Accession 
Score XC Delta CN 

3160.06 6753896.0 
154.98 1.03 0.0 

634.81 1.50 0.1 

1323.67 2.19 0.0 
1046.60 1.93 0.1 

Score Accession 
Pe:Jtide S eguence MH+ Charge SCO(9 XC OeitaCN 

unnamed protein product [Mus musculus] V-FOS TRAN 2611.65 26342525.0 

phagrawFsucI50_dec22,892 -.VVEDIEYLK.· 1108.27 2 175.36 0.99 0.1 

pnagrawF450_dec20, 1248 -.VTSAYlQOIENAYK.- 1615.77 3 411.35 1.30 0.0 

phagrawF60MeCH_dec23,2554 -.FYDOPKSNDGNSYR.- 1678.70 2 2165.14 1.65 0.3 

control 

Fe comp". 
Score AccesstOn 

Pel2tide Seguence MH+ Char~e Score XC Dell.CN 
Fa....tnteractlng HrinWthntonin. kinas. 3 (Mus mU&ClIlusl 2957.86 10998180.0 
.jrawph'9Iun2Odpll MNaCI. 518 -.KNKLCONR. - 1004.19 1041.11 1.71 0.2 
jmlag5mlnigg500mmnacl. 3942 ·.HLLDFPHSNHVK.- 1444.62 43912 093 0.1 
jm,awi99Smlni99~eetiead. 1212 -.EASVRODSSVSDKOR.- 1692.77 730.68 1.51 0.1 
jmldll 5Onacl"wphag3007, 1516 -.VLAAOAOOAGVEAPRAVVWR.· 2121.43 38523 1.47 00 
ph.grawF200_d",,22,2677 -.SCFHIMDICKSPSSCETNNHSK.- 2469.78 38161 1.33 0.0 

control 

Fas-interacting serineithreonine kina. 3 [Mus musculus] 343.05 10998780.0 
rawextr_chllbeadlgG_Marll4. 1522 -.IPFTKPRGHSFSLOAGAIWK.- 2254.66 343.05 1.71 0.1 

Fccompjex 
Score Accession 

P~bda S!juence MH+ Cha!]9 Score XC Den.CN 
embcyonal FYfHSSOCiated substrate (Mus musculus] 4347.65 31981787.0 
pntag5minigg6OOmmnacl. 14 I 8 ·.RVWMHRLVFVGOTLGR.- 1966.32 88.92 1.02 0.0 
jmIavoIgg5min15Ommnacl. 268 -.FTTLLOGLLP.- 1090.30 418.86 1.30 0.1 
pnlagcoo15minbead. 412 ·.PRLPSTESLSR.- 1243.40 1286.10 1.44 0.2 
pnlagcoo15minbead. 1754 ·.VKLLPAGPAPK.· 1091.37 215.31 1.00 0.1 
pnb'-'OO0naelrawphag3007. 1773 -.EGAGGLDGWClCSlHGOOGIVPANR.- 2539.84 159.34 1.44 0.0 
RawPhag20076OMaBeadsdl{jeS1. 1684 ·.PLPPPPPCLPGVGGLK.· 1603.95 177.76 1.02 OJ) 
pnldl6oonaclmv.phag3007. 1950 -.SCSPSSOSIYKV?RGNGMOL TASR.- 2542.84 691.20 1.96 0.1 
pIlagl1!lWfsuc700_dec23. 1165 ·.EPGPPLYAAPSNLKR.- 1610.84 573.70 1.53 0.1 
pIlagl1!lWf25O _dec22. 1195 ·.AL VDNTAESPOELSFR.- 1841.96 616.08 1.35 O.t 
pIl.grawF3S0_d&e20.2856 ·.PLPALPVSEAPAPSPAPSPAPGoRKGSIODR.- 2962.35 120.39 0.92 0.1 

centrol 

embryonal Fy,...a.uoci~ttd substrate [Mus musculus] 987.63 319817870 
_U5Obeadigg2_Ma.Q4.538 ·.RVWAAHRWFVGDTLGR.· 1966.32 361.17 1.18 0.0 
_xt'_~_M.r04, 1780 ·.GVDTAOOSRPLOKAfPIIDPELLER .. 2611.89 626.46 1.71 0.1 

Fccompl"" 
Score Accession 

P~tide S!!9 uertCe MH+ Cha!:,ge Score XC DeIl.CN 
Fyn prolein [Muo mu""uluo) h leukemia gene (Muo mu 4462.89 21594599.0 
jmrawtgg5mlnbead."""zell1.w, 558 -.EVLEQVERGYR.- 1378.52 506.86 1.57 0.1 
JMF AGNACl15821 E3, 1142 -.LPNlVDMAAOVAAGMAYIER.- 2134.51 1167.61 1.54 0.1 
.~awphagaebn20, 1508 -.KlGOOCFAEVWlGlWNGNTK.- 2210.50 411.38 1.42 0.0 
pnlggactinrawphag3007, 1644 -. \/PYPGMNNREVLEQVERGYR.- 2407.70 772.83 1.43 0.1 
jmraWSminigg25Ommnacl!\;'nngdn .... 2288 -.AOGLCFNL TVVSSSCTPOTSGlAK.- 2400.72 205.49 1.32 0.0 

control 

Fyn proloin [Muo museulyo) 0 inhibitor SIC [Mu. mu 1398.92 21594599.0 
FPboadsI50_0ec19.655 -.EVLEO\/ERGYR.- 1378.52 518.83 1.43 0.0 
FPboad.250_0ec19.2702 -.GYRMPCPQDCPISLHElMIHCWK.- 2759.31 125.03 0.91 0.0 
rawext,-40Obeadigg_Ma~, 2968 -.LTEERDGSlNQSSGYR.- 1812.88 203.88 0.98 0.1 
jmraWSmlnbsafreezthaw,1370-1372 -.OAEROLLSFGNPR.- 1503.65 551.18 1.54 0.1 

132 

P epodes 
S p Ions Count 

140 4111 

368 318 

596 21168 

515 23/84 

Peptides 

S2 Ions Count 
5 

89 3/8 
361 114 
653 7/13 

Peptides 

$ e 10l'lS CQUl'\t 

12 
337 417 
430 5/11 
467 9128 
280 9/38 
259 4121 

13 
135 9140 

Peplid .. 
S~ ""'. Coont 

S3 4117 
279 113 
513 215 
154 9120 

88 17196 
175 13160 
219 11146 
251 13/56 
237 1/3 

6S 4/29 

8 
306 9134 
255 9146 

Peptide. 
Se Ions Count 

9 
t98 13/40 
681 21176 
279 5/19 
357 9/38 
152 15/92 

6 
343 215 
137 9/44 
149 4115 
255 17/48 



f;:compln 

F'tNbtndint prot.in; FYB-120113~ SLAP1l0: pl20f130 [Mu. musculus) 
"I .. .."hagjun20<10tinDPI. 2$4 -)IDSANSA T1(. 864.M • 31784 1 HI OJ) 251 1/2 2 
lIj",.."l>a9iuo2O<lotlnOPI.1794 ·.OOEOIEIlAllUNPEGK· 19280' 3 329.59 123 00 263 1 
jml'3YAgg5min45Ommnaclsd,2234 ·.OKAlPPlSVlGPi>PPK· 164001 2 83"4g (la' O.l 77 115 2 
jmlll95minoonI400_000531151834,690-692 ·.MAl(FNTGSNPTEEAATSSR· 200014 3 152,51 191 00 394 7/24 2 
jmtagtlmecootOmln_0306Ot230741, 65& ·.ALPPlSVLGPPPi>K,- 1393,70 3 500.37 1.54 01 291 17152 2 
jmb .. ds25(1ra"l'hag3007,894 ·.DPEVKVGFLKJ'VSPK,· 1840,95 2 209,,29 1.2. 00 157 9128 2 
jmfagCoo5minn600mmnad,1211 • PFKVAOOSSPSG1QSR.· 1114<;.83 3 492,{}1 1]1 0.0 216 4115 !l 
1m1ll95mincool200mmnad, '&90 •. YDGEIRVLYSTK - 1444.&2 <I 113.89 0.97 0,1 140 7122 1 
_ct!p.900pha9100_Ma<04, 'Sse·'S7. -.OKAlPPLSVlGPPP?K.' .64{},01 3 264 07 142 0,1 148 13100 2 
mwsuetIp_350phagigO.M.IfI4, 1_ ·.NVPVOKGSPVOLQAl(SK .• 1738,03 2 21536 L:!9 0.0 1113 511l\ 2 

00",,01 

F'1"N bifl:dk'tQ protem; FVE'J..1201130; SLAP13O; 91201130 [Mus musculus] 1~53.as 33469119,0 
.. _.35Oboad_MaIW, ;;14 • KWGARDlOII(.. 121,43 389,86 1.48 0.1 211 112 
...... ",-2/Xlboad.M!lIW, 19Sa . GSPVatGAKSKGAI'fK.· 1572,63 23960 110 0.1 171 3110 
jmbSll25Onad",,,,,,,ag3007, 1~78 ·J(KNSL'-'AVPPR,. 1224.4' 2956C 0,92 0.1 173 215 
jmb ... '50nacira"""ag3007, 16()7 ·,KKNSL""Vl'l'R.· 122444 428,ao 112 1),2 113 7120 

Fe comp*-__ 

eimU.r to FYN bindll\g: prottl1'l {FV& 12:01130'), FYN,..ndln-Q ;p~i" (FYa 
JMMAGTu"',BI6t3.3270 ".O~QKAAV?LDVTK • 1'43265 1$57. 099 0.1 138 11148 
j!l1IgGI SOr • .."hag3007. '812-.a14 • TSSSSGTPEKSTVCPEA,· 1753_81 533,39 1.65 0.1 223 "'32 
pnJttglmn~51111f'CM, 6i2 • STVCPERDFo!( • 1310_-46 3:0$ 03 ... 0.0 2<1 7120 
,tmbHd$150r«wpnag3001,1oo& .,TSSSSQTPEKSTVCPER· H5U7 2 22C.54 1.&1 0.1 f20 11. 
jmfagSrrunc0n450,mnniWI. 1080 " VGV\Il VEHLDFK.. 14d3_6:9: 3 529.65 1.49 0.0 :ISS 4111 
jm1ag5rmoC¢l12SGmmnacl.1S"'·,i51$ • E1VSNGFSVSLPDLGPA.· n8S,00 2 240,39 ... Of 43 7132 
phagrawFchtlb$iI;<Ldec23.2413-2475 • HSQOKSGYVEALEVTK • 179194 2 1397 095 0,0 76 115 
Imkl!ch_ • .."hag3001, 1612 • ETPSPSTIRSSSSSEKTYDAVECSR· 2705.85 3 482,35 178 01 201 118 
jm1d!300nac:lrawptIlJg3(XY1. 1~ • EILVlNI'lAVACASNSR- 11169g 2 627.54 126 0.2 186 4115 
jmldl1!!OMCifawph .. 3007. ;;_ - TSSSSGTPEKSTVCPER· 175387 2 310,92 1.20 0.1 201 1lI32' 
imldtaol:mrawphag3007,2'4Q .HDAGSTQPAOOLANR- '66634 a 3.5314 1,13 00 - 511. 
111~_'OOph.g'9!JJ'''ac1)4, 1452·145' ·TSNEEKGMTl.SSFRYK - lS7~O$ 2 240% 133 01 73 4/15 
phagrawFchlibeod_doc23.2473-247S • HSQDKSGYVEALEvT.~· 1191.94- 2 73.&1 0,8$ 00 1& 'IS 

control 

~mn.r to FYN bindi~ protein (Fye,..1201130h NN~bindJng protein (FYB ",U1 3807352<0 
" f&'M'OOr _8etmi;tI!lfl<LMat04, ge6 ·tEKNRMEK.· 104824 2 5-05.56 141 01 236 911< 

tflwextc 400bM(CMar04-, j103 -.NORKSfJ,OGDELOKTSSSSGTPEK.- 252267 3 616,11 182 00 37g 191\12 
taww;tt_400l;)GadigO_IlA&rQ4. ~B64 ·LFP£OVTL TRHSQDKSGWEALEVTK.· 2%423 2 67811 O.9(l 00 87 7/50 

Fccompfox 

I!!I( prntaln [Mus musculutJ ; "" .. II61)lln [Mu$ mu. 
jmlaglmnac12.5minlgg.5.58 ·,WIHQLKNVlR.· 1307.57 3 363.41 1.39 0.0 261 lS13(i 1 
jmfgG2501awpllag$OO7,990 ·.GOYDVAIKMIR.· 1294.55 3 41;2,12 lAO 0,1 278 :115 2 
jmlgG400rlrAllhl!g3OO7,1136 ·.lSYVEVOFEAGR.· 1598.70 3 252.97 1.23 0,1) 204 3111 :1 
jmlagkeneh201111n1gg1mnacldtt, 1196 -,KAWIHOLK.· 1109.35 2 975.44 1.27 0,2 499 9114 
jmr_mlniggl000mmsd.1212.1214 ·.OEGKEGGFIVGOSSK.- 1538,64 2 413.40 1.25 1),1 213 11128 
jmlgGl000naclrawp!lag:lOO7. Hila ·.EGGFIVGDSSKAGK,- 1352.48 3 396.64 1.32 0.1 218 15152 
Imfag5mlnlgg500mmnllct 1780 -,VSDFGlSRYVLDOEYTSSVGSK.- 2425,59 3 134,13 1.32 0.0 100 5128 2 
jrnldl35Ollaclrawphag:lOO7.2348 ·,ElGTGQFGWKYGKWA.· I 826.1l9 2 91.54 1.04 0.0 88 4115 :I 

0_01 

I!!I( prolein [Mus museullJ$) ; "" ... 1 lectin [M ... mUll 153,45 31419802.0 1 
F~_Oec19. 2000 -,YTVSVFAKSTGEPQGVlft- 1940.19 2 153,45 1.17 1),1) 130 9134 2 
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Fe comple. 
Score A<;cesSioo Peptide. 

Peeflde S~ uence MH+ Charge Score XC Delt.CN S~ Ions Count 

A--kinase anchor protein 3 [Mus musculus) 65118.68 
imfagl mnaclOmlnigg. 200 ·.ENLFSTCK.- 942.07 2 535.00 1.34 0.1 222 417 
jmfag5mimgg350mmnacl. 343 -.ENLFSTCK.- 942.07 2 940.00 1.33 0.2 284 9114 
ajrav.phag 1 MNaCI20, 596 ·.QLOEAVGNVTR- 1202.30 3 933.21 1.31 0.1 496 215 
I"'lgG350naclrawphag3007, 931 -.ENLFsrCK.- 942.07 2 302.14 1.12 0.0 252 417 
jmfag5m.nI911'50mmnacl,956 -.EINEKIHGAENK.- 1382.51 2 742.64 1.78 0.0 416 6111 
jmfag5mln.gg500mmnacl, 1130 -.PPPPSPWODECKLK.- 1634.92 2 166.62 0.98 0.0 161 9/28 
jmlgG300rav.phag3007, 1192 -.VDWLOSQSGVCK.- 1350.53 2 263.93 1.29 0.0 204 4111 
JMFAGNACL10 1B21E3,2066 ·.IHGAENKCVHQSLYMGDEPTPHK.- 2592.90 3 905.65 1.62 0.2 123 2111 
Imldlchlfsolblarav.phag3007,1652-1654 -.IQVKDTTIATILLKK.· 1686.07 2 423.40 1.38 0.0 308 5/14 
phagrawFs""SOMeOH_dec23.1082 -.DLMSVIFNFIR.- 1355.63 2 244.28 0.89 0.0 271 215 
r.wsucrfp300pMglgg_Mar04.1172 ,.CVHQSL YMGDEPTPHK.· 1843.08 3 402.25 1.63 0.0 246 1/4 
phagrawF200_oec22, 1657 '.SLPGDQKlFRTSPDNA. ' 1832.01 2 191.84 1.23 0.0 144 11/30 
phagrawFsoo:hlC dec23,1856,1858 -.SLPGDQKLFRTSPDNA.· 1832.G1 3 437.82 1.21 0.0 343 4115 
phagrawF600_dec20, 2312 '.EINEKIHGAENKCVHQSLYMGDEPTPHK.' 3206.56 2 97.89 0.84 0.1 75 1/6 

control 

A--kinase anchor protein 3 [Mu. musculus) 222.06 6753026.0 24 
jmbsal000naclrawphag3Q07, 1125 -.lCLIlAKSCDSPLSElGEEK,' 2149.52 2 93.48 0.91 0.0 88 4119 
jmrawSminbsabeads, 2476 ,.AGDPKLSNlNFAMKSESK.- 1938.20 128.58 1.05 0.0 122 7/34 

Fc complex 
Score Accession Peptide. 

"!!plide S~uence MH+ Charge So",. XC Della eN S~ IQ(lS ();)unt 
A-klnose anchor protein 4 [Mus musculus] 6954.92 6753028.0 2 
jmfagSmll'ligg l00Qrnmnacl, 158 •. SL TSAERVSEHILK.- 1570.77 3 376.32 1.37 0.0 273 17152 3 
jmfag 1 mnacI7.5mlOigg, 448 -.QQMCPKDSKEFADSISK.· 1943.19 3 411.15 1.73 0.1 146 15/64 4 
jmfagSmlniggSOOmmnacl, 960 '.GAAGPRSEGELNLENLEEK.' 2014.14 3 289.66 1.11 0.0 254 1/4 
JMFAGNACLI5B21E3,1132 '.RVLLKHTK.' 995.25 2 373.25 1.15 0.1 219 9/14 4 
ajrav.phagjun20actlnDPI, 1368 '.LEMAASKNTNNNQSPSNPATK.' 2218.39 3 265.34 1.35 0.1 150 1/5 4 
jrnrawSminigglOWlOnic, 1443 '.GPONLRLEMAASK.- 1415.65 3 210.62 1.29 0.0 161 11/48 4 
jmfag5minlll\! 1 OOOmmnacl. 1638 -.SLTSAERVSEHILK.- 1570.77 2 121.36 0.86 0.0 135 7f26 3 
jmlgGSOGr3"'!>hag3007,2357 -.SEGELNLENLEEKEIIVIKDTEK.- 2673.95 3 710.04 1.37 0,1 348 5/22 
jmldlactinrav.phal}3007,2040 -.VSEHILKESLTMWNNQK.- 2058.35 3 748.35 1.52 02 219 9132 2 
jmldI150nacJrav.phag3007.2254 -. VSEHILKESL TMWNNQK.- 2058.35 3 289.83 1.29 0.1 146 7/32 2 
,awsucrfp_35QphagigQ..Mar04. 1508 -,GLMVYANQVASDMMVSVMKTLKVHSCGK.- 3029.68 2 165.51 1,26 0.1 98 1/6 4 
phagrawFchH_dec23,1562,1864 -,KTFL YSELSNK.' 1330.51 2 1489.71 1.45 0.2 491 315 
phagraw!'.uc500_dec20. 3486 -.GKDPCEEECPGSSMGYMSQSAQYEK,- 2742.98 2 560.42 1.11 0.2 139 5124 
jmra'Mgg5minlQgheebaad,410 '.ESL TMWNNQKOOTOOR.· 1879.05 3 551.06 1,46 0.0 348 3110 
jmrawigg5mimggfreebaad,1482-1484 -.GPQNLRtEMAASK.- 1415.65 3 352.16 1.35 0.0 237 13148 
jmfawiggSminiggfreebaad, 1690 '.GYSVGDLLOEVMKFAKETQLDEAVGNMAR.- 3201.62 2 40.16 0.86 0.0 38 3128 

control 

A-kinase anchor protein 4 [Mus musculu$] 1145.87 6753028.0 12 
FPbeads450_DecI9.2014 '.AGTHDPKCKNOSLEFSAMK.- 2093.37 2 127.99 0.92 0.1 113 219 
jmrawi5mlnbsareebaaos. 1900 -.NLFNHGKQNAADIMEAMLK,- 2146.48 3 365.25 1.44 0.0 244 19172 4 
)mbsa600naclr3"'!>hag3007.1072 -.RGVCKVDL YSPK.' 1365.83 3 489.28 1.54 0.0 316 4111 4 
jmrawbsa5m,nlOwiooic, 2056 -.GPONLRLEMAASK.- 1415.65 3 183.36 0.98 0.0 164 11/48 4 

"''''''''pM' Scotto At.:c~n Peptides 
p ~tide S!9 U&ne:$ MH+ Chars~ SeQ". XC OeltaCN S~ Ions Count 

~mil., to A-kin* .. anchor protein; 5; RIl-a-tHnding protein [Mu. mu.eu 3200.51 3SOS0!>53.0 1O 
Jmlgg60Orawphage3007. 1178 ,.ETVLSQAKEGELSOAK.· 171il,89 64875 1.36 0.0 505 113 
jmrawSminigg500mmnaclsd.1346~1348 . S~HSKLTEDSGVVR, 1635.7 • 207.04 1.12 0.1 sa 4/13 
jmlgG350n __ hag3007.2383 ' METSVSEIQVETKDEKGPVAASPQK.- 2689.98 203.1. 1.22 0.0 168 116 
phagrawFauechlfbea(Cdec23.1260 ·.QPAGAW/<SIKGLIffiII1K., 182112- 46.36 OBB 0.0 46 3116 
""""""",,_'5{)phag>Qg,,Ma.04.1323 ,.PPEAEVOPEDGAlPK.· lSn.12 223 t1 1-61 0.0 139 9128 
phagrawFsue500_dec20,1718 ,L TEOSGVVRVOGEAOOlEIK.' 2238.4<> 885.84 1.65 0.1 391 11. 
phagri'tWFsvc150_dec22,1946 -.SOESHISNSVTSGENV!AIELELENK.- 2829.02 423.93 1.42 0.0 298 21/100 
.... ucrtp_90Ophag>Qg"Ma.04. 2817 -.AQTQPDOOAIQAGSTOGLQEGIIlVRDGI(.- 2912.12 524.36 1.53 0.2 88 tiS 

........ 

Ft"""'plell. 
Score Accession Peptide. 

P~bde S~uence MH+ Chars& Score XC DeilaCN Se lOllS Coont 
A k£naM anchor protein 7 i.oform gamma [Mus mU8Culus] 3798.01 3 I 580608.0 7 
jmtag5mifllggl000mmnac, 21 a -.GDKNDHVKK.- 1041.14 2 323.61 1.13 0.0 265 9/16 
jmtag5minlgg6(lOmmnacl,516 -.GDKNDHVK.- 912.97 2 225.04 0.90 0.0 243 4n 
jmrawSmmiggloo0mmod, 1182 -.L VENA VLKAAOOYLEETONK.- 2290.58 3 848.27 2.16 0.1 276 9/36 
phagrawFsucISO_d<Ic22.336 ,.EKGILAGESRTFK.- 1436.84 2 321.00 1.16 0.1 242 1/3 
phagrawFsuclSO_dec22,576 -.SLONSILQQDKRL TK.- 1773.03 2 284.28 1.16 0.1 119 2J7 
rawsocrfp_60MeOHphagigg_MAr04,902 ·.DYQPNYFLSIPITNKKITTGIK,- 2555.95 3 1795.8a 2.29 0.2 325 3114 

conteol 
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Fe eomple. 

Score Accession Pepltdes 
P!!2!lde S~uance MH+ Chaf~e Score XC DeltaCN Se Ions Count 

A. kin ... (PRKA) "'Ichor pf'QteiQ to; pra1f)ln kIn ... It anchoring protein 3440.06 40807354.0 17 
JmlgGiOOOnacltawphag3007,9O . MRGAGPSPA - 929.08 t00401 "59 01 505 11/16 
Imtagsmtnig91000mmn~l, 604 - ASIKILK· 773.00 37234 1.27 00 292 213 
jmtaWt9Qsrrnn 1 mn$iCl,l 587 -'589 -,ASVAVHSPOK" 1024.16 :?38 16 108 0.1 144 112 
jllllagsmlnl991000rnmnacl, t882 -.IAKMIVSOVMOOAHHDOPLEKSTK. 2736.17 734.99 238 0.1 271 5123 
jmtag5mlmgg350mmnacl,2041 - NHALLEAAGPSHVAINAISANMOSFSSSFi _ 296924 36.49 1.08 0.0 32 118 
;aW$uerfp._800pha9~Mat04, 1342 ·.OSSLAEPVSPSKR.- 1386.54 578"11 0.96 0.0 - 11124 
phagrawF150_dec22. 1498 ·.ASVAVHSPOKSTK.· 1340.51 161"94 0,94 01 155 113 
phagrawF350_dec20. 1560 ·.KGQYOOOEAONOAMIL YOK • 2138,,36 257.42 148 00 173 21. 

"""trcI 

A kinaW (PRKA) anchor protein 10; prot.in kin ... A anchoring protein 252.09 40607354 I) 
rawelllt_35Ob&acil992_Mar04.2634 - OPSHMEAAHFGOlGRSCLDYOTOETK._ 2951.20 154611 0.84 01 156 115 
jfTlraYb&a5rrnnlo'MOOIC, 1204 -.TLOVKSTK- 892.03 97,41 f.07 00 76 311 

Fccomplex 
sea.. Acce&sioo Pep-

P!E1ide §!9ueoce MH+ Ch!!Sj$ S<oro XC Deit.CN S~ 100. Coont 
ty~ U cAM~.ptmc:tent prot.in kin ... anehoring prot •• " Ht31 [Mua museul 2688.09 14192799.0 15 
)mfagSminigg4OOmmnad, 308 -.5LPSQPPPSSAVELR.· 1552.71 383.02 107 0.1 164 17156 
;ml'8wiggSminlmnad,961~969 -.ESWCAIEPCPEAASLLASK.· 200629 860.78 1.90 0.0 451 7124 
jmtagSmlniggSOOmmoarct. 1422 -.SFIDVGLGTECASK.- 1421.61 2 362.54 1.07 0.0 333 11126 
jmldll000nactrawphag3007.1174 ·.SlPSDPPPSSAVELR.- 1552.71 3 24662 1.24 0.0 la9 3/14 
..-.crlp_ 45Ophagigg_Ma!04.8Q4 -.AOOHTPSAClKTETK .• 1643.85 3 454.1S 1.60 0.0 278 15156 
..-.crlp_chltphagI\l9_MaJ04.162' ·.AOOHTPSAClKTETK. - 1643.85 2 266.44 1.26 0.1 142 2f7 
jmra..wsa5mirriowtOOic, 1160 ·.IVEAVIROVR.- 1183.43 2 114.50 0.92 0.0 111 112 

control 

ty".n cA,MP-dependent protem kiN ... ncftotjng prote", Ht31 {Mu. muscul 683.04 141927990 5 
fIlWextc200beadi99LMat04. 1329 -.SLPSOPPPSSAVElR. - 1552.11 130.25 0.96 0.1 96 2f7 
•• _,-chllbeadlgG_Ma!04.1536-1538 -.PSSSLEMSSANSSELR.· 1_.79 552.79 160 0.0 307 2J5 

Fe complex 

SCore Accession Paplides 
P!etKie S~uence MH+ Cha!,g8 Score )(C Oelt,CN $2 Ions Count 

Phoophoglye ..... kin ... 2 [Mue museuluol 162672.42 38174603.0 
ajrawmediapbsnocells.890-892 -.lGOVYVNOAFGTAHR,- 1635.76 39695.13 4.34 0.3 1198 15128 6 
Ifl\faglmnaclOminigg.84S.a5O ·.VOFNVPMK.- 950.14 2905.04 2.10 0.1 396 517 6 
imfag5mimgg360mmnacl.861 ·.LGDVYVNDAFGTAHR.· 163S.76 32545.15 2.49 0.2 S72 11128 6 
JMFAGNACl5B.'21E3.890 ·.VSHVSTGGGASLELlEGK.- 1741.93 22030.29 2.00 0.3 204 11134 4 
JMFAGNACLSB.'21E3.958-960 -.LGDVYVNDAFGTAHR- 1635_76 31489U;0 3.91 0.5 1586 31156 6 
JMFAGNACL5B.'21 E3. 984 -.LGDVYVNDAFGTAHR,· 1635.76 2 19271.78 3.90 0.6 1718 314 6 
imfagSminiggGOOmmnaci. 972 -.IOUKNMLDK.- 1216.52 2149.36 0.94 0.1 12:1 113 3 
JMMAGTubeIBI6E3.976 -.lGDVYVNDAFGTAHR,. 1635.76 36012.66 3.39 0.3 1040 13128 6 
JMFAGNAClfO_'B.'2,E3.980 '. VDFNVPMKNNOITNNOR.- 2033.26 31126.07 2.14 0.1 452 23164 6 
jmfagSmmigg2oommnacl, 998 -.VSHVSTGGGASlELLEGK.- 1741.93 33116.40 2.32 0.3 657 5/17 4 
jmfagSmlmgg4oommnacl.lot4 -.lGDVYVNDAFGTAHR.· 1635.76 33554.68 2.63 0.3 553 5/14 6 
jmfaglmnaclSmmlgg, 1062 -.VDFNVPMK_- 950.14 22534.89 2.03 0.3 415 517 6 
JMFAGNACL'0_,B21E3.1072 -.lGDVYVNDAFGTAHR,· 1635.76 39317.94 2.79 0.5 1269 27156 6 
imfag5mintgg5OOmmnacl.1268·1270 -.LGDVYVNDAFGTAHR· 1635.76 315489.85 3.62 o.s 1291 15/28 6 
jmSminigg~ic, 1548 -.VOFNVPMK.- 950.14 2308.99 1.72 0.0 171 4f7 6 
jmrawSmimggl0oommsd. 1700 -.ATSNGCVTIIGGGDTATCCAKWGTEOK.· 2660.94 3483.45 1.72 0.0 272 211104 2 
jmfag5mmiggl5Ommnacl,2060 -.ALMDEWKATSNGCVTlIGGGDTATCCAK.· 2830.27 2149.66 0.96 0.1 81 9156 2 
jmS .. "",gg.awiowlOllic, 24Q6 -.VSHVSTGGGASlEllEGK.- 1741.93 2181.45 1.12 0.0 157 9134 4 fl.W.,",'" _25Ophagigg_MaI04, 1636 -.VEAFOASlSKLGOVYVNOAFGTAHA.· 2696.96 31292.79 1.77 0.2 345 5124 I 
rawsuc"'_25Ophagigg_Mar04.2028 -.G TKALMDEVVKATSNGCVTIIGGGOTATCCAK.- 3116.60 2348.35 1.08 0.2 84 9162 l! 
rawsuc"'_90Ophagigg_Mar04.2362 -.INAOIVAQAKLIVWNGPIGVFEWDAFAKGTK.· 3386.93 262.93 0.75 0.0 82 2115 2 
jmraw5minbsafrMZlhaw, 1442 -.VOFNVPMK.- 950.14 22634.18 1.92 0.3 567 11114 6 
imrawSminbsahe'thaw. 2610 ·.VSHVSTGGGASlEllEGK.· 1741.93 2265.71 1.24 0.0 213 5/17 4 
jmfaghme00n2.Smin.l 056.1 058.3 ·.lGDVYVNDAFGTAHA.- 163S_76 011618.82 3.62 0.5 1067 27/56 6 
jmfaglimecon2.5min.96a.968.3 '. VDFNVPMKNNOITNNOA.- 2033.26 02768.43 2.70 0.3 343 19164 6 
jmfag5mincontl50mmnacl. 901 -.LGDVYVNDAFGTAHA.- 1635.76 36747.72 3.10 0.4 79S 25/56 6 
Ifl\fag5mincont200mmnacl. 1008 -.VSHVSTGGGASlElLEGK.- 1741.93 37481.16 2.98 0.3 1387 7/17 .. 
jmfag5mineont200mmnacl. 1018 ·.VSHVSTGGGASlELLEGK.- 1741.93 33048.35 2.42 0.2 660 11134 4 
jmfagtimeconlOmin_ 030601230741, 1392 -.LGDVYVNDAFGTAHA.· 1635.76 35920.66 2.33 0.4 S56 318 6 
jmfaglimecoolOmin_030601230741.1398 -.lGDVYVNDAFGTAHR.- 1635.76 3 S531.61 2.45 0.4 740 11128 6 
jmfaglimecont1 Omm_030601202502, 1490 ·.VDFNVPMKNNOITNNOA.- 2033.26 32822.02 2.52 0.2 509 23/64 6 
imfagtimoconlOmin.1588-1590 -.LGOVYVNOAFGTAHA.- 163S.76 39680.49 3.33 0.4 1274 27156 6 
jmfagtlmecont1 Omin_030601202502.1608-161 0 ·.LGDVYVNOAFGTAHR,· 1635.76 310624.77 3.17 0 •• 1730 15128 6 

control 

Phoophoglyc .... kin ... 2 [Mue museul,,]"l 1793.86 38174603.0 7 
FP_stlOO_Doc19. 620 -.VSHVSTGGGASlELLEGK.- 1741.93 3285.49 1.31 0.0 195 9134 4 
FPbeadS200_0ecI9. 965 ·.lGOVYVNOAFGTAHA.- 1635.76 31528.31 1.75 0.1 672 5/14 6 
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Fe complex 

"""'. 
Ace .. _ 

Paplldes 

P!eHde S~UMCe MH+ Charge $<:0,. XC OattaCN 52 Ion. COl..!"! 
.knifer to phosphoglyeer.te klnase (EC ~,1."2.3) ~ mouse (M lI, mu«:ulu*J 722642.39 38076512.0 '6 
,mjgGl5Ora~ha93007, 892- · AHSSMVGVNLPOK • 1368.59 816671 336 03 1298 11/24 
pnlgG250ra>Nphag3007, 920 • A-HSSMVGVNlPOK • 1368 59 278260 252 0<2 60. 7116 
pnlgG250rawphag3007,924 ~ AHS$MVGVNLPOJ( • 136859 86i762 311 0<4 1341 3/4 
jmlqG3sonaclrttwpllag3007 995 ·AHS$MVGVNLPOK· 1368,59 5212.63 300 03 '083 11/24 
JmJgG25Ofawphag3007. 1686 • VlPGVDALSNV • 1064 25 3650 40 , 73 03 927 13120 
vnraw5min'99250mmnaclsytlngdnase. 2052 • VLPGVOAlSNV - 1004 2S 9184 34 2,87 M 13-95 4/5 
B:jrawmoolapbsnoc9l1s, 390 -,AHSSMVaVNlPQl( • 136859 10090.92 3.15 0<4 f183 9/'6 
ajiawmechapbsnoeells. 3~ , AHSSMVQVNlPOK • 136859 2651.78 2.S8 0<2 665 7/16 
aJrawmadtapbSl'lOCells.1336-1338 • VlPGVDALSNV - 1084 25 747360 2.89 0<4 1213 31. 
ajrawtlledlapt»nocells, 2318 ·.VADK1QUNNMlDKVNEMIlGGGMAFTfLK.- 3326.00 4077 54 L93 04 287 7/29 
ajrawmedlapbsnocells, 1438 ·ITLPVDFVTADKFOENAK"" 202426 181347 , 89 02 508 !!In 
}tTIrawSmmbsabead$, 1640 • AEPAKfDAFI1ASlSK 1604 93 221.49 , 2' 0.0 "5 217 
jmrawSmlllOs.af1'OOltltaw, 2796 -,DCVGPEVENACANPMGTVILLENLR· 2670.02 1500:22 2.19 0' 55<) 11150 
Imraw5mmbsatr&ezthaw,2106~2108 ' rTlPVOFVTADKFDENAK • 202425 172951 1.74 0<2 432 23168 
pnfagtmnaclOminigg.208 ~AGGFLMK • 723.91 2207J3 2.12 0<' 825 11/12 
JMFAGNACL5821E3.412 • AHSSMVGVNlPOl\ ~ 1368.59 4363.89 2.61 0<2 1240 31. 
tr'nfag5mim9960Ommnad, 420 • AHSSMVGVNLPQK • 1368 59 1301696 3.67 04 1785 5/6 
JMFAGNACL 10_1B21E3. 422 -.AHSSMVQVNLPQK ~ 1363 59 53314t 2.61 0.3 '()40 17/24 
jmlag5milllgg400mmflaci. 428 ·.AHSSMVGVNlPOK • 1368 59 274367 2.79 0.2 725 51'2 
jmfagtmnacl5n'ltnl9g.432 • AHSSMVGVNlPOK • 1368.59 3891.32 2.27 03 '066 11124 
jmtag1mnacl2,SmlF'tigg,432 • AHSSMVGVNlPQK ~ 136859 9051.07 328 O. 95<) 213 
jmtagSm.nlgg400mmnacl, 432: • AH$$MVGVNLPQK ~ 1368.59 864271 336 03 '390 '12 
imfagSmlnlg9200mmnaol.432 • AHSSMVGVNLPOK • 1368.59 1940.42 211 0<, 835 5/'2 
jmf.ag5mJnigg1GOOmmnacl. 432 • AHSSMVGVNLPOK • 1368.59 2889.81 2.41 0<2 809 5/'2 
jm'ag5mln'9g1000mmnact, 436 • AH$SMVGVNLPOK • 1368 59 5101.15 3.43 02 '230 25148 
jmtagtml'lacl2.5mln'99,440 • AHSSMVGVNlPQj( • 1368.59 10364.16 3<27 04 1186 3/4 
jmtag 1 mnacI5mlnf9g, «0 ~ AHSSMVC!VNlPQI(.- 1368"59 4705.39 2.6$ 0<2 1262 25148 
imfA9 1 mnacl5minlgg. 458 • AHSSMVGVNlPOI(.· 1368.59 9565"09 332 O. 1402 3/4 
jmfag1ml'lael5minlgg.462 - AHSSMVGVNlPOK.~ 1368,59 13828.63 3,51 0<5 1497 3/4 
jmlag5mtrugg350mmnacl, 879 • SVVlMSHLQRPOOVPMPDK.- 203641 sl7818 2.67 0.3 996 113 
jmtagSmIfl~OSOOmmnacl. 919 • AHSSMVGVNLPQK,- 1368.59 319821 20S 02 1128 711S 
jmlgG2S0rawphag3001,926 • AH$SMVGVNlPaK,- 1368 59 10:7960 180 0<. 433 ,/3 
,mtaq5mimgg 15Ommnacl, 946 • SVVI.MSHLGRPOOVPMPOI( • 2036.41 8369.62 2.96 0.' 916 25m 
.mf.g5mlnl99250mmnacl. 960 -.AHSSMVGVNLPOK.· 13&tS9 45819$ 2<66 0<3 6'S 23146 
jmfaglmnac12.5mI1J1g9,1076 ~ IQUNNMl..OK" 120.2>45 1431 S9 '89 0<' 656 719 
ImrawSMll'Il9g250mmnadsynngdnase. 1132 ·.OLMSKAEK.· 922<08 2OU9 '.33 0.0 "4 9114 
jmfaglmnac!5mintgg.1152 -.SVVLM$HLGRPQGVPMPOK.· 2036.41 9137.67 3.19 OA 1165 '3138 
,mtag5mmtgg4OQmmn.acl, 1162 ·.VlPGVOALSNV.- 1084 25 210.64 1.15 0<' '34 9/20 
jmtaWi9g5mmJOOmmnaelSynngedMH". 1179 ~ VlPGVOAlSNV • 1084 25 180710 , 51 0<3 56' 11/20 
lJI'awphagactln20, 1252 ~.SWLMSHlGAPOO\lPMPOK~ 2036 41 763.&9 ,65 0<' 3.3 5/,. 
jm1agSmIfl199bead,1261 -.ITlPVDFVTAOKFDENAK .• 2024.26 3721.32 22il 03 473 23168 
jmfaqSmmlggSOOmmnacl, 1304 ·,$\IVlMSHlGRPDGVPMPOK, - 2036 41 4224.55 2,11 0<3 1216 316 
jmlagSmlntgg35Gmmnad. 131; • ALESPERPFLAILGGAK" 1nOOl 1125.58 1.62 0<2 '06 5/,6 
pmagSmIn'9960Gmmnad, 1342 ·,AlESPERPFLAllGGAK.~ 1770.01 774810 317 0<4 608 '3132 
frntagSmwngg250mmoacf, 1372 ·.SVVLYSHLGRPOGVPMPOK.~ 2036.41 4584.12 239 03 704 23/72 
jmllglmnacklmim9g, 1396 ·.AI.e:SPERPFLAILGGAK.~ 1770.01 366200 265 0<2 768 25/E\4 
;mfag1 ml'lacl2,SMintqg, 1388 ·'vI.PGVOAlSNV - 10&t25 12486.67 3<36 05 1193 3/' 
jm!'aWl995mmb&adstrQGl~hM, 1402 ·.AlESPEAPFLAllGGAK" 1770,01 783.97 1.4' 0<, 390 ,9/6, 
jmfag1mnacf7,smmJgg.1408 ~J/LPGVDAlSNV - 10SUS 524135 2.27 0<, '002 7110 
JMFAGNACL5B2,E3,1410 ~.VLPGVOALSNV,· 1084.25 5949.66 2J6 M 1145 1110 
jmrawigg5min150mmnacl, 1414 • VLPOVQALSNV,· '084 25 694,16 L52 0<' 3117 '12 
jmlag1mnaet2,SmmiQg,143O -.ALE$PERPFLAllGGAK,· 1nO.01 3198.81 2,07 03 590 25164 
JMFAGNACL5B21Ea.1442-1444 ~ALESPERPFLAILGGAK,~ ,nO<07 1090(l14 4"41 0.' 11n '5132 
jmlagSmintgg400mmnad,1"74~1476 • AlESPERPFLAILGGAK ~ 1nO.07 2135.61 2.08 0<2 7911 25164 
JMMAGNEGS1603, 1484~14B6 -<llLPVDFVTADKFOENAK- 202426 3 5496;,09 2<68 0<. 485 23168 
jmfagSmintg91000mmnacl, 1488 ~,VLPGVOALSNV.~ '084 25 2 660028 2.13 0<' 1018 3/. 
.JMMAGTub91816E3, 15 t 9·1520 ~,mpvOFVT"OKFOENAK.· 202426 3 3344.9' 2<'5 03 460 231._ 
Jmlag1 ffioactSmmigg, 1510-1512 -.VLPGVOAlSNV, .. 1084 25 2 4183.55 274 0<3 1!43 13120 
jmlag11'1'l(\ar;fSmmiqg,1610+1612 • AI.ESPEAPFLAII.GGAI(· 1nOO7 3 7143 49 3.35 M 878 7/16 
jmlagSminigg30Olnmnacl. 1766 -.VlPGVOALSNV.- '084 25 2 437.20 1.12 0<2 '63 9120 
JmlgG2SOrawptlag3007. lase ~ VLPGVDALSNV.~ 1084 25 2 3650.40 L73 0<3 927 13/20 
jmfagSrmfuggOOOmmnacl,192:8 ~ OCVGPEVENACANPAAGlVllLENLA.~ 267002 2 374449 3.45 0<2 413 17/50 
tmfag5mlritgg250mmnacl,1936·1938 • VLPGVOALSNV.· 106425 2 9666 86 262 0<5 '352 31. 
rmfagSmll'llogtSOmmnacl.2020 - DCVQPEVENACANPAAGTVltLENLA,- 2670,02 2 43635 L96 0." 220 6125 
jmf8WlggSmlnbeadstr&ezathaw, 2025 • DCVGPEVENACANPAAGlVllLENlR.· 2610.02 2 2116,18 230 0<3 251 13150 
jmFawSminigg2S0mmnaclsyrinqdnase, 2052 <JllPaVDALSNV<- 1084 25 2 91$4 34 2.61 os ,395 4/5 
jmlagSmmigg4SOmmnacUl30521025134,213O -\lLPGV!lALSNV<- 1084 25 2 2581.30 1.69 M '022 3/. 
pnfag5mIn1991000mmnaeJ. 2146 • OCVQPEVENACANPAAGTVILlENLR.· 2670,02 2 96843 a2 0<0 375 31'0 
jmtag5minl99200mmnad,2162 ~.OCVGPEVENACANPAAG1VllLENlR.~ 2610,02 2 1029.54 223 0' 294 '3150 
JmJq5mU"leQnSOOmmnacl.2218-2220 ~.ITlPVOFVTAOKr:OENAK.· 202426 3 2539 sa 203 0<3 474 !!I11 
"lr~hagiun2OdpI1 MNaCI. 2334 -FClONGAKSV\lLM5HLGRPQGVPMF'OK<- 2885.311 3 415,89 1.55 0.0 260 191104 , 
JMFAGNACLS821E3, 2466 ~ tQUNNMlOKVNEMIIGGGMAFTFU( ~ 2912,53 3 1315.80 2<00 0<2 360 'IS 2 
,mfagSminigg2$()mmoacl.2716 -<I)CVGPEVENACANPMGTVILLENi.R.- 267M2 3 154418 2.01 0<' 670 231'00 2 
JMFAGNACLH!U B21E3, 514 "YAEAVGAAK.· 965,09 2 57442 , 20 M 46. 11116 3 
jmfagSmini9g80Ommnad, 1 J94. -111..PVQFVTAOKF"D€NAK· 202' 2a 3 571.55 '20 0<, 398 5/,7 3 
jmftig1mnaclOmintgg.1446 ~.ITl_PVOFVTAOK$:OENAI(.. 2024.26 3 3410.39 '<92 OA 404 23168 3 
;mfag$minigg15OmmMCI,146()'1462 -.ITlPVOFVTADI<FOENAK.· 202426 3 2788,02 2.35 03 '63 251<18 3 
Jmrawtgg5minbea(Jsfrgeze(haw.1462·1464 ~.tTLPVDFVTAOKFDENAK.~ 2il2426 3 3250,01 2.89 02 755 7/11 3 
jmraW'l91;SmihbMdsheezethaw.1468 -Jl1.PVDl'VTAOKFDENAK<- 2024.28 2 113921 Ln 0<, '65 7/17 3 
JMfagtmnacl2.5mir»gg.14a()..1482 ~,ITL.pvOFVrAOKFOENAK~ 202426 3 6947.88 2<54 0 .• 767 7/17 3 
JMFAGNACL5~1E3, tS04·1506 -.ITlPVQFVTAOKFOENAK.- 2024,2{5 3 7449.49 2.93 M 706 '3/34 3 
Jt,IlFAGNACLSB21 E3, I 510-1512 ·.ITLPVOFVTAOKFDENAK, .. 202428 2 2184,38 2<05 o. 4" 8117 3 
Imfag1mnae17,5Mimgg.1S1()"1512 -.ITl.PV(lFVTADKFOENAK,· 2024.26 3 n0956 3.22 M 646 7/11 
imlao1mnacl2.SMinlQQ.1564·1566 -,IVWNGPVOVFEWEAFARGTK.· 2264.$7 3 e« '5 l.72 0<, 252 4/'9 
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iwta95mj(tlQgZOO~;ad '610 · ,TL?VOFVTAOKFDE:NAK· 202426 70984 1,25 01 383 .31<13 1 
ImfagltnntIC15mm199.1ala • ,TLPVOfVTAOK.· 131953 3~6SJ. iU3 O. 237 13122 3 
1"lag1 mnacISrt'Uthgg. rtl-1a, 1614- ·11'l.PVOfVTADKFOENAK· 202426 988_61 1.-''' 02 392 21168 3 
j1n!gG350naclrawphagJOO7,1905 ·11'l.PVOfVTAOKFDENAK· 20,242:6 2:J266 099 0.0 22' 5117 3 
jIYlfagsmlrllgg500rrnnnacl. 1~12 • ITLPVOFVTADKFOENAK • 20:24.26 2"M436 17. 03 36$ 21/68 3 
!O'l!gG300rav-phag3001, Hla • rI\.PVDFVTAOKF()l;NAK· 202A26 3 1987,86 1.sa 02 50_ "117 3 
.tmlgG300rB'hPhagJ007. 193() • 'TLPVOfVTAOKJ'()l;NAK· 202426 3 319.70- 1.26 0.0 ... - 3 
}m(pn"lWli9g.20ommflach~ytlflgdn3$, liSa -!TI,PVOFVTADKJ'DENAK • 202426 3 521351 2.49 0.' 542 _5Ill$ l 
,mtogSml"""",50mm,,,,,,'. 20' 0 ,.IT\.PVOfVTAOKFOENAK, 2024_~ 3 meo 1.56 0.2 14. Hi/6l! 3 
jmtag5mIfH994!iOmmnacf",OO0$2702S134" 2188 -.IT\.PVDFVTADKJ'OENAK._ 2024.26 3 131.04 1.52 0.1 <0. - 3 
jml'agSmtflI9Q4:50mmn'ad~ 030527025134. 2, itS • iTLPVOFVTAOKFOENAK .. ~24.26 3 3981 00 2.29 O. ~ ilI7 3 
jm1a<J5trn1"1igg~OOmmnaet 2:212 ·JRPVDFVTAOKFOEN.K· 202-4.26 3 860.26 16<1 0.' 369 51.1 3 
jmlgGl50ra1NlPha93001, :KilO · ATSRGCITIIGASLEu.€GKVl..I'GVOAlSNl'." 3146,&5, 2 29]7 0.72 0.0 33 71130 
jtrtIagSmmI91J35¢rrnnna(:l. 911 ·.YSLQ~VAAElK" 121\}4' 2 6184.84 240 OS ;W 11J'l<) 
,nfag1mnacIOO'ufligQ,962: ·.YS!.OPVMELK • t2HJ.41 2 4301.35 UO O. 6" 415 
tm1a<jtmnacI2.5mtnlQQ, HH2 - YSLGPVAA€lJ( " 12Hf.41 2 5163.00 253 0.' 563 31' 
jm1~'99450l'!"lf'I'I(lacl3i3{jS21l,)2S'34, 1114 - AHSSMVGl .... PQl(.> 1382.&2 2 1571 . .28 L61I 0.1 823 7/12 
Imtag1 mn.acl5mn'lrgg, 1178 - VStQPVAAELK.- t2l9-41 2 5155.70 212 0.4 592 4/, 
jiYrlogHMac!5mil1iqg, nM • YSLOPVAAELK.- iil9.41 2 1596.88 ''''' 03 3al 3/5 
;rnlaqSrmntgg25Ommnact 1470 ,YSLOPVAAELK.· l219.4i 2 549$.17 U6 04 ~52 41. 
jmlagSf\1in;gg3(lOmm!lacJ. 'SSG ·'ySLOPVAAEl.l(.~ 1219.41 2 25238. LIS 03 317 :liS 
jmfagi'lITlecM2.5f"1'11n,1 544. 1 S4(L1 ·ALESPEAP"LAllGG .. ~ .• l11()'Or 0 904!l.12 330 0.3 '34' 3:3!t4 
jtW~~I~.l'99a.li96.:) • ALESPEAPf:LAllGGAK.· 1170.07 0 506253 3.42 0.3 747 7116 
fnitaQl'-im«·}~f'I:2 ~m·vt56 45& <I: • AHSSMV'~VNLPQK,* 13aS 59 0 t403425 3.81 os .50. 314 
jrtriagtij'\1«-<;n'l2.5mm: 4-$,2 452-3 -.AHSSMVG;;""NlPOK.- 1:36$5i' 0 5621,06 3.18 02 13HJ 9fH) • jmfagvmoc0n2J,mll''t2432:4t},2 -AGGR.MIC.- 72a. 0 2.12 0.3 n2 11/t2 2 
}mt~«on2-5fnlt'1,4$$."cSe,l • AHSSMVGVNLPOl\ ~ t'lS859 0 2M 03 122" t/2 4 
jmt~M2_5mtn,1504,15(M2 - V',PGVDAlSNV.- H'.lM.25 0 4213.50 2.0. 0.3 .. , 7/10 2 
jmf~I~;;tSmll'l,14a8 149a 3 -.SWlMSHlGAPDGVPMI'OKYSL€PVAAELK.· 3237 78 0 3715c3.18 6.19 0.7 1713 10m 1 
)mfaglimOOoo; Smln,2QOO 4000.3 • AlESPERPFlAiLGClAK., 117001 0 noo.25 213 0,4 877 '1I32 2 
!mbNdS2'SOr~3Q01, 310 • AHSSMVGVNLPOK.- 136tt59 Z 133S4.01 3.13 os 1206 1112:4 
jmfay5m1MQfrt150mmn-acI,4l7 -4'9 ·.AHSSMVGVNLPOK.- 1'368_59 3 3271.41 3.07 02 768 11/24-
jmf1l91mfHicl$mlneQn,432434 ·.AKSSMVGVNLPQK._ 13M.SQ " 317i) 35 2.67 0.1 1059 251"" 
~on_""._ • AHSSMVOVN\.PQK. t368_SS- 3 651~.7-S 29' 0.3 1177 13124 
jrrIf&g.lmn~"464 • AHSSMVOVNLl'OK. 1-366.59 2 10632,67 3.$1 U """ 17/24 
jrrlIag5mlneont20Gmmnacl, 468 ·AHSSM\lGVNlJ'QK.· 1368..S9 " 4898.65 3.2:1 02 075 25148 
jmfagtmnacfSmioeOl'l,468 - AHSSIAVOVN\.I'OK.- 136ltsg 2 5399,09 2.51 0.3 1 HI:; 31' .. 
,mt~Sommn"'I,9""9S0 • AHSSMVG\iN\.POK.- 13&8,59 3 3312.32 3 O' 0.1 .", 23/"" • imia;tlmflCOOtOmtn_030601230141,1012 ' AHSSMVGVNLPOK.- 136~t59 3 4153.03 2.71 02 12M 1~24. , 
jm1~in_030601230741, 1016 -AHSSMVG_POK> 1368 59 " 4011.11 2 S2 03 903 511' .. 
!f!'dagf4tWtOO<t10mtn. 1142 - AHSSMIIGVNLPOK .• 136lt5a 2 1384$,04 3.31 05 1499 3/' 4 
jmt~t10'mrU)308(}' 202502.11 5&-1160 •. AHSSMVGIINLPQK •• 13641.59 3 3.02 02 1032 l/' .. 
jl'l'ftagt1l11eCoru10ln1n313MQ12!l25C;2. t162 • AHSSMVGVNLf'QK.- 13M.59 2 2.71 03 1579 17/24 .. 
JfI1beads30or~aglOO7. l26Q ·.Vli'GVOAlSNV.- H1&4,25 2 e044 29 "9 0.' tJ47 31_ 2 
,mbeads250'""""aglO01 .•• 66 •. VlPGVOALSNV.- 10842S 2 9533,..$9 .92 05 .- 415 2 
imtagSmifleoMt15Ommnact !327 -.VlI'GVDAtSNV.· 103425 2 6634,78 2.30 0.' t~!) :l/' • imfag5mineootlS0mmt\~. 1373 -.AtESPERPfl.AllGGAK· 171tlOl 3 4119,03 2.33 M 36e 11/32 2 
jmtag5nnneont150m1'rlL'l<lCl.1311 -AlESI'ERPR.A'"GGAK. 1710,07 3 261;),76 230 0.2 ... 2 
,magSmme:on2S01"nfN"l<tel, 1902 • VlPGV!lAlSNV • t084,2$ 2 331M. 2,21 0.2 .00. • 
jrnfagtimtcoM()muijJ30601230141.1960·fH2 • VlPGVOALSNV.· lO8425 2 94939'$ 2.51 04 13S1 <IS 2 
jmt~5mincQ(13OOO'.mrtaC:i, 1090 -.1/LPGV!lALSNV - 1084.25- 2 4933-.69 uti 0.3 .ooa 1110 2 
jmfa;t1/'Titll,;1)rt tOmltl-,2J92-2194 -VLPGV!lALSNV .• 1084.25 2 6300.22 0.3 t39-5 :l/' 2 
jcT11a~Qf't'omm_03060120250~, 2210 ·.VLPGVOAlSNII.- 1084.25 2 n69,39 04 oro 13.'~ 2 
jmfagtlrMC:{l(I1:1QM'I'U13080120250a.2214 · VLPGVDAlSNII • 1064.2$ 2 31Hi'9~ 03 .. " 1.'10 2 
jmfagtIl'1'lfll¢0I'It1omifUlaoeo:12()~S02, 2228 ~ AlESPERPFlAILGGAK.~ 1710Ji1 3 1001.25 2.51 Q.4 n:'!s t5(32 2 
tmta9tUl'l9CQfl2,Smin,1 5913.1&00,3 -.,T\.PVOfVTAQl(FDENA' •• 20242S a S744.42 VIZ •• 901 2116& 3 
jmfagt!mecoo2.5min.l006.16()G,,2 - iTl.PVDFVTAOKFOfN"". 2024.:26 0 6971,55 2.58 0.5 539 -Sol' 3 
ynbfids2SOraYiPhag3007. 1348 ·.ITlPVDMAOKfOE .... ",. 2024,21) 3 34.38,92 2.21 03 33& 231118 3 
imb0ads2So.a..,t>ag3001.1352 -.IT\.PVDFVTADKFDENAK.· 202424 3 63$791 2"51 ... !Ill' 1/17 3 
jmt~400"3l3\lS3' 1$1S34.1~1406 ·.IT\.PVOFVTAOKFOENAK.· 3 335700 2.42 03 729 13i1' 3 
jmfa¢mtneonr.l50,1434 .. 1436 •. ITlPVDMAOKFOENAK.- 3 3652.60 2.76 03 .. 7 om 3 
jm/ag$l"M'tCon25Qmmnact ti70 -JRPVOFVTADKfOENAK.· 3 .SSO.4& 2." 0." 529 13134 3 
imfligtm~tOmil'l-'.l306012:3(i741.2030-·i032 -.ITlPVDFVTADKFOENAK.. :1024.26 3 2.19 O~ 39' ",.7 3 
~5miROOflSOOmmnact.2218~mO .. rn .. pVOFVTADI(~OENAK,~ 202 •. 26 3 2.03 U 474 8it1 1 
imf891rrn«lOOlomm.4~62*2:2$-4 -.ITlPVOl'VTAOKFDGNAK.- 202'~ 3 3684.3$ 253 ".3 573 211M 3 
jmfagI_,nmirl..JI3U<l<l12<l2S02.l!294 ,ITlP\'lJWfAOKfOENAK.· 2024.28- 2 474$,64 2.31 U 42& 7/11 3 

""'roI 

timU., to phHphogiyeer ... ki~ .. tEe 2.7,2.3) ~ mou1Mt[MY.mu.(u"'~J 11'4$.'1 3&076512.0 
rawel4tr~!X1ObAdjgQ....Mar04, 14&0 ·,POO""MPDKVSLEPVMElKSlI.GK.· U5U9 " .99.41 1.70 01 241l 311. 
.. _.llOOboodi9gJ.1_ 1952 -.TGOATVASG'SAGCLGLOCGTESSK· 2314.54 2 In*61 O.iIl 0.' 143 512. 
rawe.t,ClllCt:in~M.vJJ4, 10&3 " ATSRGC,mGGGA.St.alEGK.· 2147.48 3 4eUS L14 0.0 <03 ,t< 

Fc.compt.. 
$coo> -.0 p",,-

P~tid9~l..itCice MH+ C!l!!lle - xc O<Jj"CN ~ 1000 count 
inhil>ltot oIlrappaB ~ino .. "","ion; inducibHtliYppell_ .. ; Wlibllo 3102.89 319810S3.0 16 

""rag1l,t11ac!5minigg.974 ·.AONHlHlIGHSVA TCNSEAA.- 2159.38 :I 234.22 1.32 0.0 112 15176 2 
jmra>M995mlt115Ornmnscl.I584>IS86 '.PGLSVNEEOIHII.· 1415.53 :I 359.67 1.26 0.0 260 7/22 2 
jmlgG5llOIIWiphag3007. I_ -.DOIHEDNKSIOKKlCClOK .• 2259.55 3 609.57 1.45 0.2 334 1'0 2 
jm!l1W!!lllnig92QOm~ •• 2058 ·J'GlSYNEEOiHII.- 1415.53 3 24569 0,9(; 0.0 238 7122 2 
aitJlWl)l\!lga<tifl20. 2')2' -.PGl.S'/l<IEEQlHII .. t415.53- 3 343.99 0.99 <l.() 3<9 lSi .. 2 
~aglMl\laCl20. 2538 -.f'GlSVNESOIHK.- 1415"_$..3: a 559.58 1.2:1 0.1 294 7122 2 
-m>.~lgg __ , 92$ 

·.LleRLHAVPSAPDII.- 1S02.-S6 3 387.31 1.25 0.0 all 1715. 2 
phagllWoF_'OOO_d<oc23, 2397 ·.OPAlDVPKFVPKVOlOAOVSTAK- 251885 3 259.611 1.11 0.\ 112 3122 
!JI>ag!OWFI50_dee22.2704 ·.AlLQIIFQEECVOTVQVs\'Vl'H(lKA.- 21163 29 3 563.19 1,5:1 0.1 327 211'il2 

.... troI 

lnIlibitor "101"""111<1,, ... ",,_; lndUcibHtIKa"""II_ .. ; inhlbllo 419,3$ 31911'053.0 $ 
~Si:U)ec19. 3486 ·.UQVFOEECVaTVOVSL VIl-tGKRMR." 2~.49 2 83.51 osa O.Q 90 116 2 
,"""",_.2050 '.PGlSYNEEQlHI(, - .4.5.53 3 33UI US 0.0 271 ISf44 2 

137 



Fe eomptex: 

~Mib.f' to putatiw: protein kill~'" [Mus museul",.} 
ImlgG2SO<a"'J>hag3007.141()· ," 12 ·.lAHHRl TGTilVAIKlIllK.- 1942.39 22150.1 2.68 02 524 23/68 

jmtog!imj.1I992SiJ.mmnaci. 2012 209938 221.01 1.28 0.0 172 19172 
jmtog5mlnl1lg200mmnacl,1466 2056.50 607.55 1.61 0.0 311 19168 

JMFAGNACL5B21 E3. 1920 1735.14 I 213.49 1.13 0.0 189 4115 
2612 1864.23 :1 184.55 1.23 01 93 4117 

·.SIHEEPFPVRPDPDIIiOAMCYIGFOAKDIR.· 3485.91 2 92.34 0.72 0.1 I. 2129 
1339 1608.98 2 166.13 Q.S3 0.0 193 4il3 

1978 2926.44 3 175.38 1.25 0.0 138 15/92 
1579 1734.12 2 169.04 0.92 0.0 168 3ilO 

3148.52 2 49.00 o.a2 0.0 54 2113 
·.MDI'SVPDPAlMAAMAAMGFDPtDVOK- 2184.25 3 417.33 1.29 0.0 317 191100 
·JDIIWTlGIIVl YFMVTGKIPFDI\CSIK.· 2917.52 2 130.47 1.12 0.0 11. 9150 

176 ·.SlYOHiR,· 911Jl5 3 214.78 1.19 0.1 94- 7/24 

control 

simiLar to putative protein kina .. [Mul muacUtu*} 512.41 380935040 
FPb0ads600.JloeI9, 636 ·.LTGTPV AVKVl VKNK.· 1567.94 :I 512.41 1.45 0.1 221 217 
rawe>!It._ HIOb_I002.M.rO<I, 1182 ·.NKPCFOPAMKEANIMK.- 1851.25 2 196.74 1.66 00 94 115 
FPboods.l!5()_o..I9,94 -.PGDllDEPCGAYAFGAPELFlWERYOORK.· :l2Il1.SS 2 84.22 l).a9 0.0 72 117 

Fceompl .. " 

putative mambtantHlssociated guanylate kinase 1 (Mui musculus] 
jmraWlgg5mlnlS0mmnacl,20 ·.PHPAlESSYPPELHK.· 1702.89 187.80 0.87 0.1 lS8 9/28 
jml.g 1 mnaclSmifligg, 121! ·.RAHAKDPK.· 923.00 357. HI 1.08 OJ) 321 9/14 
jmfag5minlgg200mmnacl. 433 "EAQPERTATNGSK.- 1389.45 3 1152,04 1.62 0.2 234 5116 
jmlag5minIQg200mmnacl, 578 '.AHAKDPKGNA.· 1094.21 3 256.99 0.97 0.1 208 lY:)6 
jmr • ..,asSm,nl mnacl, 942 ·.RSlERllDQR.· 1286.47 :I 462.21 1.34 0.0 324 511.2 

control 

putative membrane'associated guanyl.te kina" 1 [Mus mUlleulusl 93.52 2702351.0 2 
rawextcootinbeadl1l9_MaI04, 1379·1381 '.SPRNPPEQR.· 1081.17 2 93.52 US 0.0 63 3/8 

Fccom~.x 

Score Accass/OO Peptides 

P'ellde S!'!!l "enOS MH+ Charge Score XC De~aCN S~ Ions Coonl 
putative PKIHel,,'ed ptotain kinase [Mus musculusl 6220.94 6010221.0 20 
jrnra.,;ggSmin3OOmmnaclsyr.ngedn ...... 344 ·.LKPPIVPK.· 692.16 2 141.33 1.34 0.0 95 1/2 
jrnrawiggSmmblladsyr."Ildnastl. 563 ·.TKVSAPAADPK.- l00S.24 2 11S1.39 1.38 0.2 388 112 
jml!l(llrGnch20m""99tmnaekltt,626 -.TPSVSDKDLETFK.- 1467.60 3 1313.82 1.42 0.1 819 5/12 
jmlagSmlnJgg350mmnaol, 671 -.GVEWESVPQRKlK.' 1556.79 2 323.76 1.36 0.1 167 318 
lIjrawptlagl MNaCI20, 1352 -.l IDFGFAKK.- 1027.20 2 150.44 1.08 0.1 104 7116 
)mIag5mlnlgg500mmnacl, 1542 ·.IDFPRQLDFlSKOLIK,- 1937,23 3 555.79 1.36 0.1 362 17160 
Jmlgg600,a1ll!lh!l(le3001. 1002 -.MEPPAGAAAlVKDPDHDPVKTK,· 2276.56 3 383.09 1.36 0.0 266 3114 
jmrawrminiqg20ilm""'a£:lslfingd1laS2(la4·2006 ·.KlVORlWTI.CGTPEYlAPEVIQSK., 2749.16 3 617.07 1.79 0.1 200 11/46 
jrnr_s5minl_1,15S(H552 -.VNLVKEKTGR.- 1144.35 2 494.59 1.50 0.1 251 112 
phagrawF45() __ 0,775 

·.LKOOQHVONEK.- 1309.46 2 251.49 1.26 0.0 162 9120 
~_451lphOl1l'99_MaI04, 1184 '.PPIVPKLSGOODISNFETYPESELDA.- 2677.1 I 3 395.97 1.63 0.1 214 lIS 
,_rfp_300phOl1l'9g_MaI04,1635·1637 -.RLGNMKNGAEDIK.· 1446.66 2 417.47 1.45 0.0 269 5112 
p/lagmwFsuclOOO_deca3. 2355 -.AGHSlODWDTIA lVGTGTFGRVNLVK.· 2745.04 2 24.74 0.70 0,0 34 3/25 

"""11'01 

putative PKIH"lal8d prolllin kina ... [MUll mUllCulu"l 2519.39 6010221.0 
FPb""dsl5()~o..H'. 905 -.lGNMKNGAEDIK.· 1290.47 3 536.74 1.66 0.0 323 17/44 
,awoXlr]OOOeadigg_Mat04,1264 -.MEPPAGAAA TVKOPDHD!'VKTK.· 2276.56 3 1461.55 2.41 0.0 592 114 
FPbeadsl000_o..19.2074 -.MEPPAGAAAlVKDPDHDPVKTK.- 2276.56 3 581.10 1.73 0.0 336 5121 

Fe~ 
Seer. Aceessloo Peplldoo 

P!l::tida S!:Iuance MH+ C11a~e SCO/9 XC D9I!.CN 5e lOllS 
ino"loIl.4.~'- $-klM .. A: ~i ..... A [ ........ ....,ul ... ) _2." 22122643.0 
JMfAGNACll!!a<'E3. 5Q4 -.CAAVAAAAAAGEPAAR.· 1456.66 514.65 1.7S 0.0 281 17f6G 
JMfAGNACllO_IB2.E3.562 ·.TMIINLPVMSPFR.' 1392.72 448.73 1.43 0.0 313 7122 
jrnrawigg_~.m ,.IEGIKKAOOSCSTl)FI<.- 1699.91 4ll3.95 1.411 0.1 253 11130 
jrn .... OOSm ___ , '002 

·.TIRSREQIITll., 1234.35 432.85 0.97 0.0 442 11118 
"._gg5mIn,5oOmmnad. 11118 -.CAAVMMMGEPRAA.- 1456.66 47U6 1.21 0.1 2/5 
jrnSminogil"'_.3132 -.tSTSSls,,"TGSSSlLEOSEOOlLSDSESRSR.· 3249.31 72.43 0.80 0.1 2/15 
jrnld'_"""'~3007. 1392 -.KAOOSCSTOFK .• 1159.25 136.10 0.82 0.0 1/21) 
1lIV<SIIC!!p_5OOphagIoo_MW<.16Z! '.RHEVIGSSLLfYHDHCHR .. 2143.42 249.0(1 1.82 0,0 150 114 
phag_2S'Ld0c22,2039 ·.LSTSSLSSTGSSSLLEDSEDDlL5DSESRSR.- 3<I<l9.;J1 180.83 1.01 0.1 81 3/21) c_ 
lI\o.Jtm 1 j4,s-trI&pholphat. 3-kinna Ai tP3-ldnaM .. [Mua muacu1u .. ] 147.l1. 
"""">:tr_SOOboodloo.-M0t04,IOO6 ·.EGISSSTTlGFRIEGIKK.' 1924.19 141.55 1.26 111 9134 
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Fccomple. 
Score Accession Peptid ... 

P~tlde S!9uence MH+ Chama Score XC Den.CN :l!! lOllS Count 
1"""lIoll,4,5-IriepOOep,,"1<I 3-I<ln ... C (Mus mu""ulusl 2440.16 31712006.0 15 
jmrawtgg5min 1 mnac', 721 - VLEDFVNGDLGILR.· 1560.78 2 367.97 121 0.0 304 5113 
imraWlgg5mIn450mmnactsd, 1270 • SLElLMGDPlRPFVPAYVGMVQR.- 2654.15 3 304.07 1.70 0.1 148 15188 
jmiag5minigg500mmnacl, 1572 - ADGTCNTNFKK.- 1199.32 2 118825 1.23 0.3 214 7/20 
jmlgG350naclrav.ph.g3001. 1941 '. QPGSOOFSSKDTESAL TQPGTOOLR.· 2552.65 3 233.25 1.31 0.1 146 116 
phag,awFsuc800.dec23,1232 -.CPCRG5L5EAEAGALPAEAR.- 1989.22 3 28903 1.08 0.1 171 15116 
phagrawFsuc4S0.dec20. 3660 '. TPHDTOOFW IESQTDDSLKGPSTQTACR.- 309526 2 57.59 0.16 0.0 16 4127 

control 

inosUoI1.4.5-trisphosphat. 34inase C [Mu$musculus] 713.66 31712006.0 12 
rawexl,.300beadi99.Mar4 ,392 ·.KLKTVLK.- 630.09 IS877 0.95 0.0 176 112 
rawexlf.9OObeadig9.MruQ4,912 '. TDlHRSDlQSR.· 1328.42 544.90 1.32 0.1 395 9120 

Fccompl.x 
Scooo ACC6S$K:lO Peptidas 

P£elide S~uMlce MH+ Ch~e Scooo XC DelI.CN 52 1- Coont 
lno.itol polyphoophat. S-phosp/1at ... n apllca variant [M.o m.""uI •• l 3337.53 2766531.0 11 
jmlagSminigg200mmnacl, n 4 ·.lEEADWEMSAGGGSA.- 1595.67 3 586.58 1.55 0.1 301 114 
phagrawF500.d",20,922 ·.MSFQQGNKGGVAIR.- 1493.72 3 439.93 1.27 0.0 341 19/52 
ajrav.phagjun2Odpi'MNaCl,952 -.NGCVFIIR.- 922.13 1 139.43 110 0.0 126 9/14 
JMFAGNAC110.1B21E3.1236 -,CNKGTQTLDNUOKK.· 1704.97 3 8SS.80 1.74 (U 424 5114 
jmlgG4GOrewphag3007,1258 ·.MSFOOONKGGVAIR. - 1493.72 2 307.47 1.16 0.0 255 5113 
JMFAGNAClIO.,B21E3.2006 -.LEEADWEMSAGGGSRER.- '880.98 2 740.51 167 0.2 168 9132 
ajrav.phag' MNaC120, 2476 -.LEEADWEMSAGGGSRER - '880.98 2 267.80 1.'6 0.0 230 11/32 

control 

Fe comptex: 
Score .. ~ PeptJd9$ 

P~tjde S!:iuenc. MH. Chs!i8 Score XC Dalla eN 82 Ions Count 
Inositol ~yphosph"5-9ho.ph.t._ E; 'noaltol po1VPhospMt ... 5-¢toSfl 10790.96 149164670 
rawsucrfp_35Ophagtgg_Maf04,1412-1414 ·.SYLEGSLLASGALLGAEELARYFPDR.- 2800.12 818.81 2.54 01 172 115 
phagrawFsuC450_dac:20.1672 ·.GDICPMKYSSCPGIKTSDHR.- 2196.52 285-29 1.24 0.0 228 4/19 
phagrawF350_dac20,2300 ·.HTEAPGOlEGRMLOGOPPNTEKK.- 254783 163140 165 0.3 324 5122 
JMFAONACL10.2B21E3,720 ·.PRSPLAGOOHSIHSAR.~ 1716.84 828.t3 205 0.0 4<)2 19/60 
jmlagSmlfuQgbead. 821 • LSGGRVAVEAFLKOK.· 1603.89 39265 1.23 0.0 303 1/' 
JMFAGNACL 10_' B21E3.818-880 ·.PASPLAGDDHSIHSAR.- t716J34 278805 2.94 0.1 760 11130 
JMFAGNACL 1 5521E3.902·904 ·.PRSPLAGDDHSIHSAA - 1716.&4 154564 2.62 0.0 570 7120 
jmtagSmim9g1 S(if'nmnacl, 1342·1344 ·.AH$NLOPSRPR.- 1192"31 150.57 1.03 0.0 131 7120 
JMMAGNEG81603, 1430 ·.ELYUGIK.· 949.17 364.46 106 01 319 4fT 
jrnlag5mml99'OOOmmnacl. 159$*1600 • ANUTPQPPiAPK.- 1445.74 t056.51 L24 0.3 65 7124 
jmIdl3SOn~rawphagJOO7, '1358 ·.DTYOSTSKOATPSYTDR.· 202208 306.32 1.2$ 0.0 245 15164 
jmrawrminigg:200mmnsclSyringdnu, 163() ·.DIRSRSYlEGSLLASGALLGAEELAA.· 274907 6()S.13 1.10 0.0 354 11150 

eontrot 

lnooHO! ,.,lyph .. ,..011 ... __ t ... e, 1"""'tO! poIyphosp"," __ '55,57 14916467.0 
rawextr_chIlbMQIgG_Mar04,1314.13Hl ·.LSGGRVAVEAFLK.- 1347.59 655.57 1.58 0.0 400 1/2 

139 



FecompMlix 
Score AccesslOl1 Peptidet 

P!2t1d0~U,*,C& MH. CharSl8 $;;0(1) XC O1lIllaCN Se lon, Count 
1n000tot pofyphotph.t ... s..poosphatlM O. IMlitol polVphosphal..s-phosph 13813.52 67:543560 25 
imfagtlmecon15mtn.826 826 2 • LSlSETLFQR - 1194.36 230 eo '42 00 154 419 

!mlag5m1oooot350. 196 ~AQEVESYK- 889.97 50090 , 2' 0' 263 4rr 
jmfag5mtneQl'lt400_ 030531151834,810-812 -,NONYMN1LRFLALGOK· 1911 22 136010 '93 02 226 411$ 

Imfag5mlncont350.2446 -.FTVOASEGVPMRFFTKlOOUDFYK.· 298245 10224 o aa 0' 95 '/6 
Ilrawphagactin20,1230-1232 ~.LmOKYAVTK • 125944 212,08 109 0' '45 lit a 
rawsucrfp_SOOphag./91,U ... 1ar'04.1252 ·.ITSWFlSKGOGKTR • '6<)9 as 34365 127 0' ". SI,3 
rawsuctfpJOOphag lQSLMlr04.1299 • QAPVPVLGPTPRIRSFTCSSSAEGR<· 2614.'91 290.55 200 0<0 145 5132 
rawsucrfp_actlnphagI9g_Mar04,1392 -.lV1LVETEKEKILR - 168406 1M 92 110 M '66 4113 
phagrawf!sudOO ~dec20, 1464 • LSQl TSLlSSIEOK 4 1534,14 194 40 , 02 0' '50 4/13 
phagra~SU¢Ch!Cdee23. 1468 ·<PKASASSQAPVPVK<· 1367,58 21697 , 20 00 '67 5113 
pha9r<n'IIFsue200~dec22. 1537 • LMSLlCKELHGEVIR", 1142'.14 40361 ,09 01 211 9129 
JMFAGNACL5821 E3, 356 • NQNYMNllR - 116634- 74g,34 149 0' 43, 15132 
Imlag:5m1nlggSOOmml'1a<;1, 11 n • NONYMN1LRFLALGDK ~ 1911.22 527.12 145 01 312 "' jmfagSmlfugg250mmnaei. 1256 • NQNYMNILAFlALGDK.- 191122 799.36 157 0' 403 17/60 

Imfag5mtniggbead_03OS2820010S, 1325 • 'TVAIHTl_WNIAIVVLAKPEHENR- 2711 Hi 31158 159 0' '02 13188 
JMFAGNACl10_2821E:3,1578 4 PSRSEMSOOTTPIPAPRPPlPVK • 251592 555 S9 152 0' 338 11188 
JMFAGNACUO_1821E3.2408 -,lSOl TSlLSSIEDKVK." 176204 36615 113 0<' 20' 3/10 
JMFAGNAClSS21 E3, 2658 ·.KEPPPCPOPGtSSPS!VlPKAQEVE$V;(~ 2930.31 t17 71 0.81 00 135 11/54 
jmfag t mnaclOmlntgg, 2610 - NIF'MSAGPSEAKOLPLATENPAAPEVTR- 2963 32 300 94 , 23 0<, 76 4121 
JMFAGNAClS821 E3, 358 • NQNYMN1LR.- 1166.34 748.34 '49 01 43' 15/32 

IMraWlQo5Mifi1mnacI.1157-t; 59 ·OOOVSDlLAHOOLLLER« 2Q71 28 19715 1.15 0.0 171 '5164 
aj:faYJ1)hagactin20,1230-1232 ·LTRDKYAYT;(· 125944 21208 L08 0<' 145 1/18 
jmf<lWlggSm irl4SOmmnaclSd. 1 458-1460 • PSRSEMSOOTTPIPAPRPP'lPYK - 251592 165,86 L45 OJ 69 116 
jmrawSminigg250mmnael$yrtngdnasa, 1622 • SEMSOOTIPIPAPR ' 154313 15098 , 27 0' 75 4113 
.lrawpha~nun2Odpil MNaQ. ,ntH780 ·.lFOQQLSPGLRPFt· 152775 149.58 LO& 00 '39 3JS 
jmrawtgg5minbead.streelelhaw,2052 • A YALCVLFRNCVYTYR.- 19$632 , 133,64 0.12 0' 83 mo 
jmrawSmlnlg9SOOmmnaclsd, 2082 • PSRSEMSOOTIPIPAPRPPLPYK« 2515.92 3 20958 L09 0<, 166 HIS8 
ajrawphagjurt2oactinDPI,20B4 · VQEARPOOLOK • 1170,30 2 151.23 076 M ,a. 7120 
AJRAWActlnlgG.,j • .me13.215O -.GAAG\lSFMFIGTSLGF\lNSHL TSGSEK.~ 2703 02 3 490.52 1.79 Q<, 171 2/13 
JMfAGNACLtO_1 B21E3, 2408 ·<LSOL TSLLSSIEDKVK· 176204 2 366.15 1.18 0<1 20' 3/'0 
JMFAGNACLS821 E3. 2658 • KEPPPCPDPG1S$P$IVLPKAQeVESVK • 2930 31 2 111.11 0.81 00 '35 11/54 
Jmlag 1 mnaclOmlfHgg:, 2670 ~.NIPMSAGPSEAKOLPLATENPRAPEVTR." 298332 2 300<94 1.23 0.1 76 4121 
jrnfawl995mlmggfreeoead,368 ~.SEMSQQTTPIPAPRPPLPVK· 217550' 3 265099 2.17 02 652 13138 

-In...." pol • .-,..s-pn .......... O; "',"",Ipolypho_~ 1910.29 6754356.0 '5 
tlllwextr_150bea<U"Af04,669 ·<KEOESPKMlR· 1246,46 2.,04 '2' 00 219 7f1S 
rawextr~200bodUM.{1)4, 1586 • paVPGEASPjTMVAKLSOLTSLlSSleDKVK,~ 32613.81 35186 1.25 0' '4' 17/120 
FPb9.tds600_Otel9,1248 -<LFOOOLSPGLRPR • 1521.15 12496 0<96 0<0 '2. 1124 
f~r_300b:aadnllLMar4, 2146 -JRSFTCSSSAEOAMTSGOK • 202122 48041 ,,, 01 3n 19112 
FPbeadsSOO_Dec1=9,28S0 -.VFlHFEEEEITFAPTYRFERlTR· 2932 28 29996 0.00 01 111 9/44-
FPbeads1000_Dec19,2998 ·,ElHGEVjRn.psLeSlORLFOQQlSPGlA.~ 3333.79 6450 115 00 as ,fl 
jrnrawSminbsatreezthaw, 434 -<OSSLGPGR· 788.83 297.57 0.95 0<' 259 4i7 

Fceompl •• 5<;0,. AceeulOn Pephdes 
P!,2t!de S!3uanee MH+ Chat~G Score XC D.~a eN ~ Ions COlItit 

ino.itot pcNyphoaph.t~at .. F; cDNA Mquanee, clone 3-26 (Mu. 5308,43 315420170 
,rnbN2SOnaclrav.phaglOO7,436"'l3& ·<MNDlSEIRSVAOK· 1491.70 68397 2.18 00 3'0 17148 

lmldllOOOnaekav-phag3007,1 848·1-850 ·<OAMGLDVPI1EK· 1314.58 131.84 1.03 0.0 '28 9122 
phagrawFsUC1SO_dee22.82 ·,VVMEOOLKKLGVMPPEQPLPVK.- 2490.07 62551 , 57 0' 286 17/84 
jmraWIgg5mltt4SO:mmnacl$Q,1 &2·185 -<MNDlSEIR<· 978.11 420 33 , 57 01 '64 '3128 
jmtag5mtnl9g2{)Ommnact, 404 ·<FSSLNOKVK<· 1051.22 S3~L19 130 0' 337 519 
JMFAGNACL'0_2S2,E3.702 ·<PMDVYCOR· 1012.19 4ro 52 u. 00 322 112 
Jmfag5mlmggbead. 1121 ·<QAV1DLMOGIIPVTEOLVSIFIK· 2468.85 1446 36 2.19 0' 542 114 
vn1gG250raYfPhag3007,1424-142& «VSNEETOSEPMGOTPPR- 1888.01 854 51 , 19 0' 4'2 9/32 
jtl'rtag5l'Tuotgg600mmnaci, 2264 «OlANSLESYGPIOVILPSCGI1VSAPR· 2814.25 17 84 M3 00 79 2/13 
jmr~mltl450mr'nnac:l$d. 2944 -.PSOLN\lSCSVAOPPFLSVEPVHSVLSOK_· 2908.32 132.37 OJ •• 0' 49 4/21 

control 

Inositol pofypho..,na~caph.at ... F; eDNA sequene., clone :)-2'6 [Mua 2230.82 31542011.0 
(aW8Xtr..2'OObG~_MarG4. 457 ·<KlAQVMKDGVNSANR· 156(L81 296.54 ,., 

0.' .2 11/56 
rawextC4OObGad'9I.LMar04,832 ·<PEMKVNFLK<· 1108,36 68'.76 '62 00 411 91'. 
FPbHdS400_0ocUJ,1290 ·<OTI.OCIAEMLQ'TKOIIMGLOIIPIIEK<· 2003.47 38495 L43 00 26. 191100 
F~da25fLD«19, 1376 ·<VSNEETOSEPMGOTPPR<- 188&-01 173,60 1.44 02 223 ,5164 
FPbMdsl000_0ee19,2028 ·JRSSMVOVANITQAGL THOINlAVAKVQK.· 3049,59 00.56 0.90 00 99 5/26 

Fecompl4ox 
S<or& Acc9$Sion Pop,id .. 

P!!!tide S!9uenCll MH+ Cha::ge Seore XC OeltaCN S~ 100. count 

inoaitoI polyphosphate photph ..... Uk. 1 (Mus mUKulus] 4298.98 338595660 10 
pIlagrawFsucchl_d0C23. 2400 -_PEHENRISHVSTSSVKTGIANTLGNK<· 2m.03 3 304m 159 M 189 9150 
phagrawF.uc30(Uiec:20.2958 - ALDEVTVTIPHD'YVFGTQENSVGDR· 28nl1 3 1088<02 U14 0<2 264 19/100 
I)I>aqmwF.uc300~dec20. 3154 • GAVGVSFMFNGTSFGFVNCHLTSGNEKTIRR· 332:Hl 2 396<97 0.95 0<2 65 2115 
;n1d1S5Onaclta...,11ag3OO7.1286 ·.FSEEE'SFPPTYR.· 1602]3 2 316<81 ,<25 0.' 123 113 
;nldllSOoacI~7. 1536 -JLPDGEDFLAVQTSOGVPVRR<- 2296<59 3 404<05 1$0 0<, 216 17180 
I)I>aqmwF"",,,h~_d0c23. 2400 ·<PEHENR,SHVSTSSVKTGIANTLGNK.- 2778<03 3 304<07 1$9 0<0 189 9150 
I)I>aqmwF""<OOO_d0C20.2958 ·<ALDEVTVTIPHDIYVFGTOENSVGDR<, 28nll 3 1088<02 1.94 0.2 2£4 19/100 
I)I>aqmwF.uc300_dec:20.3154 -.GAVGVSFMFNGTSFGFVNCHLTSGNEKTTRR· 3323<11 2 396<97 0.95 0.2 65 2115 

conlml 

_01 poIyp/>o<ophal. phoopho ..... Uke 1 [M ... museul .... ) 444.28 3385956""0 10 
jmbsa35Onocl~7. 922 <1't:RGSROTYAWHK.· 1669]8 2 geH2 0.81 M 111 113 
;nbsa'5Onaclra...,hag3007. 2229 ·<FTLSVOVEGGRL VLLRA.· 1931.27 2 353$4 0<96 0<, '52 114 
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Fccomple. 
Score AcceS$u)o Paptid&S 

P!ende S~uenctt MH+ Charge Score XC Del1aCN S2 Ions C{Juot 
photliphlltidyllnoail~ 4-phosphat. 54dOlM tySM l-beta [Mu. musculu.sJ 3148.63 16227tO.0 14 
jmlgG250rav.phagJO07. 846 - KIPlKPSPTK.- 1109.39 25829 1.23 0.0 200 419 
jmldlactlnrawphag3007,1004-1006 - A TVSEGPSASVMPVKK.- 1588 85 808 92 168 0.1 45<> 19/60 
8jfawphagactm20. 1332 - FYGl YCVOAGGK- 1306 S2 184637 158 03 539 191« 
jmfag5mlOtgg500mmnact, 1672 -.EPTSNDTOYSAOTR.- 158557 23305 .. 44 00 153 1126 

controt 

phoaphatldytinosUol4-phoaphat. 5--1cina" ty~.-beta [Mu. mUGulua) 1012.12 t6227100 
FPbeadsSOO_OocI9. 164 - DlDFLOOIPOGLFLOADMYSAlCKTlQR - 3218.65 ~4 44 078 00 30 5154 
taW&XtC350beadigg2 _Mat04, 596 . AEVEPOVHLGR.- 1222.33 389.02 1.53 01 148 3/10 
rawextr_ 450beadlgg_Mar04. 1226 • SGPSFSRRSGPSGNSCTSQLMASGEHR - 2781.99 658.66 209 0.1 267 11/52 

Fc:comP"X: 
Score Accession PeplidH 

P!!et!da S!9 uenC9 MH+ Cha!:9s Score XC DoI1aCN So Ions Coon. 
phosphatldyllnO$itQl-4-phosphat. SOkln .... type 1 gamma [Mus muacutu.s] 4527.08 6679323.0 10 
jmtagfr$OCh2()minigg1mnaddtt, 318 -.FOlKGSTYKR.- 1215.38 3 1103.68 1.94 0.0 555 419 
jmnl~g5minlmnacl. 1381 -.GEAIETDDTMGGIPAVNGRGER.- 224640 3 1462.06 un 0.2 450 5121 
jm IgG35OnaclmWflhag3007. 1 899-1901 -.ITVQVEPVCGVGVVPK.· 1624.97 2 355.23 1.42 0.0 231 11/30 
jmSminiggra'A40MOf'!ie,2124 -.AlVHDGOTVSVHR.- 140653 2 612.79 1.09 0.2 305 112 4 
phagrawF400_doc2O. S&4 ·.GAIQLGIGYTVGNLSSK.- 1679.91 3 171.82 1.04 0.0 159 11/64 2 
phagrawF200_d0c22.1113 .. KlGHAGVOASGETTYK.· 111968 2 454.56 1.28 0.2 89 115 2 
phagrawF200_d0c22.2037 -.ATQSSGODGRPQEEPHAEDlQK.- 2494.53 2 366.95 0.95 0.2 127 4121 2 

control 

photIphatldyllnoaltol-4-9hooph ••• 5-ki ...... typo 1 gamma 1M .... mUIC"klo' 242.7& 6679323.0 
rawaJdcactinbeadig9-Mar04.763 -.PASDGESDT- 878.82 242.76 0.99 0.1 209 112 

Fccomp'-x 
Soo<9 ACCMSioo Peplki .. 

P~tid& ~uanoo MIi< Cha~f) S""", XC DeiI.eN s~ 100$ Coun. 
phoophatldyllnMftoi-<l-9h_hllla 5-k ...... typo II ...... (Muo m.,",.i ... 4194.56 33563294.0 12 
JMFAGNAClS821E3,978-980 -.lKRDVEFLAOU<.- 1460.75 3 1035.29 2.31 0.0 448 9122 
phagOlwF300_de020. 1169 -.FLTTYOR.- 910.01 2 253.13 1.10 0.1 202 112 
phagl3WFsuc450_d0c20.275<> -.IMOYSlLVGIHDVOR. - 1747.01 2 581.43 1.25 0.1 'JIl7 3fT 

jmIdl15OruJc1rawphag3007.1172 ·.MSSNCTSTTAVAVAPLSASK.- 1921.19 3 308.71 1.20 0.1 151 15116 
jmldllDOOnaclrawphag3007. 1692 - KYHOFIVECHGNTllPOFlGMYfI.- 2796.27 3 1076.87 1.40 0.2 249 2111 
jmIdl15OruJc1rawphag3007.2058 -.FVIKTVSSEDVAEMHNIU<.- 2161.51 3 939.14 1.58 0.2 290 5J24 

control 

phoopha"dyH_~hal' $-kino .. , typ" R ...... (Mu. mu_l ... 828.81 33563294 0 
FPboods300_DocI9. 1428 -.FVIKTVSSEDVAEMHNItK.- 2161.51 3 828.81 1.11 0.1 407 19172 

Fe comple. 
Sco<o - Peptld .. 

P!2!id9 S!9uenc9 MH. CharSe Score XC Della eN Se Ions COOn! 
phoophalidylinosi.oI .... 'na ... catalytic. boI_ poly_'''; EST AM378 seou ... 29648332"0 21 
~lun20dpI1MNaCI, 518 -.VENEDEPVRLAPER.- 1653.78 3 386.46 151 0.0 2.06 9126 
pl'ltagtf9nch2Omll'11gg1mnacldtt.726 -.VWLPrAGFDHHVVR.- 1634.81 2 186.35 101 0.0 184 9128 
jmlgg450rawphag3007.986 -VPHTOAVVLNSKDK.- 1536.76 3 1359.50 1.91 0.1 569 Sl13 
jm5mmrggr~ic:, 1116 -.STRSVENlPECGITHEOA - 205724 3 236.97 1.17 00 186 13168 
jmfag5mirlfggl000mmnact, 1280 ·.SKSDATASISLSSNlKR· 176595 2 76743 1.58 0.1 290 13/32 
jrntagSmi"igg200mmnacl, t296 ·.SKSDATASISLSSNlKR.- l785.95 2 361.79- 1.52 0.0 254 318 
JMFAGNACL5621 E3. 1496 -.NFVOSCAGYCLVCYLLOVK.- 2152.59 3 381.86 1.32 0.1 263 114 
jfNlIWmljnjgg200mm~ngdnat, 3076 -.VWLPTAGFDHHWAVPHTOAVVLNSKDK.· 3152.60 2 3HH4 1.03 Q.2 51 7154 
jmlagSmff1ogg300m",,,,,,,1, __ -.FHMSMTEEQLOlLVEOMVOGSMRSITTK.· 3271.80 2 82.55 0.82 0.1 43 119 
jmldl300naclr8.~hag3007, 1134 -.EEEDEMGAGVASGTAKGARR.- 2022.15 3 528.60 1.22 0.1 357 17176 

PhagrawFI50_d0c22.1908 -.LISELSLLNHKLPAR.- 1705.04 2 1153.60 1.34 0.3 1.06 2J7 

CoMrl:M1 

pl""'phatldytlnooltol .\.kl ...... """ytlc ...... poIypopll .. ; EST AA4378 792.60 29648332.0 21 
,nfawsminbsatreezthlWlt,1130·1132 -.EPVFIAAGDIR.- 11$8.36 5684<1 1.37 0.0 413 11120 

""'" SOnactrawphag3007. 1345 -.LAPEAEFIK.- 1103.30 224.14 0.83 0.1 233 112 

FcoampM. _ ......... 
p .. -

~.S!:!!ence MH. Cha!9- ...". xc O,..CN §e ''''' Coon. _ddy ______ 2(p1Sb 

27a ... &$79321.0. 5 
JMMA.GNEGBl603, 1'18 -.J'U.OHLGI\- 984 is 22".88 12. M ltl 317 
JMFAGNACll0_2821E3. 830 ~ TWYVGKlN~TOAEEMlSGt<.· 221~t51 317.7t I." 0.0 204 S/204 
imta91mn~. 2092 ·.LVEAIEOAElOSECv$t(.- '928.11 531.25 1.57 Q.' 2,. 11132 
__ 3OQ7.2:184 ·,eO$VEAVGAQlI(· 1248 35 302,.7 ". 0.' ' .. 9/22 

Jmfag5mmkench1~ttdpt. 10'2' ·.TQAEEMlSGKAOGTFUFL. 2053 33 69358 118 M 387 ,,< 
jrnf'a9-20~1mnedd~. 1012 " TQAEEMLSGKfIDGTFUR· 2053.33 693,58 1.78 0.0 387 11. 

-~!kfyltno.ltof 3-IdN", .... Ior;' NIunIt. pol,,.,.. 2 (paS til 11&2 .• 6619321.0 

F~.'50_Oecl 9, '275 ·.GOFPGTYVEFlGPVALAA.- lV10.UI _0. t.11 0.' 151 11134 
~_7~199_Ma/()4, ~13& -.EVAQPVGLVlEPPTLPLHQAl 'flRFllQHLM.- 3481.'. 23J)1 0.75 00 20 5162 
1'aWtlItr_35ObeadvnLM8t04.2m ·.VAAAAPSPOTA\IWA.l.A$AFGPlLl.R.· 2_.Q1 537.11 1.63 0.0 31. 7132 
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Fe complex 
Sc<l!. AccesSIon Peptrdos 

~eSegu&t\ce MH+ CtjargEJ Score XC Delta eN Se Ions COUr'lt 

pho.phatidylinotitol..J.phQ8phat_ •• noelated prol.in; phosphatidytino 3415,38 2'73704700 16 
rmfag5mI0I99500mmnacl, 1004 -lSSLFPFAllOR - 1392.67 3 48570 128 01 328 15144 

jmfag5mu'lJg:gbead_0305282001OS, t 711 - GFFREETOHlIKNllGK - 2018.31 3 42L63 1.34 01 241 15164 
jmfagSmlt"fgg200mmnacl,2560 -ISKlINSSDOlODSSREFYDSWHSK 2959 13 2 112.42 0.88 00 107 5124 
N)wsucrlp_Chlfphag199_Mar04" 1398 -ISKlINSSDOlOOSSR· 177890 2 83194 152 02 183 3110 
'phagrawfsu¢400~dec20, 1612 - OlSlPl TOSKSSPK . 151475 2 29037 1.08 00 260 9/26 

rawsua1p~¢hIfpha9Igg_Mar04, 1632 • EWVMGGHSFlDRCNHlHOSDK • 249776 3 , 273.32 184 02 151 7140 

control 

photphatidyllno.i1oj-.3-phospnate ..... oeiated prot.in: phosptlatidylino .94.59 273704700 
rawextc 1000_beadtg9_Mar04. 933 · NKIIGVNDVPlHCVDQIYGVFDEKK.· 2845.21 49024 1.55 00 316 11/48 
rawextr _SOObeadtg9.-Mar04. 1040 • QlSlPl TOSKSSPK . 151475 204.35 127 00 152 4113 

Fe compl •• 

Soor. Acce$$100 PepMes 
P~tide ~Ui)nc9 MH+ Charge 50",. XC OQltaCN S~ Ions Count 

phcsphatldyUnoaitol (4,5) blsphoaphal. S;:»1o*phata ... A; prollo ..... leh 5521,29 27369946.0 11 
jmfaglmnacl2,5mtmgg, 292 · APSGGPSPSGAESHR.· 147954 70197 1.56 00 '4lJ 19156 
JMMAGTubelB16E3,1400 • VKAPSGGPSPSGR.· 119733 1 247.85 0.92 01 188 113 
rswsuc$_SOOphaglgg_Mar04. 672 • SPGLAAFPSLALHPSSR.- 1794.05 3 lOBO 63 160 01 465 11/64 
phtgrawfchll'bEJa<Ldec23. 1093 · MOGVllLLFAK.· 123359 2 23685 129 01 146 215 
phagfawFSUC400_CIEJC20, .2'33$ • SPSRSPSRSPNR • 1328.42 2 32691 1.28 0.0 255 9/22 
phagrawF200_dec22,236S-2:367 ·.FPSLAlHPSSRERR.~ 165387 2 35697 1.21 01 216 9126 
phagrawFt50_dec22.25g2 ·ILWKVKAPSGGPSPSGR 173803 2 80.67 M' 00 95 II. 
jmlgga.::tinrawphag3007,64-66 - NSG PASSEPRl TLAPVGPR • 190112 2 43663 1.83 0.0 226 1/18 
ajrawphaglMNaC120,944 ".VGFAHCK.· 84702 2 60293 129 0.1 400 213 
jmlaglrench5mln!Q9 Imnacldtt. 1101 • SGSARP\3TRTGLGPLPGTHOVLCAEIPSK,· 2843.19 3 375.44 L51 0.1 170 17/112 
ajrawphag1MNaCt20, '276 ·.LSPSFAAR· 934.08 2 48999 1.24 02 120 417 
JmrawSminigg6OOrnmt'lael$d, 16i)4 • LMFGHMlCFlNCHLPAHMDK.· 237087 3 32547 1.44 01 165 17/80 
jmrawSmlmgg6OOmmnaclsd, 3562 •. PClIPSSQTVPPPLRKPPA.- 1925.27 2 250.76 0.94 0.1 155 5117 co_ 
phosphaUd'lilnosilol (4,5) biaphOliph.ate s.phosphata ... A: proIl"..,leh 315,50 27369946 0 
law9J.tt_chlfbeed!gG_Mar04,376 ·.lEVAOEWARPEOAVVR· 1869.07 13690 110 01 79 3110 
jmbsa300n""'_ag3007. 2046 • SPNRSPCLPPA?EVALPK.· 1874.20 23860 126 01 93 7134 

FcCompiell 

Score Acc:esston Peplid .. 
P~tide S!guence MH+ Ch""", Scono XC Delta eN s~ Ions Couru 

phosphoti<lyllnooltoI4-k ...... Iypo-ll boto; IIbly _olog of mou .. ph 4.92,9. 8922669.0 IS 
,-ntag1mnaclSmm.gg, 1270 -.i1<:WWl VSETFNYNA1ORAK- 235568 3 41931 1;14 0.0 291 4119 
ajnIwphagacl1n20. 1802 ·.I1GVFKPKSEEPYGOLNPK.· 2145.49 3 339]6 171 0.0 194 7136 
jmlagSmioigg6OOmmnaci.2116 -.OFOSOFERlVllOYIIR· 2169.51 3 399]0 1.06 0.0 352 9132 
jmbs035OnodnlWphag3001.1045 ·.KIIGVFK.· 805.04 1 485.20 0.96 0.1 320 7112 
jmbso15Onod~1. 1247 ·.KIIGVFK." 805.04 1 384.34 US 0.1 238 112 
phagrawF250.dec22.1411 ·JGlPPKIGSFOLFVEGYK· 199437 2 208.09 1.86 0.1 73 4/17 
phagrawF350.d0020,1554·'556 ·.IGlPPKIGSFQlFVEGYK.· 1994.37 2 7569 1.29 0.0 '5 1/34 
mwsucrf!>.45Ophagigg._.1708 ·.lGLPPKIGSFOLFVEGYK.- 199437 2 469.70 142 0.2 85 9134 
phagrawFsucl50.<:Iec22.1956 • IGlPPKIGSFOlFVEGYKEAEYWLR· 294V«l 2 406.86 1.02 0.2 105 3118 
phagrawF800 .Dec23, 2399 ·.IGLPPKIGSFOlFVEGYK.· 199'.37 2 _.50 1.49 0.2 66 7134 
phagrawF800 .Dec23, 2_ - IGLPPKIGSFOLFVEGYK.· 199'.37 2 40.'9 0.98 00 35 3117 
rawsucrfp.700phagi9!L_, 2953 ·.IVHlSNSFTOTVNCflK .• 1843.12 2 757.61 0.99 0.3 '03 7130 

-phosphoti<lylino .. tot ... k ...... Iypo-II_; likely _<>log 0' m ..... pi! 19'1.23 8922869.0 
mwextr_l000_beed19iLMar04.1831 ·.A TFESOMSVMF!GOllNL TQAlR· 2495.91 500.94 1.50 0.1 303 17184 
F_50.Decl0,2204 ·.IGlPPKIGSFOLFVEGYK.· 1994.31 298.29 149 0.1 80 4111 
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Fc(:ompt..-

$cOle Accession Paplld8S 
p~r!de Se9u&~& MH+ CharSf) SCOt9 XC Delta eN S2 Ion. Count 

1..phosphatidyllnoslto~h.t. S-klnaw; phospturtldylh'tQsJtol ...... pt\o 1Q714,65 6755D62.0 52 
pnag5mlnca"l500mml"lac4, 624 • RQAPU(· 71286 317.36 080 0.2 150 1/2 
JIflrawrrt'llf'ugg200mmoaclsynngdnas, 816 - TOTFSKTR- 956.04 112.41 129 0.0 133 3fT 
JMFAGNACLSB21 E3. 860 - KLEMWKSTGILGGOGK- 1746.11 1382.34 193 0.1 609 2111)4 
Jmlag1 mnaclSmmtgg, 882 - ILLll(CS1EYl YR· 162802 549.B6 1.3<1 00 390 17/48 
jm5m1niggr8WfO'MOnlC, t042 - fQTFSKTR.- 956 04 666,02 142 0.2 171 3fT 
IIp'aV4lhag1MNacl20,1170 • TDTFSKTR.- 95604 2 40106 1 11 0.1 326 417 
jfnrawtgg6minbeadsft&&l&thaw. 12$6 - OLNEElHRR . 1195.31 2 6SB sa 1.30 01 296 ./2 
jmI9g450rawphag3001, 1332 ~ SSPTI.OSANQlPRSPASPSHLTHFK· 2663 66 3 21803 164 00 125 17196 
)mraWl'mlnlgg200mmnaclsyringdnas, 1398 - KASQMlSFFRGTAGK.- 1556 83 2 8967 0.90 0.1 39 217 
jrnlggactinrawphag3007, 2466 · llEVCVPLPKIFIKR.· 1789,27 2 52941 136 0.2 164 9128 
jmf89hench20rmmgg1 mnaddtt, 3036 -lCOOIFCSRCCNOEIPGKFMGYTGOLA._ 3041 57 2 37,59 076 0.0 33 Si52 
jmrawrggSmin 150mmnact 3044 ELVNWURNGHIATA.- 1793.07 2 326.82 087 0.2 54 3/14 
jffildlacUnrawphag3007, Z234 ".THPNCIVGKELVNWURNGHIATA._ 274319 3 71.S' 0.98 00 73 4/23 
phagrawF600_dec20,694 -.LROGEESK.· 94703 2 8623 0.89 00 9. Si14 
tawsucrfp_700phagigQ_MarQ4,1185·1187 · ONPLYIRSHSK.· 1330 4$ 2 100397 166 02 369 9/20 
phagrawF4SO_d&e20,1466- - KOlLAfllSGLOOMNGSVQAK.- 2144,49 3 74217 144 02 171 15176 
rAwsucl'f!)_300phagI9g.JAaI'04, 1895 - MEOIFAOKEMEEGEFKNWTEK.- 2620.90 3 475.27 1.73 0.1 220 115 
rawsucrfJ>_35Opt1aglgg_Ma!04,2796 -.ICHHTSGMEFQOHA.- 1698 8-7 156 47 LQ5 0.1 120 9/26 
ajrswmediapbsro:::9ils, sao FYMQIFOLPNEQTK.- 1766 06 873.94 143 0.1 50S 9/28 
Jm~minlmnacl, 1048·' 050 - TOTFSKTR.- 956,04 511 15 162 0.1 150 3fT 
jmraiM:>ssSm!ntmnacl. 1662 - DNPL YIRSHSK.· 133046 1362,70 158 02 27. 9120 

control 

li>h ..... ,dy"n.oItol-4-j>ho.""" .. 5 .. , ..... ' p .... l'halldyUn<>oI.oI+ph. 4057.82 6755062.0 '0 
fftWltxtCactlnbHdigg_Mat04,409 ·KIPGOKK.- 72792 2 41725 131 0.1 145 Si6 
FPbeads$OO_Oee19. 506 ·ODTSNELVVQIIDYIR.- 1823.00 2 69.92 073 0.0 81 115 
rawextr _ 35ObeadIQ92 _ MarC4, 554 ·,INAMDTSPR· 1005.13 2 14198 086 0.0 150 7116 
rawextc60MeOHbeadlgg_Mar04,888 ·.AKAEPACQGHDPR.- 13a4.55 2 72919 1.58 01 415 13/2_ 
rawextc60MeOHbeadlg<;LMarQ4,1398·14oo -.EPFllTEK- 97114 2 9835 0.90 0.1 55 1/2 
r8~ldr _, OOObead_Mar04, 1648 -.DNPl VIRSHSK • 1330.48 2 17569 086 0.1 176 V5 
FPQeads450_Dac19. f9~ -.KOSLCEVLQAWNSR.- 1$62,90 2 11592 L14 0.1 57 4/13 
raM~r_2SObea(LM¥04, 2054 -.lVSVQEOAOKSPARNA - 1727JH 2 S32 45 1.12 0.0 .7S 7115 
rawQlCf:t_800beadtg9LMat04,213O -.MLAOYRARGGEFSQNIWNPA/HSK.- 2825.16 3 189,07 1.11 00 162 17192 
rawext,-200beachggJ~ • .,ar04, 2573 - KFOSVVVNGFVCTK.- t54381 2 249.48 0.91 01 178 9126 
FPb&adsJOO_Dee19,2834 -.KLEMVVKSTQILGGOOK.· 1746,11 1 321.20 1.31 00 24' 13/32 
jmrawSmll"lbMbe$ds.. 204 -.EMEEGEFK.- 99906 3 290".49 1.25 0.1 179 Sil' 
jmraWSmlflbsalreezthaw.962 -.TOTFSKTR.- 95604 2 299.21 120 01 221 ,/2 
jmrawSminbsabeads.976 -.TOTFSKTR.- 956.04 2 '27.35 1.14 0.1 295 411 

Fc-eompl." 
Sc0f8 ACC<lSSion Pep1ides 

Peetide S29uenc:e MH+ Cham$ 5cof& XC DeII.CN S~ Ions Count 
phoaphelklyll"".itol3-k1n .... catalytle. be •• poIypoptld<t (Mus m_ul 3902.88 29789235.0 7 
ajl!lWphogjun20adInDPI. 1048 -.FlLERALDNR.- '247.43 2 424.97 0.94 0.1 370 'IZ 
jmfagSml1lrenchlmnacldndpi. t 120 -.RIOOFlFWHlR.- 1473.15 2 558.11 1.09 0.2 273 9120 
jrnfag_20_minfrenchlmnacldtldpi. "20 -.RIGQFlFWHLR.- 1473.75 2 559.11 109 0.2 273 9120 
jrnrawlgg5mlnbeadsyringdl1as8, 1233 -.LCFAVYAVLDKVKTK.- 1699.09 3 351.12 1.12 0.0 301 15156 
phog'awF450_dec20, 753 -.QOCAENFPQSlPK.- 1562.73 3 228.75 1.11 0.1 13, 3/1& 
phagrawF350_dec20, 1428 -. TLNSllKlNAVK.- 1314.60 1 102.47 0.82 0.1 78 4111 

control 

phospI!otklylinosltol3 .. lna ... catalytic. bet. polypeplld<t [Mus mu,",ul 16711.37 29789235 0 4 
FPbeadsS()(LdecI9.3930 -.LPPREALElLOFNVPOOYVR.- 2449,75 3 737.31 1.21 0.2 208 15176 
jrnrawSmiobsa""Z1haw. 1122 -.LNAVKlSR.- 901.09 2 576,82 1.19 0.2 225 112 
jrn_mWlb"" .... zthaw. 1160 -.QPCYVPPFOK.· 1258.43 3 385.24 1.26 G.O 285 7118 

Fe compfu: 
Be_ Aco_ Peptidea 

P!£tide SegLlsnce MH+ Chs!lie $c ... xc Dana eN Se ION e""", 
Mnil.r to PhcMphatidylinoai~ .. 3-kiruI. C2 domain-eontain 3613.78 38073314.0 27 
jmjgQ400ra~hag3007, 674 -.RORAPFVFTSOMA'IVINGGOK,- 2360.64 3 523.87 2.12 00 242 1911lO 
Jfl\lgG4OO<av.phag3001,87& - RORAPFVFTSOMA'lVINQGOK.- 2360.64 3 36U5 1.12 0.0 206 11180 
jmlgG400.a..phag3007,990 -.CFSTGRGK.- 855.99 2 114<~7 0,89 00 12& 112 
JMFAGNACLIO_1821E3.1504 • ETLLCA Tl V AlPYPPPGG55EANK.- 2"429.77 3 311 90 1 S4 00 18& 1719:1 
~agj\ln2{)dpil MNaCl, 1752 -.TGWFGlGSR.- 981.09 2 11913 088 0.0 133 318 
~tin20. 2726 -.lAOOVREA TPSAA., 1427.59 3 500 43 12' 0.1 434 17148 
8jfaYlmediapbanooeUs, 754- - OFFALNGSCRLPLSPSLLVI(.- .2191.63 3 38933 154 0.1 106 15176 
vnbaa250naelrawphag3007.173S--1737 -,PYGKVQGEVKLSISYK.- 1661.97 2 201()S 1.28 0.0 161 4115 
pnldllSOnaelTa¥IPhag3007,1592 -.DEKASGPSPAPK.- 11$A,26 2 68012 1.36 0.1 420 13/22 
jmkSI1SOnaclrawphag3001, 1870 -.LAOOVAEATPSAR.- "21.59 .2 150 81 0.85 0.0 153 1/3 
jmkHaetinrawphag3007.3596 -.LNFFIHNl..AOMKFTGSOORLTlSFAPR.- 3141.60 2 159.30 1.03 0.1 75 2/13 

._01 
timi'-, to Phoaphet.dylino.4to( ... ~,. 34cinut C2 domein<ontain 1581_74 38073314 0 12 
FPbMdt150_0ec19,941 -.LRlLFPSSFLPSFPSR.- 1865.21 2 42.73 095 0.0 45 2/15 
r&we:dr_'000_bNOi99-Mar04,1252 ·.AWSTALRlGSlGOOYSOGTWAA.- 235358 3 1083.55 154 02 123 1/' 
rilwott_45ObeadiaMat04.1718 - LFlMVMHIRGLOPLQOONOPOP'/VK.- 2898.40 3 455.46 1.80 0.0 230 11148 
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Fccomplt .. : 
Sew. AccessIOn Pep!ides 

P~i~& S!3UaftOO MH+ ChB'S.e Soo", XC Ooo:aCN So Ions Count 
Pll0dellll [Mus musculus} 6849.02 22155919 (} 12 

1028 • MRHEIIOEHFPEAlAR· 1851.08 3 351,117 1,61 0.0 215 17156 
1144 ·.GLHEFOSLRDf'EIINOFRTK . 2276.45 2 2158.3S 1.84 03 119 11136 

-.ALNOFIIKVSSOKTTK· 166UO 2 492.3l! 117 0.2 190 V7 
1278 •. FEGSEESFTFQIISTKDMPLALMACALRK .• 3138.63 ;1 34059 1.48 0.1 171 17/108 
1293 • GLHEFDSLROPEVNDFRTK.· 2276.45 2 475.64 126 0.2 63 7138 

1295 -.LCFAlYAVIIEK.· 1256.54 2 210.99 i .06- 0.1 161 9120 
1612 • SNMAATAAFNKOALlNWlKSK· 2295.65 3 811.62 14(} 0.1 487 11< " ·.TKIINWUIHNVSKONR- 178299 1 118.59 0.83 0.1 88 3/14 3 

-.PPPIPAKKPSSVSlWSlEQPFSIELlEGR· 3204.71 2 403.28 1.00 02 '21 5128 :; 
Im", .. ggSminI50mmnacl. 1 SO ·.DALlNWlK.- 973.15 2 829.28 150 0.0 551 Sl7 5 
alrawphaglMNaCl20.41O • GELLNPAGTVR· 1127.28 3 387.41 1.47 Q.O 243 318 3 
Im1aglten<:h2Ormmgglmnacldtt.2352 '. mUEVIILHSDTIANIQLNK.· 2171150 3 361.41 1.21 0.0 200 17175 
jm1agtomecon7 .5min.1596.1 596.3 ·.LEFDISIICDLF'RMAR· 1766"0& 0 26719 1.35 0.0 196 114 
jmbea<lOSOOrawphag3007,1203 • GLHEFDSLRDPEVNDFRTK.· 227645 2 143.64 138 0.0 a£ 114 
jmb_s3SOrawphag30012nd,l600 ·.LINSOISLUGK.· 1299.59 2 182,37 I) 83 0.0 215 5111 
jmb_.l SOrawph.g3007. 1774 -.KVNADERMK.· 1091.27 2 231.81 US 0.1 160 7/16 
AJRAWAciinCootr.jun,,13,2760 ·.PLWIMYSSEEAGSAGNVGIIFKNGDDlR· 3041.36 2 240.34 L07 (l.1 83 116 
RawPhg2007Elso1U,joodigest.516 -.ORlEFD,SVCOLPR.· 1691.93 :I US 0.0 415 19152 
fl"ldI:lSOnac1rawpllag30Gl. 1 SSS·IS611 ·.GLHEFOSLRDPEVNOFRTK.· 2276.45 2 1.62 Q./) 182 5118 

control 

pbosphalnolli!id<t 3 kl ..... Pl10d,,'1lI [M ... ",uscmuoj 1213_99 2275911111.Q 4 
jmb..,ISOnaoI",,,,,t"'g3007. 1759 ,XPSSVSLWSlEOPFSIELlEGRK.- 2832.01 :I 14454 1.04 G.l 113 15166 
ra"",.,_25Obeadi99_M .. -o4. 846 • KVNADERMK.- 1091.27 2 9928 0.&8 0.0 99 318 
rawexl'_=-_MaI<l4. 8Se - FLLGRALANR.· 1131.:111 2 4611.20 1.27 O.G 355 11116 
,a..,xI,_60MaOHb'''',CMal<l4. 976 ·.FRG'fCERAYT1LR· 184891 :I 500 97 1.47 0.0 342 5116 

Fc-canpWx 

pho~tidcJ,.3..kiM_.Gl:tatytk:.:. pmmI: polypeptJde; ptlK.~>; p 
ph:.tgrawrJ5(U.l4IC:OO, V20 286440 3';~T'I 142 00 240 31'. 
r:.tw$UCJ1p_aoOphag!\19_M~4. 932 176481 1 Q9 00 ,&9 913. 
phag,awFJ50_d«20,~392·i194 31-3653 2M 02 '56 11/46 
JMMAGTUbe'l816£3.406 16451$ , 91 01 ea. 5/14 
tmfag5m~, 4OS\) 347597 069 00 ,. 1/15 
jmlgG2S0ra\ft1).'lag:SOO1. 1 ~ ~101.00 0.89 0.0 'SQ '13 
jmlgG350"~~3t-.o1.~661·;009 21.80 S3 1.91 0' 297 ". 
jmravtigg,5rninbNGPrMzelM'l'r, 2iM4 22"30-6.2 595.51 , .. 0.0 398 5/19 
jmlgG40Ofawphag3007,2308 26"92 694.38 '11 0.2 91 '16 
jm~5rrun40Ommnar::l$d. 2317 240._69 _43 1.43 02 27. 7136 
Jmt&g5m~2S0mmnad. B46 1059.20- 36449 1,11 0.0 3'6 1S132 
J"'ibo&d~S!lrbph.agJOO7:o-.(t 1m 182UO 285.11 1,07 0.1 233 11128 
jmf~~n&OOmmnacl. 25~5 1950. to- 29606 0&, 02 18 7t:>8 
io.JAAWSoi<JtvCotm..JUne13, ~73'0 303~48- 82.3' 1.00 0.0 82 4125 

~I'lti-ol 

pt,Qt;mOffl(lf.it,*,").4(loe._, c_Wy&, 9'lmma potypeptln; PQK<9Ilmma>; P 11 ~.il 9931984.0 19 
FP'beadslOtU}oo1!J, ,,54 182383 262.54 1.001 0.1 32 4i13 
FPbddaSOO_tlac19, ~2 2382.18 216.18 1.'B- 0.1 '57 .IS 
FP1:: .. ;Ids40G_DK11i,20-88 2306.14 40521 135 0.0 219 913' 
fawextf.,.flOObeadJti'1artl-4.2SOe 1932 32 243.G1 1.0<) 0.1 11,$ 7/34 
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Fccompt.x 

.imill" to PI 3-kh'8 •• 1"IN:no.f Ionglsofotm [Mua mu.cuh.l$J 
phagrawf 150_dec22, 623 • LESVPPPPPSPSAAAAOAPGAR." 
"""""rfp.achnpha91g9-Mar<)4.71;e·17Q ·LESVPPPPPSPSAA .... GAPGAl' •• 250 0.' a8. 
rawsoc$ _500phagI99.,Marti4,71fJ..172.. ·lESVPPPPPSPSAAAAGAPGAR· .9. 0.' 304 
rswsocrfp_300phag!9g_ Mart14,771~'17l ~.LESVPPPPPSPSAAAAGAPGAR- 2.lS 0.' 205 
,a_rfp.350p/>aglg9.MartJ4.888-890 " LESVP""PPSl>SAAA~GAPGAR· '88 O. 34" II. 
rswsucrfp_ 4SOpha9Ig\LMa!~)'4,918-920 • LESVPPPPPSPSAAAAGAPG!lA • 03 328 1\142 
,awsucrfp_ 40OpMOIO'l-MartJ4.928·S30 • LESVPPPPPSPSAAAAGAPGAR.· (1.1 2711 11' 
raMUCrlp_100p:haglgg:~"Ma!O •. 92a.930 • LESVPPPPPSPSAAAAGAPGAR.· LTG 0.0 2:lO 512. 
ralMStlCrlp_1000phaglgg .. Mar04, Hl1o.10 12 ·.LESVPPPPPSPSAAAAGAPGAA.· 1M O.l 454 23184 
jmm'bas5mjntmn®I,12:sg..1288 ·.LESVPPPPI'SPSAAAAGAPGAR. 1.$1 0'_2 201 ,10 
JMMAGNEGB18D3 614-$ '8 ".LESVPPPPPSPSAAAAGAPGAR. " 2.1t 01 321' 231!14 
jmfaglmn&CIO(Y'no199, 1972' •. KEMLVOOOTHLVLlREEAGAPOAK.· , 83 00 m 191Ji:;l 
jmlag5ml1'llgg:t5OmmnOOl267$ ·.RLSL WAAPPGPPlSGGLSPDSKPGGAPS6SR. 300.35 10633 082 01 55 2/1$ 
jmtDWIt,XlSmtn4OOmmnaelS4.499-501 ·lESVPPPPPSPSAAAAGAPGAR.· 199323 \332.51 2CO 02 3&9 11142 
j(l'fta~gg5mmb<tad9ynog:Jj"JlM.561-56-9 ·.lESVPPPPPSPSAAMGAPGAR.· '99823 ._22 220 <), 332 
jmlag1ren¢h20mH"!lgg.~mt'~t 622 ·.SGKSSliHA.. 98512 250.20 112 G~ .sa 
Imraw:ggSrmn45(lmmMCtMJi46-&i-8 ·.LKSFGSLRNlYK.· 142669 145 V., ,a9 
ift1f3'M9gsmt04SOmmnoclsd 610·672 ·.LESVPPPPPSPSAAAAGAPGAR.· '99823 211 02 4ll<l 
~ra'l¥gg5rrun1rrmael.fJ71-673 ·.LESVPPPPPSPSMAAGAPGAR· 199B 23 3 524.12 , 69 00 2.5 
Jtnta..w5m';:'uggJOOOmmsO, e:~ ·.LESVPPPPPSPSAA .... GAPGAR.· 199823 a 1614.20 2.07 0.2 «1 
iM"'Jmmlnigg!OOOmmtd,540 ·.LESVPPPPPSPSAAMGAPGAA • 1998,23 3 .331.37 1.7' 02 .,3 
jmlgO i :$()rawphag3007, 10 12-1014 ·lESVPPPPPSPSAAAAGAPGAR.· 199822 3 2234.38 2,14 02 «8 
jmraw5mml9g500mmnaclsd, lOla.. ,00:0 ·lESVf>PPf>PSPSAAAAGAPGAA .• 199823 3 1104.14 US 02 248 
;mraWl9g$mm1mnacl. 1039 ·.LHGOL6SlRGEGR· 14,O.5#j 2 193.46 091 0.0 .97 .13 
jmlgG400,""Phag3007,1072·107. ·.LESVPPPP?SPSAAAAGAPGAR.· ~998 23 3 87429 207 01 295 ,,-
jm!gG350naclra"4>hag3007, 1 085-1 087 ·.LESVPPPPPSPSAAAAGAPGAR· 199823 3 85<l29 1.75 01 318 5121 
jIlllgS.50ra"l'hIl93007. 11 00-1102 ·.lESVPPPPPSPSAAMClAPGAR· .99823 3 31810 Ui1 Q.O 211 191$4 
jmraw,srnJrHgg250mmnaclsyrlngdnase,119(l..11g2: • LESVPPPPPSPSMMGAPGAR.· lS!182'3 3 1591.02 226 O~ 332 11'42 
imraw5mlnJg:g600mmnaclsd,1196-1198 ·.LESVPPPPPSPSMMGAPGAR· '99a 2'3- 3 78000 1.99 0.1 345 231M 
jmIgG500ray,phag3001.1211.12.3 • LESVf>PPf>PSPSAAMGA"GAR· .99&23 3 49'60 1.82 0.0 251 11. 
jmIgG400ra"Phag3007.1398 • VSOPELOAGiOASLDSVAAA • 2113.32 3 49505 1.48 01 131 114 
im~20:_mmtrench1moactdttdPI. 2'84 • GSPGPM$!1GAGALOR.R.· ,598.52 3 542.77 1.19 0.1 39<! .13 
jmlogSminlroooh. mnacldttdpi, 21 $4 • GSPGPMSAGAGAlQAll.· ,59U:2 3 54277 119 0.' 39<! 1I~ 
tmraw5m,"I9g250mm~lSynngdnas6. 2306 ·.GSPGPMSRGAGALORR.· 3 4OT.60 111 0.' 327 3110 
imtag1 moaclOmtnigg, 1 g12 • KEMlVDGOTHLVLlREEAGAPDAK.· 3 37575 1113 0.0 19192 
jIlllag5mu>iggI5OmmnacL 2$1$ ,RLSLWMPPGPPLSGaLSPOSKPGGAPS6SR· 2 '00.33 062 0.' 2/tS-
jmtaglim«Xln-2.5rrun.l412.1412,2 ·.TVTTSGAKAGGGK· 0 421.43 127 0.0 131:24-
jmb6eds1000naclt~hag3001,~·1$6' ·.lESVPPPPPSPSAAMGAPGAR.· 3 287,72 , 54 00 .7_ 
)mb"'>400r.""hag3007,573-1fl'5 ·.LESVPPF'PPSPSAAMGAPGAR .• 199823 3 378665 257 03 4QO ". 
jmbeads450nacfr~tlag3001.641..&43 ·lESVPPPPPSPSAAAAGAPGAR· 199H3 95110 205 O. 300 II. 
jmbeadsactlnrawphitg3007,599~701 ·.LESVPf>PPPSPSAAAAGAPGAR.· .99823 lM9_25 2,19 02 495 9/28 
jmbeads500r~hilo:)o07. 79&-800 ·.LESVPPI'PPSPSMAAGAPGAR.· 1998.23 -952_6S V9 O. 355 217 
)mtag5mmcont3SO, 9:)0 ·.SlOLOOWPR· t117 19 703_93 176 00 375 9/16 
Imbeads350r."Phog30072n<l, "60-"62 • LESVPPPPPSPSAAAAGAPGAR.· '998.23 651.25 '.02 0.' 276 23184 
jmfag5mlocooI400_030531151634,1944 ·.LESVPPPPPSPSAAAAGAPGAAGSEPROPGSPR· 3134,4"" _92.33 , '8 02 79 5132 
rav.phag200'tch1bfiftd2.508·S1Q ·.LESVPPPP?SPSAAMGAPGAR· T99823 1040.$-t 2.38 0.' 304 11. 
rawphag2001chlbead 1,112&-1130 ·.LESVPPPPPSPSAAMGAPGAR., T99823 100&.'2 2 '3 01 362 11. 
ray,phag2001ChH!f.OI2.123(}'1232 ·.lESVPPPPPSPSAAAAGAPGAR.· 199823 7828-5 185 0.1 385 11/42 

R_hg2007M.E,hm.,h3dig .. 1.132.·1328 ·.LESVPPPPPSPSAAAAGAPGAi1.- 1919823 3 70024- 2.09 0.' 276 ". 
imJdl1 S(]naclrawphag3007. , 0 18 ·.HLLKPDR.· 879.n. 2 173.15 1.00 00 157 1/2 
lmldl250f\aclfa:\'IIl)Mg3007, 1012~ 1014 ·.LESVPPPPPSPSAAAAGAPGAR.· 199M3 3 1SOO S3 0.3 381 512. 
ynhiiSOOnaolrawphag3001, 11 55- t 151 ·.LESVPPPPPSPSAAAAGAPGAR.· 199323 3 391$2 01' 253 31 •• 

jmldI '$Onael""Phao3007, 1292'-1294 ·.LESVPPPPPSPSAAMGAPGAR.· 1998.23 3 '41539 02 493 231$4 

...-
Ilmilat ~ P4 UlnaR _Aha"", long iaotorm [Mut MU$Cull.l61 '432U43800Q9!l30 
jmb .. 350"""lIov.phIl93O(17.SSS-S70 ·.LESVPPPPPSPSAAAAGAPGAA.· .!l!l8.23 637.62 2.00 0.1 339 114 
jmbsa5OOn"".ov.ph"'l3O(l7.6~ • LESVPPPPPSPSAAAAGAPGAA .• 1998.23 63965 227 01 263 
jmbsa3OOrll!lC~3OV1, 78:3-7&5 • LESVPPPPP$PSAAAAGAPGAA.· 1998.23 «7840 2.98 03 626 
.mbsil.50n""Iool"Pheg3001,1a8-700 ·.LESVPPPPPSPSAAAAGAPOAA.· 1998.23 1114,H) 2.39 02 4$4 

Imbft400naclrawphag3007 _03Va02153340]93:~1g.5 ·leSI/f>Ppf>PSPSMAAGAPGAR • 1998.23 (140.83 204 0.1 274 11/42 

imbsa600naclra"'Phag3007,1"Q82·1084 ,.LESYf>PPPPSPSAAAAGAPGAA· 1998.23 1210.48 2.04 0.1 428 '¥l 
jrof1l~Sm1f1I~.1092-1094 ·.lESVf>PPPPSPSAAAAGAPGAA • 1998.23 79651 183 0.' 339 1114:/ 

. jmt)$olOOOn""awphog3007,1221·1223 ,.LESYf>PPPPSPSMAAGAPGAR • 199&.23 608.21 1.11 01 262 1/ • 
jmt)$o'5<ln""._ag3007 1651 • .ISASSPAVVGOAAAR· 15<2.13 •• 60.46 1.38 02 252 51,. 
'_r j!501>0IId'll9_M0<04. 578 ·RSGNSLNK.· 2 660.77 1.48 0.' 363 9/ •• 

FPbead&25O'_.Oet,;19, 1230~t232 ·.LESVPPPPPSPSAAAAGAPGAlI.· 3 2<13.48 '.57 0.0 100 171$4 

PPboruiol\)OO_O""'9.16n ·.ELRAEAMVAGLSTPGSLHRAAK.· 2277.51 3 36668 1.4$ 01 131 '5186 
",_.30 __ Mat04,20M ·.LSTPSKTEGSAVOAEAKR .• T86U,S 2 1.39 M 16' 4117 

FPb0ad>35Vleo'9.2211 '. VSOPELOAGIOASLDSVRAR.· 2113.32 3 1.22 0.1 195 7138 

rawoxtr_&Ctinbead_MW4.2854 ·.LFHRODALWISTSSAGTGGAEPPALSPAPASPAR· 3418.76 2 150,37 090 0.1 50 "-'33 

Fce:omphtx -~ Peptide$ 

P~i<ie~Uane6 MH. Cha~ Scot. )(C o.o.C" §;! !"", C(lI;'" 

~m"at to phosphainH41I~ltI .... cta .. 2., MtI PQ{)'PtPtide; PIll( .. 6533.&4 28482204.0 10 

jm!'aY'lmecon7.5mln.1150.1150,2 ·.SlESVGISRI(,. ,01623 '85.15 1.15 ~.1 342 519 

jmtag5mincont15Ommnad,335 ·.DPSVlSVRENR.' 127239 S69 99 123 O-i :)24 13140 

jmb&ad...,intowphag3007.119 ·.sKTMPPOVPPR.· .238.49 59260 130 0.' 237 012<) 

jmb .. d"""'in,-"ag3007, 723 • .$KTMPPQVPPR.. 1238.49 29394 '.18 0.' 212 9i2<l 

phagtawfSUC150_dOO:22,868 ·.PHTVANGHElFE\lSEER.· 1952.01 85300 1.11 00 487 2.1164 
phagt __ 50._0, 1238 •. RlSMPVGSRPHTVANGHEL~Il$EER. • 294722 57501 0.2 126 2113 

ph~suctlOO._20, .sao •. PHTVANGHELFEVSEER.· '!l52.01 1153.5' 0.1 .N Slt6 
pnag.-___ 20, 301. 

'. VVOSVKAICNAlAAVETPEITSAl.NQLPPCPSA.· mUl9 00 sa 1!8 

Pha9,awf30!Ul0e20, _5 •. EPl TFlCNCSSTVOLUHOlLCYTHDELR.· 0.98 02 M 1ft 

jmlOl'SOnac'_ag3007,3.50 ·.POOLEEFLONl<HALGSHEYIOYCR.· 7994 !.()3 O.G 58 3123 

Il!f.ewmediapb$noeella. 634 •. GWKEGRGPLOFNK.· 1S04.6e 513.01 1$8 0.0 307 113 

jIlll<jG400,-"ag3007.1ee '. 'fANRKNA TPGNNA.· 1418.5a 00394 1.12 O-i 2ea 712. 

conl<ol 

IImlla' 10 ~_do+I<I ........... 2, _ poIypopddo; Pl31(. 18113." 28482204.0 11 

r81NM!r_60MeOHbe:ad_MartM,l348 ·.El.AW.EALOMEVOALSR.LFlHHK.· 2614,00- 3 878.19 1.95 0.1 261 19184 

F_S600Jl",,'9,3302 '.EI'L TFTCNCSSTVOlLIHOlLCYTHDELR. 335478 2 57.00 081 0.' 33 3128 
F_o5OO __ 18,2$40 ·.PVARSKTMPPOVPPf!.· 1&62,00 2 45<1.93 1.01 02 163 9/28 

r_l!Ir_2_~Mat04. 2603 .,I\ICNALAAVETPEITSALNQl!'I'CI'SRMOPK., 3266.112 2 491 i!2 0.96 0.2 111 118 
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Fe compw.l( 
Score AccOSSlOfl Poptld .. 

P~lide S!:luence MH+ Cha!9.9 Score XC DettaCN S~ Ion. Count 

T42~ pnotphol.ooitide 3-1<1 .... (EC 2.1.1.-) - mou .. 9807.10 11259849,0 26 
phagrawf351U1oc20.812 ·,CSTGCPR· 723,85 119,90 0,74 0,1 102 112 

phagrawf15O.d0c22. 1060 • VGEOlRODMlAlQMIKIMDK • 2348,84 224,66 0,96 0,1 36 5138 
phagrawf200.doc22. 1323 ·.TRNPTFNEMLVYSGYSK· 2008 24 185,17 1.:10 0,0 148 13164 

raWSlJCl1p.300pilagw.,Mar04, 1371 ·.PLVSPOMAKlFEKIASTSEFLK,- 2452.90 293,16 1.58 0,1 133 lf7 
jrnlagSmini{J9350mmnacl. 126 • MVIFRCLSTGRDR. 1554.87 1081,94 1.74 0,2 287 1/3 
jrnboad0250ra"'Phag3007. 670 ·,QOYOLMVfPELOSOK . 1829.02 783,21 2,01 0,0 389 19/58 
aJra"'l)hagJUn20dpilMNaCI.710 ·,LSIlFPLWK.· 1117.41 68528 1,73 0,1 318 9/16 

jmlag1mnacI7.5rrllrugg.734 ·.RA VDIDVEKl TQAElEK.· 1958,20 736 53 1,86 0,1 240 5116 
jmlag1mnacl5mmtgg,846 ·,RA \lDlDVEKl TQAElEK.· 1958,20 780 60 2,01 0,1 219 19/64 

'111"'llI1agactin2O, 898 ·,ORGMVElVPASOTLRK· 1788,06 271.37 1.07 0,0 253 7130 
jmraw;ggSmin35Ommnaclsyringednase. 1087 ·.VTMVNADPlGEEINVMFKVGEDLR.· 267808 356,38 1.37 0.1 143 4123 
jmlag5m.11I993OOmmnacJ. 1280 ·.RAVOIOVEKL TOAELEK,· 1958,20 520,30 1.42 0,1 235 5116 
arra"'Phagjun20actInOPI,1282 ·.ENFFlGGITLPLK· 1449.72 783.71 1,35 0,2 213 11/24 
jmr!lwSminigglowionio.1603 ·.ORELOLSVLSAESLR,· 1729.96 470,ll 1,43 0.1 24$ 17156 
jm/ag1 mnaclOminigg. 1862 ·,OEKAEGIARSAGAVPFSPTLGOIGGAVK - 2728.05 660,16 2,24 0.0 262 5127 
ifnrawiggSmin~91haw. 1872 ., YEHVLGALLSVGGK.· 1443,67 22854 1,11 0,1 124 9126 
jmigg45O"'''1'hag3007.1988 ·,AVDQVIKAVR,· 1099.31 261,30 1.15 0.0 228 419 
JMFAGNACL 15B21E3. 2034 ·,VTMVNAOPLGEEJNVMFK,· 2008,35 433,68 1.16 0,1 332 19/68 
.,awp'lOgl"n2Odp.1MNaCI.2172 ·,ELNIKSCSFFSSNAMPLK.· 2011.36 378.24 1.25 0.0 286 9/34 
jmlag5minigg45OmmnaoL 030527025134. 2650 ·,NUOOOKLE11.ESOIK.· 1886,11 169.32 1.11 0,0 125 3110 
jmldll000naclrawpl1ag3007. 1146 ·,YlVOIEK.- 957.11 382.73 1.13 0,0 339 5/6 

control 

T42642 pnoophoinooitlde 3·kl .... (EC 2.1.1.-) -mOUN 4453.78 11259849.0 28 
... "">rt,]oobaad.Mar04.595 ·.I0VEYGVTGSFK. • 1328.so 640.05 1.85 0,0 340 4111 
",,.,>rtU,hllboad.Mar04. 1150 ·,AVNLPANK,- 912,01 432.41 1,23 (U 314 91,. 
fa\f,V:dc eOi)baa(CMatQ4, 1390 -LL v\'WTSSHTNSIPGAIPK,· 209942 S6L72 , 69 00 37. 19172 

mwo>rtr.4SOboadigg.MaI04.1536 -,FPVTOHCTNPGYLLSPVTVOR,· 2409.71 62441 1.64 0,1 236 17180 

nl"">rtr.25Ob<lad...Mar04.2030 -,LIESSLGSIATKFNFFIHNLAOLR,· 2721.15 451.65 164 01 136 4123 
ra...,>rtr.45Obead.Mar04.2322·2324 -,SLSGATVTRSOSUIRTAOFTK,· 2366,70 766.78 I.n 0.1 411 19184 

ra .... xt'.400bM'CMar04. 2592 -,KVNGKSLSGATVTR,· 1418,63 15020 085 0,0 165 4113 
jrnbsaact"m"1'hag3007.471 ',PPAlPVTPVLSPSFSTQl YLR.. 2264,68 .7098 1.09 0.1 107 13180 
jmrawSminb .. _ha .... 1626 ·.IASTSEFLKNGKAR,· 1522,73 275.76 '.2' 01 118 17152 
jmrawSmonbsabeads.1712·1714 ·JASTSEFlKNGKAR.· 1522,73 259,82 '96 0.1 107 15152 

Fe comple. 
ScOfe Acc&ssion Poptides 

P~tlde Seguence MH+ Ch.r~e Score XC Delt.CN S~ Ions Count 
1155748 protein kin ... (Ee 2.7.1.37) Sat ... - mo .... 3086.10 1083471.0 22 
jmraw5miniggiowlOnic.213 -.IHCQLK.- 741.93 2 580.31 1.12 0.0 517 415 
jmlag 1 moacl2.5minigg. 786 -.TGISYNLK.- 896.02 2 .84.62 1.13 0.1 132 4/7 
ajrawphagjun2oactinOPI. '258 ·.TGISYNLKNENEVTSLKEEVK.- 2396.64 3 736.82 1,81 0.1 377 21180 
jmra.ogg5min1 mnacl. 2379 -.GFPLADRPPLPTDNISR.- 1867.10 2 258.05 1.15 0.1 147 9132 
jmldl400nacirawphag3oo7.0308021 53313,1264 -.HFMHQIITGML YLHSHGILHR.- 2543.02 3 425.32 1.20 0.0 353 9/40 
phagrawf4oo.dec20.136 -,GFPLADRPPLPTDNISR.- 1867.10 2 200.56 1.03 0,0 193 9/32 
jmbsaI50naolrav.p/lag3oo7.18S1 -.TKKAWSILDSEEVCVELLR.· 2232.63 3 702.41 1.66 0.1 394 114 

control 

1155748 pro"'in kina ... (EC 2.7.1.37j Sak .. - mo ..... 136.73 1083471.0 11 
FPbeads450.00c19.2444 -.VGNlLGKGSFAGVYRAESIHTGLEVAIK.- 2888.31 136.13 1.57 0.1 40 116 
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fecomplex 

Score AcceSSion 
Peptide SfXluence MH+ Chama Score XC Delta eN 

protein kinase [Mus musculus] 
jrnfag5minigg600mmnacl. 59() 
jm,a1Mgg5min 150mmnacl. 1110 
jmraWSmlnlQg250mmnaclsynngdnase. 2904 
JMFAGNACL10_2B21E3.3114 
raWSIJCrfp _ 400phaglgg_Mar04. 981 
raWSIJCrfp_ chllphagig\J-Mar04. 1328 
,aWSIJCrfp_250phagigg_Mar04. 1922 

control 

F. complex 

-.KUVAGKYSK.· 
·.SGAPPPSGSAVSTAPTl'KPADK.· 
·.QDITQLEESIRADTl'SGDEQEPNGAlDSK.· 
·.Pl TENPPNKMTQEKlEESNSIGQDQTL TEA.· 
·.LQVKlADLGNACWVHK.· 
-.EDLHNANDCDVHTLK.· 
·.GGYHLVKIGDlFNQA.· 

P~tide S~uence 
protein kinaM,lys,ne deficient 1 [Mu. muaculus] 
jmJagSmlnl!lg200mmnacl.224·226 ·.APGIDDIK.· 
jrnlgG300rawphag3OO7, 1078 ·.APGIDDIKTLEEK.-
AJAAWActinlgGjun.13.1528·1530 -.EAQEDASQQQDDlEELETK,· 
jmfagfronch5miniggl mnacldlt. 1545 -.GKKCIVLIITELMTSGTLK.· 
jrnlgG300rawphag3oo7, 1632 ·.CIVLIITELMTSGTLK.-
,.WllUcrlp.chlfphagigg_Mor04. 1686 ·,PEPNGISISGISlDIIPDSTHK.· 
ph.grawFsuc350.doc20, 1864 -.GSKGHMNYEGPGMARK.· 
phagrawFsuc400_doc20, 3642 ·.RTLSPETITVAPAIIGPLSlMSSTTVTEAGTR. 

control 

prot.in kinaM, lysine deficient 1 [Mu. muaculua] 
FPbeadoI50_DooI9.615 -.Tl'PIIHR· 
'01",,<1' _250boad_Mor04, 1646 ·.GSKGHMNYEGPGMARK.· 
' ...... xl' _250boad.Mor04, 2082 ·,LGKVPPAVIIPPAAPLSGR.· 
jmb..,150naclrawphag3007,869 ·'sISNPPGSNLATT,· 
jmraw5minb .. ~ .. zlhaw, 2990 ·.SWCAQllKGLQFLHTA.· 

Fe complex 

P~fid& S~UOOC8 
protoln kin .... cGMP-de""ndent, ty"" 11 [M ... museulutl 
JMFAGNAC110_1E!21 Ea. 902 ·.GAKAGVSAEPTTR.· 
jmlgGI50rawphag3007.1364 ·.GAKAGVSAEPTTRTYDlNI(.. 
jmlgGI50rawphag3007, 1640 -.RGAKAGVSAEPTTR .• 
pnagra'Of'suc6OQ_OOC20, 1250 ·,LQDVIHVOOGSPLOASPDK,· 
phagrawFsucaOMeOl-Ldec23. 1286 "YPPEKGVPPDEMSGWDKDF.· 
rawsuclfp_actinp/lagigg.Mor04. 1958 ·,GDYIiAEGEEGSTFFILAKGK.· 
phagrawF300 .dec20. 2311 ·.lIILPEDKL TKIIDCLEIIEYVOK.· 

1107.37 
2021.22 
3145.25 
3429.12 
1796.13 
1724.84 
1846.88 

MH+ 

82893 
1429.60 
2292.31 
1922.39 
1608.99 
2164.36 
1720.86 
3133.52 

834.00 
1720.96 
1854.27 
1344.46 
1987.38 

MH. 

1245,37 
1980.17 
1401.58 
199Q.21 
2195.39 
2331,81 
2542.89 

phagl1lwFsucSOO_doc20.3636 -.lDPQQIKDMVECMYGANYQQGSYVIK.· 3108.56 

control 

pro";n kina ... cGM_P<Ond.nt. ty"" 11 [M ... museulusl 
rawexlr_35Obeadigg2_Mar04.2196 ·.IGSOOKlWTFCGTl'EYVAPEVILNK.· 2740.13 
jrnbsa350naclrawphag3007. fl88 ·IIKVTQSTEGHOQPQUKTlOK.· 2379.70 
jlmaw5min~haW. 1388 ·.DMVECMYGR.· 1104.31 

FcoompiH 

C32Stl rtboeomM ~ 54 Idna.U(EC 2.1 ..... )atpn. oMln ham. (cloM Mu7A),. 
P!l!:!ide~ooce MH+ 

jlffiagffencn5m!nogglrMiIIddlt.80S-60T • STtAORRGIK • 113033 
JMfAGNAClSB2tE3, 998 - AHSFFsnOWNKL YR.- 1IJ1121 
jtI'\~rnMd, 1116 • RHSFFSTI()VIINKl VR· l¥1t2i 
JMfAGNA;CU582tE:3.2622 ' FYLAELALAlOHLHSLQUYR()LK..~ 27l!A526 
)r\kBactirvawphag3001,976 -.YVYVVTELMKQOELlOt< • ltse.3' 
Ph&grtwtlf'4SO_dedO,346 • PATGRPEOTFYFDPEFTAI(· 2liJOlS 
1~_~_MM)4.1278 ~ IGSOKFSt.SI3GYWNSVSOTAKQlVSK.- 2104.91 
Pf\I9~H_dec23. t604 '.RHSFFSnOWNI{· 1538.69 
pt\&gI'awFsuc350_ckIe2O.2770 • CIHKATNMEFA,\lK,· 1492.19 

...... 
~m1 ribMoM. ~ Sf 1d ..... 11 (EC 2.7 .... -) -'PM ohMn hoInotog (clOne "1i7A)-
tawr&«tI"_35ObeadIgg.2_MI1I:04. 1252 RHSFFSTlDWNKl YR· 1911.21 
FPbfll6\dt.40(U:lact9. 1406- ?,NPANAt,GAGPOOVEEIK· 113790 

147 

65228 
2089.98 

483.71 
214.61 
615.66 
556.97 
209.91 

4823.12 2980671.0 
1.72 0.0 
2.27 0.1 
0.90 0.2 
0.82 0.1 
1.66 0.1 
1.72 0.1 
0.95 0.0 

Score ~ 
Charge Score XC Delt.CN 

6435.59 38424077.0 
778.45 1.81 0.1 

1200.10 2.15 0.0 
620.80 2.02 0.0 
713.47 1.18 0.2 
18600 1.07 0.0 

1607.48 2.29 0.1 
238,82 1.22 0.0 

90,47 0,79 0.1 

1703.11 364240770 
558.68 1.32 0.0 
529.03 1.28 0,2 
129.80 1.15 0.0 
356.74 1.38 0.0 
129.47 0.82 0.1 

Score Accession 
Cha~e Score XC Den.CN 

466~.7a 31982097.0 
457.58 1.11 0.1 
547.71 1.58 0,0 
335.72 1.29 0.0 
411.64 1.54 00 
587.10 1.78 0.1 

1067,09 1.64 0.2 
150.81 0.87 0.1 

1104.92 1.18 0.3 

1059.70 31982097.0 
712.96 2.05 0.1 

82.12 1.07 0.0 
264.62 1.07 0.0 

-. ........... Olaf!;!! !l2o<! XC Oona eN §E 
"'1_~ 912no 

531)!4 ... •• ,. . 
""' .. .OS 0.1 "'" 64208 .,. ., 289 
31252 '40 ... 21' 
.... 60 '.03 00 279 
62-137 , .. 0.1 175 

31'4201 221 0.3 S28 
,9155 ... .0 204 
8131 ... ... .. 

.... ,. 91217.0 
436.81 ''''' .. , 245 .... 1.10 •• .. 

Peptldes 
Sp Ions 

12 
372 112 
741 25184 
174 11156 

19 4129 
265 3110 
262 17156 
245 5114 

Peplld .. 
Sp 1005 

29 
442 11114 
551 5112 
290 17172 
143 11134 
171 5114 
649 11140 
195 113 
83 2115 

19 
409 213 
171 3110 
109 219 
252 7/24 

61 1/6 

Peplid .. 
Sp Ions 

19 
243 5/12 
344 1/4 
260 9126 
244 17fT? 

301 17172 
388 19180 

22 7140 
69 4125 

265 5/24 
fJ1 9180 

245 112 

"""-""'" Coonl 

1me 
2" 
2fT 

'123 
9132 

'" tlI25 

U"" 
712' 

.51S8 
.u 

Count 

3 
3 
3 
3 
3 

Count 

Count 

2 
2 
1 



I'flcompln 
&0<. Ace_ Pl)(rltdM 

P2et1da S!j uenC$ MH+ ChI'S· S"",. XC OelfaCN S~ I"". COOn! 
DNIr""".nftnt ."ot.l" kIn ... ej;talytlc ""bun" [Mu. ttHJICIJhJ'l 29405.11 324 i 656 0 55 
p"ag,awf"aO _dee20, 30 • HGOlSSL GPLA • 1152.29 3 1084 B1 153 02 127 ". 
pnilQrawfsuc 150_dec22,34 - FLMKHVFHPKA • 144079 2 31388 121 01 213 7.120 
phagrawFlUC250 _ df:lC22, g6S • rAKCKIPALDLUI( 152794 2 14304 125 00 112 9126 
laW!llUCrip 600phaglQg Mtro4,1262·f264 • VTELALSASDAOTKVAACELLHSMVMFMLGA • 3410.06 3 37363 213 01 149 7/40 
phao,e~400 dec20, 1368 rOMTSTVREPK.+ 127846 2 43075 105 01 37. 9120 
pMQfa\IIIF300 dac20 1727 ' LLOILASTRLMDEFK . 1116425 2 31175 107 01 208 5114 
pha9ta~500 ,dec20, 1130 .IEERLTAPSGDHSMSVDEDEESIOR· 281892 3 21119 12' 00 171 19/96 
faWlUct1p.400ph.&glgg Mara42030·2032 • LGLHLKGQAIlLLPFFTSlAEGSLENL( • 3109 70 2 7002 129 0.0 51 7154 
raWINCrfp 35Ophagl99_Maro4. 2444 · HGDlPDIQ1OHSGLlTPLQAVAQKDPIIAK· 321870 2 658 86 105 02 108 6129 
phagrawF200 dec22, 2597 · OERSKLLSllSACK - 157689 2 24097 100 01 126 4/13 

phagra'Nfsue600 _ doc20, :3824·3626 - WMELAKL YA • 121047 2 25225 060 0.0 306 7116 
JMMAGNEGBH303,164,16(5 · SMEEOPOTSl< 115222 2 93191 236 0.1 278 11118 

JMMAGTube1Bt6E3. lee • SMEEOPOTSK 1152,22 2 400 11 156 01 198 112 
jmiag1mn*C15mtnCOM, las • EFVKSFGNGGSK ' 125138 356 90 134 00 266 5111 
,m1aQ 1 mnaclOmmJg9, , 4 .... '48 · SMEEOPOTSl< - 115222 30711 163 00 164 112 
Imll.Qlmnacll.SmIOlgg, 196 • SMEEOPOTSI( . 115222 46842 ISO 01 204 SI9 
Imlag1mnac!2.5mtnlgg,2oo • SMEEOPOTSK.· 115222 479.97 2.00 0.0 218 SI9 
Imll9'l mnacIOmft'1I0Q,244 • AEEITGLYLOLK.· 131660 119623 194 0.0 917 5111 
JMFAGNACL 10_2621E3, 29. • EMHKESK.- sag 01 20619 105 01 136 2/3 
Jrntaw5mlnfgglowtOnlC,4:)7 ·.YVAWDAER· 1010 09 13835 064 00 ISO 317 

.' • ...."hagjun2Odpl1MNtlICI, 440 - AVOKHOGLK- 1009.t9 188.95 1.04 0.0 166 7118 
jmtag 1 mnact7 ,5m!ntgg, 514 ~ aSPCVTQLNLLESVYTMFR - 223059 173.74 1.34 0.0 128 7136 
JmlagSmlnIQQ250mmnacl, 898 ,.SMEEDPOTSK 115222 100196 I.sa 02 233 SI9 
JmtegSmmIQg400mmnecl.960 • NLFIFENlIOLKR • 163593 1901.01 2.56 02 462 318 
Im5mlM'9Qra~lC, 113,2 ·,SMEEDPQTSK.~ 1152.22 39351 163 00 233 112 
IrntaWSMIt'Ugg1000mmsd, 1248 ~ HK$MELFYK • 11834' 80.91 071 00 100 112 
ImtawrmmlOg200mmnacmynngdnM,. 1670 -.LLEKDLCNTNLMQVLVK 1975.41 18983 1.01 0.0 163 7132 
• jf'av.pnJ19jun2OdpllMNaCL 1714 IOOK:VMHYSLDIKNTCTSV'f11( • 2588.99 3OO.B3 116 00 255 17/84 
AJRAWAchnlgGJuM13,2394 ·.EPSFDWKSFEOTMLR· 1-902.12 I 11037 0.98 0.0 111 3114 
Imtaog5rrnnIQQ300mmnael,2692 -.OftQNTMEDKFIVCLNK.- 194925 1 209 31 088 0.1 82 7130 
Imfagllmtcon1 Smll'l.IS~.lS94 3 '. TSAEMEAVPAL WEKMLFlALK - 235182 0 942.03 1.79 0.1 4S1 21/80 
Imf&gconSmln1 OOOmmnecl~OJ0601180404, 1 sa ·.SMEEDPOTSK.· 1152.22 2 375.72 1.73 0.0 215 519 
Jmfaglmnacl5mlneort, 1$& - EFVKSFGNClClSK.- 125738 2 35690 1.34 0.0 266 5111 
JmfagSrrnncont150mmnacl,197 -.SOYCOAAK- sa597 2 504.41 1.25 0.0 399 "". Jmlagcon5mIn1000mmnac;:I_0306011S0404,2Sa - SMEEOPOTSK - 1152.22 2 458.66 176 0.0 257 lU18 
jmfagconsmln1QOOmmnecL0306¢1 180404,264 ·.5MEEOPQTSK.- 1152 22 2 66235 1.66 0.1 218 519 
JnmoOs3t)Qr.'hphag3001. 298 - AEEITGLYLOlK- 137860 3 1408.27 159 0.1 853 5111 
jmlagconSmmn600mmnact, 833 -.OftQNTMEOKFIVClNKIAK.- 22&1 65 3 515.23 1.56 00 318 5118 
Jmf~rlfl\4eon1Om:ln, 860 -.MAEEGTGVR· 9SO os 2 74101 1 11 0.1 S66 518 
jmbeada1 SOrawphao3007. 894 - RCYTFPIEVEVPMEA.- 1870.19 3 35652 109 00 317 2rr 
ImtagttmecontOmlf'l_030001230141,952-954 -.SMEEOPOTSK.- 1152.22 2 33698 1.34 0.1 202 112 
Jinfagcont5mtrtbead,9&S·910 -.SMEEDPOTSK.- 1152.22 2 958.21 2.00 0.2 227 51. 
jrntagtlm:acoo 10m." 1060· 10$2 -.SMEEOPOTSK.- 1152 22 2 58tU18 2.10 0.1 239 11118 
jmbeadI300rlwpne:g3007,1332 -. T1TlLDESDISNYLNK.· 1640.()2 3 215.70 134 0.0 1<1S liS 
ImbMdt350rav.phag30012nd, 13S4 ~ RLGAALAFNH1YK· 141474 2 293.58 1.11 00 247 5112 
jmb4ldaactlnr4Y4'hag300T,1439 -.LGLPDDEVONQVK. '''255 2 $184$ 132 00 392 112 
)mlag5mlncom150mmrtaCl, 23&7 ·.LGAALAFNHlYK:EFFt~ 1751.03 2 11145 0.87 0.1 58 5128 
J""_gSMIII"l9_ .... 136 -.LLSILSACK - 948 21 2 19350 096 01 129 7/16 
~'awlgg5m"uggl(Mbead, 2142 ,.SLNHLl YDEFIRSVLK.- 194826 2 121.05 089 01 71 115 
lp,phag2001ehbead3. 4SS -.FGKEVSVK.- 894.05 2 35933 0.86 0.0 416 SI7 
_"920070"1) .. 0 I ,962-964 -.SMEEDPOTSK - 1152.22 2 420.62 uu 0.0 214 SI9 
_"aq2oo780Mee"'!ld1gOlll,1nO - GfPPLAOAFLNALFFLlPK.- 21nS2 3 21865 1.46 0.0 ,., 7136 
AawPhag200760Me8MdIChgest, 1160 -.SPVNSKSLFKR - 1263.47 2 449.68 1.26 0.1 291 112 
fs~ag2007cnM&OI1, 1908·1910 -.LLSllSACKOLHK.· '454 81 2 373&1 149 0.1 148 113 
RawPhag200160Me8udsdlgeet 1946 - AOFLKNELEIPGOVDGK ' 195111 3 370.73 124 0.1 228 13164 
jmId1400llrstnaclra'Wphag3007.942 ·.$MEEDPOTSK - 1152.22 2 392.54 1 .• 9 0.1 204 419 
jmldl400tlrltnaclrawphag3007,950 ·$MEEOPOTSK • 1152 22 2 51028 169 0.1 222 51. 
jmId12SOnaclra""PhIl93007, '850 -.LAGANPAYITCOEl YlGHEASSAFA • 280590 3 787.23 1.60 0.1 .65 7132 
tmld14SOnaclrawphag3001, 1854 IK.VVOILGSLGGOINK - 166802 2 461.58- I 13 02 147 4115 
jmkilchltso/biefawphsg3001.2290 -.KLAGANPAY1TCOELYUlHEASSAFR.- 2735.01 3 1798-1 128 0.0 134 4125 
jmfreebMd.,..'Nprulg3007, 1414 -lLSllSACKOLHK - 1454.81 2 688.65 1.35 0.2 217 11124 
ImtrHbHdIl&v.pnag3007, 2081 -.TlLKlCHDAFTENMVGESOLLEK.- 2621.03 3 12206 173 0.0 410 5122 

._ol 
ONA-d4tp."'r:t.nt prof.ln kiM .. catalytiC albunJt [Mue muacutue) 3911.51 3241856.0 16 
ffTI f .wSmltlbnfreezthaw.1824·1826 - SILOPYYK.. 101218 I 57.91 069 0.1 ., 217 
F_.a.300_Dec19.394 -.LGLPDOEVONOVK· 1-442.55 2 16194 1.03 0.0 157 7/24 
rswaxtr_700t::>ead!ggJ· ... /'04, 740 -.SMEEOPOTSK.· 115222 2 379.31 1.67 0.0 225 112 
rawextr_ I SOb&a(LMat04.803·eOS -.VClDIWK· 953.18 2 253.34 1.18 00 207 4fT 
rawexti_200ba&d_Mar04.808 ·.SMEEDPOTSK· 1152 22 2 34190 1.71 00 186 419 
ra'NtXtr _6OOb4f.1;LMat04.e 12·814 -.SMEEOPOTSK.· 1152,22 2 1353.43 2.00 02 400 m 
t4~t _ 300beadlgg_M8t4, 1682 -. PWLOKDVESRSDNA.- 1742.92 2 359.44 1.53 0.1 172 9128 
FPb_SO_O.,,, 9. 2041 -.AHA '!MTl VGFCOOOLRK.- 1982.32 3 521.38 US 01 232 15164 
F""""aa300_o.e19.2068 -.VVOILGSlGGOINK$LVTATSGER.- 2428.77 2 5222 0.81 0.0 SO 7/46 
rl'Aedr _.tclinbead_M&f04, 2716 -,MlAVMYSRLLK.- 1325]1 3 292.05 1.14 0.0 235 13140 
F_ .. OOO_Docl 9,3464 -.KFESOOTVAlLEAILOGIVOPVDSTlR.- 2946.30 2 ~40.60 0.78 0.1 53 7152 

Fe_pi .. 
Seom ACC9SS1OtI Poptides 

P!e;tide S29u«tCe MH+ Charge Soot. XC DeitaCN S2 Ion. Coont 

~alrHnt.ract-ino protein kiMM 2b [Mu. mUMulu.] 4501.44 12751417.0 12 
jm"'wI9ilSmlnl SOmmnocl 684 ·,RVNMYDTVNOSK.- 1455.62 3 890.78 1.44 0.1 591 17/44 
jmI1lWl\l9Smll1boadt'/fll'llldtl .... l385 -,TOASEVlVECOSLGPAISASHHSSSFK.- 278903 3 821.03 1.45 0.2 311 5128 
jmlgG300rowphag3001,2014 -.GGLENHCTGNPR.- 1255.35 2 417.29 1.03 0,1 183 4111 
JMFAGNACL 10_2B21E3, 2232 -,TGHNGTNTlDTKGGLENHCTGNPR.- 2495.63 3 1704.98 1.4' 0,3 418 11146 
JMFAGNACLS821E3.2406 -.SKOHOSSVRNVSTCEVTSSQAISSPOR.- 2933.17 3 196.90 0.99 0.0 199 9152 
phog .. IOF1ooCU>_3,82 -.PGPHFOOQQPLNlSOAQOHMAAOA,- 2728.99 3 429.78 1.18 0.2 92 11192 
phog",IOF600_d0c20,2808 -. YlFNCLOOMAOVNMTTDlEGSOML VEKAOR.· 3439.86 2 40.68 0.92 0,0 34 !lI29 

control 

hOfft.odomahHnt.,..ctlnt prot.itt ltd" ... 2b (Mu. muaculual 687_18 12751417.0 4 
_'_'000_beadigg.,MaI04,2285 -.OHOSSVRIIIVSTCEVTSSOIIISSPOA,- 2717.92 3 307.19 1.30 0.1 20e 3/16 
jm ... 'O ... SminloWlOOic,"50 ·.VNQVPYl,- 897.Q1 2 379.99 1.21 0.1 288 3/. 
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f-e COMpte. 

Sco<o ~ Peple .. 
Peptl".l& S!jUUfl¢9 MH. Cha!:,ge Sco<. XC DaltaCN 52 Ions Count 

IoINyp" pyrvvat. kiM .. (Min musculusl 3359427.68 14059330 2 
oj_"'!lI>""""",I •. llll4 ·.GADFl VTEVENOOSLGSl<K.' 190900 3 3156.31 ~ 18 0.3 526 Sl18 3 
at_iapbsoocells.1212 ·.KGVNlPG ...... VDl.?AVSEKOIOOLK .. 2419.!!3 :I 1927864 4as 04 2181 lQ/4;; J 
al'-"ed"'!ll>""""*. 1 326.1328 ·.GADFL VTEVENGGSLGSK.· 118092 2 893782 342 0.4 935 112 ;) 

jtnSmifllggrawtowoonIC. 1738 ·.GDlGIEIP"'EK.· 114229 2 4093 93 2 78 03 653 7110 ;) 

jtnSmon'll9_".1940 ·.GVNlPGAAVDLPAVSEK· 1631.88 2 13555.87 3.48 O.S 905 21132 3 
jtnSmim9g_iC.I948 ·.KGIINLPGAAVDLPAVSEKOIQDLK.· 2411193 :I 12800.6& 416 04 1384 3&92 ;) 

jtnSm""99_1C• 1960 ·KGVNLPGAAIIDLP ... VSEKOIOOLK._ 241893 :I 1692174 4.81 OS 10rr 31192 3 
jtnSminigg_iC.2138 ·.GADR.VTEVENGGSLGSK· 17t!Q.92 2 18488S7 433 OS 1473 21134 3 
jtnSmimgg_IC.2142 • GADFL VTEVENGGSLGSl<.· 178092 :/ 15_88 384 O.S 1433 1(1117 ;) 

jtnSminlggrowlow1oniC.2146 -.e"'EAAiVl-lLQlFEElRR.· 2089.34 ;) 2815.19 2.19 03 fS03 23164 ;) 

jm5min19g_iC.2152 EAEAAIYfiLQLFEELAFi.- 208934 :I 2751.76 2<12 03 226 114 3 
Im5m""gg_iC.2450 ·.LAPITSDPTEAAAVGAVEASFt<. • 2146.38 :I 4515.57 2.<$2 0.3 773 13142 4 
jm5miniggrawlowlOniC.2456 -.LAPITSDPTEM ... VGA\lEASFK.- 2146.38 3 1&124.50 3.61 05 2126 5112 " jtnSmimgg_IC.3156 • FGVEQOVDMVFASFIR.- 1661.!! 2 2889.47 2.27 0.3 537 13130 4 
jtnSminiggrawlowlOn".1614.1616 -.lOlDSAPITAR.· 1172.31 2 6133.17 2.74 0.3 1276 314 3 
jtnSminigg_oc.2166-2168 -.RFDEIlEIlSOOIMV AA.· 1823.oe 3 6550.44 3.30 0.4 1270 13130 6 
jtn5mllligg_IC.2302·2304 -.61. reSFASDPIL YRPV"'VAL01l(.- 249478 J 12889111 3.73 0.5 857 7122 4 
jtnag5m,ncooSOOmmnacl,16B!! -.GDlGIEIPAEK· 1142.29 2 807U6 251 0.4 471 315 3 
jmag5mlllcoo500mmnatl. 1694 -.GDLGIEIPAEK.- 1142.29 :1 461712 2.59 0.3 613 315 3 
jmag5mineOn500mmnacl. 1902 ·.GVNLPGMVDLP ... VSEII..- 1637.86 2 10987.80 285 06 519 Q/IS 3 
jtnag5mincoo500mmnatl. 1910 -.GVNlPGAAVDLPAVSEK.- 1837.86 :I 10506 63 2.62 06 lUI lQ132 :I 
jtn.g5minconSQOmmnacl. 21 oe ·.GAUR. VTEVe:NGGSLGSl<.· HaO.9\! 2 9283.24 386 O. 1284 21134 3 
jtnag5minOro500mmnacl.2110 -.GAOFLVTEVENGGSLGSK.- 118092 2 12701.69 3.65 0.' HISS 11117 3 
jtnag5mmcoo500mmnacl. 2274 - EA TESFASDPIl YRPVI\VI\LDTK· 2494.18 3 327011 193 04 30e 19188 <I 
jtnag5mlOcon500mmnacl.1172·1174 ·.APIII\VTR· 941.03 2 61B!!.66 222 0.4 Hl93 6f7 " jmfaglmnaclOminigg.1162 -.GVNlPGAAVDLPAVSEK.- 1631.88 2 1705&.73 3.62 06 650 516 3 
jmfaglmnaclOmin'gg.1166 ·.GVNlPGAAVDLPAIISEK- 1631.86 2 19540.29 3.89 06 !l46 11116 3 
jmfaglmnacIOmin'gg.I226 ·J(GOWIVL TGWRPGSGFlNNR.· 2392.77 3 6939.69 315 04 r42 251114 .-
jmla<jlmnacIOminigg, 1328 -.G"'DFLVTEVENGGSLGSK.· 1780.92 2 2432121 4.82 0.5 2132 11117 3 
jmla<jlmnaclOmin,gg.I336 ·.GADFLVTEVENGGSLGSK.- U60.92 2 2I1n4.1. 4.74 05 1627 21134 3 
jtnlagl mnaclOmlOigg, 149. • EA reSFASOPll YRPVAVAlD1l(.- 24!l4.78 3 4024.69 265 03 551 1I11 .. 
jtnfagl mnaclOminigg. 370 ·.APU"'VTR.· 64103 2 27114.86 201 02 886 Il1t4 " jtnlaglmnaclOmmigg.1618-1620 ·.LAPITSOPTEAAAVGAVEASFlt· 214&.38 3 33751.41 5.21 06 2538 19/42 4 
jtnfaglmnaclOmiOl99.886-88B ·.LDIDSAPITAR.- 1112.31 2 600s.72 279 03 1128 17120 3 
jmfaglmnacl2.5minigg. 1028 -.KGVNlPGAAVDLPAVSEK.· 1786.03 2 1150533 3.40 O.S 573 112 ;} 

jtnfaglmnacI2.5minigg. 1212 -GVNlPGAAVOlPAVSEK· 163786 2 11179.46 2.79 06 471 Ur.l:! 3 
jtnla<jlmnacI2.5minigg. 1218 -.GVNlPGAAVDLPAVSEK.· 1637.86 2 17004.50 362 0.6 789 518 ;} 

jtnfagl mnacl2.5minigg. 1274 ·.KGDWIVL TGWRPGSGFlNTMR.· 2392.71 3 10300 08 3211 OS 911 113 4 
jrnfaglmnacl2.Smin'9Q,1380 -.GAOFL VreVENGGSLGSK.- 178092 2 22244.13 505 OS 2209 12117 3 
jtnlaglmnacl2,Smin19g, 1384 ·.GADFL VTEVENGGSlGSK.· 118092 2 22931.06 5.10 05 2312 25I:l4 3 
jtnlaglmnacl2.5minigg.1416 ·.RFDEILEASDGIMVAR.· 1823.oe 3 7763.13 2.60 0.4 IOil 215 II 
jtnfaglmnacl2.5minigg,1474 ·.IYVDDGlISLQVK.· 14!!3.70 " 17&l882 390 0.5 2163 516 4 
jmfaglmnacl2.5minigg.1532 -.EATESFASDP1L YRPVAVAlDTK.· 2494.78 :;I 1299368 J 88 05 881 15144 4 
jmfaglmnacl2.5minigg.1538 ·.EATESF ... SDPIL YRPVAVALDTK· 2494.78 3 7331.44 297 05 4Q1 231ll!l 4 
jtniaglmnacI2.Sminig9,1658 -.LAPITSDPTEAAAVGAVEASFK.. 2146.38 3 111"..5276 406 OS 1709 111<1& 4 
jtniaglmnacl2.Sminlgg.1662 ·.LAPITSDPTEMAVGAVEASFK.- 2146.38 3 540132 2.21 0.3 1379 2Ql84 4 
jrnlagl mnacl2.Sminigg. 434 -.APIIAVTR.· 841.03 2 4134.48 2.48 0.3 686 11114 4 
jrnfaglmnacl2.5min'll9. 438 ·.APIIAVTR.- 841.03 2' 3242.75 2.02 D.l 664 517 4 
jtnla<jlmnacl2.5minigg. n2 ·.GDYPLEAVR.· 1020.12 2 32117.32 199 03 753 13116 4 
jtnfaglmnacl2.5minigg,878 ·.NTGUCTIGPASFt· 1303.52 2 6080.18 267 0.3 1128 2!3 4 
jtnfagl mnaol2,5mim99. 950 ·.LDIOSAPITAFt- 1172.31 2 372160 2.17 0.3 812 7110 :I 
jtnfaglmnacl2,5minigg.l038-1040 ·.GDlGIEIP ... EK.- 1142.28 2 8053.51 3.09 04 854 7110 3 
jtnla<jlmnacl5mincoo, 1224 -.KGVNlPGAAVDlPAIISEK.· 176603 2 181!l4.50 4.89 0.5 1165 12117 :I 
jtniagl mnacl5mincoo, 1234 ·.KGVNLPGAAVDLPAVSEK.· 1766.03 2 14244.141- 4.37 0.5 81. 21134 :;I 

jtnfaglmnacl5minoon, 132 ·.GSGTAEVELK. • 991.08 2 2997.18 2.78 02 719 119 4 
jtnfagl mnacl5mincoo, 1426 ·.GVNLPGAAVDLPAIISEK.· 1637.86 2 13575.96 4.04 Q8 978 21/32 3: 
jtnfaglmnaclSminoon, 1432 ·.GVNLPGAAVOlPAVSEK.· 1637.36 2 21595.66 4.43 ()8 961 11116 3 
jrnfaglmnaclSmincoo, 1594 ·.GAOR. VTEVENGGSlGSK.- 1780.92 2 1648982 4.51 0.5 1196 11117 3 
jtnfaglmnacl5mmoon. 1764 ·.EATESFASOP1LYRPVAVAlD1l(.- 2494.78 2 11910.87 3.02 0.8 455 19144 4 
jtnlaglmnacl5mincoo.1B!! -.LNFSHGTHEVl-l ... EllK.- 1885.03 3 17737.75 4.H; 0.5 1442 9/20 .. 
jtnlagI mnacl5mlflCOll.190 ·.LNFSHGTHEYfiAEllK· 1&85.03 3 20781.21 4.18 0.8 15112 2QI8O .. 
jtnfaglmnact5minoon,2462 ·.FGVEQD\lDMVFASFIIl.· 1861.11 2 20066.46 4.40 0.8 1261 19130 .. 
jmfaglmnac15minoon.308 ·.PVAVALOTK- 914.08 2 8408.42 211 0.4 1015 718 
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rmfag1mnac!5mlncon, 312 ·.PVAVALDTK.· 914.08 515584 232 04 656 13116 
jmlagl mnaclSmincon. I 134·1 136 ·.LOIOSAPITAR.· 1172.31 517151 2.44 03 1322 415 
jmlag1 mnacl5mincon, 1236~ 1238 ·.GOLGIEIPAEK.· 1142.29 9727.32 315 0.5 1031 17/20 
jmtagl mnacl5mincon, 1 758· 1760 ·.EATESFASDPILYRPVAVALOTK.· 2494.78 738995 2.74 0.5 487 25188 
jmfag 1 mnacl5mincon. 1892~ 1 894 ·.LAPITSDPTEAAAVGAVEASFK· 2146.38 15693.85 3.61 0.5 1702 8121 
jmfag 1 mnac15mlnoon ,416-418 ·.APIIAVTR.· 641.03 4242.40 2.02 0.3 979 13/14 
jmfag1mnactSmlnigg.1102 ·.LDIOSAPITAR.· 1172.31 2429.91 1 90 0.2 717 7/10 
jmfaglmnaclSminigg, 1110 ·.LDIOSAPITAR.· 1172.31 2547.06 165 02 1232 415 
jmfag1mnaclSmmigg, 1188 ·.KGVNLPGAAVDLPAVSEK.· 1766.03 7537.77 3.66 0.4 627 9/17 
jmfaglmnaclSmlnl9g, 1398 ·.GVNLPGAAVDLPAVSEK.· 163786 16894.50 369 0.6 807 11116 
jmfag 1 mnaclSminl9g. 1402 ·.GVNLPGAAVOLPAVSEK.· 163786 2 15993.16 343 06 764 516 
Imtag1mnacl5mlOigg, 1602 ·.RFDEILEASDGIMVAR.· 182306 2 2755.62 2.14 0.3 489 112 
ImJaglmnacl5minigg.1656 ·.IYVDOGLlSLQVK.· 1463.70 2 11731.77 3.35 04 2192 5/6 
jmfag 1 mnacl5mlnl99. 1854 ·.LAPfTSDPTEAAAVGAVEASFK· 214636 3 14792.02 387 0.5 1247 8121 
jmfaglmnaclSmimgg.912 ·.GDYPLEAVR.· 1020.12 2 4874.66 2.45 0.3 824 7/8 
jmfaglmnacI5mlnigg.1202·1204 ·.GDLGIEIPAEK.· 1142.29 2 7672.34 304 04 614 7110 
jmlagl mnacl5mlnl99. 1562·1564 ·.GADFL VTEIIENGGSLGSK.· 1780.92 2 2500925 5.16 0.6 1795 11117 
jmlagl mnacI5mlnI99.1606· 1608 ·.RFDEILEASDGIMVAA.- 1823.06 3 4005.71 2.21 0.3 1074 11130 
jmlagl mnacl5minigg, 1726·1728 ·,EA TESFASDPIL YRPVAV ALDTK • 2494.78 3 12445.16 3.44 0.6 575 25/88 
imfag 1 mnacI5mimgg,314·J 16 ·.PVAVALDTK.- 914.06 2 2607.64 227 0.2 911 15116 
jmfaglmnacl5mlmgg.412414 • .APIIAVTR.- 841.03 2 3289.04 2.35 0.2 911 6fT 
jmlaglmnacI7.5mlfllgg. 1036 ·.KGVNLPGAAVDLPAVSEK.· 1766.03 2 16340.71 4.66 0.5 1131 23134 
jmfaglmnacl7.5mioigg, 1046 ·.KGVNLPGAAVDLPAVSEK.· 1766.03 2 17367.43 3.79 0.6 1111 23134 
jmlaglmnacl7.5mioig9. 1446 • .RFDEILEASDGIMV AR- 1823.06 3 7722.39 3.49 0.3 1298 7/15 
jmlaglmnacl7.5minigg. 1692 -.LAPITSDPTEAAAVGAVEASFK.· 214638 3 26121.34 4.92 0.6 2086 317 4 
jmfag 1 mnacl7.5m""gg. 1700 ·.LAPITSDPTEAAA I/GA IIEASFK.· 2146.38 3 9554.56 3.15 0.4 1161 31/84 4 
jmfaglmnacl7.5minigg.436 • .APIIAVTR.- 84103 2 4289.53 2.18 0.3 840 6fT 4 
jmJaglmnacI7.5mlnl9g. 444 ·.APIIAVTR- 841.03 2 5062.12 2.29 0.4 918 6fT 4 
jmtag 1 mnacl1.Sminlgg.1 054-1 056 ·.GDLGIEIPAEK.· 1142.29 2 7520.57 2.94 0.4 1121 9110 3 
jmJag I mnacl7 .Smlmgg.1236· 1240 ·.GVNLPGAAVDLPAVSEK.· 1637.86 2 23060.66 4.87 0.6 1158 11116 3 
imJag 1 mnacl7 .5minI99.1404· 1406 • .GAD FL VTEVENGGSLGSK.· 1780.92 2 28992.65 6.07 0.5 1688 23134 3 
imJaglmnacl7.5minigg.1438·1440 ·.RFDEfLEASDGIMVAR· 1823.06 2 2400.32 2.11 0.3 254 2/5 6 
jmJag 1 mnacl7.5mlmgg, 1 558· 1 560 ·.EA TESFASDPIL YRPVAVALDTK.· 2494.78 3 6235.56 2.87 0.4 460 3111 4 
jmJag 1 mnacl7 .5minigg,394·396 ·.PVAVALDTK.- 914.08 2 3814.22 222 0.3 749 718 4 
jmfag5mnllgglooommnacl.l050 ·.LDIDSAPITAR- 1172.31 2 6761.70 2.50 0.4 1171 4/5 3 
jmfag5minigglooommnacl. 1138 ·.GDLGIEIPAEK.· 1142.29 2 12246.10 3.35 0.5 989 17120 3 
jmlag5minigglooommnaci. 1142 ·.GDLGIEIPAEK.· 1142.29 2 7086.69 287 04 964 415 3 
imJagSminlgglooommnacl. 1322 ·.GVNLPGAAVOLPAVSEK,· 1637.86 2 11618.88 3.25 0.5 731 5/8 3 
jmlag5miniggl000mmnacl.1328 -.GVNLPGAAVDLPAVSEK.· 1637.86 2 17756.26 398 0.6 729 518 3 
jmfag5mmigglooommnacl.1486 -.GAOFL VTEVENGGSLGSK.- 1780.92 2 11378.20 3.72 0.4 1218 10117 3 
jmJagSmIn19910oommnacl.1490 ·,GADFL VTEVENGGSLGSK..· 1780.92 2 29706.87 4.93 0.6 2737 25/34 3 
jmfag5minigglooommnacl.I540 ·.RFDEILEASOGIMVAR.· 1823.06 2 14956.78 4.01 0.5 1519 7110 6 
jmJag5minigglooommnacl.1578 ·.IYVDDGLISLQVK.- 1463.70 2 8217.47 2.79 0.3 1836 18124 4 
jmlag5mlOigglOOOmmnacl. 1588 ·.IYVDDGLlSLQVK.- 1463.70 2 14936.28 3.31 Q.4 2789 11112 4 
jmJag5minlgg l000mmnacl. 31 a ·.PVAVALDTK.· 914.08 2 2934.54 2.19 0.3 495 13116 4 
jmJagSminiggl000mmnaci. 386 ·.APIIAVTR.· 641.03 2 4323.29 2.10 0.3 854 13114 
jmfag5minl99,ooommnacl.780 • .YNLAMDVGK.- 947.14 2 2830,24 1.91 0.2 943 13116 
jmlag5minigglooommnacl.648 ·.GDYPLEAVR.- 1020.12 2 2081.59 203 0.3 528 314 
jmfagSminigg 1 OOOmmnacl, 854 ·.GDYPlEAVR.- 1020.12 2 2S06.90 1.64 0.3 615 314 
jmfag5miniggl OOOmmnacl. 1 522·1 524 -.RFDEILEASDGIMVAR· 1823.06 2 5578.49 2.80 0.4 538 112 
jmfagSmimggl OOOmmnacl. 1 640· 1642 -.EATESFASDPILYRPVAVALDTK.- 2494.78 3 13513.12 3.81 0.5 952 31166 4 
jmlagSminigglooommnacl.1768-1770 -.LAPITSDPTEAAAVGAVEASFK - 2146.36 3 20460.62 4.71 0.5 1958 5112 4 
jmfag5mioiggl50mmnacl.1352 -.GADFL VTEVENGGSLGSK.- 1780.92 2 7668.11 2.67 0.5 363 9117 3 
jmfag5miniggl50mmnae!.1368 -.GADFLVTEVENGGSLGSK.- 1780.92 2 18631.93 4.77 0.5 1017 9/17 3 
jmJag5miniggI50mmnacl.846 -.NTGIICllGPASR.- 1303.52 2 5462.23 3.04 0.3 913 518 4 
jmfagSminiggl50mmnacl.l010-1012 ·.GDLGIEIPAEK.· 1142,29 2 4339.98 2.70 0.3 700 314 3 
jmfagSmlniggI50mmnacl.II66·II90 ·.GVNLPGAAVDLPAVSEK.· 1637.8S 2 32270.50 5.65 0.7 1115 314 3 
jmfag5miniggI5ommnacl.I506·I506 ·.EATESFASDPILYRPVAVALDTK,· 2494.78 3 4478.76 2.66 0.3 S08 3111 
jmfag5mlnI9915ommnacl.I642·1644 -.LAPITSDPTEAAAVGAVEASFK.· 2146.38 3 11295.15 3.38 0.4 1575 8121 
jmfagSminiggl SommnacL998-1 000 ·.KGVNLPGAAVDLPAVSEK.· 1766.03 2 19299.96 4.74 0.6 1018 23134 
jmfag5mlnigg20ommnacl.l338 ·.GVNLPGAAVDLPAVSEK.- 1637.86 2 16845.78 3.30 0.8 924 11/16 
jmfagSminigg200mmnacl.I342 ·.GVNLPGAAVDLPAVSEK.· 1637.86 2 9156.63 2.94 0.5 636 518 
jmfagSmlnlQg200mmnacl,1412 ·.KGDWIVL TGWRPGSGFTNTMR.· 2392.77 3 4004.13 2.61 0.3 683 8128 
jmfag5m,nigg200mmnacl. 368 -.APIIAVTR,· 841.03 2 2576.11 1.74 0.3 775 617 
jmfag5mlnlgg200mmnacl, 380 -.APIIAVTR.· 841.03 2 3451.19 2.04 0.3 846 6fT 4 
jmJag5minigg200mmnacl.1160-1 162 -.GDLGIEIPAEK· 1142.29 2 2649.SO 2.53 0.2 486 13/20 3 
jmJagSminigg200mmnacl.1512·1514 -.GADFL VTEVENGGSLGSK.- 1780.92 2 17764.08 4.65 0.5 1741 1 tl17 3 
jmfag5m<nigg2oommnacl.l 658- 1 660 -EATESFASDPILYRPVAVALOTK.· 2494.78 3 6453.32 3.00 0.4 548 27188 4 
jmfag5mioigg2oommnacl.178S· 1788 ·.LAPITSDPTEAAAVGAVEASFK.· 2146.38 3 12822.04 3,70 0.5 1283 5114 4 
jmfag5minigg2SOmmnacl.2274 ·.LAPITSDPTEAAA VGAVEASFK.· 2146.38 3 18008.22 4.13 0.5 1516 31/84 4 
jmJag5m<nigg250mmnae!.2208 ·.LAPITSDPTEAAAVGAVEASFK.· 2146.38 6193.87 2.83 0.3 1077 29184 4 
jmfag5mlOlgg2SOmmnacl.1450· 1 452 ·.GDLGIEIPAEK.· 1142,29 8096.88 3.20 0.4 659 7110 3 
jmJagSmioigg250mmnacl.17Q2·1704 ·.GVNLPGAAVDLPAVSEK.· 1637.88 19037.01 3,68 0.7 762 9/16 3 
jmfag5minigg2SOmmnacl.I906· 1908 ·.GADFL VTEVENGGSLGSK.· 1780.92 19256.54 4.64 0.4 2234 12/17 3 
jmfag5minI99250mmnacl.986·986 ·.APIIAVTR.- 841.03 3150.89 2.03 0.3 596 11114 4 
jmfag5m"'igg300mmnaol. 1 534 ·.LOIDSAPITAR.- 1172,31 4504.56 2.41 0.3 1167 17120 3 
jmfag5minigg3OOmmnacl, 1896 ·.GVNLPGAAVOLPAVSEK.· 1637.08 3 7094.24 2.89 04 831 318 3 
jmJag5minigg300mmnacl. 2240 ·.IYVDOGLlSLQVK.· 1463,70 2 3545.64 1.86 0.3 1163 518 4 
jmJag5minigg300mmnacl, 2460 ·.lAPITSDPTEAAA VGAVEASFK.· 2146.38 3 17396.07 4.34 0.5 1630 317 4 
jmlag5mlnigg300mmnacl, 1148· 1 150 • .APIIAVTR.· 841.03 2 4736.53 2.33 0,3 1055 6fT 4 
jmIag5mIf1199300mmnacl.1652.1654 ·.GDLGIEIPAEK.· 1142.29 2 3781.73 2.93 0.2 743 13120 3 
jmJag5minigg3OOmmnacl.l902·1904 ·.GIINLPGAAVDLPAVSEK.- 1637.86 2 13648.97 3.52 0.6 715 19132 3 
jmfag5minigg300mmnacl.21 12·2114 -.GADFLVTEVENGGSLGSK.- 1780.92 2 17029.59 4.21 0.5 1763 21/34 3 
jmlagSminigg3S0mmnacl.ll05 ·.GVNLPGAAVDLPAVSEK.- 1637,86 2 23481.94 4.47 0.6 1118 23132 3 
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~5mn~ornmnact i i 13 -.GVNLPGAAVDLPAVSEK.- 1637.86 1-5873.77 3.00 OJ! 927 11116 3 
pnfag5mfli9g3Wmmnacl. 1261 -. GADFl VTEVENGGSLGSK.- 17S(t92 22792943 5.26 O~ 2275 .3111 3 
in'laiIOtnnigg_I.1273 -.GAOFlVTEVENGGSLGSK.- 178092 2 W236.36 3.11 04 1233 112 :I 
jmlagSmn'9935OmmnaoL 1411 249478 3 421129 254 0 .• 362 6122 4 
jmlag5mn'9936Ommn""I.I415 2494.76 3 4855 46 250 0.4 439 2518a 4 
jmlag5mnigg3!iommnoct 863 -.LDiOSAPlTAfl.- 1112.31 2 3339.91 '.9& 03 680 7/10 3 
jmfagSm"199350mmnaol. 937 -.GDLGIEIPAEK - 114229 2 3778.61 2.35 03 500 1:'l120 3 
jmlagSmnlgg35ammn .. 1. 943 ·.GOlOIEIPAE!,;.· 1142.29 2 6965.82 2.90 0.4 662 7110 3 
jmlagSmnlgg35On1mo .. I.I535·1537 -.lAP!TSOl'TEAAAVGAVEASFK.· 214$_36 3 24864~ 492 (l.S ~7 37164 4 
jmfag5mf1l9g35On1m_l.a99-401 ·.APIIAVTR.- 94103 2 5'8' .a 2.51 0.3 e55 617 4 
jmlagSmnigg400mm_1. 1082 -XGVNlPGAAVDLPAIISEK.- 1755.03 2 7729.82 3.2\1 0_4 529 91.1 :I 
jmIagSmn'gg40ommna<l. 1100 ·.GOLGIEIPAEK.· 1142.29 2 588'4$ 2.8$ 0.4 500 13120 3 
jmfagSmnlgg400mmnacl. 142' ·.GAOFLIITEVENGGSLGSK.- 1780.92 2 14439.40 415 0.5 1407 10117 3 
tmlagSmn,gg400n1mnaol. 1512 ·.IYVOOOLISlQVK_- 14$3.70 2: 11920.78 3.11 0.4 2236 7/8 .. 
jmfag5mn'gg400mmnaol.1518 ·.IYVOOOLlSLQVK.- 1483.70 2 5078.71 2.48 0.3 1414 314 4 
jmtag5mini99400mmnacl, 1572 • EATESFASOPIlYRPVAVALOlK.- 2494.78 3 52S~.13 2.85 0.4 536 27i1l8 .. 
jmtagSmnlgg400mmn"', 1700 -lAPlTSOPTEAAAVGAVEASFK.- 2146.38 3 11891.04 3'.42 0.4 1945 11128 .. 
jmtagSmn'9g400mmnacl. 1112 -.LAPtTSOPTEMAVGAVEASFK.- 2148.38 3 11466 83 3.4 G .• 2076 11142 4 
jmtag5mnigg400mmm.:t.379 ·.APflAVTR· 841.03 2: 2675.51 193 0.3 683 511 .. 
jmlagSml'ligg400mmnool. 300 -.APUAVTR.· 2 7313.5& 2.58 0.4 1003 13114-
jmlag5mnlgg40ammnool.816 -_GOYf'LEAIIA.- 1020.'2 2 4706.S1 2.10 0.4 BBS 13116 .. 
tmfagSmil'gg40amm ..... ' 824 ·.GOYf'LEAVA.- 1020.12 2: 3064.02 1.79 0.3 896 7f8 .. 
jmtagSmil'gg4SommnacC030527025134. 1284 -_VNLAMDVGK.· 947.14 2 3756.81 2.18 0.3 652 314 5 
jmIagSmiligg45omm_C030527025134.1290 ·_IINLAMDVGK.- 94714 2 2712.63 1.96 0.3 735 314 5 
jrntagSmnigg45OmmnacL03052702S134. 1522 ·.LOIOSAPITAA.· 11723' 2: 5910.98 2.19 0.4 740 7110 3 
jrnfag5mnigg45On1mnacC03052702S134. 1526 ·.LD'DSAPITAA.- 1172.31 2 2857.69 1.86 0.1 '220 17120 3 
j'nlag5mrligg45On1mnaol.JI30527025134. 2089 ' GADFLVTEVENGGSLGS!';.· 1780.92 2 1.55793 42$ 0.4 1680 21134 3 
jmlag5mnigg45Qmmnacl~030527025134. 2096 - GADFLVTEVENGGSLGSK.- 1780.92 • 14707.26 4.10 0.5 1490 21134 :1 
jmfag5mnigg45OmmoooL030027025134.2100 ·.IYVOOOLISLQVK.· 1483.70 <I 9106.77 :1.19 0.3 1704 314 4 
jmlag5minlgg400mmnooL030527025134. 2200 -.IYVDOOLISLQV~.· 1483.70 2 12_.95 350 0.3 2307 7i1! .. 
jmIagSmnigg450mmnaol_030521025134. 2246 -.EA TESF/ISOPIL YflPVAVALDlK.- 2494.76 3. 3006.115 2.12 0.' 406 21188 .. 
jmlag5mIlllgg400mmn."C030527025 134.1846-' 548 -.GDLGIEfPAEK.- 114229 2 5147.21 2.81 0.3 682 315 3. 
jrnf.g5mnW400mm_I~030527025'34. 1894-1896 ·.GVNlPGAAVDLPAVSEK.- 163700 2 1976867 4.28 0.6 891 21/32 3. 
jmlag5mnigg45On1moacL030527025134.2428-2430 ·lAPtTSOl'TE.AAAVGAVEASFK.· 2148.35 3 19009.39 4.43 05 1836 11128 4 
jrnfagSmilW5OOmmnacl. 1242 ·.LOIDSAPITAR.- 1172.31 :< 5261.79 2.52 0.3 1139 4/5 3 
jmtag5mflilJg5OOm1nn .... 1246 1172.31 2 404338 2.02 0.3 104. 415 3. 
j'nfagSmIl1\l95OOmmoacl. 1380 1142.29 2 8110.46 2.93 0.5 500 315 3 
tmfag5mn'llQ5OOmmnacl. 1_ -_GVNLPGAAVDLPAVSEK.· 1637.86 2 17843.97 3.44 0.1 790 SIll 3-
jmlagSmJ1w5OOmmnoct 1_ -.GVNLPGAAvDlPAVSEK.· 163H!6 2 12297.92 3.10 a.s 453 17132 3. 
jrnfagSmJ1W5OOmmnocl. 1_ -.KGOWIVl TGWFlPGSGFTNTMfl.- 2392.77 3 ~.(l7 2.55 0.2 &13 25184 4 
jrnlag5mnw5OOmmnaoi. 19'8 ·.IYVOOGLISlQVK.· 1483.70 2 11632.38 2.74 0.' 1907 Sl6 4 
fIlftlg5mnlgg50Ommnaol •• 932 ·.IYVOOOI,IStOVK - 1453.70 2 3212.04 2.16 0.1 1329 31. 4 
jmfll95mn'ggOOOn1mnacf.2152 -lAP1TSOPTEAAAVGIIVEASFK- 2146.38 2 3428.44 1.55 0.4 S55 11121 <I 
in'laiI5mllllgg5OOmmnacl.I800-1802 -.GAOFLVTEVENGOSLGSK • 1160 92 2 12494.83 3.92 0.5 114$ 112 3 
jmlag5mnigg5OOmmn .. 1.1972·1974 ·.EATESFASDPILYRPVAVALDlK.· 2494.78 :I 9037.23 3.00 6.5 805 .3144 <I 
jmlag5mn'llQ5OOmmoacl.2148·2150 "LAPITSDPTEAMVGAVEASFK- 2146.38 (I 22587.87 4.24 0& 1570 17142 <I 
jmIagSmnilJg5OOm1n"oct, 1440 -.EATESFASOl'ILYRPVAVAl.OTK- 2494.78 3 7955.73 3.01 0.5 351 21188 <I 
jmlag5mflilJg5OOm1nn .... I448 ·.EATESFASOPll YflPVAVAlOTK.· 2494711 2 8239.02 2.82 0.5 244 15/44 4 
jrnlag5mni~1. 1580 ·.LAPlTSOPTEAAAVGAVEASfK.- 214$.38 3 8880.93 3.40 0.4 997 29/94 <I 
j'nlag5mi'>iggllOOmmnacl •• 588 -.LAPITSOPTEAAAVGAVEASFK.- 214$.38 :> 7857.40 3.00 a4 891 31184 4 
jmfagSmn!Q96OOmmnacI.2170 -.FOVEOOVQMVFASFIA - 136111 2 11425.47 3.14 0.5 977 17130 4 
jmlag5mn~oct SIa9 -.FGIIEOOVOMVFASFIA.- 1361.11 2 11555.75 3.23 0.5 '008 8/15 4 
j'nIagSm.,~od,1130·1132 ·.GVNlPGAAVDLPAVSEK.- 1837.86 2 1141!6.58 4.04 0.6 831 5f8 3 
jmlag5mJ1igg6OOmmnaol.12\18-'290 -.GAOi'LVTEVENGGSLGSK.- 1700.92 2 21481.23 4.98 0.5 1729 11117 (I 

jmIagSmrlilJg5OOm1nO .... 1382-1384 ·.iVVOOGLISLQVK.- 1453.ro 2 11157l!.03 409 0.4 2851 11112 <I 
jmIagSminilJg5OOm1nnaol,402-404 -,APu ... vm.- 841.03 2. 1493.81 2.'16 a.4 1039 I3f'! 4 
lmfagSmn'llQ5OOmmnaol.96()·962 ·.GDLGIEIPAEI(· 1142.29 2 801<1.211 2.91 0.4 147 :114 3 
jmlagSmnwbead.1161 -.GAOFlIiTEVENGGStGSK.· 1780.92 2: 17<140.11 3.90 0.5 1978 11111 3 
jrnlag5mn,ggb_. lIn -.GADFlVTEVENGGSLGSK.· 1780.92 2: 1474.79 361 0.3 lHII 9111 3 
jrnlag5mnlggb_.1307 -.EATESFASDPll YRPV AVAt-OTK.- 2494.78 :I 4935.18 2.19 0.4 30S 211!1.8 .4 
jmlag5mn'gg_, 1359 -.EAEAA'YHlQLFEELA.- 1933.15 2 3032.41 2,55 02 120 WIS 3 
jmfag5mnigg_.I433 -_LAP1TSOPTEAAAIIGAVEASF~ .• 214$.38 :I 1445L33 3.78 0.5 1355 tim " jmlag5mnlgg_.383 -.... PIIAVTA.- 641.03 2 4lI6L1S 1.911 0.4 1006 617 .4 
jmfagSmn'll9_.853 ·.GDLGIEIPAEK.· 1142.29 2. 3471.61 250 0.3 400 315 3 

. jmlag5mrll99_.1011·1013 -.G\lNLPGAAVOLPAVSEK.· 1637.86 2 24154.50 4.59 0.7 988 21132 3 
jmfog5mil'll9b_ ... 030528200105.1215 -.GIINI,PGAAVDLPAVSEK.- 1$37.36 :< 148'16.35 .3 51 0.6 1009 I1IHI .3 
jmfag5ml1199b __ 030528200.05. 1359 ·.GAOFL VTEVENGGSLGSK.- 1780.92: 2: 5_.48 2.83 6 .• 510 9111 .3 
jmlag5ml1lggb __ 030528200105. 1367 ·.GAOFL VTEVENGGSLGSK.- 1780.92: 2' 15003.01 3.7. 0.5 1516 21/34 3 
jmlag5mnlggb __ 030528200105. 1511 ·.eA TESFASDPlL YflPVAVALOlK.· 2494.711 3 8697.64 2.Bl 0.4 404 3111 .4 
jmfag5m.,lqgb __ 0305282001Q5. 1021 -.EATESFASDPIL VRPVAIIALDTK.· 2494.78 3 9757.85 3.06 0.5 385 23188 4 
j'nlagSmillq9bead_030S29200105.1$31 -.LAPtTSOPTEAM\lGAVEASFK_- 2146.38 3 22496.13 4.47 0.6 1839 5112 4 
jrnfag5rnilllJg __ 030529200105.2147 -,FGVEQOVOMVF "'SFIA.- 1861.11 2: 7142.29 2.7' 0.4 853 6115 4 
jmlag5milIlJ9bead_0300282001 OS. 1045-1047 -.GDLGIEIPAEK.- 114229 2 5830.00 26$ 0.4 479 315 :1 
jmlag5mf1igg_J}3OS2S200 I 05.1403-1405 ·.RFDEILEASOOIMIIAR. • 11123.06 2 141157 2.55 05 625 17130 6 
JMFAGNACl.l0_ HI21 E3. 1056 -.SVEMlKEM1K.- 120852 3 4039.12 2.43 03 649 23136 5 
JMFAGNACLUUB21E3.1392 ·.KGVNLPGAAVOLPAVSEKOIGDLK .• 2413.83 3 14792.17 4.70 0.4 1205 31.192 3 
JMFI\GNACL1G_'B21E3.1414 ·.!';GDWlVl TGWRPGSGFTNTMR_· 2392.17 3 8961.60 383 0.4 151 13142 " JMF ... GNACL10_'B21E3.1418 -.KGOWIVl TGWRPGSGFTNTMR.- 2392:.17 3 6435.12 321 0.4 662 'l/7 4 

JMFAGNACLHUB21E31532 ·.GADFl VTEVeNGGSLGSK.- 1150.92: :I 12538.13 347 0.5 8114 112 3 
JMFAGNACl.l0_,821 E3. 313 ·.APU ... vm.- 641.03 2 0091.69 2." 0.4 983 617 4 
JMFAGNA.CLIO~IB21Ea280-2S2 •. APIIAVTflNPOTAR.- 1_.75 :I 10931.74 3.08 0_5 1111 6/13 4 
JMF AGNACL 1o_2821 ea. 366 ·.APII ... VTf\NPOTAR.- 15Ol1.75 3 2187.13 2 . .22 0_3 531 19152 4 
JMFAGNACL 10_282' E3. 370 ·.AI'IIAVTflNPQTAR.- Isoe.n :> 3573.56 2.211 0.3 641 11126 4 
JMFAGNACLI5821E3. ,_ ·.NTGIICnGPASA.- 1303.52 2 $5.12.59 2.86 0,3 1456 314 4 
JMFAGNACLI5821E3.334 ..... PIlAVTf\NPOT ... R.. 3 8027.21 3.02 0.4 1_ 25152 
JMFAGNACL 15821 E3, 340 ·.APIIAVTflNPOTAR.- 3 2790.38 1.13 OJ!. 452 IQ/S2 4 

JMFAGNACl.5821 ea. 1222 ·.G\lNLPGMVDLPAVSEK.- 1637.86 2 10445.87 2.91 0.8 409 15132 a 
JMFAGNACl.5B21 E3. 1276 ·.KGIINLPGAAVDLPAVSEKDtOOLK.· 2478.83 :> 22800.04 5.74 U 2234 39192 3 
JMFAGNACl5821 Ea. 1292 ·.KGOVVII/LTGW RPGSGFTNTMA.- 2392.17 3 14351.51 3.55 0.5 1434 31184 4 
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1402 .700 92 1028706 04 1171 .,,11 3 ,_ 
1823.06 1143561 0.5 964 213 6 

1462 ·.(WNlPGAAVOlPAIiSEKOiQOlK.· 2:350.6e 14156.34 3.40 06 553 9/22 3 
1498 ·IVllOOGllSLQVK.· 146370 16S<'n.43 4.13 0.' 2(\'lll 5i6 4 
1100 - LAPITSQf'TEAAAVGAIiEASI'K- 2146.38 2537525 4.39 OS 1860 317 
1706 - LAPITSOPTEAAAVaAVEASFK- 2146.38 15040'.11 3.73 0.4 2029 317 

·.FGVEQOVDMVFASFIR,. H361.t1 19$9\}00 392 0.8 1598 1/10 
JMFAGNA.CL5621 E3_ 200 -.LNFSHGTHEYHAETIK- 188503- 3 9341.99 3.19 0.4 1061 13130 4 
JMFAGNACLSB21 E3_ 300 ·.LN"SHGTHEYHAETIK· 1885.03 3 11977.01 3.87 0.4 1583 1115 4 

·.APIfAV1R- 84103 2 516628 2.11 0.4 958 13/14 4 
-.VNlAMOVGK - 9471' 2 3990.59 2.02 0.3 923 7/8 5 

JMFAGNACLSEl21 E3. 698 -.VNlAMOVGK.- 94714 2 3276.06 2.()7 0.3 579 3/4 5 
JMFAQNACLSB21 E3.105O·1052 -.GDLGIEIPAEK .• 1142.29 2 7084.n 2.74 04 883 41; 3 
JMFAGNACL5821 E3.1454-1456 -.GVNLPGAAVOlPAVSEKOIQOLK.- 2350.66 3. 3305.74 2.47 0.3 196 114 3 

-.EATESFASOPILYAPIiAVALOlK,- 2494.78 3 1532034 412 06 683 7122 4 
-.lOIDSAPITAR- 1172.31 2: 3784.25 2.25 03 1037 3/4 :I 

",,_ead'rawphag3007, I()SS -.GVNlPGAAIiOlPAVSEK,- 1637.86 2 18720.50 4.06 06 648 19132 3. 
jm_ead",,,,,,h093007, 1152 -.EKGAOFLVTEVENGGSLGSK,- 2038.20 3 7678.11 3.28 03 1372 7119 3. 
jml"""'ead .... .."h093007, 1290 '.AFOEILEASOGIMVAf\., 1823.06 2: 5175.46 2.34 0.4 486 8115 
""_eadsra..,,hag3007,1514 -.LAPITSOPTEAMVGAVEASFK" 2146.38 3. 18787,68 4.49 0.5 1337 31/84 
jm_ead,ra.."hag3007,1246,1248 - GAOFL VTEVENGGSLGSK" 1700.92 2: 2612507 500 OS 2449 12117 
jm_ead,rawphag3007,1300-1302 ·.GVNlPGMVOLPAVSEKDIQDLK - 2350.66 :I 5528.91 3.0!! 0.4 325 27/89 
jm_eadsrawphag3007,1394-1396 • EATESFASDPllYRPVAVAlDlK.- 2494.78 3 5995.99 3.26 0,3 72$ 13144 
jmfre<lb~7.1400-1402 ·.EATESFASDPILYRPVAVALDlK.· 2494.1lI 2: 13492.71 3.66 0.8 444 5111 4 
jm_~1.932·934 -.GDLGIEIPAEK.- 1142.29 2 400042 3.09 0.3 639 1110 :I 
jmlgGl50rawpnag3007.11('8 ·.GAOR VTEVENGGSLGSK.- 1700.92 2 3885.91 1.112 0.4 561 13/34 :I 
jmlgGl50rawphag3007,1009 '.GAOFLIlTEIIENGGSLGSK.- 1780,92 2 1038824 3.48 0.4 1538 21134 3 
jmlgGI5Orawphag3007.1848 ·.GVNLPGAAVOlPAVSEKDlOOLK, • 2350.66 3 6180,31 2.54 05 257 13144 3 
im'gG'5Orawphog3OO7. HI.26,! 628 - GVNLPGAAVOlPAIISEK.- .631.86 2 9928.57 280 0.5 003 17132 3 
pnlgG 15Orawphag3007, 11;54·1656 -"KGVNLPGAA VOLPAVSEKOIOOlK.· 2478.83 :I 3199800 5.73 0.8 2452 39/92 3 
jmlgG250rawphag3001,143>1 -.OOLGIEIPAEK- 1142.29 2 979717 3.33 0.5 314 :I 
jmlgG25Orawphag3007, 1440 -.GDlGIEIPAEK.- 1142,29 2 4444.66 2.51 0.3 13120 3 
Jml9(i25Orawphag3007. ,_ -.GVNLPGAAVOLPAVSEK.- 1637.86 2 9694.29 2.87 05 798 19132 3 
JmlqG2so.a..p!lag3001, lSrn -.GIINLPGAAVOlPAVSEKDlOOLK.- 2350.6$ 3 4424.71 1.97 0.4 342 27188 3 
jm'gG25Orawphag3007,1840.1842 -.GAOFL IlTEIiENGGSLGSK.- 2 26517.68 5.10 0,5 2513 12117 :I 
jmlgG300rawphog3OO7, 1446 -.GOLGIEIPAEK· 2 3622.10 2.32 0.3 515 13120 :I 
jmlgG300rawphag3007, 1784 ·.GAOFL IlTEVENGGSlGSK- 1700.92 2 6004.87 2.19 O.S 867 8111 3 
jmlgG300rawphag3007.1810 ·.GAOFL IlTEVENGGSLGSK.- 1780,92 2 12761.98 3.85 0.4 1431 10117 3 
jmlgG300rawphag3007,1200-1262 -.NlGIICTlGPASR- 1303.52 2 4135.55 2.70 0.2 1141 17124 4 
jmlgG35Onaclrawphag3007. 1647 -.KGIINLPGAAVOLPAVSEKO'OOLK- 2478.83 :I 12135"73 3.67 0.4 ,3,3 MI3 :I 
jmIdI'SOoaclrawphag3007.1590 -.LDIOSAPlTAR,- 1172.31 2 336738 1.113 0,3 733 7/10 3 
jmIdI1SOoaclrawphag3007, 2050 -.GAOFLIlTEVENGGSlGSK,- 1700.92 2 3758.9, va 0.3 971 9117 :I 
jmId1250nac"""",hag3007.135O-1352 ·.LDIOSAPITAR. - 1172,31 2 3997.73 2.35 0.3 1113 314 3 
JMMAGNEGl!1603_ 1034 ·.GOlGIEIPAEK.- 1142.21) 2 4511.22 2.93 0.3 616 7I1Q :; 
JMMAOTub.,S16E3, ,04 -.GSGTAEVELKK.- l11U5 2 5a27.:/() 2.66 0 .• 768 315 .. 
JMMAGTub.'S16E3, 1042 -.KGVNlPGAAVOlPAVSEK.- 175<;.03 2 1280392 4.30 0.5 - 9/17 3 
JMMAGTub.'BI6E3,130 -.GSGTAEVELK.- 9~1.08 2 3OO3.n 241 0.3 348 516 .. 
JMMAGTub.'BI6E3.1412 -.GAOFLVTEVENGGSLGSK.- 1780.92 2 16BS3.73 440 0.5 I 54.:! 10117 3 
JMMAGTub01BI6E3,14:/() -,GAOFL IlTEVENGGSLGSK.- 1700.92 2 12294,90 370 0.5 127& 10117 3 
JMMAIlTub.1BI6E3. 1470 ·.GVNLPGMVOLPAVSEK01OOLK.- 2350.98 :r 3.05 0.4 576 17144 .3 
JMMAGTub<llB16E3, 1576 ·.EATESFASOPILYAPIiAVAlDTK.- 2494.1lI 2 2.21 04 329 4111 .( 

JMMAGTub.1BI6E3,880 -.NlGIICTlGPASft- 1303.52 2 433381 239 0.3 1144 5il1 .. 
JMMA.G Tub., S ISEa, 1 058·1 000 -.GOlGIEIPAEK- 1142.29 2 0067.84 3.05 0.4 767 314 S 
JMMAGT"""'BI6Ea.1242-1244 -"GVNLPGAAVOLPAVSEK.- 1637.a6 2 13616.65 3.18 0.6 829 511l 3 
JMMAGTut>.1816E3.1284-1286 ·KGVNLPGAAVOlPA\!SEKOIOOLK.- 2478.63 3 26570.30 ,1.01 0.5 2138 9123 3 
JMMAGTub.'816E3. '570-1572 ·"eATESFASOPILYRPVAVALOTK.- 2494.78 3 14257.77 4.29 0.5 587 13144 
JMMAGTub.,BleE3,1104-1706 -"LAPITSOPTEAAAVGAVEASFK.- 2146.38 3 197ge •• 4.28 0.$ 1532 17142 4 
JMMAGTull&1616E.3,!l68-970 ·.lDlOSAPlTAR- 1172.31 2 4664.59 2.24 0.3 1282 4f5 3 
jmraw5mn"l92SOmm"""")II'1tIgQrtase.2172 -,EATESFASDPILVRPVAVAL01K· 2494.78 3 4~IU9 2"55 0.4 383 23188 4 
jmraw5m .. igg2S0mmn .... \'ringdnaae, 2100 •. EA TESFASDPll YRf'V AV ALDlK.- 2494]8 3 381839 2.17 ()4 259 5122 4 
jmraw5mnigg25Omm""","\'ringd"""".2028·2030 ·.GAOfl VTEIIENGGSLGSK.- 1780.92 2 20551.21 487 Q.5 1701 11111 3 
jmraw5mnigg5OOrn!T>rl<lc!Sd,1822 - GAOFLVTEVENGGSLGSK.- 1700.92 2 7091.72 2.93 0,4 998 9/17 3 
jm_gg5minl5Ommnocl 1082 -.GOLG'EIPAEK.- 114229 2 5009.81 2.68 04 607 13120 3 
jm~5minI5OmmnaolI254 -GVNLPGAAVDlPAVSEK.- '637.00 2 1669295 3.72 0,6 987 21132 3 
jrnIawIgg5m1ll lSOmm_1. 140S·140e -.GADFL VTEIIENGGSlGSK,- 1100.92 2 13111.04 4.08 04 1231 19134 3 
jrnIawIggSrnin3OOmmnaclsyringadn_, 1691 -.FGVEQOVOM\lFASFIR· 1861.11 2 13610.53 303 0.6 988 17130 4 
jrnIawIgg_sf_zlilhaw_ 1200 -.GVNLPGMVOLPAVSEK.- 1631.68 2 14210.10 3.14 o.e 1016 11116 3 
~_eth_,12C4 -.GVNlPGAAVOLPAVSEK.- 1637.66 2 9481.26 3.01 O.S 8S2 5ta 3 
jm~ __ ,1514 -.EA TESFASOPIL YRPVAVALO"1<.- 2494.78 3 009U2 2.75 Q.4 372 21188 ~ ___ .IS20 

-,EATESFASDPILYRPIiAIiALOlK.- 2484.78 3 14300.81 3.73 0.6 7122 
jm~ __ ,1838 

-.LAPITSDPTEAAAVGA VEASFK - 3 13515.82 3.S< 0.5 31/84 4 jrnIawIgg5m_. __ 
-.NTGIICTlGPASR.- 2 4<;03.39 1.90 0.4 2J3 4 

jmrawtgg5min __ ",",1(111!-t020 -.GDLGIEIPAEK.- 1142"29 :I: 5822,22 2,68 0.4 13120 :I 
jmrawtgg5min_slreozotllllW,1242-1244 ·.KGVNlPGAAIiOLPAVSEKOIQOLK.- 247$.1!3 3 17345,45 4.94 0.4 1685 3511)2 3 
~5mn_sl""",otII ... ,1362·'364 -.GAOFLIITEVENGGSLGSK.- 2 131113.66 4.29 0.4 1495 '0117 3 
jrnIawIgg5minboad_",1Mw.1410·1412 -"GIINLPGAAVOLPAVSEKDIQOlK,- 3 9889.69 3.35 05 446 31/89 3 
jmfllWl9\l5min~.1309 -.GAOFL VTEVENGGSLGSK"- 2 12528.52 3.72 0.5 995 19134 3 
jm~5mini9gt""""""'. 2060 -.QAHL VRGIFPVLCKOAVLNAWAEDVOtR.- 2 135.05 0.92 0.1 116 116 4 
jm"""gg5mini9g1"""' ....... 448-14SO -.EATESFASOPILYRf'VAVALOlK.- 3 6818.47 2.00 0.4 553 25188 4 
jm_gg5miniggfreebead.384-386 84103 2 411,58 1.32 0.1 251 911. 4 
jmrawrminigg200mmn_yringdn .. , 1462 1142.29 2 2I!37"45 2.24 0.3 478 316 :I 
jm""",,"inigg2OOmmnaclayringdnas, 1466 -.GOlG.eIPAEK.- 1142.29 2 5295.43 2"54 0,4 725 13120 3 
;ru-tninigg2oommnoclayringdnas, 1_ -.GVNlPGMVOLPAVSEK.- 11!3788 " 2M2.54 1.88 0.4 292 13132 3 
;ru-tnin0gg2oommnaelOyringdnaa, 1672 -.KGVNlPGAAVOLPAVSEKDIQOLK_- 2473.1!3 ;\ 9882.29 3.38 0.4 1108 11123 :I 
jm_inigg2oomlMaclsyringdnu, 2010 "EATESFASOP'lVAPVAVALDTK.- 2484.73 :I 3566.92 2"47 0.3 370 If4 4 
jm_"igg200mnm~ .. , 2018 ·.eATESFASOPIL VRf'VAVAlDTK- 2484.18 :I 5849.43 2.75 0.4 388 11. 4 
jmnownnnlgg2OOmmn_yringdn ... 1858-1880 -.GAOFLIITEVENGGSLGSK.- 1100.92 :I: '5975.$1 5.02 0.4 1591 21134 3 
jm-igg2OOmmn_yringdn .... :I:.00·2182 -.LAPITSOPTEAAAVGAVEASFK.- 2146.38 :I 199tO.40 4.41 0.5 17'$ 17142 4 

_,,01 
M2"YII'> P1 ........ Id_IM .. mu""u! .... ) m....,,,,,,,j 241!51.M 1405933.0 15 
F_7oo,0..19.1103 '.GAOf't. V1'EVENGGSlGSKK.- '_09 3 n9.32 1.45 (1.0 531 23172 :3 __ ~igg_MIII04, 1246 

·.GVNLPGAAVOLPAVSEK.- 1637.86 :I: 1398,:1;5 1.69 0.2 = 5/.6 :I 
F_.J)oc19,3008 -.LOIOSAP1TARNTGItCTlGPASRSIIEMtK.- 3144.66 2 0.90 0.1 59 9158 3 
jtMIwtSmillll ..... _ •• "88 - GOlGIEIPAEK"- 1142.29 2: 2.02 0.2 454 1110 3 
jtMIwtSmlnb_.,I_ -.(lVNLPGAAVOLPAVSEK.- 1637.88 2 12871,25 2,97 0.6 600 17/32 3 
jtMIwtSmlf!b_.161O ·.GVNLPGMIIOLPAVSEK.- 1631.86 2 8089.43 2.41 0,5 516 112 3 
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Fe complex 

Score Accession Peptldes 
Pe~!ide S!l!juence MH+ Cha~e Score XC DellaCN SQ Ions Coon! 

similar 10 Pyruvate kina. 3 [Mus musculus) mest 7936.48 38075009.0 12 
ajrawphagjun20dpil MNaCl, 656 ·.VLGEKGKNINIISK.· 1513.81 3 1188.38 1.55 0.1 656 19/52 
JMFAGNACL10_1B21E3,830 -.CNOAGKLVK.- 961.17 2 422.15 0.95 0.1 418 5/8 
jrnlag5miniggI50mmnact,968-970 ·.5VEMLKEMIKSR.· 1451.78 2 164.42 1.16 0.0 137 9122 
jrnlag5minigg350mmnact. 1165 -.VENGASLGSK.· 962.04 2 279.61 0.97 0.0 263 419 
jmlgG250rawphag3OO7,1626 ·.GATLKITLNKAFMK.· 1536.91 2 1317.30 1.64 0.3 163 9126 
jmfag5minigg600mmnact, 1902 -.ACNTGIICllGPASRSVEMLK.- 2165.59 3 223.88 1.18 0.1 160 1/5 
jmfaglrencll20minigg 1 mnacldtt, 28 -. VNL TMOVGK.- 977.16 3 152.56 0.87 0.0 175 5/16 
ajrawphag I MNaC120. 808 -. VNl TMOVGK.· 977.16 3 271.09 1.05 0.0 259 3/8 
jmlag5minigg250mmnact. 900 -.5VEMLKEMNK.· 1209.46 3 1052.29 1.30 0.1 628 17136 
jmtaWlgg5min300mmnadsyringednase. 1583 -.TGlIKGSGIAEVElKK.· 1643.95 2 893.07 1.51 0.0 580 13130 
jmfag5minigg350mmnact, 1839 -.SAOFQVTGVENSSSlVSK.· 1855.98 2 263.79 1.11 0.0 229 11134 
lllrawphag 1 MNaC120,2884-2886 ", TGlIKGSGIAEVELKK.· 1643.95 2 272.46 1.3S 0.0 195 11130 
jmraWSminbsafreezthaw.1718 '.lVKCATQMLESIVK.· 1563.95 2 125.99 0.98 0.0 125 4/13 
ajrawmediapbsnocells, 1902·1904 ·.EA TESFASOSll YRPIWALDTK.· 2526.82 3 1309.50 1.98 0.2 430 5/:22 

control 

Focomplex 
ScOI9 Accession Peplides 

P!E,!tJde S~'..Jt)('!ce MH. Charge Score XC DaltaCN Se I"". Coon( 
HXK1_MOUSE Hexokln ... , type I (HK I) (H*.oldna_. tumor ilOzym.) 5510.52 303163540 27 
jmlag5mlfugg1000mmnaoL S08 "TVOOWSK.' 792.91 n4.30 1.39 0,0 546 11114 
jmfag1m(lacl7.5mlmgg, 1431;1-1440 • QCSHHL't'TMGONCQRGOAVOVEPK· 2731.05 376.10 2.39 0,0 156 17/92 
jmlggachnra'NJ')hag3007, 1618 '. TLRRLVPOSDVR. 1427_64 2 119.$3 141 0.0 126 7122 
Jmlag5mintgg600mmnacl, 1778 ·.OSGSENPASEDR· 12n_24 2 18399 OBB 0.0 166 .,11 
raws.UCrl'p_600phagJliHL.Mat04, 740 ·.lSDEILIDILTRFK.· 161698 3 310.50 167 0,0 113 1/' 
,awsucrlp.25Ophagig9_MaJ04. 746 ·lSDEILIDIL TRFK.· '61696 3 1 t06S7 L70 02 366 17152 
rawsoorfp_35OphagtgG_Mar04,1018 ·.FEKMISGMYlGEIVR.· 177414 3 154tHhi 226 O' .OS 23150 
phag,awF200 _ dec22 •• 565 ·.LVPDSDVRFLLSESGSGK.' 1907 '2 2 41.69 0.99 00 '2 7/34 
rawsucrl'p_1SOphagigg_Mar04,2087 ·.CTVSFllSEOGSGKGAALlTAVGVR.· 2452,81 3 48270 L28 00 364 11148 
fswsucrfp_350phagIQ9_Maf04,2586 • SANLVAATl(lAllNA.' 1484 7'3 2 213.99 0.75 0.' '67 9128 
a,awmedtapbSOocells, 1188 • CTVSFLLSEOGSGKGAAlITAVGVRlR. 272216 3 295.33 170 0.' '3& 9/52 

control 

Fe complex 
Score Accession Peptkles 

Pep.ide Segu"""" MH+ Chars6 Score XC DeII.CN S~ Ions Count 
protein kin ... JNK2 beto 2 [Muo musculus] lusl 4061.58 4558397.0 12 
jmlagSmlnigg450mmnacC030527025134. 866 ·.AXEVILGMGYK.· 1194.47 3 517.81 1.62 0.1 154 7120 
linraw5miniggSOOmmnactsd, 1684 '.SOCTlKILDFGLARTAClNFMMTPYWTR.· 326987 3 654.78 2.29 0.1 183 9/56 8 
phagrawFsuc250_doc22. 865 -.MSDSKSOOOFYSVOVADSTF1VLK.· 2641.89 3 1744.75 2.07 0.3 206 5123 ;; 
phograwFehllbead_dec23, 913 '.MSYLL VOMLCGIKHlHSAGIIHR.· 2686.26 3 1079.98 1.86 0.2 292 21/88 18 
phagrawFsue300_dec20. 3732 '.VLFPGRDYIOOWNKVIEOLGTPSAEFMK.· 3283.75 2 64.26 0.90 0.0 71 4127 3 

control 

protoin Idn ... JNK2 beto 2 [Mus muoculusjluo] amI,89 4558397.0 13 
raweldc300beadlgg_Mar4. 1030 ·.DlKPSNIWK.- 1113.33 2 517.44 1.39 0.0 373 519 18 

• jmraWSmll1bsafroezthaw, 2458 '.MSDSKSOOQFYSVOVADSTFTVlKA.· 2796.08 3 292.25 1.55 0.0 188 19196 ;; 

Fccomphtlt 
s.o.. _ion PiipI-

P~kl. S!!9uMlce MH+ Charge """'- XC Delta eN 52 tons Count 
Wi*kott·AIdrich ayndrom. protein Int.,Ktlng protein; WASP mt.tactlnt 1162.0& 23346579.0 
JMFAGNACLHl_2821E3.43&-438 • SGPlPPPf'SER.· n3427 820.7' 1.17 0,2 205 9/20 
jmlag5mil'liQqbud, t8S5 • PVPSSLHNRGSPAGLGAPRPPFPGNR.· 2636.98 1045.54 1.55 0,2 357 211100 
Jrnf.agSmk'llgg2OOmmnacf, 2286 • POSlPP<'VPNTPR.' 138157 65.43 0.80 0.0 65 5/2' 
JMMAGToo.1916E3, 2294 ·.GSPAGLGAPAPPFPGNRGAAFGAGSAR.- 2494.16 .29326 1.16 0.1 695 3/'3 
fmr&wt995m:inbeadstrMlfllhaw,na.180 ·.ONOSGGSRPPttPPGGA,· 1692.82 f052.39 1.;9 0.2 212 19164 
}mfagSmInQOn450mmnaci,1n2 • POSlPf'f"VPNTPR· 1387,57 500.44 1.11 0.2 '88 1/2 
rawphag2007Chtb0ad2.'70.472 • GSPACllGAPR· 882.99 118.11) 1.11 0.0 142 419 
phagrawFsucehltbea(U:Utc23. 1628 -.PPVPSTPRPGlGSQAPPPPPPPSR.- 238<1.72 23386 '.23 0.1 11. 4123 
phagfawF:2S(Ldec22,1119-1121 ·.PPFPGNAGAAFGAGSARONPSGSSSPFPR.· 2973.1() 229.66 1.87 0.0 .22 1fT 
phagrawF200_dtc22,2009-2011 •. PPFPGNRGAAFGAGSARQNPSGSSSPFPR.- 2813. to 6Ht33 225 01 175 19/112 

phagrawFsue4SfUMe20. 2694 ·,ONPSGSSSPFPR· 126L33 725.72 133 0.2 313 Sill 

.... trot 

WlakotC~Aldrictt ayndrome~" interKting PfOhIIn; WASP -'twacd,. 2551.31 23346519.0 •• 
rawed:t_1S0bMdUQr04,825 -,ONOSGGSRPPILPPGGR .• 1692.82 203.42 1.29 0.0 .53 ". 
rawext:,-3~igg2_Mat04. 1064 ·,ONDSGGSRPPltPPGQA.- 169282 '8lS9 1.81 (>.1 240 Si'6 
taWfN(lf_200b4NtCCMtI04,1090 • ONOSGGSRPPILPPGGA • 1692.82 48S G5 1.69 0.\ BB 15164 
fawtx'lF_SOMeOHb __ Mad)4.1542 

·.PPFPGNRGAAFGAGSAR.~ 1&30.79 37$.95 1.47 0.1 115 9132 
r~_chltbMdlgG_MAt04, 1592 -.MPVPPPPAPPPPf»TFALANT'EKPfLNK.- 2$21.33 413.14 1.55 0.\ 22_ 5126 
rawraxtr _ 1000_bNd;gg_M.ti'04. 2061 • ONPSGSSSPFPRPPlPf'T1'$RALOOK.· 2741.02 292.33 0.79 02 ... 9150 
jm'awf5m~ •• 1068 ·.GSPAGUlAPR.· 882.99 293.85 1.13 0.0 245 5/9 
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Fccompln 
Sc",e Accession Peplld<llJ 

P!E,!lda S!!9uenctl MH+ Char." Scofe XC D~lraCN 82 Ions Coonl 
WASP family 11M". muo.ul"'l 3697.82 13994209.0 7 
jrnlag 1 mna<lOmlmgg. 634 -,QKNLDRPHEPEK.- 1491.64 :< 740.94 1.66 0.1 343 112 2 
AJRAWActinlgGjuneI3.964 ·.YAEDIFGELFNEAHSFSFR.· 2280.44 3. 979.81 1.69 0.1 377 17;72 2 
pnlagconSmlnn600mmnacl. 729 ·.NIDPAHlCHTALPR· 164390 3. 1396.37 L62 0.0 840 11126 '2 
tmfagcon5mm 1 OOOmmnoct,03060 11 80404. 1084 -.QLSSLSKYAEDiFGELFNEAHSFSFR. . 3024.29 3 152.26 LOI 0.1 110 131100 2 
jrnldI500nacirawphag3007.1315 ,.TPVFVSPlSPPPPPPLPSAL8TSSLR.- 2631.('12 428.44 1.32 0.1 174 li5 

.ontrol 

WASP family t [Muo muacul,,_] 485.64 13994209.0 4 
ra_.u,acrlnbead_Mar04.480 -.KOtOLA.- 714.68 268.41 1.06 (J.O 252 :lI5 2 
rawa.u,9QObaad,Mar04.1316-1318 -.PTPTCISSATOLlENRPQSPAAGR.- 2425.71 2 217.23 1.29 0.1 56 4123 2 

Fe COI"I1:pktx 

W."",binding P'<>btin [/duo mu •• ulu.] 
JMMAGNEGB t 6D3. 1520 -.GSSGGYGPGMAlOPK.- 1418.5. 1 392.17 1.39 0.0 258 113 
jmlag5miniggl000",mo""l. 1702 ·.GSSGGYGPGMAlQPK.- 1418.54 2 270.13 1.37 0.0 IS4 113 
illllagS"''''iggl000mmMd.2078 -.PPPPAREPPSRGAAPPf'PPPMlR.· 2363110 3 408.47 1.37 0.1 227 5122 
JMFAGNACL 1562IE3.2110·2112 ·.ASlPELPAMQR. • 1298.54 2 242.48 1.09 0.1 181 2iS 
jmlgGI50",,,,,,,.g3007. !149 ·SAPVIEKPAGSSGGYGPGAAALQPK.· 2396.69 3 342.33 1.62 0.0 20S 3/16 
imlgG400ra"l'hag3007.1596 -.GLAPPPpTSA TPSlLSNR.- 1717.02 359.51 1.22 0.0 293 11134 
jm1a\lbm000ll2.Smm.1825.1826.2 ·.EPPSRGAAPPPPPPMlR.. 1768.08 0 301.99 1.07 0.0 ':(6 W32 
jmtagllm,""",Smio. 717 •. EKPLPPTPGOA.· 1220040 2 78.10 0.85 0.0 83 3110 
jmfagconSmlnlOOOmmna"L030601180404.1876·1878 ·!(TPGPVAGLAPf'Pf'fSATPSllSNR.· 2512.89 :I 564.15 1.89 00 286 7/32 
..... uoflp,cnllph.gigg,Mar04. 1370 -.TPAGPPPPPPPPLRNGHA.· 165<;.12 2 2!1.54 1.45 0.1 73 7134 
A'_g2007M.Ethm.th3dgas~ 3474 -.AARGAPPLPPILR.- 1329.62 2 62.3. 0,70 0.0 89 5124 
f.wsuol1p~ac!inphagig!l-Moro4. 1324 -.PPGSAASGRPHOOTDSNR.. 1837.85 2 144.7& U)4 0.1 67 7/34 

control 

Waap-binding protein (MY. muaculuol 515.28 37537556.0 10 
FPbeadsOOO_O",,'S.696 ·.OAPPPPPf'YA.- 1107.24 2 321,47 1.05 0.1 225 419 
FPbead0800_DecI9.2024 •• YSFHPVEDFPAPEEYl<HLQF\.· 2490.71 2 193.81 1.09 0.1 40 4119 

Fecompl.' 
Score - Paplld .. 

P!'.I:EtiOO S!9uence Mf;. Ch!!!ll!! SS!!!!! XC D<>~.CN SQ Ions Count 
~ kiM .. inhl_18tl'27) [Nuomuoculuo] 5325.111 31542312.0 6 
ImlgG400~l. 1288 -.KWNFDFQNHK., 1_.49 2 612.31 1.55 0.1 311 419 
JMFAGNAClI5B21E3.2018 · NLFGPVNHEEL llmlEK.· 201221 3 41784 U3 0.0 313 17154 
~tagSmllWjgl~ 23Se ·.VLAQESQOVSGSAOAVPLlGSOAN$EDR.· 2943.13 3 212.01 1.14 0.0 leJ 4127 
~1d!1000n""'~7.1494·1496 • .KWNFIlFONHK.· 1_.49 2 1200.51 1.82 0.0 700 11118 
~1dI3OOnad<awphal/3OO7. 149B ·.KWNFDFQNiiK· 138449 2 888.« 1.37 0.2 349 112 
_C!ip,8OO!>I>agiW_MalO4. 1150 ·.PPKSACKVlAQESaOVSGSA.· 208833 3 311.M 1.37 0.1 193 114 
_uctlp,lOOOp1\agigO,MOI04. 121 t ·.KWNFDFQNHK· 1364.49 2 1434.66 1.58 0.2 538 5/9 
pnagrawfsuc300 ~dee2(). :!5Ii4 ·.HL VOOMPOOSDNPAGLAEOCPGMR.· 2589.84 2 154.00 0.90 0.1 60 914/; 

eonIToi 

"' ___ kiM .. Inhibilor 111 (l'27) 11l .......... lu.] 207.84 315423720 6 
jrn\>oa25Otlad<awphag300T.893 . MSNVRIISNGSPSLERMDAR .• 2107.36 207.64 1.24 0.0 166 17172 

fccomplu: 

"""" -- p-
~,..- Challil ~ xg ~CN !lll lWI Cwnl ___ r._poIy .......... _ .. _ 

812,92 l~69aa.O ,. 
JMFo\GNACLHUS2t€3.740 ·.LOEHlDPA.LORl YR ~ 186_5& '''' 0 .• , .. Uf 
jm~Smin1mMCi, fit •. Ktl. W:TA$GVK~ 2Q13-a t.St 0.3 .. r '"20 JTt~~7.20'6 -,LVWNQMGIGR· 169<50 U3 .0 ,.., -_ag3O(ll.216<1 • ARll 'l"ptlPJ(, ~ 2111S 0." 02 07 219 __ ,"""".Wl!! 

·.CFNFCAneOAAHNNA,~ 7J$.$l 1.0.7 '''' SO .". ...... 
__ r·_ ... _l .. .,. .......... _". ........ 

U1,'H 1094G9a8d) 
thIfttt_~MatC'.l693 7 OF'SCAORlr-C'AlNVGlPF4TPEe:nLj(_~ 294$:.31 m.11 o 'It 0.0 m -_.~""".>m ~,NQlleU4OPESRTVAVXQI..GVNPSTVGVoet.K,~ 3420 86 15Iil-31 ,l81 0.' PS 5131 
jJrI~~aw,20&4 ·.PAArul'fPEtP'I<.· 1'53.7$ 392,,'" 1.00 0 .• ... "'I 
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~J;Qf'/lpkttr 

dua!~,t'C::lty tYft:*M1Y~atlon f1I:gut.1M kmaM 3 [Mus 
jn'ira~G5mlnb~na&., 971 • Ri.IlITrEPL TA . 131452 380tH 01 
JfTIr&:WI9¢mln400mmn;;J;Cl£d.l02;·' 023 · RLNlITEPL TA· f3U . .52 108619 1.25 03 
jmfag5md"1lgg2001'ml'-'lac-l, 1[:52 '. IILPL Tl'E'OAU(. 12119.4& 118 SO , 00 0.0 
jmraWl995rrlJn450mmnac-!$d.1236.1238 ·}'LNITTEPLTR. 13~4.52 t2371 .0. 00 
jmlag5mm'991000mmnacl,1554 ,.PSKIILPl TPEOALK .• 152J.83 <!<lila 0.97 0.0 
jrrngg450ra~hag,)O()1, 1640:· 1 642 ·.ALNITTEPLTR· 1314.52 1272: 64 16. 02 
jmlgG1SOrawpha93{)01,1$62 • ALNITTEPLTfl. 1314.$2 .$.61 0.5 0.0 
jtnlgG300r4MP~001. 1618 • RLNITTEPt.. TR~ 1~I.S7 • 25 O. 
~",'.,G300,.wplIag3007 ..... • ALNITTEPL TR • IS'Ull 149 0.3 
iml.,G250rawpllag3001. 1590 ·.RLNJITEPL TFt.· 7112 0111 0.0 
jmlgG400.awphag3001. '170 63696 '21! M 
jmraw6(fllnlgg600mmnaclsd,lS16.1818 158.52 1.21 0.0 
jIDllI95"""'9g450mmnacL0lO52102S134. ! 920 732.04 IS. 0.' 
)mtgG 1 OOOnaelra~hag3001.2(r38·20lS 1314.52 4-2548 12l! 02 
,mlgG250'""l'hag300T. :;/)32 ·LNITTEPLTRGHTQHFVNGSEMK .• 25" 92 59 .• 5 0.79 0.0 
Ifl\!djl50naclt~ha-g3007.a:1"~1$ • KDAALPGAGLPPQQR • t$19.73 :;aUO 1.38 0.' 1",,"140 __ "1""93007.1622,'62' • RLNITTEPL TR • 1314.52 lHl,Sg- U3 \),1 
jmldi3(lO"ae_hag3007.1a32·1S34 • RLNlTTEPl TR • 13t4.52 SHl82 1.30 M 
im1ai3OOn"'_h9g300T.1836 • RLNITTEPI. TA.. 1314.52 21U2 ,:Jj) 01 
jmIlSlOOnaclr;:rwphag)()01. tM\) • RLNITTEPl TA .• t3-'4.52 , 520.20 ,(>3 02 
pr.agrawF400 "d~2\t 1132 ·.RLNITTEPI. TA· t314.52 1 99_24 (i_as 0.1 
!'a'NIuerfp_500phaglg~L~r04, 1,222 • RLNITTEPl. TA.· 1'314.52 2 311 t2 'La-I 0.0 
rawt\.lCff'p_actlnphaglQg_~. 1242 ·.RLNITTEPL 1R.· t314,S2 1 146.34 0.9 O. 
pna-grawFsuc200_dec22,1243 ·.RLNITrEPL TR .• 1314.S2' 464.31 UB 02 
raW$lJcrtp~800phagtg9LMar04, 1318 ·.IIGKGSFOOVARlIYQt;)(. 18-1$.15 35376 US 00 
pttagrawF300~dec20.t339-1l41 • RLNITTEPI. TR .• 131452 20364 141 0.' 
rawauc:dp_ 4SOph&gtgg_Mar04, 22 t $ ·.SNTlQSOOISNSEKSSPASOGKSSESLSAVK· 3112.2l! 10829 1.02 0.' 

controi: 

dual....,.eiik::ity tyra.tM«Y~latjon r.guiat.o JdnaM 3 ,[Mua 
FPMadsll>iLo.o19, 1223 
FPbtla(SalStLo.cHl, tns 
1'$W6,ld, ... 300bHdi99-Mar4,2838 
jmI;!332S0Ilacltawphag3007.104S.104-1 
jml,)lul400nacltawphag3001 _o:roao,n 35631, lOS3.-iass 
jmbua3$.()oaclf4WPhag:;3007, tOS9~ 1061 
Jmb«a3$On~hag:3007.106]~H.l1'l 
jmbaaSOQo~hig:)OO7 4 111. 
,-.., __ h>93OO1.1257·.259 

,tmbsa300naclrawphag3007 .12$6-12:" 
jmbsa1 OOOnac!rawpnag3001, 18005-1 $O1 
jmrawSmlnbsalre$ZC!1aw, i 9a6 

mKIAA0817 pr<Qin [M~. ", .... ulus]0 :H<ir>_: p_ 
JMFAGNACll0_, 921 103. 320 
jmig9450rawphag3007.1138 
imlag5mllli9g2OOm"",aeI.1238-11138 
imlaglmnacl2.5minlll9. 2092 
jmrowiggSrmn300mmnael.\>ringodr ...... 2795 
jmraw5minlgg&OOmmnaclsd, 3002 

Fccom~.J{ 

NIM~ •• p_ kir> ... 9 (Mus m ..... lIl.oJ 
Im!ag5mim\lg35Ommnac1.1319 
jmlgG300rawphag3007.1336 
jmm"'995minbead __ • 14911 

JMFAGNACLlO_2B21E3.1918 
jmigG500rawphag3Oll7.2211 
phagrawFsue250_dec22.1709 

..... troI 

NIlI_lat<ld •• ~_ klM_ II [M .... m .. ""ulusl 
r __ ael_igg..Mot04. 1375 

_]OObeadigg..Mar04.2020 
jrnbsa15Onaetrawphag:ll.1697 

u_ --. prod"'" (Mus ....... vI .... ] k ..... l. 
jm!ogil\Inch2Om."gglm_ld,t 942 
AJRAW_IgG..jurno13.1072·1074 
jmfaglmnacf1.5minig9. 1m 
phagtawF35IUiac20. 792 
_ortp_~Mat04. 9M 

conltal 

• RlNITTEPl TIl· 
.RLNlmPLm~ 

·.flGPPGSKOWATAIJ( • 
· RLN1ITEPL TA.· 
• "LNIITiPl. TR • 
• RLNIITiPl. TR .• 
• flLNITTEPI. TIl· 
• flLNITTEPl.TR· 
•. ALNITTEPl.TR· 
.RLN1TTEPLTlI._ 
• RLNlii"€PLTPL-
• RWNPTNAFOOLGSKLPPWGIASK.· 

·.FLPSPW1I<KR.· 
·.CNIPPAPR.· 
• .lRAfl'MlMDEK· 
·.NPIIOYIOGLLOlK.
·.LEGMFR.-
·.FYlAKHSGAQL 1'LOHHMGSADLNA rFYGPVK.· 

P!2hde S~uenca 

-. PRSSlVTEAPl1I WTSH.· 
-.tEGGQQVGMHSR .• 
·.HCOSINSOFGSESOOOOOSGPGPSAVPGPR· 
•. AI. TSAACACSAlQVEIIOR.-
-.LDPAVPCl/GKAI. TSAACACSALQIIEVDA.· 
'. TFDA TNP\.NLCVIC-

-.EVOI. TRlSEKEA.· 
-.lDVIKSGCSARQIICAGNTHFAVVTVEK.· 
·.PDLDSESWCLLGIDSCR.· 

·.wIFSKFSSSAKDEVK., 
·.Ol!GACClGllCASLSYEAEK.· 
'.liOOlRGHADlQNOEK.
·.I<IPEPT();(.-
-.KIPEPT();(.-

MH+ 

11S9.98 
2089.40 
1751.75 
870.00 
870.00 

155 

1314.52 
1314.52 
148-4.69 
131-4.52 
1314.52 
1:;314,52 
1314J;2 
1::U4Ji2 
1314.5.2 
1314.52 
1314.52 
2550.99 

1264.62 
868.04 

1:)S9.61 
141!1.71 
752.91 

3489.95 

3 
1 
2 
2 
I 
2 

MH+ Cha'110 

l! 738 1I4 
Hl51l'l 
1325-4 

HU{LG2 
H2Q53 
20173 
~S9.81 

396 34 
2114a2 
1$919 
68953 
25905 

433.34 
7U9 

1420.87 
32956 
lM.89 
184.12 

-

6164.05 211040000 
'-21 02 
III 00 
090 0.0 
1.65 U 
1.68 U 
1 ,) 0.' 
, 82 00 
132 o i 
U3 00 
1\9 0.0 

'41 02 
1.94 00 

1.35 0.1) 
0.1!2 0.0 
1.611 0.2 
1.13 0.0 
0.90 0.1 
0.82 0.1 

- AccOSSlOO 
XC D.n. eN 

3488.16 2155;]09$.0 
1172.00 3 1379.33 !.87 02 
129944 2 441.66 1.49 0.0 
2801.86 3 427.63 1.64 0 .• 
.809.06 2 552.05 I.HI 0.1 
2789.25 3 568.39 1.10 0.1 
1436 .• 2 119.64 0.91 M 

612.63 21553095.C> 
1475.63 2 423.31 1.08 0.1 
2834.27 2 52.40 0.98 0.1) 
1898.06 2 197.05 1.20 0.1 

- Ac¢$$$m Poptjdoo 
cr...,. S""'" XC o.HaCN Sp 1_ 

4_.76 263311994.0 17 
:I 1635.36 1.52 0.2 598 19156 
a ~7U!O 2.29 0.0 423 21176 
2 223.56 1.34 0.0 1M 217 
2 S93c27 1.28 0.0 440 !lI14 
2 _.71 1.34 0.0 452 5J1 

'68 
TIS 
.a 

'99 1/2 
6<- 3/10 

". 215 
14. 215 
73 7120 

482 9132 
'02 215 
~9 .918' 
'OS 21S 
52 3122 

235 9128 
2S, 1111 
392 111110 
129 9120 
183 2IS 

215 
91110 

134 9120 
56 3/'0 

291 3/8 
82 1120 
61 3/20 

234 2JS 
.# 9120 
.41.1 .,,, 
213 11120 
149 912<) 
141 3/10 
104 215 
2.2 .12 
251 11120 
111 9120 
125 215 
133 118 

309 7/20 
91 'Jf1 

~24 !lI2Q 
as:! 11'2 
105 11:2 
35 11WJ 

""",ideo 
s~ Ions 

22 
498 9132 
291 5111 
198 17!1ltl 
420 13'34 
230 5121 
131 113 

\1 
357 9t22 
37 7152 

134 !lI32 

Count 

2 
2 
2 

1 
7 
I 

Count 



Fccomple. 

PeQhda S~l.fflnce 
poI()-.jlk. idnase 2:; MruM1nduc::ible kinue (Mu. mu*culu*1 
tmfag5niinigg600mmoaci,914 -.SGTSAVENKQQIGOAIRMIVR.-
3Irawpha9Iun20actmDPI,1430 -.VS.roQPSKHR· 
3Irawphaq)un20actmDPI,1754 -.MCEQALOKACOGDSKK.· 
JMFAONACL 15821E3. 2018 - Yl'LRQIVSGLK 
Imfag1mnacI5mlnrgQ,2132.-2134 - ARKVl TSPEVR • 
If'lfagSmtnl9g1 OOOmmnaci. 2920 - GTl.GSCSSSSECLEDSTMOSVADlVARVLR-
rawsucrlp_ 400phagl99_Mar04, 1227·1229 -IIPI-<SRVAKPHQR -
I1j:rawmediapbsnoceHs. 1426 -. VSITQCPSKHR -

control 

Fe complex 

P!!eMa S'!Suenca 
Falz protein 1M .... mUICuluo]I kino ... II (M uo muse ... 
ajrawphaglun20aclinDPI,494-496 
jmrawlgg5min350mmnaclsynngednase. 687 
jmlaglmnacl2.5mimgg, 1062 
jmlgG35Onaclrawphag3001, 1173 
ajrawphagIMNacI20,1292-1294 
jmlgG400rawphag3001, 1394 
jmfag5m""g91000mmnacl,2094 
jmfagSm",iggJOOmmnad, 2640 
jmfag5milllgg450mmnad_030521025134, 3306 

control 

Fccomplex 

adenylate kinase 2 [Mus musculus) 
JMFAGNACL5B21E3,866 
rawsucrtp_800phagig9_Mar04,660 
ajrawmediapbsnocells, 1022 

control 

Fe compte. .. 

-.lEKSNGEVSESPGAGK.-
-.SPEGCLSE1l10SSSMAEKK.-
-.OAEKSREEAEOPSAOK.-
-.EFALALAILECAVK.-
-,PREFAlAlAILECAVK.-
-.GTSGSTRIITR.-
-.EGKEVlVVNSQGEVSRlSTK_-
-.GYWEAElCRVlEDIR.-
-_VYHNQYSTNSFAlNKHQHREDHDK.-

Peptide Sequence MH+ 

-.TRLEA YHTQTIPLVEVYR.- 2242.48 
-.ITGRLlHPKSGR.- 1335_58 
-.LlHPKSGRSYHEEFNPPK,- 2137.39 

P~ideSeQu"""" 
vaccinia relattJd kin .. 2: wcclnt. Yiru. SIR kiM" r.lat6d kinase 2 
JMFAGNACLlSB21E3.152 -.AANLLLOFTNPOR.-
rntaWlgg5min4SOmmnadSd, 166 -.VYlADYGlSYA.-
jmlagSminiggSOOmmnad, 1589 -,LDYlGIPVFYGFGL TDFKGA.-
jmfagSminigglSOrnmnad,2149 -,LPWEAKLOOPVAVOTAK.-
aj ...... ediapbsno::ells, 472 -.LOOPVAVQTAK.-

s-. Ac:cesSlon 
MH. Cha:S8 Soo", XC Delta eN 

2759.74 227798890 
227459 533 I. 147 00 
t28t 4$ 65134 101 02 
162691 '26.26 096 0.2 
134060 253.95 116 01 
1298.52 156 60 116 00 
3020.32 [24.22 1.05 00 
1539.81 39626 144 0.0 
1281.45 21796 0.62 0.0 

Score Accession 
MH+ Chars 9 Score XC Dell.CN 

3838.83 27370657.0 
1589.69 2 674.44 1.73 0.1 
2024.18 3 327.49 1.15 0.0 
1777.78 3 591.76 1,35 0.0 
1491.82 3 614.12 1.36 0.1 
1745.12 3 482.05 1.41 0.0 
1149.28 2 273.58 1.25 0,0 
2160.42 3 624,18 1.17 0.2 
1653.09 2 161.62 0.89 0.0 
2970.13 2 89.59 1.27 0.0 

Score Accession 
Charge Score XC Delta CN 

2709.93 34328230_0 
3 2072.77 2.41 0.2 
3 148.98 1.28 0,0 
3 488.18 1.35 0.0 

Sco", A"""""",,, 
MI-<+ Ch~& $con> xc Delta CN 

2791_14 21312468.0 
1460.62 3 672.20 1.55 0.1 
1320.49 2 122.50 0.90 0.0 
2279.62 3 86.65 1.19 0.0 
1882.15 61431 1.05 0.2 
1157.30 623.57 1.49 0,1 

ajrawmlldl8j)bsno::ell •• 1622 -.AANlLLOFTNPORVYLADYGlSYR.- 2762,07 611.91 1.55 0.1 

control 

vaccinia relat.s kina .. 2; vaccinia virus BtR kina .. ,.I.ted kinl" 2 978.25 21312468.0 
jmb""000nact~l, 1091 -.TPAOOKVDSPKATR,- 1527.71 691,84 1,43 0.0 
jmbsa5OOnacl~7.1351-13S3 -.FMVMERlGIOlOKlLDONGGFK.- 2554.03 84.61 1.16 0.0 

Fccompf." 
Score Accessoo 

P!,2tide S!:9uence MH. CharS6 Score XC DolI.CN 
u"mlmed protein product [Mu. museul",.] na_ PAK 6 24986_60 26337801.0 
phagrav.fSOO_dac20, 1488 -_DSCGPDPGVRGLR.- 1329.47 2 613.70 0.93 0.2 
phagrawFsuc200_dec22, 1827 -.TELGSFFTEYlQNOll TKGMVllR.- 2803.27 3 233.51 1.13 0.1 
jmra""9g5minI50mmnacl,330 -.GTAKANVGAGK,- 974.10 2 594.05 1.21 0.1 
jmfaglmnacl5minigg, 1098 -.QMVIOVlHPGK.- 1237.50 2 1214.64 1.30 0.2 
ajrawphaglun20dpi 1 MNacl, 1136 -,QMVIOVLHPGKA'lVPK.- 1734.10 2 397.35 1.27 0.0 
jmfagSminiggJ5Ommnacl. 1375 -,lTGFGMIYOSLDYAK.- 1682.88 2 13442,36 3.37 0.6 
jmlag5minigg400mmnad. 1542 -.lTGFGMIYDSlDYAK.- 1682.88 2 6811.32 2.58 0.5 
jmfag5minigg200mmnad, 1628 -.lTGFGMIYDSlDYAK.' 1682.88 2 1607.01 1.69 0.2 
jmfagtim""",,7.5mm.2160.2160.2 -,YlIESSKEMTPlK.- 1539,82 0 136.4Q 1.18 0.0 
jmfag5mincont350, 1542 -_YlIESSKEMTPLK.- 1539.62 2 138,26 1.05 0.1 

control 

156 

PaPtides 

SE Ions Count 
21 

34' 91'0 
418 215 
183 113 
129 1120 
133 3/10 
109 5129 
250 316 
266 13/40 

Peptides 

Se fons C""nt 
19 

214 1/3 
283 19172 
433 7/20 
336 19/52 
331 17/60 
213 9/20 
237 15176 
179 217 

68 4123 

Peptides 
Sp Ions Count 

5 
595 23/68 
117 13/44 
362 4117 

Popu_ 
S~ I"". Counl 

11 
391 17/48 
122 3110 
69 7138 

184 5/16 
266 9120 
249 5123 

11 
623 19152 

73 5/21 

Peplides 
S~ Ions Count 

6 
201 318 
101 7/46 3 
462 11/20 9 
358 9120 10 
310 11/30 9 
824 17128 8 
333 13128 8 
644 15128 8 

92 318 
101 1/3 



Fccompl •• 

S<xw& II"",""""" P""tKIruI 
?!etld& §!guence MH+ Cha!.i]s S<xw& XC DeltaCN 52 Ions e""" timilar to prote'n kina .. n.k1 (EC 2.7.1.~)", mOUN (Rattuancwv'9tcue 4832.71 34878053.0 14 

jmlag5mlnlggl50mmnact, 236 -.AEONEAR.- 804.79 2 743.30 1.47 0.1 431 213 
jmfagSmlni9Q400rnmn.ad, 381 -.ORP5VNSILEK.- 125841 2 327.5' 0.89 <1.1 207 7120 
JMFAGNACL15B21 E3. 534 -.EEEVYLAR.- 1009.10 2 403.55 1.31 0.0 300 417 
jlnfag5<mnigg350mmnocl.655 ·.PASGOGV55FVPAOKI1'K· 1803.05 3 725.92 1.23 <1.1 425 21168 2 
jm~5(n!n35Ommnacl$~nas&, 1253 -.OGTVOLGDFGfARVLNSTVELAR.· 2432.72 3 340.23 1.38 0.0 232 11188 3 
jmfagSminigg300mmnad, 1912 • PASGOGVSSFVPAOK.- 1460,62 2 216.68 0.85 0.1 224 Sl14 2 
jlnkll6OMeOHrawphag3007. 1842 • PSVNSfLEKGFIAKR.· 1659.96 2 219.39 0.89 0.1 117 114 3 
IaWStIclfp.45Ophag'll9.MartJ4• 1304 ·.PSSSRGGKPR.· 1029.14 220.31 068 0.1 206 419 
pI1agrawFl50.decZ2 •• S66 ·.REVAVLANMKHPNfVOYI\.· 2111.50 606.44 1.07 0.2 178 9134 3 
jrnrawbasSmin 1 mnact. 12:14 ·.PSVNSILEKGFIAK.- 1503.77 1029.38 1.63 0.1 567 19152 3 

_Il'0l 

Iim"ttt to protein kina .. Mkl (Ee 2.7.1.·) - mou .. (Ra~ nOfWgicua 245.1& 34878053 0 10 
F_s600.0ecI9.950 - EINISRMSOKER., 1478.66 245.18 1.00 0.0 228 3/tt 

Fe comple. 
Scor. Ace....,., Peplid .. 

P~tide S~uenCt) MH+ CharS8 Score XC Dell. eN s, lono Count 
OnaJ (Hop4O) homolog, oubfamlly C, mamba, 3; protaln kina .. , Int."",o 4479.39 31542563.0 17 
Imfag5miniggI50mmn.ct. 380 ,.lIESAEEUROGA.· 1501.67 3 846.61 1.57 0.1 510 19148 
JMFAGNACL 1 5B21 E3, 776 ·.VIALKMDFTAAA.- 1336.63 :I 1028.56 1.53 0.2 442 17144 
,,"r.wm1lnigg200mmnaclsyringdnas.912 ,.QGKLDEAEOOFKK.- 1523.63 3 455.84 1.10 0.0 410 318 
jm5mlniggraw'owlomc.934 -.AALPDL TKVfALK.' 1353.59 3 1408.78 1.38 0.1 921 19148 
jmlag5minigg600mmnacl. 950 -.ERICHCFSKOEK., 1495.71 2 189.75 0.90 0.0 211 4111 
jmlgG350naclrawphag3007. 1173 -.GHLLLKQGK.· 994.22 2 549.85 1.37 0.0 384 Sl8 

control 

OnaJ (Hap4Q) homolog, oubfamily C, mamba, 3; protein klna ... lnt.""ro 467.85 31542563.0 6 
rawoxtr_100boadigg_Mar04.682 -.EVLSDPEMR.· 1076.21 3 467.85 1.59 0.1 252 318 

FcCOftlpHtx 
Sc",& ACC8U1On PeptlllM 

P!etidit Segoence MH. Charge Scors XC Delta eN s. Ion$. Count 
.ril .... lph. motif and .. vein. zipper containing kina .. AlK; MlK-lik. 4723,55 30017393.0 
jmfawgg5mlnbeadsfreezethaw. 1122 -.EVPFKGLEGLQVAWL WEK.- 2142:.53 1317,73 182 02 351 23172 
jmiagffe(l!:hSmlnroolmnactdtt . .237~2e9 ·.GSVSLNSSPK., 976.01 20083:i! 2.47 0.1 740 13/18 
3jra\'lf.lhagjun20llCtft'lDPI, 748 ,.GSVSLNSSPKGRYGGK.· 1594.16 91$,10 1.63 02 111 ". jmSmlmggrawk>wlonic, 1776 ,IVNLELVFGFHLK.- 1529.85 Hn,18 1.04 00 8S 7/24 
Jmfag5mmigg3SOmrnnaci. 2451 ,.TQTPVKYOOITPSINPSRSSSPTQYGLSR.· 3223.54 152.66 0.98 01 46 3128 
Qjra~hagactIf\20. 2676 ,.PGTGPQOCK., 903.00 228.54 0.94 0.1 239 112 

conlf<>! 

ariHlptta motif and J.ucin. lipp.r containing klnu. AZK; MlK4ik. 1712.08 30017393.0 
~_1S0bead-igg:2_Mar04. 128 ' SRNWIAAOGVLK., 1342.$7 87526 1.50 01 soa 7/12 2 
lllWeXtr_ 1000J::>eac!Igg_Mart)4, 1196 • MSSLGASFVQ'K., 126851 213.57 119 00 160 4111 2 
FPbead&500_decHt 1562 ,.LLLLEEEOU(DMGlVSK., 1946.30 -388.76 134 01 150 11164 
"""""'.SOOboodigg.M&Q4.2287 ·.LPOSALNTHQSPDFK. • 168385 234.47 1.07 0.0 2'8 9128 

Fe complex 
Score Accession Peplides 

P!!Qlide S~uence MH+ Cha'lle Score XC Delt.CN S2 Ions Count 
choline/ethanolamine kinase (Mue musculus) 3100.60 6671748.0 8 
.jrav.phagjun2Odpil MNaCI, 412 '.GEILSEEEQKK.' 1290.40 3 499.80 1.51 0.1 157 3110 
jmfag5m,nigg35Ommnacl, 783 '.CPEPIPNAAR., 1238.45 2 496.95 1.06 0.2 233 419 
ajrav.phagactin20, 1096 ,.HYLAEVQKGEILSEEEQKK.- 2259.50 3 753.28 1.84 0.0 387 1/4 
phagrawFl50.dec22,1744·1746 ,.PTDYPTAEQQLHFIAHYLAEVQK.- 2871.20 2 461.78 1.70 0.1 167 13144 
phagrawFsuc60MeOH_dec23,1924 ,.PTDYPTAEQQlHFIAHYLAEVQK_- 2871.20 2 169.72 1.01 0.0 158 3111 
phagrawF300_dec20, 2019 -.PTDYPTREQQLHFIAHYLAEVQK., 2871.20 2 338.68 1.32 0.1 65 2111 
phagrawFsuc300_dec20, 2484 -.YLKQIQOLPSTSLPQMNLVEMYSLK., 2941.46 2 380.40 1.08 0.2 87 3116 

control 

Choline/ethanolamine kinase (Mus musculua) 1151_63 6671748.0 6 
rawextr_250beadi99-Ma!04. 1690 -.DPVLSGAIA TRMAAFHGMEMPFTK.' 2665.16 3 854.25 1.78 0.1 433 21192 
jmrawSminbsabeads.1280 '.GEILSEEEQKK., 1290.40 3 287.38 1.12 0.1 79 9140 
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Fc.<::ompl •• 

phO$phory!."" kin .... alpha :! [1,1.8 ",oo"olu.) 
pnfagfr"""h20m.n'991mnacldlt,462 -.QllVGLPPEPR· 1207.41 60943 156 0.0 378 17140 

ImraWlgg5m.n 150mmo",,1. I 030-1032 ·.OILSVMAKAK.· 1076.34 2 381.23 1.19 0.1 294 519 
ImfaglmnaclOminlgg, 1198 ·.TNQ(lIPELNASSVGVAK.· 1665.86 2 142.51 1.15 0.0 122 9132 
jmfag5minlyg600mmnacl.2884 ·.SLNCSGKEASESLMNLSPFDMKSLLHHltSGK.· 3476.01 2 21.4, 0.19 DO 21 1162 
pnigg4SOra"",hag3001,2968 . AKAYELEONVVK.· 1392.59 2 275.64 129 0.1 95 7/22 
jrnraWlQg5mtmggfraebead, 794 ·.LOGYARt VOOnLCYQNPVTGLLSASHOOK.- 3333.76 2 39.72 0.84 O.! 18 5/58 
jmldl600naclra"",hag3007.2606 .. F'IHSSMSSPAISIHEVGHTGA TKTERSGITR.· 3246.61 3 126.45 1.43 0.0 80 1$1120 
phagrawF350_dec20,273 ·.HIGIILGTSKL YVIR.. 1556.88 3 394.17 157 0.0 239 114 
phagrawFsucl!OO ... dac22,865·861 ·.DGIHLVPEl YAIPPOKVOEEYK.· 2541.84 498.47 1.47 0.1 306 17184 
fOwsucrtp_SOMeOHpha9'99_MAI'04,1238 ·,VOEEYKNPHWORVPlGK.· 2097.)2 127.06 1.73 M 3~8 114 
phagrawFsuc350_dec20,1842 ·.SLNCSGKEASESLMNlSPFDI';IK.· 23S!Hl 349.93 1.43 0.1 15$ 116 
rawsucrfp _350pha9199_Mar04, 20 H) ·.PIHSSMSSPAISIHEIIGHTGATKTERSQITR.· 3246.61 505.05- 1.45 0.1 240 2$1120 

control 

phoaphoryl ... kin ... alpha 2 [Mu8 mu""ul •• ] 248.02 27370156,0 11 
FPbeads400_0ac19,2822 ·.GLlKEHGMWQSIAOVHPIRVQPGR.- 2740.18 2 95.19 0.90 0.0 !l6 3/18 
jmbsaISDnaclr."",hag3l107, I 063,1065 ·.OILSVMAKAK.- 1076.34 2 152.63 0.98 0.1 84 1/3 

Fc complex 
Scola Aooession Peptide. 

ProSAPiP2 protein [Mus mu""ulus] 
JMFAGNACI.HU821E3.624 -.ElSSI.OOR.- 889.98 2 228.39 1.31 0.0 173 9114 
jmrawrmimgg2oommnaclsymg<lnas, 1244 ·.SPVPPSCQSPSPOR,- 1461,63 :2 413.93 1.06 0.1 305 11126 
jmlgGI50rawphag3001, 1462 -.SCPLCOLGFPVGVPDDALIK,- 2137,51 :I 741.64 1.23 0.1 409 5119 
jmlgg6oorawphage3007,2128 -$PVPPSCPAPQPAPPPPPGER.· 2161.47 2 70.87 1.00 0.0 54 7/40 
jmbeadsactlnra"",hag3007,425 -,LGGLEAENATLR" 1329.49 3 1157,32 1.87 0.1 542 9122 
jmbeadS3SOra"",hag30012M. 115$ ·,Sf'ASPSCPSPVPORR.· 1566.1T 2 252.49 1.13 0.0 218 5114 
jmbeadS1SOra"",hag3oo7,1984 -.HIOSHlENSKL· 1293.41 1 435.65 1.16 0.1 245 9120 
R.owPhag20076OMeSeadS<1igest,1340-1342 -.RSPASPSCPSPllPORR.- 1722.96 3 280.05 1,46 0.0 IS8 4/15 
rawsucrtp ~60MeOHphagig9..MAr04. 1910 -.PPPCAPCPSPOQRRSPASPSCPSPVPQR.· 2926.35 3 292.45 1.35 0.1 130 17/108 
jrnldl1 ooOnaclrawphag3oo7. 1754 ·.HSPAPACPSPSPPAR.· 1472.66 2 93.34 0.82 0.0 113 1/4 
phagrawFsuc250 _ CIeC22. 1273 -.VSlOORlNQFQHElQKSK.- 2212.50 3 492.54 1.52 0.1 221 7134 
rawsucrtp~ 6OMeOHphaglg9..MAI'04, 1910 -.PPPCAPCPSPOOARSPASPSCPSf'VPOR.· 2926.35 3 292,45 1.35 0.1 130 171108 

control 

ProSAPiP2 protein [Mus musculus) 1249.96 37674212.0 18 
__ 200bead~Mar04, 846 -.llRTLLOEOARNAGOR.- 1668.14 3 811.99 1.78 0.1 328 3110 
rawexlr ~ 450beadigg~MarQ4. 1356 ·.HSPlSQRHSPAPACPSPSPPAR.· 2278.54 2 108.99 0.85 0.0 128 3114 
raweX1'~5OOooa'LMar04, 2158 -SPVPPSCPAPQPRPPPPPGER.- 2161.41 2 180.66 1.27 0.1 97 9140 
FPbe .. dsSOO~decHl, 2730 -,SpvPPSCPAPQf>R.P???PGER.· 2161.47 2 88.32 1.06 0.0 83 9140 
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APPENDIX B - LIPASE SUMMATION OF IONS 

The summation of peptides from Lipases found to be associated with Fe receptor-mediated 
phagocytosis in macrophage cells. 

Fc~pl.x 

P'ulJIIlOUSE Group xU! .. emory ~lp." A2 J)fKUfIOf (~NttQtchott 
jmt.gSmlmgq'5Ommnacl.426 - WClHSICSDlK," lJOSS. 72HZ L51! O. 379 3IIi 
}t!'f$g5mlni99' t sornmnacl,432 lJOSS. 13592& 193 ~. 9120 
JMFAGNACl.10_2B21E3,144$ 2ss.tJ18 7&.t19 ,sa U ''''''8 a~awph*9' MNaCl20, 1 S48 t(117,2l 2 112.2:5 U1 O,~ :lI!I 
tmbGili4~SOra¥o1)hag3007. 1£162 2564% 3 13\,35 121 OJ 131!1S 
tmkilacmriWIPliag3001, 1516 2302 62 3 468.\t9 LM 00 , .... 
pb.a9:f~chl1h&ad,.o.c2l, 1411 2349_45- > 934.69 -t '2 0,2 322 21f'100 
pha9:1ilwF15(Laec2.2~ 150& 2tl4S4$ 3 16133 ·U;f O~ .47 3120 

eontrol 

PA2l_MOU$E Gtoup Xlii wcr.tory~ ... A2 pr~W':tOt (Phoaphatidyfc:hoti 248.68 20,18,,(;6 (). 2 
rawextl_400t,Jtw!(LMat04.1391 -,PFMNSORAACICAEEEKEEL,· 229H8 24-96$ Lt4 00 209 lM6 

Fccompl.x 
Score Ac<;~ PIll'1_ 

P!2ftde S~uence 
~~ 

",H. Cha[S8 ScOt<> xc Dell. eN s~ lOll. Count 
~OllpaM 142, IrotlP- 18. pancr.a .. fK*ptor; PLA2-l r.c.ptOf (Nut. mu 2615.2' 6679365 0 2 
itnNJ:W5mlntl$Mad •. ;'(038 ·,WKEVWIGlNOLDEK - 1771 05 2 0067< D. O. 20> m8 
jmrawffirmnbsa~$, 2896 ·J:lIHRWIAVTSSGGDICEHPSflDt Y1L,:. 3.48 SO 2 130 41 0.81 01 42 3128 
JMFIlGNI<Cl.1562 1 E3. 348 •. I'lGI'IFCI'I(· 911.01 2 345-.18 L07 0,0 ~99 213 
jmtag1mnacI7,Smlrugg. 858 ·,KMIEGPtOYl(VQVK,- 1&62,03 3 455.61 162 01 176 9128 
ajta""hagjun2Odpj1MNaCJ,l084 • W1AVTSSGGDICEHPSR· 1880,03 3 312.83 1.3!i 0,1 178 15164 
t!faYtOhagj\.m20llCtmOPt 1230 ·.VOVJ<SONTVVAR- :; 17M. 0,89 01 'SO 7t22 
aifav!phagjl,.m2OdPll~, 1674 • AGDVPADEOSGCPAGWERHGR.· 3 238,35 111 0,1 I.' 11/$0 
Imt'Wlgg5minbeMsynngdnase, 2659 -JPVSFEWSSGSSW'TNWYPlEPR,· 200(U2 2 57A8 084 00 4$ 1146 

control 

ptm.phol!paM A2, I~ fa. pane,.., rft.ptor; PLA2-1 ,..ptor [Nut. ml.l 918.13 6679365,0 18 
ra~_150bea(U<Aaro4, 1447 ·,OOIOWSNGSPVIFQNWOK - 216334 42224 128 0,1 .58 151118 
r~r_15Obetl(i~Mat04, 1499 ·,OOtOWSNGSPVIFONWOIC· 216334 39B9 1.27 0.0 305 11. 
FPb ..... ,50_0""'9.2397 ·,WEVKOCSDFKAMSLCK.· ItIIlU3 10:>,31) U)1 0.0 eo 7130 

Fe comp"'" 

~tlpa .. Kl.1If_ VI;"'Oo c"'hin\-jod __ ~Upa .. A2 
Jm1d125Onac1tawphaglOO1. 900 • PKVMl T(rn.$OR.· 1318,57 7CS.12 1..64- 0.1 3fJ7 f5f44 :; 
jmld11 sar..elrll\!Phi\93001, 1022 • PKVMl TG1\.$OR.· 13H:t$7 499,5S L49 0,0 W 7122 2 
1m;dt2$Onaclfa'WpttaglOO1. 1270 -,KPAFILSSMR.- 11$0,42 • ~3022 LOS C,O ,91 1Il1 :; 
(~_~J99.-Mat04,F}14·~HJ ·,GOOllOSTSSSGNTAtHIIAVMRNR,- 231lUII/ 3 S16~~ 2.t3 00 Zl7 ~ 

~_"SOpha919~Mal'04, 978 -,MWIlCCTOPO(lRAVDR- 1752,98 2 112_e9 .. 24 On 8S 2 
~_lIOOph>g'il9-M.r<)4. lifd ~_GCOVOSTSSSGNTALHYAVM11NRL' a)18.~ 3 iml.se 1.72 01 243 2.""" 2 
~_4SOpMgi90_Mar04,lC36--~008 ~.GCDYD$T$$SGNTALHVAVMANR.~ 231U9 3 _.09 1.93 00 ln 17""" 2 
f~_~1000pt1t1;9.gg_MW4-,t141~li4l -,GCOIIDSTSSSGNTAl.HVAVMRNR· 2an,59 3 853,75 2,1. 0' 2n 2 
r~~8Q()ph391Q!t}Aar0.4, 1504 ~.SMAYMAGVYFRMK.- 164102' 2 261.11 0-'11 0.1 191 :; 
JMFAGNACLllt2B.21E:t 1M • EEGQLILLONVSNR- US13SO ) 11.2.31 162 00 2 

tmrawt9g5mlr'l35QmmMt~99dn ... , 933 ·,PKVMLT01\.SOAOPAELHLFR,· 2410113 3 781i01 U$ 00 ;; 
JMFAGNACL'>I:l2'E3,_-95.2 - ISKDLQDlMPISRAA.· '1$7'0 3 66&_41 nl2 00 5114 1 

fMfag:1fMaetSmlO:{}9> 11 to ·.tSKDLODlMPISRAR· 3 811,112 HI" 01 - • 
jmrawi9g:5mmbe.a<:!$trHlMhaw, t212 ·JSKQLODLMPISRAA. 3 19$Ul 1.9"1 0,3 244 1 

jm!aq5lmnig9'!SOmmnacJ . .,214- -.tSKDlOOLMP1SRAR. 1751 a 64322 155 o. 401 

jtn!~l9't2OOmmn .. l, i 3&4-1366 -"SKDlOOlMP1SRAA,· 1157,;0 3 96SUll 1.73 • ,1 ••• 
~mlt1~400IY'li·n"acl. 2856 -,KPAFllSSMF1 .• 115()42 2 318_14 OJ ... 0.' 217 ?/Hl 
jm~Ommliac;l. 35i8 ·,ASGVA1lI0lFOWVAGTSTGGtLALAtU1IlK • 300143 2 -.... '1.1\ .' 83 4/29 

jrn1agllrt1fJCOf17 $mln. '$14.1514,,3 ·"S~QlQtlLMPISRAR • 11$1,lO C 831.28 L7$ 01 341 $I .. 

jm1agSmificQot400 .,f>30531 t51934, 480 - el.GKMWDCCTOPOOR- 1138 ti 3 298,59 ""3 M 200 ",5 
itntag5mioo¢ot200mmn,act, ;394 - ISKQlOOlMP1SRAR.- 3 129$.02 UI. M m 23156 1 

jmtagSmj~t200mtfilllCt, 13iS ·.tSKQlOOlIAPISRAt'" • 3 434.19 1.57 M 271 17iSl1 1 
jmIagSMinCon __ .l11 •• 1711! ·.tSKQlQl)lMPISRAA.· " 9013< 2.19 0,0 4" HlU I 
1mIagcon_. 1718 ~JSKQlorn.MPtSAAR,* 1757 Hi , <0413 L2S M :l23 I 

jmag5m~SOOmml'lllCt 3598 -.ASGVATKOlFDWlIAG1STOOtLALAll.HSI(.- 3001)13 2 20439 U1 0,1 83 2 
-"Il:!OOT ..... '''''' .. h3dlg ... , 1160 -.yGASPt.HWAKNA£ ..... RMU.t<., 22l1lL1. • _,33 I." 0,1 2S, ~ 

.-01 

~Mpa .. A2.9'...,.V1:HtDoc''''' ___ phOoOflIIoI"", .. All 991.1"1 839391M I. 

ftt'Mtm_'000b .. ''-Mat'04,74& -,KPAFILSSMA,· 1150,42 197.38 1,0> M 191 7118 2 
1';\WtXIJ .. 4001:>Mdl99_Mar04.1270 " I'GASPlHWAKNAE ..... AMLLl(· 2211lL13 210.53 1.51 0,1 100 9/38 2 
jIIl'_"'-""1I3007, 1112 ~.ISKQLaDLMPISAAR~ 1751,10 583.1 •• 1.45 0.1 331 211 1 
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Fe complell: 

simUar to Calclum~depertd.rrt phospnolipaH A2 precursor (PhosphaUdylc 
Im!dlcMso/bij)rawphag3007, 2256 
phagrawFsuc250~dfiC22. 009 

P~lIde S~uence 

• HOVGSCVASIGYLSL$FR· 
· PGYEGLKK· 

MH. Cha!'5e 

192520 
89204 

Score AccesslOO SeQ,. XC Delta eN 
2404.02 36079191 0 

187.61 0.3 01 
19703 OS7 01 

phagrawFsuc150_dee22, 1346 · NYGFYGCVCGWGGAGTPKOOroW.· 2561 75 21708 085 01 
pI'la9rawF400~dei';:Q, 1528 ,.PSLEPGGVRTGLGSDNLR.· 182601 16712 135 00 
pMQrawFsuc800_dec23,1738 ·.HQVGSCVASIGYLSLSFR· 192520 163569 142 03 

Fe con'Ipl.x 
Score AcceS$;on 

POl?:tide S!;!guenc9 MH+ Ch.!ll" Score XC DonaCN 
phospholipase A2. group Ive (eytoooUc) [Mu. musculus' 4523.75 38075595.0 
pnfag5mlnigg400mmnacl, 1074 ·.RALOEFPAAAR.· 1230.40 2 llSO.10 1.46 02 
jmrawSrniniggSOOmmnacSd.13SO-1382 '. YSYFQLMOTI.. IRA TGLD . 1996.23 3 214.45 1.29 0.1 
""'Phag2007<'1llboad3. 1047 ·.RALOEFPAAAR.. 123040 2 406.62 1.51 0.0 
pI1agIaWF400_d0020.644 ·.RALOEFPMAR.· 123040 2 83.56 0.92 0.0 
jmboads'50rawp~ag3007, 18SO ·.RALOEFPAAAR.· 123().40 2 176.52 0.97 01 
imtaW!gg5minlmnact 347 ·.OVVAAAlK· 799.98 2 265.33 1.19 0.0 
at""'PhaglMNaCI20,152O ·.EAMHOAVOR.· 1070.21 2 400.84 1.14 0.0 
jmlgG35OnadrawphagJOO7. ,as9 •. YGAFISSElFGSEFFMGALVK.· 238675 3 610.92 1.51 00 
OJ(awphagl MNaCi20.2086·2088 ·.SKLGAlAI'SOLWRYR.- 1747.04 2 284.24 1.13 0.1 
RowPhag200760MoSoadsdigesl. 1310 '. WLAGKGlPLLGAILLR.· 1692.'3 3 493.57 1.30 0.1 
jmag5mincooSOOmmnad. 434 ·.QVVAAM.K.· 79998 2 253.22 0.92 0.0 
phagrawFsuc400_dec20.2060 '. YGA YVPTELFGSEFFMGRLlHFWPEPR.· 324870 3 204.39 1.16 0.1 

control 

p/1oopbollpa .. A2, group Ive (cy1osollc) [Mus museuluol 1357.49 38075595.0 
FPboads2OO_Doc19,1123-1125 ·.RALQEFPAAARDLNVPR.· 1925.19 3 170.79 1.25 0.0 
_r _2OOboad_Mar04, 1458 ·.RALOEFPAAARDLNVPR.· 1925.19 3 322.27 1.35 01 
rawo><lr_SOOboad_Mar04,1806 ·.YGAYVPTELFGSEFFMGRLLHFWPEPR.- 3248.70 3 864.43 1.66 0.2 

Fccomple>< 
Score AcceSSIon 

Pepflde Seguence MH+ Cna!]e Score XC DellaCN 
phospholipase C. beta 3 [Mus muscutus] 8916.15 31982122.0 
ajrawphagl MNaCt20. 1344 ·.LAMNILAQNASR.· 1302.53 3 288.35 1.32 0.0 
jrnfag5minkenchlmnacldlldpi. 1782 ·.IAAFEEGGKFVGHRILPVSAIR.· 2368.77 3 316.74 1.15 0.0 
jrnf"9-20_minhench 1 mnacldttdpl, 1782 -.IAAFEEGGKFVGHRILPVSAIA,· 2368.77 3 316.74 1.15 0.0 
rawsucrfp_300phagigg_Mat04.1147·1149 ·,EVEL TEINRR.- 1259.40 2 362.78 1.05 0.1 
phagrawF400_dec20, 1418 ·.PGVHAlQlEPPTVVETI..ARGSK.- 2365,75 2 131.09 1.07 0.0 
phagrawFchlCdec23.1698 -.PDKSFDPFTEVIVDGIVANAlRVK.- 2632.01 3 388.56 1.37 0.1 
pnagrawFsuC700_<1ec23, 1781 ·.IAAFEEGGKFVGHRILPVSAIR.· 2368.77 3 307.06 1.34 0.0 
phagrawF250_dec22, 2221 ·.FVGHAILPVSAIR- 1465.77 2 83.40 0.92 0.0 
phagrawFsuc350_dec20, 3382 ·.VISGQFLSDKKVGIYVEVDMFGLPVDTR, 3114.61 2 137.02 1.03 0.1 
jmfagl moatI7,5minigg.122·124 ·.RHITESVNSIRR.· 1468.65 3 345.50 1.58 0.1 
jmfaglmnaclOmlnlgg, 756 '. VWSEELFKLAMNILAQNASR.· 2321.69 3 650.98 1.42 0.1 
jmfaglmnacI7.5mlnigg, 1006 ·.DPRLNEVLYPPLRSSOAR.· 2112.38 3 197.92 1.47 0.0 
jrnfagsminiggl000mmnacl, 1146 ·.SFDPFTEVIVDGIVANALR.· 2064.33 3 774.52 1.41 0.1 
ajrawphaglMNaCI20, 1344 -,LAMNILAQNASR· 1302.53 3 288.35 L32 0.0 
JMFAGNACL10_1B21E3,1988 ·.PSPSALGKATNSEDVK.· 1601.74 2 291.85 0.97 0.1 
jrnfagSmineon4Sommnacl, 782 -.RHITESVNSIRR.· 1468.65 3 277.38 1.49 0.0 
jmbeadslS0rawphag3007,788 ·.AHITESVNSIR.- 1312.46 2 279.98 1.04 0.0 
jmag5mlneoo50ommnacl,844 ·.KAVALTR.- 758.93 2 1983.97 1.96 0.0 
jrnfagcon5minn600mmnacl, 2879 -.ILPVSAIASGYHYVCLR.· 1948.33 2 134.08 0.92 0.0 
jrnfaglmnacl7,5minigg,122-124 -.AHITESVNSIRR.- 1468.65 3 345.50 1.58 0.1 
jrnfag5miniggbead, 1037 ·.VKVISGOFLSDKK.- 1449.72 2 76.53 0.85 0.0 
rawphag2007chfbe.d3.631 -.VETALESCGLNFNRVESIR.- 2138.39 2 126.12 0.90 0.0 
rawphag2007chlfsol3, 1189 ·.ILLEIGAKGKPYl TI..EQlMDFINQK,- 2877,44 3 399.51 1.30 0.1 
phagrawFchlCdec23, 1698 -.PDKSFDPFTEVIVDGIVANAlRVK.· 2632.01 3 388.56 1.37 0.1 
rawphag2007chlfsol2,2338 -.DVLEAIAEAAFKTSPYPVllSFENHVDSAK.- 3263.64 2 17.69 0.76 0,0 

con1rol 

phospholipase C. belli 3 (Mul musculusj 790.84 31982122.0 
rawextrJOObeao_Mar04.621-623 -.LKEVVLDTHTIOFK.- 1659.91 3 147.22 1.45 0.0 
rawextr _1 OOObea(LMar04. 1866 -,OOMSMEGFSR.- 1188.32 2 152.92 0.77 0.0 
jmrawfSmlnbsateebeads, 2106 ·.IAAFEEGGKFVGHRILPVSAIR.· 2368.77 3 490.69 1.18 0.2 
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Paplldes 

S~ I""s Coon! 

111 7134 
91 112 
55 3122 

123 9/34 
lS9 11134 

Peptide. 
s~ Ions Count 

8 
206 215 
120 13/64 
247 112 
68 114 

117 3110 
222 4fT 
349 9/16 
388 17180 
193 5/14 
272 114 
269 4fT 
149 2/13 

117 15/64 
112 114 
8S 2/13 

Peptides 

S~ Ions Count 

207 3111 2 
258 3114 1 
258 3114 1 
258 112 2 
126 5/21 
173 9/46 
213 5128 

89 114 
41 4127 

126 15/44 
349 5/19 
126 15/68 
335 17172 
207 3111 
210 113 
164 4111 
252 9120 

1003 11112 
145 114 
126 15144 
77 318 

134 219 
167 3116 
173 9146 
21 5158 

14 
91 11152 2 

174 113 1 

88 13184 1 



I 

) 

Fe complex 

Sc()(e AccessIOn Peplides 
Paetia. Sec"ence MH+ Charge SC{)!'e XC Delta CN Se Ions Count 

phosphOlipase C beta 4 [Mus musculus) 9657.93 29293803.0 14 
jmfagSminigg600mmnaCI, 1796 -.EMDOLKKVOLEHLEFLEK_- 2258.62 2120.52 1.06 0_0 113 4/17 
jmlagSmimgg250mmnacl, 1904 -.GLISSDGFCAYLMSDENAPVFLDR.- 2707.04 3835.27 1.83 0.1 297 19/92 
JMMAGTubelBI6E3,3118 -.VKEIVAQHTKEWSEMINTHSAEEQEIA.. 3224.S5 2255.47 0.82 0.2 37 7/52 
jmldlacbnrawphag3007,908 -.LAFL TNTTGKIPVA.· 1531.83 3846.37 1.39 0.0 586 5113 
jmldlSOonaClrawphag3007, 1109 •. ADQMAAMGIETSDIADVPSDTSKNDK.· 2797.03 3279.07 1.31 0.1 162 115 
phagrawFsuCI50_dec22,166 -.ETEIKIOTl TTDHK.- 1657.85 2392.82 US 0.0 329 11126 
phagrawFsuc60o_dec23, 1864 -_OWVEGLASIIHNFAANNVSPMTCLK._ 2915.39 3 1453.86 1.90 0.2 302 7132 
phagrawFsuc60MeOH_dec23, 1992 -.KINGDKTDYL TVDOLVSFLNEHOR.- 283S.12 3288.06 1.31 0.0 205 4123 
pnagrawFsuc250_dec22, 2299 -.INGDKTDYl TVDOLVSFLNEHOR.- 2706.95 3403.31 1.28 0.0 310 19188 
phagrawFsucchltbead_oec23, 2316 -.AOQMRAMGIETSDIADVPSDTSKNDK.- 2797.03 2 102.95 0.B4 0.0 109 115 
jmfagtimecon2.Smin.1762.1762.2 -.TEKVIFQAlKElGlPSGK.- 1959.32 o 138.78 1.47 0.0 94 4117 
jmfagSminconI400_030S31151834, 600 -.LHCTOVOK_- 944.09 2222.15 1.33 0.1 141 1/2 
jmtag5minco0l350,94O -.TDIEDlFKK.- 1109.26 2684.51 1.32 0.1 360 11116 
jmfaglimecon 1 Omin,2180-2182 -.AMOIIEMYEPDEELKK,- 1968.28 3361.80 1.03 0.1 169 114 
jmlagcootSminbead, 3358 -.FQGFHVAEERNIHYNMSSFNESVGLGYlK._ ::1375.72 262.13 0.60 0.0 56 3128 
jmfaglrench5minigg 1 mnacldtt, 395 -.IVAQYDKEKSTHEK.- 1676.85 3355.58 1.32 0.1 229 4113 
jmlgG350naclrawphag3007,947 -.PTTTAALGSGOEAKK.· 1460.62 3 1137.53 2.26 0.0 483 11128 
jmraw5minigg250mmnaclsynngdnase, 1376 -_PTTTAAlGSGOEAK.- 1332.44 2376.94 1.03 0.0 359 6113 
ajrawphagjun2OacMDPI, 1648 -.VILPDLAVLA.- 1109.39 2 183.84 0.92 0.0 199 4/9 
Imrav.iggSminI50mmnacl,1716 -.VllPDLAVLR.- 1109.39 2203.58 1.00 OJ) 201 419 
jmlagfrench20minigg 1 mnaddn, 1738·1740 -.VILPOLAVLR.- 1108.39 2597.30 1.25 0.2 92 7118 
jmfag5mioigg600mmnacl, 1796 -.EMDQLKKVOlEHlEFlEK.- 2258.62 2120.52 1.06 0.0 113 4117 
ajrawphagjun20dpi 1 MNaCI, 1846 -.VILPOLAVLR.- 1109.39 2332.61 1.29 D.l 208 112 
phagrawFsucchllbead_dec23, 2316 -.ADOMRAMGIETSDIAOVPSOTSKNDK.- 2797.03 2 102.95 0.84 0.0 109 115 

control 

phOflpholipase C beta 4 [Mus musculus) 997.97 29293803.0 15 
rawextU OOObead_Mar04, 736 -.IAVYDONNK.- 1052.12 2160.96 1.03 0.1 105 3/8 
rawext,-500beadigg_Mar04, 904 -.PTTTAALGSGOEAKK.- 1460.62 2 348.01 1.52 0.0 219 9128 
FPbeads200_DecI9. 1728 -.ANPAKANVTPOSSSELA.- lnO.93 2125.86 0.93 0.0 134 7132 
rawext,-60MeQHbead_Mar04, 2548 -.VKEIVAOHTKEWSEMINTHSAEEOEIA.- 3224.55 246.63 0.89 0.0 52 7/52 
jmbsal000naclrawphag3007,1391 -.PTTTAALGSGOEAK.- 1332.44 2296.51 1.21 0.0 231 9128 

Fe complex 
Score Accession Delta Peptid .. 

Peptide Sequence MH+ Charge Score XC CN Sp Ions Counl 
phoopholipa .. C. epailon [Mu. my,""ulu_1 11725.24 23956100.0 
jm1d15oOnaclrawphag3007, 1755 -.DIFDIYSVPCNA.- 1442.62 2 423.72 1.02 0.1 370 5/11 
jmIdI150naclrawphag3007,1990 -.ELCEVLOGASGLlKLCPA.- 1917.28 2 216.46 1.08 0.0 199 5111 
rawsucrfp_350phagigg_Mam4,710 • .vLPMDYLCFl TADLSSPECOR.- 2481.91 2 289.72 1.21 0.1 178 1/4 
phagrawFsucBOO_d0c23.1310 -.FPGLSTlNSSGSSRGKEA.- 1881.04 2 123.88 0.99 0.0 120 4117 
phagrawFsuc700_dec23, 1403 -.CCWNMGNYNAVMEFLAGlASRK.- 2585.02 2 141.09 0.90 0.1 79 3/14 
rawsucrfp _SOOphagigg_Mar04, 1663 ·.DIFOIYSVPCNR.- 1442.62 2 499.29 1.01 0.1 301 9122 
rawsucrfp_500phagigg_Mam4,1808 ·.OIFDIYSVPCNR.- 1442.62 2 436.86 1.03 0.1 202 7122 
phagrawFsuc150_dac22, 1844 -.AYSLITIIGSPNLATGMSSPISAWSSSSWHGR.· 3169.43 2 31.29 0.81 0.0 41 1110 
phagrawFsuc60MeOH_dec23, 1902 ·.KAGLLWPCGNVMGTlSAMOIR.· 2234.70 3 1113.75 1.51 0.1 600 11140 
rawsucrfp_450phagigg_Mar04. 1970 -.DIFOIYSVPCNR.- 1442.62 2 517.40 1.02 0.2 249 9/22 2 
phagrawFsucI50_d0c22,1994 -.KVLPGIQLEMEDSPMDVSPAGSQPR.· 2683.06 2 101.15 0.95 0.1 57 7/48 
phagrawFsuc450_dec20,2238·2240 -.OtFDIYSVPCNR.- 1442.62 2 221.91 1.27 0.0 166 7122 
phagrawFchllbead_dec23,2553 -.OGALIPpnSQWNKHK.- 1819.10 2 102.85 0.96 0.0 92 7130 
phagrawFsuc350_dec20, 3016 -.DIFDIYSVPCNR.- 1442.62 2 413.36 1.32 0.0 291 5111 2 
phagrawFsUC3SO_dec20.3158 -.DIFDIYSVPCNR.- 1442.62 2 96.67 0.92 0.0 100 3/11 2 
jmfag5minigg350mmnad,281 -.MSPGETAPFNR.· 1207.34 3 593.70 1.37 0.0 433 215 3 
ajrawphagjun20dpil MNaCt, 706 -.IME SSGPHSDR.· 1216.31 2 305.21 1.08 0.0 2n 9/20 
AJRAWAcllnlgGjunel3, 922 -.EEKPVGALSSSOTVGYOO.- 1896,00 3 619.74 1,49 0_1 362 9/34 2 
jmfagl mnaci7 .5minigg. 1618 -.NGOVQCEHCTSLA.- 1475.64 2 246.31 1.25 0.0 192 5112 
jmlagfrench5minioolmnaddn.1697 -.NCMAYACKLVEL TA.- 1615.91 2 136.90 0.92 0.1 110 3113 
jmlgG250rawphag3007, 1928 -.KESRQIAPElSDLVIYCOAVK.- 2391.77 3 1400.38 2.12 0.1 438 1/4 1/ 
jmlgG4oorawphag3007, 2258 -.lSSMlLSETGVTlL YGLOTIDNA.- 2513.85 3 513.59 1.88 0.0 297 9/44 1 
jmlagSmiMon2SOffimnaci. 328 -.RGISFASELK.· 1108.27 3 385.35 1.23 0.1 151 5118 2 
jmlagSmincont200mmnacl, 650 -.ALHIPGCK.- 839.04 2 359.55 1.09 0.1 304 417 
jmlag5mincont200mmnacl,1012 -.OYVSL YOEDGAYEGPTlAHAVELFGGA.- 3057.32 3 156.91 1.27 0.0 109 151104 

jmlaglimoconlOmln_030601230741.1144 -.IKKADNSSGNK.- 1162.28 3 762.24 1.58 0.0 465 3/8 
jmbeads35Orawphag30072nd,1388 -.SAFITSDlPIIISIENHCSLPOOR.· 2664.06 3 522.02 1.74 0.1 255 19/92 
jmbeadsacUnrawphag3007,1549 -.IVLKPOOETlEEK.- 1555.80 1 500.98 1.20 0.2 113 113 

rawphag2007chlfso1J, llO91 -.HTAEMLFSGLLEL ITAVA.- 1990.31 34.71 0.63 0.0 53 3117 
phagrawFchllbead_dec23,2553 -.OGAUppnSQWNKHK.· 1819.10 102.85 0.96 0.0 92 7130 
jmrawbasSminl mnacL 2454 -.GLPSPPQl V IISESVQSKEEK.· 2111.34 83.30 0.12 0.0 116 4119 3 

control 

phoaphollpa .. C • ..... "'" [My_ museuly_) 4251.111 23956100.0 35 
rawoxtr_ChllbeadlgG_Mar04, 790 -.TSIAQY1TGSLLEAITSLGAR.- 2154.41 3 316.83 1.88 0.1 133 19180 1 
ra __ 300b"a.LMsr04,1314 ·.DNFASKNOESA.· 128329 2 287.44 0.88 0.0 290 112 2 

rawoxtr_800l>'''''LMsr04,1514 ·,DIFOtYSVPCNA.- 1442.62 2 261.41 1.20 0.1 157 1/22 2 
ra_xtr_800l>"'<LMar04,1658 ·.DIFDIYSVPCNA.- 1442.62 2 273.32 1.05 0.1 233 7122 2 
rawextr_3501>ea,LMar04,1662 ·.OIAPELSDL VtYCQAVKFPGlSTlNSSGSSRGK.- 3467.94 3 305.47 1.31 0.1 149 171128 2 
ra __ 60MaOHbeadIOO..Mar04,2004 ·.ILLOOECVFQAQSK.- 1622.87 2 88.04 0.82 0.0 99 7/26 3 
FPbeads600_DecI9, 2090 -.PVGALSSSOTVGYOO.· 1509.60 2 258.00 0.68 0.0 376 13128 2 
rawextr_chllbeadlgG_Msr04, 2156 ·.AKOLlOQVLAVOODTKCTIITDYFLMEEK.- 3231.69 3 295.74 1.53 0.0 179 191108 3 
__ 40OI>eadioo..Msr04.2360 ·.VHFEDLVFlRFAVVENNSSAITAOA.- 2864.21 3 516.24 1.50 0.0 343 5124 3 
rawoXIc60MaOHbead_Msr04, 2378 -.EEKPVGALSSSOTVGYOO.· 1896.00 2 445.91 1.31 0.1 305 6117 2 
rawextr_3501>eadiOO2_Mar04,2394 ·.NPSPGMSAKNIIEK. - 1331.48 2 373.52 1.21 0.1 244 5112 1 
ra __ 3501>eadi992..Martl4,2468 -.G5CEGMRHTWEESSPLSPSTSLSAIIR.- 2920.23 3 246.33 1.54 0.1 96 7152 3 
__ 60OI>eadigg_Msr04,2484 -.ElIDLQPUQFPEEVASILTEQEQNIYR.- 3330.73 2 36.49 0.89 0.0 39 4/27 1 
FPbead0300_DecI9, 2978 -.DIFDIYSVPCNR.- 1442.62 2 288.79 1.03 0.0 269 9122 2 
jmbsal50nacIrawphag3007,1912 -.KMAEIFK.· 867.09 1 261.38 0.91 0.0 284 7/12 2 
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Fccomp'ex 
Scor. AccesslOl'l Peptldes 

P~tlde S~uence MH+ Ch~e Score XC Doh, eN s~ lOlls Count 
Ina protein {Mus musculus] phospholipase C zeta [M 39887.76 17390900.0 12 
jmfagnmecoo2.5min.ll02.11022 '. EYOOLLNVK.- 1122.25 0 1086.09 1.57 0.2 353 9/16 17 
jmfagnmecoo2.5min.1108.ll08.2 ·.EYODLLNVK.- 1122.25 ° 3039.14 2.25 0.3 497 11116 17 
jrnfag"meconl.5mtn.1574.1574.2 ·.EYOOLLNVK.- 1122.25 0 1245.64 2.03 0.1 430 518 17 
jmlagltmacon7.5min.1570.1570.2 -.EYODLLNVK.- 1122.25 0 2639.20 1.94 0.3 533 11116 17 
AJRAWAcltnConlrjun.13.832 -.HLREYODLLNVK.· 1528.74 3 10209.72 3.47 0.3 1740 27144 9 
jmbetld.250r",,!,hag3D07. 904 -.EYODLLNVK.· 1122.25 2 788.25 1.79 0.1 378 9/16 17 
jmbeadsJoor""!'hagJD07.904·906 -.EYODLLNVK.· 1122.25 2 2850.32 2.35 0.3 505 11116 17 
jmfagcon5m,"I 00OmmnacL030601IS0404.908·910 -.EYODLLNVK.- 1122.25 2 2567.00 1.96 0.3 638 314 17 
jmfagcon5minnSOOmmnacl,1201.1203 -.EYODLLNVK.- 1122.25 2 1923.93 2.22 0.2 476 11116 17 
jmfaghmecontOm,n_030601230741.1458 -.EYODLLNVK.- 1122.25 2 2879.72 1.97 0.3 400 518 17 
jmfagcooI5minbead,1476·1480 -.EYODLLNVK.- 1122.25 2 2205.86 2.02 0.3 429 518 17 
jmbeads350r",,!,hag30072nd. 1494 ·.EYODLLNVK.- 1122.25 2 864.45 1.52 0.2 341 1/2 17 
jmag5mlnCOO500mmnacl. 1634 -.EYODLLNVK.· 1122.25 2 608.14 1.48 0.0 407 9116 17 
jmag5m,ncon500mmnacl. 16:Ja ·.EYODllNVK,· 1122.25 2 2756.41 1.66 0.3 456 518 17 
jmfagbmecan 1 Omin.1 660-1 Sa2 -.EYODLLNVK.· 1122.25 2 1453.86 1.88 0.2 455 518 17 
jmfagtimecooI10min_030S01202502.1678 ·.EYODLlNVK,· 1122.25 2 1801.61 1.90 0.2 422 518 17 
AJRAWActinCon!rjuneI3.2130 -.OLOARTIEIEGLR· 1527.75 2 968.42 1,77 0.0 536 1/2 1 

control 

Fe eomplex 
SCOfll Accession Peptides 

Pe2tida S'1:<luence MH+ Charge Score XC Delta CN S2 Ions Count 
phospholipase C·like 2 [MUS musculus) ulus) inal 4064.26 38082546.0 6 
jmlag5mtncont350.702-704 -,PEAAAAGTRGR.- 1057.15 2 699.39 1.51 0.1 404 11120 
rawphag2007chlbead2. 648 ·.l TPLSSLSPRPRODPR.· 1821.08 3 940.63 1.60 0.1 402 3/10 
rawphag2007chlbead2. 656 -.lTPLSSlSPRPRODPR.· 1821.08 3 1137.74 1.55 0.1 589 7120 
ajrawphagactin20. 560 ·.VPAAGAPPPK.· 905.08 3 304,68 1.08 0.0 265 113 
jmfag5minigg400mmnacl. 698 -,ESDHNR.· 757.73 2 270.68 0.97 0.0 277 7/10 
jm IgG35Onaclrawphag3007.819-821 -JGFCMGNGFAPlRK.· 1511.84 3 547.47 1.62 0.1 293 9/26 
ajrawphagactin20. 898 -.AGSFIACFCGSK.- 1191.41 2 163.66 0.95 0.0 154 7122 

conltOl 

phospholipase C-like 2 [Mus musculus] [Mus muse 419.85 38082546,0 7 
raW6X1U SObeadigg_Mar04. 618 -.GAPMAECGR.· 892.04 2 182.77 1.19 0.0 147 1/2 
raweXlr_500beadi99_Mar04.1480 ·.ARSPDGSPRPVGGSAK.- 1539.68 2 237.08 1.23 0.1 119 1/3 

Fe compJex 
Score AccessIOn Poptid .. 

P!!etids ~Uenc& MH. Charse Score XC De!taCN 52 Ion. COUrtt 
Nelt AM lind phosphoUp.lM C binding protein; SH2 domain containing SO 2869.04 20149738.0 10 
phagrawF'sI.Kl60MeOH_de¢23. 1206 ·.ALPPGLAlER.- '037.2' 2 16365 0.91 0.1 13. 7118 
phagrawF'suc300_dec2o,16tO • RPSGDlAASAASLTOMGGSAVA.- 2091 29 3 472.66 110 00 426 512. 
phagrawFsuc350 _dec20, 1860 -.FEDACQSVVEFlK.· 1600.62 2 526.32 127 0.1 372 5/12 
JMFAGNACL 10_282 'El, 476 - AlPPGLALER· 1037.2' 2 816.17 13. 0.1 580 11118 
jmrsVlftgg5mmbeadstrfJ$Z8thaw, 1264 - CALDPKAlPPGLAlER.· 166500 2 45401 1.58 0.' 218 113 
JmfagSmll'lIgg600mmnad, 1530 ·.EAQLISKOKOEVEPST .• 1816.00 3 4HU)3 1.16 02 .26 11/60 

contr04 
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fccompl •• 
Score Acc"""",,, Peplidee 

Pee,tide S!:!9uence MH+ Charge Score XC DeIl.CN S. I"". Count 
phosphollpa .. C·U [Mu. musculus) beta binding pro _5.06 67()s~870 
jmld125Onaclrawphag3007, 1732 ·.GAAGGAlPTSPSPALGAKGALK,· 1893,18 2 51801 1.71 0.1 182 11142 
jmraWSminbsabeads,3722 "TRPEIYFLLVQFSSNK" 1943 24 1 29.32 0.76 0.0 36 1/6 
rawsucrfp _ 450phagig9_ Ma<04.586-588 ·.PGTENSEAOK,· 1061.09 3 192.39 1.07 0,1 98 II. 3 
phagrawF350.dac20, 1586 ·,FLARVFPSPMRIOSSNMNPQOFWIC· 2885.32 3 93.14 0.97 0,0 95 3123 3 
phagrawFSlJC350_dec20, 2526 • ,ARYDSGGVSNGDCSLGVSGDEAR.· 2273.34 3 600.73 1.61 0.0 371 114 2 
jmfag5milllggI50mmnac1,162 ·,EVRTGKNTDIFR.· 1436,60 3 145.36 1.07 0.0 138 13144 2 
jmfag 1 mnac!5minlgg, 462 "GQADLLKYAKNETLENlK.· 2049.31 3 553 72 1.61 0,1 176 15168 3 
jmraYJigg5mln300mmnaclsyringednase, 503 ·.KKTVSFSSMPTEK.· 1470,72 3 265.98 1.06 0.0 250 5118 2 
JMMAGNEGBI6D3, 590 ·.AGAGEGGGGGGGGR.· 1017,00 2 467,72 1,51 0,0 309 1/2 
jmraWlgg5mmbeadsynngdnase, 673 ·.ENVEOPNHVPVKA.· 1548.11 251.12 1.32 0.0 190 7/24 3 
jm5mlniggrawtowionic.1010 ·.ENVEOPNHVPVKA.· 1548,71 169.63 1.30 0.0 119 13148 3 
jmraWlgg5min400mmnaclsd, 1119~ 1121 ·,GAAGGALPTSPSPAlGAKGALK,· 1893.18 66261 2.16 0.1 198 11/42 2 
jmfagfrench5mln19g 1 mnacldtt, 1365 ·.ENMONAWSFK,· 1267.44 148.82 107 0.0 138 3110 3 
jmlgG350naclra"'l'hag3007,2421 "ENVEOPNHVPVKRFOLCK.· 2166,49 161.93 1.10 0.1 122 15168 3 
JMFAGNACll5821E3,3086 ·.L YTTSPNMEESYlPSPDVLKGKIUK.. 2938,43 72.40 0.89 0.0 74 4125 3 
Imfagtimec0n2.5mln,12081208.1 ·,KTVSFSSMPTEK" 1342.54 0 IS1l63 125 00 122 7/22 2 
jmfagtimecoo7,5min, 1596, 1598.2 •. SKDKAGTEITK.· 1178.32 0 450.10 1.12 0.1 222 9120 3 
jmfagtlmecool !)min, 264 ·,NLNPGLKTSK,· 1072,24 3 282.25 1.20 0.0 224 11/36 3 
jmbeadSSOorawphag3007, 1279 '.GAAGGALPTSPSPALGAK.· 1523.72 2 546.81 U3 0.2 195 5117 2 
jmfag1 mnacl5mincon, 3048 ·.MAECGRGAAGGALPTSPSPALGAKGALK.· 2540,95 3 296,39 1.41 0,0 204 7/315 

control 

phospholipase C-L2 1M us musculuo) beta binding pro 1060.73 6705987.0 22 
rawextr_200bead_Mar04,54 ·,TSPGRGPLGVALAR.· 1352.57 2 98.54 0.83 0,0 119 7/26 
rawextr_9oobead_Mar04.906 ·.TLWIKTVDEVFK,· 1419.75 3 294.11 124 0,0 236 114 
_UOOOb"",LMar04,1124 ·,GAAGGALPTSPSPALGAKGALK,· 1893.16 3 192.77 1,17 0.0 145 5121 
rawextr_150bead_Mar04,1475-1477 "AGTEITKEEFIEVFHELR.· 2149.39 3 261,64 1,33 0.1 170 4117 
_r_350baad_Mar04, 1638 ·,LQKAVESFlWNITILK,· 1892.23 2 131.75 133 0,0 90 7/30 
FPbaad$1000_DooI9,2378 •. VAKNETLENLKQfHFAAVSCGLNK.· 2693.08 2 81.66 080 0.1 51 3123 

Fe comp". 
Score Acc8MlOt\ Della PaptidQll 

P!m.!de S~tnC. MH+ Charge SoorG XC CN 5e I""s Coont 
phcMphoUpa .. C. chtlbl:; phO~liP." C dolta·1; PlC-<kt1tt: 1 ["lUi mu.cu 6458.&1 97901670 12 
rawsuerfp_1 OOOphaglgg_Ma!'04, 1403-1405 • SVHF"GGF"SSPSTSGOAFYEMASFSESRAlR.- 322949 55367 1.76 02 75 4/29 
rawaoorfp_400phagtg9j~a.r04. 1653 ,.EEEAGPALAl.SLlEAYEPSETAI(" 2504.73 214 4S 1.44 00 149 7144 
jmJagSmirugg1000mmnacl,1680 • LR\'WIISGi"',.l(')lPKVNK,· 188027 14153 1,02 0.1 89 11160 
,rugg450rawptlag3001, 1222 ·,NI(ONKMNF!(.~ 1139.31 21312 1.01 0,1 158 9116 
AJAAWActtnlgGjune; 3, 14QO.1482 w,QTAVIThlNGFNPR· 143V57 49630 I.n 0,1 201 7124 
jmrawSmitngg6OOmmnacl8d, 1546 -,QTAVITNNGFNPR .• 1432 57 415.60 133 02 61 3116 
jm5miniggrawbwiorllc, 1644~1646 - QTAVITNNGFNPR.· 1432,51 238.25 13. 0,0 171 7fl4 
jmtagSmntgg1000mmnact 1680 ·-LFWWIISGOOlPI(VNI( • lBBO 27 14153 102 01 89 11160 
jmlgG2501ll"!)hag3007, 32711 • NGOLHP$ATI..FVI(I$IQO • f958,19 1019.40 103 03 52 7/34 
jmraw5minb$.abeadt, 31'22 ·.TRPEI'lfLlVQFSSNK.· 1943,24 29<32 076 0.0 3<1 liS 
jmId1150nac_g3007, 1440 ~ HNVGHL$R1VPAGWFt- 1763 99 704.03 1.50 02 100 9/28 
jmlagtimeeoo1 Otnln, 982 ·.MNFKEVKOr;lK.~ 1399.68 1784.29 1-76 0.1 957 11/20 
jmb4edl1000nacirawpnag3001,1229 ~.OTAvrTNNGFNPFt· 1432.57 208-94 1.3$ 0,1 104 11148 

jmlag5m"'_m_.1780 ·.Ml)SGAOFLTl.HGlQOOPIl!.QAllK.· 2700.02 298.17 0." 0,2 66 7146 

e-..! 

pI>oop/IoI_ '" "110; pll."pholjpo .. C "J!a.l; Plc.o.lIo 1 [Mua m ...... 532,04 97901670 
rawa)d:,_000baad _MarQ4.1 200-1202 • QTAVITNNGFNPR.- 1432,51 166.64 1.42 0,0 113 114 

raMlCl,_'0003>Oladigg_Mat'04.13S0·1352 ' AFAEMGSAETlSVEKLVTFlQHQQf1,· ZS33.15 173.31 1.55 0.1 73 4/25 
~r]OOb_(:LMar04, 1560 · ELNVQVDOSYARKIFR.· 1'954.18 83.59 080 0.0 811 7130 
.mbsal000nae!ra~g3001, 1S27 -.QTAVITNNGFNPR.- 1432.51 108.50 LOS 0,0 102 1/_ 

Fccomplu 
5<0<. -... Peptid .. 

P~fide §!guence MH+ Charg .. &:"'. XC OeII.aCN §!! IQns Coo'" 
dJS11B24.2.S (phOlpholip ... C. pmm.1 (formany .ubtyP'l'48) (1-Pho~h 6001.40 ""393()$9.0 ° ai1MNaClphaglgGDPIRJun18,1342 ·.FCWNllGGSVWARQAAEAS'S·S'QHA.· 290293 35142 1.0<1 0.1 lOS 91M1 Pep1tdes Ion. 

aja:tJnphaglgGDPIPJun18,1330 • OlKNMLSQVNYR.· 1481.10 196.94 1.51 0,1 89 9122 1 
JmTawSminbsatreezthaw, 264$ ·.NG.RGIVCPFVEIEVAGAEVOSTKQK.~ 2712,03 426 41 1.85 0,0 212 3/16 
JMMAGTube1816E3,1810 "LSEPVPaTNAHESK.· 1531.86 14119 08. 0.0 165 7/2<1 

)n'lfagSminigg400mmnael, 2302 ,.lAEGSAYEEVPTSIIMYSENDISNSIK,· 2835,05 403.90 100 0.2 lOS 4125 
ta\IWSucrfp_2S0phagI9g..Mar04, 1068 ·.NNVSEDLELASLUK. - 1722,92 341.40 1.85 0.0 188 17/56 

rawsUCI'fp_SOOphaglQg..Mar04, 1278 "ESETF\IGOYTlSFWR.· 133197 288 81 1.15 0,' 145 11156 

CMWUCr'fp_600phsQIQ!LMar04, 1652 ·,NPGFVVEANPM!'TFK,· 1712.95 51981 1.24 0,1 32, Sf14 

jm,a¥.liOgSmin400mmnaclsd.281 ·.EWYHASLTR,· 116321 221.34 o,as 0,0 258 11132 
;tnraWlggSmin400tTlfM&C1sd. 389 ·.1GTERACYR.· 106922 129 59 0.61 0,0 159 318 

jmlgG15Ora~hag3007, 1390 ,.POOSHCf'Vll 'lGMEFA.· 1943_24 62<197 1.48 0.0 42_ 7120 
imrawSmmtggtowionic, I 523-1 525 ·.VPNMRFlR,· 1033 28 433 79 t.02 0.0 422 911' 
,mraWlg9Sminbudsfreezethaw. 2798 " VQQPFEDFRISQEHLADHFOSA.· 2786,92 168.63 1.06 00 '" 131 .. 

,..,...,-Md.'00Onaclrav.phag3007,3« "PVDIAAOOLPSPNQlRA.· 1820.04 10125 1.12 0.0 90 111M 

JrrIagconSminn600mmnacl, '129 ·.HPlYRK.· $13.97 97809 1.57 0.2 329 7110 
frWagsr'l'lincon45Ommnael,3136 ·.EASSSTElHSSEK.· 1392.41 114.28 1.21 0.0 140 113 
_g2007MeElhmeth3d_.21 ... 2196 ·.EOELTFl'!(,· 983.06 42S.93 1.13 0.0 370 9/14 

e_ 

""'_ipa .. C, gamma 1: '1>hoopho1idylinooilol-4.5-bIopho...- phoo tSl"'1 41393059") 
rawutr'_450beatCMar04,990 ·,NNVSEOLELASLLIKIDIFPAK.· 2507.88 584.37 1.&4 0.1 228 19184 
~_25Ot::Jebd_Mart)4, 1316 ·,VPROOAA.VRK,· 1258.50 372.51 1.09 0,1 242 m 
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Fe complu 
Score Accessloo Peptldes 

P~ttd9 S~uence MH. Ctlar~e Score XC De~a eN s~ Ions Covnt 
similar to s.c2:.'l-lliteraetlng prot.ln p125; ph04pholipaM [Mus musculus 2719.70 380874450 10 
tmfagSmlO!ggb&ad_030528200105, 1 D61 . SPGSVAVSNGVIKKSQFOEK· 210032 44197 156 0.0 286 5/19 

imfagSmtniggeOOmmnacl, 2144 • NPNFKGKVSVAGHSLQSLILFDILSNQR.· 3013 44 129.51 090 01 114 116 
tawsucrfp_SOOphaQI99_Mar04,1350 > PPAnAFTTGSODAL5AFPPSVSK.· 2391.66 24021 114 00 211 19/92 
fav;phag2007chlbead2.416 ' NIKKlrt.PSIGR.· 134064 49962 163 00 305 17/44 

rawphag2007chIfSOll. 1296 ·.T1<EMA5PSSESNESK.> 181270 142240 167 0.1 737 11128 

similar to SR23--Inl.raetlng protein p125; phosphOlipase (Mus musculi". 118.23 380874450 
FPbeadS30(LOoot9, 2364- "_VSRVEFlPVHWHSALGOHATGVOR· 262893 118.23 091 01 76 4/23 

Fe complex 
Score AccesSIon Pep\ides 

Pe~lide S~ uenee MH+ Cha~e Score XC Delta CN S~ Ions Coont 
UPS_MOUSE Hormone sensitive lipase (HSL) 5901.00 1708847.0 10 
jmag5mincon500mmnad,1424-1426 -.AFWNITEIEVLSSLANMASTTVR.> 2554.90 3 277.65 2.14 0.0 101 2111 3 
jmfagl mnacl5minigg, 2494 ·.AFWNITEIEVLSSLANMASTTVRVSR.- 2897.30 2 233.15 0.83 0.2 45 7150 3 
jmldl1 000nadrawphag3007, 2230 >JCLAGDSAGGNLCITVSLRAAA YGVA.- 2552,96 3 349,52 1.81 0.0 185 19/100 3 
jmkl1300naclrawphag3001,2240 -.TLPPVHLVACALDPMLDDSVMFAA.- 2613.12 3 330,21 1.19 0.0 273 5123 2 
phagrawF350_dec20, 229 ·.SHEPYLK.- 873.98 2 160.83 1.15 0,0 138 112 3 
phagrawFsuc600_dec20, 1222 -.LGASSWLNSFPELSGRK.- 1850.07 3 497,63 1.57 0.1 151 11164 
rawsucrlp_150phagigg_MaI04, 2327 >. TLPPVHL VACAlDPMlDDSVMFAA. > 2613.12 3 391.65 1.51 0,1 219 4123 2 
jmraWSminigg250mmnaclsvringdnase,196 -.KSIFFA.· 797.97 2 187.10 0.94 0.1 167 315 3 
jmraWl\Jg5minbeadsyringdnase,1263-1265 ·.LllTPPMPLN.> 1120.37 2 211.36 1.19 0.0 165 215 2 
jmlgG350naclrawphag3007,2063 ·JCLAGDSAGGNLCITVSlRAAA YGVR.- 2552.96 2 91.33 0.92 0.1 35 3125 3 
ajrawphagjun20dpil MNacl. 2066 >.DEVRPMDGVPRVA.- 1526.75 2 362,92 0.93 0.1 225 318 2 
jmlgGl0oonaclrawphag3007,2438 >JCLAGDSAGGNLCITVSlRAAAYGVR.- 2552.96 3 306.73 1.73 0.0 170 4125 3 
jmlaglmnacl5minigg, 2494 -.AFWNITEIEVlSSlANMASTTVRVSR.- 2897.30 2 233.15 0.83 0.2 45 7/50 3 
jmbeads400rawphag3007. 1279 >,IClAGDSAGGNlCITVSlRAAAYGVR.- 2552.96 3 861,55 2.12 0.1 291 231100 3 
jmagSminconSOOmmnacl,1424-1426 -.AFWNITEIEVlSSlANMASTTVR.- 2554.90 3 277.65 2.14 0,0 107 2111 3 
jmlaglimeconl0min_030601230741.1710 -.SVSEAALAQPEGllGTDTLK,- 2001.23 3 479.66 1.25 0.1 291 17nS 2 
rawphag2007chfbead3,929 >.ASSQGVlHMPl YTSPIVK.- 2014.38 3 642.65 1.25 0.0 513 19168 2 

UPS_MOUSE Hormone sensitive lip .... (HSL) 2632.22 1708847.0 14 
rawexlr_150beadigg2_Marl)4,96 >.SEGPAlDVRPR.- 1282.44 3 249.37 1.15 0.0 209 318 
rawextr_60MeOHbea,CMaI04.512 -. VLNSlAKSEGPR.- 1271.45 3 422.51 1.20 0.1 227 13144 3 
rawextr_60MeOHbead_MaI04.998 -.GAEFER,- 708.74 1 557.71 1.17 0.1 284 7110 3 
rawextc 9OObead_ Ma104. 1396 >.AFWNfTEIEVlSSlANMASTTVR.- 2554.90 2 55.90 0.89 0.0 59 2111 3 
FPbeads25IU)ecI9, 1406 >.CVSAYSGTEAEDHFDSOOK.- 2090.13 3 752.52 1.30 0.1 485 7124 3 
FPbeads450_Dec19,2028 -.ICLAGDSAGGNlCITVSlRAM YGVR.- 2552.96 2 264.03 1.18 0_1 73 115 3 
rawextr_250bead_MaI04,2102 -JClAGDSAGGNLCI1VSlR.> 1884,18 2 330,19 1.23 0.1 217 13136 3 

Fceomplex 
Score Accession Peptldes 

Petltide 9£9 uence MH+ Cha!]e Score XC Delt.eN S~ Ions Count 
lipa"", member H; fip ..... Ii [Mus musculus] 4022.93 23510279.0 5 
phagrawf'200_dec22, 968 ·.NGKCVSCGAGQIVPCPR_- 1690.01 3 413.95 1.17 0.1 314 1/4 
phagrawf600_dec20, 1400 ·_GFtllKlRGEDGNITESK,- 1979.22 2 152.77 1.36 0.0 94 9/34 
jm5miniggrawlowionic,2656-2658 -, VTGlDPAGPLFNGRPPEER.' 2023.24 3 706.94 2.09 0.1 302 219 
jmlgGl50rawphag3007,3OO4 -.GASLDN1YMIGVSLGAH1AGFVGESYEGKLGR.- 3283.70 2 152.94 0.89 0.1 54 7162 
jmfagSminigg4oommnacl, 770 -.CVSCGAGOIVPCPR. > 1390,68 2 1027.29 1.21 0,2 349 1/2 
jmfag5minl!)g5OOmmnacl,1152-1154 -.VAEISLlFSTGSVVGPK.- 1704.99 2 513.37 1.75 0,0 277 13/32 
JMFAGNACLI5621E3,17oo -.PPEERLDPSDALFVDVIHSDTOG1KYFK,- 3205.52 2 87.69 0.91 0.0 84 1/6 
jm5miniggrawlowionic,2656-2658 -. VTGLDPAGPLFNGRPPEER.- 2023.24 3 706.94 2.09 0.1 302 219 
JMFAGNAC110_1621E3,3026 -.SDIDETCPSFTRLSFHSAVVGTGLSVR.- 2871.13 2 261.04 1.17 0.1 136 5/26 

control 

lipase, member H; lipase H [Mus musculus) 227.10 23510279.0 
FPbeads3SO_Dec19, 1393 -.GFITlKLAGEDGNITESK.- 1979.22 2 227.10 1.26 0.1 95 4117 
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APPENDIX C - CDC SUMMATION OF IONS 

The summation of peptides from CDC's found to be associated with Fc receptor-mediated 
phagocytosis in macrophage cells. 

Feeomplu. -. AcctMSIM pept«j .. 
peptide SeQl.!M<:$ MH+ Score xc "...CN §e I ... CtXrot 

$41$,$$ 38065310 0: 10 
·FPGCG$A· 723.9a 102 00 372 7/12 
• FPOCGS>t· 723.82 Q.94 00 217 112: 
·FI'GCGSIl· 723.82 0&7 01 '02 51,2 
· FI'GCGSI'!· 12332 '" 0' 327 "" ·FPGCGSR. 72382 0." 02 :;0' 1!~2: 

• DQGl.liiVEASSPGR . 135943 0.93 00 12i! 1;24 
• GTVAOFPAAASPSQPVi'HPSRPGGP>i· 265298 2.03 02 '" tiS 
• LFPMSALOGIlElDFYKLAETK· 2433.n 312:~.17 L6i 02 38~ 111&} 
• KELHOSEGQOLALNK.· 1110.S7 2213 $4 0.1 118 211 
• NIIOKVFIIMKILNK.· 149231 3920.00 01 449 1914$ 

fimila, to COC42-t»ndjng prot_in ttin ... Jlfpha; mytonic dyttrophy kina 1491U'. 381)136340 23 
raweXfcSOObeadlg9_Marl)4,7"·716 t64(U;2 .3 917 62 1.65 02 1$' 217 
rawext,-20Ob"(U~:ar04, 2322 284<328 3405.31 1,45 01 2411 116 
FPooad>2SO_00c' •. 2940·211<2 1484.69 2175.90 0.92 0.1 13<l !lf26 

Fc'_I*x 

CdcU bmding prot"" kine_ beta (""ua muaeulu.) 
"'_5mMOO1YImn_,861 ·.RLGQNGIEDFKK,· 1405.59 2580,26 1.52 0,1 224 s/11 
",1gG3OOra~7.1l1!O ·TLDPLWK.- 873.03 253<l.60 1.11 0.1 450 m 
rnraw5mnIggSOO1YImnaelod, 1140 -,EELHKQlVEASEIlLK.- 1810.05 3730.81 1.37 0.1 444 2i1 
rnIgG150rawphag3001.1640 -.DMQLHREDFEIIKVIGA.· 2100.43 :1757.35 1.82 0.0 414 17/64 
1IjtII"!)hagjun20lIOtInOf'l,1734 -,DlKPDNVUDVNGHIRLADFGSClK.- 2154.16 360S,Q4 1.41 0.1 330 311& 
rnrawm"linigg2OOmmnaclsl"1fl9d"",,,2066 -,OLED1VTl.RQEHEDS1HIlLK.· 330060 UlO 0.0 212 4119 
rn1aglroneh5mingglmnackm.2099 -,KLOESTQWOSLHGSTRilLGNSNFt,- 3427,19 118 0.2 102 7146 

conIrci 

C_2 binding protein kina .. bolt (M •• m.""'.'l 1049.73 3l942OOtQ 21 
FPb0ads400_0ec19.1094 ·,VKOOGRGPGAASEHOOEISK.- 2065.24 3231.91 '.31 0.1 74 7133 
",woJdr_'000_b_lliliU.lalO4, 1474 -,GPGAASEHOOEISKIA.. 1706,66 :1692.36 133 01 $36 3110 
rawoxlr_900baad_MaI04,1574 • QSLKSMTOSNTLTK,· 1400.71 2125.40 0.82 OJ) 151 g/'~a 

Fccornple. 
9«>,.. A()!fJ$.ion Poptides 

~ide:S!!!9U80C8 MH. Ch!!i& Sec,," XC OmCN Se Ion. C-<X:nt 
Cdc42 aTPa_llvating pr_ (Mu. m __ 1 8$6ll.S& 9930022.0 11 
jrnotwigg5min4OOmmnaclsd,935'997 •• EVVLQDlHCVGSLCK.- 1708,00 3645.32 1.84 0.1 III 17!58 
jrnotwigg5min35OmmnaclsyrlngQl .... , 1139 ·.EVYlODIHCVGSLCK.· 1708.00 3497.81 195 oa 251 <n 
jmlgGSSOnaci'awpI\ag3007. 1631 ·.SL 11.PAlSLPMK,· 1271.60 2406.89 094 02 199 4111 
jmlgGH)OOnaclrawphag3007,2152 ·.OEFGSDOCPDLTR.· 1496.59 2425.30 O.~ 0.1 430 11124 
jrnIag5minigg45<lmmnac!".OOOS27025134, 1726 ·.A.TlRPAKSMDSlCSVPVEGK.· 2090.46 326961 COO 0.0 1'13 17176 
ph"lll"'Wf'300_d0c20.1397 ·.EVYlQOIHCVGSlCK.· 1708,00 :3967,42 1,00 0.1 JIll 19156 
jrntagnmecon1.Smin.1692,1692.3 ·,EVYlOOIHCVGSLCK,· 17011.00 Ol'lO810 174 0.1 444 -jrnIag.imooon7.Smin, 169$, 1$96,3 -.EVYlODIHCVGSLCK,· 1700.00 1&5 0.0 JIl7 9128 

jrnIag5minoon12OOmmnad.466 ·.NKGAKOK.· 773.91 118 0.0 507 5J6 
AJAAWSoIul<ilCooIr..ju •• ,3, 964 ·,EVYlQOIHCVGSLCK.· 2JlI! 0.1 851 23/56 
jnb&ad_ .. "'I'I>ag3OO7. 1404 ·,LRQEFGSOOCPDL TR.· 084 0.1 86 114 
jnb&ad_in~'1,26sa ·,KIEATICNGOAAfLAVR.- 179:3.$ 21002.13 1.38 0.2 350 3/8 

..... ....,. 
Cdo42 aT __ ling p<OIoin [Moa mu .. "'uoj 1110,$7 9930022.0 
..... l!!r_7_ •• ,CMa~. 879 ,EVYl.OOIHCVGSlCK.- 1700.00 31110.57 2.'3 0.1 479 318 
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k¢~pktx 
Score Ace9$S1On P9ptidQ!f; 

P§El1d9 S~uence MH+ Charge S"" .. XC OQltaCN 52 Ions ~~nl 
aorting ,.xin 26; TC11l1C[)C42 GTPas.-acII\tahng prQfe.in (Mu. mu.culuaj 3838.02 30142699.0 " jl''ll99450rawPhag3007, tOga · L YFAELPNPLL TYQLYGK - 222961 330411 115 00 243 15168 
jmraw5mIl'l'9'9600t'l'1mnaclsd,2116-2118 APPQPSGSR - 89697 2313 61 098 ., 232 112 

,mfag1mnacISmtnCOO, 1940 • SEESLSSQASGAGLQR· 160766 2 sae)7 193 ., 228 11/30 
",fagSmlfllg9400mmnact 2034 • pLPWLOOSRAPPQPSGSR - 186110 234134 1,07 ., 105 4/11 
rnfag5ml'llggboad, 24~7 - PTRPEPLYVNtALGPROPSPASSSSSSPPAHPA- asS17S 24679 076 0.0 60 118 
rawsucrfp_60MeOHpnagI(J'J_MAf04.1194 - PGGSSWKTFFALGRGPSIPR· 21194' 3431.27 136 01 239 4119 
phagrawFsuc4S0_d«20,2702 - APWGPHTPHRVPGPWGSPE:PFLL VR • 2953 23 234L68 097 ., 145 11/48 
ynfag1tneoonoOmIll_030601202S02. 1514 ·lAARPTR.· 870,04 23S6.n 1.02 ., 331 213 
fITi~dMC1lnntv.phag3007. f 565 • CIFDRAFSCLPELP'PPPEGTA· 243182 325916 121 00 213 7/40 
rnwsucrtp_60M$OHphag I99_MAfQ4,1184 • PGGSSWKTFFAlGAGPSIPR • 2n9.41 3431,21 1.36 0.1 239 4/19 
rawpnag2007C11lfson, 2138 ,PAPPSYGRGGEVROSL YR~ 192Q.12 2406,66 121 01 137 9/34 

tortlng n .. In 26; TC11l1CDC42 GTPa ... KtivaUng: ",min (MuamuKul13) '838.90 301426990 ,. 
f3W!!t)(ff _actlObeadigg_Maf04oS09-S11 • GPSIPRK> 754 91) 2 f2341 121 00 94 1/2 
FPb&ads100_0ec19, 1161 • LGTPTEPTT'PKTPASPVER • 198021 325926 112 00 213 13172 
ra~r .400b$adigg_Mar04, 1768 - FSEAMSVPGEEER • 146851 239821 101 01 367 5112 
jmb$a400naclra~300r _ 030802153340, 145$ ~ AQQVAEQOSQOEOGGTPPAPHSPFRR.- 286104 374136 13. 0.2 2'2 3120 
jmb$a1000naclrawphag3001,1693 • CCSEF!EAHGVVOGIYR.- '89914 2310,66 0.98 0.1 10' 9132 

Fe complex 
Score AccessIon Pep~des 

P!1l'tioe S~uence MH+ Charge Score XC DeltaCN Se Ions Count 
cell cycle p34 CDC2 kinase protein [Mus musculus] 2668.32 20066967.0 11 
JMFAGNACL15B21E3,946 ·.AFGIPIRVYTHEVvn.WYR.· 2321.71 3 288.15 1.42 0.0 195 5124 4 
jmfagSminigg350mmnacl,1057 ·.KPLFHGDSEIDQlFR.- 1803.01 3 1249.46 1.66 0.0 751 23156 4 
jmfagSminigg500mmnacl,1644- -.KPLFHGDSEIDQLFRIFR.- 2219.53 3 197.05 1.16 0.0 159 13156 4 
jmtgG350naclrawphag3007, 1709 -.ISGKMAlKHPYFDDLDNQIK.- 2334.58 3 165.23 0.94 0.0 152 15176 5 
JMFAGNACL'0_'B21E3.2322 -.LADFGLARAFGIPIA.- 1617.92 2 172.70 1.23 0.0 128 9/28 5 
jmfagirenCl15miniggl mnacldtt. 2339 -.LADFClLARAFGIPIR.- 1617.92 3 595.73 1.40 0.1 295 9/28 5 

control 

Fe complex 
Score Accession Peplides 

Peetide Sequence MH+ Cha'lle Score XC DeitaCN SQ Ions Co"nl 
p34 cdc2 kinase [Mus musculus] musculus] mily membe 3022.15 1575290,0 
jmfagSminiggl000mmnacl.320 -.HRVTGQIVAMKK.- 1368,68 3 202.05 1.19 0,1 94 13144 4 
jmlag5miniggl000mmnacl,1448 -,MEDYIKIEK.- 1169.37 1 787.34 1.54 0.0 510 9116 3 
jmlaglmnaciOminigg, 1624 -,L YlIFEFLSMDLKK.- 1761.16 2 966.94 2.04 0.1 360 11/26 4 
jmfag5minfrenchl mnacldttdpi,2200-2202 -.LYLIFEFLSMDLKK.- 1761.16 2 532.91 1.87 0,1 210 9126 4 
jrnfag_20_minfrenCl11mnacldltdpi,2200-2202 -.L YlIFEFLSMDLKK.- 1761.16 2 532,91 1.87 0,1 210 9126 4 

control 

Fccomplex 
$cool Ate ... "", Pepttdu 

P!etide S~ence MH. Charge Score XC DeHaCN 5, '''''. Coon! 

C0C2-rellltlM prot.t" kin ... 7: prot .. " kin ... 1or *pileing componlmt t 4269.32 30794424.0 25 
.~ha9fUn20.i!dmOPi. 394- -.NNSPIlPPQPIlPVK .• 13114$ 10$1.50 1.59 0.1 S06 112 
ifm8WIggSmin t SOmmnaet 1792 -.NFLHQOIKCSNILVNNSGQ'A.- 2414_73 58.39 1.07 00 43 7/40 
jmlaglmnoclO.""gg, 1632 -.F01IGtlGEGTYGQVVKAKQK.- 231664 9aMS 1.60 02 307 9140 
ajrav..phagactln20-.195O • STPOTELV'1VIlHSNPEVKHCLDTGK- 2679 is 362.96 1.26 0' 24$ 3116 
jrnfagtrenchSminigg1mnacldtt. 2103 ·.TQEPAGNLEENTNOKNSGPQGPRR.- 2610.70 22642 124 0.0 179 17192 
jmt3WlggSmtn1mnad,2217 ·.ETTSGTTAEPVK.· 1221.30 173 60 1.11 0.0 155 4111 
jl'nfagSmlOigg4OOmmnacl.2938 • EQRTRHLL lOLPLPPELPGGOPSPPDSPEPK.- 3381.75 26788 0.9' 02 2. 1110 
jmfag1mnaclOmmlgg. 3060 • DvKPVAPKEV'VfSK - 1610.92 1118.52 1.13 a,3 237 Sil' 

_roI 

CDC2 .... hlted prot"n kiMM 1~ p'otcrin 10.., ... for aplicing: component [ 1835.1$ 30794424.0 ,. 
rawextr_:JOOb .. rCM~, 137. ·.ETTSGTTAEP1I1(NNSPAPPQPAP'JK.- 2519.75 679.0' 1.58 02 12' 512. 
rawutf'_300b_CM8f04.16oo · SFMKQLMEGLOVCHK.- 183U7 113,Q9 1.19 0.0 145 217 
FPbMd&lS(U)ee19.1747 -.PIFOANLELAOlELISR - 1956.28 428," 1.18 0,1 'SO 11. 
rawextC2S0bMCLMar04,2012 -.STP01'ELV'1VAKSNPEVKHCLDTGK.- 2679.95 555.18 1.58 0.1 253 11/48 
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APPENDIX D - RECEPTORS SUMMATION OF IONS 

The summation of peptides from receptors found to be associated with Fe receptor-mediated 
phagocytosis in macrophage cells. 

F'cOO(npIU - ""' ...... P ...... 
P!e:tide S!9uerU::9 MH. ct'l!!9- Scorn xc o.ltaCN Se I",. Cwnl 

CDlt_MOUSE P;aMl .. Qtycoprotwln IV (GPfY} {GPtIl8} (CD3& .ntlgen) (PAS IV) (PA 33ot.04 72903t a ,. 
JMFAGNACL10_1B21EJ., U'I26 -.VFNQKDNlSKVAIIESYK.- 202632 21106 151 0_. 13. ,.,.& 
AJAAWActinI9Gjl,ltwU3. 1962 ~ FVLPANAFASPlQNPDNHCFCTEK· 266500 52374 166 00 ll3 &123 
jrn'oG_agJ007_ 234<) -,PYlVPlLWLNErGTIGOEKAEMFK,· 2766 2~ 139859 150 0_' 211 4123 
jmtag5mlmgg1000mmnact.2802 ·.NCGL.lAGAV~GAIlLAVFGGllMPVGOMLiEK ~ 3043.74- 213.44 1_01 0_' '04 3120 
jmfagStnmt994SOmmnacl_030527025134,2318 ~ IKlLGMVEMALLGIGVVMFVAFM!SYCACKSK.· ..... 43 84" M. 0_1 4S 7162 
jmbaads300nJWtlh~3007. 686 • TIKREVVLEEGTrAFK· 1822.10 45711 1-43 M 31. 11/60 
jmfrMCuwldtra¥lPhagJOO7.11S8-11&O -.SIYAVFGSE10lK,~ 144284 30243 L49 M 190 7/24 
phagf8WFActin_dee23.914 ·.LOVNILVI(PAR,. 125155 12838 0_84 M 146 3110 

....... 
CD3I MUOUSE PI ..... gfycoprot.in IV {GAy) (GPtU8) (C038 .n~~ {PAS IV} (PA 1353.63 129081,0 
rawextr _ 400bead _Mat04.511·S13 975.10 320,73 U7 M 273 112 
I3WtKtc4SObead_Mat04.676-678 975.10 730 46 1.38 0_1 417 91,. 

Fceompl ... 
Seore _ion !'""lid .. 

P~hd& S~uene:e MH. Charge Score XC O.~.CN S~ Ion. Coon! 
insulin-lik. growth factor btnding protein 1 [Mus mu.tCulus) 4620.89 6679869_0 
jm"'W1995mlFlbeadsfrHzethaw.l204 - GEKAITOVSKGTCEOGPSIVTPPK_· 2456_80 3 288_10 LSO OJ) 170 9146 1 
jmlag5minigg200mmnocl_'376-1378 ·_EDAGEYECHASNSQGQASAAAK_- 222525 3 1009_66 uro 0_0 513 23184 2 
aj""""hagjun20actinDPI. 1572 ·.GTCEOGPSIVTPPK_- 1414_61 2 179.22 OJ16 0_1 114 5113 2 
jmId1250nacl'....,hag3007. 1584 ·.ENLAIOTRGGPEKHEVTGWVlVSPLSK.· 294734 3 619_88 1,45 0_1 271 191104 2 
jmId1250nacl""'Phag3007, 1594 ·_TELLPGORENLAIOTRGGPEK_- 2295$4 3 760_29 1_02 0_1 321 19180 
jmId1150nacl,awphag3007,1762 ·XGKAGAAAGGPA TlAVCVCK.- 17R15 2 146_31 099 0_1 100 6/19 
AJRAWSoIuleC<>nlrjuneI3.1236 ·XGKAGAAAGGPATlAVCVCK_· 17R15 2 464_61 121 0.0 377 6119 
ImfaglimoconIOmin_03060123G741. 1748 ·.GEKAITOVSKGTCEOGPSIVTPPK_· 2456_80 3 1152_62 2_20 0_1 329 13146 

control 

inauli,....Uk. growth factor binding progin 1 [M. musculus) 1835.57 6679869_0 ",WOld, ___ Mar04,868 
·JTVVDALHEIPLK.- 1448_73 50L67 1_67 0_1 271 :lI8 

",WOldr_flOOb<1adigg_Mar04. 1700 ·_KGKAGAAAGGPATtAVCVCK.- 1714-15 837_16 US 0_2 171 5/19 
jmbsa25Onaclrawphag3007,587 ·589 ·.ITVVDALHEIPlKKGEGAOL_· 2132-49 496_74 1_49 0_0 333 4/19 

Fe compjex 
Score _ion PopIid .. 

P~tide S~uence MH. Cha!]la Score XC Delta CN §I! Ions Count 
Insulin Mgrading .nzym. [Mus museuaa] n {Mus mus 3375.75 27371196.0 
jmlag5mim\l\l400mmnacl,1212 -_FEIIKEAYMR.- 1300_55 2 745_69 1.15 0_2 232 419 1 
jmag5mtnoon500mmnacl. 2374 -_LAAEGPOEWVFOECKDLNAVAFR.- 2708_05 3 227.91 1_39 0_0 152 151S8 1 
ajrawphagjun2OdpllMNaCl.1142 ·$ILGAAPPPAK.- 110D3 2 179.58 0_95 0_1 156 215 1 
)tnlgG400rawphag3007, 1738 • DA TPYPALlKDTAMSK.- 1722_99 2 150_18 1.16 0_1 88 1/5 2 
jmlgGl!JOOnaclrawphag3007.1818 ·_DREVNAVOSEHEKNVMNDAWA.- 2515-156 3 291.01 1.51 0_1 91 7/40 1 
jmlgGl!JOOnaolrawphag3007,1818 ·.DAEVNAVOSEHEKNVMNDAWR- 2515_66 3 291.01 1-51 0_1 91 7/40 
jmldll000naclr....,hag3007. 1956 -_OEAIPEDIIQKWONADLNGKfK.· 2586.89 3 627.22 158 0.1 236 4121 

jmrawigg5miniggfr_, 2146 -.TtTKDOIIRFYOEMLAVDAPR.- 2496.67 3 431.98 U~8 0.1 193 3/18 

jmIdI150nacl~g3007. 2790 -_RYNOKOPILLK_- 1388.64 2 43U6 U!6 0.1 313 9120 

controt 

Insulin degrading enzyme [MU* musculus] containing 476.82 27371196.0 9 

raWOld,_450be"CMar04.1542 ·_FHS1YYSSNLMAICVlGRESlDDL TNL VVK.- 3390_88 3 150_98 0_99 OJ 90 7/58 
",,,,,hag2007chlfsoll,l588 ·.NGl VWLlHPALPGTtRSILGAAPPPAK.- 2846.41 3 61.21 1.26 0_0 37 171104 

FP_.lOOO_DecI9.27:l(l ·_lDATEOWYGTOYKOEAIPEDIIOK.- 2942.19 2 264.83 096 0_1 131 9146 
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Fe comp«u{ 
Score AccessIon Pephdt)$ 

Peplide S~uerwe MH. Cha~& Score XC Della eN S~ Ions Count 
ins.ulinoma-asaoe:late4 1: intulinoma-asaociated prot_in (l'\"1) (Mus muse 7862,34 63936170 17 
jmraWSmlfliggloWlomc. 365 -SARSCGRR - 8930, 63082 , 20 00 505 91'4 
JMFAGNACL 10_1821E3. 426 -APSAKKPK - 627.01 89' 00 , 26 00 702 5i7 

JMFAClNACl5B2' E3_ 482 -ALLLSPGCGGAR- 11Hi33 424 ()4 , 40 0.' '20 9122 

Jmtag1mnacl7,5mlmgg, 622 -IAIALA- 82706 15099 , 04 0.0 '26 315 

jmlgG250rawpi'lag3007, 1370 - LHFEDEVITSPVLGLKIKEGPLEAPA.- 2Sn.28 :,)6167 174 0.0 206 9150 
imraWSmm19g250mmnadsynngdnase,1540·1542 -lHFEOEVITSPVLGLKIKEGPLEAPA.- 2Sn.26 45097 , 92 0.0 230 19/100 

a)raWJ;lhaQjun20dpI1 MNaCl. 1662 - PVSREHEKHK.- 1247.39 37076 1.27 0.' 75 113 

Jmlag5mlnlggbead_ 030528200 lOS. 801 - APSAKKPK.- 627.Q1 195,55 0.73 0.1 118 317 
Imldlactinra.y.phag3007,82S..a30 82701 48283 1.33 0.0 347 417 
jmld13S0naclraVlopha93007, 1338 26n.28 2934' , 55 00 '70 3120 
phagrawF4SO_dec20.912 2877.28 eo, 29 200 0.' 25' 9150 
phagrawFsuc450.dec20, 1734 26n2a 49504 , 67 0' 255 115 
1mbesds 1 OOOnaclrawPhag3007, 146 - KSTPVSYRVA.- 1193<~8 518 !lO 145 0.' 215 13136 
Jmbaadsactlnra.v.phag3007. , 193 1948.31 45261 , 46 0' 284 7/24 
jmlagSmmcon300mmnaci,2310 1934.26 136' 9Q 1.56 0.1 848 25168 

control 

Fcco~.x 
Sco<o Accession Paptld'es 

P!tQhde S~ U&flce MH. Charse $co," XC DalteeN Se ,,,,,& C"",,, 
in.uli'n receptor sutntrate 1 [Mus mUKutu.) '0649.26 299258290 ,e 
rawsucrlp_iOOOpnag'9o-Mar04,1315 - AClNTVPFGAGMVGGSGGGGGGGSEDVK.- 229138 2450 19 241 02 45. 251'00 
lmraVllf5mmb$a~. 148S - PTFVHILDR.ODElR - 135312 671.74 1.5<1 0' 336 5114 
JMMAGTlJbe-1B16E3,612~t4 - AASEAGGPAR- 6a693 88818 , .. 02 234 519 
JMFAGNACL10~1B2tE3. 536 - RSSEDLSNVASISFQK.< 1632.95 57228 1.58 0' 312 31'0 
jmlagSmm1993SOmmnact ,1)67 - AASEAGGPAR - 8a6.93 49380 , ,. 0' 2'8 4J9 
jmtag5mmtgg150mmnaci,SaO·S82: - AASEAGGPAR.- 886.93 2fJ744 093 0' '87 7/18 
jmta'MggStntn4S0mmnaclsd, 662 - AASEAClGPAR.- 88693 8238 095 00 as 4J9 
Jm'agftenehSmmigglmnacldtt.6\'I3 -lSSSSGRLR.- 96308 39753 137 00 2aa 112 
"ita'iiPnagjun2O<Jp11 MNaCi, 126 • MSEAGGPAR - 886.93 18827 0.92 00 194 4J9 
jnifagfntnch2Gminp;)g1 mnactdtt,132·134 - AASEAGGPAR < 88693 531.49 1.39 0.1 ,." 41. 
jmkJG'5,""""'''I)3007.9II0 -.AASEAGGPAR - 886_93 161.36 1.03 0.0 ,., 113 
)mrawrrrnnigg200mmnaeisyringdnas.l01$ -.AASEAGGPAR.- 886.93 516.35 1.10 02 '" 7118 
ai_agac111120.1392 -.AGNTVPFGAGAAVGGSGGGGGGGSfOVK.- 2291.38 1274.26 165 02 236 2S/108 
imlagSmmigq200mmnacl.I456 -.VNLSPNHNQSAKVIA - 1677 89 158,21 0.88 0.0 175 2J7 
jmtaWmulU992OOmmnacl$ynngdr'iat.la48 -VDTAAOTNSRLAR.- 1403.53 115.82 0.66 00 ,/3 
a;tawphagl MNaCI2O. 2134 ·,VREQQOOQaSSLHPPEPK.- 214532 138.99 1.12 00 IS/59 
JMFAGNACI.'S821E3.2240 . YIPGANLGTSPALPGDEAAGAADLDNA.- 2627.81 611.21 1.3. 0' S/26 
jrmfag5mintggSOOmmnlct 3714 -.lSSSSGRLRYTATAEDSSSSTSSDSLGGGYCGAR.- 3375 SO 72.37 0.8' 0.' 54 4133 
..... ""92007 •• _. &a. -.MSEAGGPAA.- 886.93 427.21 1.12 0.' 41. 
ra_c"'UIOI.l.oHp."'I'99~MArl)4. 9S4 -.EVWQVILKPK.- 1240.52 183.96 0.85 0.0 41. 
RawPhg2007MeElhmeth3d;geot, 1486 -.ASSDGEClTMSR.- 1098.13 2B2.41 116 0.1 9120 
jmldlI500""_"I)3007, '27& -.AASEAGGPAR.- 98593 130.67 1.00 0.0 123 '13 
ra¥ophag.2007ehlftoQ:,2406 ·SfPMPSSR - 875.03 87.03 1.05 0.0 62 317 

_trOI 

innlin NCep10r .ubttntt. 1 [U". mUICulu.) 7257.97 29825829.0 13 
ra¥l1&Xtt_35ObMtdI992_Mar<l4,330 -_LARPTR- 71385 13692 0.79 0.0 172 315 
rawextt_chlfbeadlgG_Mar04,686 -.AASEAGGPAR.- 886.93 44$,36 , IS 0.1 264 112 
mW!':tXtt_lOObQOigg_Manl4,SOH10 - AASEAGGPAR,· 88693 35968 '30 0.1 25' 519 
rawe:<tt_60MeOHbeadlg!iLMatQ4,850 -.AASEAGGPAR,· 88693 2n,a "2 0.' 19. 419 
ra..ror_35Obeadtgg2_MariJ4,924- - MSEAClGPAR.- 68693 253.75 1.08 0' 190 ". raOWlrtr _3SObaadtg9-M2104,9:3s-933 -.AASEAGGPAR.- 88693 406.'5 128 0' 253 41. 
jmraWtggSrrwf'Uggt;eebead,912·974 -.EVWQVILK. - 10'523 296 30 1.58 00 17. S/7 
raMXtr_3SObeadtgg2_Mar04,1 31 8·1320 -.AGNTVPFGAClAAVGGSGGGGGGGSEDVK.- 2291.38 171745 228 0' 672 7/27 
rawextut5ObeaolQ'LMat04 ,132Z - AGNTVPFGAGMVGGSGGGGGGGSEDVK.- 229' 38 794 S2 2.0, 0.0 392 219 
rawextr_30Obead-tg9-Mar4,1772 - SPGEVVN'EFGSGQPGYlAGPATSA- 25557. 35<169 1.6' 0.1 53 3116 
FPbeadsSOO_dec19,2026 - AGNTVPFGAGMVGGSGGGGGGGSEDVK.- 2291.38 788.39 1.23 0.2 199 219 
FPbeads&OO_0ec19,2518 - SSFRSVTPDSLGHTPPAAGEEELSNYICMGGK.- 3424.77 46720 11, 0.0 389 23/124 
ra'A"8:«f _300b.oolgg._Mar4, 2760 -.AGNTVPFGAClAAVGClSClGGClGGClSEOVK.- 2291.38 958.37 1.39 0.' 832 114 
rawmt1r_700boa<LMar04,611 -.AASEAGGPAR. - 88S 93 349.01 1.34 0.' 235 '{2 
r-aW$ltlr_150boa<L~4, 697 -.PASVDGSPVSPSTNA.- 1471.56 645.38 1.34 0.0 481 '9156 
UlMKtu:hlfbead_Mar04. 886 -.MSEAGGPAR.- 638.93 262.22 1.29 0.1 134 ,/3 
-rawextc 4SObocLMar04, 2258 -.HQHLRLSSSSGRLR.- '634.83 206.38 1.08 0.1 168 41'3 
ta~c25ObN<LMar04, 2136 -.fSAPVCClAAGGLEKSLNYIOl.DlAKER. - 2821.18 140.64 0.88 0.1 56 7152 
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Fccompl •• 

Peoltde So9ueflc& 
Scor. AccesslOfl Paptidn 

MH. Char~e SCOfG XC OeltaCN Se 'on, Coon! 
'lISa. MOUSE INSULIN RECEPTOR SUBSTRATE-. (IRS-') ('PS) 80423.91 3024044,0 
jmrawl5mlnbsafeebeada. &44 - LCLSAA:nGFVK.~ 1308.62 3 47716 1,17 00 2<\9 "" JMMAGfube1BH3:E3,128 -.LCLSARTlGFVK.- 130862 3 3lEL51 L34 0.0 230 '51" 
ImlI95miOlggl00Ommnac!,522 -.AVSGOGAQOLOR - 128934 3 26538 , 72 00 '53 131 .. 
jrntagSrntnI9g400mmnacl, 104 -.AOPOGGRRR.- lG13.10 2 154.59 '06 0.0 , .. 1116 
Jf"5mtt'1lggraWlOWlonIC, 978 -.LCLSARTIGFVK.- 130862 3 994.64 1]4 0.' 420 21144 
JMFAGNACL5B21 E3, 1578 -.RFFVLRGPGTGGOEASAAGGSPPQPPR._ 268294 3 348.17 '90 0.0 17. 191104 
jmfa'1)5mml991SOmmn<1Cl, HH6 -.LCLSARTIGFVK.- 1308 62 2 162.14 0.94 0.0 , .. "" 8JI"3~hMlun20dpt1 MNaCI, HS2 -. VIALOCCLNINKR.- 14?SJ!1 3 248.02 1.32 0.0 182 114 
jmi9g600r~nag&300l, 1912 -.MWCGSKLSMENPOPK - 172402 2 1180 100 0.0 72 217 
jmrawSm1n19910Wl0n1o, 2231 -.QVPQPSSASLOEYTLMFlATFSGSSGR.- 271402 3 641.36 1.43 0.' 357 !IS 1 
JMFAGNACl10_'821E3.2738 -.QILOPRLMALPPSGAAVPAPPSGVGR - 259302 3 1186.34 157 0.' 838 251104 2 
jmfatgl'1tnEItOO2.Srnln 3096.3096 2 -.SPKPSTRSGOlVGSMDGlLSPEASSPYPPLPPR._ 33827S 0 25719 000 0' ,4IJ 5/32 2 
jmfagSmlt\COOt350, 140 -.LCLSARTIGFVK.- 1308'62 3 41908 '55 0.' 237 9/22 , 
jm!'agSmincont350, 472 -.LSMENPOPK.· 103111 2 21496 1.27 0.0 '58 '12 2 
jmf.onI5rrunbead. ala -.LCLSARTIGFVK.- 130862 3 517.93 1.34 0' 258 "" AJFlAWpel!etCconUjun13,10S4 -.HKVlIALYTK.- 125052 2 212.99 o.sa 0' 'sa 41" jmtagSmlr1Coot200mmnacl,2394 -.SKSOSSGSSATHPISVPGAA.- '942 oa 2 12953 0.90 00 142 9/38 
phagrawFsue200_dec22.1169 -.PEGFLGOACRAVR.- 148913 • 73561 1.36 00 568 318 
phagrawfsuc100 .. dec23. 1209 - PEGFLGOACR.- ft63.34 2 142.42 0.9S 00 131 113 
phag~200~dse22, 1243 -.SODYMPMSPfSVSAPK.w 171391 2 12210 0.74- 01 ,30 "'5 
phagrawF2SO_dec22. 2571 -.SOSSGSSATHP'SVPGAA.- 1726.83 2 69478 1.1$ 0.2 147 "17 

control 

IRSVoIOUSE INSULIN RECEPTOR SUBSTRATE-. (IAS-') (4PS, 2538.68 3024044 0 '8 
raw&1Ulctmbead1mLMarQ4,1139 - OGSGGELVGVMSMOAPLSHCGR.- 2389.64 79139 1.93 00 3S' 5/21 
rawext, _ 4SObeadtgIl-Mar{)4. 2220 - SATOSLAATPPAAKCTSCR.- 193119 1!l12,29 1.48 01 282 "' raMXt,_1000_beadt9'jLMar04,2549 -. T ASEGDGGAAGGAGTAGGAPMSVAGSPLSPGPVR.- 2954.18 23232 "2 0.' 54 5133 
rawextr_chtlbead_MaI'04.1102 - ETSVGI="QNGLNYIAlDVR.· 199120 376.09 1,28 0.' 2., 4117 
rawexr:f_actlnbead_Mat04,2760 -.TASEGOGGAAGGAGTAGGA.- 152050 52051 1.26 0.' 25' 11136 

Fccomp". 
So,,,,, - Peplides 

P!!!tide S~uence MH+ Cha!:98 Soa", XC DelI.CN S~ 1011. Coonl 
,"lYlln r.c.pt« aubatrat •• (Mus muaculua) 10412.64 6754372.0 12 
jml_ .... ~7.606 -.OVWOWVKPRGlGHR.- 1741.04 3 336648 2.23 0.4 198 l5Isa 
JMl'AGNACUO_1821E3,1106 -.DVWOWVKI'RGLGHR.- 1747.04 3 621.59 1.4' 0.1 405 17156 
",ragsmlniW35Ommnaci, 1811 -.PGOOI-tGSGGGKNSGSGKNSOOGDR.- 221&.1' 3 387.'8 1.43 00 254 5/23 
Jfn~Smt03OOmmnactsyringednase:, 519 -.ALCAOEYRAR.- 1168.31 2 492.64- 119 0.1 266 11118 
JMFAGNACUO_1B2IE3.1106 -.OVWQVVVKI'RGLGHR.- ~747,04 3 62'.59 1.44 0.1 405 17156 
If!IfagSm .. fl9nChlmnacldttdpi. 1256 -.NSGSGKNSOOGOR.- 1309.24 2 374.39 0.91 0.1 249 318 
jmfag_20_minfl9nChlmnaddttdpi. 1256 -.NSGSGKNSOOGOR.- '309.2' 2 374.39 0.97 0.' 249 316 
jmrawSmlnigg6OOmmnadsd.1266 -.AlCADEYRAR - 1168.31 2 2'3.38 1.34 0.0 154 112 
jmra'""l\lSmmbeadsfroozelhaw, 140$ -.RCG11.GALPDGEPMlAAAAMEPPFYK.- 2730.09 3 1022.80 1.5' 0.2 271 11154 
If!IfagSmllligg35Ommnaci. 1671 - PGOOI-tGSGGGKNSGSGKNSDDGOR.- 22'6." 3 38718 1.43 0.0 254 5123 
JITlrawtggSmirtbeadsfreezethaw.3014 -.ALAVVSALAAAPSIGDVFAGFFlAAAGVOSASAR.· 3061.« 2 70.41 0.87 0.0 94 9/&4 
jmlagbmecon7.5min.1294.1294.3 -.OVWOWVKPRGLGHR.- 1747.04 ° 323.30 1.57 00 '86 II. 
jmfagtlmeoon7.Smin.1230.1232.2 -.FRHSVR.· 001.92 ° 68.28 0.81 0.0 59 315 
jrnfag<:onSmlnn600mmnad. 315 -.EPPPPFR.- 839.96 2 '97.67 0.89 0.0 207 213 
AJRAWSoIu1eCoolr .. ju",,13.872 -.PKPLNPTOERR.· 1336.53 2 221.12 1.21 0.0 180 112 
,.,fagconISm_.996-998 -.RAASVPPSLFR.- 1201.40 2 258.39 1.30 0.1 74 7120 
jmboa<ls6OOnad"",!,hage3007, '359 -.AAEASGSSSGNTEEK.- '510.50 2 238.96 1.41 0_1 137 51" 
pilagrawFSUC100<Ulec23. 1009 -.MASCSfSGHQALRALA.- 1821.13 2 t6240 0.97 0.1 80 115 
phagtawF250_dec22. '469 -.lPOPEDIIPNORAR.· 150-7.63 2 189.55 0.94 0.0 202 3/8 
phagtawF...,.50_d0c20. 1754 -.AAAGVDSASARGFOPVAGAOAVR.- 2158.38 2 122.37 0.97 0.0 126 5122 
phagrawF.SO_d0c20_ 1952 - GOCIPMNNWGSGNGRGSGGGAGSSGQGSSSOGSGGR.· 3327.41 2 1482 0&7 0') 2' 3135 
phagtawF400_dec20,1990 -.MVSAFPTOSLOOOFPMSAVIMPAEAPLLAVSR.- 3469.99 2 229.65 088 0.1 96 5134 
phag,.wFsUC3O<Ul8C2Q, 2618 -.ACG11.GALPDGEPMLAAAAAAEPPFYK.- 2730.09 3 221.47 1.40 0.0 1ST 7/36 
phagmwF.uc30<UI0c20, 2768 -.APDTNKGOOSKONOSDSDYMFMAPGAGAIPK.- 3232.42 2 634.82 '.10 0.2 119 116 

-insulin r.c,ptor subltrat •• (Mu. m ",ac"lus] 4159.47 6754372.0 16 
ra",,,rt,_'50beadlgg2_MaI04,232 -.RYGLEOFCALA.- 1441.69 467.26 1.48 0.1 210 215 
,"WOldr_actinbeediW_MaI04.559 -.PLNPTOERR- 1111.2_ «1.92 1.50 0.1 264 13132 
.... ldr_chHbeedlgG_Mar04.782 -.GSSGOGSSSOGSGGA.- 1296.24 '22.48 0.95 0_1 3,0 11/23 
...... ldr __ ,gG_Mar04.2198 -.AFOEDEOOPYVPMR.- 1699.78 l1Ul 1.02 0.1 7' 5126 
rawoxlr_8OObead_Mar04,72' -.ALCAOEVRAR.- 1168.31 465.54 1.40 0.0 330 519 

ra' •• "IC200be.,'-MaI04.2396 -.SQSLFASTRAAVSAFPTOSLDR.- 2328.52 3 716.'2 1.71 0_1 255 3/,. 

jmb .. l5Onadrawphag3007.117S-1 ,77 -.RtRASMMASMlAA VA ITPFlSSGTR.- 2661.01 3 1117.82 2.26 0_2 202 11154-

jmbsa6OOnadrawphag3007,1538 -. YGlEOFCRLRAIA.- '625.92 2 92.30 0.81 0.0 112 11. 
jmbsa3OOnactrawphag3007,1564 -.AVlll YQCFSVSOR.- 17'304 2 129.52 1.16 0.1 65 3/13 
jmbsa3SOnadrawphag3007.1850 -.IPOPEDVPNDAAREASGSSSGNTEEK.- 2771.85 3 195.13 1.02 0_0 177 3120 
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Fecomp'9X 
Score Ace_ Peplldes 

P~!ide S~uence MH+ Charge Score XC Dena CN Se I"". Count 
Insulin r.ceptOf-f'eJat&;;d roeoptor [Mus musculus] 5219.32 6754362.0 21 

Iml1ll)5mirllgg25Ommnaci. 746 • TLRFVFNl TEEDR.- 1640.82 3 211.15 1.19 0.0 178 7124 

jmtag 1 mnactOmU'ug9. 938 -. VEFLKEASVMK.· 1281.55 2 119.89 0.82 0.1 104 3110 

jmlgG35Onaclrawpllag3007. 1773 -. TNGDRAACQTR.· 1193.28 2 92.94 083 0.0 90 114 

AJRAWAclinlgGjuneI3.1938 -.KFENFLHHAITIPK.- 1695.99 2 350.53 1.31 0.1 218 9/26 

jmraw5mimgg500mmnaclsd. 2908 ·.lENCSVVEGHLQILLMFAA TGEDFRGLSFPR.· 3451.96 2 230.53 0.83 0.1 79 3120 
JMFAGNACll0~le2IE3. 2984 -.DVGlPSlGAVLRGAVRVEK - 1937.28 1 3075 073 00 35 118 
jmfag1mnaclSmimgg, 3048 -.LFLGYAlIIFEMPHlROVGLPSLGAVLR - 3112.77 2 50.07 019 00 40 7154 
JMFAGNACL15621E3.3110 '.IOIHACNHAAHWGCSAA TFVFARTMPHR- 3138.59 2 72.27 0.74 0.0 91 9156 

phagrawF800~dac20. 499 -.lGEEA TVLCVSR- 1277.47 3 137.42 1.34 0.0 98 5122 
phag"wF'1JC25O~dec22. 2629 -.GMACTAGGOCCHSECLGGCSQPEOPR- 2585.136 3 572.61 140 0.0 399 231100 

rawsucrlpJOOphaglgg~Mar04. 2879 - ACVACRHL YFOGVCLRACPPGTYQVESGR.- 325015 2 2161 0.77 0.0 29 5156 
phagrawFsuc4oo~dec20. 3424 - OVGLPSLGAVLRGAVR.- 1580.136 2 1999.03 1.54 0.3 221 3/10 
jmflll)limecoo2.5mm.1128.11263 -.KFENFLHHAITIPK.- 1695.99 0 961.62 1.83 0.1 484 9126 
jmfIll)5mincontI50mmnacl.393 NNSDFEIQEOK.- 1339.35 3 368.91 1.19 00 309 7/20 

control 

insulin nteaptor..related receptor [Mus musculu$J 1062.5$ 6754362.0 
raw&ld'~ 900bead .Mar04.982·984 -.HRREAGLLR.- 1108.28 1 241.14 1.09 0.1 177 7116 
raweldcchllbead_Mar04. 1800 • DVGLPSLGAVLRGAVRVEK.· 1937.28 2 161.07 101 0.1 134 219 
rawextr_chlfbead_Mar04, 1940 -.LRYAKVGGVHLALLPPGNYSAK.· 2325.74 3 680.36 138 0.1 455 11142 

Fe ...... pI"" 
SCOt& Accession: Peptldes 

P!!2t1de S!guence MH. Cha!]l& Soo", XC DeI1aCN Se Ion. Coo'" 
InsuHn--fik. growth fac:tor binding prot .. " 6 [Mua mutoeulua} 2926.118 8880387 0 
ImrawfSminbsar&ebeads, 2936 -.RGPCWCVOPMGQPLPVSPOOQGSTQCSAASSG - 3262.63 14711 0.83 0.1 28 3131 
JMMAGTube1816E3.842 -.ENEETPLRALLlGQGR - 1191.0l 232.12 134 0.0 172 17160 
AJAAWActmlgGJAn&13,1308 - ENEETPLRALLIGQGR.- 1797.01 420 11 1.59 01 209 4f15 
imraw5mioiggSOOmmnaclsd. 2'12 - GPCWCVDPMGQPLPVSPOOQGSTQCSAA.· 287524 1282.12 186 02 360 7136 
81rawrnedlapbsnocell$, 618 -ENEETPLR.- 988.0' 58531 121 0.2 114 417 
imbeads600naclrawphage3007,979~98' -.ENEETPLAALLIGQGR,· 1797-01 260.04 1.48 01 136 7130 

control 

insuJirHik. grCIWth tactOf binding probHn 6 [M .... muec:ulua] 1141.87 6680387.0 
,.we.,,-450beadig9_M.<04. 950 - ENEETPLRALLIGOGR - 179701 684.65 1.62 02 142 7130 
F_s250~O .. '9.1392 • ENEETPLRALLIGOGR • 1797.01 457.22 1.52 0.1 174 4115 

Fccompa.x 
Score Accession Pep1tdes 

Pe2;tide Seguence MH+ Ch~9 Score XC OeltaCN Se Ions Count 
in.,lmom .... HOC ... tfK:I 2. mit 1 geM; mtt 1 [Mua mUKuka) 5150.44 9938006.0 14 
jmfnKtbeadsrawphaglOO1.942 -. RGKGAPICASAPAAVR.- 152591 2 315.35 102 00 307 215 
jmrawtgg5min150mmnacL 114$ -.GKGAPICASAPAAVRK.- 1497.79 2 70.81 077 00 7' 7130 
jmfagSmintgg3S0mmnact, 1 ; 55 -.CPECDKVFSCPANLASHR.- 1978 27 3 787.41 133 02 184 7134 
jmlggactinrawphag3001, 1202 -.PTl'ACAASK.- 84599 2 10446 0.85 0.1 94 31B 
jmrawSminfggiowlonic..1539.1641 -.IKEEEPGAPAR.- 1197"32 2 462.89 122 0.1 325 9120 
a,rawphagactin20,:2534-2536 -.IKEEEPGAPAR.- 119732 2 392.53 100 0.0 381 112 
jmld1400naclrawphag3007 _030802153313, 1940 -.EEEPGAPARALGGVR.· 1509.65 2 182.70 0.90 0.1 117 1/4 
phag.-....F.u""00~dec20. 1300 -.CPECDKVFSCPANLASHA.- 187827 3 969.31 1.41 0.2 347 9/34 
IOWSIJcrip _300pha9>99_MMl4.1537 -1539 -.IKEEEPGAPAR- 1197.32 2 43164 1.01 0.1 331 11120 
phag.-....F I OOO_De<:23. 1914 -.HGPGSSGASAGA TSEVFV<:.PYCHKKFR.- 2782.11 360.62 1.48 0.1 198 191104 
phag.-....F300_d<!c20.2045 -. TPLGEFICOLCKHQVADPFALAOHR.· 2888.32 51552 1.53 0.0 333 3/16 
phag.-....Fsuc250~dec22. 2497 -.GLLGSPCLAPPQOOAEWGAGGGDGPGPSPAK.- 2875.11 39796 1.50 0.0 264 7140 
pilag,awFsuCSOO_doc20.3640 -.EELLLPAL VGAPSEAGPGGASOGSAOOIFSCK.- 3101.44 169.04 0.92 0.1 54 5/31 -m..,Unom .... uociat.d 2; mJt 1 gene; mIt 1 [Mus mu.cwua.) 801.7t 9938006.0 
FPbeads250_o.c1~, 1316 -.PGLQAl VYPEAAR.- 1385.59 352.25 1.29 0.0 271 318 
rawextr_1000_bt:sadiggJII4at04,1530 -IKEEEPGAPAR.· 1197.32 19660 0.96 0.0 193 9120 
jmbsa300n-.wphag3007. 119 ·GFLVKR1](.- 949.18 252.94 1.63 0.0 155 5/14 
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keomp"x 

itt$t .. tfin-Uk. growth taetot I rec.,tor [Mus musculus) 
JMFAONACUS521E3,324 ·.ANERALP!.POSSTC,· 1487,61 3 59709 1,35 0,1 371 17/52 
""""",haglunJ!OachnDl't 554·556 ·.HSHAl VSlSFLK,· 1339,57 2 45466 1,34 0,1 130 7122 
lmfagSmll1lQg250mmMd.2134 ·,NCMVAEOFTVK,· 125746 2 295,13 1<)2 0,0 266 215 
jIlllgg.cllnra~3007, 2250 ·,IllENCTVIEOFlHllLISKAEDVR· 2834,29 3 222,03 1,43 0,1 117 9146 
_hagaclin20, 2250 • ERTVISNLAPfTlVA" '66tI.16 2 142,l!4 128 0,0 92 2n 
jmmw5minlgg25Ommnacis'l"in9do_, 2794 ·,TMPAEGAODII'GPVTWEPRPENSIFlK.· 2969,32 2 111,91 0,64 01 77 2113 
jmagSmincoosoommllaCl, 776 • EGEPGILlHOlK,· 1263,47 3 27G,4Q 1.41 OJ) 188 17/44 
ajrawmedlapbsnoo.b. 17116 ·,PEVEQNNl VUf'PSlSK,· 1878,16 2 505,99 us 0,2 197 1lI32 
rawsucrip.400phagig9,Mat04, 1721 " VRPPOYAOLISFlYVVK· 2197,46 3 578,01 1,57 0,1 244 U4 
jIllbeads4OOr<l"'Phag3007, 1233 ·NLTVRSGKMYFAFNPK,· 187420 2 172,5. 1,09 0,0 158 4115 
AJRAWAchnCcnt',JUn&13,2856 ,JNTEYOOOOACGSNSWNMVOV(lLf'PNK,· 297016 2 24621 0,99 (1.1 !Ill 2113 
jmfagc<ln15mirtb&ed, 3640 ·PfTl YRIOIHSCNHEAEKLGCSASNFVFAR. 3427,lIII :2 <>9709 1,07 0,2 114 7156 

control 

in ... 'in-lll<_ growth Iaolor' ,ocepto< (101 .... mUSC<l, ... j 1976.75 3.3859572 a 6 
ra_',60M&()Hb&edJ.AO!04,1002 -,ELGOOSFGMVYEGVAKGVVK,· 205637 35910 165 0,1 117 15176 
",_,._&ed,MO!04, 2462 ·,l1OSVISAQMLGOCnLKGNlLINIAR· 2960,51 83.33 0,81 0,0 102 2:113 
FPbeadsOOO.O&c19,1M! ·,GPCCACPKTEAEK· 1337.57 548.99 117 (>,2 143 3/8 
rawelllr.45ObeadiggMat04,1610 ·.GNNIASElENFMGlIEVVTGYIIK,· 2498,114 3 631,07 1.(14 0.0 341 9144 
jmbsaact"'''''''I'hllg3OO7, lSI!) ·.FVMEGGLlDKPONCPOMLFELMR· 2672.16 3 354.26 1,32 (>,0 269 17166 

F •• .,mpl •• 

8MX non-roe.plOt' tyrolll"a kin ... [Mua muocu'uol 
jmlag5mlniggHlOOmmnacl,1844 ·,LLKIPRAVPVLK.' 1347,16 2 219.45 1,33 0,1 124 5/11 
;mrawSminigg250mmnaclsyrin\jdnasa, 1696 ·.QPYDl YONSEWVKVSGOHR., 2334,53 3 276,]2 1,2. M 224 9138 
ImrawSm1nlgg500mmnaclsd. 1952 " VPVSVAlGSGIWElKR,· 1712,03 :2 828,]S 1,30 1),2 160 113 
jmIag5min"",,1150mmn.ol. 111 ·.lRHPVSTKANK" 1251.46 3 576,97 U;O 0,0 355 7120 
jIllfagllmooonl;)mln_030601230741.1212 -,GNPHlUI(,· 692,08 2 669.52 1,44 0,1 359 9114 
jmiagllmeoontOmin_0300Q1230741, 3302 -.MSWGFPESSSSEEEENlHAYDWFAGNISR· 3364,52 2 275,58 0,88 0,2 5tI lfl 
fllYISU¢t1I:l,chllohagigg_Mari14, 2126 "FYGIICSKKYf'I'fIVTEYITNGCllNYlK,· 3307.91 ;; 96,43 0,95 0,1 71 111108 
phaglawfc/lICdac23,Z322·2324 ·,VPVSVAlGSGIWElKFl,· 1712,03 2 167,88 1.13 0,0 146 7130 
JfIII<II:l5On"""""Phag3007,1690 -,VPVSVALGSGIW€LKR.· 1712,03 2 632,03 117 0,2 213 113 
phajlmwFSOtLd&c20.972 ·,OPYOL YDNSEVVVI<" 16eg,81 2 269.29 086 0,1 276 9126 
rawsucrip_acIlnphoglgg_Mart14. 1140 ·,Gl(EGAFMVIlNSSOMGM'fTVSLFSK,· 2657,09 ;; 129,92 1,43 (j,Q 91 7/48 
mwsucrip,BOOphajll\l\l.MO!04, 1458 '.'IPVSVALGSGIWElKR· 1712,03 2 250,35 ua 0,1 122 113 
rawsucrip]OOphagl\l!;LMa.Q4,1486 " VPVSVALGSGIWEtKR.· 1712,03 2 96,68 0,93 0,0 98 113 
raWllucrip_acllnphaglgg3.1ari14. 1700 "VI'VSVALGSGIWELKR· 1712,03 2 292,47 1,02 0.1 85 115 

control 

BM X """"""",ptor ty",,,, .... kin ... [M •• mu"" .. i.'J 63!U9 6753100,0 10 
_.700b"",UAar04.I209 " VPVSVALGSGIWELKR.' 1712.03 2 311,68 1.59 0,1 154 215 
FI'b&eds:lOO ,O&cHi. 1516 ·,MSPNNYKER· 1139,27 1 321.10 Q,92 0,0 340 112 

Fooomple. 
Score AccO$slOf"I P&pbd" 

1'!!!!lid" S!Suenco MH+ Cha~e $,.""" - XC Den. eN S~ Ions Count 
""doIhelial-apaciflc , ••• ptor ty, .... i ... kiM .. [1.1 .. ",."""lu.1 2$11.93 8567412,0 3 
imlagl<&neh5mirtl9\l1 mnacldn. 1895 ·,YLOllEVHlPHAOPOOAGVYSAR,· 2593.68 3 932,75 1,52 0,1 395 5122 
jmlagl mnacl2,Smin'll9, 2344 '. YLlJIlEVHlPHAQI'OOAGVYSAR.· 2593.88 3 1015,98 1,84 0,1 421 lf4 
jmlagtimeconl0min.I668 ·,OOYSSl1.SSOOlLHFAAOVAR· 235LS6 3 387.32 1.51 0,0 251 19160 
jmldi250n",ltawphajl3007, 1096·1096 "GYL YLAlEVAPHONLLOFLGK,· 2368.72 3 275,67 1.49 0,0 185 21180 

control 

~""",pl .. 
S<:O!'9 Ace&ssiOO- P&pl-

p~Kje S~UOO59 MH+ Cl1s!:S1 $eo .. XC O&lfaCN- Se !:I!:!s Count 
"""'IIIor tyrool .. kl_ Ep/tAl [101 ... "' • ..,.1 ... 1 ..... 2572.04 100473<>$,0 8 "'lagl __ , las 

·.NCWAYDAAA,· 1155.27 3 915,10 1,64 0,' 465 7116 
jmlaglmnaelOmi>igg. 1952 -,PYGEMSNOEVMKSIEOGYR.- 223445 2 169,59 1,20 01 101 m 
_lft>.ChIf!>hagIgg.MoI04,2512 ·.PHFLOlQilHlEQll TOPIlSlRTIANFOPll· 3409,85 2 2$5,58 0,92 0.1 50 111 
phag"'>\F....:>1OO.d<c20. _ .,SQNR\lSGLOSSSPSSASlSINMGHAESlSGlSLK,· 3405.70 2 245,25 0,90 0.1 75 116 
phag"'''''0c350.doo2\l,3123 ·.RGl YlAFHNPGSCVALVSVRVFYOR.· 2llS4 33 2 988,44 1.12 0,3 Gil 116 

"",,1rOI 

I'eC4PIOf tyroaI'l. imaM EphA 1 !Mu. mUSGuilJal LE 1 _.84 10047365,0 ;; 
_c900-oo.,Mar04. ,_ "LPSLSGSOOIPVR,· 1362,51 3 406.84 1.12 OJ) 3511 7124 
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Fccomplex 
5""'9 Ace_on pOf> .... 

Pep1ld$ SequeoC$ Mr<. 0,",,9" SCctS' XC O&taCN 5p ;0"" c",. 
Fe f1lC4Ptor. ~E. ~9h affinity I ... IPl- polYI"Ptidit [Mu. "",.aQUhJl) 3517.37 67538280 7 
jmSmni 'lJ f4Wl()W)f\C, *443 74 3S793 t.40 00 247 41f1 
j""9g~HXl(_hag.:lOO7, 27:13DO ,149$2 1.41 02 454 ;l:l1a4 

·.'A\f\IKAYK- 8\12 '2 5598 00 89 
•. YCQKQG.FK· '226 49 886,41 O. 
• WIHNGTVSEVNSSHLVIVSATVODSGK· 2866." 315,49 •• 8 O. '71104 

ra_p_40<l!>""Il9\1..MMl4. "51! - WIHNGTVSEVNSSHL VIVSATVQDSGK- 2866.14 74206 I S4 02 ~IS 191104 

cortrd 

Fe receptor, gi. t1gtt.ttnityl.alphapolyptpUdllMuamUlcuhJlJ 67:1.95 6"P.J3e2a 0 
1"3W91{It_chlbeadlfll_MM04.2008 -. WIHNGTVSEVNSSHL V1VSATVODSGK.· 280614 1.32 01 '99 17f104 
FPbMds4$O_Dec 19,2464 ·.EATlNDSGlYHCKGYLRQVEVESDK - 2900 11 ,,2 01 19S '\7/96 

fcccmptn 

""'."",n P~.dM 
ei"ptdi" $eq.ten~ M .... _.0.;91' s-. .. f)MaCN Sp I"" "" .. hlJtl4lffi:nty mft",,,,o~o:bull'tganm. Fe-.t»pott fitulitw-.:-tlu.molo$tinu. 2283,11 4973138Jl 3 

}tnllglrM:h!mhigglmnacId1t 124 -,HAYrSAGVSI1VKr 1419-.81 114531 H7 0.0 611 19/4& 
IMlgG40~a;;JOO7, 1S.:J> ~ Ii...EYRN TSS EYHIAfiAEJi • 2209-.41 19523 12:) 0.0 'Sa 13/$l 
p""'P""2S<L"e22.123' • JAl.KTNlSHSGIYHQSGMORHR> 2552.97 201.91 oa. 0.1 55 .'44 
p""!l'3"I'S'''Ule<20.131)O ~"SFl\FSSGSK1AlK" 151:181 1W4$ l~' 00 155 4f13 
R~a:;J21,X)1E1ee~lQeIiUl~71$ 1$2$03:,2482 ·.MitTSroOOMWli TTULWVPVGOEV VNATt(,· 34U.(1J: 2<8.40 089 0.1 8l 312<) 
pha~:6\JcOOo_oeet!3. l~ \2 ·£DAGFYWCEVAlEOSSYU<R. ' 2306.411 323,42 ... OJ) 211 91311 

c(J'Itrd 

hl'" tlfflnly Irt-ft\~obt.lln g.nm. Fc,...,.ttof t ".ua mukUU. molo"h'llM 515.1$ 4973138 (I 3 
FI'b ....... O.0ec19. 12<lO >.PGLQU<FSfYVGSKll£YRNTSSEVHM .. ,;J't482 S1S-1$ 2.08 01 .. 9i£<l 
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APPENDIX E - GTPase SUMMATION OF IONS 

The summation of peptides from GTPases found to be associated with 
phagocytosis in macrophage cells. 

receptor-mediated 

F"comple. 
S<:<>r. Accession P"Plides 

Peptide Sequence MH. Charge Score XC D.~.CN S~ lOI's Coont 
143310 I<I<>x_ ... lated prol9in 1'0$' mOUN 97$4,98 2117869,0 30 
jrorawt;lgSminboodstreezotMaw,l36 ·,KGSTOOEK.· 692,94 2 611,17 1,23 (i,a 472 517 
'"'rawt;lgSm'n350mmnac1s~, 504 ·,ANSSDRRHK.· 1071.13 2' 375,96 1.02 Q,2 123 112 
jroiaglmnaclSm,nigg, 898 ·,KGSTDOEKIEFlK.· 1523,71 3 314,45 t.04 (l.O 191 17148 
jrorawt;lg5min3OOmmn""lsj'ringednas.,923·925 "OTKAVRIVESGTLK,· 1511.7$ 2' 670,9$ l.80 (1,1 198 9126 
jmlgGI50,awpheg3001,1046 ·.OFAVKPQSK,· 102011 2 1091,21 1,6S (1,1 431 911<) 
jromwigg5min4Sommnaclsd,II36.1138 "OTKAVRIVESGTLK" 151775 2 436,as 1.73 0,0 236 6113 
"lrawphag,un2Odpil MNlICl. 1362 ·.VIAVDWIARHLYFAlK.· 1916.;)0. 3 137,10 098 0,0 139 1 !fro 
ajrawpMeg I MNaCI2O,2000·2002 ·,DTKAVR'VESGTLK,· 1517.75 2 1700,42 2.07 0,3 183 5/13 
jrofll"""g5minbaadsyrlngd ...... , 2005 ·.OlGVCLlGEPOYIILELMEGGDLLSYLA" 3137.70 2 50lM6 0.83 Q,2 69 4127 
jm'gGI SOrawph093007, 2140 • APESVPSAPENPRIFILSSGAY'TK,· 2617.94 3 3919,51 2AJ9 0" 475 11149 
jm",,,,,,,g5min4oommnaolsd.2721 ·,ASNQHGASQCSCNVTESELSGAMlVDTSDPOR.· 3364.55 :I 32:,19 0,a5 0.<) 34 7162 
jmlgG3OOrawpheg3007,3229 "HKMLESQENVARIEGLOPFSMYMIQIAVK.· 3393,00 2 66.12 OJ'S 0,;) 18 9156 

oontrol 

'43~10 kln ....... lated prol4lln to.· mou .. 3491.61 2117969,0 24 
rawaxlcl000_beedigg.Jllar1J4, 10"4 ·.OTKAVAIVESGTU(" 1517,75 2: 2:13,()4 1.65 0,0 121 9126 
rawext,-400beed..Mar04,113.1 ·,DTKAVAIVESGRK· 1517,75 2' 467,11 1,44 0.2 83 4113 
rawex1cSOObeediOO_Mar1J4, 1144 ,.DTKAVAIVESGnX_" 1517.75 2 632,36 1.52 02 116 9126 
r._x1,_'5Obood_MarG4,1261 ·,PlPGNFSSlPKV'POPVOESSFA· 2500.79 3 1729,62 16S 0,3 119 17188 
raweJdC 45Ob .. ,LMar04, 2432 . ASGNGTQIFNVDLEHK· 1801.94 2 449.48 1,05 (1.2 131 4115 

Fccompl •• 

Rho4oociat.d coil"''''i)oiI tanning kjnllM1 [Mua mUKulu .. l 
Jmrawtgg5rnin350mmna:clsynngedrla:$.,e07~09 ·,SlOESLOKTlYK,. 1438 65 3 29022 00 
jmigG3OO,awphag3007,914 • GAFGEVOLVAHK.· 134l.54 3 45676 0,0 
jmfag 1 mnaeISmin1gg, 584- ·,PDNMLLDK • 946,10 2: 100223 0,1 11f14 

JMFAGN/I,CL10_'B21E3,986 ·.YLPSANASENI'l,· 122229 2' 37e,03 1,17 00 9f.!O 
jmiagSminQ92S0mmnad,1476 ·,iLFYNOEODK • 1295,39 2' 131>1,23 198 0,0 lailS 
JMMAGNEGB1603,1548 ·DMLLi.ACSOOEaKKWVTHLVK,· 246694 a 30755 149 0.1 14. 17100 1 

.IMNHKNSI. TFPDONDiSKEA~,· 2418.67 3 1565,28 1,51 03 322 lQ/SQ 2' 
·llFVNOEQDK,. 1285 39 2 131U3 UIS 0,0 664 131t8 
• SlOESLOKTl"fK .• 1438,65 3 801.87 100 0,1 324 4tH 
• KOIEvENQ()(iEK,· 1499.55 2 9796 0,7' 0.0 131 1/3 
·JlENSKSOADKO'fYQLQAVLEAEA.- 2813.01 3 1208.66 2,07 Oit 337 19192 
• OP,GHOSEMiGDLQAAITSLaEEVK,· 212896 3 309,13 1,20 0.1 89 11192 

jmldI150na"'rawpnag3007, aIM • PI/TQGDVYR,· 1035,1' 3 714,15 1,40 02 236 3Jll 
jmldt450na_093007.2082 • GILEEQYi'EL TOESK,· 1111'.97 2 ~34.:l5 0.96 0,0 12. II. 
~o5minigglrooO .. d. 157. ·OE,mI(OH'lVSR.· 1429 52 2 32798 1,11 0,1), 286 Sill ! 
imfagconSmIf'ln600mmnad, 911 • 'PKN?PSGFVRASPR,· 1623.88 3 &21 " 138 0.1 315 17156- 1 

jmboad.500"'wpIlag3007, 1119 • 'MO<HKNSL TFPODNDISK.· 2090,30 3 9551a 1.21 0.2 357 114 2 
jmb_1SOrawpllag3001,2332 ~.sG.>1lKCADFGTCMK,· 1506,79 1 StlH7 1.86 0.1 .1151 SlI3 2 

jm~tHn<tCOJ'ltOmlt\_ro060t2307" t. 3214 ·,;)RGHDSEMIGOlOAR.. 1700,82 2 214.<3 1,OS 0,0 - 9128 t 
"'''''''1192007<11_, ! la "OVKPDNMLlDK,· 128650 3 344.90 134 0,) 113 13/.0 2 

... ""h092007<11_, 1216 .,TQAFEADNLKGLEK.· 1564.72 3 745.70 0.1 412 9128 
pIlagoo"",,,,,.100 __ 3,10<I3·1045 ·.N1DNFLSRYKOTlNK· 1842 OS 2 38996 0,1 269 5114 

pIlagoowFSOO_Dec23.1136·! 138 "OCSMLOVDL;CQSOOKLEHL 1'ENK.· 2717 07 3 44507 us 0.0 - 9144 

pIlO9",wF400-<Iee2O, t210 ·,LFHVRPVTOODVYRAE1'EE'PK,· 258590 3 394.97 \,59 0.0 234 "4 
", ... vct1p_oeIinp"ag;g\l..MlII04,1240 ·,VEGEAKEAQDMLNHSEK,· 2001_11 3 256,31 125 0,0 199 15/64 

pIlO9rawF250_de<22, 1467 • ORGHDSEM'GOLQAAiTSLaEEVK • 272898 2 9001 1.00 00 73 4!Z3 
ra_orfIU;OOpllll9'1l9_M""".1494 ·,NSL TFPDDNDISK,· 1'466 S3 3 228.94 1.19 00 180 13148 

poagrawF250_dee22, 1647 ·,AFVGNQLPFVGF1YYSNBIl· 223750 3 347,10 1.3> 0,0 261 II. 
pIlagrawF1I<J0400 __ 0,3934 ·,HOKELNOMOAOLVEEC1HBNELQMQlASK· 34$:\,88 2 114.62 US 0,\ 52 118 

-R_la""e_oIl'"",,'''!! k_l (II ... m_,,"'ol 3003.23 68777590 26 
... ""XIt_350b_LMlII04.862 ·,NKNIDNFlSR· '221.35 2 2Il4S2 1,12 0.0 172 41\1 
FP __ OO_O.",9,1180 ·,KWV'1HLIIKK •• 1139,42 2 323.19 U)7 01 253 7116 
rawoXlt300_'LMlrG4, 1213 ·,LLSKFEMIKR,. 1265,59 2 348.53 130 0.0 264 112 

"' ... XIt_800boad_MlII04, 1244 " YLPSANASENIlSSSNVDKSLQESLaK,· 2804.04 3 97181 202 02 .34 9IS() 

jmb .. ,5Onlclrawpn093007,143 ·.ILENSKSQADK,· 1233,35 2 49513 131 0,1 312 21S 
jmbaaac1in""",hag3007,2261 ·,WKNTSGK.· 1 IS<1.57 0,7. 01 1119 3fT I 

Imraw5l't1ll"ib:tafreezthaw.1184 ·,lGRNGIIEEIK,· 3 33502 139 0.0 230 5112 2 
jmrtwSminbubMOt:.1628 ·,IIEGER><€AODMLNHSEK, • 3 11120 !,OS 0,0 90 5132 
jmrawbsaSnllntowtonlo.. tGl96 •• PVTOODVYR.· 10$.1' II 34,56 Q.611 Q,() 30 3116 
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rgcompi_x 

Rho QOfI diNt(N;:ialion mhi.bttot (QrM) alpha; RhoGDl-l [Mu. musculus} 
JMMAGTltbio~B~6EJ, 876 < SIOeIOELDKDOESLRK .• 20472' 796038 300 0.4 721 23164 
11'1W'a~9;}S.mlo"'lb!Nnsk98l-etl'o.a'k. gaO • S.Oe.aEWl(DDESLR· 191904 533023 '1.47 O. S1\) 215 
Im5mJnll}gl'a~Qnic_ 1662 · SIOEIOELDKDO€SLR.· 19190' 670347 274 04 894 112 2 
rn~mwph893007 948·95'0 • VAI1SACPNVPNVIVTFI < 1851 !llI S317.03 295 O. 506 711. 2 
a!rawmed!'apb\S~". 946 • SIOEIOELCKDDtSUl.· '91904 5311.$4 248 04 400 ,13 2 
.lra¥,me<MPb$n~t$. 128t:; • Ae:EYEFLTPMEEAPK '71>497 1814.04 154 0.2 86$ 15/26 2 
t>'Tl:fagSmllilggbe9ld_;)30S2820010S.881 2047.2! 190931 2 OS 02 323 f7f54 2 
J~fag5mmlgg ~ OOOmmnact. 1'442 178497 113840 !.76 01 431 3fT 2 
jmI89.smln~t200mm!1acl. 684- ·COESt.A~ .• 652.9' 227.74 107 00 212 7112 2 
lll'lhig:SmIl1-ccmt200mmnscl. 1150 - SIOEIOElDKDDESLR 19t9.04 3 203S 26 18. 02 501 23/00 2 
pt'iBgr-awl=2W-~d9G22:, 1141 25S2 OS 3 56a 89 150 00 37S 5/23. 1 
pf".tilt'1lwF$UCiSO_d-ec2:2.1566 '854 11 2 97 sa 108 00 13 II. a 

Rho GOP dI:aeoeiation inhibitor (GOI) alpha; ROOGOt·1 (Mua muaeulua] 2782.68 31982030 0 3 
ftWV;dC6OM$OHbI!!:IiMLM1W4,2084 • SAFTDOOKTOHlSWEWNL TIK 2608.80 3 2782.68 2.37 02 613 11/40 

Fe __ 

Rh<>. GDI'dis_ion """00< (GO!) iMta [II ........ ""., •• 1 
j"nIaglmnac.7,S<mmgg. 1534 . A TFMVGSYGPRPEEVEFl TP\lEEAPK.· 294626 3 6133.48 286 04 736 114 
jmfliglmn.at.;l5m~, 1736 ·.ATFMVGSYGPRPEEYEFlTPVEEAPK.' 294628 3 4234.02 255 0.3 472 6125 
jm~srawph&g300!. 1372 '.11 TFMVGSYGPRPEEYEFl TPVEEAPK.· 2946.28 3 6060.11 2.61 0.4 529 6125 
jmlagSmnwnt3SO, 1458 ·.A TFMVGSYGPRPEEYEFl TPVEEAPK" 2946.26 3 3910.51 2.59 03 375 l11SO 
jmfag5mincon-t200mmnad. tS~-1S7a 2946.28 3 7352.35 3.45 04 400 111SO 
j"nIag5min<:On25Ommnaci. 2004 2946.28 3 7932.51 3.22 0.4 669 114 
jmfaglmnacl2.5"""'w. 1.10 2946.28 3 142128 2.52 0.2 271 l11SO 
jmlagSmio_"",mnocldftdpi. 13() <.VNKOIVSGtK.· 1013.27 2 158.99 086 0.1 lSO 41\! 
jm1a9_20 __ .chlmnacldl1dpi,73Q <. IINI(OIIISGll(,· 1073.21 2 158.99 0.88 0.1 ISO 419 
j"nIaglnlodl2Om"i<lg'_1dII,1274 <./\ TFt,lVGSYGPFI.< 1196.37 2 140.67 0.76 0.0 169 ll2fJ 
jm!aWl\Jlj5monbead_othaw.1492 ·A TFMVGSYGPFlPEEVEFl TPVEEAPK.< 29411.2& 3 2020.07 1.89 0.3 250 211100 
1mfag1mnacl2.Sminigg, 15 to <.ATFMI/GSYGPFlPEEYEFl TPVEEAPK.· 2948.28 3 1427.28 2.52 0.2 277 l1/SO 
Jnlaglmnac17 ,5minog'.l. 1534 ·.A TFMVGSVGPRf'EEYEFl TPI/EEl\PK, 2946.28 3 6133.48 2.86 0.4 736 114 
In_Smonbeadstr .... 9iIlaw.2364 ·.DAQPQlEEAOOOLOSKLNYKPPPOK.< 2856.05 2 197.08 0.92 0.1 50 5124 
jmbeads2SO....."nag3007.918 '.WQHTYRTGMRI/OK.' 1755.00 2 389.65 1.48 Oi 234 W26 
jmbeads3OOrawpnag3007, 920 '. W0!4TYflTGMRVDK., 1755.00 2 _.00 1.45 0.0 ~46 9/26 
im1agSmineoot35(), 1458 '.ATFMVGSYGPRPEEVEFl TPVEEAPK.· 294636 3 391O.S! 2.36 0.3 m tt/SO 
jmIagSmll1cool200mmnacl,1676<1878 -."TFMVGSYGPRPEEVEFl..TPVEEAPK.· 2946.28 3 7352.35 3.45 U 400 111SO 
pn __ eOH_d0c23.304 <.KTl..LGDVPW"Df'TVPNV'lVTR· 2292.66 3 212.71 1.29 0.1'1 164 3/14 

_01 

Rho, GDI' dl...,.,iotion Inhibitor (GOI) iMta (loll ... ",."".1.0] 258,113 33563236.0 
...-,_900boadi99_MaI()4.2IlO ·.VNKD'VSGlJ(.· 1013.27 3 226.77 1.20 0.0 178 114 
........ '_200b".'LMaJ04, 2430 '.DAOPOLEEADDDLOSKlNYK· 23Ol!.4i> 2 27.08 078 0.0 34 5/38 

Fe complex -. -.,., PephdQt 
P!2!id& ~1,Hl(je. ..... ChatSl:ft """' . XC ~aCN §II lon$ Coo., 

aimilat to RtwGEF gfutamat. tran.pott modulator GTRAP44 [Mu. mUlOUlu'l .7~."1S 3607756UJ 
ajrawrnQdiapb$ooce!I&. 1002 -.SRSDVDMDAAAEA TR.- 159-~.68 3 t059 sa 175 M 603 511. 
JMFAGNACL15821Ea,232 ·.VTOLOLK· 83().Q1 2 59332 117 0.0 S04 l!I3 
jmt&wfgg5mIn1SQmmnact.392 -.SESlKGRE€MK· 1294.'6 2 135J)8 090 0.0 150 1f2JJ 
Jmlggactmra~ag3007, 1028 -.LOA TALER~SNPlAAe"K.- HJ18.f4 3 464 III 1,45 0.0 31' 5111 
Jfl1ta~5tI'Iililgg25Ommnael. 1520 ·.PKSSSQSW'GNIIA. • 1465.67 3 26L7'f 149 00 182 15152 
fITlSmlmg9fa~ic, 1842 ·.Qi'SOTSETTGL VCR.' 151960 2 506.20 125 00 385 5113 
jmlgG350A8idrlWl'Phag3001,1903 ·,QW$PVlKlNAVLIA,~ 170006 2 6097 089 00 ... 2I1 
fITltagSmd»993OOtnInnac:L 2092 ·,aE:V!NElFVTEASHLf:f." 1118610 3 1.HI 01 - 17160 
,mag5mlflCO('l.$OOmmnacl. 2224 ~,FOl~MOtAESHPQCRft~ 200ur 2 13. 0.0 221 1/3 
jfnttgSmlntgg15Ommnacl, 30SS ·.N$VLSOPGLOSPOTSPV'LARVGOHHR.- 2IllI2.19 2 319.1-' 0.90 0.2 71 2/13 
jmtaySmU''Ugg45OmmnacCOSOW()25134. 4020 ~.$AL VEAOEAVMPS:IOEOtNOYRSKR ' 2970.26 2 44.82 0.93 0.0 47 118 
jmfa.'!}1I1T1«::on7.Smm.2M4.2QS4.2 ·.FPS1SESlVNR.' 1249.40 0 466.15 1,31 0.1 300 1/2 
ImfagtvmlCon7.5mIfl, 122.122 2: ·.DIS[)lMLAR.< 1034.21 0 113Q.59 128 01 302 112 
jmr.ag1imEK:Oftt1DmttU130601202502,990 ·.TlRVLOliFVaR.~ 153183 3 582.63 1,$9 00 342 7122 
jrn'ag5rrnncoot200mmn(jCi, 1646 ·.FQLFM()EAESHPQCRR.~ 200827 2 784.58 131 02 223 3/10 
tmag5minCoo500mmn.ael, m4 • FQLFUQEAESHPQCRR.~ 200821 2 301&1 134 0.0 227 1/3 
_""11200160"' __ ,1219·1200 ·J\ll VQSVRPGGAAMA,· 155489 3 918.09 154 0.1 500 9128 
in'U~bt:~. 2236 E VKIPEMtOAE1DlRlR.. 2 202.61 1.43 0.0 135 4/15 
imrawSmln!;;$~, 2298 ~ SHP~nVVFLR· 2 9S2B 0.95 00 100 3/10 
,., __ 093001.'it11(f,2149 

F HAlEGVOKR.- 2 000 25 118 
phagrawFwe700_dac23, 1517 ~ DMGVIS:I"lTiEOllVK." 17321>4 2 34550 091 02 116 217 
pnag:!'aV!IFlWQtOOO_dae23,z!43 <.KEKDALEDK.- 107ft,a 2 146.91 0.89 0.0 149 3/fI 

....,,01 

Unitar to RhoGEF '~,*MI" trantpOl1 modU" GiAAP4I tMu. m~ull _2.87 38(117561.0 '5 
;n~aelr~3007. e55 ·.KPSEGPGPEQFt~ l1U21 2 21280 101 0.0 2M 9120 
.-, _""Hbml9G_MaIO<. 518 ,.QLAAlGOILSl(YEEDR.· Il1:!Ul 2 105581 2.35 0.1 32_ 11/30 
raw!tXtf_500bHdi99UJlM14, tea ,.Ni'ASLLEEQ'EGAAAR.< 1340J). 3 a5a21 L31 0.0 415 3/10 
FPbeads1SOJ)9r¢1!i.l()63. -.P\(SSSQSlKf'GMfR.· H!SJS7 3 614.49 181 0.1 220 15152 
FPbud$2SOJ~Qr¢19. 1412 11l&U6 3 52'3.81 1.1l4 01 282 4/17 
GiWlPltf_300b'iNidjg9-Mm,2m .2!S11J)$, 3 l42 69 \.57 0.0 217 4123 
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nnllar to Rho 1Jl.MntM nucf.Ofide .xCM~ factor (G£F) 11: Aho--~cit 
3J~agJl,m20dp:I'MNaCl, 364 
Imfag)~O_mnw90ch Imn,lf(:ldHdpl, 850 
jl'flfagSnunnltrlch 1 mnacldndpl, 8S0 
~5mrn19g1m."'Iac!dn, 1079 
",1g4iCtmr~M93007.120a-121a 
:im!gG350nc!:a"'¢ltJag3007. 2003 
lm'gG300rawPhag300', 20Se 
jm5!\'1'lOlggrawlOWlooK;:,2352 
}m/'l;l9tm'lO<:Qfl2 $.mln~25962596 3 
,"fa\fSmjncon1200l"llf1inad.894'~ 
jmbNda350rawphag30072nd. 1614 
jmfagSmmCQ(lt200mmn$d,3194 
rav,phag2007chlfsolL 960 
ra'f4lhag2007chlfsi'lt2,1 046-;:048 
rawauerfp_chlfphagtg9LMar04,1514 
IlIwp11ag2007cMsoI2 2996 
ImldlehlfsOlbl&tawphag300:7. t 734 
jmid'40Ortaclra'hphag3(:>07 ~0308021 S3St3_1336·l3~ 
~1aJ)bsn()C$I!$_146-148 

rawsuerfp~4$Opha9~",.Maf'04, 630 
rllMucrtp _ 4OQ;th_g:lg:g ~ Mar04 .130~ -1303 
~Muerlp_chlfptH'\919Q_Maro.4, 1514-
ph"!/_50_<i«20, 3414 

-,milar to Rho gut-nine ~'"' nehon9'l f.ctor (GEF) 11; R~(;it 
rawe.,,_IIICtlnbead_Mar04,902 
caMJd:r_'OOObead_Mar04,910 
F~lS0_0ec19. 11$1 

f!OO1 ... UOUSE Pu~ R~ ~ "U~uehaftge t.ctot{AttoIRM <l£F){ 
JWFAGNACL1SB2tE3,462 
I"lfaqSmlnigQ600mmnad,006 
imtgG300~ag3007, 1240 
JMt:A(3HACUO_2921E3, HJ30 
jffll~~7,21f3 
F"I~"b~9-2" 
pft~lIIb~S,1396-1m 

jlt>bud1.4OO~OO7. 1099 
jmfisg'¥TI.:ort10mll'l,3294 
.iI?'~!f\.~.$34 
~M4501'1111C1ora~OO1, ;255 
;r.m.bP5mfI'!1fI'V'I8d, '952-1954 
rawwCrlp_~~M&IQ4-,~~ 
pnagrawF500_dKlO, fHS 
ra~_"Sl.iphaQ!9'LM~ 142" 
1:!h",150_~, 14$0 
~«I\)~1000 _0.ca3. 1&44·Hl48 
pM*tI~WCOOO_dfIc2O, t684 
t:Jh19~_CMc23, 3096 

-.. 
FU:Ol_MOOSe Putatfw RhOiFlH~,. ~ .. ~ _tor (RhqIRae GEF){ 
ta'WNt ... 1S041"Ct,MatM. 131 
11IWUtr_~tIAlI04.1202·!204 
~_~M1M);t.t"91 
/h9:Ilt_-;~~Maf(I.4,n11 

~~_Ma:!04.27J8 

Rho guo_ ..... _ide _ .. ,,"_Iactor (Gel') 1; Iymp/lold bIOOIer,,"_1 
,.1agS' .... ggl5Ommnacl, 1554 
,.laglmn0d7,Sminl\lll.l-"608 
JMMAGTub<JIBlIiE3.1622 
,.lag5minigg45Omm"".UI305l!102S1l4. 1_ 
jmraw!gq5mOlb<>ad._haw,155O·1552 
phag,,",",wo'OO<UI_a. 505 

Rho _ ... nucl_ •• cb&ngtt _ (GIl') 1; lymphoid ._ crlm' __ StlOb<tad __ • 1274 

..... ",,_eo_I!IIL_,1320-1322 

• SAAPLSGPGIEGR • 
• Gl'VGTARPlR,· 
• GPVGTMPlA· 

~PSGGPGNR· 14L1S 
• AlVSPETPPT?GAU'lRR· 11:119. to 
~ PMSOTGGAPFAVAKYSFPAVt ASPAGSR- 29-.1!j~:2 G 
• PMSDTGGAPFRVA •• t-434,fl5 3 
·.LlE_SGGPGPREEDAOTPGlR,· 240960 3 
·.VPPSGPNGTElSN(lEASEAYRSlSOP'POR., 3127,33 2 
• SLSDP'POR. H)1;l.13 2 
·.SLSDPIPQR· to'3,13 2 
·.lFGGPSSARPSMDSEAlGsrSPOR· 2508.1' 3 
·.TGlPVT?AMOeGLTSGHSDWSV"nEENK.· 2945.11 2 
·.DS?SAGSPMEOSESTLSQsr.sPnA.. 266671 3 
• VSKLASGPPIvIPAQPR" 154779 2 
·.ATPDEPAPASKCCS)(· 150510 3 
• lFGGPSSAR • 911,10 2 
• SlSOP'PQRHA.· 1306,4$ 2 
·,LFGGPSSRRPSMDSEALGSl'SPDA.' 250811 3 
• AVMl TI.HSGDVPAf'GPVOl?ClPPSAPPSTEn<· 3445.9& 2 

·.LCEAWSOOPGPREEOAOTPGLR· 24M.&! 3 
• APAASSHOELR • '331.41 3 
-.VAl(VSI'PAYlASPAGSA,· 172". 2 

~.RAPTPIREI(.· 

~,Lt.GQI(Fl\IRAA.· 

-.YL/LFNDR.· 
• GOTFCPQPn.SEQK,· 
-.V1IHSYOKEEACR,· 
·WMA,VLGft· 833.1')04 
"eUKI::flHIU(> 1180."2 
,J1VFl(lroS:HL.SWYFSPEreEl~ .• 2884.'. 
<.VLILF=NORU,'tCYPR,· lQ9Il29 
".lLEEARNR .• 1001,12-
·.H~ACGI4WCG1(,· 1379,8& 
-."'VEf..VNlWTEA.~ 1318,46 
• PSPlI(R4POPK· 11-'8_38 
·."l"'PRlGOlLOKLAPrLK.¥ 1813.27 
• SAANTPGAAPLACAOSDPOALEP01..PVSR.· 210EUJr 
• Gl'or'PAAEA$l$SMvSSlIEKFER • 2500.&0 
- S~Pt.ACAO$OPGALEPG1.PVSR.· 210"U7 
• AVEt.VNYW'!ER.· 131844 
>,POVPPt<PS¥LOMPR\l'i.P'PPEPWPPP'$A:,· 3113J1 

~lSA!(Na11'OOq,· 1t$t,2$ 
• SAAN~~$OPG4UEPGLPV$A',· 2700.91 
·,A1.HFS~~SQPRPGLHOGNA.· 2521-78 
·.WMAVl,i(;RAQAGOfF.CPGPltSEOK· 2565.9-t 
.PAPGPCpvppoePAMLPOPPPOProsot,PEGEASR.. 342$,88 

P"I!!id.!lll<lU"":. MH> CNIro. -·.Al'GPVHTQEIEENllSlEVAIR.· 241sn 3 1775.2'6 
-APGPVH1'OEIEENlLSlEVAIR.- 24'6.72 3 '_.43 
·.APGPVHTQEIEENl.LSlEVAlR.· 2416.12 3 618.5' 
·.GEPSAPOCRHLK.· 1310.47 3 1002.20 
•. Al'QPVHTOE1EENWILEVAIA,· 241$.n 3 '034.26 
·.DAGNYEAR,< 981,01 3 132.09 

2021.39 165.50 
2421.69 2212.96 
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{i,S1 
{LS1 0.0 
136 0.1 
1.59 0.0 
1,21 0.0 $121 
010 0.1 111 317 
L45 0.0 281 SlHI 
1.53 01 3>9 5121 
1.99 0.' 401 -GO 223 3/14 

101.33 n. '04 4129 
1.62 D. 356 11(16 
189 .2 386 nits 

1038,20 1.-46 '.2 013 11. 
89364 

1 " 0.3 115 5127 
SlitlS7 1.61 0.1 3'9 tllS0 
27l.1a o eo M 302 215 
654 DO 1-72 0.1 349 17/56 
'51.8' 099 0.0 ,SO 318 

1038,64 1.37 03 119 1120 
1038.20 148 0.2 "3 II. 

"",.a9 0$7 no 62 118 

2129.10 3801310460- 17 
B4a .ttl 181 01 423 114 
53320 131 02 13/1 13140 
141,41 128 0.1 371) 13/32 

.," "7 
" 31,:), 

',$1 .0 ,., 
"'" >.22 M 3;10 m 2 

1." 0' 1S5 2 
0.' ... 2 
0.' "" 2 

1367.65 0.0 en Uf14 1 
210.,. . , 13' ,/3 2 
HiL33 D.O '54 .... , 
".52 o. 50 V .. 1;04,.. o. ,." HIOO 

11)3,4& 1." o. ",. "'" ...... 1.71 0.' 30< 2'"" 
$i" ..... -ao 2.09 0,1 208 19rtt2" ...... 1-12 00 , .. 7120 

SiS.31 0 .. 1>., .. 5154 

'"1'- t70619O,0 ,. 
'2S 0.0 , .. 13140 
220 .0 "6 2'3l1ta' 
1.<12 U 2n 1 .... 
OJU 0.0 81 "'2, 
1.12 0.' .. 1111 

Sc<n -"" ~ 
XC Dolt. eN Sp jons Coont 

.:nus 667_.0 il 
205 0.2 441 2J7 
VIS 0,2 332 1/4 
2,05 0.1 216 17184 
1.49 0.2 107 "4 
2.06 0.2 273 3/14 
1.09 0.1 12 1I4 

243UII 66_,0 $ 
1,1& 00 119 ,-
2.35 0.2 400 1/4 



Fccomplex 
Score Accession Pep1ldes 

Peptide S~u9nc:a MH+ Cha~6 Score XC DettaCN S~ Ions Count 

Rho gusn!". nuc"oUd ••• .chang. factor (G£F) 5 {Mus musc-uius) 9061.43 380839680 21 
jrnt,(tWIggSrnlnimnacl,973 200913 368.56 127 00 306 411$ 
jmlgG350nsctrawphag3001.121$ 2554 82 34906 152 00 220 19/88 

jm'9g450ra~ag3007, 1328 1276.30 289.52 0.97 0.1 180 7116 
Jmrawlgg5min300mmnacls:yrlngt<1n8M, 1409 118992 1044,42 2.01 01 410 13132 
JmraWlggSmin1 mnacl, 1613·1615 118992 09 t 59 01 26t 5/16 

JmraWlggSmln450mmnaclsd, 1616 178992 t 63 0.1 275 318 
jmraWlggSmln450mmnaclSd, 1620 176992 97691 165 01 386 318 
jmr&WI9gSmIM150mmnacl, 165~ 118992 38736 136 01 252 5/16 
jmlg0350naclrawphag3007, 1991 192iU3 SS451 2_01 0.0 341 2-1/64 

JMFAGNACL 1582t E3. 2932 2503.69 864 35 147 02 114 3/t4 
AJAAWAcM'IlgG.june13.3580 3335.54 t28.29 0.71 01 63 9/58 
lmf8gtlmeconl0mlO.2686 192801 342.11 133 01 214 5117 
rHwpMg2007chlbeadl, .2096 1789 92 101358 190 02 215 11132 
f8WJ.)h<l9.2001chllsoi1. 3302 193917 tOO.3O 071 0.1 92 4117 
Jmldl600M'Clrawohag3007,1980 118992 336 41 1.11 01 254 1f132 
JffitawSmlnbsafrOOZlhaw, 19'34 • OPSYKWTQG~R.· 1362A3 92.39 084 00 110 7J20 
rawsucrtp_40OphaguJQ_Mar04,1330 • PLPSTPESPNHTOTSIPSRLR.· 231656 466 12 166 0.0 239 'IS 
phagrawFSOO.dec20. 1454 • NPAAGRLPGSSOSWFA.· 1730_91 14020 076 01 "6 "4 
phagrawFsuc250_dec22,1973 ·.TEOTPOSLGMSLSFSHLELPQR· 24741'3 24099 1.01 01 63 412t 

... _, 
Rho guard". nueleotlde nchange factor {GEF) 5 [Mu .. mu&culu .. ] 315.51 38083968 0 
fawextC 1 SOb6acI_ Mar04, 1 311·1313 · AHSHPPPLTLSSGLHRSSK· 209S.36 31551 1.43 01 216 17m 

Fccomplu 
Score Accassion- Peptides 

P!!ElJde S!9U60C8 M~. Ch!!,g8 S""re XC D<lltaCN S~ I""s Counl 
Rho-GTP ..... ctlv .. ,ng prot.in Ps-GAP-b [Mua muocu",a[ 7705.17 37730280.0 t2 
Imlggactlnrawphag3007.1418 ·.MCNELDLENSADWEVKlVTSAlKQYLR.- 31$8.55 2544.27 2.26 0.3 344 231104 
jmtgG3500aclrawphag3007. 1507 ·.EMLDILVK.· 961.20 t284.33 1.90 0.0 671 517 
jmfag1mnacl5minigg, 2296 ·.NLEEQREIVALSVTETLIKPlEK.- 2654.05 990.75 1.38 0.2 152 211t 
JMFAGNACLtO.1B21E3.1194 ·.VNAIHFLVHKLPEKNK.- 1866.25 675.87 1.43 0.1 364 19160 
jmfagSminigglSOmmnacl. t734 . PGVPL lVQAFSEEERK.- 1768.00 251.47 112 0.0 22t 3110 
jmfagSmincon45Ommnad, 530 -.HL TNVSSHSK.· IIto.2t 184.12 1.19 0.0 t54 Slt8 
jmfagtimecon1Omtn.1326 ·.AHEAELER.- 955.01 474.93 1.38 0.1 284 112 
jmbeods45Qnadra-.pllag3007.1561 ·.FQNIVVEILIENHEK.- 1826.09 146.87 t.05 0.0 t39 2f7 
",,,,,,Mg2007chlbead2. 1370 ·.KQWLEALGGKEALFHTFNR.- 2246.56 384.22 1.49 0.0 244 17172 
.. "",1lag2007chlbeadl.2264 '. TVTSALKQYLRSlPE PLMTYELHR.· 2848.31 277.55 1.35 0.0 198 15192 
Rav.Phag200760MoBeadsdigost_ 23 to ·.RASOFTAEGYL YVQEK.- 1891.07 179.61 1.32 O.t 45 7~ 

",,,,,,hag2007ch_3. 2625 ·.FCFDIEMDRPGVPL lVOAFSEEERK.- 2956.28 33U7 1.06 O.t 154 115 

control 

Rho-GTP .... ctlv.tlng "",lOin PS-GAI'·b [My. m_uluaj 295.08 37730280.0 
rawextr_15Obead_MalO4,431 -.LPEKNK.- 728.86 295.08 1.77 0.0 165 3/5 

Fe compt.x 
Score Accession Peptides 

Pe2!ld& S!9,lJeneo MH+ Chs::ge Score XC DenaCN 52 Ion. 
Rho GTP .... etivating prot.in; GMHuocillte~ COC42; r.e GTP .... dig &123.&7 211893539.0 33 
JMFAGNACLSB21E3,114 -.SRPTKOK.- 644.98 42525 1,47 0.1 219 213 
jmrawlgg5minbeadafreezethaw, 238 -.OLCESK.· 70782 SS4 18 1.26 0.0 440 415 
jmfag1mnaciSminigg, 358 -.$$SVSKRK.- &19013 25715 1.14 0.0 232 tl2 
JMFAGNACl'O_' B21E3.'9() ·.PSLP<lKOS5LANA.- 1511.11 1067.52 1.76 0.0 614 5112 
ajrawrne<:hapbsnocells. 1164 ·.ELPNPLLTYOLYEK.· 1721,98 631.15 1.23 0.1 312 H/26 
ajrawme<:hapben~IIS.1356·135a ·.HLSLLAOYCSITNMHAK.· 191823 201.30 1.24 0.1 74 11. 
,.n1g(l150<_hag3007.1372 -.5SKPS5FfEKWYAF5PK.- t99025 54050 146 0.2 138 4It7 
,mlgG400<_hag3007. t588 -.SEESL TSl HAVOOOSKLFA.· 209225 66901 127 0.2 260 11. 
jmrawtgg5ml!'lbudsfreezethaw, 1758 ·.DKAHHPLSGSPEENSSTATMAYMMATPAR.- 3090.42 5757 0.94 0.0 52 118 
jmrawSmimgg250mmnac14yringdnaN.2:184- - HTYTSWOLEOMEKYRMQSIR.· 2590 88 596.93 1.66 0.0 353 4119 
_hagl MNaCl20. 2520 • PKSLLVSSPSTK.- 1244 46 I 1893t 0.88 0.0 207 112 
AJAAWAcbnContrjune13. &12 '. TQAQVSSPlvrENK.- 15028$ 3 189.05 1.26 0.0 116 3/13 
jrnfagSmlncMt4QO_030531' 51834, 980 ·.KSPVGSWRSFFNLGK.· 1710.96 2 t28.99 0.99 0.0 t29 2J7 
j«rtageon5rninn6OOtnmnac:l,1223 ·.SEESLTSLHAVOGOSKLFRPR.- 234555 2 220.39 1.00 O.t 11t 114 
jmfagSmine:on250mmnacl, 1508 ·.LSGVASNIORLR.· t3t4.52 2 '9983 12t 0.2 166 4111 
jm1ogSmineOll1350.2408 '. TOAOVSSPIVTENKYIEVGEGPAJ\lOGK.· 29'&.23 2 144.07 0 .... O.t 48 7154 
jmfaghmecontOrrnn_030601230741,241" ·.ELPNPLt.lYQL VEKFSDAVSAATDEER.· 3101.37 2 44,90 0.74 0.0 41 312. 
jmb0ads250ra..,hag3007,253<1 • POSVPPHHNKLEPHQVYGAR.· 229254 3 683.74 t39 0.1 274 11. 
jmfagSmincont200mmnaei, 3268 - LSPSKKDAEAGGSOSQTPGSTASSEPVSPVQEK.- 321347 2 209.80 095 0.1 7t 5/32 
ajf'8Wmedtapbanocefft, 13S6~ 13Se -.HLSLU\OVCS1TNMHAK • 191823 2 207.30 t 2. 0.1 74 tl4 
ra_crip.600phagigg.Mw04.1. -. Vl<GP1MSOYONMTPAVOEOlGGIYVIHLR.· 3246.75 2 110.t. 0.80 O.t 60 tl8 
phagrawF250.d0e22_ 925 - AESECLESGASI'LOSLGYTADK - 231954 3 193 .... 1.18 O.t 129 13184 
phagrawF.OO_dec20.1932 -.TQAQVSSP1VTENKYIEVGEGPAALOOK.- 2916.23 2 259.55 1.00 O.t 73 116 

--
Rho CTP"'Mktntvating plotein:. GA8-... ociated C0C42; rae: OTP ... &cti'll 2417.66 288935390 2' 
FPbeada400_0~19. 1178 • KSPVGSWRSF'l'NLGK.- 171096 559.97 1.52 0.2 91 3/14 
rawe'JIc200bUc.Ur.t.r(t4, 1194- ·.NESEPSEMK.· 1051.11 553.94 1.06 0.1 384 518 
raW&lI1I'_SOMeOHbeadlaMat04-.2334 ·.PliHSSEL lOKSPMPSTLPRDK.· 2361.62 193.42 1.32 0.0 147 115 
mW&m]OObuc.CMtuQ4.2564 -.ELPNPLL TYQL YEKFSDAV5AATDEERLlK.- 3455.86 59.87 0.82 o.t 39 3129 
ra'MtXtt_chlfbeadtgG_MatQ4.2698 -.SVPISRTEVPPOOEPAYCPRPVYQYK.- 3008.35 t050.41\ t.3t 0.3 132 tiS 
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FccQmptu: 

Score A~fJ$1Ofl P1jflliOM 
P!EtKie S29U~N;JJ MH. Charge Sew. XC ~a.fti;llCN $2 Ions. Count 

brain streu.arly protetnGbi; rho GTPaM.a<;livating protein 14: EST 721' ,-53 275-97096:3) 12 
Im/ag 1 ml'1aciOmlf'llgg, 406 • MFPNSSSDK,· 101311 646 06 ',36 -:).0 469 Sl6 
jmlag5trurngg1000mmnacl,444 ·,DPOAAMRR· 93.2,04 46955 '.H~ 0,0 380 13128 
jmfag1mt1a;:-I],5mll'1lgg,502 • MF?NSSSOK,. 1013.11 2'48.58 000 ",1 165 1/2 
im~g5m!n350rnmnaclSyrlng&dt'lU8, 580 1\)6829 35282 , 03 0,0 336 7/16 
jmag5mlf'l(:onSOOmmnact 786 a6093 633,44 124 01 3.2. m 
jmraWlggSmlnbeadsf,eezethaw, 976 172387 2:18.69 151 00 ISO 17164 
jmlggacltnra\l4)hag3001. 1044 109923 &0<)1" ,71 OQ 38' 17136 
jmlggaetinra~ha93001, 1050 109923 3 113-16 , 92 0' 373 '7136 
Illrav.phaQJun2Odpi1 MNaCI. 2412 a 39UI6 , 27 0' 191 113 
ph8:9rawF300~dec20, 1055 3 716,38 153 01 390 17164 
lmlagttmtcon7 Smm.1440.1440.2 1011 03 0 26627 103 M 270 112 
Jmag5mmcon500mmnacl, 166 680,93 a 633.44 124 01 32' 4fT 
Imsg5mlfTcon500mmnacl. 622 .JPKERK,· nO.94 2 384.99 091 02 17O 112 
Imfagtimecon10rn!/'t a12 • KGlYPMK.· 83707 2 9174 102 0.0 a9 SlI2 
!mlag5mlncont400_030531151834,2964 ., RHOCROHIVTWYL VIIEWPAHIHLER.· 319373 2 3930 0,;6 0.0 52 3125 
RawPhg2007Et$Oluoorn:hg$st, 653 ·.MATFOSAOSINYPDKK· 16879(l 3 813Jl1 155 0.1 378 3/10 

nntrol 

brain str ... •• rfy protein Gbi; ml) QTPaM activating prot.in 14. EST .32.82 21597098 0 
rl1W&Xtr_250beac;LMa1'04.2112 ·,OTLOEOEAAEOOITRPf'CLPPK· 234166 63262 13' 01 >78 17/84-

Fcc:omplex 

T -c:tlJ activation Rho GTPa ..... cUYatlng protein [Mut muaculua] 
jmrswtgg5mlnbeadSftOOlethaw, 366 • NDOSlSFOAOK· 126U' 3 45318 12. 01 259 21S 
jmraWSmmtggSOOmmnaclSd. 985 ·OVAGQU'fI.· 791.93 2 115.51 L3:) 02 273 112 
AJRAWAdinlgGjone13.2106 ·.PSnWPPVPSHHGGDlSEGTPQClHR· 2441.61 2 391.31 092 02 13 3/1& 
~agactin20, 2156 ·.VlSWPSLMRK,· 1217.51 3 185.20 0.9' 01 Ill! 219 
jmfsqlmnacl7,Smintgg,356 • DTCeSSSESSVSMVVAlK· 1945.16 2 104 42 0.83 0.0 121 4111 
jmfagSmInIM45OmmnaeC030SZ1025134,730 • OVAGGLPR,· 191.93 • 32164 0.9& 01 30!1 417 
phagrawFsuoohllbet,,;Lda023, &00 ·IL\lEFUDNCFEIFQENIRTR • 3 1 '9 00 193 lIS 
f8:WSl.lCrtL3WPhagtgg_Mar04,1338 • LLSCDlFEDWMGALEKPTEEDAIEALK.· 3 144 00 HIS 1911\14 
pnagrawFsuo1S0_dec22,1462 • SELHOlRTVSESMQKAI(· 197112S 3 122 0.' 16. 13/64 
r!lW!lUCft>~OOMeOHpM9;99~MAIQ4, 1968 • .... KLOCLGPQHSHlVFEADOLCCAflESYI,· 314$ S$ 2 t0132 000 M .7 1/11 
Jffibeads600nacl(~hage3001, 104 ·.OVACltlLPR· 79793 2 117,08 o.sO 0.0 138 112 
jmtag5mI00M450mrnnacJ, 196 ·OVAGGLPR· 7.7.3 2 133.54 O.lIl! 0.0 121 317 
1~$a¢tInrav.vhag3001, 2SO 7.as 2 1179.82 01 SS<I Hit. 
jmfllglmnac11,5rrunl99,356 1945.18 2 104.42 00 121 4111 
AJRAWpefietU::ontr jun13. 622 • TVSESMOKAK,· 110928 2 _.29 \ 23 0.2 166 1118 
Irn~5mirm600mmnacl, 2415 ·.PN1.LLLflHLl. YVlHLISKNAEVNK • 2 Hi3XI4 0.81 0.1 89 ~/4e: 

jmfa95mmcM45Ommnacl.3190 • SAMFKPST4VPPVPSHHGGOlSEQrPOOHR· 2 0.82 00 49 
RawPItg2OO7MeEthm .. h3digos!, 2331) ·.OlPVHlLAVVFK.· 1364.10 2 LOll 00 116 9122 

co-
t .oe.1l actiyatJon Rho GTPa .... ct!vatlng ~in {Mua mu.¢\dl,i$} 21U2 221653740 
~f_aetil'lbead~Ma(()4, 2196 ·,ElKEGLNCGVSVNLI<OLPVHLLAWFK,· 2949,55 2 278,62 1,33 0\ '00 11152 

fccompiU 

AAH1_MOIJS'ERho.gu.Mm.~_~*~'1(9'AK~~"thliftQ!fo 
jm~!I'I!991000rnm$Cll01' -. TPKf'WSLSWLRPAPP!..Fl· 20033. iIO!!04 
IM'11I<l_..,:JOO', au -.SNGOiVItEl(SL',orvvALI(OfNO£I"It~ 3065,;)8 13978 
fftltJ95l1'M"Ig915Ommnaot9i-l,}.912 ~ Sf\K£SAPOVLlPEEEK· 1341.0$ l19241 3/'0 
fnfaQS~gbaad_ooos..."$m105, 299 -llVceTl<SNOOiVlEEI(· 1913.14 $0090 "'. 
AJRAW~n~tf-Pl'*ll. 924 r.PSVMLSPSPFWSGFh'OOJ( ~ 20&3~4& 373.35 11n2 

....... 
ARH1J.OU$eRhoguMIM~._~~1(PAK~~ lilit,., 1Sme73.0 

jffib~tin~1,82. -.N€Rvu"tFPKP-SVUlSPSPf!! .• 234£.19 2 11&2.61 ,,3Q M 31 7m 

Fcc""'fMl< 

Cdo421R ... o!foclo< kl ..... ; P"'K~ [Mu. muoculu'l (M 
",1og6mniggbm. 1$19 ·.5IYTRSWESIASPAAPNK· 1991,24 3 202.18 1,01 0,1 H~ I1n2 4 

JMFAGNACll O_Z6Z' E:). 2552 ·,UDFGFCAOITl'EOSKR- 194Vg 3 :l22,30 (},1M 00 341 151114 a 
jmlog6mineon3OOm",,,,,,,1. 166 ·.SIFPGGGDKTNK.· 1221.$ 3 279,30 1,12 0,0 2$1 3111 4 
jmbeadoact~OOO7.246·2.a -.QMNlOOOPKK· 1243.46 3 3133.31 3.01 0,\ '¥it 7112 5 
jml_~ag3007. 178 ·,SDNlLl.GMDGSVK .• 1349,54 3 40294 Ul3 0.0 227 5116 5 
""'¢ag2007c111bead3. 997 ·,LRSIFPGGGDKlNK.· W'O,6~ 3 6914<1 1.33 0.0 52S 21152 4 
..... ""rlp_60M<IOHphaglgg_",Ml4.I096·1098 ·,L mFGFCAOlTl'EOSKR- 1942.19 3 237,52 1.43 0.0 '61 ,- 9 

pl>agrao;of'.oe200~_2. 1553 ·.PlPMAPEEK· 1012.21 2 231,60 0.92 O~ 52 5116 4 
pl>agrao;of'.uo60~>-<jec20. _2 ·.ElVNNQKVMSFTSGDKSAHGYlAAHQSNl1\.- 3316,56 2 8999 0.88 ,),1 49 7/58 4 

cont,oI 

Cdc4VA» __ kina.., p.u:~ (M'" "'."""''''1 ... 1104.70 34209490 \0 
__ 'SOb .... ;LM...04.1613 -.CLEMDVDRRGSAK· 1_.70 2 428.18 1,00 0.1 219 Sit2 4 
FP1>Oa •• 30(U)",,19.1962 • ElIINEIL VJ.tRENK.- 1715.0)5 2 176.51 1,28 0.0 127 4113 S 
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Feccmpl<>l 

S""''' Accession P"I>!<los 
~iide~yenC& MH+ Cha ... ~~ Score- XC D.~aCN Se r"". COIJnt 

I (My. mney""'1 5356.4S 61552S,U) 
·.TVPLLSKvoDrHvrcsLLK.· 2094.55 3 47197 1.15 01 365 17172 
".TTVTVPSOGGPfEAVSTIETLPSWTR." 2715.99 3 _74 1.71 a.o 531 211100 
·.PLEf>f<TDTONLGTPONTGGMR.· 227146 3 27134 129 0.0 211 115 

651 ·.DFEOF1K· 957.02 2 261.118 Ct9-0 0.0 292 7112 
121<1 ·.AETaRSALOVK· 1147.27 2 319.60 !.34 0.0 224 112 

·.NOVOVErKR· 1101.24 2 365.29 L)4 0.1 244 Ill! 
'. TVI KPESCVi"CGKR· 1517.64 2 463.70 0.95 a.1 374 Sil3 
·.NU(EPLL TFWlSK.· H\S9.90 2 312.64 095 0.1 152 113 

696 ·.GNGNSTPRTPDVIC· 1343.43 3 1435.60 143 0.3 13S 1/4 
a50 ·.NOVDVEIKR· Ill)124 2 364.17 L35 0.0 263 9116 

·.OllLKAETGRSAlDV/c· 1730.00 185.70 1.02 0.0 ISS 11160 

,,,,,.IT .. 
R4c OT"" ..... II •• lIng prollin 11M ... mu""IlI._l 291H2 6755266.0 9 
",,,,,,,lc250bHd_MaI04,784·766 ·.LHOfVSK.· 345.91 2 135.14 ue 0.0 117 112 
FPbHdsSOO_Oocl9,2908 ·.TPOVK'lSlLGPVTI?EFQLVKTi'LSSSlSQR· 33.0"'683 2 164.46 0.96 0.1 36 2I1S 

F¢¢i::W'l"Iplel 

&:"'" Accession 

GDIS_MOOSE RAe GOP ditaoclwtiQn inhibitor beu. {RAB Got beta) (GOf~~) 
JMMAGNEG91603.1300·1302 ·.PALELlEPIEQK· t38\Un 1598,93 1$. O.l Sg, 7/11 
JMFAGNACLS921E3.208' ·IYKIIPSTEAEALASSlMGll'EK. 233516 5562.29 Ull 0.3 no 2516. 
jmtag:1 rnnaclSmineOf'L 2454 ·.vPSTEAEALASSLMGll'EK. 198126 420423 2.00 0.' 742 .3136 
JMFAGNAClIO_'B21E3,2814 ,.MNEEYDV.I/LGHTGTECIlSGIM$VNGK.· 3011 •• 239.99 C.g5 0.1 51 4127 
jmrI!'M9gSmin400~, 2165 '.lYDA TTHFETlCOOIKOIYKR, 2531]4 age. 10 U1 0.1 292 191$0 
jrtWawigg5mI0150tntnniid,2202 ·.ClIQLlCDPS'fVl(.· 13916'9 4S.9() 0.&& 00 51 5122 
jtTn'~n""!991000mmsd. 3244 •. VICILSHPIKNiNOANSCQliI:PONOVNA - 324114 29421 0.91 n.' 101 9156 
jmlaglrMaciSminoon.245. ' VPSTEAEALASSLMGlFtK .• 198126 _423 ;2J)6 0.' 742 131:1& 
imr~mrnnaclad, 2165 • TYDA TTHFETTCOOIKDIYKR • 2'537-14 J:Q@ 10 121 01 m 19180 
Irnt3WIIl95min15Cmmnacl.2202 • ClIQUCOPS'fVl(· 139Hi9 4690 066 0.0 51 Si22 
r\lwsucrip_4OQphagtgg..MaI(l4,54 • PIEEIlMONGKVlGVKS£GE'AR • 251L92 28692 U2 01 158 7144 
phagri'lWF4S(U11:lC20, 288 • PALELLEPlEQK.· 136tHl' 473 04 1.3S 01 172 13144 
rawauerfp_ 6OOph~Mat04. 690 ' PALELlEPIEQK • llaOJl' 22977 L4:; 00 156 13144 
t'aW$Ucrf'UWOphagtg9...Mat04. 1268 '.IP(lAPPASMGRGRDWNVOL'PK.· 2348]1 338203 2.32 0.3 512 231&' 
phagra.wf:80CU)«23.2332 ·.PALELLEPIEQKFV$ISOllVPK.· 2500.0S 1'1136 O.as OG 11. Si22 

""-GOI9~MOU$E RAS GOP dj...., .. '.., inhibitor ..... !RAII 0001 beta) !OODl4) GlIUII 136382290 7 
rawextr_25Obeadl99-MatO".278 ·.1FEGIDPKK.· 1035.t& 13161 13 00 00 9i:l2 2 
tawlw,_SOObeadtg9_Mar04, 1414 · VPSTEAEALASSlMGlFEKRR .• 229:163 107 0.' 112 !Ii4<l S 
FPbMd&SOO_doc 19, 2650 ·.FI(IP(lAPPASMGRGA.· lS~_$4 1. to 0.1 17. 11128 2 

Fct;omplex: 

nib effector MYllIP (M ... m ..... ul ... lll factor I ,ecep 
jmfaglreneh20n1jn'llll'mnacldtt, 710 ·.RRCGECK,- 85:/.02 2 148.53 1.22 0.0 120 7112 
]mI99600.0"","ag03007. 1 006 -.NRL YELAMK.- 1138.37 :1 186,58 0.97 0.1 130 318 
jmlgGI50rawphag3007.1224 -,IEASSVTPrK., 1045.21 :I 357.13 1.11 0.1) 303 SI9 
jmrawSmi"'9IIiooMooic, 1423 ·,SQSAFSFTMEDALKSGSAEAAPRSPK.- 2701.95 ;3 2402,55 2.()2 0.3 505 6Il!5 
imrawSmmigg250mmnael$yrin~nase. 2032 ,.KLPAPPVK,- 850.08 1 lS2.3Q 0,92 0.0 193 112 
JMFAGNACll0_,B2IE3.122·124 ·.NRL YELAMK.· 1138.37 2 213,90 1.11 0.0 192 7I1il 
jmfagSmimggSOOmmnacl. 260 ·.VGPEESNR.· 887.112 2 1219.91 1.60 0.0 76G 11114 3 
jmlag5minigg400mmnacl,1058 "KKCSAVSlCNISTEVLK.· 1824.20 2 7S7.50 1.44 0.2 26& 11132 2 

control 
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Fecomplu 

'bbe-interacling protaln 2 [Mus musculusj 
jmrawf5mln!:>s.,e.;beads, 2012 -,OLSAKA TEEDHEA.- 1443.50 3 200.53 1.21 0.0 232 !!3 3 
JMMAGTubelBI6E3, 1524 -.ENNMLREEMHFI.- 1459.64 2 192.56 1.38 0.0 120 215 2 
jmlgg4.."O""'f'hag3007,90Q·902 -.QMEVYA.- 825.96 2 551.66 1.15 0.1 442 4i5 2 
jm.8W1gg5mln 1 mnacl, 2997 -.VVQEENQHMQMTlOALOOElRIQA.· 2939.32 2 97.27 0.93 O.! 59 4123 3 
jmraw5m·.,igg250mmnac!syrjngdn!lse, 1570 • PSPDQflQPLLELOQNASK.- 2192.46 3 343.48 1.57 0.0 198 17172 
ajrav.{lhagactin20, 1602 ·1604 ·.RAAGLQSEIGQVK,· 1357.54 2 284_92 1.35 0.1 104 113 
jmiaq!""e<:on 7 .5mln.221 0.221 0.3 ·.MACVKQl.QllPAVHMCAAPRVK- 2409.05 0 1139.09 1.46 0.1 532 2J7 
jmfag5minCoo450mmnacl, 1962 -.ENNMlREEMHR.- 1459,/)4 2 529.13 1.34 0.2 170 9120 2 
jmfag5mlncor!l400.030531151834,2766 ·.LETL TNQFSOSKQHIEVLKESLTAK.- 2861.20 2 86.53 0.90 0.1 50 118 2 
mwsuCr!p_tlOMeOHphagi99_MAr04. 1394 -.VEQlKEELSSKDAQGEELK .• 2161.35 2 1002.02 1.61 0.2 243 113 I 
JMFAGNACLI5B21E3,534 -.QEEID1YKKDLK.- 1510.67 3 1640.32 1.82 0.0 892 5111 1 
jmlag5minigg 1 OOOmmnacl, 608 ·.LLEMLQSK,· 962.19 2 627.75 1.50 0.0 417 9/14 5 
jmigg450rawphag3007,900·902 ·.QMEVYR.- 825.96 2 551.66 1.15 0,1 442 415 2 
phagrawF300_dac20, 1131 ·.EHASSlASSGLKK.- 1315.46 2 520,25 1.05 0,2 184 ti3 1 
rawsucr!p_actinphagigg_Mar04, 1142 -.SNQTNHKPSPOQIIQPLLELOONR.· 2787.04 3 239.07 1.83 0.0 128 9146 
rawsllcr!p_60MeOHphagigg..MAr04,1394 -,VEQLKEELSSKDAQGEELK.- 2161.35 2 1002.02 1.61 0.2 243 113 

e<>ntrm 

Rab;;'I_,acl1ng prot .. in 21Mua musculusj 3067.60 30017397.0 5 
FPbeaOsI50_DocI9,877 ·.OU;:EEIQMLK.- 1248.43 2 142.42 0.94 0.0 150 7118 2 
raweJ<t,_60MeOHbeadlg9_Manl4. 1056 ·.QELSRKDTELLALQTK,· 1874,13 3 667.75 1.33 0.1 382 17160 2 
r_c 400beadigg_Mar04,365.367 -.KVNVlQK- 629.02 2 137.73 1.32 0,0 104 7/12 1 
r_c300beadigg_Mar4.1432 ·,EHASSLASSGlKK.· 1315.46 2 316.24 1.04 0,0 30G 11124 1 
,awext'_350bead_Mar04. 1780 ·.VEPSSOSPGRSPRLPR.- 1750.94 2: 672.S8 1.60 0.2 188 113 2: 
",wextr_900beadigg_Mar04,1792 ·.EELSSKDAQGEELKK.- 1691.82 2 172.65 1.00 0,;) 167 9128 1 
rawextr_JOObeadi99...Mar4,1846 ·,TNAEKQVEElLMAMEK.- 1865.16 2 522.78 1.81 0.1 200 3110 
rawextr_200beadi99...Mat04, 2259 -.SLQADTINTDTALffiEEALADKEft· 2708.87 3 435.45 1.68 0.1 127 17/96 

Fe complex 
Scor. Ace_ion Peptidos 

PeQtlde Se(HJer.c& MH+ Cha!ll" Sc<lte XC Dell.CN Be Ions Count 
Rabl1·FIP4-Ii •• (Mus museulus] 8256.50 28202067.0 12 
jmfag5rrnniggbead_030528200105. 1233 -.INLLNOLEAR.- 1171.33 2: 970.97 1.70 0.0 547 213 
JMFAGNACLI5621E3.3002 -.VHELEEMVKOOETTAEDALEEEAR.- 2816.01 2: 88.89 0.86 0.0 H)4 9i<\6 
jmraWbSa5rnin_io.2326 -,LEOTSlR.- 833.91 2 1226.91 1.35 (1.2 484 213 
imb<lads35Orawphag30Q72nd,loo6 -.QENMQLVHR.- 1155.31 2: 551.41 1.61 0,1 258 112 
jm'''''''!IgSmin3OOmmnaclsylingednase, 689 ·.INLLNOLEAR- 1171.33 2: 61738 1.31 0.1 335 11116 
jmlgGl50f!M1,>hag3001.1334 -.SKLKOENMOLVHR.· 1611.90 3 571.78 1.46 0,1 349 113 
rawphag2007chllsol2, 1522 <.KINLlNDLEAR.- 1299,50 2 799.38 1.51 0.1 482 11120 
phagrawf400_dec2O,906 -.KINLLNDLEAR,- 1299.50 2 1691.99 1.51 1),1) 1060 7110 
r3WS!JCrfp_600phagigg_Mar04. 1322 ·.lILAILDHNPSILEIK.- 1603,16 3 80,60 0,91 0.0 76 3120 
pilagrawF.uc300~dec20. 1776 ·.KINLLNOLEAR. • 1299.50 2 1327.40 1.55 0.1 742 1:l12O 
jmlr_eadsrawphag3OO7, 60S ·.INLLNDLEARLK.· 1412.00 2 327.8(/ 1.10 0.1 183 4111 

control 

Rabl1.flP4-like (Mu. muscwus) 895.74 282ll2067.0 9 
FPbilads600_DecI9,810 ·.OEMDlYKAMMDK.· 1575,86 3 402.40 1.34 0.1 265 15144 
rawextr_ 45Ob<lad.Mar04. 1218 ·.LROONDDLNGOILSlSl YEAKNLFATQTK.- 3310.66 3 214.05 1.11 0.0 189 5/28 
FPbeads6oo_0ecI9, 1262 -.NLKANSPNRK,- 1142.30 2 279.30 1.08 0.1 178 419 

Fe ..... pIo. 

hypotMt_tp'Q"'in{(NM_(n7H2}RA811 •• m.m*RA$~mttamijy 
__ iIOO_~O.'211<! ·.STIGYEFATRSIOYOSI(- 1-ma.t 
ta~_3SOphag$.}_Man)4.,18M-18M . GAVGALl VYOISKf.!\ITFI!NV>lR.- 2323.83 1,&5 
~wf9UC500_(hlf!20, Hl66 . SnGVEFAm:SKlVOSK.~ 1839.04 2,22: 
PhagtawF900_0ee23.209' •. S!1aVEF~rnSlQVOSK.- 1839.04 594.75 1,76 

""""hg2007M<IE'hm"':l<IIg"', 3164 •. AITSAYYRGAVOALLVVOISKGV'fI'€NVNR.- 324tHi; 112,04 U7 C.l 

""""<II 

Fe-com ... _ . Ac< _ 
popl .... 

P!£!ide §!guence MH. Ch~. -. XC Deit. eN Sa I"". 0""11\ 
R~ m-.mtMr RAS: oncogene famIly; l'QoofW'ttfttd prolejn "'1Q {GTp...oj:nd 3713.10 5803135.Q a 
J .... AGNACl'O.'B2'€l,'32 ·JFlrvEINGEK.- it 5:9_32 3 902<9 1.58 0.0 57<1 419 
jmfagSmlnf9g1000mmnad.11S8 ·.LlIIGOSGVGK.- 101228 2 95570 '.59 0.0 56' .3/20 
;mh\g:tmn~miooon, 1250 ,.LLIIGOSGIIGK.- 107225 2 180M I 145 0.2 919 415 

AJRAWAcllnCoolr.,ju'ltll. 236 ·,KWET6OAVI<.- 1182.3' 2 54.10 0.76 00 69 Sl19 

control 

RA835. m.mo.r RAI oMogfM family;. r ....... 8t.-cl ~ """"0: (Q1P..oind 1729.25 S!\il313S.0 4 
rM¥eXlr~800bf .. nLMatii4.'03a~lOO4 -.GTHGVIWYOVTSAESFVNVKIl· 2378&7 3 172925 1.90 0.' 5\>9 114 
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Fe compM:l{ 

RAe GTPa .. Ktiv.ti~ protei" 1; raba GTPase activating protein (GAP. 
imldJ600naclrawphag3007,1346 
jmtag5mlnu19350mmnact 409 
jmfag5mu'Hgg250mmnact 1984 
jmraWl9g5mI0300mmnacisynngednas.e, 949 
jmlgG400rawphag3007, 1178 
jmtagfrench5trllnl991mnacldtt.1395 
tmrawSmimggkiWl¢(!IC, 1739 
jmlreebea:dsrawphagJOO1,390 
Imfag5mlncon300mmnaci, 1060 
Imfag5mlflC(lnt400_030531151834, 1624 
Imfaghm&cOl1tOml"_030601230741,2608 

._01 

Fecomp~lt 

RM guanine nuet.otlR .l{ch.n~ 'aclor (GEF) 1~ Ru ~M regutator 
jmfag5mlnigg350mnv'iICl, 933 
jllVllW!9Q5mm15Ommnacl, 1392 
JrnJagSmtrugg.200mmnac1,2460 
illrawph~ttn20, U24 
jmfagtnn..eon7 51llUl.9M.966 2 
jmb_450l1acl<awphag3007, 1941 
rawphag2007chftXta:d3,671 
phagrawFehlCdec23. 1898 
phagrawF60MeOH_dec23,1988-1990 

.on"'" 
RAft guan,ne nucleotide exchange factor (GEF) 1; R •• ~ regulalor 
'~r_6OM.oHbead_Mar04, 682 
r8\WX!r ~ l000beacU"'ar04, 1 318 
raweldr ~200baadigLMar04. 2593 

Fccompl4tx 

FlAG. ~_r FlU on¢ogen* hUTilty<4lk.; ral 9,,*nin. nucleotlo. dlaoelat 
jmfag5minigg4OC!mmnacl.470-412 
JMFAGNACll0_292'1E3,1074 
jmf8g5mtniggSOOmrnnacl. 1552 
phagr_SUc2oo_doc22. 1825 
phagrawF6<lMeOH_dec23, 1830 
phagtawF'800_0ec2l.2316 
rawsoc~_ehl~tulgigg_Mar04, 2456 
pha:gfawFsuc450_dec20,2846·2848 

control 

RA82, rnem1:WK RAS onc09*'* famlly··llk.; rat guanlrw nucleoUdt dlssoclat 
jmbsa1000Maclrawphag3007,1621 

Fe complex 

regulating aynaptic mem bran •• x~ytoIi. 2; Rab3 im.racting prmin 1; 
jmId1250naclrawphag3001.1286 
jmId1300naclrawph.g3001.1290.1292 
jmIdI150naclrawphag3001. 1386 
jmldl6OOnaclrawphag3007. 1812 
jmldlaclinrawphag3007. 1824 

control 

Score AC¢(tSSIOO 

Pe~tlde Se.:;uence MH. Char~e Score XC Qelfa eN 
4006.06 221226450 

" RLEEESAOLKEMCA - 1722<97 2 73651 '45 02 

" ADALNKELLMTK 134761 3 20529 152 0<0 
- EGAVKGISSAK - 113230 2 3'366 0.94 01 

" IOOLEHHLGLALSEVOAAK 20nS4 3 29421 1 12 01 

AOALNKELLMTK<- 134761 3 26166 107 0<0 
· GISSAKGVSDEDTOEEK • 1767.79 2 2309_ 1 17 01 
• NOlREMELELAQTKLQLVEAECK<· 271815 2 6618 093 00 
- ENRAlOEANMA.- 141758 3 S1815 171 01 
" RELOKAESEIK - 1318.45 3 81185 136 0<1 
• AESEIKKNSSIlGOYK .• 1782<91 3 27930 134 0.0 
·<GISSAKGVSOEDTOEEK - 116119 2 282 32 L09 01 

Score AceesstOO 
P!eH(i$ S!9uam::. MH. Ch<lf9$ SCCltII XC OeltaCN 

3146.41 99103160 
' HIFNAtKlTi(.- 11&5.« 23307 117 0.1 
• YMSOOTSPRKQESESWPPEACLGVK.- 2791.12 53135 182 0<1 
-.LOAOSLNLSOEOFDAYMSGQTSPRK.· 2888.12 SS88 0.62 00 
-.LDAOSLNLSOEDFOR,· 1751 83 31681 1.09 0<1 
-HIFNAIKIT'K.- 1185.44 42171 100 0<1 
"<TGOeVYKQTKMt'LEAMPYK- 229369 37282 101 02 
·.OIQEOWELAERLQR.* 1$1498 35465 132 0.0 
·<NLDl.lSQ\.NER· 131546 26436 115 00 
• RIAALHWVTPOMLCVPVNEEIPE.VSDMVVK.- 3491.15 41578 U;4 0<1 

879.22 99103160 
" NlOLLSOLNER" 1315.46 3 418,73 131 00 
·<lQAEEEEAFASSOSSOGAOSL TFSKFEEK<" 328046 3 299.16 122 0<, 
-.LQREEEEAfASSOSSOGAQSl TFSKFEEK~ 32804& 2 161.33 0,81 0<, 

Scoro AccessIOn 
P!e!lde S!9uenc& MH+ CharS9 Score XC OeII:aCN 

2900.86 6677737.0 
·<EGVVGGSAOl.1ANlR· 155615 3 576.23 181 0.1 
·<GGGWPYLGTRX- 130855 2 32383 135 0<0 
·HSFLLATGYAAAEGVVGGSAOUR- 2652<00 3 2n22 1.49 0.0 
• SAGCGGGVSGPGSSDCR<" 145453 2 408.t1 115 0<1 
- VAGAWSSVLGAT$IClEClPAEVTVA· 2"412.73 3 11705 1.21 0<1 
-<DSLRVt'SSLCOIFSEEONYSOSA - 211BO 3 3nas 121 0.0 
·<IIAVQMElGEOOSWKSllVTSQDK- 2810<22 3 380<00 132 M 
"<SAGCGGGVSGPGSSOCR<" HS4 S3 2 424.54 187 M 

082.88 66m37 <0 
·<MtPAPlALLLDTTPPOOVVLSSFR- 263na 682 88 LSO 0<1 

Score Accesstoo 
Peptide Sequence Charg e Score XC Dell. CN 

"<SASOLSOTEGGGKKLR." 

-<NVEOGHRGTR

·.EEEKEOSVLK.
·.VLOUVWGDYGRMDHK,
-,VPRGlRNEEAPOEK." 

180 

1647<82 
115422 
1219.32 
1931.25 

1623.80 

2825<80 

2541<93 
21011.53 
3302<52 
275<23 

2157.02 16116601<0 

L31 0<1 
1.68 0<1 
1.56 0<2 
1.14 0<0 

0<81 0<0 

Paphdft 
So Ions Counl 

128 4/13 
'34 7122 
236 112 
195 219 
243 13144 
143 114 
61 714. 

210 13140 
410 7120 
208 11. 
171 5116 

Peptides 

Se Ions Coon! 
10 

166 419 
292 19196 

57 7/46 
294 11128 
271 419 

69 7136 
2'9 9126 
23. 2f5 

94 4129 

10 
317 1120 .,, 9156 

40 118 

Pep1id .. 

S£ loos Count 
10 

293 17/56 
238 1/3 
184 5/24 
220 318 

11 13196 
283 17/88 
287 5/24 
227 11132 

409 21192 

Peptid ... 
So Ions Count 

12 

408 13130 
294 519 
247 112 
250 4/15 

10 5126 



Fccompt •• 

P~hdf"f S!:jUS!1CI;l 
SCore 

A __ 
:Psptldes 

MH+ Ct'i;,t'~1j S<:Q. XC OeltaCN Se Ions Count 
f.tS Mm~og pntI! lamlly, m.mber U; Wnn rnpollliw C<lcU hQm!;)t(l9 [Mu. 6217.52 1\lll230oo0 
'lIWSUGrl!>_500phag'!lil_MarG4.500·S82 ·HCPKAPUlVGTQSOlR· 1849Hl J 40167 1.'18 00 212 111<l4 
flWStlGli}U300phagIQ9_Mar04,686 ~ A?HlVGTQSOlR., 13.362 3 1544 07 17a 00 852 11124 
JM)JAGN€GS1 €i03,61 0-612 ·()P()~SGGRGR.- 89U$ 2 65505 11. 00 566 1108 
tmlgg4SOfawphs93007,928 *A.PULVGTaSDUl. 1J6JJl2 3 

501 ,_ 
1.4<) 0' Jig 5/,. 

jmlgq6OOt~hage3001, 994 • AP'ILVGTOSDLA.· 1363.-62 3 776.2. 138 0.0 557 17148 
jm5mn'lJggfawilJWl¢(lt:, 3342 • !'VI'OM;YAGIOHSDSOLap~SK_ 2597.9t 2 80$3 0.90 01 :l4 3123 
AJAAWActinCootr..,jUtl9i3, 1So ~ PVRLOLCOTAGQDEfOK.- 193tU4 3 165.43 0.9' 0.0 16' 15/64 
JffI1I1gcoo15_.690 -.A?!ilJ/GTOSDLR.· 1383.-52 3 S6457 14. 00 393 1114$ 
~00r_,",,3007. '069 ., VUElDKCKEK - ~318}l1 2 006.'. 103 0.' 526 11120 
,mfa9ttmeCOl'1!DmIO_ 0306012307 41, 2738 ,PVRLCtCorA-oOOEFOK r ~.q3614 2296 073 00 30 Si32 
t~ag2007ctlfbead', 868 • HCPMP:lll V(3T0S=:iU1.~ t649H, 6711'9 , 9S 0.1 353 19/64 

contto~ 

taa homolog ~ iamily, mMtMf U; Wntl f"PO~ Cdc42 homolot IMut 17n.QI '9923000,0 
t:awe~r_9QObead_Mar04. 384 ,.HCPKAPIILVGTOSDLR - 184919 1ao.~, 164 01 438 11/32 
If.tftld:r., 300bea(Uv!art>4.409-411 - APIILVGTOSDLR.· 13$3 $2 99285 2O!i 01 3a, 1/3 

~ccompl401 - -"" Pepbdes 
P~ltde S~ uence MH. Charge S-. XC Oel1aCN Se 'en. CW!l! 

aimil.r to t.s-GTPs .... ctivatJng: prottin SH3--domain btt1CUng prot.in 1M rU7.55 36077G47.0 9 
jmra~gg5minbaadsfreezethaw. 330 • PIAEAGK- 71090 2 75853 139 0.0 544 Sis 
jmlgG400rawphag3001,2'11e - VPASOPCPESI(PDSOIPPORPOR- 254385 3 S141l8 163 0.0 309 5i22 
ajra~hagfUfl2Odp!1 MNaCt 2666 • HPDSHOLFIGNLPHETVDKSELK_- 2642 91 3 619.62 14. 01 22' 1716$ 
jmfagSfl'\!n!fJgbead_03052a.aOOT05,436 - TRTAREGDR- 1082 '2 3 65976 115 01 405 15<"32 
p",rtllMggSmwllgglreebead.2' 1&<2120 - PGDVEPARMVR - 131253 2 $12.64 LS, 00 315 11/20 
phsgrawFsuc200_dec22, 1657 - SELKNFFONVGNWELRINSGGK.- 2550.86 3 21384 130 0.0 200 'S166 
phagrawF60MeOH_dec23., 24$$ -.SELKNFFONVGNWELRINSGGK.- 255066 3 311.14 't 40 0.1 ,,2 2/11 
J)hagrawF600_d&e20_ 605 • PSPLLVRR.- 93815 2 49,60 076 0.0 53 217 
Imfagcon5minr.600mmMcf. 13$ -.LWGPGGPGOOSSGGIR- 1470,$? 3 '87660 171 0.1 lOS8 215 
IrntaQCOl1t5minb$ad. 2518 -.YFVROYCTLLNOAPOILHR - 2351.72 2 45{189 131 0.1 157 ,'136 
jm!agt:,"fletconi' 5mln.:2S12.2S12 2 • DNRLOGPGGPRGGPSGGMR.- 1867.04 0 $3365 100 0.1 291 13l3e 
!m~$mInn600mmnac!. 291 , • RFMOTFVtAPEGSMNKFYVHNOIFR.- 3060.46 2 404.24 092 0.2 108 9150 
pI\a9t.wRroM.oH_d0t23.2466 - SELKNFFONVGNVVELRINSGGK.- 2550 86 31114 140 0' 112 2111 

control 

atn'dtMto NIlt-GTPa ..... ctivatfng prot"" SH3-40malll bhwUnO prot.in 1M 293.$3 380696080 2 
tawrrof_60MeOHbead_Mar04. $14 -. YODEVFGGFVTEPOK· 1144.88 293.53 1.43 00 203 '51st! 

Fe complex 
Score AooMslorl .opi", .. 

P~ti<MS!9:u$t'Ce ....,. Ch!:':lie $c ... xC ". •• eN SQ '''''' Count 
r.s-GTPa .... ctivating prot.ln 9~i" bindillg protem {flu. mu_~U&I 2513.09 '.966510 '3 
jIruawSm"''!lil25Omm'''''''''vnngoo_. 242 -.GIVGGGMMRDfI.- 1149.37 " 27326 1.23 0.1 ", 31'0 
ImrawiggSminbeadsynngdnil$Q,541.s43 -~ETRGGGOOA.~ 96295 2 660.10 1.17 02 ~. 112 
jmfagfrOOChSmin.gglmnactdtt.1581 -JUAKPIMFAGEVR- 164406 2 24903 1,;/8 00 19& 4;'3 
lmfaglmnac12,5rmmgg, 1100 ~_tGSGAGTUOMEGT"i.HR.· 1557.114 2 2262S 0,89 00 252 11/30 
jmraWlggSmtnbead$tr$$UfNtW, ~O32 ~JIRYPOSHQl.y-vGNl.PHO""ENELK.· 29114.23 a 0.' '33 512' 
ltnIaghmecon1.Smin.217&.217& l T,PUVlf'W''-¢,,-'RLWEEK 4 1811lU3 0 0.0 319 9128 
"''''''''''l2001ChIf$Ql2.2072-207' T.PJMfHGEVR-' .... WEEK. ~ 18HJ.13 2 140 0.0 121 2fl 
"'''''''''l2007ChIfsQl2.2620 r.ANRYPOSHQLfVGNl?H01DENELK.~ 312').47 2 &35& 092 0.0 68 4125 

controt 

".-GTPa~dng prOWl" SH3-domain binding protein (M14 MUeClUIu.l 1013.611 1696657.0 10 
f8W!&lttU~OObeadigg_MarO., 7t6 .PSPlLVGA· .~o:! 2 7142 1.02 0.0 n 'Y7 
raW!&xtf_25{l:beaotgg:~MarO., 145$ ·.PGRGDMEONDSONR. • "9t.SO 3 36943 1.39 0.1 221 17152 
",,,,,,,tc350beadigg2_Martl4. 1500 • SATPPPAEPASlPQEP'PKPR· 2066.32 3 62Ul 119 0.0 !i23 11. 

Fe....",... 

1!.i\Sp21_'n ..... _3,GM'1I_3:AuGTP_Iv_. 
00 !mf>iI'mnad7.Sm'mgg. 592 • FGMl(N~!(K - 1000.24 

~mmigg'_'_ -1'T1EEICOSHK - 12$5.45 0' 11120 
jmraw5mit'l~25()mmn~n&M. 13M • PTlEEICOSHKSCEIOPVK.- 2157.4& 02 !illS 

jmralNiggSmm1mfiacl.1511 • SIEOl'llLKEQFMIKR.- 1903.32 2:l4.2!1 0.1 4/15 
jmlggact!otavc:;"~1, 21 H) -.• LfiHSS$YEAW'{FtOPR.· 2154.42: S6&JU M !ill. 
jm!ggactinr&'l'lph:103OO7, 2120 ·.1LRHSSSYEAWYFtOPR.- 215<442 'Ol~.l1 0.1 !il18 
, ...... crlp _tIOOph __ MW4. &r. ·.WPflSAIASAEVKRTQDPt;TIFR.- 26&1.05 134(),;ll; 02 113 -'twtJ.Jcrfp_15Oph-ag.gg_MW04, f531 -.VAOAVKNFLDL'SSSGR.- '851Jl6 3!lt.S. US9 01 193 11132: • 
p1'l'*'lita_suc600_~.j7*1738 -SFONYIROOSE'STHSI.- 2(l:lIl,HJ 1095,12 1.14 02 200 7m 3 

ph.agra\IYFluc300_~, ~44 ·IFIlCOGLPIVNGOCOPYATVTLAGPFR.- ;H1L1S 12a&1 1.09 0.1 60 2/,. • 
jm~5min.2B<li.23423 -~DLLLKSAOVEI'\ISASAAHILGEVCRDK.- 26362. 1!2l).I1a 113 0.1 155 151104 I 
jmb0ad04500aclmophag3()tl7. ln5 -~V""AVKNFtDLISSSGR.- 185106 14(\\!.5* 12\1 03 2<13 !il16 3 
jmiag5_00mmnaol.23oo -_ VllLWNASNLKFGDEFLGELR.- 232468 ~.i' 1.60 0.1 222 17m 2 
~"'nfag5rrun¢(Wlt1 SOmmnacl, 2811 -.LNV1IV1'!'DHVFSSEVYSPLRDLUK· 300231 68.30 c.n 0.0 55 11& 2 
i'lI-.... """'h4f/lOO1, .ll1!O -.CIDEThlKLAGMHYLHVltKPnEEICQSHK. - 341,,1i) 638" 1.32 0.1 263 1'9111& ~ 

co,""" 

181 



Fe c""'pa. 
Scor9 ACC-0SSioo p~!id:oo 

Peptide S~uence MH. cnargd S,'O(& XC OaltaCN S~ lons e,."U!l1 

RAS p21 prolein .ctiva! ... 2 !Mus muscultosl 7208.47 IS'/166010 20 
JMFAGNACL5B21E3.502 ·IYSIFltSlLKlQK.· 1663~ 3 53420 1.40 0.1 220 lSi52 
Jmtag1 mnacl5rrumgg. a~-6 '. YGSKENPIVQK.· 1192.35 2 232.00 o 9() 0.1 161 9120 
jmiggSOOr""'Phage3001.1782·1784 - .LVPfITAVAElOlK.· 1529.S!! 2 74029 1.411 01 323 Si13 
jmfagSmrnigg 1 OOOmmnact 1800 3 zgU>7 111 00 262 114 
",,1d1400hmtnaclta,,!,hag3007.972 3 137S 93 206 0.1 626 3iB 
jmldll SOnacird,,!,hagJOO7. 2960 2943.06 2 J40J6 HI' 01 144 11162 
alrawm~t;:hapbsnoceUs, 1394 184904 2 1396.22 178 0,) 157 217 
phagrawFl SO.dec22.1248·125D 1392.58 2 13034 1.17 0.0 102 113 
rawsucr!p.25Ophaglgg.Mar04,132O 2233.62 3 1090.51 1-57 (t2 437 114 
phagrawFsuc250.dec22. 1915 2650.116 3 263.90 L32 co 200 5123 
phagrawFsuc600.dec20.2510 ·lVPI'ITAVAELDlK 1529.35 2 28890 1.OG 0.1 24t 112& 
phagrawFsucchllb.a<Cde<:23. 2934 2172.15 3 13511 Cu~S 00 133 3I6S 
jmfag5mlncont200mmnacl, 1'992 2650.116 3 385.99 120 Q.l tS9 5192 

control: 

RAS p21 protein activator 2 rid ... I'I"",,,"lu.1 417.19 16716601.0 
' .... '''1<-400be",LMar04. I !;<IS EPGVSKFTlEDSVATFKTlOOiK.- 2631.96 30€.68 U9 0.0 200 2/11 
jmbsaaciinrawphagJO07 .27 47 ·27 49 • LDfPHEKYR • 118729 GOO 2S 118 
jm,aw5minbsal~haw. 2756 ·.FFAVAILSPHAFHLRPHVPDTa1VR.- 292234 110.52 l.70 il.D 65 Ita 

Fc~. 

!WI 1'21 
·.OVSSLVLHIEEAHKLPVK· 
-.YIYGCLOKSVOHK.· 1561&4 00 ~'"' '-400 ~.o tel!\! 
- YIYGCLOKSVQHK . 15671)4 sasas 00 
·Y'YGCLOKSVQHK - 1567 S4 59459 01 
- YfYGCLOKSVOHK.- 1561 il4 34435 01 

rl_?tl ... - YfYGCLOKSVOHK - 156784 55751 0.1 
,on ...... ·SNKrlRMIMFLOELGNVPELPDTTEHSR.· 3168 55 70351 1.00 G.3 2113 ." ·,KSKOP01LFMR.- 1350 61 6702 Oa9 GO Jl1S .... ~ -,PSONTPGDYSLYFRTN-EN1QRFK.- 276396 90825 1.66 U 25. 

"., - EPVPMOOOOOVLNDTVOGK - 2011 26 7&4.62 165 00 "5 
:!( 1154 -.EPYPMOOOOOVLNDT\I!)GK.- 2011 26 784.62 1.65 00 ". ... -.YfYGCLOKSVOHK - ,S6184 338.13 15' 00 21;1 :!III ".,.. ~ YYNSIGOIIOHYRK ~ '75193 92 39 Q.8' 0.0 112 11:!6 

• PSDNTPGDYSL YFRTNENIORFK.- 276396 90825 166 0.2 254 5122 
-.GEKll YPVAPPEPVEOR - 1910.16 202.65 108 M 184 9Il2 

??<, -.WKNL YFILEGSOAaUYFESEKR.- 2851.21 96 76 071 0.0 121 91 •• 
- SKOPOK..FMR.- 1222.44 4615. 0.91 0.1 360 1/2 
". VIYGClQKSVOHK." 15,71)4 796.10 187 0.1 301 11124 
-.YIYGCLOKSVOfK- 15671)4 81884 192 0.1 343 11.2'4 
-.YIYGCLOKSVOHK· 15678. 552.76 172 00 322 ",12 
·.ATKPKGUDLSVCSVYWHDSLFGR.· 2106.18 289.38 , 63 0.1 131 31'6 
-. TKDAFYKNIVK.· 1327.55 678.88 • 99 0.0 441 :!III 

..... Im! 

feeamp'.:( 

gtutalm.-' raa.ptor, lonotropie" AUPAa (alpha 3):;: eAMP....Qep4ne.nt Rapt g: 
jmlgG:300rawphag3007,754 -OSALO-;PVNlAVLK.- 1340.09 73(l5(l L3G 00 532 19152 
Imtag:1 mnacl2.5m.n!Q:\l,940 -.OIQEFRRUEEMOfI.· '651.06 en.os 1.55 0.1 294 li2a 
jm!a:wStfunoggSOOmmf'laelsd, 1068 -.GAllSlLGVYK - 1196.44 6648 O.lI<l 00 49 7/20 
tm"!agflenet:~g'm"acldH, 2400 -lSI'lOOOKYGARDPE1'l<.· 11101.00 2 251.36 1.16 01 191 9/32 
jmlagSmlot"Ortt400_03053. 15)834, 764- - .IIITllEOIIVllGKHSR- 182L18 3 .3949 1.49 0.0 29. 31'0 
AJAAWpe!ler._-contr,junll. l296 -. ¥GAAO?ETKIWNGWGEl \lYGA • 2512$3 3 13974 L13 00 641 11142 
AJAAWActmCootr...JiJrl4f3, t500 -.GF$llOAII,IEMVONNWOvrAIt· 2448.79 2 55.15 LOll 0.0 S2 3114 
1"'-"-' '000<>_-"09300'. 1999 ·.NAPl.KYTSAL THDAILVIAEAFR.· 2515.89 3 _.80 .23 0.1 236 19/88 
tmtag5mlncon!200mrnnact 2818 ·N1\!OEHSAFAFAVO\.YNTNQNl'TEK· :I 69.11 0.61 01 37 s/'S 
~tdl25Onac.Ifawp,.~ag3007> 127a ·.GYGYAfPKGSAlQrt>vr<LAVLK.' :> 100185 192 0.2 390 19184 

-"" 

FccompiU 

RAP1,GTP-GDPdt.Ml!.tiMJoft~1;cONA~8C01121tIMQm 
JMFAGNACl10_1621 1:3, &la 
JMfAGNACLSB21E3.34O 
~1Ig'MNaC120. 498-
~aQaCtIn20.842 

Jn~2Omtni091mnucldtl:. 2050 
_"""'_"93001,20" 
_'-"'0 

........ 
RAPt. GTfLGOJI diuoci.tton .... r.w 1;: ¢0tfA, ~ 800:11211 [Mu.m .. 2.10 Il 
~(_ 4SOt>Md_Mw04.532 -.NlAlPWNKAK.- 116743 23ftl. 0" 2:12 
~_~j"'lW4. 762 *.SEMPP\lQFKllGTI.AMLIOAOAEAAEOlGK,· 328666 211.35 132 '''' t'Il\WXIr_~w_Mar().4,1(M,4 ~.O\fiK11VQSGGIK.~ 135861 443.22 lOll 199 
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Fe <:OMpi •• 

Aapl guanlntt-nucl.otio..xchang. factor dl,..ctly Ictlvat.d by cAMP: •• 
'F_"lP MNaCl2(). 600 "QOFNRIIK· 10)419 23362 106 n,l ~96 5114 
J'l'rogSmirogg200mmnool 1 762, 1764 .,NRVTVMSGTPEKllELlLEAMR,· 2566.0' t16~,51 230 0.2 !74 'lfH 
!mtlgSmtrngg200mmnOO1, 21$4 ,TMRLEEHGKWL VLER, 191028 ZSl.5<! 100 0' 155 3tH' 
"""""","'5mtnbead. 1964 ,.TQEElDliFEELLHlK.' 195820 76228 159 02 '.5 1130 
_awFIW<2:OO.decZ2, 1:l<3 ·.VSlEOATIEKVKKAGK· 1735,92 20 •. sa 093 0-.1 16' 41t5 

control 

R,ap1 pmntt-n!,l¢:~Uo..lctteng. taetor dlt*Ctly .ctfwat~ by 4AMP: •• &00-.• ,( 2t4500S1.0 
f~,-200b"(LMa;04. 1$3$ ·,RPSCIQGlAWTPL TNSEDSl.DFR. 269299 8001' 1.87 0" 227 17138 

Fec~. 

RAPt A. m~ M RAS otICO~ family; RAS ... tat.d proOOtt RAPtA [Homo. 
AJAAWAclmIgGjuno'3,1199 ·lWL(l!lOOIKlK,· 98ft HI ~ 305-854 2.25 02 74. '3.'2<) 
t~2001d'!/f$Qtl, $$1 98-6,19- • ns-s 44 ... 03 7S6 7110 
'-"'Il2OO1ohlb...u3, 717 9B.e:.t9 2 5-684,8(1 253 0.4 8., 314 
AJRAWAeImContr-JUn.13, :5S3 99$.19 2 2Hl455 208 02 525 13/2C 
pn~5mlOn600mmn:ad, $i)1 9a~.i9 2 451535 2.5~ 03 77. 314 
tmf.agcoosmIMOO¢mmnac;t ~ 98& t& 2 lu.se !V 2.13 02 528 11/20 1 
jmoad8400r_hag3001,969 1299~ 2 'M! OIl 116 {to 14. 4111 2 
AJRAWAc1lnCotlU.Jvtl.,3.147$ 1110"'96 3 14JO-! ;9' 3"" C4 200. 7;13 2 
Imta9con5miPl~mnael_0306011a04().t, 1740 149:!t1t 2 f22-"re as 31' 04 ,36. 9/11 2 
AJRAWAc1inC04Htjun.13,1794 1495.11 Z 1622:S Hi '_13 0.' ,..,. 101t1 a 

¢Onlt(l( 

RAP1A. ~befaf flAS oncogeneftmily; RAS.ntlat.dprcl:etn RA.P1A[Homo. 24733.93 4506413-0 
rawextL fOOOb64d_Mat04. &a4 9$619 5412.29 2.32 O. 6$7 13120 
(aW!Dlr_80Ob~~_Maro4. 1764- 149'5,11 &2:46 aa 3.14 C. 1121 17/22 
FPb&adS450_C},tc,9,2412 14~5,11 10664.13 3,34 O. 1174 19122 
raWiOOcac'!lnb~ •• MarQ.4, 1 733 261M2 .10J~3 .. 44 0,1 2$' 19192 

F"4!CMij:ri •• 

aim-iiar to lQ I'I'IOtIf cont.1nln9 GTPe .. tQtlV*tlng protein :) ["~ rtWt(!\AI 
jml.1l400nackawphag3001_0308021S3:1131064·1066 990:05 2 210.43- 00 2O\l 
jmOOOOn-aelrawphag3001.t-072-1074 99005 2 334 83 0.0 211 
jmI»a1000nacltawphag3001,1-049-1051 -,EGKAAOTER" "991).0:5 2 303 91 t.40 01 173 
lM'ag5mlOigg600mm:nlCl. 145& Hitt 19 2 133_46 0_97 0,0 '38 tl3 
J""::AGNACLSB21E3.161-6 135848 2 ~29t 0_81 0.1 214 113 
jttH9G1S0r,""",~1, 824 _05 2 297,$1 1.16 01 '35 3/6 
jmta"'995f'f!;iMO'Omrnnac-lsd.1061 1771,05 2 126.92 0.5 0.0 119 3/14 
jmtgG3OOfa.,,1U93OO7, 18~:2: 1681,1)0 2 24081 1.22 1).0 191 -a!ra"P"agtU~acMDPI, 1862 2<J9041 3 917.39 1.1'1 0.2 264 11.,. 
phagrawf300_dte20.64 2810.21 3 213.$4 1.30 0.1 119 13192 
~ra.wf500~CIic2O, 958 180901 3 345,05 1,41 0.1 '62 113ll 
ptt.ag1'8lll'F350_CU!(:o20.1218 ·"FAHLLNOSOEDFSAESELlK" 230150 2 510.85 1.21 0.2 14. 5/1. 
9Itag:~suc60Me0H_dec23, 1264 ·,FAHLLNOSOEDFSAESELLK.· 23015Q 3 1725.11 2.03 0,2 41l!1 11136 
9hMJ:tawFsue4I~'-ct-ac-2i» 17046 ·.EOlSOMMILOKQKGLK.· 181825 3 1tn.59 1.00 M 13l! 1130 
ph"ll_ ..... '.U!oc2<J,'828 ·.KDlCGLPVGKTCSPVHSWMEVCLK.· 2632.19 2 1(;(HO 1,06 M 95 9/4. 
Phag~.tuc45{.'UklC2Q. 34S() ·.!GGILANEFSAOEMVHMlLAlNOAVER.· 29:5221 2 25.85 069 00 36 3!29 
jtnfl95mmcont2OOmmnaeL .14 ·,RHHSLMAHSLLSt.sel(,· 1847.1. 3 939g1 t 92 0.0 47' 3/tO 
}m.on~n$OQmmrt«i. 1133 • NVDSVVKIQA1'FR" 1:523.18 2 351.09 111 0.1 236 Sl12 
jmtags.m"""""So..."",,,",,, 3226 • l1.SALLLl'MG\.EDVSlHVAPAVHLLlVAAK" 325387 2 •• 78 011 0 .• 63 2115 
___ OMoOH_O..,23, 12~ ·.FAKLLNOSOEDfSAESELt.K .• 2307"SO 3 112571 2.03 0,2 ••• "138 

........ 
aiml., to to motif contamlng GTP ... tetiYatint ptOttin 3 (MttI m-..tc\41 2314.3. 30077593,0 21 
__ ~!LMartl4, 37. 

·LOlSlR· r1tt85 1.08 M HI!! 1/2 
_'_'_i<J9.Martl4,146 ·.AN€OTSTAOR.· H'93.09 ". 0.0 202 1/2 _'._.0"''''''._, .258 ·ASOOYOOLIIOEiAKO!CNORR,· 2398." 180 M 2t>3 "'." 
FPbmt6Q(U)Cl9. 155$ -.FFVNAKFlG\lOMEK.- 1645.95 107 •• 11. 1126 
rawuJUSOMaOH>ml9iLMW4, m4 ~.VlaDVLEDASVS!HIDPVHjYK: • 119 ... 238 "21 
Jmbu1 OOOntlClrawphag3001. 1049--105 t ·"EGKAAOfER.· 303.91 1 •. 1 113 111-6 

FPbeads500_ttM1Q, ~30 ,.VTGOPGAVl.WLEEIRQGVARANEOTSTAQR· 324'.52 31;2,01 .,1 280 111$$ 

F ...... .,..,. -.. Ac_ 
P<lj>I-

P!!I'i<OOSOC""",," MH+ cna!ll! -.. XC Delta CN S~ 10M Coon! 
oImilar to SREIII' __ "1MI1In\I prot",n 1M ... m."_1 _1':11 23SQ:lOO!I.O 3 
irn_ •• 5minlmnacl, ,_ './lPEY1WGPED£El WRK., 1943,11 3 51S.J.8 128 <),0 40<4 3/10 
irn __ lI!11lE1.2374 

-.SlEEVQQ'ITOlLPGlfl,· UI86.20 3. 596.77 1.33 0.' 303 15.164 
JMfAGNACll0 •• B21E3.1598 -,PPSPGPPlPOASOEEGTAf'EK.· 211529 3, SOIIrs 1.41 0.1 257 11140 
irnlllWi99sm __ aw,1/6oI '.RlIWIYFlAA· 1007,62 2' 198,00 0,75 0,0 243 419 
AJAAWActinIgG,jtJn$13,198G "DSCGGGAFE'TOENWERLSOOGK,· 2344.42 :I 786.29 1.&1 o,a WI 4121 
_rfp_~.MIW4,107"'O~ -JlL?PESClPSAKPVGR- 1100.02 2 187"33 U5 OJI 129 113 
irnlao_I1OmilU)306012!>2$Ot, 1020 ·,\llCPRNYGCiPGOOI'GRfl· 178503 3 293.8& 1.41 0.1 178 11164 
AJRAWpelt .. I~U)onlrjunI3, 1543 ·,VYaEEGL'\A_AtA· 18:)6,;1 2' 57$00 1.01 0.2 192 113 --oImbrlo iREIII' clllavog ... Uvatirtg ptOI4oin 1M ... mo_1 1171.711 2359:lOO!1,<) 1 
_>l'3500 •• ,'-MIW4,I_ ·.PGPRRDSCGGGAFETOENWER.· 2350,47 3 31/1.00 134 00 286 11140 
_'~45Obead __ , 2082 ·XLRSLLPEHGClllSPGNFWONOWER, 3ltO,54 2 480:~ 1.21 O~ 85 7150 
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Fc complex 
Score AccessIon 

P!!etlde S~uence MH. Charge Score XC DeNa CN 

ARG1_MOUSE AOp ... iboaylation factor GTPa .. activatIng protein 1 {ADP-riboaylat 6347.n 279237320 

jmfagSminl9g3S0mmnacl.411 • EGA TKFGSQASOK . 133944 642 79 126 01 

JMMAGTube1816E3.822 ·IFDDVSSGVSOLASKVQGVGSK.· 220944 73387 169 00 
jmraWlgg5mln4S0mmnacisd. 138 • EGA TKFGSQASOK • 133944 332.01 126 00 
aJrawpha9lun20dpllMNaCI.508 • PAQEKVKEGA . 114229 52539 134 00 
JmlgG150rawphag3007.1418 - YVGFGKTVPPQKR· 147774 31189 127 00 
jm5mml9grawlOWlonlC. 1668 • SPSSOSWTCADASTGRR.· 178485 29768 117 00 
phagrawFsuc250_dec22, 1387 · SPSSOSWTCAOASTGRR· 178485 549.45 1.07 01 
phagrawFchlfbead_dec23.1393 • ASELGHSLNENVLKPAOEK.- 206527 683.22 1.26 02 
phagrawFsucchl'-dec23.1850 • SVTMOKWKDIELEK - 172299 33689 121 01 
jmbeadsactinrawphag3007. 284 • AGGNAKFR.- 820 92 26043 103 00 
jmfag5mincon300mmnacl.1202 • ASELGHSLNENVLKPAOEK.· 206527 49522 140 0.1 
Jmfag5mlncon2S0mmnacl, 1708 "SPSSOSWTCAOASTGR - 162866 15882 119 00 
phagrawFchHbead_dec:23.1393 - ASElGHSlNENVLKPAOEK." 206527 68322 126 02 
phagrawFsucchlf_dec23. 1850 • SVTMDKWKOIELEK.- 172299 336.89 121 01 

control 

ARG1_MOUSE AOP-ribo.ylation factor GTPa .. activating protein 1 (ADP-riboaylat 533.27 27923732 0 
rawextf_SOObeadigg_Martl4. 1977 • GLGVHLSFVRSVTMDK.- 174706 533 27 147 01 

Fe complex 
Score Accession 

P!E!lide S!!9uence MH. Charge Score XC DeNa eN 
AOP-riboaylation t.ctor GTPa .. activating protein 3; AOP-ribo.ylation 
,mtagSm.nlQg200mmnacl,260 ·.OGVRSVAGK.· 902.03 
jmfag5minlQg200mmnacl.282 -,OGVASVAGK.- 902.03 
JMFAGNACL 10_1821 E3. 398 ",OAOAVDKAK.· 1044.19 
jmlagSminiggl 50mmnacl. 670 ".DE AlNLSGOK.· 1160.26 
JmlaglmnacI7.5m.nigg.1072 -.L TNTSFTEIEK.- 128341 
JMFAGNACL10_2B21E3,1136 -.PNOAKKGlGAK.- 111231 
jmfagSminigg450mmnacl_030527025134, 1366 -.LSVFANGVMTSIODAYGS.- 1946.18 
jmfag5mi",gg200mmnacl.2168 -.LSTSSSISSADlFOEQAK - 1972.10 
jmfreebeadsra'llphagJOO7.2191 -.OSSADPEPAMASTGSSOA - 1952.01 
jmldllS0naclra>Aphag3007.2844·2846 - OTAGNYNLSNVLPNAPOMAQFKQGVA.- 2835.15 
atr~agtUn20actinOPI, 590 -.EKIKTLA TOATA.- 136059 
jmraw.gg5min450mmnacisd, 1 1 26 - NPSWASISYGVFlCIDCSGSHA.- 240068 
jmlag5mlnlrenchlmnac:ldttdpi.1910 - SGISHSVTSDMOTIEOESPTLAK.- 244766 
jmfaQ...20_minfrenchl mnacldttdpi, 1910 " SGISHSVTSDMOTIEOESPTLAK." 2447.66 
jmlgG300ra~hag3007. 2040 - OSSADPEPAMRSTGSSDR.- 1952.01 
jmraw5minigg250mmnaclsyringdnase, 2178 -.HEGGPGOGPSVEGLNTPGKAAPEVSSIIK.- 2815.09 
r8W$UCrip_chlfphagig!LMar04,1482 -.GAPKEESIVSSLRLAYK.-
phagrawFsuc150Aec22,2094 -.YNSAAAOL VA.-
jmfagtimeeon2.5min.446.446.3 ·.QSSROPEPAMRSTGSSOR.· 
jmbeads250rav.f,:lhag3007,174 -.PEYEPIGSTOEAOKKFGNVK.· 
jrntag5rnincont200mmnacl, 71' ·.EOEOLARGAPK.· 
jmfagSmincont400_0305311 51834, 2202 ·.KYOEOPEOSYFSSSSKWSEOSSSR.· 

control 

ADP~bo.ylation factor GTP ... activating protein 3; AOP-ribo.,-Iation 
FPbeads300_0ec19.1534 ·.LERLSTSSSISSAOLFDEOR.-

Fe complex 

P~tide S~uence 
4833420120Rik protein [Mus musculus] or (GEF) 1; R 
jmfag5minigg600mmnacf,174 
jmfag 1 mnaclOminigg, 1614 

jmrawigg5minbeadsyrlngdnase, 1759 

control 

Fc:complex 

Vav2 protein [Mu. mu.culua) tumor virus] sculus] 
phagrawFsuc250_dec22,1809 
JMFAGNACL15B21 E3, 2372 
rawsucrfp_,5Ophagigg_M0J04, 1706 
phagrawFsuc250_dec22,1809 
phagrawFsuc400_dec20.3122 
phagrawFctt~_dec23, 3290 

control 

-.FMSVOR.-

-.ITGEAFVOFASOELAEK.-
-.TEMDWVLKHSGPNSADSANDGFVR.-

Peptide Sequence 

-.MWSYGFYLIHLOGKOGFOFFCKTEDMK.
·.GOVOLCCSRHAGA VT ARR.
·.POMSOVISAVSRLSLHSIAOSKGIR.
·.IKoNSYGFYLlHLOGKOGFOFFCKTEDMK.
-.GOVOLCCSRHAGAVTARR.-
-.LOAVGHYTOVPLOVSGANHQOGLKPVSSFLR.-

184 

1849.12 
1242.37 
195201 
2238.44 
1214.31 
2845.88 

2242.39 

MH. Char~ 

767.92 2 
1869.06 2 
2634.82 3 

MH+ Charge 

3334.88 
1914.21 
2695.14 
3334.88 
1914.21 
3361.80 

10013.42 308410210 
1224.06 1.19 0.1 
977 67 1.47 00 
205.61 1 18 0.0 
90882 169 0.0 
895.06 1.08 02 
16944 095 00 
64S.37 131 0.1 
15223 097 0.1 
30863 1.22 01 
24931 1.68 01 
23987 1.07 0.1 
473.70 1.52 0.1 
167.35 1.05 0.1 
167.35 1.05 0.1 
101.22 0.68 0.1 
175.39 1.34 0.0 
355.15 1.17 01 

1265.11 1.16 03 
446.78 1.35 0.0 
387.48 1.69 0.1 
281.01 088 00 
216.81 1.28 0.0 

300,88 30841021.0 
300.68 1.60 0.0 

Score Accession 
Score XC DeitaCN 

18301.20 20987708.0 
39.02 0.82 0.0 

17625.46 4.58 0.5 
636.72 1.74 0.1 

Score Accession 
Score XC OettaCN 

6016.02 31418561.0 
2413.57 1.90 0.3 

111.31 0.89 0.0 
514.34 2.11 0.0 

2413.57 1.90 0.3 
409.03 1.47 0.0 
154.21 0.91 0.1 

Peplldes 
Se Ions Count 

7 
232 17/48 
429 11/42 
241 17148 
374 519 
234 3/8 
254 15164 
387 11132 
311 114 
185 11/26 
252 417 
326 5118 
124 3/10 
311 114 
185 11/26 

144 3/10 

Peptides 

Se Ions Count 
15 

953 13116 
647 11/16 
177 112 
525 419 
259 215 
163 215 
453 19/68 
93 7/34 

182 5117 
108 4125 
126 9/22 
284 19/84 
115 5/22 
115 5122 
69 7/34 

131 3/18 
263 11/32 

256 419 
328 4117 
196 4119 
311 11/20 
167 9/48 

188 4119 

Peptides 

S~ Ions Count 

43 112 
1495 19132 

280 19192 

Peptides 

Se loos Counl 

251 5126 
121 9134 
243 17196 
251 5126 
270 4117 

90 116 



Fe-complex 
Score A<ce ..... Peplld .. 

P~lkje S~uenc$ MH+ Ch!!!y 9 Score XC DeltaCN Se 1011. Coont 
Vav2 oncog.". (Mu. mUSlCulu.t1 10446.42 66785550 
jmrawt5mlt'lbsar&Etbeads. 968 ·HIKVVEK.· 853.05 2 288.74 086 0.1 284 7112 
JMMAGTubelBI6E3,76 ·.GTFYOGYLCTR.· 1309.48 2 161.32 1.02 0.0 158 7120 
JMMAGNEGB 1603, 240 • TFLKVCHDK • 109131 2 1213.11 1.66 0.2 471 518 
jmtawigg5m1C"l1 mnacl. 777 . RSCCLLEIOETEAK.· 1623.8S 2 411 29 1.09 0.1 283 5113 
ojrawpha9IUn2Odp,' MNaCl, 1028 ·.OOLKEALEAMQOLAMYINEVKR.· 2623.05 3 894.65 1.93 0.1 255 17164 
ojrawphagl MNaCI20, 1060 ·.FAISIKFNDEVK.· 1411.63 3 766.50 1.43 00 528 17144 
jmlagirooch5mllli9g1mnacldtt,2407 ·.CGVGAHKECLEVIPPCKMSSPADVDAPGAGPGPK.· 331985 43J8 0.74 0.1 28 1111 
jmlagt,meoooI10m,n_030601202502.836 ·.VCHDKFGLR.· 1075.27 67134 1.73 0.1 333 31& 
jmbeadsacliorawphag3007, 837 ·.EVIELLFHKMTODPMHNKDIK.· 2554.97 662.38 202 01 201 17180 
jmlagconSmll11000mmnacl_030601180404, 1506 ·.PAEAERFAISIK· 133253 173.53 0.74 0.1 137 7122 
jmbaads45Onaclrawphag3007, 1643 ·.DIKKWSYGFYLIHLQGK.· 2097.45 159.05 1.11 0.0 133 11164 
jmfagSmlOcon300mmnacl. 1664 ·.QDRYLFLFDK.· 1345.53 2 668.62 106 02 306 112 
jmlagSmIflCOl1250mmnaol. 2828 ·.QQTDNLLKSHASGTYLIRER.· 2331.58 2 97.99 1.12 0.0 83 9138 
rawphag2007cMsoi2.814 ·.ERTISR.- 749.80 2 52.87 068 00 78 215 
rawphag2007cMsoil.898 ·.wUDCKVLPPNHR.· 1591.91 3 497.80 102 02 177 11/48 
rawsucr1p_ch~ph.g'9g_Martl4. 2062 ·.VLKYHLLLKELLSHSADR.· 2136.53 3 603.73 1.57 0.1 332 4117 
jlnldladonrawphag3007,2564 ·.PDKANANHHSFQMYTFDK.· 2152.34 3 451.52 1.18 0.1 354 5117 
jmbsaactlnrawphag3007, 2385 ·.GYSYELKEVIELLFHK.· 1969.27 3 340.42 1.41 0.1 139 131S() 
IlilWSUcrlp _chllph09I99_Mar04, 2062 '. VLKYHLLLKELLSHSADR.· 2136.53 3 60373 157 0.1 332 4117 
phagrawFl50_dec:22.2518 ·.FGLRNSELFDPFDLFDVRDFGK.· 2635.91 3 1684.05 1.84 0.3 283 17184 

-Vav2 onc~M [Mu. multCulus] 548.21 6678555.0 13 
FPb_s350_DocI9.871 ·.YHLLLKELLSHSADR.- 179606 25087 1.05 0.1 122 11156 
rawoJ<lr_BOOb __ MaI04, 1228 ·.DGVLLCOLLHNLSPGSIDLKDINFR.· 2782.21 297.34 1.56 0.0 174 17196 

Fc complex 
Score AccesSlOfl Pepl.des 

P!!2tid8 S69u_ 9 MH+ Charge Score XC DeilaCN S~ Ions Count 
V.v 3 oncogene (Mus musculusl 5071.99 30931094.0 4 
ajrawphagacton20.1214 -.TKESGEYAISIK.- 1328.49 2 204.15 1.10 0.1 134 4111 4 
jmlagcon5min 1 OOOmmnacC030601180404, 235 ·.GDNYEMK.- 856.92 2 68.52 0.78 0.0 87 5112 3 
jmfag5mincont200mmnacl,514 -.sCCLAEIRQTEEK.· 1510.72 3 580.22 1.52 0.1 322 5116 3 
jmlaglmnacl5mincon, 1128 -.OMRELSlLK.- 1105.33 1 306.47 1.13 0.0 247 7116 2 
jmfagconl5minbead, 1664 -.IIGWFPSTYVEEDE.- 1556.63 3 711.36 1.35 0.1 321 17/48 2 
jmfag5mincont350, 1112 -.EIKQFQLSIENLNQPVLlFGR.· 2487.88 3 673.23 1.66 0.0 381 114 3 
jmbeads600naclrawphaga3007,1716 -. TPIALATGIRPFPTEESINDEDIYK.- 2792.09- 3 703. to 1.52 0.2 225 11148 3 
AJRAWSoIuleConlr.jun.,3, 1742 -.WLEQFEMALSNIRPDYAOSNFHDFK.- 3075.36 2 61.65 0.87 0.0 69 116 3 
phagrawfsucchllbaa,Cdac23, 1196 -.ESGEYAISIKYNNEAKHIK.· 2195.42 3 306.58 1.22 0.1 208 219 4 
phagrawFchllbead_dec23, 1719 -,DOONLYQVFINYK.- 1660.81 2 339.42 1.14 0.1 179 113 3 
jmld1400nacJrawphag3007 _030802153313, 1568 -.VCQMlLRGTFYQGYlCFKCGAK.- 2531.08 3 673.59 1.56 0.1 210 5/28 3 
jmldl150naclrawphag3007, 1992 -. YDFCARDMRElSlLK.- 1861.18 2 144.58 1.02 0.1 91 217 2 
jmrawSminbSabaadS, 1460 -.YNNEAK.· 138.77 1 299.12 0.93 0.1 184 112 4 

control 

Vav 3 oncogene (Mus musculusl 99S.83 30931094.0 25 
ra...,l<tr_80MeOHbaadlgg_Mar04,730 ·.QVOPGLPKMQVIR.· 1481.79 3 335,73 1,61 0.0 202 7124 4 
ra...,><tU!50baad_Mar04,1818 ·.KSElFEAFOLFDVROFGK.· 2164040 3 268.15 lAO 0.0 180 1134 3 
ra...,><tr _150be.,CMar04, 2345 -.YNNEAKHIKllTR.- 1600.85 2 391.95 1.24 0.1 222 5112 4 

185 



APPENDIX F - G-PROTEIN SUMMATION OF IONS 

The summation of peptides from G-proteins found to be associated with Fe receptor-mediated 
phagocytosis in macrophage cells. 

Fec<smpiu 
~-oH' Ar,:~ Peplldes 

?~tld9 Seqi..a~O& MI-j, C!';~. SCONi xc !fl]ltaCN Se loos Covnt 
G prot.~uplttd rectptor. family C • .group 2, m.m.r A (Mu. muuutU6J 
JrntagSrmn!ggbead.909 
jtnf495."tm·H9~3O('}mml'itl¢l, 1222 
jmfagSmlnlggJOOmmna<::!, 1842 
iilrilwphag 1 MNaCI20. '1! ti 
jmI9g6OOrawphag93007, 151:2 
jt'I'HagStrlll'lff'iiW'I¢h1mnaeldtidpl. 1552 
Im11i1g ,2\1 _mlMtrench t mnac!dttdpi, 1 SS2 
jm5mlmggrQwh::I'I'II!lf'I!O, 1610 
jmId145()nllelf.wphag3007, 1442 • VlWFSSGPDLEPliKE'VRA 
phag-rawFs!.lC200_dec22, ~3' t ·.EVPFSNCSRDCQAG TRK.· 

Cont~ 

t'l ~.I.o-CQu~" r.c.ptor. famity C. group 2. m.mMr A [Mu. mu-.cululJ 
I'PblOldS150_Dec19.1349 • V'fl1LFKPSR .• 
f.~_450bMdlQg_Mart)4, 13$6 • LFiNECl~ILWSGFSREVPFSNCSR· 

'00 __ "". 

G 1K~ph.d r.c.pfOf. fa-mlly C. trc:Mlp 2. lMmb9r A. .... atM .... 
JMMAGNEGS1&03.934 • NILYHAFNWHTGKIK· 
JMFAGNACllSB21 E3, l418 
rftPt!492'OO7e~1. 2056-
jO\1'91Im.,,,,,12 Smin 21 lUI 123 -.YPEOAVLPKFWHLFFKCSFSK .• 
AJRAWSOMeConttJUf"l&t3,944 
jm_~3007.2432 

pIlagrawF3S'U,"c211.766 
_rflU'l)Op~Ma1()4. 1572 

.-... 
G ~piN tM4tptOf'. family C. gtOlJl)~. m.mHr A. f'IIiat.o sequt 
'~_~_MIIf"04, 1408 
rlW&lCk_~_Mar04. 1732 
F~100_0a:'9, 1551 
flM9l(tr_ 4S~I99-M8IQ4. 2618 

Fe compllll< 

G protein pathway SUpptMSOt 2 [Mus musculus] 
jmbsa15Onaclrawphag3007. 350 
rawsucrfp3hllphagigg-'~ar04. 562 
jmfag5minigg200mmnad. 11$4 

control 

Fe complex 

·.CPESHYANSE1(SHCLQK.· 
·.WSWVClLIIPODHRGTQILSDLR.· 

·.LQEKLSALQEEK.· 
·.MPALLERPK. -
·.HQLFLQLKKVlHEEEK.-

1416.60 
1055.32 
2020.36 

Paplid. Sequence MH-t. 
Q "",,,",,,,,oupled _tor 4 [Mua mU1lCulusj 
jInr1JwIqg5miniggfreebead. 2072 
JMMAGTube1816E3.1936 
jmlagSmr.:oot2OOmmnad. 2386 

·JKRLALSLIAIVLVCFAPYHlIllLSR.· 
·.STTGKSSGAVWAVPPTAQaOOVi"lK.· 
-.RSTTGKSSGAVWAVPPTAOOOOVPlK.· 

2895.63 
2483.76 
2639.95 

186 

193942 
151la, 

2129 49 
1220 19 
1009.14 
179194 
1791 94 
103!1>,S, 
236182 
189910 

1238.53 
2188.18 

2689.11 
2655.01 
2132.4' 
1504.76 
160978 
1616.89 

1962.16 2 
2578.91 3 
1820.04 2 
2705.10 2 

2 1148.66 
3 190.35 
3 1697.85 

C~ame Score 

3 3964.05 
3 255.12 
3 107.21 

128048 
11068 
3Sao-1 
266.00 
131.17 
262.6' 
262~5' 
12188 
67822 
42')57 

39482 
45129 

117 35 
50& )1 
642.32 
79990 
432.55 
'91.32 

17209 
939,t5 
33869 
47.91 

2.00 
1.00 
2.19 

5<;", .. 

XC 

38i2.aa 20892429>0 ,., 02 
087 01 
137 O~ 1 
113 00 
017 00 
liO 01 
1 iO 0' 
090 01 
13' 0.1 
0.95 02 

an.n 208924290 
1.2' 0.0 
191 0.1 

148 0.1 
116 00 
1.59 01 
1.36 02 
1,57 01 
126 00 
120 01 

1497.84 38086651 0 
0.96 
2.31 
123 
0.67 

0.0 
0.1 
0.1 

AccessIoo 
Delta eN 

00 
01 
0.1 
0.0 

566 
142 
712 

4926.31 2$316758.0 
52 

2.21 0.3 689 
1.23 a.o 198 
1.51 G.1 339 

573 
41 

212 
:>33 
170 
120 
120 
;;S 

475 
11$ 

" 3()3 

195 

241 
231 
419 
331 
112 

111 
263 
189 
sa 

13122 
5116 
7120 

21168 
11:/ 
4111 

t3t44 
112 
.13' 
9r34 
9/16 

". 11. 

1/2 
4il'3 

9140 
7/34 
113 
1124 
1/3 

11/:).2 

11i84 
113 
7148 

P",,-
Ions 

2 
114 
31111 

19/100 

2 
2 
2 

Counl 

a 
(\ 

~ 
5 
5 
~ 



Fccompte. 

ntgulator 01 ~rot.in signaling 1\) int«ac:ting proC-in 3; PDZ-domain 
jmtagtlm9COO1.5rrlln 997 897 3 

AJRAWpedell_cootrjunI3,618 

P~tide~uMce-

·,RAFDMIGORSA.· 
• RAFDMIGOR.' 

jrnbaads350rawpI1ag:JOO72nd, 2233 . ElYAKIAEAFGIAPTEllFCTlNSHK· 
lf1l'agl .... "oott OmlO_ 03<l6O '202502, 3028 ·.LVFRTOlAHGSPTGAIEGFTNVA.· 

.... troI 

Fc.omplex 

PeQtlde S~uence MH+ 
G prolein-coupl8d receptor 22 [Mus musculus] 
jmfagfrench20m.n'9g 1 mnacldtl, 486 ·.lGTRFSTGOK.· 1095.24 
jmra'Mgg5mln350mmnaclsyringednas&, 885 ·.VTYEDSEIR,· 1112.17 
jm5mimggrawloWlorloc, 1354 • JG TRFSTGOK.· 1095.24 
jmlagfrench5mimgg 1 mnacldrt. 2737 ·.LRlCFl VMAYGmFHPlL YAFTRQK.· 3104.77 
jmraooasSm,n 1 mnacl, 1020 ·JLOAlNIA.· 941.15 
jmfagfrench20m'ntggl mnacldtt. 486 ·JGTRFSTGOK.· 1095.24 
jmfag5mintgg2OOmmnacl. 494 ·.PANRIL TMGA.· 1129.36 
jmr ... gg5mtn350mmnaclsyringednase. 885 -.VTYEDSEIR.· 11 '2.17 
jm5minlggrawloWlOOic, ,364 ·.IGTRFSTGOK.· 1095.24 
jmfagfrench5minigglmnacldtt.2737 ·.LRLCFLVMA YGmFHPll YAFTROK.· 3104.77 

control 

Peolide SOOlJence 
G protein-eouptltd nceptOl' 31~IiQ 1: G pt'Ot.irH::ouphHJ NC~ 314k 
jrntagSmll"lOO'l45Ommnacl. 756 ·.VRGPPQRK.· 
,nlaqcMSmnnSOOmmnacl,931 
Jmb&ed43S0ra~72:nd, 1108 
jmlagtlmecontOmn_03Q&l1230741 ,2160 
rawsucrfp_25Ophag'99_Mart>4, 826 
Jmrawl99SmnbeadstrMl9tNw. 602 
JrnIa95mirIl9g45ommnacl_030S27<l2S13.t, 1~ 

Fe complex 

-.QltDLLGUNQFSTFFK.-
• PRESPPLlPLG"TPC.-
• PLOOAFLOCCCCCCCEECGGASOSSATVSADSK· 
·OTlOLlGUNOFSTFFK.· 
- O:ltOllGtINOFSTFFK.~ 
• QTUl1.LGl.INQFSTFFK.-

MH+ Chame 

1331.54 
1094.27 
2881.34 
2557.00 

Charge Score 

3 388.11 
2 445.55 
3 133.57 
2 497.46 
3 673.26 
3 388.11 
2 86.86 
2 445.55 
3 133.57 
2 497.48 

MH. Charoe 

66104 
1986.30 
1477.7& 
3265.67 
198630 
198630 
1986.30 

Scor. Aeces""" Pop-
s,,"'" XC Della eN s~ Ion. Coonl 

3260.68 22507363.0 
20918 1.30 0.1 132 319 
203.75 1.02 0.0 177 7/18 

1051.07 188 02 274 115 
1700.68 1.52 0.3 178 2111 

Score Accession Peptldes 
XC DellaCN Sp Ions Count 

3689.49 30424810.0 
1.37 0.1 145 11/36 
1.02 0.1 341 9/16 
1.18 0,0 93 5118 
1.00 0.2 101 4125 1 
1.54 0.2 156 9/28 1 
1.37 0.1 145 11/36 1 
0.87 0.0 94 71,8 2 
1.02 0.1 341 9/,6 
1.18 0,0 93 5/18 
1.00 0.2 101 4125 

S"". 4ce....., PeptldM 
S<or. XC OeltaCN Sp Ions COunt 

3891.75 307942420 7 
261.38 oae 0.1 254 
46.2.6.1 1.20 0.1 306 
299.11 1.02 00 293 

89.16- 069 QO .. 
lesS.56 2.19 02 247 
53U6 142 0.1 m 
3855e 136 0.0 2711 114 

Score Accession Peptides 
Peetide Seguence MH+ Charge Score XC DeltaCN §12 Ions Count 

G protei1H:oupled racaplor 39 [M .. muaculus] 2890_26 21492622,0 2 
rawphag2007chfbaad3. 553 ·.RIMAMKPK.· 986.26 2 580.73 1.35 0.0 425 518 
jmag5mincCI1500mmnaci. 880 -.PQPLSPESPQTGSETK· 1683.80 3 527.13 1.26 0.1 381 19160 
jmlagtimscCl110min.898 ·.PQPLSPESPQTGSETK· 1683.80 3 1782.40 2.07 0.1 790 7120 

control 

G prolei1H:oupled racaplor 39 [M .. musculus] 720.13 21492622.0 2 
jmbsa25Onacirawphag3007. 901 -,DSTSSARSPLIFLASR.· 1708,90 2 720.13 1.08 0.2 265 113 

Fc complex 
Score AccIlSSiM P9j)!1des 

P.~tid. S"'luence MH+ Ch~e Score XC DelIaCN S~ Ions Count 

G prQtein-coupiedreceplor 124 (Mul musculusl 3164.66 16905079.0 HI 
phagrawFsuc'OOO_dec23.1517 -.APPPPCKL TNLOVAOSQVCEASVAAR,- 2680.10 3 154.07 1.05 0.0 143 7159 

phagrawFsuc600_dec20. 1764 ·.DNlKGSGSALERESK.· 1591.71 2: 202.25 1.03 0.1 148 217 
imrawlgg5m,nbeadsfreezethaw. 214 ·.VTNNRGDFA,· 1079.15 3 596,96 1.51 0.1 349 3/8 
jrnfawlgg5min300mmnaclsyringednase. 677 ·'sHVAONPKOONRISLEPGEELR.· 2460,69 3 239,69 1.49 0.0 152 5/28 

imrawSminiggl000mmsd.726·728 ·.AGETGGKSR. • 862.91 2: 109.89 1.31 0.0 76 7116 
ajra"llhagacIin20,1248·1250 -.DNLKGSGSAlEA.- 1247,34 2: 723.00 1.56 0.2 132 1/2 

imigg600ra"llhage3007. ,516 ·JSLEPGEELRGSTRLA.- 1814.04 2 399.45 1.10 0.1 230 113 
imlggactlnrawpnag3007. 1788 ·,GDGEPEPTGSRGSLAPA.· 1683,76 3 562,60 1.58 0_1 291 9132 
jmlagcor115minbead. 3368 -JGGAALSPHAQHISVNSA.· 1816,02 2: 176.73 0.96 0.1 141 4117 

control 

G protein-coullled receptor 124 [Mul mU1ICuluIl 1151.,. 16905079.0 17 

FPbeads40(UJecI9.1456 "YEDASVTGAEAIAGGSMKmLWK.- 2343.60 2 399,20 0,99 02 87 114 
rawe><tr_actinbeadi\lll-Mar04. 1851 ·.CSGERPKGLSGGAHNPAR.- 1794.96 2 332.92 1,07 0.1 212 5117 

rawe><tr ,.250b"",CMar04. 1860 ·.SNVISTVQPGAFLGLGELKRLDLSNNR,- 2900,28 3 424.05 1.80 0.1 176 1~104 
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Fecomple¥ 
Score AcceSSion Peptldes 

PeQtide S29uence MH+ Charge Score XC D.~a CN S~ Ions Coon! 
G protein-eoupled receptOf 128 [Mus musculus] 5606.10 27370236.0 
aJrav.med.apbsoocells, 956 -.PMPSITPlK.- 984.24 2 290.24 0.91 0.0 304 112 
rawsucrfp.250phag'gg.M.11l4,1048-1050 -.lRVRMYNMLR.- 1352.70 2 459.62 1.46 0.0 306 519 
,awsucrfp.SOOphaglgg.MaI1l4,2664 -.QMENYSYSQGDQTVVEPNIAIQSVTR.- 2959.20 2 128.15 1.07 0.1 75 4125 
JMFAGNACL15821E3,558 ·.VLWKNNQNLTS1K- 1546.75 3 585.71 1.36 0.0 425 1/3 

ajra~hagacbn20, 1368 ·.VFQSEASKllKSLSSSFDR- 2130.39 3 1023.68 1.58 0.2 245 19(72 
8jra~hag 1 MNaC120, 1476-1478 -.NNQNl TSTKKVSSLK.· 1662.87 2 395.95 1.27 0.1 148 9128 
aj'.~hagiun20dp.l MNaCI, 1594-1596 -.VlWKNNQNLTSTKK.· 1674.93 3 462.69 1.72 0.1 104 5126 
Jmiag5mlmygbea<L 030528200105, 308 '. TKVFQSEASKllK.- 1479.75 3 973.11 1.62 0.0 583 17/48 
JMFAGNACL15B21 E3, 558 ·.VLWKNNQNlTSTK.- 1546.75 3 585.71 1.36 0.0 425 1/3 
r.~hag2007chlbe.d3, 2099 -. TAlA TVSQILDASEDVFQKAAEMDNSK.- 2884.17 3 107.Q1 1.35 0.0 75 2/13 
jmfag5mlflCOO!150mmnacl, 1113 -.LCNVSEFGNfElQNVTK.· 1909.15 3 574.25 1.24 0.0 464 17/64 

control 

G p,olein-coupled receptor 128 {Mus musculus' 371.76 27370236.0 6 
,awextc350beedigg2_M.r()4, 1848 -.slPSLNERFRlLEPSGMTEETSLS.- 2695.00 3 371.76 1.70 0.0 212 17192 

Fe comptew: 
Score Accession Paptides 

P!!I!tide S"'lue""" MH+ Charge Score XC Delt. CN S2 loos Counl 
G protein-couplod _"pIO, 135 [Mus musculus] 3459.07 32306524.0 3 
phagrawFsucchl1bead.dec23. 2772 -.LGACSRMPSSNPASGSGGEVVMWAR.- 2506.84 3 863.35 1.41 0.2 162 5/32 
jrntag5mlncoot350, 204 -. VLRFFSEVR.- 1153.36 3 850.43 2.05 0.0 414 7/16 
)Il1fag 1 mnacl5mlncon, 1322 -.TRNMDAFlPSOOlGFQAR.- 2010.27 3 998.95 1.78 0.1 527 11134 
jrnfag5mirn:on300mmnacl, 2270 -.LGACSRMPSSNPASGSGGEVVMWAR.- 2508.84 3 746.34 1.16 0.1 468 23196 

controJ 

Fccompt_' 
$00<_ AccesSlOn Peptid&s 

P~tide §!guaneo MH. Charge Soore XC O&ltaCN 5e ",ns Coo'" 
Q f)fotein-.coupktd receptor 158: GA8AB-relat.<t G-proteln coupled 1Kept 666<4.11 402&4201,0 2 
jtnI1lWf5rr'1tnbsaf'Mlbtrads,858 -.PVVNFKOOLK." 1175.36 128.99 o 8S 0.0 147 SI.6 
}MfagtrmtlC:On7.5mm.42S 4283 + P\lVNFKDOLK.- 1175.36 :255.20 1.31 0.0 201 1/3 
jmtag1 mnae!5m.neon, 816 -.DEKSCMERlL TEK.· 1582,83 779.10 1.71 0.2 194 SI'6 
)mfag5mmc()l'lI150mmnacl. 1747 + SCMERLlTEKNA\llESLQEOVSNAK.~ 2822.2. 70749 1811 0.1 265 11/48 
a,rawmedl~, 1034-1036 -.QWI(AFEGENOTMR· 1625]9 174.44 1 •• 0.0 12. 113 
jmrnwSminb&abOds. " 30 ·.PWNFKOOLK· 1115.36 36460 103 0.1 3()4 7/1$ 
jmra\J\C)saSmtmowonlC,1196 • PVVNFKOOLK· 1175.36 4HU~4 1.12 0.1 334 SI'2 
phagrl!l'llf700_Dec23. 1496 -.QYCOHlDTGCNOK ~ 1525.65 67,20 O.eo 0.1 67 512' 
phaqrawFchICdec23,2OO0 • LL TEKNAVIESLOEQVSNAK· 2215.49 210]$ 117 0.0 178 ""9 
JMFAGNACL'O_tB21E3,320 • QSf'EGLPl( • 855.96 836.01 1.31 0.1 55. 11114 
jmf,agSminigg600mmnacl. 610 • LOI-iNNARSK,w 1055,13 58028 1.23 0.0 461 SIS 
jmlgG 1 SOrawphag3007. 12$2 • PSPLSEPRAK.- 1Hi134 503,47 1.02 02 140 419 
jmlggacliOl'aWphaq3001. t652 ·lL TEKNAV1ESLQEQVSNAK· 2215.49 64821 • 69 O • 307 Ii' 
JMMAGTtlbelB15E3,4t2 ·.P~FKODlK· 1175.36 4$1.68 1.62 0.0 27' 1/18 
JMMAGTub.l 916£3,426 • PWNFKOOlK.- 117$36 50791 1.58 0.1 280 13136 

co""", 

G prot.tn-eoupted t~ 158; GABAEk.I.ted Q..ptot.in coupled ~ept 33.35 40254201.0 
taWeXlr_300beadI99_Mat4,2E!S4 ·.MEPE'NCSE~COSFPGQELORRPlHOLCK.- 3410.83 33.35 0.63 0.0 28 118 

Fe-complex 
Score Ace_lOll Peplides 

P~tfde S~uence MH+ CharS,j9 Score XC Delt.eN Sf:! Ions Count 
tr.acle (Mus musculusJ mmbotropic 6; G protein--co 5115.74 2145149.0 31 
jmraWSmimggSOOmmnaclsd.2oo -.ANPPPTK.- 724.83 2 373.17 1.03 0.1 190 7112 4 
jm,."';gg5minI50mmn .. I,322 -.EKPOOELLGIK.- 1199.38 3 998.86 1.45 0.0 690 1/2 3 
jmlag~ench2Ominigg 1 mnacldtt, 499 -.KEDVSESSSAELDSDGPGSPAK.- 2193.22 3 841.21 1.71 0.1 212 3114 4 
ajr'''4'hagactin20, 598 -.TPPASASGK.- 815.90 2 228.20 0.91 0.0 239 112 4 
jmlag1ren<h20minl991 mnacidtt, 1 142-1144 -.OPPARTAPGPTKlGNVAPTPAK.- 2157.46 3 545.46 1.84 0.1 182 19/84 4 
ajra"4'haglMNeCI20, 1756 -.QKSI(SOHAAOTALPK.- 1610.80 2 133.92 0.87 0.1 113 5/14 3 
jm,a>l6minigg8OOmmnaclsd, 1780 ·.EDIISESSSAELDSOOPGSPAK.- 2065.05 3 1146.89 1.99 0.2 284 3110 
ajra~.g .. tin20,1844 -.A TPRPTPIINSA T AALPSKVK.- 2007,:)2 3 183.52 0.90 0.0 198 7/36 
jrnr."';gg5min350mmnaclsyringednase,2527-2529 -.GAHPGTPGKTGSSATOAQPGK.- 1936.08 3 260.05 1.29 0.0 199 115 
jm"""",inigg200mmnadsynngdnas. 2786 -.GKPPVPNSTVSAR.- 1310.49 2 353.80 1.37 0.1 176 1/3 
jmrawm'linigg2oommnadsyringdn •• , 2790 -.GKPPVPNSTVSAR.- 1310.49 2 250.65 1.34 0.1 161 113 

control 
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Fe comp'e. 
Score AccessIon Paplldes 

P~!lde S!9uence MH+ Charge Score XC OeltaCN S~ Ions Count 
simil., to MrgM AF-amide G ptotein-eouplect receptor [Mus museulus) 7951.84 38086685 0 I. 
jmfagSrntnlgg400mmnacl.570 - ESDVDTASSPSSR.- 133832 997.45 2.28 00 435 5112 
jmfag5rntnlgg400mmnacl. 1482 -.lVLYITGLSMLSAISTER.- 195629 36.48 0.73 00 48 3117 
JMMAGNEGB16D3.1590 -.QLALENTNSACAPALAGK - 194322 666.65 1 . .32 0.2 184 913' 
JMFAGNACLSB21 E3. 2514 - LAFPVLTQAQAHQAATGHDDPPTGSSEK.- 2876.09 490.67 1.34 0.1 276 5127 
Jmfag1 mnacI7.5mmlgg. 2516 -.lVL YITGLSMLSAISTEACLSVLCPIWYA.- 3290.95 106.75 0.78 0.0 134 9/56 
JmraWlgg5mln3S0mmnaclsynng9dnase. 1901 -.FLLPFFFPLA TLLACIDSSAKPLL VYMKGR.- 3438.19 51.11 0.86 0.0 59 7/58 
ajrawphagJun20ac1tnDPI. 292 - TI<GLOINGMIK.- 119044 900.02 1.66 0.0 530 215 
jmfag5mlnlgg400mmnacl. 570 -.ESDVDTASSPSSR.- 133832 997.45 2.28 0.0 435 5112 
jmraWiggSmlnbeadsfreezethaw.826 - KAATAQPPVR.- 112432 490.07 1.28 0.0 380 11/18 
jmlggactlnrawphagJ007. 892 - ESDVDTAS5P5SR.- 13.3832 1103.20 1.59 0.1 649 318 
jmlgG400rawphag3007. 1196 - VEMSRSSFR - 109925 1495.84 1.36 03 225 112 
jmlag5mlnconl150mmnacl. 157 - E5DVDTAS5P5SR- 133832 616.15 1.77 01 29S 5118 

control 

similer to MrgG G protein-eoupled receptor (Mus museulus] 1549.78 38088301.0 
rawext,_400bead_Mar04.721 -.FCKLAOC5GILLFFCR - 1850.31 98644 169 0.0 576 11/30 
rawextr_250bead_Mar04.864 -.FCKLAOC5GILLFFCR- 1850.31 563.34 159 0.0 329 19160 

Fc com pie. 
Scor. Accession Paptides 

Pa~tid9 S~u9nce MH+ Cha!!j9 Score XC DeilaCN S~ Ions Coonl 
a protein-coupled receptor kin ... 5 (Mua musculua] 6053_52 3005012.0 12 
jmfaglmnad7.5mimgg.378 -.GKEIMTKYL WK.- 1409.72 1131.62 1.64 0.1 525 19144 
AJRAWActinlgGjune13. 1316 -.GKEIMTKYL WK.- 1409.72 185.96 1.22 0.1 104 3111 
;nrawigg5mlnbeadsyringdnase.1481-1483 -.QRLGCQEEGAAEVK.- 1518.68 303.02 1.36 0.0 215 9/26 
jmfagSmlnlggSOOmmnacl,1636 -.RLEAGMLDPPFVPDPRAVYCK.- 2375.80 861.73 1.47 0.2 275 17/80 
jmfag5minigg400mmnacl. 1638 -.SOPPEPPKKGlFHR.- 1618.87 n3.66 1.33 0.0 562 9/26 
",ldll000naclrawphag3007.1352 -.ALFYMEILCGLEDLHRENTVYR.- 2698.05 500.07 1.37 0.1 167 7/44 
phagra'NFSOO_dec20, 1620 -.GESMAlNEKOILEKVNSOFVVNLAYAYETK.- 3418.86 946.31 1.57 0.2 286 11/58 
rawsucrtp_2SOphagigg_Mar04,1818*1820 -.GESMAlNEKOILEKVNSOFVVNLAYAYETK.- 3418.86 942.56 2.19 0.1 405 21/116 
phagra'NFsuC400_dec20,2654 -.GDPFHEYLDSMYFDRFLOWK.- 2595.87 408.58 1.82 0.1 186 15176 

control 

a protein-coupled receptor kina .. 5 [Mua musculus) 1597.12 3005012.0 
FPbeadsl000_DecI9,2074 -.ORLGCOEEGAAEVK.- 1518.68 129.33 1.23 0.0 105 7/26 
raweXlr_900beadigg_Mar04,2162-2164 -.LLOSPCK.- 768.98 61.72 0.64 0.0 88 113 
raweXlr_250beadigg_MaI04,2086 -.DLKPENILLDDYGHIR.- 1912.14 188.44 1.36 0.1 84 7/30 
jmbsaactinra'Nphag3007. 740 -.LGCOEEGAAEVK.- 1234.36 202.89 1.17 0.0 153 15/44 
jmraWSminbsabeads.2514-2516 -.GESMALNEKOILEKVNSOFVVNLAYAYETK.- 341886 57827 2.15 0.0 260 19/116 
jmbsa300naclra~ag3007, 1164 -.ENTVYRDLKPENILLDDYGHIR.- 2674.95 436.46 1.73 0.1 204 3114 

fc comple. 
Scor. AccesSIOn Peptides 

P!!!:tide S~uenca MH+ Charge Scor. XC Detta CN S~ Ions Count 
G protein-coupled receptor kine. 2. groucho gene relat.d; G proteln-eo 2869.31 9506749.0 
jmfag5mlmgg400mmnacl. 332 - OFCDTKPDLK.- 1195.37 39630 1 19 0.0 331 7/18 
jmagSmmcon500mmnacl. 2176 ·.EFGLAIFSRFFK.- 1462.72 82929 1.19 0.2 427 112 
jmlag5minlgg350mmnacl.2247 - YLSETPFEEYQESTYFNRFLQWK.- 3007.26 9003 0.92 0.0 93 7/44 
jmldI250naclra~hag3007, 1338 ·.QNSPSQNVFEECAGIVCK.- 1954.18 75408 1.50 0.1 350 19/68 
phagrawFSUC4oo_dec20, 2014 -.NETEEYSEAFSEOAK.- 1834.83 79782 1.14 0.2 181 9128 

control 

Fccomple. 
Scor. Accession Paplides 

P~lide S~uenc9 MH+ Cha~e Scor. XC DeltaCN S~ Ions Count 
G proteln-couplecl receptor kin ... int .... ctor 2: ARF aTPa. ectiv.tlng 5381_83 34447227.0 26 
ajrawphagjun20aclinDPI. 304 -.DTASHSSlKRR.- 1258.37 367.89 1.19 0.0 308 13140 

JMFAGNACl5B21 E3.662~64 -.lQPFPTHASR.- 1154.30 425.12 1.80 0.0 232 112 

jm5miniggrawlowionic, 926 -.EDDSVTAKDlSK.- 1308.38 381.00 1.14 0.1 266 7122 

jmIgG500rawphag3007.1251-1253 -.LOPFPTHASR.- 1154.30 392.63 1.44 0.0 271 5/9 

jmIgG35Onaclrawphag3007. 2533 -.SDTVRTSlRll TSSAYR.- 1927.15 287.39 1.08 0.0 255 5116 

AJRAWSoIuteContrjune13.396*398 -.LOPFPTHASR.- 1154.30 450.20 1.77 0.0 254 519 
AJRAWpoft.lI_conlrjunI3.455 -.TRlQPFPTHASRlEK_- 1782.04 417.67 1.01 0.0 410 17/56 

jmlagconISminboad.II68-1170 -.LQPFPTHASR.- 1154.30 579.15 1.48 0.1 366 519 
rawphag2Q07chlsol2.1274-1276 -.lOPFPTHASR.- 1154.30 669.33 1.56 0.1 356 11118 

jmldlboadschHrawphagJOO7.1290-1292 -.lOPFPTHASR.- 1154.30 490.84 1.60 0.0 286 112 

ajrawmediapbsnocells, 590 -.lOPFPTHASR.- 1154.30 546.73 1.58 0.0 342 519 

phagrawFsuc200_dec22.885-887 -.lQPFPTHASR.- 1154.30 373.88 1.46 0.0 258 112 

control 

a protein-coupled receptor klnase-lnt •• ctor 2; ARF aTP ... .cttvaling 854_58 34447227.0 

ra .... xtr_700boad_MaI04.651~53 -.lOPFPTHASR.- 1154.30 551.11 1.56 0.1 276 112 

FPb0ads350_DecI9.2647 -.AKYOMLAFVHRlPCR.- 1834.25 103.47 0.73 0.0 141 2f7 
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RGd"""OOS£~torof~~ t.(.RG5.t4}'RAP1IRAP2i~ti"9' 
r~OOJ;}«;19. 136 
I1'Ay.xtClilCtv'IbM(I~ .. Mat04. 10il 
~f.J~ Mv04,1239 
FPb •• !oOO_d«::l9.2n2 

• PKHLG\lPNGAMVLAVSQGELTSTAGSQAQGEGR.· 
• KSiLGSGESESESRPGK . 
• OSHlPPSSSSLl VEOASSSTGNR. 
·lKPG"SLPl()\IEELGQLPLAEGPCQR.· 
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APPENDIX G - TYROSINE PHOSPHATASE SUMMATION OF IONS 

The summation of peptides from Tyrosine Phosphatases found to be associated with Fc receptor
mediated phagocytosis in macrophage cells. 

profiMn tyraiM P~_. no&ffllet:9fOt tvp* 3 tMu. mt.ltw::u.lu-1 
JMMAGTub.'816E3,270 
jrnfagSmlfUggblJ:&::L 1773 
imntWtggSrrnn'9~ad, 3052 
jmfag$I"" ... mgg600mmnad, 84Q 
jmfag&~igg250mm"ad, 1 t 12 
jn»gG150r~ag3007. 1162 
~lfRggiowlooc, 1283. 
RawP~OOltkElhmMh$dfg"t H)22'·100;4 
p"t.Ja9-rawFlVCChlfbM(LdeeZ3, l424 
imldliOOOtLaClnl'WOhag,3007,13M 
jrmagltm8COO7.Sr;'I.m.ltfJ4, 1104 2 
jmtag5Il"ncooUsomm,)aS,1511 

pt ..... ty_.,.ph~._jll<>ttvlH3(\1 ... _ulu·1 
tawexlCactinbe.&(CMM)4,1 \12:-11 14 
taMX1f_acrinbNd~Ma()4, U17 
_CSOOb .. d_MM)4,\336,'336 
taw$xtf_$OOboa~MW4, lQ70 

F4complu 

• 'VAVRSSOPVAISAESR· 
• SSSSVSPSSNAPGSCSPOOVOORFLEDYHK.· 
• EYFGlOHGDDPVDSPGKPNlFLK.· 
• lPQNLDKNR ~ 
·.INNTRTSElPK • 
·.ESHSR€LALVlRR .• 
• PNv-'.-'(]'fNGGFPCTlHFR.-
• K~KGEYAi.,4SUlR-. ~ 
E¥UVA.~NMlNYRSCKNlWK.· 
EHIVA.~Y.LN¥R -

· GEYAlASLGR-
• f:"Gf:NLl{GGVOOK,· 

- KPGlAVSFAKiPCNLOK
·.EKTRSEV1CS1R -
·.EKTRSEV>C$lR.
-.OORAMMVQi$SOV::o(P..lCEAlLFl7 

P!2tide S!!j1Htf'1C& 
ptOIoIt> ty"""" pIIoophol6 ... ".",.,..,.ptor type.; .. 1111_ ptot 
• jrawphaga",in20, 874 o,A/CEAllK," 
Im~(fHru99150MIY"'!llct, 1124 ·.PNAWQWEE1(· 
jmfagSmfrugg:l50mmneei. 1479 ·.STPNGGIPHIlNL IIL'K.· 
1m1~d120mlnigg!mnaeldt1, 1848 • [)RQHTEWCNILLLONlVQAFfWNK -
ImlgG4oora"Phag3007,1982-1984 ·Hl.OLTER.· 
jmfagSmln<gg600mmMd,2828 ·.DROHI'EWCNILlLONlVOAFRVNK -
Jmfag1mnaclSminlg{J.30S6 '. TGVUTMETAMCLIECNOPIIVPLOIIIR.· 
jml<"OCMmwphag3007, 193. ·.lNEGODWlINGR.· 
imrawSmmb$il~$. 'l)54~t9S43 ·.SPPGTPNHR .• 
JmrawbasSmin1mnacl,2OO2 ·,SPP(!TPNHFI,· 
jm""_wphag3007. 1303·1 !lO5 ·.HLOLTER.· 
pilagl'llod'l50_doe.2l!.I098 ·.MKPOENGR.· 

-ptOI""'ly_~_torly",,'; ___ "'ot 

rawextrJ~OObMd_MaI'O', t344 -.DVF(!LQLADOSTllNPAWLOPNK.· 
t8W1ixtr_200beadi9Q_MaI04. 1495 ·OFWQMfWEOOSSMWMLTTOVER,· 

keompl.x 

.............. _p/loopII."' ... ....,.. ... jll<>ttypa.: PESrd<>m., __ 
jmrawlSmtnbW_,2004 - N?PSAWNM.~ 
Jmfag5m"iggbtad,1291 ''-SAW'''''.· 
jrnlagSmfllggbMd,1301 ·._W_· 
jmtag5mirllggbeacL030528200105. t509 · N?PSAWNad ... 
jmtag1t't'1rmcl7,5mlnigg, 1$54 · E;QAQCSIPEQSUVEAIlSCPcDL?K.· 
jmtagJmnac::I2,SrI'Hrngg, ~82 • RlWe'PPl'LPEATPESflWEEAGEI'SPII.-
jmrllWlgg5mm1 SOmm/"I4ICl, 5$4 • AOKlV?TTVAOR1'K.-
jmtagSmiftfranohf 1t"h'\acldttdpl,13OO ·lrn)OEIPPPlPEIl.· 
jmfaSU~O_minf~.mnac~d.PI. 1356 ·.RTOOEIPPPlPER.-
jm!'BWIgs5mlt'l1 mnac', 1491-1499 -.NPPSAWNM.· 
jmrawigg5mlnlmnacl. '501 -.NPPSAWNM.· 
ajra'wphag:jun2OdpilMNaCI. t~·1&Q.4 -.Nf'PSAWNM> 
jrnfaglmn.aef7,5mlnigg, 1854 ·.ElQAQCSlPECSL MAOsCPLDLPK.· 
ajrawpll_"n20.221e -NPPSAWNM.· 
ajrawpllaqlMNoCI2<l,24S2 • NPPSAWNM,' 
ajrawpllaqlMNoCI20,24.., '.NPPSAWNM.· 
jmfagl mllltCl2 ...... ig9. 3282 ·.R1TlOE1?PPLPERTPESFIWEEAGEPSPR.· JnI_In __ , 2150 

-.NPPSAWNM· 
jmrawbas.Sm!nl rnflect 2204 ·.NPPSAwNM.· 
Jm~minlmnac:i, 2208 ·.""PSAWNM.· 
~bsabiNId', 22« ·.NPPSAWNM.· 
~5",,_.75fl ·.Ql\.RTPGKSFTR.· 

-_1n.".,...._._tvlH·;P£ST_._ __ c_'glVI-"_ ", TSTMNAEEEL VlHSAl(,· 
F-",S<U',,'S, 2OBO ·.TCIlPSlVOTCEQ'lELV'fSAVLeLFK.. 
_'-~_.2_ 

·,pal VOTOEOYEl VYSAVlELFKR • 
~_"'_'910 ·.N?I'SAWNM.· 
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1757.97 

1534.79 
236778 
150774 
1037.15 
131Q.48 

'821'6 
'421.5 
1421 es 
260604 

MH+ 

923 '6 
1263.38 
'67591 
2927.33 
883.91 

292733 
302463 
142759 
96303 
963.03 
683.91 
947.05 

2581.74 
2803.23 

iff,\)3 
,n700 
911J13 
911.03 

2~U&,1G 

~16<I 

'5$1183 
153SJl8 
153SJ18 
9'11tl3 
917.03 
9.7.03 

2&,e..e 
~'U3 
917.00 
911.03 

336' 66 
911,03 
91703 
.,7.03 
.'1.03 

.m.58 

Char2! 

19164 
51211 

111M 
911$ 
112 
liS 
512' 
4113 

01 145 7136 
00 59 5122 
00 148 1/2 
00 sa 3'11 

1S67,~ 38018421 0 19 
464.11 1.35 0.' 278 19/64 
160.57 '04 0.' "4 7/22. 
117.74 ."" 0.0 123 4111 
764.91 1.63 0.' 379 19/64 

Score AceesSioo Ptptides 
Score XC O&l1a eN Se Ions Count 

5006.98 99\0.'8.0 2 • 
692.31 \ 76 0.\ 347 3f7 

1161.26 139 02 256 11/20 
350 51 lOS 0.1 217 lf3 
638 07 01 234 17196 
384.77 02 121 1112 
119.12 01 '03 3116 
18l.70 l.00 00 
361.02 1.36 0.0 
3644e 00 5/8 
12,25 M 31$ 

529.~8 02 112 
152.43 0.99 0.0 lJe 317 

i8I1.!i 9910518.0 10 
680.58 1.86 D.l} U4 
453.08 1.94 0.1 I1IlIII 

--
3680)3 07. 0.1 319 .n 

12l)9<).2 U6 03 21' ort 
.... 91 096 0.2 258 4f1 
210,:,)1 o.a1 0.0 2'0 112 
SOO.2f 188 O. 407 11 ISO 

S$.J> 0.63 0.' 20 3129 
115959 1.62 0.1 .28 1£11$2 
125.34 0.97 0.0 106 114 
125.34 (1-91 0.0 106 "4 
27:!48 0.92 00 "'" Ort 

954'1 0.11 0.1 53 317 
837.06 0.92 0.2 294 .n 
811<1.2$ US 0.' 407 11/$0 

a","c tL91 0.1 IS' ,~ 
__ S43f 

0.'" 02 23. 417 
251,84 0.S7 0.0 275 417 
SUS 0.83 0.1 ro ~ 

1(;00 .• 9 1.11 03 ,52 3f1 
'21.38 091 01 jQ3 3f1 

HH,7Q oe, 0< 113 311 
<96.1$ "'J9 0.' 267 417 
631.01 '.33 0.1 481 4In 

2498.'1 5679555.0 11 
:l<I4.3lI 1.1)1 0.' 222 :YIO 

1.64 G.2 - l11K 
085 0.0 1S 2Jn 
0.84 ,,3 73 511. 



Fe com pl •• 
500", Accassooo Peptld8'$ 

Pi!Qbdt> Sf!guence MH. Charge Scor. XC OaltaCN 52 Ions Coun! 
prot.in: tymtine: pho$phataH. non-teC~tor type 9; ptGt.in.fyto.ine: ph<> 356(U)6 97901810 ,. 
JmtagtreochSn'UfIlg91 mna<::ldtt 829 • .FGi!l TVTNLGVENMNHYKK - 97103 184 02 11. 13m 

jmrawba5mifl1 mnacl 1200 w VLJ\lRAPIWFR - 259.01 099 00 243 
A,JRAWpMetU:ontrjun13,2110 - NGL"FIYDMGGSNYANFELDLGKKVLNLLK· 294,42 093 02 53 

""""ucrlp.JIOM40 .... hag'll9_ ... Ar1l4 . I062 • NOQSMA VGNMGAASK- 102767 151 02 362 
taWWCffp_4SOpha9199_Mat1)oI,I892 • MEPA T APRPDMAPe:L TPEEEOA TK.- 100792 III(} 01 41$ 0_ 
prOt.1O tymINne: pno.phata ... Mn..feceptor type 9; protelfl-ty,osin. pho 563.51 97901810 

FPbsads300_0ec19,2518 '.DFWlMVWEQt<VL vlVMTIRFEEGGR ~ 307161 9600 I 15 00 a. 5/24 

rmbsaactinftMPhag3OO7, 587 ·Nl.GGYVK.· 75087 44403 100 01 273 
jmbsa4O()naclrawpnag300-7 _030e02135631. 2115 • OFWLMVWEOf(VLVIVMTTRFEEGGR, 3011 $1 2258 0.72 0.0 31 

Fe com pi_x 
Score AccessIOn PeptldO 

P!QtlOe ~uance MH. Charge Sco<o XC ()@/faCN 52 100S Coonl 
protein tyro ... phosph ..... non--teCeptof typt 18 (Mus muaculus:] 9nO.03 6755236_0 14 
jmrawt9g5miOtmnaci. 579 ·.EaEF'lK,· 743 83 L75 0.0 700 9110 
jmlgG 1 ~ag3007,904-006 - OPPAEWTRV • 1071 17 101 0.1 121 31!! 
jmfaglmnac17,Smfn'99,996 • SLlEOlEAR. ~ 105920 13() 00 42. 518 
jmrawrgq5min1mnael, 1673-Hi75 -.EAFSLRTSSALPATSR· 169487 1805,78 189 0.0 932 215 
jn1raw5mlOlgg250mmnac!syfmgdnau, 2944 • SISVPAPPTLPMAOTYAVVQKRGLR • 266914 41592 145 0.1 262 19I'J8 
Jmfraebeadsrawphag3OO1,510 • AR5VAWKSEGVCS1K· 160983 51971 139 02 70 217 
rawphag2007chlfs0t2, 3268 • RVPAOQNSSGPDA Y€EVmGAOTGGLGFNLR.- 322337 42,t4- 0.10 0.1 31 7/50 
jmkiI40otirslnacirawphag3001, 3068 • ClOGlGPGPlCVHC$AGCGR,- 192931 164 49 1.00 00 151 9/38 
jtnb.salOOOnac1rftl)hag3007.1895 ·.AGSALGNTNt<NR~ 1288.40 19762 100 0.0 '.8 4111 
jmrawbasSmin 1 mnacJ,2440·2442 ·.EAFSLRTSSALPATSR.· 1694 81 3786 ae 2.16 03 863 23160 
jmtagttmilCOn5mln, 525 • PPGGVLR$l$\lPAPPTLPMADTYAVVOKA,· 301955 172 oe 082 01 90 9/58 
jmfagttma:ont10mJ~_0306012"02502. 2:352 -.APTSIDTPIYSOVAPf4 • 1704 86 !66.54 '22 00 117 113 
rawsuctfp _aetinphagtgQ_Msr04. 1208 -.APrsTDTPIYSaVAPR~ 1704 86 134.SS 1.20 0.0 110 4115 
phagrawfsuc1SO_a-ec22.12Se -.APTSTDTPIYSOVAPR· 170486 153 44- 109 0.0 140 1/3 
ph&grawfsuc150_dec22.1328 -.APTSTOTP1VSOVAPR - 1704 86 64 86 1.11 0.0 49 4115 
phagrawfsuc450_dec20,2246 -.GIOGSOAYiATQGPLPHTUDFWA .• 265797 Hl6.oo 0.95 0.1 32 7146 

control 

ptot.tn tyro ...... phosptI., .... ~.-ptor typt 18 [lltut nUill¢ulu_l 278.40 a755236.0 
rawextr_3S0beacbgg2_Mar04.2534 • AGPFCH\. Tl<Em.NADlTtRTLOlfTf'aK • 3225.75 8627 095 0.0 78 9156 
FPbe.ads300_Dec19.3152 ·.llaOTSPHYQNlKENCAPtC~EAFSLR • 3108.50 190.1.2 127 0, 102 5/26 

FCCorn..,ll 
Score Accession Peptides 

P!'!Q!lde S~uence MH. Charge Score XC Oetta eN S~ Ions Count 
pro,.'n tyrosiM phosphatase. non-r.uplor ~ 21 [Mus musculus) 3981.17 6755240 (} 23 
JMFAGNACl'O_2B21E3.266 ·ADSVKK.· 73285 248.45 104 00 239 7110 
jmfaglmnacl2.5mmigg,604 '. \/L.aFLKSSRU., 1411,77 783.Q.4 1.84 01 353 17/44 
Imfag5mimg9400mmnacl, 134 ·.ITTRFATOSGCYATTGLK.· 1992.25 9t3.28 179 0.1 412 913' 
jrmagSminrog.l000mmnacL 2092 • HSAUPPSYRPTPDYEWMK.· 2311362 278.45 094 0.' 159 II. 
jrmag:1mnaclOrTlffngg, 2100 ·.ERTVSASAADVAPRTfSAGSOSSVFSDK.· 2860{)4 1053.52 1.78 0.2 356 231108 
rawphag2007chfbead3,185·787 ·.PTPDYETVMK.· 1181,34 120.76 095 0.0 125 419 
rawphag2007chfbead2, 1520 • LEaGMVFTEYERILKK.· 1985.34 6825 085 01 .6 ,IS 
ImbeadSSOOrawp.hag3001.' a81 ·1883 • AHTNSTSEPKSHNPPLl YHCSAGVGA.· 2783.06 24438 1.57 00 "9 7150 
phagrtwrfF:?50_dsc22.625 ·.NGAPPVVFA. • ,04222 68.09 0.71 0.0 97 5/.S 
phagrawF600_dec20.966 • LJ\ALNGLSLSR • t115.31 169.56 1.15 0.1 110 2J5 
phagrawFSW:400_dec.20. 2702 ~ RPVVGAVSVPEl TNVQlQAaoVPAPNIMR.~ 3'64.63 3997 0.92 0.0 35 31:18 

control 

protGU'l tyrO$1O$ phOSphatase, non-receptOf type 21 [Mus muscuiusl $41.88 8755240.0 10 
rawextr_'0003le&df99_Mat04.782 • AKDISPVHL VVETHA.· '70195 449.61 173 0.0 2llO 2J7 
rawe;dr_ac1fObEl8.dJQQ...Mat'04.2181 •. PTPDYETVMKaLNR.. '692.92 9727 0.88 0.0 '09 4113 

Fe campi_x 
Score -- Peptid .. 

P!e!ide S~Uen(;9 MH+ Cha!ll$ Score XC DeIt.eN Se Ions Count 
~in Iy""""" pho.pha", .. DPZPTP [Mu8 muaculus] 56'6.12 5171250 31 
jmfag5minigg2DOmmnacl. 908 ·.VPLGDEGGYlNASAR.· 1708,90 3 2704.62 1.99 0.3 359 19160 
jmraWl\J95minbead.ytingdn ..... 1343 ·.l vtGAILELPR.· .279.60 2 231.32 1.06 0.1 115 31,0 
JMFAGNACLI5B2'E3.1408 ·.OTPHYKDYSfVTEDNTFEVK .• 231l5.57 3 692.'4 •. 78 0,2 .54 7138 
jmfagfrench5minigg 1 mnacld«. 2221 ·.ESYSDHSESGEDDSVAAPAKMPNVTR.. 2865,99 3 447.3. 1.26 0 .• 328 115 
AawPhg20Q7e""iuliondi<.lesl,1627 "GQVPTSAEADPAGPOSPPPOODAOR.· 2687.82 3 446.3' 1.65 0.0 256 11148 
phegrawR:MAooZ3,2172 ·.ANGLTSMEPSGOPALMPK.· .830.'2 2 148.77 1.07 0.0 .35 5117 
phagrawfl000_Dec23. 1932 ·.IKCOAYWPSILGTITMANER.· 2369.75 3 465.80 1.28 0.0 357 nne 
phagrawFBOO_Dec23.2114 "IKCOAYWPSILGTITMANEA.· 2369.75 3 325.67 1.55 0,1 .84 4/19 
phegn.wFoM_de023. 2112 ·.ANGLTSMEPSGQPALMPK.· 1830,12 2 .48.77 1.07 0.0 .35 5117 

control 

prot.in Iyrooi.,. phosphalaM DI'ZPTP (1.1 ... mu""ulus] 1508.12 517125,0 22 ra_r,7_i99 __ .566 
.. EGTLSSQOSR.· '080.09 390.36 1.25 0.0 290 113 

FPbeads'50_0""'9.691 ·.IDVGDVILK.· 972.16 422.45 1,20 0.0 342 9/'6 
ra_r3hllbead_Mar04,904·906 ,.AlDlSlPSWLKVTR· .611 .95 393.50 • .79 0.0 205 17156 ra_r_5 ___ .13'8 

·.HATRAACSPDPLR,· 1480.611 302.4D 0.87 0.1 176 113 

192 



protein tyro.IM phosphal ... , A'C1Jplor..ty", F int.ractlng prot.ln, bin 
Jmt3WJ995r'1'lJt'l1S0mmnacl.4H! 
jmfawtmfOI9g2{)Omm"<lClsynngdlia!i. 138 
lmiaq5rruruqq:500mmr<aet 156 
JMFAGNACUaUS21E3~ 1510 
,JMFAGNACl.H)_~B:2tEJ.15eo-

Jmha9bndsr~ttB93007. S6-4 
RllwPhg2007EtsoIu1100dlg8St, 1Qag: 
JrntGl6.00naClrQwphag3007,1 1 98" 1 200 
jmkll3QQr"Jilclra~ag3007. 1710 
jmIdIAOOnaclra.....p.nag3007 _0308021 S:lJ 13. 172.0 
jmiagCQl'lSmtnn600mmnacl,538-541 
jmbaad$35{)ra~ag;):OO72nd, a98 
jmbeads25Otav.phag3007, 1662 
phagrawF2:00_d9C22,2-343 

prot.lA tyn:uwn. phosphat ... , r.e.ptor-ty~. F int.,.c;tifll prot.tn, bin 
rawextt_600bead!QQ_Mar04, 1038 
FPotWldst50_CG(;19, '639 
FPbOOd$500"dee19.2044 
jmbSs300nacir3wphag3001) ~ 298 

Jmbsaacttnflll:'I4)ht9:3007,18.97 
jmbsa250naclrawph.1iQ3001,2231 
Jmrawb$3.SmIOIOWiOOlti, 954 

ptOt4:in tyrolf,... phOaphm ... , I'9«plO( IYpt:. F; &4tut(ocy1ft Wlttn ..... 
"'Tm.lWI9g5mm300fflmn4C~Odf\UiiJ.100 
jmta95mln'99300mmn«(t, m 
ImrflWlgg5mm300f'fI(T\('!4CItyMgQQn(tM.411-473 
IfI'Itag5mlnl9g400mmnael. $52 
tmra~gSmml mnacl, 671 
jrntagSmlntg9bgUl3052820010S, 119 
imraW!ggSmiolmnacl,1015 
,"raWI9gSmio4OOtt!mn~. 1397 
jmfftf995mio45Ommnactatt 1441J-144t 
PT'1'aWf99$mmbe<datr .. tethw. 1 sec 
jmlgG4OOr"""'3II3OO7, I SlI2 
JMFAGNACt5S2t E~t 1624 
pTlIgG __ 3II3OO7,11!<1 

"""""'9"",,,20. 2328 
(awphag<'OOi-ehlfsoQ-.1252 
phagtawfsuochlfbead_d9c.23.1136 ph"9'---.<Iec23. 250& 
tmldl450nac~ag300:7, 2174 
tmrBbassmin1mnael. HU2 
raW3UCI'fp_9OOphagimLMat04.142·149 
f&WtUCrtp)50Opnagjgg_Mat04.620 
raMUCtfp .. aOOph~lgg_Mat04, 678 
tawSUCrfp_25OpnAgI99_Mar04, aa. 
phagra¥oofl'su¢1 50 _(1$(;22. $a8 
rawauclfp_1000phagi99_~, 1349 
phagraVolF-S<JOCh!tb$ad_ckJe2l. IT~ 
phaqrawf:2StUMCZl, 19H 
rllW$UCtfp~25Oph:a~Ma!04. 2470 
phbQt8\Wcnl_dac2l . .2SU8 
ph.gt~SUe400-_dc.2{j. 3600-
jmtag.nm«oo~!',S!T.Ii1'.! 782-7822 
jtnr1<#Smir.oonHSQQtmNCI.2;161 

.ontrol 

~ __ .. ,_.,po,., ....... "" •• u_ ... 
F'~&2Q(UJ&et9, 901 
F~OOJACl9. f300 
FPbuO&:!'''UJ,,019,2354 
f'~5(UJuc:19,31i4 

F~I6-OO .... 0ac19. 38-18 
1Jl'I~li!&.tthaw.220S 

Fcc:omplu 

~n1y"", ... pn"""", .. ....pn.rlyPO"iM ... --J 
JMMAGTlbaI8IGEl,112G 
imIgG25~n"ll3007, 8:;4 
im'9Q3501\ae1_ag3007,2()41 
jrnrawiggSmin300mm"ac~8M. 2247 
JIoIFAGNACL10.,IB21E3,233<1 
jmlgG40~hag3007, 2340 
jm!agSmintgg2SI)m""' .... 34111 
~ .. 5minlmnOQl, 13 •• 
phagrowF.uolIOQ_<l0e2Q,127~"27' 
phagraw!'t""'450_d0c20,24Sl! 

"'oW!·_ ... ~_1yPONiM ... m_ .... 1 
_'_9OObMd.M0tfl4.m-llSi 
_'_3001><tuW.M<r4,79HOQ 
FI'i>oado25O.o..HI, 106i 
_c6OMeOHb_I9iI...M_.2'., 
_r,.350b""UM"",,24<!8 

Pootlde SoouooC$ 

·.KLVLAVK.· 
<,KLVLAIIKAINAK· 
,ATAClPRlSfl· 
• MGMETLLVAi'lEDKOR, 
·.KKFOESTDYICPMEPGOAVSOSHR., 
,KWNTTNK· 
,.CAIHVLt-IVNKFNPNCLHR.· 
• KKFOESTOYlCPMEPGDAVSOSHR.· 
• KFOESTDYICPMEPGDAVSDSHR • 
- FOESTOYlCPMEPGOAVSOSHA.· 
-.RHLTTK· 
·.KLSCSLEDlR.· 

,AHIDV(ll>QPeSSI'VL vRTOEDVPSGPPA.· 
• GVOVTYVR. 
-,SAAYQYFV\foPMAEV"NMPOYllREFK., 
·.FSOEYE$!DPQOOFIWIi'NSNSEVNKI'I(.· 
, LGOVPPG.SVTAMELEFJ<lLANSl\,· 
• EHSSWtlU.GLEK· 

.,NlE(lAIiNIiGGAOVJ(,· 
·£EME\I\.PAOAHGI$PMR.· 
·,LLEILAE"VHMS$GSFINISWGPAVl1'R.· 
·,SVi.LTLVALAGVAGLLVIIlAVALCMRHHSAQR,· 
·,SElEAOTGLOILOTGVOOR.
·.GTGRNLEGA\lNVGGAOVKK.
"SPLGQ$O!'TWGflPSARPSAEEYGYIII1UOK· 
-,TGTYILIDMI/UIAMAJ(,· 
·,QHMAn<SLFNR .• 
·.SKOOI'EfALTAIIAEEVNAILKALPQ.· 

,.SPLGOSQPlWGR.· 
,HHSAOROI(· 
• PSARPSAEEVGYfV1llQKPLSLI/AGVR.· 
-.SDYINASP"EHOPR· 
-.KSPl.GQSOPlWGRPSAR.· 
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nt.03 
12£862 
92906 

1722Jl1 
2728 gS 

69200 
211650 
2728.95 
260078 
241~.a1 

155.89 
,IS4.:";: 
1101t8S 
112.2.91 

1273,42 
1933 22 
1704.01 
1611.79 
1921.22 
1414.55 
136162 
2323.64 
3316.$2 
28$2 28 
1654 60 
1147.31 
1()60.34 
10003<1 
1141.31 
1704.01 
2307.55 

1343.47 
I!I9US 
312U3 
:l34U1ll 
2ll2ll24 
1843.0< 
331963 
1841U. 
lanSS 
21>4.10 

1326,49 
10641. 
2905.25 
172786 
1866.12 

SCOf9 

35o.a1 
766 •• 
1172' 

1299.45 
1131.46 
'8.,0< 
6S:U5:3 
753.83 
951.~O 
54.844 
112'.f1 

45'U8 
.". '5 
219.10 

SCOla AcCM$lQfl 
XC 09l!aCN 

MOO.19 6679435_0 
t 18 00 
145 0.1 
L03 00 
1-7'5 01 
119 00 
123 00 
119 01 
165 en 
1_34 OJ) 
1.38 0.1 
no 0,' 
14-1 0,0 
1~ 00 
0.80 0,0 

~596.09 '86:194350-
52700 
197.23 
47345 
337.00 

265.10 

3 569.69 
:3 32378 
.2 292.80 
3 
2 
3 
3 27954 
2: $41 Hl 
2 433 9~ 
.2 33134 
3: 369,37 
2 44$.62 
.2 132.47 
3 291197 
.2 317 02 
2 525.7. 
2 96 62 
3 276.55 
.2 274.07 
3 125.98 
2' 113.65 
2 254.06 
3 19.2.40 
2 HSS<34 
3 
~ 
3 
2 
2 
2 
o 
2 

173.03 
1120.96 

3682 
160.82 
628.36 
6111.19 

,,. 47 

467.15 
49().26 
209.12 

15643 
54244 
250.73 
21U6 
112.1'2 

t::t6 '0.1 
tOO 0.1 
'I' 29 01 
1.00 0,0 
145 01 
1.08 01 
153 01 

100 
13Q 
103 
Oil<! 
1.19 
1.00 
1.:;4 
1.12 
1.17 
1.32 
1.26 
'61) 

'.03 
1.33 
0.91 
M2 
067 
0,91 
1.03 

1904,53 18702313.0 
1.38 0.1 
1.20 0.1 
1.131 0.1 
un 0.0 
124 0.0 
us n 

31111.71 141937:)3.0 
1.07 0.0 
150 o.a 
(91) 0,0 
084 0,' 
127 a" 
123 U 
066 on 
146 01 
1.22 0,1 
1.17 0.1 

127$,99 14193733.0 
1.40 O. I 
12' 00 
1.13 0,1 
1.09 0.0 
0.1'0 0.1 

2. 
294 31. 
48* 11!44 
893 3(4 
626 lt2: 
613 if4 
.389 :V3 
52-2 19168 

""" 5123 
693 23188 
261 3114 
103 315 
299 13136 
104 5114 
255 11128 

19 
356 51" 
121 4fj3 
331 17184 
323 5113 
.28$ 19/68 
271 1/4 

91 7126 

,.. 
232 
203 
247 
214 
205 
235 
170 

3<1 

114 
7122 
7122 
4121 
3120 
3/1. 

'14 
11/36 
5/1' 
317 
113 
4113 

11172 
4121 

19(10$ 
2115 
3I2G 
7"'" 
on 
4127 

217 17/100: 
1" 1112 

58 7150 ., ~ 

1 t& 3f23 
300 t5f4.f: 

Peptd8'1 
Sp Ions 

,0 
142 Si13 
215 19/.$ 

21 9/'S 
83 4'31 

332 1f4 
293 11136-

42 7160 
295 4/15 
373 11/20 
152 3116 

11 
65 114 

430 9114 
In 1511()4 
IN 912$ 
83 31'17 

COUfl! 

1 

3 
Z 
2 
3 
3 
3 
3 
2 
2 

" 

Count 



Feeompl •• 
So,,", Ac¢eSSIOO Peptlde& 

P!Qllde S~uanc& MH_ Cha!'98 Score XC OaftaCN S~ Ions Counl 
prot~n tyroam. photJPhltaM, f'\OC.-ptor type, N polypeptm. 2: protem 4514.01 33659598.0 
"''MOOr _700baadIY9 .• Mat04 , 5$4 • TVTOFHFlSWVDQGVPSSTR;SlLOFRR 3245.60 38428 U6 01 195 512. 
Imt.'hl9g5ml"I991r~. 1$90 • EIOIAA TlEHLROORPGMVOTl( • 2522 87 46831 163 00 28. 3114 
jm'3gtlmecooi Sn'IIO 2400 2400 2 • vtPvtELLSQTPTANAHSRIIlHETRPAK,· 3223 59 2387 o SS 00 3Il 515_ 
jmfagoor'lt5mmbeact 2694 · ADSVAOAlDSOPAEGSOESHGR· 217020 33047 129 00 253 11/42 

JrnJa9smmcont400_030531151 834,3239 • ADSVAGAIQSDPAEOSOESHGRGAEGOPR,· 2.8593 145))5 110 00 126 9156 
JmraWSm:nlggIOVIlOnIC.239 · WFSLEAEVALAKTLR,· 1820.13 40825 120 0,1 241 13156 
ajra"Phag!MNaC120,1248 ·lQPDELSPKVOGDIOK· 176993 .48" 140 01 .,0 3110 
lmraw;gg5rrun450mmnaclsd. 1296 • TVTQfHFtSWVOOOVPSSTRSLLOFRR· 32"45 GO 41281 222 01 122 2/13 
Imra~mtOlgg500mmnacj.d. 284& ' LSfQLGDLLKOYGSHLLPEGPLLEK • 218420 45493 1.30 01 322 5124 
JrnfagSmmlgg400mmnacl,292 ,DSPSMDDDTlLQSLLK,· 177896 241.76 117 00 207 7130 
;mfagSmlrugglS0mmn..:;1, '438 · OLQONSEVDRLGPLKEEK.· 209929 59336 2.06 01 195 19168 
ttMphag2007chtbead3,1405 • TVTQFHFLSWYOOGVPSSTASLlOFRR. 3245.60 19' 61 1.67 00 111 2/13 
JP\IdI600naclrawphagJOO1,22". • TVTQFHfLSWVOOGVPSSTRSLLDFAR • 3245,60 20911 165 00 126 9152 

co.,~ 

pfOtein tyrollM ph<MpMitaM. ~tot ty~. N potyp~tide 2; protain 1139." 33859S93 I) 
raweX1r_25Obud}.Aar04,64. • EVALAKTLA.· 1001.21 3906& 1.54 00 2'7 112 
rSMxtf]00bHdf9GLMW4,1554 · TVTQfHFLSWYOOGVPSSTRSLLDFRR· 3245 SO 3842& 1.46 01 195 5126 
FPbeads150_Dee19,2091 · TVTOFHfLSWYOOGVPSSTASLLDFAR • 324560 113,53 1.05 0.1 102 15/104 

raMXlf_ 4S0bea<LMar04, 2254 · TVTQFHFLSWYOOGVPSSTRSLLDFRR· 324560 191.15 1.58 00 121 17/104 

Fe compfa. 
S=o Acc&ss1Otl Pep.KiIlS 

P~tld& S~uQnC. MH. Charge 5<:0,. XC DeltaCN S~ I"". Coun' 
_,,"liar to ~n tyro""_ pho4phlta ... n~CilpkH' type 13 ~form 9049.14 3807S9l4tO 17 
j"UA~5mtnbNdsynnqdl'laM. 161 • LLOVOOVS!.CGL THK,· 1583,88 8000 0,87 00 90 9;28 
;mfagsnhtugg 1 OOOmmnad. , &36 • NSTASSGMFCiDlLSNA - 1804 99 522.28 1.37 0,1 228 9132 
;mfagtmnacI1.5mln'09. 233.2 '.DmlCKVAPEGWA· 1531 n 135.57 0.92 0,1 100 318 
II'"tawSmlnI992S0mmnac1syMgdn&H,2412 ·.NRSCSlA· 83596 ~2.84 0" 01 13. 1/2 
II'"laglmnacI7,Smin;99· 2784 ·IKRlFPGQPAEEHGAJAAGOHLAVNGK.- 288733 298.72 , 2' 00 235 116 
pnllll300naelrlWPhag3007.1304 • MAlGVCTKGttVYEVA,- '153.17 11316S 1.88 0.2 373 11130 
pnlagcont5mmt>Nd,232 ·EPGKER· 115.18 34539 1.05 ° I 302 1110 
,mbead&2SOrawphag300 1. 492 ~ I..VGLVLGnSEVER.- 1485.75 98904 1,51 0,0 633 19/52 
,m1agSmttlCQ(t45Ommnact, $56 "LCKVAPEGWA • 1159,39 715.69 1,59 01 251 l1/36 
,mtag5mmc0n45Ommnact 1158 ·,L TlTSSTTGK,· 100914 210.33 15O 0,0 140 419 
jfl'IbHdsaCMrnphag3007, 1731 -.NSTASSGMFCTDiI..SNR.· 1804 99 93.51 12' 0,0 74 3118 
,,""'_50>_,.,70 ·,VVEENACEOR, 11n21 \64.51 o 9S 0,1 lI6 1/1$ 

AJRAW~Ux'lntrjun13, 2372 • EGQILOGORLLOVQ(lVSLCGL THKOAVQCLK,· 3351.89 2HI.5.1 083 0,1 '6 7/60 
phagrawf300 _declO. 1239 " YTFVTNSSK • 1047.14 44191 1.1.l 00 380 911. 
phagflWF'suc60M90H_dec23,205& ·LQDATGGOlGrsuENKQGFKEPGK.- 2522.73 $1124 1.33 0,' 339 21/92 
~agrawFauc700_dac23. 2215 · SllPGGPMKeGatlOGDR.~ 1908.15 303.12 082 0,' 152 11. 
P""'l"wftUC400_doc2<),3334 • GPRAAPOCPSAOOAMGDVHMAVSLVTAA.- 2910.31 2 2657.42 12. 0,' lOS 5127 

eontrol 

timt_ to ~tn tyro.m. phoapheta ... nocweuptor type 13 Itofotm 1505.19 38075912,0 21 
~_15ObMd9i12_Mar04, 113& ·.MIONSPOOMELU$QPf<GVCGTIHSEEK.- 3101.52 t80.2& 0,98 01 ". 1111 
(.wo'JdCen~lgG_M~. 11~ • Ue~MTAIRYOVEY$EMHR· 2298.72 480.48 1.4$ 00 329 1M2 
r .... x:lUKIOb.ad19g_Mar04, 1.t3$ • KYTFVTNS$KTCK.~ 150774 118.79 0.0. 00 129 7/2' 
fPbudt600_o.c, g, 1410 • EPGKERIGSSPYTGGEOlH$IGLNOK.- 2784,03 21132 1.4G 0.1 73 7150 
rawextr_200bMd_Mat04.2488 ·"ROPlOAVLEACRIHOEEVAVVPAPASlHISA.- 3483.99 514.34 1,38 0' 339 7/40 

Fcoomp .... 
500<. AOCHSion Paptldes 

P~tIdQ S!9;UetlCG MH+ Cha~. - XC DartaeN !!11 Ions Coon! 
.unlilif to ptot.ln tyrO"M pM~.ta ... r.e.ptor ty~. Q {Mu. mutculu 8028.87 38Q907S5.0 
jmtrMbMdll'tMPl'Ulig3001. 1026 - SFtOHVEElCiNNNLK.~ 1890.11 158684 1.77 0,2 652 113 
jmldMOQnaelrawpMg3007 _0308021533t3, 1286 - YTOYIAOTPSTEK.- '70692 154.69 1.12 0,1 87 3113 
jlnfB9bn'1.,;on2.Smin.318311!-3 -.TI.VMLTOCfEKGA· 1526 is 988.32 1.40 02 2.7 11148 
JMfag'hmecon2.5MtA.199' 1994.3 -.ARPYFTNEGFPNPPC1EGKTK.- 236767 680.78 178 0,1 286 19130 
J4I1fagtmtecon10mlft.3082' -.l TRSSVSHPPNQSFSDlTTHSATSGSMK.- 296220 631.98 1.04 02 55 4/27 
phA9rlWfsuc500_ dac20, 1 026·1 028 -.GFSETYrAOLHIK.· 149566 665.99 1.87 0,1 26S 318 
phagrtwFsuc200_dec22, 1191 • FKlOOI..ITVADlELK.- 174707 357.41 098 0.1 328 11128 
phagrawF$I.tC:50(Uiec20, t886 ·SERMCMYONlAQYlR.HQCIlOLLSNK.- 321282 495." 1.01 02 lSI 2/13 
pnagrawFtue20<Uiec22. 1927 ".QGHOPVCFVNYSn.OK.· in90t 182.39 0,90 0,0 195 113 
phagrtwFSOO_dac:20, 1950 - SSAEVlfmESVPKOPPNNMTFaK.~ 214810 1252,80 115 0,3 '00 3116 
I"JW$U¢,fcu:t'llfphltg199_MatO",2026 -.CHQYWPEONKPVTVFGDtLlTK • 2604 91 61521 1.08 0,2 193 11/42 
phagtawf"sue300_dfC20.3168 • EWEPEECVEHOEVOYL VEANaTED1VR.~ 335550 35,53 084 0,0 _2 3126 
jmlgG4OCkawphag3007.1436 ·,FOEEFSELPK,· t25437 381.28 1.2.3 0,' 235 4IQ 

--
.lmU., to ptOt.fn tyfOt;iM photph.ta ... AC.,. type, Q ["UI mutcuh. B4D.1tI 38090755.0 ,. 
FF>bNdt4SO_o.c19, 118- ·,QCNFTGWPEHGVPENTTPlIHFVK,· 2753.09 24881 1.07 0,1 157 6123 
rawem_3SQt".:hqg2_Mar04.1162 ·WYOAVFNt< • 1107 . .20 39070 145 00 267 4f7 
~_1C11i"1t)Md'90U"'''r04. laSS ·,AKTlVMLTQCFEK. 151286 20128 106 00 '65 712' 
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() 

fCC(lmple. 

JC5981 ~Iat+d prot.mt"f~ ~ (EC l.'Lt-.• )2: • mOUM 
JMFAGNACL 15821 E3. 156 • OllVlEKYR • 122645 114US j 5' 01 sse 518 

1Iil!,) ·AAGAINSl(· 9<'Y.I04 243'9 097 00 241 m 
'454 ·.PAPVEISYENMAFun<NP'NATLNl( . 291231 118U' , 50 02 245 191'00 

·OlTYLEK. a9504 37477 15' 00 2'5 2r;) 
- FI(OPHTHK ~ 101013 136353 148 02 682 Sl7 
-FKDPH1HK. 101013 3'6.18 110 00 278 4'1 
• APV\.VALAUECGMK· 1528.5 76985 115 02 '51 9/28 

-'" 
JC5 __ lolll<l""""",,,_ ... ~iEe3.1.3.·13-_ 1t7.80 75 I 3115 0 
FPb"'s251U)oct~. = • HMRF\.ITHNPSNA TLSTF'EOtKK • 2&'524 19160 130 OJ 103 91'S 

k __ 

"""'- - Pt;ptdft 
P!!enoeS!9\J~ MH. Char2! """'- xc i)olI.CN Sf "'" ("X"I'" 

LP"U·OOSE~. ___ t_It,..,_ 
7400.11 4Z$:>8'#Ql (I IS __ .$23 

• HELLE 'AI! 99709 12755 0 .. O. 1]1) '12 __ ,i3flS 
188487 22553 .. , 00 , ... !II" 

",_,91111 2332 Sl 1M15 " .. ., 100 11/'" 
1"IlqG}~7.1J64 131837 18131 000 o. "'I "" ~l~,t404 '42963 '33052 ,., 02 3W 7/22 
",fagSmtn9Q3Otlmmnad. 15:2 1111 03 50104 ,n ., 2" ..... 
,p'!~JOO1. 1632- 211943 "'12 1.<3 0' "3 """ 1ntt¥lf995t'ntn1~Md.92 229365 _02 liS 0' 3'3 11r" 
~OO1~n.nJl 171103 ....... • 79 •• ••• U"" 
~SOO_dec20.S92·S94 171703 573 •• 179 o. , .. "'" ~._5000ha1:.199_u.04. 9'70 ,., 111103 2&4" IS' •• , .. 41" 
~_~W_Mar04.1142·11"" ,., 111103 Il0012 201 •• V" 51 .. 
phagr __ ~_cMc20. 1S~ 11111)3 1*"110 .,... 0' :lOt 11:;28 
~sur2SQ_0.::22-. 1691 214991 202 .. 133 C. .13 lt111:2' 
~~_dec23. In& :258813 11151 ,,. 00 1<5 J/." 
~300:~dlcZO. 2659- 211412 ... 52 US 01 209 191100 

--LP02."QuSE~' ____ Il''''_ 
2117.47 '25~1 0: !1 

~~1'l.'I~~~. lon 520 lIS .... ., I.' Sl11 
· ... llfO;OOb_:t~. tlJ6 .5:3341 '.2 O • 22. -~'UJ«::1".lm ."211 '" .f '" "'. rno$llS~hag3i.lQ7, f.i3 a3Ol .. '<3 " 

.., 9IHI 

Fe_a.. -. Au_ p-
P~§!9Uf;1f'1C& I.IH+ ~. !!cot'<> XC O ... CN s~ "'" ~! 

timi .... IO ___ ~ .... ~~(II ... _uIuoj 841S.M 1eo1 • ..so 0 
",1agSm~50, 1 faa -.GOKLASV>.EMPIAlLR.- 1758.19 3. 3111 .... 144 00 240 114 

",1agSm...,.",25Omm",""" '''!iIl • GOKLASV>.E_All.R.· 115jU9 3. 3:1141 l2'1 01 125 100 
13_lcr!jUSOpllagigg3 ..... 04. 1669 ·.THEEOONfGNMOVATAOHG.· 3. I~,$l 1311 03 .." 23f1Z 
p/1ag_400.dc20.2042 ·.IotOPEESOHEDLSSHGLGNARSTASf'SR.- 2 8648 OlJ() 00 13 1152 
",~7.IS10 ·.TH€EOONfaNMOVATAOHG.· 207911 3 :l()9Q58 218 03 2ev Ml4 
,.,1agSm""ll\l45Omm","",.03OS21ll2S'34. 1748 - Si.AIHSGiTGSVKfI.· ,.,.5t 2 lot 01 213 \11'28 
Jnlggoclin",~7.ZJIlI.I.~ • TH€EOONfGNMOVATAONG.· 207911 3. 1.44 01 242 II. 

......... 
___ .., pt'OUHft~"""'dtaM Ilk. (M_mWK~ ......41 :I8OII1UIOO 
_.ISOb ••• :UI'''''14, '60' 125841 2 3'7.85 1.12 0.1 :lIlI 
_.~ __ ,2710 

=43 2 lJ()88 100 0.1 
__ ,2S0b~_J"Ml •• 2332 295648 2 :J7.$!I 0.82 0.0 34 
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APPENDIX H - ADAPTOR SUMl\lATION OF IONS 

The summation of peptides from Adaptors found to be associated with Fc receptor-mediated 
phagocytosis in macrophage cells. 

Fe eomplex 
Score Accession Peptides 

PeQtide S~uence MH+ Charge Score XC DeitaCN SQ Ions Count 
14-3-3 zeta [Mus musculus] [Mus musculus] 28403.75 1841387.0 7 
jmfag5mlnigg 150mmnacl, 816-818 -.FlIPNASQPESK.- 1331.50 2 2683.97 2.04 0.3 483 13122 3 
jmlgG300rawphag3007, 880 -. YLAEV AAGDDKK.- 1280.41 2 1731.12 1.87 0.1 719 13122 3 
jmlagSminigg400mmnacl, 920 -.FLIPNASQPESK.- 1331.50 2 57444 1.78 0.0 320 5111 3 
jmfagSminlgg200mmnacl,960 -.FlIPNASQPESK.- 1331.50 2 1320.53 1.79 0.2 400 7/11 3 
jmrawrminigg2oommnaclsyringdnas, 1218 -.FLlPNASQPESK.- 1331.50 2 566.18 1.39 0.1 286 1/2 3 
jmlgG350naclrawphag3OO7. 1251 -.FLlPNASQPESK, - 1331.50 2 1082.81 1.43 0,1 606 7/11 3 
jm5minlggrawlowionic. 1480 -.FLlPNASQPESK.- 1331.50 2 365.48 1.55 0.1 188 9/22 3 
jm5minig9rawiowionic.1484 -.FLIPNASQPESK. - 1331.50 2 1969.37 2.05 0.3 314 6111 3 
jmlaglmnacl7,5minigg, 2196 -.TAFDEAIAELD1LSEESYK.- 2133.25 3 9141.52 2.95 0.4 1229 13/36 3 
jmlaglmnacl7,5minigg, 2200 -,TAFDEAIAELD1LSEESYK.- 2133,25 3 4492.25 2,87 0.3 709 1/3 3 
jmfag5mincont200mmnacl, 980 -.FLlPNASQPESK,- 1331.50 2 447009 2,47 OA 584 6111 3 

control 

14-3-3 zela [Mus musculus] [Mus museulus) 279.58 1841387.0 2 
jmrawSminbsafreezthaw,1856-1858 -_GIVDQSQQAYQEAFEISKK,- 2170.37 3 279.58 1.55 0,0 155 7/36 

kc::ompIax 
5<or. AccesttOn Popt>d .. 

P!!elide Soouenc(II MH. Charge So,,", XC DeftaCN S2 Ion • Count 
.. mi .... to 14-3-3 PROTEIN TAU ('4-3-3 PROTEIN THETA) (Mu. mUlCulu.] 4285.41 38016709.0 
;mi"lt'M15mtnbSareebeads. 3076 ·.OOASVHELLGASLAIFT1.SOCLPNIFIYSPR· 340591 8222 0.92 0.0 S. 3120 
JMMAGNEGB1603,420 ·OQGPAOl1.PV.- 102613 136L51 1,11 0.1 593 13118 
jmlag5minigglS0mmnacl.384 ·ADPEGQAGR· 900.92 3.22.52 1.08 0.1 ~ll 518 
jmrlW6tT»Oiggl OOOmm!Jd, 1303-1310 ·HLAEVACGDORK.- 1314.45 411.44 1.32 0.0 301 9122 
rawsue!1p_chltphagl99_Maro4,1290-1292 • ADPEGQAGRER- 1186_22 108.65 0.93 01 57 2JS 
,mtgG400rh9hag3007, 1598~ 1 GOO • KlOUKDHR .• 1151.39 777.56 183 0.0 4(JS 9/16 
phagravof'60MeOH_dec23, 185~ • MKGDYFWYLAEVAYGNDR.- 2'9943 234.09 1.15 0.0 ~02 913. 
imSmu'iiggraMowionjc, 2504 • VFYU<MNGDVFQDLAEVACGDOGK.· 270000 26062 089 01 1&' 5123 
lmiageonSmlnl000mmn3cC0306()1180404, 1832 • VELELRSICITllLEllGKYLIANAINPESK.· 3343.97 10896 1.02 0.1 6. 4129 
phagrawFwc200_dec22.1469 - OCQEKVELELR.- 1362.54 151.02 0.91 0.0 158 712f) 
AJRAWActin!gGJl.me13,2820 •. QTIENSOGAVOEAFDISKKEMOPlHLIR.· 326462 5660 061 0.0 55 7154 
phagrawFsucchICdec23,1596 ·.1VRLLLGSSSFYEOV - '686 &9 410.21 1.24 0.2 72 9/28 

co""'" 

aimilat to 144-3 PROTEIN TAU (14-3-3 PROTEIN THETA) {Mu. mu.cuhnJ 175.08 38076709.0 
rawex1r_350beadlgg2_Mat04, 1106 - SAWMVISSIEKKTOTSNK· 2f)2UO 175.06 143 0.0 11. 15/68 

FccomjMx 
Sa,,", """""""" popt .... 

Pee:lide Seguence MH. Charge 5<or. XC OeltaCN S2 Ions Coo'" 
gamm..aml~butyrlc acId (GAB.-.c) ...,tor, I4Jburtit thO 1: gamm .... mtnobu 4411.17 66799190 3 
AJAAWpal~U;onttjuni3. 33:5 ·.INlHA'OK.- 91203 923.16 1.70 02 206 4fT 

jmfagconSmlnn&OOmmnacl. 759 -. VPLGITTVL TMSTllTGVNASMPR.- 2413.96 348.2' 125 0.1 206 4123 
rawsucrlp_500phaglgg_Mar<l4.730 ·.KGNDSlKTOER.· 1263.34 130.86 0.91 0.1 104 3110 
r~r1p_actinphagfQ9_Mart)4. 1218 -.LREKISCTCGlPQPR - 1702.04 1534.38 1$1 0.3 2.3 5114 
fawsucr1Ju.ctlnphagl99_Mar04 ,1226 -.LREKISCTCGlPQPR • 1102 04 407.41 122 0.1 296 5114 
phagrawF&UC200_dec22. 1289 -.BF'HDTTTONVML"l.- 1650.84 1066.5-3 1-95 0.0 537 19152 

con!r<ll 

gamm .. mlnobutyric acId (QASA-C) n.cep1or". Hbunlt rhO 1; \J8mm .... minobu 1589.95 6679919,0 7 
raweltL l000beatCMas04, 12~ -.OGSPILRRSSDITK.· 1558.77 459.38 1.49 0.1 270 4113 
rawtldr_act~_MarQ4., 1802 -.LSFPSSNNlSMTFDGRlVK.- 2114.41 1022.16 1.64 0.1 512 5118 
jml>sa450nac_93007, 1242 ·.GSYVSMRINTHAIOKVSR.· 2099.36 88.41 1.10 0.0 17 7/34 

Fc complex 

ScoIe Acces$on Pop'i"" 
P!Eti<:M S!9uence MH. Cha~ 5<0"' XC Dena eN Be Ion. Crunl 

gamm .. mlnobutyrjc acid (QASA-A) rec.ptorl MSbunJt _lpM 2 [Mu. mUKulu 3261.65 6679901.0 8 
jmfaglm_',5m!rugg, 1138 -ILDRlLOGYDNft- 1463.62 1069.95 1.33 02 362 Sill 
jmIgG3~7.1543 ·.LVLANIQEOEAKNNmFlR,- 2303.60 1014.39 1.53 02 253 114 
jm"'""99Smin1 mnacl,1953-1955 -'wKDERLK.- 975.13 565.91 1.22 0.1 433 3/4 
jmbead"51)_"93001,1912 ·.KSVAHNMTMPNK.· 1358.62 611.39 1.66 0,1 343 5111 

_I 
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FccQmpl.x 

$co,. Acc.utOn Pep"".. 
P!!2bdt S!Jvene« MH. CtwSl! Score XC Delta eN Se , .. " Count 

IIImil.,. tQ gamm .... mlnobulyrlc aocid (GASA-A) r~ptor, .ubunit .,non 4482.26 38017221.0 
~suc400Aec20, 1011$.1078 3316.55 2960,38 2.67 0.3 .. , 8131 
,-nr8'Nl995m.o300mmnacisyrinqednase, 53S 262662 428.26 '.29 0.0 311 21/92 
pnaqrOlWF"SUC1000_d«C23,1933 22&8 51 41932 115 0.1 327 ''''80 prmqrawFsuc<:hI1tIlNl(Cdec21, 1950 22&8.51 674.31 1.42 0.' 393 2M)O 

convol 

timil., to 98fnm ... ,ulinooolyric Kid (GAJ:JA..A) r.nptof. aubun.lt..-Ion 201.85 38011221.0 
raweltr_l000bead_Maf04,602 • SPRGSlHGNPNPISK.· 1561]3 21.)185 0.99 0 .• '97 '3/56 

Fe COMpleX 

sImilar to Mu. musculua (Mouse). GASA-A rKeptor apsilon-flka .~bunlt (D 
Jmtaglmnacl5minigg,360 ·.KUQIK ~ 74297 "2289 16<1 0.0 6<53 9110 
JMFAGNAC110_2821E •• 1924 ~.KUaIKaLPINR.· 139375 9950 082 0.0 '2' 3111 
JmraWlgg5mlnl5Ommn~l. 128 -KUOIK- 742.97 439 92 1011 00 385 1/tO 
lmraWlggSmln150mmnaci. 142 ·.KlIOIK.- 74297 967.49 L32 0.0 730 9/10 
jmfagb'MCh5mlnigg1mnacld1t, 208 -KLIQIK· 742.97 604,47 00 45, 7/10 
&JrawphagjUn2Odpl1 MN8CI. 280 -.FGDFPNGIVKNLK.- 1449.68 81641 0.2 317 7/24 
jmfagfrenchSminigg1mnacldtt, 341 ·XLlOIK.- 142.97 758 38 1.53 0.1 421 7110 
jmfBglmnaclSmlntgg.360 -.KLlQIK.· 742.97 112289 1.66 0.0 663 9/'0 
imrawlggSmin15Ommnacl,438 ·KLlQIK.- 742.97 61470 1.36 0.0 469 415 
jmraWlgg5mlnl SOmmnool.61 $-820 ·.VMNSOQFFK.- 1129.31 '3 1.43 0.0 146 318 
jmtgG25Otawpllll93007.818 ·.KLIOIK.~ 742.97 1.47 0.1 644 415 
jmrawSminigg25Ommnacisynngdnase-. 900 -.KLlQIK.- 74297 91989 U34 0.0 476 415 
jmtgG500tawpllag3007. 94. -.KUOIK.- 74297 6<5083 01 402 7/tO 
ajra~hagactm20, 996 -.KlIQIK.- 74::'.97 109801 0.0 532 9110 
jmlgg4SOrawphag3001, 998 -.KUOIK.- 74291 1063.15 L66 0.1 464 415 
jm5mimggtaw1oWlorric. 1224 -XLlQIK.- 74297 63006 1.17 0.1 408 7/10 
jmlgG35Onackawpllag3007.1669-1S91 -.LlQNYIFSTSTNOOEFNK.- 2163.33 41469 1.21 0.1 304 9134 
JMFAGNACL 10_2821 E3, 1924 - KUQ1KGlP1NR.- 1393.75 99.50 0.0 121 3111 
JmfagtimeconZ.5min.373 373 2- -.KUQ1K.- 142.97 537.94 0.1 342 1110 
jmfagtimacoo2,Smin.111.1112" ·.KLlOIK.- 742.97 72976 0.1 453 415 
jmtag5mln¢ont400~0:30S311S1a34. 148 -.KUQIK- 74297 743.27 1 0.0 459 415 
Jmb9ads250ra'41)hag3007, 311 -.KL1QIK.- 742,97 48555 132 0.0 351 315 
jmfageooSmlOl OOOmmnacl_ 030601180404, 341 -KUOIK.- 742,91 1236 41 173 0.' 640 9/'0 
jmbeads350rawphag30012M, 1018 ·.KUOIK.- 74291 53656 , 27 00 413 1J10 
AJRAWAehnC®tr..jUne13, 1472 -,FGDFPNGIVKNLK.· 1449_68 684.84 093 02 159 7124 
jm_s300rawphag3007. ,656 -.QVGA.DFSSLEIINYAKNK.. 2187,48 459.02 177 00 234-
jm_s35Orawphag30072nd.2288·2290 ·,QVGFLOFSSlEIINYAKNK.- 2181.48 921.17 , 57 0.2 284 
jmtagconlSmrnbMd,2474 w2473 -.QVGFLOFSSlEIiNYAKNK.· 21S7.48 2368.87 201 03 aOO ma 
rllWphag2001chlboad2. 266 ~.KUaIK.~ 74297 539.55 1,31 0.0 311 9110 
fawphag2007ChIf$Ol1,950 ·.KLlQ1K.~ 742.97 600.97 130 0.0 46' 415 
phagrawF.",SOMeOH_d..,23, 1250 - KOSTENl1Kl1EILNNCDYK.- 2380.75 27$,12 1.26 0.0 214 7138 
lfnrll¥l1gg5mirugg~ad. 138 -.KUQIK.- 742.97 703,21 '38 0.' «9 415 
,mrawiggSminJggfreebead, 212 -KLlQIK.- 74297 621.13 1.35 0.1 417 7/10 
jmrav.t)8$Sminlmnacl,1132 -.KUQIK.- 742,97 493,93 1,13 0.0 409 1110 
jmrawbas5min1moacl,1264 -.KLIQIK.- 74297 287.88 1.25 0.0 228 7flO 
phagrawFsuc60MEJOH_dec2$, 1250 - KOSTENlIKl.,ellNNCOYK.- 2380 7S 273.12 128 0.0 2'4 7138 
phagrawFS:uc450_dec20, 1692 -.FKNYlLENKSNMDNIIIK.- 2198.57 nl,91 149 0.' 478 11/34 
phagrawFAclln_dac23.2322 -.NTSVENFSIVLDHSIFHSIYYlAIK.- 2912.29 233.02 1.011 0.1 31 118 

control 

tim'''' 10 Mua muaculua (Mouse). GABA-A r4Kl.ptor .p.UotMlka auburnt (D 2579.45 28850332.0 18 
rawexlr_250beadigg_Mar04,1940 -.OVGFLOFSSlEIINYAKNK.- 2187.48 3 581.41 1.31 0.1 371 5/18 
jmrav«)sa5m1nIOWlonlC, 908 -KUQIK.- 742.97 2 S69.06 1.61 0.0 531 415 
jmraWSmlnbsabeads, 930 -KLIQIK.- 142.91 2 514.48 1.41 0.0 343 7110 
jmraWSmlnbsabeads. 934 -KLlOIK.- 742.91 2 6244S 1.64 0.0 375 7110 

Fe compl •• 

simil.r to GABA-B receptor 2{M u. muecutu-sJ mal 
jmfagSminigg400mmnacl, 124 -.EYNSKR- 796.85 104.25 0.88 0.0 103 112 
jmfag5minigg400mmnacl.128-130 -.ASGVGPSK.- 787.89 515.06 1.52 0.1 156 411 
JMMAGTubelBI6E3.202 -:TtQAAMETlHASSA.- 1601.81 828.48 1.93 0.0 421 19152 

jmlgG250ra"Phag3oo7. 7 40-142 -.ANACIVI. VA.- 959_19 818.53 1.89 0.1 300 11/18 
jrnrawigg5minbeadsfreezethaw. 1770 -.lWllTVGYTTAffiAMFAKlWRVHAIFK.- 3118.89 311.14 1.26 0.1 51 7152 
jmigg600ra"Phage3007_ 1904 -.RTVERYSMESFOHWSVNVGGAR- 2584.81 523.59 1.81 0.0 256 4/21 

jm!llW5min,gg600mmnaclsd. 3394 -.TGACLWPAVWAPGNAF\.LNASFPISSAFK.- 3123.82 443.68 1.03 0.2 48 1/8 

jrnfagSmincon250mmnacl.75G-752 -.ANACIVl.VR· 959.19 449.12 1.80 0.1 224 9/16 

jmfag5minc0n300mmnacl. 780 -.ANACIVl.VR- 959.19 279.13 1.52 0.0 184 9116 

'""Phog2oo7cl11foo11. 1606 -.HAYOPlGSASCF(:PR- 1700 94 268.06 1.23 0.1 147 5114 

phograwF""""hW_dec23.1816 -.TAlWGMEQMWGDAGYR- 187 •. 11 259.41 1.00 0.1 98 4/15 

jmldlac1inrawphag3(101.848-SS0 -.ANACIVl.VR- 959.'9 553.26 1.97 0.0 261 518 
jmId1450nac~7. 1362 -.TSTSVTSVNOASTSfllEGlQSENHR- 269M2 269.40 1.31 0.1 179 19/96 

rawsuer!p_45Op/1ag'!lll..Mar04.1470 -.AMETLHASSAHQR· 1524.69 243.57 1.11 0.0 220 1/3 

phograwF450_de020.1492 -.vrMGAPDPAGR- 1157.33 175.25 1.18 0.1 102 9120 

phagrawFsue200_doo22. 1537 -.ASLLMMEGYIGVOFEPLSSK.- 2284.62 970,38 1.64 0.2 324 19180 

phograwFsucchW_dec23.1816 -.TALWGMEQMWGDAGYR.- 1873.11 259.41 1.00 0.1 96 4/15 -simil.r to GABA"s nteepbx" 2 [JIu. mueeultaJ uacu 18411.87 38075306.0 14 
ra __ actinbeadig!l..Mar04. 1819 -.TVPSDNAVNPAllK.- 1438.84 2 643.90 1.29 (t2 203 5/'3 
FPbeodsU)(XLDoo'9.1638 -.lIlNAMNETNFffiVTGQWFRNGER.- 2828.20 3 174,07 0.97 0.0 179 5132 
ra __ 601lbea!I_Mar04.19S0 

-.stLMMEGYIGYDFEPLSSK_- 2128.43 2 184.12 1.11 0.1 118 9136 
m __ actinbe.,CMar04. 2382 -.IILGQFDQNMAAK_- 1449.70 2 323.53 1.11 0.0 291 5112 

jmf8W5min_a,944-946 -,QAKGDlAAR- 944.08 3 320.96 1.69 0.1 155 11132 
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~eomplu s_ "<eo""", Peptld&$ 

P!!Qllde S!3l,letlca M,,+ cr-~rg$ """" xc OeilaCN Se lor. Count 
GAO_MOUSe Gamm.-amlnobUty'l~d rflCllptor delft lIY~it p"KurSOl' (QASA{A) reoc 3&59.92 t207920 

Jf1lrawSmlOl99500mmnaclsd, 1318 • VSLGITTVt IMYTL\o1VSARSSlPFt~ 2536 os 7852$ , 62 0,0 401 21!9-2 
Ifmqg600rawpha:g:&3Q01, 1904 • LSYNtiTNETLGLDSR.· 172062 76814 136 02 211 9/26 

jmfagtlmtMX3'\10mll'l,844 .PGGPGGIFI.- 71081 140_41 0,93 00 '41 317 
jMlagflmec<:nt10mln_030SQ1Z02502,1316 • LSYNHTNETLGlOSR ' 172082 90188 ". 0, 265 11/56 
nr.n\ICrlp_15Opha9Igg_MarQ4,1361 • OGAVPGNLMGSYFlSVEVEAK· 21784S 68723 Uil 0' 387 9138 
pfla.;JfawF600_dec20,1506 • AVFPAAFAAVNIIYWAAYTM - 2Uil1 58 31{).9:2 UH 00 2,6 9/38 

coo .... 

GAO_MOUSE Gamm ... mlnobotyric...cid r.cap(Of .... w. .... bunit pncur.of (GASA{A) rae: 1S18.20 120792 0 
1aW\P1f_1OOObMd_Itoo1a!'04,942 ·PGGPGGIR- 71081 15085 0.3 M '53 417 
nrwextr_actInbMd .. Mart)4, 1136 - SRLKPIOADTIQ,lYAR.· 184809 37959 '22 0, 26. 11130 
tawfttrJOObaad_Mat04,1199 - MOVLOWLLlPllLlCTQPHHGAR. 2598.17 466.92 1.55 0' 275 19i88 
1aW\P1f_60OboocU.tarG4.1836 -,LWtPOTFIVNAKSAWFHOVTVENK.· 2832.21 580.85 1-87 01 202 11m 

Fe compktx 
Scor. Aceess"", PoptidM 

P~tlde S~uence MH+ Cha!}l9 Scote XC OettaCN 5e Ion. Count 
Grb10 inte,.,.ctlng aVF protein 1 [Mus musculus] us 7213.70 33943105,0 
,,"wphag2oo7chlfsol3.1289 -,VQLGGlGSAPlNQWVSEAGPlWGGPDK,- 2735,05 3 2772,51 1.91 0,3 526 3113 
jmtagSminiyy60Offimnact. 456 "EHGERRR- 940,00 2 360A6 US 0.0 304 213 
jmra1Nlgg5min450mmnaclsd.558·560 -,HSTAATAlPlSHGAAR- 1561.73 3 634Jl2 1,90 0,0 318 19/60 
ajrawphagjun2Odp.1 MNacl. 764 -.YGGGNSHlR- 896,98 266,94 1.25 0,0 192 7/16 
Imra'Mgg5mmbeadsfreez.ethaw, 970 -LMGKGAGPPLPATSR- 1453]4 51888 1,36 0,1 242 317 
jmbaadsl50rawphag3007,992 "GRGOSCFYQRSIEEGOOAFGR- 2308,43 3 398,92 L41 0,1 214 3116 
jmfaglimeoontOffiin.030001230141,117S -,RQEEEELFRR- ,392,50 3 209,01 1.04 0,1 168 1/4 
jmboad.,50rawphag3007, 1398 -,AGCOEGFQPlGEVIK- 1648,87 2 515,59 126 0,1 236 5114 
rawphag2oo7chlfsol3. 492 -XTEEEEK- 892,93 2 692.95 1.43 0,2 171 7112 
AawPhag2oo7EtBaadsdigest _0307181 52503, 2894 -,QlHKQAA!'R- 1049,21 2 504,41 1,34 O,t 172 5/16 
jmra",gg5minigg_aad, 298 -.KTEEEEK,- 892,93 2 213.64 IW 0.1 150 7/12 
phagrawl'400,dec20. 1098 -, TtlELQMESERQLHK- 1856,14 2 125,37 U2 0,0 120 114 

control 

Grbl0 Interacting GYF prololn 1 [Mus musculus] 857 &1$,28 33943105,0 13 
,awo>d',700baad.Mar04, 695 "TEEEEKllKLlOOIPR- ,897.2' 3 5'0,57 U6 0,1 349 17/60 
rawo>d,_aclinbaad'gg,Man>4. 1877 -,ElPPAEGOELRALSLSPR- 195U7 2 107]1 0,78 0,0 135 9/34 

FceompM,X 

Soot. Ace_ PepHdes 
Papt1Ci& Sequence MH+ Charg! Scot. XC DEtltaCN Se Ion. Co.n' 

LCP2_MOUSE lymphocyte cytcnoUc protein 2: {SH2 dom.~lnlnlleucocyt. pr 5160.77 107200660 
jrnfagsmll'llgg.3()(')'nmMcl,214O • NHSPLSPPHPNHEEPSRSGNNKTAK· 2733 90 924.58 V)II 0.1 342 11. 
pnIag1mnacISmwugg.2244 ·.GKEDFLSVSDIIDYFR"~ 1905,~O 440199 , 9S 0,' S'S 1/15 
_ag2007ch __ • '769 ·.TAKlPAPSIOR.~ 116936 434J9 ,{)2 0,1 3Sil 112 

control 

FccompJex 
Score Accession !'""tideo 

P!etlCfe SeQuence MI1+ Cha~e Sc",e XC OettaCN 52 Ions Count 
Gprln1 protein [Mus mUSlCulus] .1 SH2~.lning pr 3481.17 34784265,0 20 
pIoagrawf350_dec20, 768 -$tGSlPEAEPSASTSQK- 1774,91 3 1423,15 U2 0,2 313 17/64 
pIoagrawf.uc200_dec22, 1369 -,AEGIPELQASEKGNPVNSTfWDTGATGSTEPK,- 3242,46 3 37669 tA7 0,1 104 17/124 
_ucrlp_l000phagigg-'I'Iat04, ,606 -, TVPTSSGKTALVSPGKVDlMTSER- 2462,81 3 672,53 D7 0,2 242 9/46 
pIoagrawfsuc4oo_dec20.2194-2196 ·,SLGTWGSLSAAKAEVTEGKGDPQPWK,- 2701,97 3 297$2 Ul 0,0 172 9/SO 
pIoagrawf3SO,d0c20.2422 -,GMlWEVYGASMEVEVLGMAIQK - 2430,85 3 529,21 1,36 M 376 5121 
phagrawf6oo,dec20,2744 -,SYATGPMTPQAAAPPAVPPVFPEVRIIA,- 2744,21 2 16U7 U2 0,1 69 9152 

control 
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F-: camp". 
5<;"", Acee:&siOfl P..,tldM 

MI<. Char~Q 5"0«) XC Oelta eN s~ '''''' Coon! 
JC7218 adaptor protein corrtainin9 PH and: SH2: domalM· mOUN 13076.82 , 1292011 0 10 
,mfaqfrench20mlniggl mnacldtt. 600 2 22011 1.12 01 169 7/10 
,mraWlgq5l'rlin4S0mmn8Cl$d, 838 2 132 oa 093 0.1 40 317 
,mlgG400rawohag3001, 1686 • VlQSAAOTMEPEPAIITSIITSALK.· 3 106' 8S 1.78 0.' 522 23188 
ynfagSmlfllggbead_030S2820010S, 1925 • OSErAPGECVL TFNFQQKQK •• 2 93779 1.1G- 03 '60 5119 
jITlfacjflm9Con7 Smm 534 S34 3 • SSPEPOQaATPK.· 1143,19 0 36960 , 23 0.0 292 17144 
pnbeadsac!inrawphag3001, 1689 - PPEmAVOJlVIITAPHQRAR.- l '52.03 127 01 64 11116 2 
1mbesds400rawphag3001,1146 ·.OFCELHAQVAAVOFAHK .• 2 151.&0 098 0.1 95 7132 2 
raWlSlJCrft:u;hlfph&gIgg..Mar04, 11 SO · R$SPEPOOGATPK. 3 38403 '3<S 0' 209 5116 2 
rawpMg2007chfbesd3,1217 • VlOSAADTMEPEPAVTS\lTSALK.- 3 70532 24. 00 2.' 19188 2 
pnldl300oaclrawphag3001,2110 '. TlAAKVEL VO,OR - 2 650.97 • 66 02 '08 316 2 
}mbsa4S0oac~hag3001, "62 ·.VlGSAAOn.lEPEPA\ITS\lTSALK_ 3 106999 2.33 0' 422 114 2 
)mnlWSmmbsabeads, 2220 ·.TLAAKVELVO'OR - 2 14623 132 00 100 ,13 2 
f8'NSlJCrtJ> _ 4SOphag!gtLMat04,9Q4-906 -.PPEmAVGAVV'fAPHGRAR· 3 363.30 190 0.0 '89 17176 2 
..... ucrtp_35<)ph.O'iXI_MW •. 930 ·.HFAANFLAVFSEEVll.. 3 384.S4 1.67 01 195 "' 2 
.. _rtp_'OOOph19i90_Ma!1l4.1'33 ·.HFMNFLAVFSEEVR.· 3 Hj42 02 2.18 02 227 5114 2 
rawsuerlp_ohlfphagI99..,MaJ04, 11 SO ·.RSSPEPOOOATPK.- 3 38403 135 0.1 209 511S 2 
rawsucrtp-_700t:mag!99_Mar04,1431 • VLGSMOTMEPEPAVTSVT5AU<.- 3 9\632 244 00 378 ". 2 
rawsucrlp_ttetlflPhaglgg_Mar04,1SfO ·VS'PLSA"EVRTIMPlEMPEK.· 2455.96- 2 1111.02 099 01 M 31'4 2 
_rtp35Ophag'iXI_MarO •• ,5S. • VLGSAAOTMEPEPAVTSVTSAl.!( • 2275.56 3 f883.14 , 98 02 617 13144 2 
phag .. wI'300_de<:i?(l. ,el7 ·.T!.AAKVELVOIQil· 145$11 2 94.34 1.11 0.0 83 113 2 
"",.,.,rtp _ 4500hagigO_MarO •• 'S50-1652 -. TlAAKVaVOIOR.· 14.5an 2 1060.74 169 02 240 11124 2 
pIUlg __ OO_dec20.2234·2235 ·.lUAKIIElVO,(lfI· 145611 2 '64.72 133 0.0 '38 318 2 

control 

9&1.9' 112920110 14 
·.ONPTYDTPOAGTSFS;R " 1144 16 9935 119 00 83 41.5 
- ONPTYIlTPOAQfSFSR.· 17« 16- 220.37 1.3() 0.0 189 4115 
• T",l'VOHSRSSEDVSAHAATKAR· 2304.42 41387 1.38 00 295 3/14 
'.VElVDiOflEGA1,JlF"""'OO'-ASGPOOTAQWQK.- 341180 117 &3 0.64 01 59 9162 
·.SSEDVSAHM1KAR.· 1430:$1 13469 092 0.0 135 7126 

kcompft. 

Scooo """"""'" 
P~ 

P~EtS!9uern;8 YH ... ChjljfS· SCOt. XC D$ltaCN !!1! ,- c.t.m1 
SH2 dom.In eon1 .. inlng 3(:; ~I $H2-COrrtlll1ing Pf~ln l; e.tM~1<;h;joQ- 5339.27 730mIU) 27 
jmrawJggSmlnbeadsltMzett1aw, 460 ·1<1ltGAI\. YEKK.· 12l39-11-6 195,$8 01>'1 0,' !2S 3/10 
jrnfa1l5mmigg3SOrn(Tl;(tQCt, 541 -AS.TMTOOL TTOK.- 1439-62 17"3.82 '64 02 roo 3I!i 
jnltawf9g5mjn1S0rtu mi aci.1116 -.EKYlLOSSPEK.- 13094$ 2:2'3,94- '22 DO .e' m 
jrtnrhlg..,5fflil'll>Md&ymgOtth •. '315~1317 +,fDt(Vl T,!,t.SHtC- 1~59.4e 43749 • 07 0.1 m 9t29 
pnrawrmlnl9g2OOmmnaclsynrtgdNU:.1542 +_lAAELEAAGO'tV!(.· 1338 .• 5 l13AJ OJt3 00 3m 
pntagSmlt'llll92SOrrImnact 18~ +_TASPAsPSGSKGSHMKA.· 16Q6.ag .364.44 0.0 290 
jmf.t91 mnacl7,Smirltgg. 2430 -.EVSE1l. VQANGDl'LIRDSl TSLGDvvUCA.· 3401.79- 91)87 00 113 
jmIgG3OOr_hag3007. 294. E.FKGlGSt.SNlPA:SFSlR.- 158016 299a5 0.1 212 7r.J2 
JMFAGNACL10_2621E3.30S4 + YlEASYGlSOOSS!(TASPASPSGSI(GSHMK'.· 300226 88'. 0.' ., 
AJRAWpellel:Ccontfjun13.3&7 EvOCLvAR· n594 453 S8 0.2 1M 
jIII'_Sm_.2Sll4 E,VrnSOOCPNSTSLPHPROS!R~ 2296.51 27937 <>. '20 3I.e 
Ra>M'hg2001M&Ethmeth3dog_, 1102 EYHVGSR.- 7i87e <>0 05& 1(10' 
rawpha92007ehIbead2,1410 -.AQ«Q(lA'IOKAOEVSR· '699.69 0' 7' ". phagrawF&l..lC400_dee20.2516 -RSSEPQLCpr'~~T 151 •. $9 O.() a:rf 'II:If 

control 

Fc complex 

PSMISH2-B della [M us musculus] 
JMFAGNACL10_1B21E3,l433 ·.lSIPCSTITDVR.- 1305.53 2 2OU;8 0.98 0.0 190 9122 4 
jmlgG450rawphag3007_030801205617, laO ·.SWSPWLSWSPWlNWK.· 1961.21 1 33.S7 0.72 0.0 47 5128 
jmrawigg5minbeadsyringdnasa, 465 -.lLLRSEGEGGGGSi't- 1388.51 2' 219.93 1.11 0.0 187 9126 
jmbeads400rawphag3007,408 -.OPQPQQPK.· 951.06 2' 527.11 1.25 0.1 234 4f7 
jmtag5mincont400_030531151634.612 ·.OPQPQQPKRGK.- 1292.47 3 311.62 1.24 0.0 247 13140 
jmbeadsactinrawphag3001,1087 ·.ALANDGTSPGERWTHA.· 11611.81 3 138.48 L71 0.0 427 113 4 
JMFAGNAClHU821E3, 1438 ·.lSIPCSTITDVA.- 1305.53 2 201.66 0.98 0.0 190 9122 4 
jmbeads300rawphag3007,1780 -.AAQL VlEGGTGSHGVFL VA.· 19H!.18 2 37333 1.21 0.0 309 113 5 
phagrawFsuc600_dec20,1780 ·.PMTLPLAPGTSFFTK.- 160893 2 238.02 099 0.1 202 9128 4 
jmrawSminbsalreezthaw.1758 ·.LSQGAYGGLSQR.- 1224.31 2' 224.08 0.63 0.1 50 7122 4 
jmrawSmlnbsafreelthaw. 1832 -.lSlNEEGOOR.- 1149.26 2' 230.56 1.16 0.1 174 7/18 6 
phagrawFsuc300_dec2O. 2134 ·.SEGEGGGGSAlEFFVPPI(.· 1851.01 3 218.03 1.62 0.1 105 15/68 5 
jmralMlsaSminlowionic.2312 ·.LLLRSEGEGGGGSALEFFVPPK- 2346.67 :3 200.04 1.00 0.1 170 5128 5 

control 

PSMISH2·B della [Mus mUlICulus) 1111.86 15767963.0 6 
raweXlr_150bead_MaI04,1023-1Q25 -.DGAGMIQA.· 847.96 2 461.58 0.96 0.2 222 4f7 4 
raweXlC 400baad_Ma104, 2328 ·.ENTFVVKVEGPSEYILETSDALHVK.· 2llO6.12 :3 650.28 1.S7 0.1 S37 19196 4 

199 



Fe complex 
Score Accession PepUdes 

PeeMe Sag uenca MH+ Charge Score XC Delta CN S~ Ions Count 
ASH2_MOUSE ASHHike protein 2581.56 32141317.0 6 
jmldlactinrawphag3007.848·850 -.L iVVGEKGYSMVR.- 1439.71 3 171.61 1.66 0.0 87 7/24 
jmag5mincon500mmnacl. 2128 -.QTPHSEIIFYKNGVNOGVAYR,- 242268 2 232.70 1.20 0.1 126 13/40 

JMFAGNACLSB21E3.2570 -.MTWPNNIVKTMSK.- 1550.87 2 85.01 0.90 0.0 71 7/24 
jmlgG 150rawphag3007, 720-722 -.L TVVGEKGYSMVR.- 1439.71 3 16465 1.70 0.0 96 5116 

jmlgG250rawphag3007.740-742 -.L TVVGEKGYSMVR.- 1439.71 3 14433 1.32 0.0 88 7/24 
jmlgG500rawphag3007.1961-1963 ·.ARSDPLFSAOR. - 1248.37 2 187.92 1.17 0.1 58 7/20 
jm fag timecon2. Smin.2086.2086.3 -.QSSAVSASGNLNGGIAAGSSGK.- 1921.02 0 488.89 1.42 0.1 241 19/84 
jmagSmlncon500mmnacl, 2128 -.QTPHSEIIFYKNGVNQGVA YR.- 2422.68 2 232.70 1.20 0.1 126 13/40 
jmraWlgg5miniggfreebead,2862 -.EMCLSALANL TWQSA.- 1724.00 2 142.04 0.81 0.1 135 1/4 
rawsucrlp _800phagigg_MarQ4, 1068 -.RKQQOGGTTGTTK.- 1378.48 2 209.78 1.02 0.0 204 1/3 
phagrawFI50_dec22, 1192 -.LELOCWAGKPIPGOL YRACLYER.- 2683.10 3 92.71 1.10 0.0 81 13/88 
phagrawFsuc500_dec20. 1940 -.EMCLSALANL TWQSRTQOEHPK.- 2559.87 3 238.42 1.58 0.1 80 1/6 
phagrawFsuc300_dec20.2132 -.SYL YFEEK.- 1079.18 1 190.81 0.78 0.1 214 317 

contrOl 

ASH2_MOUSE ASH2-Hke protein 165.27 32141377.0 4 
rawextUlOMeOHbead_Mar04, 492 -.L iVVGEKGYSMVR.- 1439.71 3 165.27 1.63 0.1 45 11/48 

Fe compf.~ 
Score AcceSSIOn Peptides 

P!ehde S~Ul)nce MH+ Chaf~0 &;"'. XC DeitaCN Se I"". Count 
aupprHSOf of cy1:okh,. signaUng t: cytoklM tnducib" SH2-cont.inlng p 32$1.05 6753424 0 6 
jmtagSmfmgg150mmnacl,944 • AEPVGTFLVA- 108927 335.99 ".23 00 274 1/2 
jmtawtggSmln400mmnaclsd. llO · RSEPSSSSSSSSPAAPVR • 1n6SS 248.73 123 0.0 200 4117 
PhagrawFSUc60MeOH_dec23,1096 • LAKALRELSOTGWYWGSMTVNEAK.· 2741 12 224.29 107 0.1 193 17192 
Imbead$tSOrawphag3001,1380 ~.NCFFALSVKMASGPTSIR.~ 193029 792.72 123 0.2 251 11,1'34 
jmtagtlmecon10min, 2678 ·IQCEGGSFSLOSDPRSTOPVPAFOCVLK.· 3096.49 14893 o aa 0.1 47 7154 
rawphag2007chfbead2, 126 ·IPLNP\Il.R - 9221S 155.1$ 0.88 0.0 175 4fT 
a}tawmooiapbsnocell$, 1884 - PCPAVPAPAPGDTHFRTFRSHSOYR,- 278400 359.a9 169 0.1 169 116 
phagrawFsucchltbead_d$(;23, 132$ ·.TSAllOACGFYWGPlSVHGAHEAlR.· 2758.t1 211.46 1.27 01 101 5132 
phagrawF300_dec20.1I343 ~ SEPSSSSSSSSPAAPVA:PR~ 1873 96 94.32 090 0.0 103 219 
phagrawF3S0_dec20.2138 · ITRTSALLOACGFYWGPlSVHGAHER.· 285922 45531 109 0.2 111 115 
phagrawFsuc60MeOH_dec23.1096 -.LAKAlAELSQTGWYWGSMTVNEAK.· 274'12 22429 1.07 01 183 11/92 

_ontrol 

SUppteMOf of cytokiM sJgnallng 3; eytoklM InducIble SH2..contatnlng p 451.68 601'758.0 
rawe4C100Obead_Mar04,1990 ·.TVNGHLDSYEKVTOLPGPIAEFLOQYDAPL.· 341777 3258 084 0.0 38 7/58 
tmbsa150naclrawphag3007,595 ·.AI\YVIYSGGEK.· 130744 419.10 1,11 0.1 266 13140 

Fccomplex 
Score Accession Peptidas 

Peetide S~uence MH+ Ch~e Score XC DelteCN Se Ions Count 
She SH2-dom.in binding protein 1 [Mus musculus) 7474.49 6755508.0 3 
jmrawigg5minbeadsyringdnase, 2669 -.FIQHDSVEGllIIHHGK.- 1944.23 1 70.27 0.82 0.0 77 3116 
jmfag5miniggI50mmnacl,1886-1888 -.QNGQKVIHWSSTMK.- 1656.93 2 289.07 1.63 0.1 116 9/28 
jmfag5minigg500mmnac, 1968 -.GDTFVDCTGMDVKISGIK.- 1887.17 2 138.12 1.11 0.0 124 9/34 
jmfag5mincont350, 1624 -. YVFGYQKNSNIQGK.- 1646.83 2 842.47 1.40 0.1 448 6/13 
jmfagtlmecont 1 Omin_03060 1202502, 2100 -.NSDVYGAKGAGIEIYPGSK.- 1927.11 3 5733.19 2.25 0.5 409 1/3 
phagrawFchltbead_dac23, 738 ·.EFTVSFLEK.- 1100.25 2 272.76 0.72 0.1 310 9/16 
phagrawFsuC2?O_dec22,2617 ·.AYQDYlLAOCKASEVK.· 18~8.04 2 128.62 0.99 0.0 124 4/15 

control 

Fe com pIe. 
Score Accession Peptid .. 

P!Etlda S~\Jenco MH+ Char,. S"",. XC DenaCN $2 Ions Count 
SH3-blndlng domain glutamic acid-rich protoln Ilk. [Mu. musculus) 53486.92 9910548.0 
jmrawSminbsalreezthaw, 2404 ·.ENNAVYAFLGL TAPPGSK.- 1850 06 2 8009.31 2.79 0.5 395 13/34 
jm_Sta"'l'hag3007,1188 ·.IOVOLIIDISODNALRDEMR.- 2308.86 3 3660.57 2.33 0.4 345 23172 
jm1aglrnnacl2.5mmigg.1268 ·.I0VOLVDISODNALR· 177697 2 17233.85 3.50 0.5 1765 11/14 
jm1ag5miniggl5Ommnacl.1298 -.IOVOL IIDISODNALADEMA.- 2308.86 3 3488.78 2.37 0.4 202 2I'iI 
JMFAGNACL5B21E3.1334·I336 ·.I0YOlIiDISODNAlRDEMA.- 2308.56 3 4884.26 2.50 0.4 285 5118 
jm1aglmnacl7,5minigg,1338 ·.I0YOL VDISODNALRDEMR.- 2308.56 3 9920.20 3.72 0.5 513 29172 
Imf"ll5minigg200mmnacl, 1398 -.VFVATSSGSIAIRKK.- 1564.86 2 753.80 1.35 0.1 347 11/28 
jmtag5mlnigg300mmnacl,I53&-1538 ·.ELDIAGDEDNRKWMA.- 1849.02 2 130.59 1.11 0.0 112 1/4 
jmrawrminlgg2oommnaclsyringdnU, 1756 -.I0YOLVOISOONALADEMR.· 2308.56 3 2274.35 2.56 0.3 214 5118 
jmfag5mlnlgg300mmnacl. 2022 ·.I0YOLVDISOONALRDEMA. - 2308.56 3 2135.24 1.97 0.3 t87 2/9 
jmrawigg5miniggfr_. 1232 ·.I0YOL IIDISOONALRDEMR.· 2:J06.56 3 856.79 1.76 0.2 174 2/9 
phagrawF400_dec20.410 -.EEEGEDGEEGEEGEEA.· t809.65 2 109.18 1.02 0.0 95 4/15 

c_, 
SH3-blndlng domain glutamic ""ld-rien protoin [Mus mUlCylus) 655.81 20897156.0 
_'-60MeOHb<oadlgg-,~l!I04. 14()4 -.NLRMGSLCPLA.· 1260.56 395.92 1.09 0.0 361 112 
jmbsaSOOnaclrawphag3007.1078 ·.NLAMGSLCPLA.- 1260.56 459.69 0.95 0.1 437 9120 
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fcc:omplu 

SH3 dom.ln protfrin 011; SHl domain e-onttllniflg J)fO't.,n 0 " (Mu. mUlCutu 
jmfa91mOMI2.s,mlfll99".2S6 159182 
)mtag5m!o!ggi:t$ad.547 129451 
Jmlag1mnaclSrruneOl'\,1164 2931,34 ,:\a 191100 
JmfagSmlntgg400mmnliCl, 1520 ,PKPGHPl 'fR .. 1065.25 109 .2 1<\il 
jmr8W1995JT1lnb4atlsyrlngdl'las(t,451 ·aVASAtPK> 742.00 In \i.2 40' 
)mMadtaetlntawp,hag3007, 2'02 ·aVASAiPK ~ 742.00 <31 0.0 322 
jmfag5mineon250mmnttel, 1362 '.YM!.SVPHGIANEOtvSANPTELSCKA.' 2931.34 I.SO 0.1 1.7 
jmb&ads350rawphag30012nd,1S4(! . VGGAEGn<:lOOOFKOMEK.~ 19Sa.12 11.2 0.2 11. 
raWPhag2007ehlbead3. nO' ·_G'iASAIPK· 74289 126 .' 273 

.onlfOl 

$H3 domaln pro..-" 01.; SH3domamcom.ining protein 0 1.[M .... mUleulu 939.31 16575640 
tawextT ~20t)t;ljild _ ~aro4, ;1f26~1928 . OSHFVSGlSKAK ~ 092 O. 102 3111 
FPbwds35!UJOC19, 1339 ~.KYMLSVPHGtA.'l€DiVSRNprELSQC~ 19\1 0.0 141\ 9150 
jn!~Irn'~a~OO;, l!50 ~.GRP-NG'SGHSQK~ 0_91 0.2 115 "4 

Fc-c:-omp'*x 

SH3 multip'. d';Jl1't.t"t 1; Uva SHl4<>m6fi1$ [Mia musculus] 
jmrawrmirngg200mmr.acl$j'nngdnD, Gaa -.TGEVSKR· 
jmlgG t SOrawphag3001, 796 • AATPPIPSKPPQGFOK,· 100 0.0 
jtru'.a'Mgg5t~·1l99freebead. 196 • EGWAP~SYLKK.· 09. 01 151 7/20 
jmt-8Wl:\19$m.,b9'ads1l'eezathaw, 944 • GWVPSNYLEK- 74062 120 0.2 305 1/2 
Irni9gactIlHav.phag3001.1$18 ·PKVPPPAPPSKPK,· 1340.64 123.03 103 0.0 117 1/3 
im5min:ig9ra~, '552 • KGIPVSf'VR.· 953.16 US,S4 01 76 3/& 
!mrawSmir;igg500mmnacisd, 1942 .,YlGKEGWAPASYLKK.· t11n~:9 2 35$20 0.1 194 51'. 
JMFAGNACUO_2B2IE3,1&1 ·KKPNLSR. 843.01 2 92264 OJ! 91 213 
jm1agSmll'liggfOOOmmnacJ,226 • .KP"LSRFt- 871.02 2 40375 00 315 Ift2 
jmfsgSmll'llgg200mmnacl, 454 .,TGEVSKR- 77686 2 54155 0.1 351 3/4 
jmtaglmnact2,Smrnigg\ 458 • VPPPAPPSlt· 890.00 2 40523 0.1 235 112 

JMFAGNACL 10_'82'E3, 494 .,RNESLTATOSLR,· 136346 3 627.04 1 0.1 40t 17/44 

Imfag5mlf'llgg200mmnacl. 59() •. PEOVNPPK.- 89598 2 821.56 13(l 0.1 492 911. 
jrnfagSmll:\l9gt50mmMd,632 • SSSLLKlKAEK.· ~204 44 2 _70 107 00 433 "120 
jmiag1mnBd2,$minigg, &44 • DOS01NTSKTGEVSK.· 159663 3 _99 162 00 273 9/28 

,rnralMmH'I19g200mtnnac:lsynngdna. 688 '.TGEVSKR· 776M 2 13.56 055 01 51 1/3 
imiagSminlgg4S<lmmn~C0305a7(}25134, m - KNlAGPVEIlGNIM EISNllNKK • 2"000 3 \0120 0.96 0.0 104 1144 
,mlag5mlnl9g35nmmn4d, t 161 • RNESlTATDSLR.· ;36346 2 19792 089 0.0 21; "''''' ynlggactlnfllv.phag3007, 1518 • PKVPPPAPPSKPK.' 134064 2 12303 1.03 0.0 117 1/3 

Jm5mmwra~, !552 • KGIPVSPVA- 953.U; 2 115.54 aBO 0.1 76 318 
JMFAGNACU5S21E3,159. •. EGDTGKSSONEGKSDSlEK,' 199702 3 40697 112 0.0 362 19/72 
tmttwt$mll\'9Q500mmnactsd. 1942 '. ytGKEGWAPASYLKK,· l1n 99 2 35520 loa 01 194 5114 
lmtagSminigg300mmnaci, 207& • GWVPSNYlEK.· 119333 2 2'4649 097 01 21. 419 
fmfagtlmecon1 5min 984 986 2' - GIPVSPVR.. 92499 0 7322 095 00 as '317 
jmbudll25Crawphag3001, 609 '.GSAOIIPlTAITPPCVPKK.- 191;} 21 3 975.93 1.68 \I 1 490 

jmfageoo5mtn100ommnacl_030601100404.734 - FFEAAPEOVNPPK •• 1541).71 2 314.33 110 III 
!mfag5mlt'leon250mrnnad, 890 • PKVPPPAI'PSKPK.· 1340.$4 3 1713.40 1.88 OJ 
jmbeBdsactlnrawphag3001.1oo5 - G'PVSPVA.- 824.99 900.50 1.22 o. 219 U1 

jmfag5mineont150mmo&ct t 467 ·OGQKAEVIDKNSGGWWYVQIGEK.· 255091 224.03 t.22 0.1 151 15183 
jmfagSminc:on4SOmmnad. 1644 -ALVI'ILPPHISOCOEVFR.· .981.31 42219 t.i7 00 341 114 
jmfagtimeeoot1 GmIfU)30601202502:. 28tO • OVTGADTNAEPMILEQYVWSNYK,- 2857.9-4 1.39 0.1 .aa 
""""""92007_',,044·,046 •. O!PVSPVA.· 924.99 1.09 00 ,71 
phaglw_I50_<lo<:22,462 •. EWEQQGAlWTCSAYOK.· 1922.06 0.86 0.0 151 114 

phagrawFSU0150_deoc2'2,11O •. KOENSElSlQAGEWDVIEK.- 2215.43 1.62 O. 344 11. 
P/!39'owF_OiUI ••• 22,13'5 ·.DPKORllPFtPGK,. 15011.82 1.04 0.0 113 113 

pnagr~1000 .. 0ee23. 1624 • YVTIIQPYTSQSK.· 1401.55 079 0.2 n 
phag_""'~(XL<lo<:20,I!174·!878 •. ilITPPIPSKPPOGFGK .• 1451.69 1.03 00 433 
phogrW200_d0<22. 19119' •. NLAGPVEIiGNIMEISNllNKKASGDK.· 2840.29 1.87 0.2 ~'5 
p/lagrwlOOO.09r:Z3.2704 - NLEOWWYIRYLGKEGWIIPASYLK.· 2_.16 0.$4 0.1 71 
phag<.wr: .. e500.d0e20, 3666 _.NOSNISFSSSVTISTTCSSSSSSSSlSKNNGDLK • 3443.61 O.sa 0,1 59 4133 

_onln>t 

SH3 mulUpl. dorna'n.1: tlv. SH3 domain. (MU* muscf.du.) 3m.O~ 1!a798()l.O 12 

raweJd,_4SObaadigQ..M4r04,648 lmSI 3 51$." 1S& 0.0 325 15152 

rSW&)(t'_400beadig:,;Llda!'04, ~6 1049.15- 2 232M 126 0.0 185 7116 

FPbeadS150_Dac19,1055 216:U' 3 449Jjl 1.31 0.1 216 4119 

_UOOOb •• ,LM0l04,m6 953.'. 2 .no 0.71 0.0 73 5/1. 

FPbea<ls300))""'Q,1162 2073.21 3 646.69 147 O.Q 419 114 

raweJdr_350boadl9g2.MM1',lao;o 2216.43 3 5401$ 1.34 0,0 400 114 
FPbead.35ILOeo19, ,_ 2961." 2 1&1 $1 o.s1 0,1 112 478 
__ ~_,2119 3443.61 2 1103,4-2 US 0,3 85 3/22 
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Fc(;omp". 
Scm. ACC&SSfOO 

Pel:2f1de S~ u ence MH. Charse Score XC ~itaCN 

SH3Iankyrin doma~n ~". 3; Shank3b prot.in [Mus musculus] 7273.78 10_786.0 
jrnraWtggSmin 1 SOmmnacl. t 12~ 1 l4 · RRAPPPPK· 919.11 56.74 090 00 
JMFAGNAC110_'82,E3,918 · AHSPOGEGEIPLHR.· 1528,66 3 702.Q1 1.82 0.1 
jfJ1raW5rOlfllgg6OOmmnacisd,938.940 '.RRAPPPPK· 919.11 8440 0.98 0.0 
JMFAGNACl15821ES,942 ·.AHSPOGEGEIPLHR· 1528,66 829.77 195 0.0 
;mraWlgg5mlO3SOrnrnnaclsytlf"lgednase. to 13·1015 ·.RAPSTlL TlRSK.· 1331.55 179.16 104 0.0 
jm!'8W5mwugg500mmnacfsd, T 144 ·,LAGPSGLASPRPLOA . 1520.76 534.84 116 0.2 
AJRAWAchnlgG.jlme13, 1768 · .NGGAHLOFRTRDGL TAVHCA TR " 2369,61 309.31 1.27 0.1 
JMFAGNACL5B21E3,1838 '.GDOPAASPGPTlRSLPHOLLLOR· 2453,79 1360 65 1 72 0,2 
",bead560Onaclmwphaga3007, 120 · RRlAGPSGLASPR· 1338.55 176,82 122 0.1 
jmbeads350rav.p11ag300 72nd, 1572 ·.FMDYVOLHSTDlIVARLLDK, • 228063 867.85 1.78 00 
phag-"$lJc500~dec20. 1226 · VAILOKRDHEGFGFVLA,· 1986,31 286 23 1.08 0,0 
!8W$ucrlp .. 600phag'99_MaI04. 1412 ·,NAGAL TlLLDLGASPDYKDSR,· 2179,37 587,49 1.35 0,2 
phagrawFsvc600_dec20,1594·1596 · RAPSTlL TLRSK.· 1331,55 390.80 171 0.1 
phli9-"250_dec22,2565 ·.ITPAEISSLFEROGLPGPEKLPGSLR.· 2794.20 905.73 122 0.2 

control 

SH3/ankyrin domain ge".3; Shank3b prot.in (Mus musculus] 1386.02 10946786.0 
raw&xtcactnbead_Ma.r04, 1092 · GIPRTKSVGSSAASVS" 150467 894.27 160 00 
rawoJdr-'OObead'99_MaI04.1400 ',GEAVKVLSIGEGGFWEGTVK" 206433 274,79 1.18 0.0 
jmbsal00Q0ockawphag3001.1095·1091 ·,lHTKANLK.· 925.11 216,96 1.06 0.0 

Fe complex 
Score AccesSion 

Peptide Sequence Charae Score XC DeitaCN 
SH3 domain-eonlaining adaptor protein MET!l-1 [Mus muoculua] 
JMMAGNEGBI603.532 ·.VGEIIRNVKK.· 

·.KIAGIGFGDIFK,
·.DDNLPIKA.
·.lQEEGWlEGElNGAA.· 

JMMAGNEGBI6D3.810-812 
jmraWl9g5min IS0mmnacl.l 074-1076 
jrnraw5mmigg250mmnaclojmngdnase. 1450 
jmldll000naclrawphag3007.1810 
jrnldI150naclrawphag3007. 1770 
pIlagrawF250_dec22,1323 

conlrol 

Fc complex 

SH3 domain protein 3 [Mus musculus] 
jrnlaglmnacI2.5minigg.234 
jrntag lmnacl5mincon. 1588 
jrnldIl5Onactr""f)hag3007,2898 
pIlag,aM'$Uc150_dec22,622 
rawsucrfp_ 45I)phaglgg_MarQ4, 1394 
pIlagraM'350_dec20,2248 
pIlagrawFsuc450_dec20, 2976 
jrnr"Wl995min400mmnaclsd. 248 

control 

SH3 domain protein 3 [Mu. musculus] 
r"""'xtr_600bead~Mar04. 1676 

Fccomple. 

PeEtide S~uence 

-.GNLSWLRECLDNR.-

•. LATRTSSSETEEK.· 
-.KTEKPLlLQPlGSA.
·.SLLEQKPSKPAAPQVPPK.· 

-.TGLIPSNYVAEQAESIDNPLHEAAK.-
-.MNNSNGNWKSSVRSTNSWNYNGPGDK.· 
-,KOQGTDGAATLSNAEDYLDDEOSD.-
-.GNLSWLAECLONR.-
-.LGDTALHAAAWKGYADIVOLLLAK.-
-.MNNSNGNWKSSVRSTNSWNYNGPGDK.· 
·.LALDMA TNAACASLlKK.· 

·.DIVEVLFTOPNVELNOONKLGDTALHAAAWK,-

P!Qttde S!!3uence 
SH3-domain bindlng prot.ln 5 (STIC4ISOCiltH) (Mu* mUMuJ,,_) 
JMMAGNEGB 1603, 1_-1482 ·,VLGSTNGGSGR,-
AJRAWAdinlgGjurut13.906 • MKOLSLOCSKGR,-

1156.40 
1351.62 
911.09 

1786.93 
1524.62 
1590.90 
1916.25 

MH+ 

1576.76 
2668.90 
2916.05 
2644.62 
1576.76 
2539.96 
2916.05 
1735,11 

3464.87 

jmlgG500 .. .."nag3007. 2153 '. VLGSTNGGSGRSRSQSSTSLESOALETR.· 
jmtag5mltlcont200mmnact, 298 ·.OLSLOCSK,· 
jmtag5mtncoo3OOmmnad. 2630 -AINKSKPYFELK.-
..-q2007_.824 , RSNAMGPR,. 
1"'101300_093007. 1028 • OGIIADIKMVOIG.-
phagrawfsue500_d~, 2"0 • ANNNRVLGSTNGGSGRSR,· 

control 

$H3-domaift biMini prowln I (STK4UOCial'K) [Mu. musctdu*) 
raw9IrtC8OOt>ead_Mat04,1412; -.ASNAMGPRGCGVGAEGSIASVENLPVSK -

202 

Charge 

3 
3 
3 
3 
2 
3 
2 
3 

3 

MH. 

100507 
1379,68 
2354 00 

90707 
143$ 70 
88902 

'37365 
1817,111 

274509 

21022.72 
31001.49 
1103.28 
3458,36 
2 165,01 
2377.74 
2 146,19 

Score 

181.43 
125,46 
365.49 
56S.38 
112.31 
916.51 

59.70 
259.19 

379,53 

CM!ljie 

3280.79 8131948,0 
1.58 0,1 
1.67 0,2 
0.99 0,0 
1.51 0,0 
1.01 0,0 
1.04 0,1 
0.92 0.1 

Score ACC8SSl00 

XC Dell.CN 
2588.47 22267440,0 

1.23 0.0 
1.51 0.0 
1.32 0.0 
1.22 0.2 
1.02 0.1 
1.50 0,1 
0,71 0,1 
1.34 0.1 

319.53 22267440.0 
1.13 0.1 

Scm. --Score XC OehaCN 
2$'7.t~ 67554980 

20366 0.84 0.1 
112~.O4 2.12 00 
38530 1.24 0.1 
33{),48 1.19 0.0 
83.01 0.81 0.0 

114.75 0.85 0.0 
197.07 1.00 00 
144.57 1,26 0.1 

183.02 6755498.0 
16302 1.41 00 

Peptldes 

Se 100' Count 
19 

64 217 
307 17152 

76 Si14 
426 17152 
167 4111 
166 217 
218 19184 
270 21188 
119 114 
464 7124 
258 114 
202 11/40 

160 4111 
119 131100 

17 
552 113 
230 15176 
201 112 

Pepbd .. 

Se Ion. Count 

493 5/9 
374 4111 
103 5/14 2 
290 15/56 2 
161 318 2 
325 5/13 1 
133 9/34 2 

Peptldas 

S~ Ions Count 
5 

138 114 
78 1/6 

272 171100 
218 4123 

57 7124 
540 1/4 

42 7/50 
156 7/32 

2 
243 3120 

P9ptides 

Se loos Count 
11 

93 7120 
518 19(44 
229 7/36 
275 417 
82 5122 

111 5114 
196 13148 

89 SI34 

95 191'108 



int4llMCtin (SH3 dam.m pt'Ofltin t A); int.raction ,SH3 domain pnlh)'in 1 
ImtagSmnJQg3SOrnmn:acl, 51S 
ayawphag:un:20dpllMNaCt, 1 fT4 
Imtlmt9g5mln1mnazt 159~ 
,maglmnaelOm!n:199. i844 
pnlgG 1 OOOnaclrawphlt93007, 1912'·llf74 
jmlgG2$Orawphag.3007,2426 
jrnfag5tmnI991S0mrrmad.2528 
jmb8ad'45onazlr~h1l9l001, 1438·1440' 
rawph~2007Chfb$iid2, 362 
f'awPhag2007Chff&«3. 1029 
Aawi'h;t!)200160Me8fJadsdlgm.1806 
Imld!35I)nazlfa!Nph~3007. 964 
jmId1600nat;lfawphaq3007. 102$ 
imldI300nazttawptHig3007, 11)26 
ra'/W.W¢rff)_4SOph~i(}!;;U\Aar04. 1678 

Int4ll,HCtin (SH3 dom.t.n protfHft lA): int.r.aection (5H3 domain protem 1 
rawextc10OOb&a'LMar04,1218 
rawextc60Obea<:CMar(j4.1564 
tawexc,_1O'OOb&ad_Mart)4,1764 

~ SNK1JSUPVRK " l347 $3 
< DSEGSGTAGKTGSLGK~ l452$1 
- OSRtFHPHQEI"~ • t$7$,76 
• KRO!GWFPANYVIt; , 18()7ga 
• CRLATOAO".eSTNl<.· 1771W 
• OODWWTGiVGOKSGVFl'SNYVR • 244460 
• LQKAQS"OYASAPPAAeWAvPOSSRLK.- 2aa42'4 
- LATQAPWSTTEKGPl nSAOESVK.- 254484 
- CRLATQRQEleSTNK· 117199 
- LQKAQSFDVASI\PPAAEWAVPOSSRLK· 236424 
· VEGt.QAQAt. YPWRAKK.· 1359.11 
· soy,mEooOMWWF'GEVOGOK.- 2624.91 
• GQliNVLNKEOPOWWK.. '95&.19 
• YRQLFNSHOKTMSGHLTGPOAR.· 2545.82 
• LQKAOSFOVASAPl'AAEWAVPOSSR • 2&42.9' 

·IAE1THLOOOLOfSOOMLGIl· 235266 
- HOLEGKl.OOTRCR - 159ft84 
'. VEGLOAOAL VPWA • 153114 

P!etide S!3uenCG: MH. Ch!!iifJ 
Mu. mUKuiu& SfcSH3 bfnding protein. In<:ompl-.t* Mqu.f'lc. 
JMFAGNACLHU821€3.296 
J!'I~Smini!j\llm_". 120 
JW::AGNACll0_'B21E3.296 
",lgG500~7,1113-1115 

InmwSmimgg250mmnaclsyringdrla:se,1372-1374 
)Tliaglmnad1,5.'Tlintgg,1444 

p,1agSm""""13SO. 2504 

Mus mnculu. SteSHl blndinll)f'O«ti,.. m¢Om~ ~ __ 3SObead!gg2_M0r04,I_ 

rawext,,-35Ot:!ead~Mat04. 2342 

'. GA1PWGNDVGPLSSSK.- 15$5 7. 
-,APPPPPPGHK., 1000.21 
- GAIPWGNDVGPLSSSK.- 1585,7. 
·.LALPGFSTPR.- 1059,24 
-.GPTGPPSTLPLGTQTSSGSSTlSKKR.· 2543,82 
-.KGVFPVSFVHILSD.· 154Ul 
-.NAGKGPTGPPSTlPLGTQTSSGSSTLSK.· 2629J16 

-.PVELAPKPQVGELPPK,- 1700.02 
,.ATQCEOLLSO!IK,- 1307.0«1 

~Iltanwdl.li::lnt lMiaptQtM:<:dcu. ($H;3: dam.i" _ITAM motif) 1 (M~ 
}mtag 1ml'ltICI7,Smml99.404 1716.96 
jm1agSrnlnlgg300rnml'l.te!.314$ 
.tjnrwphaglvn20dphUNaCt, &1$ 
}lnfag1 mnacl1 ,Smlttlg9, 404 
}mrawSmlnigg2SOmmnac~aM, &22 
jm5miniggl1:~IC, 213& 
ynfll95mi4'\199300rnmf\ac!.3:146: 
In'IfaglimQlX)07 Smltl.281tl2$182 
Jmta9t!m~ 5W1m 324,326,3: 
R_hagZOO1l!1_''''''''U1OO1,$'52503,963 
t~h&92001~hfbead', 1334 

ehl'Ol'filI).om. )( ~ ,.tlding frtlme ~ likely Of1hotog 01 mouM $H$ geM Sl 
jf'IY8Wlgg$mln150mmotolsynngc.dnas •• 1185 
jf'riCag.1 mnIiltCISmI~, 914 phog< ___ oocao, n2 

phog<_,OOQ_00<23, :!ea4 

-.ETHLNELNIMDPOHAAK. -
·.GOV,OlIEK.
·,ELAEniLNEl.N1MDPOHR.
·,EI'NLOONIPEOOSGVPTPEOAGKSGK.· 
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321480 
1122.35 
17Ht96 
1284 44 
2:764-.2$ 
3214-60 
29Z6 32 
1116.96 
1142:,91 
1752-.97 

204129 
10H.19 
2246;,49 
2147Al2 

3 
Z 
2 
3 
2 
3 

7122 
3/'0 

36813 $/1. 1 
10664 0.1 97 "4 l 
32063 0.1 78 2/7 2 
'{3J~a 00 121 '1114 2 
530'.09 12l! 02 151 111104 2 
13623 Q.94 01 41 3123 2 
580 33 195 00 295 <J1 2 
81559 " , 390 11152 2 
172,02 0' '35 7/30 

97.19 00 72 <121 
2376$ 00 175 114 

S54T CO 60 4121 
37S 28 180 0.' 175 31.6 

61543-92.t.l T6 
495,38 1 M 296 9fjQ 

• 49 ~.2 238 315 
145 M 338 11{.48 

800m 11_ Pep-
800m XC Oeita eN §2 Ions Coon! 

2_.41 19289660 
132.<7 L19 g~<l ,04 113 
«0.01 1.35 'leO 3111 7118 4 
132.41 118 0,0 104 tI3 2 
7!j\123 l.11 0.2 = .>$ S 
eoUl 1.95 02 16& 191100 ... 

44.33 0,67 00 (14 9126 5 
213.01 1.2. 0.0 110 111108 ... 

OUl.31 19289660 8 
477.08 1.58 0.1 165 311<1 
141.29 091 0.1 102 3/11 

$OS,08 1.63 0,1 235 ". 12.74 0,67 0,1 2' SlS8 
451.02 1.42 0.' 14a 1/18 
505.08 Ul:! 0.1 235 1/. 
231.01 1,0:/ 0,0 2.3 311. 
19:8.55 0.8. 0,' , .. lIS 
72-14 057 0.1 21 5158 

• 24413 11)9 0.1 •• 9(,", 

0 57823 1.1$ 00 325 <J1 
2 233.:.\2 1,19 0 .• 21. 311. 
3 2139,16 2,08 0.1 83Jl 11m 



Fccompl ... 

SH32_MOUSE SH3-conmJnlng GRB2-1ik. protein 2 (SH3 domain prot .. n 24) (Endoph 
phagrtMFchlfbeacCdec23.1161 
phagrawf2SO_d8c22.1173-1175 
phagrawF2SO_dec22. 11 n 
phagrawFsucSOO_dec23. 1384 
Iawsucrfp_350phagI99_Mat04. 1464 
phagrawF300_dec20.1465 
f8W$UCrfp_4SOph<J9!9\LMaJ04.1502 
rawsucrfp_ 450phBgl99_Mat04. 1500 
phagrawFsuc400_dec20,2OO4 
phagrawF suc600 _ dec20, 2006 
ph<J9riMFSUC350_dec20.2026 
ph<J9rawfchll_dec23.2118 
!3WSucrlp_ 4S0phagl99_Mat04. 2214 
phagrawFsuc450_dec20. 2214 
phagrawFsuc300_dec20, 2224 
jmraw5rmnbsabeadS, 2050 

JfTIrawSmlnbsabeads. 2058 
JMMAGNEG81603.1378 
jmfagSmlnl9g4SOmmnacC 030527025134, 1638 
jmraoMggSminbeadsynn9dnase. 1109 
AJFlAWActinlgGjune13,1918 
AJRAWActinlgGjun.,3,3112 
rawphaglOO7chlfsol3,1215 
jmIdI6OOnaclrawphag3007.1328 

SH32_MOUSE SH3-containing GRB2-11k. prolein 2 (SH3 domain proIein 2A) (Endoph 
mwextr_60MeOHbeadlgg_Mar04.1174 
FPbeads1000_Dec19,2158 

Fccompl ... 

POZ domain conbining vuenir-. nucleotide ... cha!no- t.ctor (GEF) 1 (Mu. 
jrnfagSrmrllgg20Ornmnad, 258 
JMMAGNEG816D3, 766 
jrnfag1mnacl5truncon, 1424 
tnfaglmneclOminigg, 1560 
JMMAGTubelS16E3,1862 
JMFAGNACL5821E3.234O 
jmfagSminigg20Ommnac:l, 258 
jmrawtggSmll'lbeadsITeezathaw, 620 
jmrBWIggSmnbeadsyrin9dnase.807 
jm5minigg~ic. 1310 
jmfaQlmnac:lOminigg.1560 
)fT'IlgG350nadt'awphag3007.2267 
rnfagtimecon2.5min.144O.1440 2 
rntagcon5nllm600mmnacl, 241 
AJFlAWSoluteContrjun.,3.306 
jmbeads 1 OOOnaclrawphag3007 .336-338 
;nbeads400rawphag3001. 590 
jmfa91mnaclSmincon.1424 
jmfagcont5minbead,2286-2288 
rawsucrfp _chlfphagigg_PtAar04, 2616-2618 
jmldl600naclrawphaq3007.1480 
jmldl600naclrawphagJ007, 2002 
airawmGdlapbsnocells.1962 
pnagrawFeOO_dec20.627 
phaqrawFsuc800_dec23. 1298 
phaqrawFsuc200_dec22. 1369 
rawsuc:rfp_2SOph<J9iY9-Mar04,1454 
pnagrawF300_d8C20,1481 
rawsucrfp_150phagIYQ_Mar04.1639-1641 
pnagrawFsuc700_dec23. 2111 
rawsucrfpJOOpnagtg9_Mar04.2128 
phagrawF800 _Dec23.2154-2156 
phagrawF400_dec20.2668 
p/KlgrawFsuc600_dec20,2716 
phagl1lWf 1 000 _0ec23, 3848 

POZ dom.n CGntaIlnln9 guam,. nucI.atide ... ch8nge t.ctor (GEF) 1 (Mua 
rawaxtr_1000_beedig9-Mar04. 729 
rawaxtrJOObeacUM,04.1093 
rawaxb'_300bead_Mat04.1226-1228 
rawextr_700beacUoIar04.1349 
rawextr_900beadlg~Mar04, 1752 
FPbea-jSl000_Dec19.1890-1892 
jrnbsa150naclrawphag3007,1351 
;nbsa.3oonacirawphagJOO7,1438 
jmbsaactinrawphac;t3007. 1693 
rawextr_SOObead_M8I04,2036 
FPbeadS1SO_Dec19.2181 
I'8WItxtr_ 4OObead_Mar04, 2808 
FPbeedsSOO_decllil.2924 
FPbeads300_Dec19,3418 

Pootide Soou&nee 

• ALYDLEPENEGELAFK-
• Al YDlEPENEGELAFK -
-.ALYDlEPENEGELAFK -
- ALYDlEPENEGELAFK -
- ALYDLEPENEGELAFK -
- Al YDlEPENEGELAFK -
- Al YDlEPENEGELAFK.-
· ALYDLEPENEGELAFK . 
- ALYDLEPENEGELAFK-
- Al YDlEPENEGELAFK.-
• ALYDLEPENEGELAFK.
-.AL YDlEPENEGELAFK -
- VSEKVGGAEGTK.-
- Al YOlEPENEGELAFK.-
• Al YOlEPENEGELAFK.
- Al YOlEPENEGELAFK,-

- Al YDlEPENEGELAFK.-
• Al YOlEPENEGELAFK.
- LDOOFKEMEA -
• AL YOLEPENEGELAFK.-
· Al YDLEPENEGELAFK.-
- PPGVQMDQPCCRALYDlEPENEGELAFK,-
- AL YOLEPENEGELAFK -
-.ATQKVSEKVGGAEGTK-

- GPGVPQAEALLAEAMLKFGA.-
-.AL YDLEPENEGELAFK.-

Peobde Sequence 

-.IAlHCA.-
-.OCLEKOP10A.-
-.YRNVLSGONLOPPV1PLFPV1K -
-.ElCAVWFAVVER.· 
-.LPtV1KLPENOEETEPSClOEK.-
-.KllEWFNOPSlFlOK.-
-.IAlHCR.-
-.DITNPNONA.-
-.TIWEKLPNK.-
·.KSKANTVGGR.
-.ELCAVWFAVVEA.-
-.SSlVSNSSFDSVPVSlHDEA.-
-,OL TFLHEGNDSK.-
- EYMKGVMATK.· 
- IALHCFlECK.-
-.EVV1QA1A.· 
-.OlVFlOCLEK.-
-.YRNVLSGONLOPPV1PlFPVIK.-
- VOOLVNFEKLA.-
- SSIVSNSSFDSVPVSLHOEA.-
- SSIVSNSSFDSVPVSLHOERAOA.-
-.SSIVSNSSFDSVPVSLHOER.-
-.EAPlPFtllGGSEKGFGIFVOSVOSCSK.-
-.ESlEQAOSR.-
-.SSIVSNSSFOSVPVSLHOEA.-
• SSlVSNSSFDSVPVSlHOEA.
-.PTEAPAPGOTPPAAAASAPGSK.-
-.SSIVSNSSFDSVPVSLHDEA.-
-.SSIVSNSSFDSVPVSLHOEA.-
-.ESLEQAOSRASWASSTGYWGEDSEGOTGnK.· 
-.SSIVSNSSFDSVPVSlHOEA.-
-.SSIVSNSSFOSVPVSlHDEA.-
-.SSIVSNSSFOSVPVSlHDEA.-
-.SSIVSNSSFOS'IPVSLHOEA.-
-,NMAKYANYLSGQNlQPPVIPlFPVIK.-

- QNOSAESLEQAQSA.-
-.OIVADClEKDPIOA.-
·.SSIVSNSSFDSVPVSLHOEA.
-.SSIVSNSSFOSVPVSLHOEA.-
- NFNSMFAlISGLNLAPVARLRTlWEK.-
-. VSOGLQVPAVSL YPSAKK.-
-.QlPPFGINSPOAlKK.-
-.SSIVSNSSFDSVPVSLHDEA.-
-.NMOKVEEEGEIVMVKEHR.-
-.SSIVSNSSFDSVPVSLHDEA.-
-.EPPPTPPGYVG1PIADFPEGPCHPAAK.-
-.IALHCAECKNFNSMFAIISGLNLAPVAR.-
-.SSIVSNSSFOSVPVSlHDEA.-
-.SSIVSNSSFDSVPVSLHDEA.-

204 

Score AccesslOf'l 
MH+ Charae Score XC Delta eN 

1838 99 
183899 
1838 99 
1838 99 
183899 
1838.99 
1838 99 
183899 
183899 
1838.99 
1838 99 
1838.99 
116228 
1838 99 
1838 99 
1838 99 

1838 99 
1838.99 
1298.41 
1838 99 
1838 99 
315154 
1838 99 
1590 76 

2120 46 
1838 99 

MH+ 

712.89 
1204,34 
2493.98 
1466.80 
2525.86 
176200 
712.89 

105907 
1117.28 
1018.15 
146680 
216329 
137645 
124353 
107332 
92811 

109127 
249398 
1290.4!i1 
2163.29 
2603.79 
2163.29 
2914.32 
1048.09 
216329 
2163.2!i1 
2060.26 
2163.29 
2163.29 
3335.41 
2163.29 
216329 
2163.29 
2163.29 
2938.53 

1661.72 
1687.90 
2163.29 
2163.29 
2951.44 
195829 
162589 
2163.29 
218650 
2163.29 
2841.24 
3090.68 
216329 
2163.29 

Charge 

86957 
1605.32 
136794 
1407.77 
1202.15 
1743.76 
128635 
'49132 
243052 

642.01 
335960 
1452.20 

115.06 
1100.94 
1163.94 
2603.37 

292865 
1241.62 
250.34 

110363 
835.70 

67.69 
98334 
963.30 

32216.09 101202740 
2.07 0.1 
1.77 0.1 
2.21 0.1 
217 01 
2.30 0.1 
1.80 0.2 
268 00 
2.74 0.1 
259 02 
145 00 
267 03 
1.78 02 
0.95 00 
191 01 
204 00 
269 02 

220 03 
2.14 0.1 
1.19 0.1 
2.35 00 
200 00 
0.85 0.1 
177 01 
147 0.2 

1903.27 107202740 
453.19 152 00 

3 145009 191 00 

292.85 
155.55 
580.99 
413.39 
106.59 

1050.40 
292.85 
463.96 

1330.57 
384.38 
413.39 
302.66 
159.99 
319.61 
lS6.71 
910.62 
340.85 
580.99 
471.81 
233,58 
422.00 
25952 
590.68 

388.01 
42110 
267.15 
905.15 
169.18 
578.88 

23.76 
353.76 
29821 
300.04 
141.37 
70.47 

227.32 
588.80 
345.55 
811.65 
203.11 
27!i1 !ill 
335.05 
312.61 
186.59 
183.54 
492.52 

87.95 
16785 
157.88 

Score Accession 
XC Delta eN 

14181.01 38076580.0 
1.09 0.0 
1.13 0.0 
159 0.1 
1.21 0.1 
1.09 00 
181 02 
1.09 0.0 
1.35 0.1 
183 0.1 
1.07 0.0 
1.21 0.1 
1.09 0.1 
105 0.1 
1.58 0.1 
0.85 0.1 
1.64 0.1 
1.30 0.0 
1.59 01 
1.25 0.1 
1.53 0.0 
1.45 0.0 
1.06 0.1 
1.79 0.1 
1.10 02 
1.56 0.0 
1.21 0,1 
1.62 0.1 
1.28 0.0 
1.63 0.1 
0.75 0.0 
1.20 0.1 
1.47 0.1 
1.35 0.0 
1.00 0.0 
0,73 0.0 

4380.14 38076580.0 
1.36 0.0 
1.61 0.1 
1.31 0.0 
1.43 0.2 
0.83 0.1 
1.51 0.1 
t 24 0.0 
1.35 0.0 
1.18 0.0 
1.28 0.0 
1.58 0.1 
086 0.0 
1.06 0.0 
1.05 0.0 

Peptldes 
So Ions Count 

268 
7.9 
49. 
577 
49' 
610 

475 
49' 
642 
432 
456 
366 
121 

4O9 
569 
585 
445 
357 
140 ... 
413 

40 
368 
273 

17160 
11/30 
13130 
13130 

215 
13130 

215 
215 

13130 
11/30 
13130 
13130 
4111 
215 
113 

13130 

215 
215 
7118 
215 

11/30 

"' 215 
3110 

297 17f76 
754 11/30 

Paptld9S 
Sp Ions 

32 
260 7110 
120 112 
239 19/84 

240 5112 
90 5121 

122 5ft3 
260 7/10 
267 9/16 

506 314 
336 112 
240 5112 
108 5119 
62 4111 

139 13138 
125 7118 
519 en 
258 9116 
239 19/84 
174 7120 
148 5119 
290 9f44 
138 9138 
212 19/108 
100 5116 
263 114 
171 5Il!i1 
462 1/4 
132 9138 
163 5119 

31 7180 
221 8/19 
127 9138 
222 6119 
136 5119 

74 4125 

28 
158 15152 
215 5113 
242 6/19 

263 13138 
171 11150 
152 15168 
269 5114 
225 8119 
159 3117 
141 5119 
279 9/52 

97 116 
158 11138 
142 11138 

Coun1 



Fccomplex 

PDZ-don;ain promn scrlbbl.; Setlbbia; ~ibb" homQlog 1 {DrO*Ophila} 
jmlgGl0000acirawphag3007,84 
JMFAGNACL10_ 1S21E3, SUI 
jmrawtWSm ... ' mnacl, 713·71 5 
jITlfag5mlfltggb1llad .. 030S2820010:5. 773 
jmf895rnlnl9g~ad.777.779 

8jtaViOh8g1MNaCt20,928 
3/I1J.VlPhaglMNaCI20. i46 
"nlgG400rawphaq:lOO7, t 152-11 S4 
a,ra~hagjUl"l2OdpilMNaC', 1158 
jO'lt'8Wl995mn35Ommnac:hJ.yrirtg:lKtnue.1259 
ajraV4>h0t91vn20dp11MNaCl.1280 
jmtaw5m..,1992S0mmnactsynnQdn .... 1584 
JMMAGNE0816D3.2188 
JMFAGNACL 1 5821 £3, 299$ 
jmfagconsmll'ln60()Tjmnacl, 293 
lJ'I'Oeads40(}m.-.pha93007.9 17 -91 9 
",boads150rawphag3007, H06 
tMbead&250fawpha03001. 1202 
RawPhg2007Etsolutionthgest,679-6Bl 
r1Iwpnag2007chfb.ad1, '158 
jmk:l!aetinfl""hag3007. 982: 
raW$O¢rlp_'OOOphagiggj..ta;()4,3240 
phav~$ue300_dec20, 3570 

....... 
POZ-dom.in prot"n *Ol'tbb .. ; Scribb!.; .ctibtM homolog 1 (OrOllOphUa) 
jmrawigQ5m"'~, 848 
FPbMd$.250_0ec19,3260 
FPbMds450_0ec19. 351 a 
NlWltXlCactl1bead_Mar'04.004 
fPtMads260_Dec f 9. 1636 
~ld:'_8OM.oHbead_Mar04, 1846 
",bM15Onaclra~ag3007, asl 
pnbs.a2SOnaelrawphag3007, '239 

FceomphtJC 

POllnd LIM domain 3; .et1nin Ilpha 2 auociatedliM pt'Otail't (Mua muaeu 
jmlgG500rawphag3007.1713 
jmtagSmmlgg200mmnQcl. 480 
JMFAGNAClSB21EJ,1446-1448 

imlgGSOOrawphag3007, t713 
JMfAGNACl5B21 E3, 1944 
rawsucrlp_~OphagI99~Mtu<)4, 1102 
pnagrawfsuc200_dec22,lea7 
phagrawf$uetSO_dec22,1902 
pnagrawf$ueaOO_d«!23,3OO$ 

control 

POZ dam.in prate.n- GIPC2; likely orthol~ of mOUQ NrMlF cytopIaamic <f 
ilJf .. t,t,phagjUl'hWC»11 MNaCl. 460 
Jmtag5mmtrench1 tnnacldttdp!. 878 
imtag_20_mintroneh1 mnacldttdpi, 878 
jmtag1rench2Ominigg1mn~, 1422 
jmrav6minigg250mmnacisynngdnase, 3038 
RawPhg2007MeEtnmeth3dlg&st, 1066 
phagrawF450_dec20,210& 

conltol 

P!,ehde S!9UenC9 MH. Ch~* 

·OSTPYRAQOOGIFiSR.· 1654.81 
· MlKCIPl WACNR • 1533 96 
,.SLPFAl THLNLK - '35462 
-.RVSl VGAOOLAK.- 1~53 

·.AQMVl$KSOEGR • 1334.53 
-RlVClOVSENR· 130450 
" RlVCLDVSENR,- 13045-0 
- URKDTPHYK • 127149 
· HCSlOVVPEE!YA • 1573 80 
' DPPPPOMRElCIOK • 158189 
• NEAFVCKPOPSPPSPSEEEKR • 2344 54 
• VWRERMVEPENAVTITPLA.· 229767 
~ LAEAPSPAPTPSPTPlEDFGlOTSASPGR· 2$931$ 
• AODGG!FfSRIAEGGAAHR • 1a5EU)4 
·AGVRVODK.- $0192 
• GSTPYKGDOEGIFISR.- 1742.91 
·OTPHYKKHFK.- 13()148 
·ONALAVLPPElAHiAELHVLOVAGNAlA .• 3091.52 
• SLPFALTHlNlK.- 1)5462 
• SlPFAl THLNlK.· 135462 
• AGVRVGOK,· 80t 92 
~.GGGLRlPtLOPETPV$I.R.. 19042S 
·.lEOlIllGGNDLEVLPOTLGALPNlR· 2677.00 

• QRHAACt.VRSEK,* 13gB 8:<t 
·,ONRI.AVLPPELAHTAELHVLOVAGNA.. 2822.17 
·.AFAAVPNHPPENSATQPPTPGPAA$PEOlSFR· 3371.10 
• Et.ClQKAPGEK.~ 121643 
-,HCSLOWPEEIVR:YSRSLEELLLOANOLR· 347592 
• NOLSALPPELGNLR.- Hi2273 
-.LPLSGKKFOYR.· 132455 
• NQl.SALPPELGNlRR· 167892 

P~tide S!!9uence MH+ Charge 

• MPQNVVLPGPAPWGFR • 176709 
• MPLCOK.· 70690 
·OKC;YFI'V£GELVCElHARAR.· 2405.68 3 
• MPONWLPGPAPWGFR.· '767.09 2 
·.lKAASVOLCLKIDR· 1622,96 2 
·.SVRAPVTKVHGGAGSAQR • 177900 3 
- AETRLWSPOVSEOGK.- 170384 2 
• MPLCDKCGSG1VQAVVKAA.- 190534 2 
·.ROWSASYNS~'GL YSTSNIQOALHGQLR.· 3176-4·9 2 

P~:E!yd6 S~lJenc& MH+ Ch!!98 

-.GIEKEVN\IYK.· 1119.35 
-.C;IEKEVN\IYK.· 1179.35 
-.GleKEVNVYK.· 1179.35 
-.A.eKIDOIILEL YMG.A.· 1879.21 
·.DGGVIOSVKTICVGOH,ESINGENIVGWR· 3084.41 
·.RIKOGGVIOSVK.· 128149 
• GIEKEVNVYKSEDSLGLTITDNGVGYAFIK.· 3261.63 

205 

~ 

Sco<9 """" .. "'" P"" .... S.,.,. xc D&ltaCN Se "". Count 
8342.35 203731 &J 0 37 

215,13 t 2' 0.0 15. 7130 
4692* 12. 0' ;).17 7122 2 
219 a9 ,.S 0.' '36 5/11 3 
15159 , 01 00 , .. 4'" 5 
23942 ,.5 0.0 'SO 11. 5 

1231.93 '.54 02 4()6 31\1 3 
1040.85 , .. O. 437 31\1 3 
66421 , 22 02 2." 1J2 3 
33149 L35 01 207 5112 
13530 001 01 92 712. 
22619 '48 01 110 311. 
53160 162 00 318 11. 
351:1:-70 1 s. 0.1 157 171112 
00.5 0.' 00 .. 219 

492.61 123 0.0 392 lif'4 
176.H! t.17 00 135 113 
19913 127 00 140 7118 
18523 093 01 62 4127 
2 .... , 80 00 130 5111 
19852 1.19 01 117 .122 
207.00 1.43 0.0 138 '12 
198.40 102 01 101 4117 
46095 1.34 0.0 33i ,.,.. 

1797,50 203731630 14 
420.09 1211 0.1 302 17/44 • 159.06 U3 0.1 103 liS 3 

8147 0$0 0.1 54 ..,. 5 
366.08 1.29 0.0 273 0120 5 
11618 100 0' 01 9156 3 
30542 113 00 2.' 51'3 3 
19191 126 QO , .. :us 
1S73i ". M 13& 2J7 

s.: ... Aocf)S';OO Peplldes 
Score XC OellaCN S, I.", Counl 

4331.53 7948'9970 
38234 1 '5 OJ 230 11130 
2n.S 08S 02 JlO 31. 

152340 2.56 02 346 6119 
392.3' 1.45 01 236 11130 
19320 1.00 00 175 9126 
471.78 1.49 01 232 19168 
712.4. 1.21 02 291 511. 
35886 , I. 0.' 272 1113& 
29.71 0.8$ 0.0 2. 3129 

Sco<e Accession PeplidM 
s<w. XC OeltaCN §e I"". Coonl 

3314.15 41393579.0 
59372 2.03 0.1 t20 13138 
161.29 0.94 0.0 171 113 
16129 0 •• 0.0 17. '13 
78:3 54 193 0.2 .61 19160 
354.15 0.76 0.2 n 117 

'29900 1.81 02 3.0 17/4. 
29,66 0.71 0.0 32 312. 



OOKt_MOOSE !RI;ltiltt P(*kt. (p62'{dMjHOownstrum ottyr~ kiM .. 1) 
phagra~sue100_dilC2l, 1583 
phagf3:v.f!$UC4!}l:LdtC20.2OM 
phsgravGlSO "d&e<O, 222$ 
JMMAGTwbelSlt:iEl.254 
Jl'f'lfa95ml'l'9,psammMct 2504 

"""""'Ill'" 
P "'elide:; egu,,,.::*!' 

Ooc<& proIein [Mus mUlICutu'J Vl>&ptide 9 [Mu. mu""" 
1>~>G_<l;dO, 1540 .ILOLLf'ICVSCFEYKGKQSSOK.· 
J"'.MAGNEGS; OW. 826 
jmla;;Smm'gg'oo"''''',,,,,l 2720 
jmlag1imO<:Ol'l"""'U)30001230]41. 1238 
jmb""d~72od. !524 ·.GFVFNlIKHYCSQLSAK.' 
jm","'W5mll1igil~_' 232 • KI'EVKVlt· 
""",h",,2007~~_2.1434 ·.Ht.MICFlWIMK.· 

OQ""01 

Oock8 prot.ln 1M.,. muSCtllusj u!u.j 
",.."Jdr _ 450bOO(t.M$t1)4.684.jl66 ·.KAVSAlHSLLCSHDlDPRCR· 

MH+ Charge 

2537.98 
104518 
3166 57 
180721 3 
19563() 3 
82804 2: 

1435.89 2 

2222.58 3 
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Score 

_SIOO 
Pe~Ud-es 

Score XC DoIt.CN Se lo,.s twnt 
2147.03 37589935.0 5 

59741 1.51 0.0 393 19184 
244,30 1.19 0.0 206 112 
t01AS 1.00 0,0 89 5126 
55158 142 0.1 174 2/7 
294.95 1.36 0.0 21S 7132 
720.47 1.61 0.1 311 314 
236.83 088 0.0 254 215 

803.58 37589935.0 2 
803.58 199 0.2 145 913ll 



APPENDIX 1- PHOX PROTEINS SUMMATION OF IONS 

The summation of peptides from Phox proteins found to be associated with Fc receptor-mediated 
phagocytosis in macrophage cells. 

Fo com.,..x 

Score Acc8SSK)n p""tId .. 
P!Ehde S!:juence MH. Charg$: - xc Delta :N So I- COU'" 

mttthioniM amino.,.ptld ... 2; .IF~2 ... uoeiat.d p67; inHiation factor 2~ 3610.34 9789873.0 
raYt1'hag2007chfbead1,1232 ·.TYOVKPlRNLNGHSIGPYR.- 221. 52 1342.00 2.16 0.1 '38 II. 
jmraw'lgg5mln15Ommnae!,424 "DATNTG1K· 81988 140.58 1.06 0.0 685 611 
JMFAGNAC110_2B21E3,1052 ·,TAAWflnSEEKK.· 1408.54 191 19 0.91 00 204 4111 
jmfagSmltltgg500mmnacl. 217& -,HLLNVINENFGTLAFCA.· .962 27 31552 124 0.1 222 11. 
]m!ag1mnacl2,5mmlgg, 2906 - LGESKYLMALKNLCOLG.VDPYPPLCOIK.- 3223.86 327.17 1.02 0.2 9' >'28 
AJRAWpell8t2_contrJl,lnI3. no ·,EWSRGDDY.· 1040.01 25535 101 0.0 24. 9118 
jmfag5mlncont400_030531151S34,1708 • YOILlTAVKDATNTGIKCAGIDVR.- 255. 95 438,00 1.52 0.1 244 21192 

contr~ 

MathloniM aminopeptida .. 2: .IF~2 ... uoci.t.d pSl; Initiation t.ctor z.. 1321,51 978987:'1.0 12 
rawex1:Uk:tinbeadl9;;LMat04, 1085 ·,HLLNVINENFGTLAFCR,· 1962.21 327.42 109 00 299 17J84 
(awpi,_450beadigg_Mar04,1244 ·.EEGTSSTAEEAAKKK.· 1566.65 153.62 147 02 205 5/1' 
jO'lbSa2SOoaclrawphag3001, 1364 ·,DDDDEDGDGDADGATGK,· 1&68.48 240.4& 1.10 00 219 13132 

Fe complex 
Score Accession Peptldes 

Pe~!ide S~uenee MH+ Chs!]le Score XC Del!aCN S~ Ions Count 
similar to rat p47 [Mus musculus) 4254.55 13386036,0 11 
JMFAGNACL5S21E3,442 ·.SFTGGGYR.· 844.90 2 194,99 0,88 0.0 218 9114 2 
jm fag5m infrench 1 mnacldttdpi, 1778 -,PEFA TIOFIL VTSFPSK.· 1901.15 3 534,90 1.37 0.0 374 5116 2 
Jm lag_20_mlnfreneh 1 mnacldttdpl, 1778 ·.PEFATTDFIL VTSFPSK.· 1901.15 3 534,90 1.37 0,0 374 5116 2 
jmbaadS400rawphag3007, 1724 ·.LGSLTPEIVSTPSSPEEEDK,· 2116.27 3 569.41 1.02 0,2 283 9/38 2 
jmfag5mincont150mmnacl,2273 -,SILNAAVUDDSMPTTK.· 1790,07 2 107863 1.35 0.2 445 13132 2 
jmfagllmecontomin_030601230741, 2838 " TKSFTGGGYRLGNSFYK,· 1884,09 2 273,66 1.24 0,1 139 5116 
RawPhag200760MeBeadsdigesl, 1394 -,EAREHGAVPLNEATR,- 1650,78 3 583,14 1.64 0.0 338 9128 
phagrawFsucl000_dec23, 1113 " YDGLHIVQPPTGK.· 1425,62 2 484.92 0,97 0.2 137 7124 

conb"ol 

similar to rat p47 [Mus musculus) 1337.62 13386036,0 8 
rawel<lr _ 450beadlgg_MaI04,2234-2236 -,DLQLALAELYEDEMK.· 1782,01 2 474,83 1.38 0,2 109 2J7 2 
rawel<lr_actinbead_M8I04,2784 ·.NGFSLDOGELRPYSOPTNAQFLESVK.· 2901.09 2 862,79 1.30 0.2 257 7/25 2 

Fccomplex 
Score Accession Peplides 

PeQlide S~ uenee MH+ Charge Score XC Della eN SQ Ions Count 
similar to AP47 prolein' mouse (Rattus norvegicus] 2462.92 34877759.0 4 
jmraw5minigglowionlc. 351 '.GARRALLNAGSSCR.· 1432,64 3 705.22 1,59 0,0 434 4113 
imlaglrench20minigglmnaeldtt.416 "APPPGTYFR.- 1006.14 2 489.22 1,32 0.1 294 518 
imlggaetinrawphag3007,1508-1510 -.AAMSASAVYVLDLKGK.· 1624.93 3 369,55 1,33 0,0 276 17160 
rawphag2007chlbead3,2691 -.PSKAAMSASAVYVLDlKGK.· 1937.29 1 184.43 1.03 0.0 179 114 
jmldll000naclrawphag3007,1456 -.PPISVKFEIPYFlTSGIQV.- 2124.46 3 714.50 1.34 0.2 152 13172 

control 

similar to AP47 protein. mouse [Rattus norvegicus) 348.11 34877759.0 3 
rawextr _300bea<CMaI04, 1158 -,APPPGTYFAPDWAVGEK.· 1889,10 348.11 1.38 0.1 84 7132 

Fccomplex 
Score Accession Peptides 

P~tide S!!!luence MH+ Char:ge Score XC DeitaCN S2 Ions COunt 
P4770 2923.61 30704925_0 9 
jmfag5minigg200mmnacl.13O-132 -.GNClFYEKVR.· 1217.38 3 2248.92 1.98 0,0 1130 19/36 
jmfagtimecon2.5min.1478.1478.2 -.VKLTNNEMDDK.- 1307.46 0 85.52 0.86 0.0 91 3110 2 
jmbeads300ray,phag3007. 298 ·.RLKAESSK,· 919.06 2 342.21 0.83 0.0 408 9/14 2 
jmbsaactinray,phag3007, 864 ·.IANFSNPIFL YLK,· 1540.83 2 246.95 1.42 0.1 113 318 2 

control 
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APPENDIX J - ACTIN SUMlVIATION OF IONS 

The summation of peptides from Actins found to be associated with Fc receptor-mediated 
phagocytosis in macrophage cells. 

dJ562N~.1, 1 (trabecYlin alpha (acUn binding ~In ABP620) (otff'lolog 
jmrawfSminbsargebeads,1368 
jmtgg450fIMPhag3007,122&-1230 
jmraWSmlnIQg500mmnac:l$d,1918 
8.ln\wpha9acttl"l:m, 2256 
ImigG 1 SOrawphag3007, 2634 
jmraWlgg5m1n4SOmmnaclsd, 758 
jmagSmmcooSOOmmnacl, 1120 
tmtag i mnacI5mu'K:oo, 257& 
AJAAWpfllll~4Lcontr jun13,2939·2941 
phagrawFsuc1000_dec13,941 
phagtawFchtlbead_d~3, 1423-1425 
phagrawF3S0_dec20,1524 
rawwerfp_600phaglggJ~arQ4, 1554 
rawsucffp_250phagI9SLMa.r04, 1768 
phagfawFchlt_dec23.3114 

P!2tld& S!:!9uence 

·.KLLPQAEMFEHLSGKLQQFMENK • 
·.EEVLKSMDAMSSPTK.· 
·,AGNELLESSAGDDASSLR.· 
• ARQEQLEL TtGR· 
·.AEN"VAQIKEEVR.· 
• EVTSTVLHGK • 
• LONFl.GEVROK • 
·.SEKELENMHKGGSSPETLPSlLK.' 
• DCMQKAQKYQWHVEDlVPW1EDCK-
-.WERATEVTVAOOR-
·.QLQEELAEHQV?VEKlQKVAR.· 
·.SMDAMSSPTKTETVKAQAESNK.· 
-.QRVNSGCVMMENKlEGIGQFHCR -
·,VTLDPVOl.ESSLLR • 
·.VNSGCVMMENKLEGIGQFHCR.· 

rawsvorlp_enllphag'99_"·r04.2296 ·.EVTSTVlHGKVPLAATAGLNSDEMFQK· 
AJRAWSoIuteCootrjune13,568 • EVTSlVLHGK,-
jmldl400nac!rawphs93OO7 _ 030602153313, 1884 
jmtdl400fir$1naclrawphag3007, 21 18 

·.SSLEATREMVTRFMETADSTTAAVLOOK.· 
·.QRQLEESASHLACFOAAESOl.R.· 

dJS&2N20.1,1 (trabRulin alpha (acUn binding protein ABPe20) (ortholog 
FPbnds600_Dec:19,1550 ". TRYAOITVTSSKALA.-
jmrav.usaSmlOio'Monk:, 382 ·.CCRKAAllOQAlSNAfl.· 
jmosa3OOnaclrawpnag3007. 1398 -.DASSCQEQLOEFRK • 

F,,~. 

ACVL_MOUSE Advillln (pil2) (Ae1.n-blndlng prot.in DOC&) 
jmlll'MggSmin45Ommnaclsd.452 ·.AVEYOOQFDR.· 
"IrawphaglMNaCI20.540 ·.MSLSSAFR.· 
jmraw5miniggl000mrnsd. 928 ·.LVIYEGGTSA.' 
jmraw5minigg2SQmmnacl.yringdnas&. '3'6·'31 S ·.LVIYEGGTSR.· 
pnraw'iggSmin3OOmmnaclsyringednase.1495 ,.YYPVEYLLKGQNQELPEDVDPAKK.· 
jmtagtimecon7.5mn.1894.1694.3 ·.SMIKPAVSDEIMDOOQK.· 
jmfagt.mecootlOtnin_030601202502, 1652 '. YYPVEVLLK.· 
jmfag5m.lI99200mm_, '234 ·.GALSTAQEYL V1I1PSGA.· 
jmfagl mnOOlOm'11I99. 1438 ·.TOAEHYLWYGKGSSGOER.· 
JMFAGNACLlO_2B21E3.1782 ·.GATKVEKOAAMSK.· 
JMFAGNACLlO_'B21E3.2464 ·.OGIIYKKGGvASGMK.· 
jmlag5minigg25Ommnacl. 2694 ·.DELAASAYRAVEvDOOFDAAPVQVR.· 

eontrol 

ADVl.-..MOUSE Adviliin (pil2) (Ae1In-blndlng protein DOCS) 
FPboad.60IU)ac'9.596 ·.GALSTAQEYLV1I1PSGR.· 
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1207.28 
899.05 

1095.23 
'095.23 
2774.'2 
1949.24 
1124.35 
1787.96 
2085.18 
1349.58 
1537.85 
2835.08 

1787.96 

MH. 

2748.22 
165390 
179284 
1414.59 
1581.78 
1071.21 
1306.45 
251282 
2994 42 
160278 
2473 81 
234259 
2638 07 
157081 
235378 
2845 22 
107t 21 
3032 40 
2503]4 

1662 90 
1734 04 
1656 76 

Score Accession Pepl:ides 
Char~e Scofa XC DertaCN 52 Ions Coon! 

9452.05 '11316140 
4.01.12 210 00 167 15186 
13710 140 00 92 1:3156 
13222 09. 00 136 4111 
45650 1.08 0.1 355 1/2 
166.28 092 01 101 11. 
581,58 153 00 315 112 
425 as 158 0.0 254 3J6 
323.83 151 00 205 21/88 
21073 105 01 102 4/23 
218.46 083 0.1 154 113 

1147.54 224 0.2 333 23180 
456.91 155 00 216 3/14 
8SS 08 185 01 359 9144 
438.68 101 0.1 262 9126 
595.13 1.78 01 115 114 
775.21 188 0.0 412 11/52 
318.90 143 00 263 419 
37233 132 01 257 5127 
765.02 124 0.2 343 5121 

'059,11 11137614.0 22 
320.86 1.17 0.1 212 5114 
364.14 128 0.0 260 4/15 
37429 102 0.2 58 5128 

232.60 0.00 0.0 250 419 
17348 1.26 0.0 137 5114 
56528 1.11 0.2 190 4/9 
318.03 '.29 0.0 246 419 
508.46 '.08 0.2 156 5123 
331.17 '.63 0.' 154 17164 
918,44 "'8 0.0 607 3/4 
648.64 '.50 0.2 191 11132 
243.41 1.16 0.1 167 3/'7 
13925 0.80 0.0 169 113 
239.70 0.87 0.1 '61 2f7 
96382 1.53 0.2 282 '9/96 

29.87 '4547906.0 
29.81 0.73 0.0 40 'IS 



\) 

Fcc~.x 

cylool<Mlal ""IIMn"'''';,!I''g pt<I\oln [M13 m_uluo\ 
jII1Idl35<lnacllawphay;lOO1,1I08 ·"ACSAIHAVNlR,· llS536 2 4149.64 2.15 0.' &60 13i:!O 2 
jrnfogfronch5rru<1lgglmn_,649 • ACSAIHAVNLR . ItS536 2 518.10 1.51 01 112 2 
~mIl35Omnm"'Io)'fiogodn"", 711 ·.ACSAIHAVNlR· 1155.36 2 1209.36 1"82 02 3/5 2 
jrnogG4OO<a..ptoag3007, 1111l· 1 120 · ACSAIHAVNLIl- 1155.36 2 621.11 1.80 00 341 11120 2 
jmtgg45Crav<>hag3007,1142-1144 •. ACSAIHAIINLR· 115536 2 924.23 164 01 424 315 :2 
jmlgG3SOna.,;,,,..,,hag3OQ7.1151 ·.ACSA!HAI/NLR.· 1155.36 2 657.13 1.59 0.1 241 112 2 
JI'Tlfaw5minlgg6OOmmnac!$d,1252·12S4 · ACSAIHAVNlR • 1155.36 2 621'46 1,47 0.0 422 11120 2 
pMJW5minIQ925Ommnocl!;ymgdn.", 1260 ·,ACSAIHAVNlA,· 1155.36 2 126881 1.73 02 11120 2 
jmlggaclin""'l'hag3007,1268·1270 · ACSAIHAVNlR· 11;';;.36 2 906.90 1.59 0,0 13/20 2 
yrugg6OOnlwphage3007, 1316 · ACSAIHAVNlA - "55,36 2 123681 1.56 02 112 2 
jrnfgGlOOOnaclla"'f)~7, I_ • .ACSAIHAVNLA.· 1155.36 2 450"64 U3 0,1 368 11120 2 
jrnfgGlOOOna<1~7, 1544·1546 • ,ACSAIHAVNLR.· 1155.36 2 11$2,54 2.02 0.1 443 315 2 
jrnfgG250~7, 1562 • NOEESIDAAAPGGKVR,- 1727,00 3 2392.87 2.04 03 210 19160 1 
jm!ag!m<lCOO7,smin.718.716.2 • ACSAIHAIINlR.· 1155.36 0 1262.07 1.77 0.2 343 11120 2 
~7Smin 31 56.!l.1S8 2 ·.FKNWODVLTVDYTR" 1772.84 0 1173.53 136 (/2 261 9126 2 
jrnfagCOO5minn600mmoocl. 717 • ACSAIHAVNLR· IISS.36 2 41682 1.46 0,1 203 9J2O Z 
AJRAWAelinCool'jun«13,732 · NOLTSLPSAICI(,· 1275.50 2 160.70 1.08 0,0 167 7122 1 
",log<lOfl5m""OOOmmn."UI30601180404,792 ·.CSIIEKGI'FIW'lEK.· 1476,64 2 25984 1.27 0.0 203 113 2 jmb __ hay;lOO1.1I1

4 • ACSAIHAvNLA.· 11SS,38 2 1364,n 1.79 0.2 449 3tS 2 
jmbeodsSOOm.."hag3007. !128 "ACSAIHAVNlR.· 1155,36 2 531.03 1.59 0.1 252 9120 2 
jmfagS,,,,,,,,oo4SOmnmllCt 898 "PY!)ODAEYMK.· 1247.31 2 28141 1.15 0,0 236 4/9 2 
jrnagSmnconSOOroomad, 90S ,,1'!)QMKADLTALFLPR.· 1721,02 3 215.00 1,34 0,0 195 114 
jmbeodsISOta,."hag3007, 1956 "QlPAMMALOn.HLR.· 1624.01 2 930,92 UI 0.2 178 4/13 
jrnfogt;met:onlom .... 3060 • NTOflTOSNLPTSLEGlSNLSDVOLSCNO!.TR,· 339364 2 5655 064 0.0 60 7160 I 
jrnfoglmnaclSminioll, 262 ·.NOEESIDAA.· 106207 2 42591 tl2 0.0 362 SI8 I 
JMFAGNACl..IO_ 1821E3. 77. • ACSAIHAVNLR.· 115536 2 763,10 1,57 0,1 269 9120 2 
JMFAGNAClIS82IE3,8OG·808 •. ACSAIHAVNLA.· 1155.;16 2 989.86 1.65 00 600 13120 2 
JMFAGNACll0_H321E3, 1638 •. PKVELMPGMALLOSllDTR.- 2198"68 3 500.23 1.29 01 309 17f72 2 
nrwphag2007<;h1b0ad2. 304 ·.QLPAMMAWTlHLR,· 1624,01 2 232.75 1.01 0,(1 2U! 9126 1 
rawpl>o<;2001_.528 ·,ACSAIHAVNLR.· 1155.;16 2 752,29 100 01 322 11f20 2 
Ra-.f'hg2007e~03I. 605 ·,ACSAIHAVNLR· 1155,36 2 !l72.54 1.57 0,0 543 13120 2 
,,,..,,hag200101lIl1lOl1,1138 ·.ACSAIHAVNLA • 1155.;16 2 602,86 1.68 0,1 279 112 2 
"'''P''O(l2!lOlo1llbaod', 1176 ·.ACSAIHAVNLR.· llS5,36 2 979.SIJ 183 0,1 399 315 2 
I1IwphGQ200101lil>ol2.12S1J·I268 ·.ACSAIHAVNLR,· 1155.36 2 1384.49 2.11 0,1 448 13i:!O 2 
jffit_tlSmlnlmnad.I344-1346 -.ACSAIHAVNLR.· 115536 2 335,89 1.44 0,0 233 9120 2 
p,ldIGOOnaolrawpl>o<;3007,1098'11oo - ACSAIHAVNLR.- 1155.36 2 567,37 163 0.0 329 11120 2 
,"1d1400HlSlnaclrawphag3007, 1102 ·.ACSAIHAVNlR,- 11;';;36 2 21n,SIJ Ull 0.3 259 11120 2 
",IdI3SOnIlC"wphag3007, Iwa • ACSAIHAVNlR.· 11$5,36 2 414964 2,15 Q,. 660 13120 2 
;n1dk;hfIsolbl .... .."hag3007, 1142 - ACSAIHAVNlR"- 1155,36 563.75 1,46 OJ! 11.9 9120 2 
;n1<l1OOOn .. """"hay;lOO7, 1199 • ACSAIHAVNlR.- 1155,;16 532,04 1,26 v,Q 422 315 2 
",1d_ .. ..pt0ag3007, 1201 • ACSAIHAVNLR.- 11;';;,36 2 1211,81 1,83 0.2 313 112 2 
jm_wphay;lOO7_030G02153313,1262·1264 "ACSAIHAVNLR.- 1155,36 498,2' 141 00 353 11120 l! 
jrnldllOOOnac11awphag3007,13HH312 ·,ACSAIHAVNLR.- 1155.36 2 1256.32 02 321 11120 2 
jmI<III5~7.1344·'34& · ACSAIHAVNLA.· 115;.;16 2 SlJS.51 01 543 13120 2 

-cyt:ooIot_Ioclln-modulallng ~ [U .... m_ulusl 1&323.11 11222137,0 12 
_JdUlOOb_igg"MaJ{)4,782~784 -,AC$AIHAVNLA.· 1155.36 2 tt08,OO 1.91 Q2 335 11120 2: 
nlWOlll'_l000_beadigg"Ma/04. 796 "ACSA'HAVNLR· 1155,;16 2: 1096.15 1.82 02 238 9120 2 
raw,,,,,, _!!OOboodigg,.Mat04,S04-<1OG "ACSNHAVNLA.· 1155,;16 2 495.78 1.42 Q,Q 348 11120 2 
rawextr_9OObead;gg_Mar04,824 ·,ACSAIHAVNLR,· 1155.36 2 746,25 1.45 (l,1 434 315 2 
ra ... ",_ 45Obeadigg"Mat04,87 4-376 .,ACSAIHAVNLR,· 1155.;16 2: 612.76 t53 0,0 388 315 2 

"' .... ", ;15Ot>eodioll_Ma/04, 892 -,ACSAIHAVNLA.· 1155,36 2: 1360.79 1.74 0.2 390 11120 2 
FPb_1SOJ)GCI9,975 "KNIKLEPVPLK,- 1279.60 1 97,$7 Q,lIII 0.0 110 7120 2 

,....,."'_60MoOHI>oadlgg_Mat04,8!l2 -,AFTACfHAWS'IFR.· 1630,86 2: 320.&1 1,32 0.0 218 316 2 
;oo .. 3SOnadnlwphay;lOO7,522·S25 -,ACSAIHAVNLR.- 1155.;16 2 711.78 1.63 0.1 315 11120 2 
;ooso4OOnadtawphag3oo7 _030602t3S631,SGO-5ll2 -,AC$AIHAVNLR.- 1155,;16 2: 1117,69 1.$ 0.1 SIll!: 13i:!O 2: 

jmbs025Onad""'l'hay;lOO7.583 -,ACSNHIWNLR - 1155 ;16 2 64(1,07 1.72 0,1 314 112 2: 

;oos035Onad""'l'hag3007.569 -.ACSAIHAVNLA.· 1155,36 2: 1363,93 2,11 0.2 426 316 2: 

;oosaSOOna<1""'l'hag3007.668 -.ACSAIHAVNLR,· 1155.36 2: 1756,04 2.02 0,2 338 11/20 2 
;oosa4SOnadoolwphag3001,792·194 ·,ACSAIHAVNLR,~ 11SS;16 2: 68755 1.64 00 419 3/5 2: 
;oosa3OOr\adrawpllag3007.aos.al0 - ACSAIHAVNLR,- 1155,;16 2: mlllSl 2,20 0.1 623 13120 2: 
jmbsa450_~7,816-&18 -.ACSAIHAVNlR. • 1155.36 2: 952.87 !.lIS 02 200 9J2O 2: 
jmbsal000nar;lrawphag:lOO7,1279 -,ACSAIHAVNLA.· 115$,;16 2: 645.61 1,25 02 255 112 2: 
jmrawbsaSmillowmlc, 1148 "ACSAIHAVNlR.· 1155.;16 2: 909,17 ISS 0.1 461 3/5 2 

Fccompiex 
$eo(e Accesslon I'<Iptkls!; 

P!Ellde S!'ju."ce MH+ Cnarge Score XC DellaCN Be I()f\S Coon! 

similar 10 KlAA0825 ~III [Mua mUIIC",us\actill 11065.52 38075392.0 13 

[mlaglmnacISmlncon.1430 ·,VILSIERQK,- 1086.31 2 304.07 1,01 0.1 140 9116 

JMFAGNACLS921E3. 1490 -.NLHSllSSA TYVSQA,· 1676.B6 :> 731.1lI! 1.73 C),1 3~ 19156 

jmlag5mlnlgg200mmnacl, 1826 -.WNlLLOTtLHSGGUPRlLLKSSK.- 2689,,24 3 8238.55 3,16 0.5 429 25192 
jmfag 1 mnacl5mlnlgg. 1900 ·.WNLLLDTtLHSGGUPRILlKSSK.- 2689,24 3 1524.88 2,08 0.2 314 11/4\\ 

jmfag5minlggSOOmmnacl. 1994 -.GAI/HAl VSPECSQKERR.- 1868.11 3 260.14 1,16 0.0 225 15164 

COIIlt<!l 
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SWVSNF , ... t.d, ma!riJi .. .oc~l-fod, .teti(t~.m !"'*OU1mor of .ehfi',M'l'lia 
frimwl5minbsara9beadS,1942 
/fI~g5minbaadsfrH.zlJ!I\.!r«. 440 
ftil~OO~ha9:);X.li_ ~2:~ 

J"!~5Onw::lrawphr,..3007, 1432 
PlIdl25iJna::iflJl/oPhay.lOO1_ 1470 
jml<JG250rawphag.lOO1. lS6!l 
ynlgGl5OraWphag:lOO1, Hit;:; 
AJAAWAc»nlgGJUMf J, f413--'420 
jm!9G25Ot8YiptiaglQQ7~ ;:-138 
yn~gSm!n3SQmmnaclsynn900n*\l. £:$09 
,.,t8g5mimgg6~, 582 
jmlgGSOOlawpnll:93001, ,l2S 
jmI99acDfi~~1. 2242 
Im5min'99~. 6S8 
ajfiWlPhaIJon2OW:ltlnOPI. 1430-
ynlagtll"..::on15mlfl:.8S& 868 2 
ynfaqlmnaclSminCQt\,952 
JrntaqtlmilOOntlOmwi _OOI)6()l202W,lSS4 
,otQ¢mit1Wlt2OOmmntilCl, 4B 
IaWWclfp_~~M:M14. 1018 
It!lW$Uertp_100phagtg9 __ Mat04,1359 
phlll;lmwF35O-_~, 2528 
ph~W(;450~deciO". ~1a 
rnphag2001Chlbead.l, 2$6:9 

", VSYKGSPAAA • 
,I(EVOYSO.-
• V$YKGSPAAR • 
·,WAPSVVK~ 

• GAClKT'GOft· 
.. eL YGPONHt. VEWHRMPITOETOOFQVK ~ 
• VKEOSKFAlTFFASAfQA.· 
, INALMHAUElR· 
<,SEVHLNFYVVYGPORIROSAWlSK: • 
l.AQtCCHlHLLTNGMSSSGPSRSOTPEEL~ • 

• lAOfCCHTHLL TNGMSSSGPSRSOTPEELA.· 
ph~ __ 3. 'S22 

~ AGGVGlNlCAASRVFlMOPA,WNPAAEOOCFOR ~ 

$WVSNF riM*1ftd, m.tnx *hOC:i*lC,. Kiln ~nt f*llU1atof otehtomat 
~)lb'_30~Q_~Mar4, $44 
raweldr _150budt99.iLMaI04. 1:JOe: 
1"IIWImr_900beadI99_MaI04.1aoo 
~_2(')(\IbMdi<n-MMl4. l\i1:11 

Fe compte. 

P~ttde S!9uenc:e 
tI",,,., I<> ,"elilt, 11""''''., cytoplasm;c [Mu& mu""u'uo) 
rawsuolfp_60M<lOHph"9'99j,IMI4,361·363 'oAGFAGDDAPA.· 
jmlaglmMd2.S"""g9, 148 ·.AGFAGDDAPR,· 
jmlaglmnocl7.Om"'igg, 1832 'oHQOVMVGMGOKOSVVGDKo' 
jm_ggS,,,,nbead._zelhaw. 486 ·.GYSFTTIAKR.· 
jmtgG 150rawpllag3007, 822 ·.AGFAGDDAPft· 
jmlgG300rawpllag3OO7,870 ·.AGFAGOOAPR.· 
jmraw5mtru992SOmmnaclsyringdnase, 2072 
jmlag5minCont350, 434 
jlnlagllmooontOmin_03060123074', 91S ,.AGFAGOOAPR.· 
jmlagllmecootOmin_030601230741,924 ·.AGFAGOOAPR· 
jmlagllmooon 1 Omin. 992 ·.AGFAGODAP!'t· 
jmjagll!MCOO!l Omin_03060 1202502, 1008 ·.AGFAGOOAPR· 
jlnfaqtim<l(:<)n!IOmin_030601202502,1012 ·.AGFAGODAPR.· 
phagrawFchICde02a,3625 ·.MEEXIATLFTDNGSSTYKAGFAGDHAPF\.· 
jmrawbasSminlmnaci.1I10 'oAGFAGODAPR· .-
.imila,to.eII ... gom ..... cytllplaoml. [M.I m ... ",II .. oj 
l'IIW9JdUIOObeadigg3,.4ar4,924 ,.G¥SFTTIAKR· 
_JdU!5Ilbeadigg",Mo<Il4. 1180 '.MQEITIIAPPERK.' 
FPbead.I50_Decl!I. 1219 ·.VAPEEHLVLLT1<VPLSPK· 

210 

MH. 

977001 
977001 

1965023 
1132.25 
977001 
977001 

2221055 
1595093 
977",11 
977001 
977001 
977001 
977.01 

3001028 
977.01 

1132.25 
1526.83 
19lL37 

,34t&8:7 
1te,,$S 
931 fl7 

1258,31 
153918 
1474.56 
1708,94 
1\)14.14 
21191$ 
2748 00 
1$96 8& 
90096 

1600 91 
1036,'17 
eSS.97 

103$.11 , .... 
92'06 

8:30 99 
'64985 
3454.02 
1$66 13 

Cha!'Sje 

2 
2 
1 
2 
2 
2 
3 
3 
2 
2 
2 
2 
2 
2 
2 

2 
2 
3 

5l4A4 
14186 
291: (}9 

7t4ii2 
3li730 

24.45 
1:20j~3 

Scoca 

OJ3S O' 
il7;: .' ,.. Go' 
.07 M 
090 M 
0,70 00' 
178 O. 
15" '3 
090 

" 1 1.\4 "0' 
0" 001 
U1 M 

116'.46 3-4185644.0 
'<2 '2 
'13 •• 0072 '0' 
1,16 000 

s...""", Accessioo 
XC Delt.aCN 

32046.32 38089nSoO 
6702089 2091 003 
11647.26 296 0 .• 

92008 0098 000 
2OlI.39 U)6 0.0 

1206.46 1.'19 0.1 
1658037 L42 003 
207.01 U3 00 
30292 1.72 0.0 

219865 1.65 02 
2945027 2011 Q.2 
2056046 U3 0.3 
1547,29 1.62 0.1 
32110& Ul4 0.3 

285075 US 001 
776.47 1039 000 

3344,5$ 38089775,1) 
231 U2 2.15 0.2 
saO,62 L61 0,1 
452,81 L35 0.1 

OS SI'. 
'52 5112 
141 "'. $I tl2 
196 tl2 
70 1152 

4/), 21168 

3'. Sf" 
3. 3123 

•• 1ISf) 
!is 4129 

123 111124 

14 ". 1/2 
>S. ,.,26 .. ;lill 

''''' 1132 

f'opI .... 

Se IomJ Coont 

1092 819 13 
1432 Sill 13 

89 713. 
197 419 
677 213 13 
420 519 13 
159 13172 
176 5/16 
878 719 13 
96$ 719 13 
sal! 213 13 
792 Z'3 13 
Q3lI Z'3 13 

6() 4127 
55a 11118 13 

5 
SG4 Z'3 
326 1112. 
30& 19168 



Fc:corn~. 
S;x)ro AOCfiSlOfl Peplides 

Pt:!2tidfl S~uenee r:!H+ Ch!!!:9.& Score XC uQ:!aCN S~ 100$ Count 
microCubul ... acti" croulinklng factor 11Mu. Muaculu.) ~S710.24 2S02'04a <1 
jmlag5m"I\l9300mmo..,'. 473 168698 3 92778 H3 0.1 390 411S 
jmfagSmiol\l935Omrnnacl. 491 1019.18 2 188.43 095 O.G 195 311 
pnfaglmnacIQr",nW. 496 ~326.66 3 1030.50 155 0.2 324 9/40 
jrnIagSmiot99600mronaei. 672 2226,57 3 668.27 1.84 0.0 357 9/34 I 
JMMAGNEGe1603. 842 814.99 2 981.34 1.95 00 494 11114 2 
jrnIagSm,nigg25Ommnael.9O() 809.93 2 2".:1.36 0.95 C.Y 23& 7112 :) 

pnfagSminiggb_. 1021 2135.36 3 455.11 125 !U 276 5/24 4 
JMMAGTub.1B16E3. 1370 1030 12 2 233.62 Oa7 01 241 1/2 
jmfaglmnaclOmirngg.l_ 1182.2. 2 509.16 1.20 0-2 169 9120 
jmfag5m<niggb __ 030528200H15. '431 1847.97 2 191.00 119 0.1 137 114 
JMFAGNACl5B21E3.1442·1444 1182.28 2 1607.35 1.61 0':; 247 11/20 
JMMAGTub.'816E3. '464 1192.2& 2 1074.76 1.72 0.2 335 315 
jm!ag_OOI~""'.202$ -.lAELSORFOOLOLaaoEKESNlX· 2788. !I 3 617.90 1.68 0.0 350 19/68 2 
jm!ag5m<n,gg4IlOmm1\a¢j. Z2B4 -.FQNLSCSLDER.- 1312.« 2 329.04 124 0.1 Hi-S- 31'0 
JII"il9!l1nit1<:onSoommn •• 1. 2374- ·.ELEEAVTSALOOETE'K.- 1805-JJ2 2 94.47 1.01 0.0 39 4/15 
jrnIagl",nacU.5mirngg,27118 •. VOEIOAAlORSOOYEOAAOAELAWII AElKi'I.- 3400.00 2 488.82 o.a9 02 70 9158 
jrnIil9lr_ hSmlrngglm_kltt.559 ·.WONCK.· 751.83 2 55.71 0.70 n.t 51 112 
I'I1faglron<:h2Ominoolmnad<m.722 '.OOIlE'LOOTGNOLK.- 1n15-.n 3 611.88 1.62 OJ, 375 4113 
jrn'awoggSmn35Omm ..... yringodn ..... ,15 -.LMLLSRQDSGSGSK.- 14rnU~-1 :; 13822 091 0.1 122 7126 
jmlag"oncllSm'.OOlmnaekltt. 1173 -.V I\QRIAQlOEALLHCGK,· 1f!79-.22" 2 517.85 1.71 0.1 141 9132 
jmra~mn1mnacl. 1579 -.lLK1GI'OLKElNPEEGK,- 1907.24 2 33011 173 0.0 181l 5/16 
jmlgG300rowphag3007.1586 -.IlKSYEP'fHAPFMEK.- 1S57.92 :; 349.09 1.32 00 246 5/13 
oJ,awphagJ""20""'II'lOPI. 1612 -.ll.LEECEOFlLLK.- 1487]9 2 18635 US 01 116 9122 4 
l'I1",wSmioWSOOmmn..,lSd. 1776 ·.FRGALPOOTE'AlQSlIDTHK,- 2228.45 3 28324 1.05 00 258 4/19 3 
ai",wph"'liun2Odpil MNaCl. 1886 -. IIVKAOlOEOKUOA.- .68201 3 921.45 t.39 0.1 8t4 19152 6 
jmig<}600"''''I'llag<l3007. 2038 -.IRECISDNKSANElEK· 193&1:8 :; 222.72 100 0.1 "l4 5/18 3 
jmlagfrfl<\ch2Ominigglmnaek:Jl1.2062 -.GElFSTCGEEOK.- 132843 2 28524 0.98 0.1 21S 4111 1 
im<'owoo5mnlSOmmnacl 2398 -.EOLDTHMElHSOtRAKEEIYNQU,llK - 318354 :/ 131.61 0.80 0.1 134 lIS 2 
jmfowImio~aclsymgdr> ... 2Sil1l -.GDSGSOSKTEQSVALLEOKWHAVSSK.· 271793 :1 l06Ln 1.74 0.2 320 lIS 2 
jmlgG2SOllilwpoag3007.2816 -.IOALRFOIEDSEAECR.- 189607 173.80 107 0.0 160 3110 I 
jm_Smin_yringdna ... 2689 -.VISSSGSK.- 764 tIS 5042 0.66 0.0 11 317 3 
jmrawl995mn1SOmmnik::l2924 -.1FOKWU<ETE'GNYI'PAK.· 1974.2S I 982.35 .06 0.3 183 114 .2 
AJAAWAdinlgGjuoaI3.2924·2928 -,FQNLSCSUlER.- 1$12« 2 44819 1.29 Q.l 294 9120 1 
jmtawm'l"~,"~,,, 3136 -.NLQAHVEDFlQOSHDSALFSVAOR. • 2179.92 2 41« 081 00 40 7141$ 4 
jmlggac'in",wphag3007, 3232 -.TEClIOQVEAVSLLNSERYARlER· 288623 2 5194 0.92 OJ) 51 :1123 1 
RawPhog200760M_llleoI.I718 -.OEKAGlNONMDAITEELQAK.- 2219.42 :I S2825 1.32 0.2 98 13176 2 
rowphag2001chlb_,.3732 -.OTODIVHDlESPGIDPSIIKQQVEAAEllK,- 3291.61 2 179.59 0.89 ,u 38 3128 3 
jmll:1l4OOfirsloaclrawp/lag3007. 93l! -,KTITASPR.- 861.91 2 346.22 0.87 0.0 395 9/ •• 4 
jmldltOOOnaclrawphag3007. 1742 -,NDllLAHOIl TV II TVNK.- '581.16 2 28502 1.13 00 243 5/14 2 
",,,,,,ucr!p.200phagoo_Mat1l4. 113 -.SKMSElQVTI.OPVOtESSLLRSK.· 258!/.1iIi 3 259.65 1.35 M 1\f2 I 
phag""""SOO_d0c2Q.594 ·.FMETADSNSASIIlOGK.- 1685.84 2 429.37 1.12 0,1 332 2 
",,,,ucrl!>.""'inph"llI\l9...Mar04.726 -.III\EOLRHPASEPNLDLERYaEK.- 2623.88 ;) 392.19 1.14 OJ 198 4 

pIl"ll""""Aclin_dac23.1!46 ·.AREGlOK.- 789.81 78]0 0.65 0.0 116 2 
rawsucr!p_350phagW_Mar04.932·934 -.RKlMALGPIR.- 1155.49 1 391.11 1.46 Gl - 1/2 2 
",,..,.,r!p_SOOpll"llW_Mar04. 944 -.QLaEELAEHQVPVEK.- 1777.96 3. 391.10 1.32 0.0 293 9/28 2 
ph"ll""""300_d0c2G.965 -.SOOACKDlAAK.· 1104.20 2 205.11 1.1)8 0.0 (\ 

",ws",,~p_150ph"llW_M.r04, 1077-1079 -,OLQEELAEHQVPVEK.- 1777.96 (\ 218.92 1,25 0.0 2 
phagtawFsucI50_dac22.1206 -,OIEITICKNOECVlEONSQRTK. - 2580.68 3. 526.00 1.69 G.I 4 
",wsucr!p.35Oph"llW_MalO4, 1_-' 400 -.OSEVESIOEVLRDYR.· 1SS2.00 3. 548]4 2.12 0.0 4 
rawsucr!p_8OQphagI\l9...MalO4.l468 -. VIAOLETROSEVESIOEYLR.- 23211,;11 " 322.81 1.20 0.1 118 4 

pIlagrawF2SO _dac22. 1499 ·.TITASPRTPGPKR· 1370.54 :I _.47 1.05 0.2 4 
phag!3wFsuc250_dacZ2. 15&1 -.GALPDDTE'ALOSLIDTHK.· 1925.09 1 0.78 0.1 3 
phogr.""'suc'50_dac22. lS18 -.VAOKELEEAVTSALOOEiEKSK., 2447.68 3. 1,57 0.1 5 
pI1ag,.""'suc250_dac22.1717·1719 -.EKDASTCOEOLOEFRK.· 19211J)7 2 1.38 0.0 :)110 2 
rawsucrlp.35OphagW_Mar04.1968 ·.SKMSELOVTI.DPVQlESSLLRSK.- 2589.99 3. 1.65 0.0 19/28 I 
phag""""350_dac20.2052 -.PMTRTELVSISSSEDEGNLR.- 2222.42 2 0.90 0.0 83 3119 4 
",wsuc';P_chIIPhaglQlLMartl4.2100 -.EDlDTHMELHSQLRAK.· 1937.11 2 1.28 0.0 88 7130 2 
pI1ag""""stJ<300_dac20.2114 -.OCMOKAOKVOGHVEDLVI'WIDECK.- 2865.26 3 79971 1,43 02 - 1t1~ 2 
pI1agrawFsuc35Q_dac20.219O -,KSLNOPTPPPMPILSQSEAKNPR.· 2531.92 3. 34S 18 1.44 0.1 198 9/« 3 
rawsucrlp_25Oph"llI!l!LMar04. 2520 ·.ALALDEAVSQSAQFHDKIEPMLETI.ENlSSR,- 3444.81 2 42.9$ 071 0.1 26 1/10 1 

pI1ag""""_".,Ultlc23.2710 -.IAECISDNKSAlVELEK.· 1_.18 2 118.21 O.ll8 0.0 .85 1/4 :.I 
phag!3wFsuc500_dac20.295O -.SEASGSLSPCPPGDTlI'WNLPlHEOKK,- 2875,33 2 54.2. 0.00 0.1 '4 1113 2 
phagcawFcIll_d0c23.3010 -.HOOGASROElPAlOONQSDLK.· 2306.49 JI 199.30 1.27 0.1 122 9140 

phq'awFs00250 _d0c22, 3085 ·.VTAIlYTGYKCTNFSSCWSOGKMFNAlIHR.· 3195,65 2 170.0S o.ao 0.1 44 lfl 4 

can1rcl 

mlcrolubu_1n c",",lnking ""_ 1 1M'" "''' •• '' .... 1 $1198.5$ 25021549.0 65 

F_.35ILO",,19. SIS ·.IDROARQDITI.R.- 14110.58 469.30 1.62 0.1 256 131« 

"'woxtU5Ob0adigg2.MaI04,6S4 -.LELlLal"'NKIQNGAlN~EKLTI.AK.- 2882.41 211.98 1.76 0.0 110 9150 
ra ... xtUlO_i9,LMart14.1188 -.NCOVOOLEHOMOEINTlI.- 1990.12 327.12 1.31 0.0 237 1S164 

.. woxt,_ac!lnb<oadlgg_Met1l4. 1199 -.lKOCMOKAQK· 1193.47 369,59 1.13 0.0 326 519 

FPbea<ls40IU)",,19.1308-1309 -.MOHVYGLSlVYlNKlK.- 1882.22 75,53 1.03 0.0 63 3{l0 

_'50_Dec19,156! -.MPPLIPAEVOK.- 1210.47 310SS 0.83 00 351 1112() ,. __ 4501:>oadig<,j __ .1736 
-,GTALESLIMDiTAPOSOAK.- 1962.21 5&,99 0.a9 0.0 56 1/6 

F_70!U)oe'9. lass -.OOVDPLOVKLOOVNGLGOOLIOSAGK.- 2735.09 380.20 1.40 0.1 183 3/20 
I'Pb •• d.2SIUi«19. _ -.K1YfSEl TMELEGKOOVFR,- 2322.62 240.5& 1.04 01 79 1/6 

jmQ ... l~7.16<3 -.ILKIGPQlKElNPEEGK.· 1907.24 7«.SS 1.19 0.1 224 11132 

~_.2S30 -.KPMTATElVSISSSEDEGNLFI.· 2350.59 519.26 1.40 0.0 362 1114() 

~7.il73 -.IHOOUAHKALNEEUNR,- 2226.57 818,21 1.63 0.1 411 9134 
jrnI>oal000n~7.I09!H097 -.LQlSKHKEFOK.· 1386.83 844.34 l.S4 0.1 S04 215 

~_.'304 -.OGHNlISLlEVLSGIK.- 1708,98 1624J),1 2.20 0.2 440 11130 
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Fe complex 

Eno1 protein [Mus musculuslein 2 (Actin-ntl.t~ p 
Jmfreebaadsra~ha93007, 844 
jmfreebaadsra't.Phag3007.856 
jmtreeOeadsrav.phag3007.966-968 
jmfroebeadsrawphag3007,1230 
jm~oebeadsra""h.g3007, 1242 
IffifreebeadSta"l'hag3007.1274,1276 
Iffilreebead",_hag3007.1406 
imlr_",_hag3007,1612 
jm_ad",.""hag3007.1858 

control 

Fe complex 

nexilin; nF actin binding protein [Mus musculus) 
jmlag5minconl350. 448 
jmlag5mincon12oommnacl. 1154 
jmbeads300rawpnag3007. \812 
jmfag5mlncon12oommnacl. 1940 
p~agra.,FI50_dec22. 516 
p~a9ra.,Fsuc600_dec20. 1716 
pnagrawfBOO_Oec23.224O 
phagra.,F8oo_Dec23.2244 
ajrawp\laglMNacI20.386 
jrnfag5minigg6oommnacl. 1476 
jrnfaglmnacI5minlgg.1938 
jmrawbsaSminlowionlc. 1422 

control 

nexilin; nF actin binding protein (MUll musculus! 
FPbeadsI50_DecI9.697 
raw,,,ctr_ 400beadigg_Mar04. 1236 
rawexlr_350beadlgg2_Mar04, 1818 

Peptide Sequence 

·.VNOIGSVTESlOACK.· 
, VNOIGSVTESlOACK.· 
• YGKOA TNVGOEGGFAPNILENK.· 
"QA TNVGDEGGFAPNllENK.' 
• QA TNVGDEGGFAPNILENK.' 
· YlTPDQlAOL YK .• 
'.HIAOLAGNPEVllPVPAFNVINGGSHAGNK,· 
, LAMOEFMllPVGASSFR.· 
, SFVONYPVVSIEDPFDODDWGAWOK., 

P~llde ""'Juence 

·.RSGSIOAKNlK.· 
·.RTEEERR· 
-.FEKIGOlSEKEVOK.-
·,EDEEEEEGSIVNGSTTEDEEOTR.· 
-.KSESPFTHK.· 
·.EDEEEEEGSIVNGSTTEDEEOTR.· 
·.EDEEEEEGSIVNGS r II::DEEOTR,' 
·.EDEEEEEGSIVNGSTTEDEEOTR.· 
-.OAEEEARR.· 
·HDAALOKKR· 
·,MOFEOKEIDAALOKK" 
·.LEINFEQLLROK.· 

-.KSESPFTHK,· 
-.QKMEEERR· 
-,ClSLVMDDETEAK.-

212 

MH+ Charg& SCOfe 

1577 79 31125S 
1577.79 10625.46 
2310.46 6170.95 
1962.06 16704.49 
196206 15635,97 
1440.62 7001.46 
3023.40 11011,53 
1898.28 16180,91 
2972.17 3105,07 

MH+ Charge Score 

1202,39 \309.47 
976,03 300.48 

1663,90 487.64 
2613,51 761.99 
1061.17 202,34 
2613.51 671.38 
2613.51 1897,97 
2613,51 1698,11 
989.03 378,93 

1112.36 31451 
1808.09 280,37 
1531.78 269.13 

1061.17 501.48 
1106.24 434.45 
1454,65 432,82 

Score Access/OO Peplide. 
XC Delta CN Sp 10119 Count 

89548,39 34784434,0 11 
2,31 0.3 674 15/28 
3,09 0.5 742 4f7 
3.19 0.4 SS9 25/84 
4.24 0.5 1430 7112 
4,13 05 1283 11/18 
3,26 OA 654 17/22 
352 0,5 1010 35/116 
386 06 847 19132 
2.17 0,3 350 13/48 

Score Accession Peptides 
XC Della CN Se Ions Count 

8572.32 41054994.0 20 
1.66 0,1 714 19/40 
1.27 0.0 224 213 
1,33 0.0 344 11126 
2.07 0.0 348 19/66 
1.09 0.1 100 1/4 
1.84 0,1 263 9144 
2.16 0,2 283 5122 
2.28 0,2 416 1/4 
1.09 0,0 349 11128 
1.20 0,1 152 7/18 
1.01 0.1 167 217 
1.20 0.1 133 3111 

1368.75 41054994,0 
1.55 0.0 319 112 
1.21 M 354 9114 
1.07 0,1 306 11124 



Fc complex 
Score Accession Peplides 

P!ettde S~uence MH+ Charge Score XC DeltaCN S~ Ions Count 
SAC2 (.u~r.ssor of actin mutations 2. homolog)-like [Mus musculus] 51100.65 28499084.0 15 
JMMAGTube1816E3.264 - LGGLDTR.- 73182 67031 125 0.0 529 3/4 
jmfag5mlf'\lggbead,441-443 - AELlNIHHLMVELKKHK.- 2054.49 88220 186 01 261 9132 
JMMAGNEGB16D3.484 - AELlNIHHLMVELKKHK.- 2054.49 359.04 1.35 00 265 19164 
Imtag5mlnrgg350mmnac1.495·497 . AElINIHHLMVELKKHK.· 2054.49 98045 163 02 351 19164 
)mfag5mlnrggSOOmmnacl. 502 - LMKVQYEEVAEK- 1467.71 71724 1.26 01 427 4111 4 
JMMAGTubel 8 16E3. 502 -.AELlNIHHLMVELKKHK.- 2054.49 1898.31 1.55 03 403 9/32 2 
JMFAGNACL5B21 E3.504-506 - AELlNIHHLMVELKKHK - 2054.49 801 19 1.77 0.1 237 17/64 2 
JMMAGTube1816E3,506 -.AELlNIHHLMVELKKHK.- 2054 49 807.19 1.74 0.1 287 19/64 2 
jmfagSmlnlgg600mmnacl.506-508 - AELlNIHHLMVELKKHK.- 2054 49 1116.61 2.35 0.1 361 21164- 2 
JMFAGNACL10_2B21E3,508 -.AELINIHHLMVELKKHK.- 2054.49 2227 18 186 0.3 250 19164- 2 
jmfag5minigg150mmnacl,518-520 - AELlNIHHLMVELKKHK.- 2054 49 3980.17 227 0.4 498 11132 2 
jmfag 1 mniiCI2, 5minlgg. 554·556 -.AELINIHHLMVELKKHK.- 2054 49 556.65 152 0.1 258 9/32 2 
)mfag 1 mnacl7 ,5minlgg. 558-560 - AELlNIHHLMVELKKHK.- 2054.49 3S2.41 1.50 0.0 222 15/64 2 
imfag5mif'\igg400mmnacl, 576 -.AELINIHHLMVELKKHK.- 2054 49 1195.38 182 02 396 19/64 2 
jmfag5minrgg400mmnacl. 580 - AELlNIHHLMVELKKHK.- 2054.49 2216.74 2.07 03 323 19/64 2 
Jmfag5minrggbead_0305282001 OS, 603 -.AELlNIHHLMVELKKHK.- 2054.49 2024.14 2.05 0.3 257 19/64 2 
jmfag5minrggl000mmnacl. 606 - AELlNIHHLMVELKKHK.- 2054 49 278.21 133 01 177 7/32 2 
jmfag5mlmgg200mmnacl, 606 - AELlNIHHLMVELKKHK.- 2054.49 88232 1.55 0.1 471 11/32 2 
jmlag5mlnlggl000mmnacl. 610 - AELlNIHHLMVELKKHK.- 2054 49 364.46 139 0.0 240 17/64 2 
JMFAGNACL 15821 E3, 628 -.AELlNlHHLMVELKKHK.- 2054 49 138726 1.74 02 313 19/64 2 
jmtag 1 mnacISmincon,632-634 -.AElINIHHLMVELKKHK.- 2054 49 109566 1.71 02 316 19/64 2 
jmfag5mmigg600mmnacl. 770 -VLSQPQLRALPAR.- 1449.73 695.11 1.46 0.0 469 17/48 
jmfag5mlnigg500mmnacl. 972 - AELlNIHHLMVELKKHK.- 2054 49 56515 1.24 0.1 429 21/64 
jmfag5mlmgg500mmnacl. 978 - AELlNIHHLMVELKKHK.- 2054.49 51704 150 0.1 216 17/84 
jmlag1mnacl5mmigg, 1036 -.DEYVETLSK.- 1084 16 13732 1 15 0.0 119 318 
jmfag5mlmgg300mmnacl,1178-1180 - AELlNIHHLMVELKKHK.- 2054 49 56025 1.69 0.1 281 5/16 
jmfag5minlgg150mmnacl, 2698 - GKLGELVDGLVVPSALVTAILEAPVTEPR.- 2945.44 13267 0.91 0.1 68 In 
jmlag5minlgg150mmnacl,2912 -.HLESYLADCYDAIAVFLCIHIVLRFR.- 308263 18742 103 0.1 91 9/SO 
Imra'Mgg5mlnbeadstreezethaw,512·514 - AELINIHHLMVELKKHK.· 2054.49 1682.43 222 02 321 5/16 
jmra'Mgg5mln150mmnacJ. 514 -.AELlNIHHLMVELKKHK.· 2054.49 48889 145 0.0 336 5/16 
jmlgG400ra'NPhag3007, 1040 -.AELINIHHLMVELKKHK.- 2054.49 77032 158 01 449 5/16 
jmigG350naclra'NPhag3007. 1 04 t·l 043 - AELlNIHHLMVELKKHK.- 2054 49 54246 1.61 0.0 329 19/64 
jm5mlnlggra'NIoYolionlC,1228·123O ·.AElINIHHLMVELKKHK.· 2054.49 385.69 153 0.1 185 15164 
jmfagfrench20mintgg1mnacldn.1524 -.YAEFSSALVSINQTIPNER.- 2140.34 1282.10 170 0.2 276 17n2 
jmra"";gg5minlmnacl, 2015 -.RYAEFSSALVSINQTIPNER.- 229653 513.68 1.53 0.1 231 17176 
jmfagllmecon2.5mm.604.606.3 ·.AELINIHHLMVELKKHK.- 2054 49 348.42 1.83 0.1 155 15/64 
jmlaglimecon7.5min.436.4363 -.AELINIHHLMVELKKHK.· 2054.49 0 58145 1.61 0.0 356 5/16 
jmlagcon5minn600mmnacl. 425 -.AELINIHHLMVELKKHK.- 2054 49 3 274.14 1.35 0.0 198 15164 
jmfag5mlnconI400_030531151834,466 -.AELINIHHLMVELKKHK.- 2054 49 3 1525.47 1.55 0.3 173 7'32 
jmbeads400rawphag3007. 468 - AELINIHHLMVELKKHK.· 2054.49 3 810.08 169 0.2 216 17'64 
jmbeads400rawphag3007.476 -.AELINIHHLMVELKKHK.- 2054 49 3 36780 1.26 01 148 15/64 
jmlag5mlncont150mmnacl.495-497 -.AELlNIHHLMVELKKHK.- 2054 49 3 1626.29 1.96 02 352 5/16 
jmfag5mmcont350.538-540 -.AELlNIHHLMVELKKHK.- 2054.49 3 58732 1.71 0.1 250 9/32 
lmfag5mincont200mmnacl,620-622 ·.AELINIHHLMVELKKHK.· 2054.49 3 2804 58 2.05 0.3 258 19164 
jmlaglmnacI5mlncon.632-634 -.AELINIHHLMVELKKHK.- 2054.49 3 1095.66 171 0.2 316 19/64 
jmlag5mincon450mmnacl.916 -.AELlNIHHLMVELK.- 1661.01 3 604.82 1.53 0.0 395 17152 

jmfag5mincon250mmnacl,996·998 -.AELlNIHHLMVELKKHK.· 2054 49 3 1001.56 1.59 02 382 21/64 
jmfagtimecontOmin_03060 1230741 , 1 056-1 058 ·.AELINIHHLMVELKKHK.- 2054.49 3 965.68 203 0.1 321 19/64 

jmbeads350raltYphag30072nd,1128·1130 ·.AELlNIHHLMVELKKHK.· 2054 49 3 57988 1.62 0.0 357 21/64 
jmfag5mincon300mmnacl,1164·1166 -.AELlNIHHLMVELKKHK.- 2054.49 1124.06 207 0.1 357 19164 
jmag5mlncon500mmnaci,12QO..1202 -.AELlNIHHLMVELKKHK.- 2054.49 1045.14 1.68 02 256 19/64 

jmfagtlmeconl1 Omln_03060 1202502, 1224-1226 -.AELlNIHHLMVELKKHK.- 2054.49 978.78 1.93 02 247 17164 

a)rawmediapbsnocells,460-462 - AELlNIHHLMVELKKHK.· 2054.49 50632 1.59 00 309 19164 

jmldl1 000naclra~hag3007. 1300 ·.DDLMGVEDTAK.- 1194.30 104.10 093 0.0 112 114 
phagrawF350_dec20.1018 ·.KPMTNYQIPOAALLK.· 1717.07 397.26 169 00 213 13156 
phagrawFsuc600_dec20, 1574 -.SFTNFRNGTSIIQGALTQLlQL YHR.- 2880 25 303.51 1.44 0.1 160 116 
phagrawFsucI50_dec22.1610 -.PSLRSRNTIFTLGTR- 1719.97 214.68 1.01 0.1 164 m 

control 

SAC2 (supressor of actin mutations 2, homologHlke [Mus musculus) 214.30 28499084.0 

raweXlr~6oMeOHbeadlgg_Mar04, 808 -.AELlNIHHLMVELKKHK.- 2054.49 214.30 1.17 0.0 163 114 

Fe complex: 
Score Accession Peplides 

Pe~tide S~uence MH+ Charge Score XC DellaCN S~ Ions Counl 

ARPI actin-related protein 1 homolog B (Mus musculus] 2781.93 22122615.0 

jmbeadsl50rawphag3007, 1080 -.LLLRKEGAOFHTSAEFEWR.- 2318.62 929.24 1.60 0.1 507 6119 
jmfag5minconI400_03053 I 151834, 1358 -.OOLOTFSEEHPVLLTEAPLNPSK.- 2594.88 385.95 1.60 0.0 241 15188 

phagrawFsuc60MeOH_dec23, 1348 -.EYEEDGSRAIHR.- 1462.51 339.18 1.03 0.1 287 112 

rawsucrfp_350phagigg_Mar04. 1524 -.TLFSNIVLSGGSTLFK.- 1684.96 765.82 1.41 0.2 314 11130 

phagrawFchICdec23, 2092 ·.EYEEDGSRAIHR.- 1462.51 361.75 1.62 0.1 165 9122 

control 

ARPI actin-related protein 1 homolog B (Mus musculus] 374.43 22122615.0 

rawextr_150beadigg2_Mar04,30 -.TIKERACYLSINPQK.- 1765.07 374.43 1.36 0.0 276 114 
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Fe com,..x 
Score AecesslOn Peptldes 

PeE!:tlde S~uence MH. Charge Score XC Delta C~ S~ 101'1$ Count 

actfrt.«latlld prot.n 2: ARP2 (aetin-f'elat4Ki protein 2. y.nt) homolQg 26201.20 5031571 a 

,mfag5mIOlgg350mmnoo!.355 •. HlWOYTFGPEK . 139353 255249 2.1' 0.2 677 17/40 

jmiag1 mnaelOmlnlg9, 874 - RKHWFLOOAVLAOIMK.· 188735 429332 236 03 644 11/32 

jmtaglmnscl7,5mlnlgg, 1158 · HLWDYTFOPEK 1393.53 74095 132 0.1 383 31S 

jm1ag5m!mggsOOmmnacl. 1492 • qlDIAGROITR· 128647 9761 091 00 107 3110 

jmfag5mlmgg250mml'l3C1. 1560 - OLMVOOEASELR - 133547 40141 109 01 288 5/11 

jrtllgG1S0tawphag3007,750 - RLOIAOA- 800.93 232363 2.12 00 842 l11t2 
ImlgG250rawphag3007. 770 - RLDIAGR- 80093 3231 79 273 0.2 731 11112 

jmlgGJ50nl)Clrawpl"lag3007, 855 RLQIAOR.· 80093 137959 204 0.1 609 516 

rmbeads300mwphag3007. 127 -RLQIAGR· BOO.93 1640.30 239 01 850 516 
jr'l1beads250rawpl"lag3007,594 - I'll DIAGROITR.- 1286.7 30619 1 15 0.0 251 1/2 
1mb&ads3S01'1lWJ)hag30072nd,932-934 - RLOIAGR- 800.93 3830 16 303 0.2 997 11"2 
)mfag5mlocon250mmnaci, 1336 - ILL TEPPMNPTK - 135464 50870 141 01 273 112 
AJAAWpellet2_cootrjun13,1391 -.Srn<VGNIEIKOlMVGOEASELR.- 2506.82 56343 158 01 224 19/88 
Jmfag5min-oon300mmnacl, 192(} • SMlEVNYPMENGIVR - 1753,04 213731 249 02 501 112 
phagrawFsuc1S0_dec22. SSC - RLOIAGRDITR 1286.47 549.59 120 0.1 421 112 
phagrawFsuC400_d9C20, 1858 -.YUKLLLLR.- 1145.51 45471 137 0.0 331 112 
jff\raw5mmbsafr9&Zthaw, 1966 -.NCKJLL TEPPMNPTK - 110006 42334- !82 0.1 192 9/28 
;mrawl9g5mtn!ggfrHbead. 200 -QEYQEKO\lR 1137,23 77270 In 0.1 532 518 

-
Fe complex 

Score AcceSSiOn Peptldes 
Peetkle Saguence MH+ CharSG SCot& XC Delta eN Se '0',. C""rn 

actin nri.ted prot.in 2lJ complex IiUbunit 4; Arp213 pr~in eompl.x wb 19800.19 5031595 a 
""'gG300_ag3007.1676 • PVLSAVAATLOAAlCLENFSSOVVERHNK- 324689 132 22 1.12: 00 1!6 15111.2 
pn5mIfl199ra~IC.1904 -.ELLLOPVT1SR.- 126952 2028.27 1.61 03 465 315 
jm!gG150rawp~ag3007, 2179 - PVEGVOJSFUTNFHTEOMVK.- 253384- 648.45 1.84- 0.1 256 17/80 
jmSmtmggrawiowtontC,3162 -.HNKPEVEVRSSK.- 141056 3«.58 0.94- 0.2 135 7/22 
rawph99200?chbMd2.622 ·.lSVNARAAtVAEEFLK.~ HU1t3 70240 1,83 01 246 4115 
AJRAWSoluleContfJOne13. 1034 -.LVOFVIHFMEEIDK - 1736 03 535.42 L36 01 370 11152 
pnbUds25OrawphftQ3001,1548 -.PVEGVOISFLITNFHTEOMVK,- 2533.84 1250.34 21] 02 276 115 
jmtag5mlflCOfl250mmnacl, 3160 -.lVDFVIHFMEEIOKEISEMK 2453.86 949319 3.55 05 532 6/19 
JMMAGNEGS1603.1168 -.ELlLQPVT1SR - 126952 2742.43 2.11 03 526 7lfO 
JMMAGTubtt1S16El.1le8 -.EllLOPVTISR.~ 126952 1744.83 1.47 02 760 131'20 
JMMAONEGB1603.1738-174O -E1SEMK.- 136 86 198.08 126 00 149 315 

.""01 
adin ,.lweM protei" 213 com.,... aubt.mit 4; Arpll3 protein eompktx tub 474.05 5031595.0 2 
FPbeads1S0_0ec19,1767 -.VSIAVKOAOEIEKILCHK.· 202540 333.84 ,"02 0.1 300 15!aa 
FPbelld.31XU)oc19, 3958 - PVlSAVRA TLOAAlCLENFSSOVVEAHNK.- 3248.69 140.21 1.16 0.1 93 117 

Fccompje. 
$e",. Ace&sslon Pepttdea 

P!!et~ft Seguencl) MH. Charge S,,,," XC DeltaCN Se Ions Counl 
ARpa .ctin...-efated ptot~n 8 homaklg; actin-felat.d protein a homolog 8899.8Q 13937369 Q 

jmrawsmtn!gg250mmnaclsynngdnase, 396 -.EWORFGVR- 1076.21 288.33 1.03 01 203 5114 
jmraWlQ9Sffiln400mmnaclad.741 -.YVRCILUPOIVNK.- 1788.15 604.32 15(l 01 328 5/13 
jmlgG300ra'A1)hag3007. 1462 ·OLKYYRCILLIPO!YNK.- 2144 57 1734.83 2.47 O~ 1 548 11132 
Jmb~ads2S0rawphag3007. 876 -.A IDTLPVSVPHVIARA.- 1733.01 542.79 1.49 0.1 316 1916<) 
rawsuerlp_aoOph;!9199_Mar04,1121 ·.C1LlIPD1YNKQHVK.~ 1798.19 20609 113 0.0 177 9126 
rawsuctfp _1 OOOph agI99_Mar04, 1213·12' 5 ·.YVRC'LLIPOIYNK.- 178$.15 62780 1,80 01 319 9126 
rawsucrlp _70Ophagfg9_Mat04. 1429 -.AGOlNIHPGPGGSl TAVLAOIEVIW$HAIOK.- 3279.74 482.01 1,50 01 236 3120 
phagrawF600_dec2\),2440 -,LIAWKGGAVLACLOTTQELW'YOR.- 275021 21'\l14 0.87 0.1 80 4123 
phagrawFlsO_dec22,2004 -.CILUPQIYNKQHVK ~ 1798.19 83332 1.59 0.2 285 317 
fiMPhag2007chilsol1,1302 -,YVRCILLIPOIVNK.- 1788.15. 1014.79 1,51 0.1 470 11152 
ImkjI250naclt«~hag3007. 1156 -.PAtLOHCSGNK"" 1155..31 610.28 1,76 0.1 '.2 7/20 
jmfagltMscI5mu'1199.2762 -.HPDSPALLYOFRLGOEK.- 1987.21 1136.;)5 1.21 0.' 165 5/1. 

control 

ARPa 1tCti,...,...ted protein' homoJog: actirH'ot.I.o protein. homolog 455.30 13937369.0 12 
FPbeads350J)ec19.1987 -.SOGOPEOPHOEHYLLArOSKOEOSAK.- 2940 04 6646 0.95 0.0 70 4125 
jmb$a15OnaclraVlphag3007,801-803 - PAILOHCSGNK,- 1155.31 3&8.83 1.91 0.1 128 3/10 
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Fe complex 
Scora Acces&On Peplldes 

P22ltde S!9uenc8 MH, Charge Sc"," XC Deh.CN Se Ions Count 
simUar to beta actin (Mu. muscutu.] ua.cuJua1 X& 87131.81 38086870.0 
jmlagtimecon2,5miO,724,724,3 ·,1WHHTFYNELR,· 1516,59 0 7198,13 2,84 0,4 995 11120 18 
jmlaglimecon7,SmIfl.947,949,3 ,,1WHHTFYNELR,· 1516,69 0 8065,55 3,34 0,4 932 11120 18 
)mlagumecon7,5miO,852.854,3 dWHHTFYNELR" 1516,69 0 4753,65 3,00 0,2 979 21140 18 
jmla!)llmecon2,5min,738,738,3 "IWHHTFYNELA., 1516,89 0 4403,97 2,43 0,3 728 112 18 
jmfagSmlnoont150mmnacl, 611 "IWHHTFYNELR" 1516,69 3 1640,96 2,15 0,2 433 7120 18 
jmlagcoo5mlnn600mmnacl, 791 ·,IWHHTFYNELR,· 1516.69 3 796l.70 3,10 0,4 1283 315 18 
jmtagcon5mmn600mmnacl, 795 ·.IWHHTFYNELR" 1516,69 3 4822,87 2,17 0,4 840 21140 18 
jmlagllmeconlOmin _ 030601230741, 1084 ,.IWHHTFYNELR., 1516,69 3 1704,35 1,67 0,2 633 9120 18 
jmfagcon5mlnn600mmnacl,1947.1949 "MXKEIMLAPSTMKIK., 1746.22 2 394,02 L74 0,0 212 3110 1 
jmfagcoo5minn600mmnacl. 2643 ·,AlESDGGCGSDGLLHGDEAQSKRGIPTLK.· 2913,17 2 75,16 1.01 0,0 74 5/28 1 
'VawmodiapbsnocaUs, 564 ,.IWHHTFYNELR.· 1516,69 2 1983,16 1.92 0,2 491 112 18 
jmfag5mlnigg350mmnacl.569,571 ,.IWHHTFYNELR.' 1516,69 3 7343,21 3.48 0.2 1525 5/8 18 
jmlag5minlgg600mmnacl,586,S88 ,,1WHHTFYNElR., 1516,69 3 10871,40 3,53 0,4 1090 23/40 18 
JMFAGNACL5B21 E3. 624 ·,1WHHTFYNELR.· 1516,69 3 7194,25 3,15 0,4 627 19140 18 
jmfag5mll1ig9400mmnacl. 694 ·,IWHHTFYNELR.· 1516,69 3 8261,02 3,02 0,4 1048 315 18 
jmfag5miOigg400mmnacl, 704 ·,1WHHTFYNElR., 1516,69 3 10458,41 2,97 0,5 1140 315 18 

control 

Fe com.,... 
Score Accession Peptides 

P~lide S~tJeoce MH+ Charge Score XC DeltaCN Se Ion. Counl 
put beta·acUn (ao 21-375) [Mul mUlCuluol 3074987.26 49868.0 8 
AJRAWAclinlgGjunal3,1470 • ,VAPEEHPVLL TEAPLNPK,· 1955,24 3 1205,00 1,58 0,2 410 Sl17 7 
AJRAWAclinlgGjuna13, 1474 "VAPEEHPVlL TEAPLNPK.' 1955,24 3 937,68 1.85 0.1 430 Sl17 7 
AJRAWAcI,nlgGjunol3. 1478 ·,VAPEEHPVlL TEAPLNPK.' 1955.24 2 4679,38 2,82 0,3 560 9/17 7 
AJRAWActinlgGjunel3. 1258, 1290 ·,EITALAPSTMK,· 1162,38 2 3457,09 2.13 0,3 454 11/20 17 
AJRAWActinlgGjuneI3.1756-1758 ,.KDL YANlVLSGGTTMYPGIADR., 2344,63 3 10926.63 387 0.4 803 13142 7 
AJAAWAcliOlgGjune 13. 1924, I 926 "SYELPOGQVITIGNER,· 1791.94 2 15899,61 4,36 0.5 1492 11115 19 
AJAAWAclmlgGjunaI3,1992,1994 "TIGIVMOSGOOVTHlVPIYEGYALPHAILR., 3185,60 3 24002,15 4,61 0,6 1806 19158 8 
AJRAWAclinlgGjunaI3,888,890 "HQGIIMVGMGQK,· 1172,41 2 10826,72 3,30 0.5 970 415 t7 
alrawmodlOpb$OOCells. 1294 ·,SYELPDGQVITIGNER.· 1791.94 2 12111,75 3,68 0,5 627 3/5 19 
alrnwmodiapbsnocell •• 130 "HQGVMVGMGQK" 1172.41 3 1792,30 2,46 0,1 619 9120 17 
ajrawmodlOpbsnocell •• 1310 ·,SYELPDGQVITIGNER., 1791,94 2 9751.65 3,54 0,4 1186 7110 19 
ajfawmodlOpbsnocells, 928 " VAPEEHPVlL TEAPLNPK" 1955,24 3 2825.45 2.36 0.3 536 SlI7 7 
.jtawmodiapbsnocells. 932 ., VAPEEHPVlL TEAPLNPK" 1955.24 3 5577.84 2,19 0,4 695 23168 7 
ajra.."hagl MNaCI2O. I 182 "nAPPER,· 795,95 2 1196,35 1,35 0,3 244 7112 17 
.jra.."hagl MNaCI2O. 1 186 "IIAPPER,· 795,95 2 818,35 1.35 0,2 199 112 17 
jmSminiggmwl"wi"ruc, 1422 ,.EITAlAPSTMK., 1162,38 2 8507,93 2,48 0,4 674 13/20 17 
jmSminiggrawlowlornc, 1426 ·,EITAlAPSTMK.· 1162,38 2 1652,45 1,68 0,2 590 13120 17 
jm5min>ggrawli:Mllonic. 1638 ,.IIAPEEHPVlL TEAPLNPK" 1955,24 2 14140,30 4,05 0,5 572 9117 7 
,nSminiggrawlowlornc. 1642 ·,VAPEEHPVlL TEAPLNPK" 1955,24 2 10639,73 2,96 0,5 689 19134 7 
jmSminlggrawli:Mllonic. 2100 ·,SYELPOOOVITIGNER.· 1791,94 3 371,57 1,27 0.1 221 114 19 
jm5mlniggrawlowlonic, 1626· t 628 '.11 APEEHPVlL TEAPLNPK,· 1955.24 3 3819,26 2,16 0.4 525 11134 7 
jm5mintggrawli:Mllonic,1919-192O ,,KDLYANlVlSGGTTMYPGIADR., 2344.63 3 4070.13 2,48 0,3 458 114 7 
jmSmiOtggrawli:Mllonic,2086-2058 ·.SYELPDGQVITIGNEA,· 179194 2 12499.20 3,58 0,4 1475 11115 19 
jmSmin>ggrawlowlornc,2174·2176 "TIGIVMDSGOOVTHlVPIYEGYAlPHAILR.· 3185,60 3 1810.80 2,11 0,2 499 13158 8 
jrnagSmlocon500mmnad,1144 ',QEYDESGPSIVHR,. 1517,56 3 1245.46 1,65 0,1 538 17148 5 
1OO9SmincooSOOmmnacl.1152 ·,OEYDESGPSIVHR.· 151758 3 2171.07 2,08 0,2 471 17148 5 
jmag5mlnconSOOmmnacl, 1388 "EITALAPSTMK.· 1162.38 2 1555.60 2,05 0,2 348 11120 17 
)magSminconSOOmmnacl, 1604 ,.VAPEEHPVlL TEAPLNPK" 1955,24 2 12434,99 3,67 0,5 869 10117 7 
jmagSminconSOOmmnacl. 1608 "VAPEEHPVlL TEAPLNPK., 1955,24 2 16755,66 4,19 0,6 746 19134 7 
jmag5mlllConSOOmmnad. 1886 ·,I(DL YANlVLSGGTTMYPGIADR,· 2344,63 3 15301,57 4,26 0,5 590 25184 7 
jmag5minconSOOmmnad. 2048 ·,SYELPDGQVITlGNER., 1791,94 2 7927,73 2.46 0,5 718 315 19 
jmag5minconSOOmmnacl. 2052 ·,SYELPOOQV1TIGNER.' 1791,94 2 11415,55 3,51 0,4 1243 213 19 
jmagSminconSOOmmnacl.2168 ',TIGIIIMOSGOOVfHlVPIYEGYAlPHAILA" 3185,60 3 21172,58 4,32 0.6 1705 371118 8 
jm.g5minconSOOmmnacl,2172 "DL TOYLMK,· 999,18 1 838.55 1,33 0.1 551 9/14 15 
jm.gSminconSOOmmnacl,2178 '.TIGIVMDSGOOVfHTVPIYEGYALPHAILA" 3185,60 3 9497,38 2,94 0,5 938 311118 8 
jmagSminconSOOmmnacl. I 184,1 I 86 "GYSFTTTAER" 1133,19 2 9243,76 2,60 0,5 1450 819 6 
jmagSminconSOOmmnacl. I 360-1382 ·.EITALAPSTMK,· 1162,38 2 7683,43 2,70 0,5 471 315 17 
jmag5minconSOOmmnacl. 1600- I 602 '. VAPEEHPVlL TEAPLNPK" 1955,24 3 4396,72 2,49 0,3 700 23/68 7 
jmagSmIllCOllSOOmmnacl.2160-2162 ,.DL TOYLMK,· 999,18 2 881,04 1,58 0,2 272 9114 15 
,nagSminconSOOmmnacl,976-878 ·,HQGVMVGMGQK,· 1172.41 2 5708.44 2,54 0.4 885 415 17 

jmfag I mnaclOmln>gQ. 1374 ·.DLTOvtMK., 999.16 2 1291.46 1.60 0,2 429 11114 IS 
jmfag1 mnaclOmintgg, 1412 ·.TTGIVMDSGOOVTHlVPIYEGYAlPHAILR,· 318580 3 11590,12 3,67 0,5 831 1S158 8 
jmfagI mnaclOmllligg, 1419 '.TTGIVMDSGOOVTHlVPIYEGYAlPHAILR" 3185,60 3 19311,74 455 0,5 2066 391118 8 
jmfag I mnaclOmllligg, 406 "QE¥DESGPSIVHR.· 1517,58 3 5905,12 2.62 0.3 1074 7116 5 

jmfaglmnaclOminl99. 410 ' QEYDESGPSIVHR., 1517,58 3 5427,81 2.46 0,4 883 5/12 5 

jmfaglmnaclOminigg, 710 "EITALAPSTMK.· 1162,38 2 4625.42 2.03 0,4 618 7110 17 

jmfaglmnaclOm .. igg. 714 "EITALAPSTMK., 1162.38 2 5427,38 2,41 0,4 540 13120 17 

jmfag 1 mnaclOmintg9.1298·1300 ·,SYELPOOQVITIGNEA,· 1791,94 2 9514.51 3,42 0,4 1205 11115 III 
jmfag I mnaclOmlfligg.926-928 ., VAPEEHPVlL TEAPLNPK.' 1955.24 3 9659,67 3.42 0,4 920 27158 1 
jmfag1 mnaclOmiOigg,928-928 ·,VAPEEHPVlLTEAPLNPI(,· 1955,24 3 8559,67 3,42 0,4 920 27168 7 
jmfaglmnacl2,Smioigg.l38 "HQGVMVGMGQK.· 1172,41 2 7814,16 2,69 0,4 1075 9110 17 

jmfaglmnacl2,SmiOIQII.142O "DL TDvtMK.· 999,16 2 2899,40 2,20 0.3 398 11114 IS 

jmfaglmnacl2.5mintg9. 1426 "DLTOvtMK,· 999,16 2 2008,86 1,84 0,2 501 6f7 IS 
jmfag 1 mnacl2.5miOigg. 1454 ·,TTGIVMDSGOOVfHTVPIVEGYALPHAILR,· 3185,60 3 15771,92 4,14 0,5 1015 114 8 
imtaa1mnact?SmittjQo. 1458 "TIGIVMOSGOOVfHlVPIYFGYAl PHAIl R· 3185 60 3 6226.96 ?,7Q 04 944 31f116 8 
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j~,;glmnacl2,5mln~g: 162 IIAPPEfl· 79595 2 30987 124 01 193 112 17 
jmlaglmnacl2,5minigg,5oo • GYSFllTAER· 113319 2 1137098 2.84 0.5 1046 Si6 
jmlayl mnacl2,Sm,nI!J9, 1204· 1206 ·.KDl Y ANTVLSGGTTMYPGIADR.· 2344.63 3 6303.52 3,19 04 470 217 
imlay 1 mn,.,I2,5mlnig9, 1342·1344 • SYELPDGOVITIGNER· 179194 2 1669748 4.29 0.5 1802 23/30 19 
rmfag1mnacl2,5mtnlgg.496-498 ·.OEYDESGPSIVHR.· 151758 3 853103 265 04 866 5/12 5 
Imfaglmnocl2,5mlo'llg,782·784 ·.EITALAPSTMK,· 116238 2 5160.34 2.13 04 785 415 17 
trntaglmnacl2.5mmtgg.91S·980 • VAPEEHPVLL TEAPLNPK,· 195524 3 5639.91 2.53 0.4 748 25168 7 
jmtaglmnact2,5mlnigg.98a·990 " VAPEEHPVlL TEAPLNPK,· 1955.24 2 16791.42 410 06 951 11/17 7 
imfag1 mnaclSmmcon, 1184 ·.VAPEEHPVlLTEAPLNPK" 195524 2 11051.30 3.21 0,5 766 21134 7 
jrnfag1mnacJ5mincon, 11aa • VAPEEHPVLlTEAPLNPK" 1 95524 2 1629852 4.44 0.5 882 21134 7 
jmfaglmnacl5mlncon.1574 ·,SYELPOOOVITIGNER.· 179194 1 3186.18 1.70 04 161 215 19 
Jmtag 1 mnacl5mlOCoo, t 580 ·,SYELPDGOVITIGNER.· 1791.94 2 8322.33 307 0.4 698 17130 19 
imfag1 mnacl5mmcon, 1646 ·.DL TDYLMK,· 999.16 1 1414.10 1.63 0.0 852 11114 15 
jffifaglmnaci5mlncon. ~674 -. ITGIVMDSGDGVTHTVPIYEGYALPHAILR.· 3185,50 3 17537.05 4]8 0,5 1025 17158 8 
jmfaglmnaclSmincon, 1684 ·.ITGIVMOSGOGVTHTVPIYEGYALPHAILR· 3185,60 2 7416.88 291 0.5 326 17/58 8 
jmtag1mnaclSmiocoo, 538 -.GYSFllTAER.· 1133.19 2 10465.70 2.66 0.5 1388 8/9 6 
jnitag 1 mn~15mtncon. 544 ·,GYSFllTAER· 1133.19 2 1065590 2,]2 05 1135 SiS 6 
jmtag1mnac15mmcon.546 "OEYDESGPStVHR.· 1517,58 3 687502 2.94 0.3 1238 23148 5 
jmfagl moacl5mlocoo, 1178·1180 •. VAPEEHPVLLTEAPLNPK.· 1955,24 3 2498.82 2,36 03 422 19168 7 
imfa!:Jl mnacl5mmcoo. 1418- t 420 • KDL YANTVlSGGTTMVPGIAOR.· 2344.63 3 465545 2]6 04 501 23184 7 
jmfagl mnacl5mmcon.1558·1550 - SYELPOOOVITIGNER.· 1791,94 2 13124,34 4.11 04 1421 2/3 19 
jmiag1 mnacfSmllleon, t 642~ 1644 ·,OL TDYLMK.· 999.16 2 3099.01 2.40 03 434 817 15 
jmfagl mnacl5mincon, 1642·1644 "01. TDYLMK" 999.16 2 3099.01 2.40 0.3 434 817 15 
jrnfag' mnaclSmincon,2042·2044 ·,CPEALFOPSFLGMESCGIHETIFNSIMK,· 311961 2 176368 1.57 0.3 187 11/54 8 
jmla91 mnacl5mmcon, 940·942 ·,EITALAPSTMK.· 1162.38 2 5451.83 2.30 0,4 605 7110 17 
Imfagl mnacl5minigg, 1156 ·,VAPEEHPVLLTEAPLNPK.· 1955.24 2 15638.21 3,55 0,6 828 lOi17 7 
jmfag1mnacl5miOlgg, 1160 ·,VAPEEHPVLL TEAPLNPK,· 1955,24 2 762704 3.97 0,3 713 10117 7 
jmfag 1 mnaclSnllOlgg, 1596 ·.DL TDYLMK.· 999.16 2 1214.55 2.12 00 560 817 15 
jmlaglmoacl5minigg. 1600 "01. TDYLMK.· 999.16 2 3464.59 2.27 0,3 511 11114 IS 
jmtag1mnaclSmioigg. 1604 ·OLTDYLMK.· 999.16 1 H130.S9 1.68 0.2 595 5J7 15 
jmfag1 rnn~15mmtgg, 1640 ·,ITGIVMOSGOGVTHTVPIYEGYALPHAILfl" 3185.S0 3 1016243 297 0.5 1374 351116 8 
jmlagl mnaclSmlOigg, 530 -,OEYDESGPSIVHR· 1517.58 3 5285.63 2.49 0,4 814 19148 5 
jmfaglmoacI5rrunl99,534 ·,QEYDESGPSIVHR.· 1517.58 3 4183,99 2.57 0,3 772 19148 5 
jmfaglmn,.,,5l",mgg,1148·1150 " VAPEEHPVLL TEAPLNPK.· 1955.24 :) 11140.69 3.46 0.5 630 23/68 7 
imlagl mnacl5minigg, 1526-1628 ·.SYELPOOOVITIGNER.· 179194 2 13465.08 3,70 0.5 1540 11/15 19 
jmfaglmnacl5mmigg,526·528 ·,GYSFllTAEFl.- 1133.19 2 13680,23 2.90 0,6 1560 8/9 6 
jmfaglmoaclSminigg,918·920 -,EITALAPSTMK.· 1162.38 2 6840,34 2,36 05 618 7/10 17 
jmfaglmnacI7,5mlOigg,l004 -. VAPEEHPVLL TEAPLNPK.· 1955.24 2 9769.82 3.83 0.4 752 lOi17 7 
jmf.glmn,.,17,5mitllg9,1368 -.5VElPDGOVITIGNER.· 1791.94 2 10925.61 409 04 1389 23130 19 
jmfaglmnacI7,5min'll9.1372 "SYELPOGQVITIGNER· 1791.94 2 7637,53 2.89 0,4 812 315 19 
jmfaglmoacl7,5minigg, 1452 -,DL TDYLMK.- 999,18 2 1815,08 181 0.2 461 617 15 
jmfaglmnacI7,Sminigg, 2514 -.COVDIRKOL YANTVLSGGTTMYPGIAOR.· 3046.43 2 22549 1.03 0,1 96 5127 1 
jmlaglmnacI7,5minI!J9,492 ·.OEYDESGPSIVHR· 1517.58 3 7083.98 2.61 0.4 929 11124 5 
jmfagl m_17,5mlnigg. 502 -,OEYDESGPSIVHfl· 1517.58 :) 6406.74 2.37 0.4 968 7118 5 
""faglmnacl7,5minl!Jg, 798 ·.EITALAPSTMK.· 1162.38 2 3100,35 1.15 0.4 349 1/2 17 
jmfaglmnacl7,5minigg, 802 ·,EITAlAPSTMK.· 1162.38 2 6626.41 2,47 0.4 699 7/10 11 
imlagl mnacl7 ,Sminigg, 1484-1486 ·,ITGIVMDSGOOVTHTVPIYEGYAlPHAILR- 3185.60 3 6164.07 2.55 0,4 907 114 8 
jmfaglmnacl7,SmlllIgQ,1822·1624 ·.CPEALFOPSFlGMESCGIHEITFNSIMK,· 3119.61 3 602.51 1.72 0.1 304 191108 8 
jmlagl mnacl7,5m,nigg,998·' 000 ·,VAPEEHPVLL TEAPLNPK.· '955.24 3 8075.36 3,17 0,4 636 25/66 7 
jmfagSmm'llgI0oomm_1. 1100 ·,VAPEEHPVLL TEAPlNPK,· 1955,24 2 16130,06 4,35 0,5 817 101,7 7 
jmfag5mio'll91000mmr>&::!. 1450 -,SYELPOOOVITIGNEfI.· 1791.94 2 13004.29 4.'0 0.4 1388 23130 19 
jmfag5minl!JQ1000mmnacl. 1454 -.SYElPDGOVITlGNER" 1791.94 2 11992.78 3.86 0,4 116' 2J3 '9 
jmlag5miniggl000mmn"",1460 -.SYELPOOOVITIGNER.· 1791,94 1 1565.08 1.96 0,2 176 215 19 
jmtag5mlntgg1000mmnacl. 1526 ·,Dl TDYLMK.· 999.16 2 1239.25 1.74 0.2 464 817 15 
jmtag5miniggl000mmr>&::!, 1530 "01. TDYLMK,- 999.16 2 667,63 1.74 0,1 209 417 15 
imfag5mlniggl0oommnacl,1910 ·.CPEALFOPSFlGMESCGIHETTFNSIMK,· 3119,61 2 1598,06 1,74 0.3 146 5127 6 
imlag5mi0l991 Ooommnacl, 510 ·,GYSFllTAER· 1133,19 2 7567.19 2.27 0,5 1285 5/6 6 
jmlag5miol!JgI000mmnacl,528 -.GYSFllTAEfI.- 1133,19 2 11511,73 2.74 0.6 1029 5/6 6 
jmfag5m,n'llg 1 OOOmmoacf, 1086·1 088 ·.VAPEEHPVLlTEAPLNPK.· 1955,24 3 2130,00 1.77 0,3 426 5117 7 
jmfagSminigg 1 Ooomm_l, 124·126 ·,HOGVMVGMGOK,- 1172,41 2 7344,98 2.63 0.4 847 415 17 
imfag5mmiggl000mm_I,546·548 • OEYDESGPSIVHR.· '517.sa 3 6740,84 2.91 0.4 747 5/12 5 
jmtag5min'llgI0oommnac1.B64·BS6 ·,EITALAPSTMK.· 1162.38 2 5069.05 2,24 0,4 733 314 ,7 
jmfagSminiggl50mmnacl, 106B " VAPEEHPVLL TEAPLNPK,· 1955.24 3 728.27 1.38 0,0 527 19166 7 
jmfag5mlntgg150mmnact.130 -,HOGVMVGMGOK.· 1172,41 3 9121,21 2,95 0.3 1930 3/5 17 
jmfag5m,rn9g15Ommnacl,1410 -OLTDYLMK.- 999.16 2 2047.29 1.79 0.3 314 11/14 15 
jmfagSminiggl50mmnact.1426 -.ITGIVMDSGDGVTHTVPIYEGYALPHAILR.· 3185,60 3 24360.79 5,54 0.5 1661 37/116 8 
jmfag5miOlg9150mmnact, 746 ·,EITALAPSTMK.· 1162.36 2 4999,93 2.40 0.4 514 315 17 
jmfagSm'OIggl50mmnacl, 750 -£ITALAPSTMK,· 1162,38 2 3608.30 2.32 0,3 396 1/2 17 
imfag5m,niggI5Ommoacl,956 -.VAPEEHPVLLTEAPLNPK" 1955,24 2 14625,46 3,33 0.6 615 19/34 7 
jmfag5min'llg 150mmnacl, 1328·1330 -.SYElPOOOVIT1GNER.· 1791,94 2 13753.61 3,97 0.5 1205 11/15 19 
jrnfag5rrnniggI50mmnacl,460·462 -,QEYDESGPSIVHR.· 1517.sa 3 1593.95 2,06 0.1 642 11148 5 
jrnfag5minI!J9200mmnacl, 544 ·.OEYDESGPSIVHfl.· 1517.58 2 1498.44 1.32 0,3 324 11124 5 
jmfag5minigg200mmoocL 564 -,GYSFTTTAER,· 1133.19 2 8037,01 2,15 0,5 1009 7/9 6 
jmlag5minigg200mmnacl, 572 -,GYSFllTAER.· 1133,19 2 9986.72 2.62 0,5 1019 5/6 6 
jmlagSminlgg200mmnl>:'.1 092·1 094 -.VAPEEHPVLLTEAPLNPK,· 1955,24 3 9124,01 3.24 0.4 874 13/34 7 
jmlagSminigg200mmoacl, 11 ()().1102 -.VAPEEHPVLlTEAPLNPK.· 1955.24 2 19285.36 4.72 0,5 1130 11117 7 
jmlag5mHllgg200mmnacl,1478-1480 -,SYELPDGQVIl1GNER.- 1791.94 2 16111.10 4,17 0,5 1533 11115 19 
jmfag5minigg20Ommn"",I548-1550 -.OL TDYLMK,· 999.16 2 3666.65 2.16 0,4 475 617 15 
jmtag5minigg20Ommnacl,1514-1576 -,TTGIVMDSGOOVTHTVPIYEGYALPHAILR,- 3185.60 3 8125.64 3,08 0,4 694 7129 8 
jmfagSmIll'llg200mmr>&::!,1918·1920 ·,CPEALFOPSFlGMESCGIHETTFNSIMK,- 3119,61 2 203.49 1.54 0,0 118 116 8 
jmfagSminigg200mmnacl,548·550 "OEYOESGPSIVHR.· 1517.58 3 3711.63 2.41 0,3 915 19/48 5 
jmfa95minigg20Ommnacl,872·874 ·,EITAlAPSTMl(,· 1162,38 2 5448.36 2,43 0,4 352 11120 17 
jrnfag5minigg25Ommr>&::!, 1020 "GYSFTTTAEfl.· 1133.19 2 14565.62 2.98 0,8 1530 819 8 
jmlagSminigg250mmnaci. 1970 ·,Ol TDYLMK,· 999,16 1 2844.74 1,65 0.3 523 9/14 15 
imfagSmiOlgg25Ommnacl, 1976 "01. TOYLMK.' 999.18 1 2423,73 1.75 0.3 749 5J7 15 
jmfag5minIg925Ommnacl,1160·1162 -,EITAlAPSTMK.- 1162.38 2 6354.44 2.49 0,5 488 315 17 
jmlag5min'll9250mmnacl, 1374·1375 ·,VAPEEHPVLL TEAPLNPK.· 1955,24 2 13311.89 4,21 0.5 586 9/17 7 
jmlag5miOlgg250mmnacl,1862,'864 -,SYElPOOQVlTIGNER.- 1791,94 2 18015.73 4.59 0.5 1469 23/30 19 
jmlag5minigg250mmnacI,1956-1958 -. ITGIVMOSGOOVTHTVPIYEGYALPHAlLR.· 3185.60 3 15275,64 3.69 0,5 1397 17/58 8 
jmlag5mln'llg250mmr>&::!,I966·1988 -,DL TDYLMK.· 999,16 2 1054.12 1,56 0.2 236 9114 15 
imfag5rni0'll9250mmnacl,798·BOO -,HOGVMVGMGOK" 1172.41 2 6421.20 2.68 0.4 1043 415 17 
jmfag5minigg250mmnacl,964-gss -,OEYDESGPSIVHfl.- 1517,58 3 6742,33 2,99 0,3 1106 11124 5 
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jmf"'l5ml!ll!Jq:1OOmmnacl, 1176 ·,GVSfTTTAER • 1133,19 8583,33 2,25 0,5 972 13'IS 6 
jmfa9S'''''''l!g:1OOmm"",,", 1182 ·,GYSfTTTAER.· 1133,19 2 4800,66 174 OS 703 213 Ii 
imlagSmimgg300mmoaol. 1560 "VAPEEHPVLL rrAPLNPI(,- 1955,24 2 1093{),59 283 0,6 503 112 7 
J!'\fagSmollgg:1OOmmnacl, 15es ·,VAPE'EHPVLL TEAP!.NPK.- 1955,24 2 7n7,3(l 2,72 0,5 - lOll? 7 
jmfag5mllllgg30Ommnocl, 2016 .,$VELPOGQ\lITIGNER.- 1791,9' 3 1555AO 1,84 00 933 23160 19 
jmiag5minlggJOOmmmlCl, 2174 " TTGIVMDSGOOIITHTVPIVEGVALPHAILR.- 3185,60 3 15454,IS 3,53 0,5 1820 351116 8 
jmiaq5mmigg300mmnacl, 2178 TTGIVMDSGOOVTHTVPIVEGVALPHAILR.· 3185,60 3 4764,S4 2,82 0,3 86a 311116 8 
jm"'g5m,oi99300mml',act 1130·1132 • QEYDESGPSIVHR.· 1517,58 3 7566,14 292 0" 985 7116 5 
jm"'g5mlrngg:1OOmmnacl,1344'1346 • EITALAPSTMK,· 1162,38 2 3912,91 2,20 O. 491 13120 17 
jmfag5",migg:1OOmmnacl,2060·2062 "SVElPOOQ\/I11GNEA.· 1791.94 2 20205.0 4,50 (),5 1478 23130 19 
jmfagSml!1igg3{)QmmnacL216Z'Z1;;4 ·OllOVLMK· 999.16 2 3024,23 2,31 0,3 371 11114 15 
jmfagSmmigg300mmnacl,894.a96 "HOOVMVGMGOK.· 117241 2 6251.60 2.46 0,4 691 314 11 
jmfag5MI!ll!Jg3SGmmnacl. 1103 ·,KDLVANTVLSGGTTMYPGIAOF\.· 2344,63 53916 1.81 o,a 281 3/14 7 
jmfag5minigg35Gmmnacl, 1241 ·SYELPOOO\lI11GNER- 1791.94 14014.35 4.52 IJA 1.306 11115 19 
jmfag5mm.gg35Ommnael, 1309 ',QllOVLMK.- 999,16 1103.24 1,46 (1,2 239 9/14 15 
""tag5mIl119g36Ommnaol. 1315 ·OLlOVLMK,· 999,16 2 1641.77 1.52 0,3 425 en 15 
jmfag5minigg36Ommn",," 134 1172.41 2 7463,30 2.11 (),. a44 415 17 
jmfag5mlnigg350mmnacl,449 1517$8 3 3120,04 2.00 0.3- 914 1116 5 
jmfagSminigg35Ommnacl,461 -,OEYDESGPSIVHR· 15l7.56 3 4819.01 2,16 0.4 921 1116 5 
jmfagSminigg35Ornmnacl, 463 ·.GVSFTTTAER.· 1133.19 2 8112,44 2,()6 ii,S 9711 1I'i II 
jmfag5mi0l9g3SOrnmnacl, 893 "VAPEEHPVLL TEAPLNPK,- 19"...52. 2 14903.45 3,21 ()6 752 UYI1 1 
jmiagSmmigg35Ommnacl,1233-1235 "SYELPDGOVITIGNER- 179194 2 16522,50 4,05 0,5 1621 11115 19 
jmfagSmifligg350mmnacl. 1335·, 337 " TTGiVMOSGOOVTHTVPIYEGYALPHAiLR.- 318560 :; 8234.49 3,:)2 04 631 15158 II 
jmfagSminlgg3S0mmnacl.695.a97 -.EITAlAPSTMK· 1162,38 2 430193 2,1:\ 0,4 556 13'20 17 
jmfagSm.n'9935ommnacl,eSl.8S3 VAPEEHI'\ILl TEAPLNPK,· 1955,24 3 6819.65 2.91 004 746 6111 1 
""fag5minigg400mmnacl, 1392 • SVElPOOQ\/rnGNER· 1791,94 2 11339.69 3.19 0,4 1213 11116 19 
jn1fag5mimgg400mmnacl, 1396 "SYELPOOO\/ITlGNER.· 1791.94 2 16168.68 361 0,; 2023 516 19 
jmfagSminigg4OOmmmiCl, 1458 -,Dl1UVLMK.' 999.16 .:! 2512,;;2 1.90 0.3 400 11114 15 
jmfag5min1Qg400mmnacl,1462 OLlOVLMI(,' 99916 2 337e,52 2,25 0.3 406 litH 15 
jmiag5mirngg400mmnaol, 510 -.GYSFTTTAER· 1133,19 2 10606.18 2,31 M 1020 71') 6 
jmlagSmimgg400mmnaol, 51 a • GY$FTTTAER.· 1133,19 2 11040,95 2,66 M 901 516 6 
jmfag5minigg400mmnacl, 520 -,OEVDESQPSllIHR,' 1517.58 3 7554.47 204 0.4 1351 11:1 5 
jmtag5mifligg400mmnacl, 526 " QEVDESGPSI\lHR.· 151756 3 4611.58 2,19 0.4 684 7/16 5 
jmlagSm·"9g4001nmnacl•1()44·1046 ·,VAPEEHP\lLl TEAPLNPK.- 1955,24 2 15441.35 4,50 05 13{) HII34 7 
jmlagSmin1QO_1464·1466 -OLIDVLMK,· 999.16 1 4715.62 2641 0.3 776 517 15 
)mlag5""mgg4OOmmnaol,149l1-1500 -.TTGI\lMDSGOOVTHTVPIYEGYALPHAllR.· 3185,60 3 3152,29 1.94 0.3 978 311116 8 
jmfag5min.gg400mmnacl,826-330 1162,38 2 2878,94 2,09 0,3 545 13'20 11 
jmfagSmlll.gg45ommnacl_0305270Z5134,1154 113319 2 10609.15 251 OJI 1170 516 6 
jmlagSminJ9g4,Ommnacl_030527025134,1158 1133.19 2 14403.66 2,59 (H 1103 516 6 
jmfagSminigg4,OmmnacL 030527025 134. 1812 • KOLVANT\llSGGTTMYPGlADR.· 2344,63 3 4642,09 2.5$ 0.3 755 13/42 7 
jmtag5m'rngg45Ommnael_030527025134, 1878 -.KDLVAN'TVtSOOTTMYPGIADA.· 2344,f;3 :I ;;470,44 2,92 M 774 9128 1 
jmfag5mirngg46Ommnacl_03OS27025134,2034 ·,SVEl?DGQ\/ITlGNER· 1791.94 2: 5137,61 2,56 (lA l>43 8/1S 19 
jmtag5minigg4SOmmnacl_030527025134,2144 "TTGIVMDSGOOVTHTVPIYEGYALPHA'LFl.· 3185,60 3 6613,59 3,39 0,4 599 7/29 8 
jmfagSml!1lQg46Ommnacl_03OS27025134, 2146 • ,OL TOYLMK.· 999,16 856.42 1.40 0,1 535 517 15 
jmfagSmifligg4SOmmnacl_030S27025134,2146 ·.TTGI\IMDSGOOVTHTVPIYEGYALPHAlLFl.- 3185,60 :I lQ263.38 3,09 0.4 1688 19/58 8 
jn1fagSmin1Qg4501l1mnao1_ 030521025134, 982 • HAPPE A.. 7%95 2 618,31 139 G.2 221 lIl2 17 
jmfagSminigg45OrnmnacL030521025134,1116·1119 ·,OEYOESGPSIVHA.- 1517JS8 l 7275,44 2.64 0.4 1157 7/16 5 
jmfag5minigg45Ommnacl_030527025134,1342-1344 ·,EITALAPSTMK· 1162,38 2: 5890.90 2,33 0,5 466 13'20 11 
jmfagSmim994SOmmMCI_oo.."'S27025134,2136·213!1 ·,OlTDnMK" 999,16 2 3401,84 2,21 0.4 289 517 IS 
jmlagSminig946Ommnacl_030521025134,97S,960 -.HOGVMl/GMGQK,- 1172.41 2 10169.85 2.96 0,5 978 17120 17 
jmlagSminiggSOOmmoocl.1312 -)/APEEHP\lLL TEAPLNPK- 1955,24 2 11925,21 3.82 0.6 1134 11/17 7 
l"'fagSminlggSOOnImn",,1. 13111 "VAPEEHP\lLLTEAPLNPK" 1955,24 2: 11223.00 l.79 0,5 699 19/34 7 
jmfagSminigg500mmnool, 1860 ·OLlOnMK,· 999,16 2 1973.16 ule 0.3 400 11114 IS 
jmfagSm .. igg5OOmmnool. 1854 ·,DLlOnMK" 999,16 2 472.48 1,56 0,1 240 9/14 15 
jmlag5mimgg:500mmnacl 1862 ·,DLTDVLMK,· 999,16 1 117,58 1.23 0.0 557 517 15 
jmfagSmin'll96OOmmnaol,1874 "TTGI\/MDSGOOVTHTVPIVEGYAlPHAILR,· 3185,60 3 1553224 3.49 0,6 1261 33'116 8 
jmfagS"'"''llg500mmnacl, 1876 ·,TTGI\/MOSGDGIITHTVPIYEGYALPHAILR.· 3185,60 3 2226.92 169 0,2 955 151S8 II. 
jmfag5minigg500mmruocL 762 ·,HOOVMVGMGOI(.· 1172.41 2 4275,03 2.04 0.4 509 7110 17 
jmfag5minlQg50GmmMcl, 766 "HOO\lMl/GMGOK,· 1172.41 2 4855.74 2.09 0,4 920 415 11 
jmfag5minlggSOOmmnacl, 962 "GYSFTTTAER.- 1133,19 2 8867,17 2.24 0,5 13{)9 8/Il II 
jmiag5mifllggSGOmm"",,', 11 04,11 06 -,EITALAPSTMK - 1162,38 2 6673.47 l!,35 0,5 44& 3'S 17 
jmfagSminigg5GOmmnacl, 1300·1302 ·,\IAPEEHPVLLTEAPLNPI( •• 1955,24 3 6227,85 3.og 0,' 140 2,16lI 7 
jmfagSmiOlg9500mmnacl,1754·1766 "SYELPOOO\/I11GNER,· 1191,94 2 13151.62 3,63 0,5 1018 19OO 19 
jmfag5min'gg$OOmmnocI.900-902 ·,QEYDESGPSIVHF1,· 1517,58 3 1892,10 2,26 02' 56a 3i9 5 
jmtag5mimgg(\OOmmnacl, 1332 .,Ql 1UVLMI(,· 999,16 2 3595,59 2,54 0.3 3S8 11114 IS 
jmfagSffiI!ll!Jg(\OOrnmnacl, 1336 "QllOVLMK· 999,16 2 3638.09 2,09 0.4 391 11/14 IS 
jrnIagSminiggSGOmmnacl, 135S _,TTGIVMDSGDGVTHTVPIYEGYALPHAllR,- 3185,60 3 605839 ;'1,09 0.4 1172 !!12!1 e 
jmfag5mifl1Qg600mmnacL (70 "GVSFlTfAER.- 1133,19 2 5857,14 1,92 0,5 666 13/18 6 
jmfag5minigg6OQmmnacl. 480 -,GYSFTTTAEF\,- 1133,19 2 10922,84 2.78 0,5 1255 8I!l a 
jmtag5mmigg6OQmmnacl.I256.1260 • SYELPOGQ\lITlGNER" 1791.94 2 14741.63 4,18 O,S 1242 213 19 
jmfag5minigg6OQmmnacl.I32·134 -,HOOVM\lGMGQK,· 1172,41 2 7873,36 301 0,4 90S 4IS 11 

jmiagSminigg6OQmmnacl,462 .. 64 ·,QEVDESGPSIVHR.- 1511,56 :) 6520,87 2,79 0.4 141; 19148 5 
jmfagSminigg6OQmmnacl,714.716 ·,EITALAPSThlI(· 1162,39 2 4610,04 2,78 0.4 364 3/S 17 

jmJagSminigg6OQm!Macl,904·90S ·.VAPEEHPVtJ. TEAPlNPK,· 1955,24 3 664,69 1.641 0.0 329 9134 1 

jmfagSmi0l9g6OQmmnacl.908-91!l " \/APEEHP\lLL TEAPlNPK" 1955.24 2 1£J92907 4.41 0.6 1105 11111 7 
jmfagSmiflJggbeod. 1009 -.KDL YANT\lLSGGTTMYPGIADR.· 234463 ::I 6610.63 2.77 0,4 44S 23/94 7 

jmfag5mifllQgbeod,1137 -.SVElPOOO\llnGNER.· 179194 2 818a.l11 3.22 0.4 693 1913() 19 

jmfagSmifliggbeod, 1141 ·.SVELPOOO\llnGNER.- 1791.94 2 16086,61 440 0.5 1423 11115 19 

jmtag5mimggbead.1229 -.TTGIVMQSGOOVTHT\lPIYEGVALPHAILR.,- SIlIS,60 3 25921,37 5.88 0,$ 1454 9129 $ 

jmfagSminlggbead. 1233 ·.TTOIVMQSGOOVTHT\lPIVEGVALPHAllA,· 3185,60 ::I 16388,67 4.27 0,$ 12711 35/116 8 
jmfagSminiggbead, 128 "HOO\lM\lGMGQK,· 1172,41 3 464639 2.60 (},3 674 112 11 
jmfag5minJggbeod. 903 -.\/APEEHPVLL TEAP!.NPK.· 1955,24 ::I 5:J1!6.28 2.40 0.4 420 11134 7 

217 



jfflmgt>mln!ggbead, tw~ *.VA .... t::t:Ht-'Vlll t:.Al"'lNI-'K.· 19:>!),~4 :>~Hti.~1:f jl,40 O. 4~U 1lJ:;4 I 

jmfagSminl9gbMd.803 • VAPEEHPVLL TEAPLNPK· 1955.2. 538628 2.40 04 420 11134 7 
jmfagSm.niggbead.410412 ·.QEYDESGPSIVHR.· '517 56 3269.98 2.70 0.2 615 17148 5 
jmfagSm,,·uggbead.623-625 ·.EITALAPSTMK· 1162.~e 4006 95 22, 0.4 439 11120 17 
jmfag5mlnl9gbead.80S-807 ·.VAPEEHPVLL TEAPLNPK· 1955.24 18121.68 4.80 as 927 21/34 7 
jmfag5mlnl9gbead.030528200105.1017 • VAPEEHPVLL TEAPLNPK.· 1955.24 9718.16 296 05 602 9117 

jmfag5m.nI99bead. 030528200105. 1337 ·.SYELPDGQVITIGNEA . 119194 13908.87 356 0.5 1216 7/10 19 
jmf.g5minl9gbead. 030528200105. 1341 • SYELPDGQVITIGNER.· 1791.94 9849.26 362 a. 1029 19130 19 
jmfag5mintggbead.0305282001 05. 997 ·.VAPEEHPVLL TEAPLNPK· 195524 3 5330.31 263 a. 772 6111 1 
jmfag5m.niggbead. 030528200105.1209-1211 • KDl YANlVLSGGITMYPGIADR.· 234463 3 5984.02 2.69 0.4 478 5121 7 
jmfag5mlfliggbead.0305282001 05.1 441 -1443 • TTGIVMDSGDGVTHlVPIYEGYAlPHAllR.· 3185.60 3 9446.21 3.19 A.' 1075 8129 8 
imfag5min.ggbead.030528200'05.809-811 ·.EITALAPSTMK.· 1162.36 2 5006.87 253 0.4 442 315 17 
JMFAGNAC110_,B21E3, 1110-",2 -.VAPEEHPVLLTEAPLNPK,· 195524 3 2869.79 2.88 0.2 634 23168 7 
JMFAGNACl1 0.2821 E3. 914 -. VAPEEHPVLL TEAPLNPK.· 195524 3 4839.61 2.55 O. 437 21168 
jmfreebeadsrawphag3007.1090 ·.KDl VANlVLSGGITMYPGIADA.· 2344.63 2 15623.1. 4.21 0.5 980 19142 
jmfreebeadsrawph.g3007,646 · EITALAPSTMK • 116238 2 4116.66 1.81 0.4 507 13120 17 
imfreebead.rawphag3001,866 •. VAPEEHPVLl TEAPLNPK.· 1955.24 2 10997.46 3.39 0.5 641 9117 7 
jmfreobead_wphag3007.876 ·.VAPEEHPVLLTEAPLNPK.· 1955.24 2 13629.77 4.58 05 821 21134 
jmfreebead_wphag3007.1 074-1 076 ·.KDL VANlVLSGGITMYPGIADR.· 234463 3 2542.10 2.36 0.3 312 5121 
jmfreebead_wphag3007,1200-1208 ·.SYELPOOQVITIGNEA.· 1791.94 2 13501.38 445 04 1342 23130 19 
jmfreebeadStawphag3007 .1310-1312 ·.TTGIVMDSGDGVTHlVPIYEGYAlPHAllA.· 318560 3 15268.16 4.11 0.5 sse 33/116 e 
jmfreebead ..... wph.g3007.86()·862 ·.VAPEEHPVLl TEAPLNPK.· 195524 3 5578.51 313 04 489 11134 7 
jmlgGI50rawphag3007,156 ·.HQGVMVGMGQK.· 1172.41 2 6368.18 2.49 0.4 927 415 17 
jmlgG I 50rowphag3007' 762 • HQGVMVGMGOK.· 1172.41 2 6134.16 2.13 0.4 1204 9110 17 
jmlgG250rawphag3007,17l!6-1788 ·.SVELPOOQVITIGNEA.· 1791 94 2 1431401 391 0.4 1654 23130 19 
jmlgG250rawphag3007,772-174 ·.HQGVMVGMGQK.· 1172.41 2 6801.41 2.87 0.4 1065 17120 17 
jmlgG300rawphag3007,1004 ·.HOGVMVGMOOKDSYVGDEAQSK.· 2352.59 3 11422.19 3.47 0.5 ,047 1/3 16 
jmlgG300rowphag3007, '750 ·.SYElPOOQVITIGNER.- 1791.94 2 11016.70 3.50 0.4 1286 7110 19 
jmlg0300ra..-.phag3001.796 ·.HQGVMVGMGQK.· 1112.41 3 1928.95 2.25 02 418 215 17 
jmlgG300rawphag300 7,600·602 ·HQGVMVGMGQI(.· 1172.41 2 9624.49 3.03 0.5 1086 17120 17 
jmlgG350naclrawphag3007, 1015 • OEYOESGPSIVHR.. 1517.58 3 4672.49 2.70 0.3 785 Si12 5 
jmlgG350naclrawphag3007, 1019 -.QEYDESGPSIVHR.· 1517.58 3 1967.03 1.97 02 760 19149 5 
jmlgG350naclrawphag3001,1057 ·.HQGVMVGMGQKDSYVGOEAQSK.· 2352.59 3 22994.35 4.33 0.6 1458 17142 16 
jmlgG350naclra""hag3001. 1203 ·.EITALAPSTMK.- 1162.38 2 3247.16 1.66 0.4 562 315 17 
jmlgG350naclrawphag3007, 1207 ·.EITALAPSTMK.· 1162.38 2 3381.46 1.99 0.3 487 315 17 
jmlgG350naclra""hag3007.1763·1765 -.SYELPDGQVITIGNER.· 1791.94 2 14849.15 3.68 0.5 1358 11115 19 
jmlgG350naclrawphog3007.849-851 • HOGVMVGMGQK.· 1172.41 2 9192.44 269 0.5 943 415 17 
jmlgG400rowphag3007,1752 -.SYElPOOQVI1lGNER.· 1791.94 2 8316.90 2.50 0.5 683 315 19 
jmlgg450ra.-.phag3007.174O ·.SYElPDGOVITIGNER.- 1791.94 2 9171.39 2.57 0.5 724 8/'5 19 
jmId115On-"wp/1ag3007,950-952 -.HOOVMVGMGOK.- 1172.41 2 894532 3.24 0.4 1115 17120 17 
jmId1250naclrawp/1ag3007.854 ·.HQGVMVGMGQK.· 1172.41 2 5303.91 2.49 0.3 972 314 11 
JMMAGNEGBI6D3, 1349 ·.SYELPOOQVITIGNEA.· 1791.94 2 8809.51 3.36 0.4 1084 7110 19 
JMMAGNEGB16D3,1352 ·.SYELPOOQVITIGNEA.· 1791.94 2 995949 334 0.5 751 3IS 19 
JMMAGNEGBI6D3,1428 ·.DLTDYLMK.· 999.16 2 3809.43 2.39 0.3 393 11114 15 
JMMAGNEGBI6D3.450 ·.GYSFTTTAER.· 1133.19 2 6308.99 1.94 0.5 709 213 6 
JMMAGNEGBl6D3,452 ·.QEYDESGPSIVHR.· 1517.58 3 3531.31 2.09 0.3 797 19148 5 
JMMAGNEGB16D3,978 ·.VAPEEHPVLL TEAPLNPK.· 1955.24 2 15316.70 3.63 0.6 974 10117 7 
JMMAGNEGB 1603, 982 ·.VAPEEHPVllTEAPlNPK.- 1955.24 2 14463.15 3.64 0.5 1009 11117 7 
JMMAGNEGB 16D3, 1420-1422 ·.DLTDYLMK.- 999.16 1 1351.67 1.50 0.1 766 511 15 
JMMAGNEGBI6D3,974-916 -.VAPEEHPVLlTEAPLNPK.- 1955.24 2594.74 2.48 0.3 291 19168 7 
JMMAGTubelB16E3,1388 -.SVElPDGQVITIGNER.· 1791.94 189.14 1.26 0.1 84 3110 19 
JMMAGTubelB1SE3,1486 ·.TTGIIIMDSGOGVTHlVPIYEGYALPHAllA.· 3185.60 657.83 1.36 0.2 158 7129 8 
JMMAGTubelB16E3,1492 ·.ITGIVMDSGOOVTHlVPIYEGYAlPHAllR.· 3185.60 14028.15 3.48 0.6 387 21158 8 
JMMAGTube1816E3.472 ·.OEYDESGPSIVHR.- 1517.58 5241.18 2.01 0.5 477 13124 5 
JMMAGTube1816E3,482 ·.QEVDESGPSIVHA.- 1517.58 2755.26 2.05 0.3 716 318 5 
JMMAGTubelBI6E3.468 ·.QEYDESGPSIVHA.- 1517.58 2 5184.19 2.35 0.4 364 13124 5 
JMMAGTubelBI6E3,1000-1002 -.VAPEEHPVLL TEAPLNPK.· 1955.24 2 20048.29 448 0.6 99B 11117 7 
JMMAGTubelBI6E3.1008-1010 ·.VAPEEHPVLl TEAPlNPK.· 1955.24 3 13991.18 3.99 0.5 945 7117 7 
JMMAGTubelBI6E3,1228-1230 ·.KDl YANlVLSGGITMYPGIADR.· 2344.63 1432225 3.86 0.5 910 9128 7 
JMMAGTubelB16E3,1238-1240 -.KDL YANlVLSGGITMYPGIADR.· 2344.63 37139.96 5.37 0.7 2347 9114 7 
JMMAGTubel B1SE3, 1374-1376 ·.SYELPDGQVlnGNER.· 1791.94 15891.82 4.32 0.5 1402 415 19 
JMMAGTube1816E3,14S4-'456 -.DLTDYlMK.· 999.16 2 3610.92 2.22 0.3 461 617 IS 
JMMAGTubelBI6E3,14!Jl)-1482 ·.TTGIVMDSGOOVTHlVPIYEGYALPHAILR.· 3185.60 3 15897.46 4.20 0.6 596 114 8 
JMMAGTubel B16E3,464466 ·.GYSFTTTAEA.· 1133.19 2 12321.80 2.56 0.6 1279 819 6 
JMMAGTubelBI6E3.790-792 -.EITAlAPSTMK.· 1182.38 2 3010.50 2.06 0.3 444 315 17 
jmmwSminbsafreezthaw, 1780 ·.KDL YANTVLSGG ITMYPGIADA.· 234463 2 24507.02 4.65 0.5 2291 9114 7 
jmraw5mlnbsafrfi.Zthaw. 880 -.HQGVMVGMGQK.- 1172.41 3 409182 2.63 0.2 923 112 17 
jmoa~minbsafreez1h.w.1490· 1492 -.VAPEEHPVLL TEAPLNPK.- 1955.24 3 8037.01 2.90 0.5 738 23i6a 7 
imra~minbsafreez1haw, 1500-1502 ·.VAPEEHPVLL TEAPlNPK.· 1955.24 2 18547.05 3.85 0.6 1005 11117 7 
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jmraWSmmbsakaaZ1haw, 1943-1'9$0 - SVELPOOQV,nGNER T 1791.94 17544.63 4.22 0.5 1685 11115 19 
Jrnra'l6n'nnbsaft&&Z1h-aw, t954~1956 ·SVElPOGaIiInGNER., 1791.94 5588.77 2,52 03 1041 13130 19 
jmralhSmmbsaf1'ezlnaw.2030·:2:Ol2 • TTGIVMOSGDGVll-iTVPIYEGYALPHAILR., 3185.60 3 17204.14 483 0.5 1150 35/116 a 
jmraWSmlnbsafr$(tZiMW,&$EHHO ' HQGVMVGMGO~., 1112.41 2 6003.56 2,81 0,' 76, 314 17 
imralP6mlnigg2SGmmnad$.yOrl9dnas(a,153e.1538 ·,VAPEEHPVlLTEAPLNPK,· 1955.24 3 3729.24 2,61 0.3 160 23166 1 
jmra>l6m,n19925/lmmnac"I""'¢""".,'820-'822 -,KDL YANTVLSGG nMYPGIADFt· 2344,"'3 3 402,93 1,51 0,1 143 5128 7 
jmraY6minigg250mm_I.Yffl\g<j ..... ,'9B4·'986 ·.8YElPDGOVInGNER· 1791,94 2 1100390 3,34 0.5 1013 19130 19 
~m"'!9g500mmnaclsd. 162_ '.KDL YANTVLSGG nMYPGtADR· 2344.03 3 6563,10 2.69 0,4 .47 11/42 7 
jmm>l6tTllnigg5OOmmnaolsd.1628 ,.KDLYANTVLSGGnMYPGIADFt· 234.,$3 ;) 9176,67 292 0,5 112 251l!4 1 
jm""",m"'1995OOmmnaclsd,1 :)00·1362 ·.VAPEEHPVllTEAPLNPK" 1955.24 3 108792 1,5& C),1 502 5111 7 
jmraY6minigg500mmoacl$d, 1182" 1184 " SVElPDGQVI11GNER.· 179U14 2 11104,53 ,,40 0.5 1465 7/10 ,9 
jmmv.6mifllgg60Ofnrnnaelsd, 1534 .,V APEEHPVll TEAPLNPK., '''552'4 .:I 1238.04 1.51 0.2 244 114 7 
jmrawSmlnlgglowtonic.1609 · EIVRDIK" 87303 • 3SS94 1.08 0.1 288 7112 ,. 
jmta'hf5m1nbsareebeads, 1642 " KDt YANTVL$GGnMYPGIADR.· 2344.;;;1 :; 387.79 1,7. M 220 4121 7 
jmrawfSminb_s, 1656 • ,KDL YANTVLSGGnMYPGIADR.· 2344 ;;;I :! 3743.87 2.26 0,3 520 11/42 
jmm<M5minbsareebeads, 922 ·,HAPPER.· 795,95 2 297,54 1,02 0,1 197 7112 17 
jm_mmb_s,121!),'212 ·.EITAlAPSTMK" 1162.36 2 5451.12 <,52 0.4 667 7110 11 
jm .. wfSminb .. r_s,1392·1394 • VAPEEHPVLL TEAPLNPK,· 1955,24 .:I 2368.13 l.75 0,3 4to 1/4 
jm .. wfSminbsar_s,1404.1406 " VAPEEHPVLL TEAPLNP!('· 195524 2 22132,18 432 0,8 1:l67 23134 
jm.awfSmmbsar_s,1816-1818 ·,SYElPDGQVIllGNEA.· 1191.94 2 .8870.83 4.43 OS 1605 23130 .9 
jmrawfSminbsareebeads,832-834 ·,HQGVMVGMOOK.- 1112.41 2 7575.78 256 0.' 997 <li1O 17 
jmmwiggSmin15Ommnacl,1244 - KDLYANTVLSGGnMYPGIADR.· 2344,63 3 ./;734,41 4,6\l 0.5 8~::I 29184 1 
imOlwigg5m1ll15Ommnacl,474 ·.QEYOESGPSIVHR.· 1517 58 :I 6868,79 2,SO 0., 1154 11/20 5 
jmra'Mgg5min150mmnacl,81B ",EITAlAPSTMK.· 1162.38 :t 1119,18 1.69 0,3 245 M!O 11 
jn'lta>Mgg5min 150mmnacl, 1 026~ 1028 ·,VAPEEHPVLLTEAPLNPK,· 1955.24 3 8611.16 3,33 0.4 765 2Si68 7 
jmraWlgg5min 150mmnacl, 1370-1372 -.SYElPDGQVITIGNER.· 1791.94 2 164(\1.43 4,22 O,S 1591 23130 19 
jmrawtgg5min300mmnaclsynngednase, 1155 -,$YElPDGOVITIGNEA.- 1791.94 2 1329,04 3.25 0,3 10136 ZI'J 19 
jmrawigg5min300mmnacl$ynngadnase,a254127 • VAPEEHPVLL1EAPLNPK.· 1955,24 3 4555,21 3,16 Q.:I 554 21168 7 
jmrawtgg5minbeadsfreezefhaw, 1196 ·KDL YANTVlSGGTIMYPGII\OR· 2344.63 2 23579.6lI .49 06 1662 4fT 7 
pnrawigg5mlflbeadsfreezethaw, 1324 ·.SYElPDGOVInGNEFt- 1791.94 2 91129,37 3.75 0., 1265 7110 19 
jmrawi995minbeadslreezethaw. 1328 · SYElPOGaVIl1GNEA.- 1791.94 2 11482,90 3.89 0.4 1234 7110 19 
jmrawtgg5mmbeadsfreezelhaw. 1426 ·.TTGIVMDSGDGV1l-iTVPIYEGYAlPHAII.R,- 3185.6() 2 9678,99 3,21 0,5 299 9/29 8 
jmrawlggSminbeadsfreezelhaw. 962 -,VAPEEHPVLL 1EAPlNPK" 1955,24 2 12094,23 301 0,8 667 21/34 7 
jmrawtgg5minbeadsfteezethaw. 966 • .\{APEEHPVlL 1EAPlNPK.· 1955,24 2 10896.33 3.39 0.5 717 10/17 7 
jmrawiggomlnbeadsfreezethaw,133().1332 1791.9. 1 4079,88 2,13 0 .• 218 19 
jmrawigg5mlnbeadstreezethaw,143O·1432 3165,60 ::I 20093.27 5.22 0,5 951 8 
jmroWl9¢minbead_ethaw,954·956 • ,VAPEEHPVLL 1EAPlNPK.- 3 6057,so; 3,14 0,4 458 5117 7 
jmrawrmmigg2OOmmnadsyringdnas. 1360 • ,VAPE'EHPVLl1EAPlNPK.· 2 10825,02 330 O.S S9il 9117 7 
jmra>'1m'n!9g2OOmmnac1syring<jn .. , 1364 '. VAPEEHPVll1EAPLNPK., 1956,24 2 10959.90 3,54 0.5 511 7 
jm"",""",igg200mmnaclsyrlngdnas. 1634 "KOLYANiVlSGGnMYPGIADR.· 2344,63 3 758569 3,20 0,4 420 
jmrawrminigg2OOmmnaclsyringdn ... 1638 ·,KOL YANTVlSGGTTMYPGIADR., 2344.63 3 4616,92 2,48 0,4 510 23i!!4 7 
jm",Wl'ITIlnigg200mmnaclsyring<jn ... 150 • HOGVMVGMGQK" 1172.41 2 5806,60 2,54 04 739 3/4 17 
jm........mm9ll201lmmnoolsyringdnas,135O.1352 ·,VAPEEHPVll TEAPLNPK.· 3 3817.98 2.49 0,2 972 13134 7 
imm~nlgg200mmnac!syringdnas, 1804-1800 ·SYElPDGQVITIGNER.· 2 14868,1:; 4,45 0.4 1330 23130 19 
jmrawrmln'gg200mmoaclsyring<jnas.1894·1896 ·.TTGIVMOsGOOVll-iTVPIYEGYAl .. PHAll.A.· 3185.60 3 300S5.94 5.89 o.e 182:2 4111111 8 
phagm.wFlIIJ<:6OMeO'Cdec23,966 -,OSYVGOEAQSK,· 1199,21 2 521.90 1.02 0,2 118 7f2Q 22 
.. ~_1000phOgi99_MMl4.1269 -VAPEEHP'JlLTE.AP!.NPK.· 1955 . .24 3 6274,72 285 O.S 870 25166 7 
_ril>_'5Ophagio9_Mat04,II26 · .VAPEEHI'VLL 1EAPlNPK.· 1965,24 3 '_,56 240 (l1 568 11134 7 
rawoucril>_15Ophagigg_Ma!'04,1450-1452 ~-S,(ELPOOOVITIGNER~ 1791.94 2 7163,89 3,12 0.' 807 315 19 
rowoucril>_25Ophagi9g"Mar04,15oo -,SYELP!Y'~"111GNER.- 1191.94 2 1183200 321 0.5 1333 7110 19 
nIlwoucril>_25Ophagi99_Ma!'04,I_ -.SYElPOGOVlilGNEA.· 1791,94 2 8019.45 a89 0,3 961 213 19 
",~_3OOpI\agig9_Mar04. 1115 - KOLYA"H'JtSGGTIMvPGIAOR., 2344.113 3 33/),12 1,60 0.1 184 4121 7 
........np_3OOpI\agigg"Mar04,1301-1303 -.$YElPDGOVlllGNEA.· 1791.94 2 10050.99 3,67 0,4 1371 711() 19 
........np_~ .. Mat04,969-971 ·,VAPEEHPVLL1EAPLNPK,· 1955,24- :I- 6918.39 3.35 0,4 652 6111 7 
",~_~_Mat04, 1162 ., VAPEEHPVLL TEAPlNPK.- 1955 24 :I- 483026 2,09 0,. 755 13134 7 
"'~.~O_Mat04, 1158 ·VAPEEHPVLL 1EAPLNPK,· 195524 :I 57so;.6() 2.74 04 5BS eJ17 7 
",~300pt\agl9g"Mat04.1499.1501 ',$YELPDGQVIllGNER.· 179194 2 1819$_39 4.5& 0,5 1489 415 19 
"'~.45Opt\agl9g_Mat04, 1152 -,VAPEEHPVLl 1EAPlN~,· ISS5.24 3- 8632.12 3,(l2 0,5 795 13134 7 
........np.45Ophagig!l..MmOoI.1HlO '. VAPEEHPVll1EAPLNPK.· 195524 :I- 1727.65 2.01 02 461 5117 7 
_ril>_SOOphagigg"Mat04, 1472 -,SYELPDGQVIllGNER.· 1191.94 2 9251-99 3,611 0,. 767 17130 19 
........np_60MeOHphag'99_MAr04, 1282 -,TTGIVMOSGDGV1l-iTVP'YEGYAlPHAllA.- 3185,50 :I- 4950.73 3,25 0,:1- 650 251116 8 
........np_60MeOHphagigg"MAr04, ;;;12 ·.HOGVMVGMGOKOSYVGOEAOSKA.· 2508.18 3 11_,46 4,41 06 894 311!lB 16 

........np.60MOOHphagigg_MArtJ4, 818 ·.GYSf1TTAER· 1133,19 2 109$.HI 2.07 0,5 1199 Si6 8 

..... uczfp.60MOOHphagig9_MAr04, 830 ·£ITAlAPSTMKIK,· 1403,71 2. 2418,22 2,16 0,2 479 518 17 
_ril>_60MoOHphagigg.MAr04, 930 ·.VAPEEHPVLL TEAPtNPK.· 195524 2. 190111,02 4,55 0.8 765 10/17 7 
rawsucril> .60MoOHphagigg_MArtJ4, 1242·1244 "SYElPOGQViTIGNEA.· 1791,94 2. 15411,63 4,17 0,5 1498 415 19 
ra~_60MeOHphagigg_MAr04,790-192 ·,EITAlAPSTMK.' 1162,38 2 29$1,52 2,34 0,2 595 13120 17 
rtlWSUClfp_60MeOHphag,gg_MArtJ4,918·920 "VAPEEHPVLL TEAP!.NPK.· 1955,24 :I- 5577,5& 3.24 0,:1- 691 23168 7 
",wsuClfp300phag!g9_Mat04, 1492 "SYElPDGQI/IilGNEA.- I 79UI4 2 913(1,78 3,57 0,4 1223 213 19 

ra~JOOphagi99_Mat04.! 161-1163 -,VAPEEHPVlL 1EAPlNPK" 1955.24 3 6276,01 2,94 0,4 666 23168 7 
",wsuczfp.IlOOph"9igg~Mar04, 1034 -,VAPEEHPVlL 1EAPLNPK" 1955,24 3 7670,52 2,9$ 0,5 518 2116l! 1 
........np_llOOphagigg~Mat04. 1040 -,VAPEEHPVLL 1EAPlNPK.- 1955.24 3 218e.61 1.96 0,2 171 23/68 7 

........np_50Ophagigg_Mat04.1:)oo ·.SYElPDGQVIilGNEA.· 1791.94 2 13790,81 342 0,5 1199 ZI'J 19 

........np.IlOOphagigg"Mat04. 1022 -. VAPEEHPVlL 1EAPlNPK,- 1955,24 3 6559.72 3,11 0,4 aoo 13/34 1 
rawsucril>~90Ophagigg"Mar04, 1026 "VAPEEHPVll1EAP!.NPK" 1955,24 3 8024.20 3,18 0.4 738 27MB 7 

rawsueril>_IlOOphagigg"Mat04. 13$9 ·,SYElPDGOVITlGNER.· 1791.94 2 15840,58 3.73 (l,a 1040 19i:JO 19 

"",.ucril>.actinphelg'B9.-Mat04.134O ·,SYELPDGQVlTIGNER" 1791.94 2 1139893 3,73 0.4 1474- 11115 19 

.. wsucrlp_aclinphegiB9.-MmOoI,712 ',QEYDESGPSIVHR- 1517.58 3 1189,58 1,86 0,1 524 17/411 5 

rtlWSucril>_cnHphaglgg"MmOoI,1242 ·.VAPEEHPVlll'EAPLNPK" 1955,24 2 8956,42 3,OS 0,5 421 112 7 

........np.chilpIlaglgg"MmOoI. 1644 -,TTGIVMOSGDGV1l-ilVPIYEGYAlPHAllR- 3185,60 3 265961 1,93 0.3 4$4 2511111 a 
"" .. uczfp~cnlfphagigg"Maril4, 756 ',!!APPEA-- 795.95 2 758.73 1,53 0,2 254 213 17 

_ril>_cnlfphagl9g"Maril4. 950 >,GYSFTTTAER.- 1133,19 2 11407,18 2,28 0,5 1319 flI9 6 
........np_cnlfphagigg"Mat04,I072·1ll14 -,EITALAPSTMK.- 1162,38 2 2526.71 2,30 0.2 50s 13120 11 

rawoucril>~cnlfphag'gg"Mat04, 1238-1240 · ,VAPEEHPVlL1EAPlNPK.- 1955.24 3 2103.sa 2,OS 0.3 661 11/34 7 

",~_<:I>Ifphag~a..Mat04, 1$94--1596 -,SYELPDGQVIilGNEA.· 1791.94 2 15130.52 4,32 0,5 1356 11/15 19 

219 



control 

put. _-actin (a. 27-375) [Mus mu,",ul._) 850033J;$ 49866.0 11 

FPbeadsl50_0ecI9.1335·1337 - SYELPOGQVI1lGNER.· 1791,94 2 18334.32 4.04 M 1441 7/10 19 
FPbeads200_0ec,9. 1299 • SYELPDGQVITIGNER.· 1791 94 2 8475.07 2.83 04 1161 213 19 
FPbeads200_0ecI9. 1309 ·.SYELPOGQVITlGNER.· 1791.94 2 12155.13 325 0.5 1340 213 19 
F_s250 OecI9.1572-1574 ·VAPEEHPVLL TEAPLNPK.· 195524 3 3064.02 2.43 0.3 526 5117 7 
F_s300_DecI9.2264·2266 • SYELPDGQVI1lGNER • 1791.94 2 7067.21 267 0.4 1209 19130 19 
jmbsa300naclra.."hag3007. 1409 - SYELPOGQVITIGNER.· 1791.94 2 6189.75 2.66 04 811 315 19 
jmbsa4oonaclray,phag3007 _ 030802135631. 1168 • SYELPOGQVITIGNER.· 1791.94 2 10348.29 3.08 0.5 821 19130 19 
,awe",,_,000_beadigg_MM)4,967-969 '.VAPEEHPVLLTEAPLNPK.- 1955.24 3 3504.76 3.07 0.3 418 5117 7 
rawextr_15Obea(CMttr04,1385-1387 -.SYELPOGQVrnGNER.- 179194 2 19790.11 465 0.5 1380 11115 19 
raw.","_ l5Obead_MarQ4. 1437·1439 ·.TTGJVMOSGOGVTHTVPIVEGYALPHAILR· 3185.60 3 26866.00 5.03 0.6 1421 9/29 8 
n,wexl'_'50beadogg_MaI04.622 ·.HOGVMVGMGQI(- 1172.41 2 8508.51 273 0.5 952 4/5 17 
rawexlC 1 50beadigg2_Mar04. 18 ·.EITALAPSTMK.- 1162.38 2 3419.61 176 0.3 765 7110 17 
rawe"'U50beadog92_MaI04,26 -.EITALAPSTMK,· 1162.38 2 3925.98 2.13 0.4 552 1/10 17 
rawext,_'5Obeadigg2_MaI04.704 " TTGIVMOSGOGVTHTVPIYEGYALPHAILR • 3185.60 3 4130.77 242 0.3 938 15/SS a 
rawext'_15Obead1992_MaI04,192·194 -.VAPEEHPVLL TEAPLNPK.- 1955.24 3 5701.13 2.70 0.4 473 21/68 
'awe"" _'5Obead1992_MaI04,198·2oo ·.VAPEEHPVLLTEAPLNPI(.· 1955.24 2 13577.45 3.58 0.5 792 21134 
raweXl'-15Obeadigg2_MaI04.710·712 ·.SYELPOGQVITIGNER.· 1791.94 2 18797,72 4.88 0.5 1651 11115 19 
rawexI'_200bead.ManM.166EH 668 ·.SYELPOGQVITIGNER.- 1791.94 2 16828.59 4.43 0.5 1524 11115 19 
rawext,-2oobeadigg_MalO4, 1339 -.SYELPOGOVITIGNER - 1791.94 2 11910.14 361 0.4 1297 23130 19 
rawe"'C200beadigg_MalO4. 1343 -,SYELPDGQVITIGNER- 1791.94 2 14803,93 3.99 0.5 1540 23130 19 
rawext'_200beadigg_MalO4,I389 -. TTGIVMOSGDGVTHTVPIYEGYALPHAILR.· 3185.60 3 5390.55 2.23 0.4 772 271116 8 
raweXlc200beadigg_MaI04. 1397 -. TTGIVMOSGOGVTHTVPIVEGYALPHAILR.· 3185.60 3 11624.70 3.39 0,5 1080 33/116 
rawe""_200beadigg_MaI04.943·945 . .v APEEHPVLL TEAPLNPK.- 1955.24 3 12096.82 3.89 0.5 810 6117 
raw.."', _25Obead_MarQ4. 1514 -.SYELPOOQVITIGNER.· 1791.94 2 4147.85 2.55 0.3 601 6115 19 
raweXl'_250bead_ManM.1518 · SYELPOGQVITIGNER.- 1791.94 2 9219.89 2.99 0.5 1035 213 19 
rawexlc25Obead_MarQ4. 976 -.EITALAPSTMK.- 1162.38 2 3975.86 1.81 0.4 799 314 17 
_.250beadig\J-Mar04, 1098 -.VAPEEHPVLL TEAPLNPI(.· 1955.24 3 5705.82 2.74 0.4 668 6117 7 
rawext'_25Obeadigg_MalO4,1102 -,VAPEEHPVLLTEAPLNPK.· 1955.24 3 6126.29 3,07 0.3 772 25166 
rawext,_250beadigg_MaI04.1502·1504 -.SYELPDGQVITIGNER.- 1791.94 2 15382,22 4.12 0.5 1393 11115 19 
,awe",,_25Obead199_MalO4.930·932 ·.EITALAPSTMK - 1162.38 2 4307.30 2.43 0.4 459 315 17 
rawex1c300bead.MaI04.962 '. VAPEEHPVLL TEAPLNPK.- 1955.24 3 2705.56 2.05 0.3 523 21166 1 
rawextC300bead_ManM.1318-1320 -.SYELPOGOVITIGNER.- 1791.94 2 14420.65 4.45 0.4 1378 23130 19 
rawex1C300beadi9g_Mar4, 1058 -.EITALAPSTMK.- 1162.38 2 2694.86 1.66 0.4 331 112 17 
rawe"'C300beadigg_Ma,4, 1062 ·.EITALAPSTMK.· 1162.38 2 2718,21 1.97 0.3 492 11120 17 
,awe"'c300beadigg_Ma,4, 1246 -. VAPEEHPVLL TEAPLNPK.· 1955.24 3 3807.68 257 0.3 556 23166 7 
raweXl'_300beadigg_Ma'4,1252 -. VAPEEHPVLL TEAPLNPK,- 1955.24 2 15400.27 4,14 0.5 785 10117 7 
,awextc300beadigg_Mar4, 1636 ·.SYELPOGQVITIGNER.- 1791.94 2 9275.25 3.26 0.4 1016 19/30 19 
rawex1c3oObeadigg_Mar4, 1640 -.SVELPOGOVITIGNER.· 1791.94 2 6734.69 2.86 0.4 643 7/15 19 
raW9ldc300beadigg_Ma,4, 652 -.HOGVMVGMGQK.- 1172.41 2 5844.01 2.30 0 .• 750 314 17 
rawextr_350bead_M.r04,1058 •. VAPEEHPVLLTEAPl.NPK.- 1955.24 3 5954.79 259 0.4 775 13/34 7 
,awex"_350bead_MarQ4.898 -.EITALAPSTMK.· 1162.38 2 3977.42 1.83 0.4 735 13/20 17 
ra_'_350bead_Mar04.1456-1458 - SYELPDGOVITIGNER.· 1791.94 2 15454.13 4.35 0.5 978 213 19 
rawextC35Obeadigg2_MaI04. 1050 -.EITALAPSTMK.· 1162.38 2 3718.97 2.05 0.4 434 11120 17 
,awe",c350beadigg2_MaI04,1222·1224 ·.VAPEEHPVLL TEAPLNPK.· 1955.24 3 10031.07 3.70 0.4 649 13134 7 
rawextr _35Obeadogg2_MaI04,1622-1624 -.SYELPOGQVITIGNER.· 1791.94 2 15216,37 3.S0 0.5 1313 11115 19 
rawext,_350b_igg2_MaI04,908·910 -.GYSFTTTAER.- 1133,19 2 7846.29 2.59 0.4 1078 516 6 
rawexl'_400bead_MaI04,1325 ·.SYELPDGQVITIGNER.- 1791.94 2 12166.94 3.63 0.5 1194 7/10 19 
rawext'.4OObeadigg_MaI04, 1182 ·.VAPEEHPVLL TEAPLNPK.· 1955.24 3 3099.18 1.93 0.3 654 21166 7 
rawextC400beadogg_MalO4.1198 -. V APEEHPVLL TEAPLNPK.- 195524 2 16809.52 3.88 0.8 785 10/17 7 
,awext'_ .00beadigg_MaI04, 1 034·1 036 ·.EITALAPSTMK - 1162.38 2 2968.24 1.94 0.3 505 315 17 
rawext,_400beadigg.MaI04,1552·1554 ·,SYELPOGQVITIGNER.- 1191.94 2 11989.55 3.37 0.5 1313 11115 19 
rawaxt'_400beadi99_MaI04.1598·1600 ·.TTGIVMOSGOOVTHTVPIVEGYALPHAlLR.- 3185.60 3 17821,41 3.76 0 .• 1189 17/58 8 
rawext'-400beadi99_MaI04,896·898 -,GYSFTTTAER.- 1133.19 2 59]0,13 2.41 0.4 660 7/9 6 
ra_'_450bead_MaI04.1048 -.VAPEEHPVLL TEAPLNPK.· 1955.24 3 4234.25 2.64 0.3 464 11134 7 
rawe><l'_450bead_MarQ4.1416 ·.SYELPDGQVlnGNER.- 179194 2 12775,88 3,26 0.5 1103 213 19 
rawext'350bead_Mar04. 768 ·.GYSFTTT AER • 1133.19 2 3871.18 1.89 0.4 523 213 6 
,awext,.45Obeadigg_MaI04,I092 -. VAPEEHPVLL TEAPLNPK.· 195524 3 13966.64 3,78 o.s 964 25168 7 
,awext,-450beadig\J-MaI04. 1096 -.VAPEEHPVLL TEAPLNPK.- 1955.24 3 6120.44 3.12 0.4 1018 15134 7 
rawext'_ 450beadigg.M.I04. 11 00 '. VAPEEHPVLL TEAPlNPK.· 1955.24 2 10137.31 3.25 0.5 826 10/17 7 
rawext,_ 450beadogg_MaI04, 1348 -.KOLYANTVLSGGTTMYPGIAOR.· 2344.63 3 3525.12 2.19 0.3 486 114 7 
_,_45Obeadigg_MalO4,1480 -.SYELPOGQVlnGNER.- 1791.94 2 11778.07 3.93 0.4 1230 213 19 
rawextc 45Obeadigg_MaI04. 1486 - SYELPDGQVITIGNER· 1791.94 2 17822.73 4.60 0.5 1123 7110 19 
rawe",,-45Obeadi99_Mar04. 608 -,HQGVMVGMGQK.· 1172,41 2 9645.53 2.97 0.4 1379 9110 17 
rawex1'_45Obeadigg_M.I04.612 -,HOGVMVGMGQK.- 1172.41 2 4155.99 1.92 0.4 622 71H! 17 
rawe",,_45Ob_igg_MalO4.808·810 -.GYSFTTTAER.· 1133.19 2 4057.55 2.35 0.3 751 13118 6 
_.450beadigs_MalO4,926·928 -.EITALAPSTMK.· 1162.38 2 297867 1.98 0.3 522 13120 17 
__ 500bead_ManM. 1532 

-.SYELPOOQVITIGNER.- 1791.94 2 7768.68 2.78 0.4 824 3/5 19 
rawextr_500bead_MaI04, 1538 -.SYELPDGQVITIGNER.- 1791.94 2 11102.16 3.20 05 733 l7I30 19 
rawex1r_5OObeadigg_MalO4, 1308 -.$YELPDGQVITIGNER.- 1791.94 2 11757.92 3,37 0.5 1046 19130 19 
rawe><lL5OObeadigS_MalO4, 1316 -.$VELPDGOVITIGNER.- 1791.94 2 13923.97 3.93 0.5 1309 23130 19 
rawextL5OObeadiW_MalO4. 842 ·,EITALAPSTMK- 1162.311 2 3033.27 1.89 0.4 378 11120 17 
rawexl'_600bead_ManM, 1542 -.SYELPOOQVITlGNER.· 1791.94 2 13756.69 4.00 0.5 1268 213 19 
raweXlr_600beacCM3I04,1558 -.SYELPOGOVITlGNER.- 1791,94 2 12845.91 3.65 0.5 996 213 19 
rawexI'JOObead_MarQ4. 1105 -.SYELPOGQVI11GNER.- 1791.94 2 9558.47 3.85 0.4 928 19130 19 
__ 700bead.MaI04,777-779 -.VAPEEHPVLL TEAPLNPK.- 1955,24 3 9059.12 3,25 0.4 1064 27168 7 
-JOObead199_ManM. 1072 -.VAPEEHPVLL TEAPlNPK.- 1955,24 2 4291.92 2.01 0.4 240 6111 7 
rawext'JOObeadigg_MalO4,1042-1044 ·.VAPEEHPVLL TEAPLNPK.- 195524 3 8552.32 3.93 0.4 733 13/34 7 
rawext,_700beadigg_MaI04,1376·1378 -.SYELPOGQVITIGNER, 1791.94 2 12927.64 3.91 0.5 1129 19130 19 
raW9ld'_8OObead_ManM. 1232 ·.SYELPOOOVI11GNER,- 1791.94 2 9931.71 3.51 0.4 1632 2/3 19 
rawext'_8OObead_MaI04,884·8S6 -. VAPEEHPVLL TEAPLNPK.· 1955.24 3 4232,19 2.26 0.4 3SS 19168 7 
rawextr_800beadigg_MaI04. 1028 -. VAPEEHPVLL TEAPLNPK.· 1955.24 3 5019,44 2,42 0.4 773 6117 7 
rawe><lc800beadig9_ManM. 1358 -.$YELPOGQVITIGNER.- 1791,94 2 10114.32 3.58 0.4 1059 213 19 
rawexlUIOObeadigg_MaI04,l366 -.SYELPOGOVITIGNER.- 1791.94 2 9871.63 3.22 0.5 537 112 19 
rawext'_900beadigg_MaI04, 1332 -.SYELPOGQVI11GNER.- 1791,94 2 4837.08 2,83 0.3 702 17130 19 
raweXl,_aC!lnb_CMar04, 1032 -.EITALAPSTMK.- 1162,38 2 4686.24 2.21 0.4 576 3/5 17 
rawextu",tinbead_MaI04.1186·1188 -. VAPEEHPVLL TEAPLNPK.- 1955.24 3 6872.54 2.46 0.5 579 11134 7 
rawe"'u.clinbead_MaI04.1592-1594 -.SYElPOGQVITIGNER- 1791.94 2 14201.01 4.02 0.5 1204 11115 19 
rawexlU.Clinbeadigg_ManM.1419 -.TTGIVMOSGDGVTHTVPIVEGYALPHAILR.- 3185,60 3 11153.20 3.93 0.4 919 311116 8 
rawe><lCac1inbeadig\J-MaI04.1423 -,TTGIVMOSGDGVTHTVPIYEGYALPHAILR.- 3185.60 3 1210960 3.29 0.5 1043 311116 8 
rawexl'_actinbead'99_MarQ4. 2SS -.HOGVMVGMGOK.- 1172,41 2 7902.74 2,82 0.4 878 415 17 
,awext,_ac1inbeadig\J-MarQ4.279 -.HOGVMVGMGQK.- 1112.41 3 5929,77 2.80 0,3 1003 11/20 17 
rawextcactinbeadig\J-Mat04. 805 ·.EITALAPSTMK,· 1182.38 2 4745.46 2.41 0.4 SSg 315 17 
rawextr _actinb_ig9_MaI04, 1367·1369 ·.SYELPDGQVI11GNER- 1791.94 2 15855.05 4,02 0.5 1252 1/16 19 
raW<>xI,-C~ __ 'Aan04_ 1540 

-,SYELPOOQVI11GNER.- 1791.94 2 2413.25 1.95 0.3 450 13130 19 
raweXl,_chllbead_Mar04,658 -.IIAPPERK.- 924.12 2 2493.98 1.77 0.3 487 517 16 
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Fe complex 
Score Accessjon Peplides 

Pe!?'ttde Seguence MH+ Cha!l19 Score XC DellaCN S~ Ions Count 
actin-like (Mus musculus) 401898.34 8850209.0 
jmrawSminbsafreezthaw, 1780 ·.KDL YANlVLSGGTlMYPGLADR.· 2344.63 2 24507.02 4.65 0.5 2297 9/14 
jmraWl9g5mlObead.~_elhaw, 1196 ·.KDl YANlVLSGGTlMYPGLADR.· 2344.63 2 23579.68 4.49 0.6 1662 417 
jmfag1 mnacI2,5mimgg, 1204·1206 ·.KDLYANlVlSGGTlMYPGLADA.- 2344.63 3 6303.52 3.19 0.4 470 217 
jmraWlgg5minI 5Ommnacl, 1244 ·.KDl YANlVlSGGTlMYPGLADA.- 2344.63 3 16734.41 4.68 0.5 893 29184 
jmrawSmlnigg50Ommnaclsd,1624 ·.KDL YANlVlSGGTlMYPGLADA.- 2344.63 3 6563,10 2.89 0.4 447 11142 
jmrawSminl9gS0Ommnaclsd, 1628 -.KDl YANlVLSGGTlMYPGLADA.- 2344.63 3 9176.67 2.92 0.5 712 25184 
JITlrawrminigg200mmnaclsyringdnas, 1634 ·.KDl YANlVlSGGTlMYPGLADA.- 2344.63 3 7585.69 3.20 0.4 420 114 
jmrawrminigg200mmnacls"ingdnas, 1638 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 4616.92 2.48 0.4 510 23184 
Ifl1rawSmlOigglOOOmmsd,1710 -.HaGVMVGIMVGMGQKDSYVGDEAQSK.- 2753.13 3 852.84 2.02 0.1 356 11150 
ImrawSmiOigg25Ommnaclsyringdna",182{j-1822 -.KDl YANlVLSGGTlMYPGLADR.- 2344.63 3 402.93 1.51 0.1 143 5128 
AJRAWAclinlgGjuneI3,1756-1758 -.KDl YANlVLSGGTlMYPGLADA,- 2344.63 3 10926.63 3.87 0.4 803 13142 
Imlag5minl9g4S0mmnacL030527025134,1872 -.KDl YANlVLSGGTlMYPGLADA.- 2344.63 3 4642.09 2.56 0.3 755 13/42 
Imlag5minigg450mmnacl_030527025134,1678 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 6470.44 2.92 0.4 774 9128 
jm5mlnlggrawloWlonic,1918·1920 -.KDl YANlVLSGGTlMYPGLADA.- 2344.63 3 4070.13 2.48 0.3 458 114 
jmrawigg5miniggfreebead,1124·1126 -.KDL YANlVLSGGTlMYPGLADA.- 2344.63 3 26205.75 5.64 0.6 1244 8121 
jmrawf5minbsareebeads, 1642 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 387.79 1.74 0.0 220 4121 
jmrawf5minbsareebeads, 1650 -.KDl YANlVLSGGTlMYPGLADA.- 2344.63 3 3743.87 2.26 0.3 520 11142 
jmfag5minlggbaad, 1009 -.KDLYANlVLSGGTlMYPGLADR.- 2344.63 3 6610.63 2,77 0.4 445 23184 
jmfag5minigg350mmnacl, 1103 -.KDL YANlVLSGGTlMYPGLADA.- 2344.63 3 539.76 1.87 0.0 287 3114 
jmfag 1 mnacI2,5mlmgg, 1204-1206 -.KDL YANlVLSGGTlMYPGLADA.- 2344.63 3 630:>.52 3.19 0.4 470 2/7 
jmfag5miniggbead_0305282001 OS, 1209-1211 -.KDl YANlVLSGGTlMYPGLADA.- 2344.63 3 5984.02 2.69 0.4 478 5121 
JMMAGTubel B16E3, 1228-1230 -.KDl YANlVlSGGTlMYPGLADA.· 2344.63 3 1432225 3.86 0.5 910 9128 
JMMAGTubel B 16E3, 1238· 1240 -.KDL YANlVlSGGTlMYPGLADA,- 2344.63 2 37139.96 5.37 0.7 2347 9114 
jmfaglmnacISmincon,1418·1420 -.KDL YANTVLSGGTlMYPGLADA.- 2344.63 :] 4855.45 2.76 0.4 501 23184 
jmag5mincon500mmnacl, 1886 -.KDl YANlVLSGGTlMYPGLADA.· 2344.63 3 15301.57 4.26 0.5 590 25184 
jmfaglmnacl7.5minigg, 2514 -.CDVDIAKDLVANlVlSGGTlMYPGLADA.- 3046.43 2 225.49 1.03 0.1 96 5127 
jmfaglimecon2.5min.1326.1326.3 -.KDl YANlVLSGGTlMYPGLADA.- 2344.63 0 9428.05 3.05 0.5 696 13142 
jmfagcon5minIOOOmmnacl_030601 180404, 1096 -.KDl YANTVLSGGTIMYPGLADA.- 2344.63 3 3417.93 2.53 0.3 563 114 
jmfag5mincont400 _030531151834, 1134 -.KDL YANlVlSGGTlMYPGLAOA.- 2344.63 2 5257.55 2.28 OA 929 10121 
jmlag5mincontl50mmnacl, 1153 ',KOl YANTVLSGGTlMYPGLADR.- 2344.63 3 1046.06 1.77 0.1 564 23184 
jmfag5minconI350,1164-1166 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 12087.14 4.30 0.5 595 217 
jmfag5mincont200mmnacl,1368-1370 ·.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 14879.01 3.73 0.6 741 1/3 
jmfagcon5minn600mmnacl, 1397 -,KOL YANTVLSGGTlMYPGLADA.- 2344.63 3 20107.05 4.57 0.6 1137 31164 
jmfagcon5minn600mmnacl,1401 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 2 10150.04 2.80 0.5 751 19142 
jmlag 1 mnacI5mincoo.1418-1420 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 4855.45 2.76 0.4 501 23/84 
jmfag5mincon250mmnacl, 1644 -.KDL YANlVLSGGTlMYPGLADA.- 2344.63 3 675.61 1.55 0.1 363 3114 
jmfag5mincon450mmnacl,1652-1654 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 4729.93 3.04 0.3 538 2/7 
jmfag5miocon450mmnacl. 1660 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 2 8541.70 2.58 0.5 1186 112 
jmlag5mincon250mmnacl, 1664-1 666 -,KDLYANlVLSGGTlMYPGLADA" 2344.63 2 20081.17 3.79 0.6 1485 23/42 
jmbeads350rawphag30072nd,I664 -.KOLYANlVLSGGTlMYPGLADA.- 2344.63 3 3080.29 2.81 0.2 589 2/7 
jmfaglimecontOmiO_030601230741.1716 -.KDL YANlVLSGGTlMYPGLADA.- 2344.63 3 4941.73 2.20 0.4 291 5121 
jmag5mincon50Ommnacl, 1666 -.KDLYANlVLSGGTlMYPGLADA,- 2344.63 3 15301.57 4.26 0.5 590 25184 
jmfagtimeconll Omin _030601202502, 1958-1960 -.KDLYANlVLSGGTlMYPGLADA.- 2344.63 3 15265.94 4.63 0.5 1220 29184 

control 

actin-like [Mus musculus) 29730.91 8850209.0 
jmraWlgg5miniggfreeMad,1124-1126 -.KDl YANlVLSGGTlMVPGLADA,- 2344.83 26205.75 5.64 0.6 1244 8121 
rawe"le 450beadI\l9_Mar04. 1348 -.KDl YANlVLSGGTlMYPGLAOA.- 2344.63 3525,12 2.19 0.3 486 114 
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reeomplu 
Score AcceS$lOfl Pephd~s 

Poe!Ide S!9lJenc~ MH+ Cha!96 Sco", XC OttUa.C~ Se 101'1$ Count 

FlHB _MOUSE Alflmln 8 (FLN-8) (BIH .. Ulamin) (Actin-bindifitllk. ptot.in) (ASP 12919.U 382574040 31 
lmfagStnIl"lIQg200mmnacl. 432 -ASGRGLOPK. 91405 64001 119 01 450 518 

lmfaglmnaeiSmmoon.432·434 • ASGAGLQPK- 91405 503.63 1,42 01 302 ~ .. 
jmfagSmtnl99100Ommnacl. "36 ' ASGRGLOPK • 914.05 1473.04 179 02 $3. 11115 

jIfTltagSm",lggGOOmmnact. 595 FNGSHIIVGSPFKVA • 153174 67257 1.72 00 373 15.'52 

JMFAGNACL 10_.2821E3, 696 w VIVLFAOQH1SKSPFEVNVOK. 2328.70 278.17 1 .... 00 '.8 ,m~o 

ynta."Smlt'ligg250l'I'lrt'InBCi. 102 • VHAOGPGlK.~ 90705 3&951 0.5 01 22. 1116 

jIfTllagSmIl'l'9935Ommnacl, 909 ·.ClATGPGIAPTVKTGEEVGFVllOAKTAGK. 281324 16441 09. 0.1 43 118 
jmtaq5mIl'lIgg2SO"mmnacl, '460 • ASGRGLOPK • 91405 1t50,11) 178 0.1 627 ". 
tmtaqtrnnacl2,Sfl1lf'llgQ,125()'1252 • ETAOFKVDTKAAGSGElOVTVK.· 222445 178923 2.' 0' 657 2S1B4 

jmfa95rmmq¢ea;i, i 3&9 • FAOEHVPGSPFTVKISGEGR· 213133 4776"9 1.07 0.0 ... 511' 
jmf891mnaclOtnlnlgg. 1126- • YSVAVTWOOHHIPKSPFEVQVGPEAGMQK.- 3138.55 32861 1.0S 02 ,. 117 
vnfaglt\'\ftazl1.SI"'ufI)9'}, , 732 • VKVFGPQVERSGlK· 1473.75 2f565 10e 00 '96 11. 
fT1'aqSmlnlgg300mmn.-.::1,204o-2042 - ANEPTHFTVOCTEAGEGDVSVOIKCOAR.· 292314 35121 1.79 00 '" 191108 

jmf'agStrhI'l1Q9'S0mmnacl,2108 • EAFTNKSNVF1VVTRGAGIGOU)ITVEGPSESK.- 332469- 9788 095 G 1 77 9/6' 
jrnia95mll'll0;J9400mmnact 2744 - VM'fTPMAPGNYUGVKYGGPNHISRSPFK.· 3196.74 42.7<l 07. 0.0 3' 3/26 
jrntagSmll"l!gg400mmnact 3064 • ACSQVKLGSAAOFlL01SETOlSTL TASIK- 3Ul4.51 t04,10 015 0.0 138 11158 
4'II~un20acbf1DPI.600-602 '.VOIOTEDLEDGTCK.- 1586.$7 117:W 136 00 ,. 11. 
jIl'l!"8WI995mltlJOOmmnacl&ytll'lgednase.143-74$ • VKAEGPGlSK • 986,15 651,14 (U,8 02 241 112 
jmlgG I 50rawphag3007, t306 • PFDlVIPFAVAK· 1402.71 6&7 e4 1.16 00 .. , 112 
jmlgG250IllWPhag3007. '332 - PFDLVIPFAVRf(· 1402,71 134908 1.85 0.2 477 112 
JI1lfagtimecon2.. Srnin. 45tt 458.2 • ASGRGlOPK - 91405 5H}57 1.3B 00 3.8 0/,. 
jmfagtimecon2,5rnin 452.4522 • ASGAGLQPI(· 9'405 83$.06 14' 01 46. 11'16 
jmfaqlimecon2 Smin,2000.2000 :1 ·.AEGPGLSKAGVENGKPTHFWHTI(.· 2483.74 1111,16 2,07 0.2 311 5123 
vnfaqsmltloontt50mmnacl,321 • INGLENRVEVGK • 1328.50 172.58 1.$5 0.0 46' 17/44 
,mtag5mIl'lCQnt4003~30531151334. 358 • VOP$i-+OASK,· 95599 609.04 123 01 3.' 9/16 
imfa91lmeeont1omtn_03Q60120ZSQ2.364- • aQYNVTYVVK • 1242.41 706,41 '44 0.1 432 m8 
jmfaglmna:ismincon,432-43 .. • ASGRGlOPK • 914.05 50363 1.42 0.1 302 518 
AJAAWpeiletU:ontrjun13.698 - VOPSHDASKVKAEGPGLSK • 1923,12 97948 '38 0.0 6.7 7124 
jmtaad5400rawphaQ3001, 953 • KGEITGTVHMPSGKK· l570.B4 n2.38 '75 0' 308 
vnb*s$OOnact~g$JOO1, 1176 -.OQYNVTYVVKER· 1521,71: 14171 0.98 01 .. 
ynbeads600nactrawphage3007. 1248 ~.OAGYGGISLAIIEGPSK • 1521.65 338.94 , 12 01 235 113 
jmfagSmil'looot15Otnmnact 1589 ·.VEPAIOTSGU(· 1130.27 1662:8 00 123 9120 
J'TIbeads300rawphag3007, 1840 ·IRATOfGDASKCLA.TGPGIAP1'Vf(.· 235712 809.89 0.1 3 •• 11146 
jmtagfim.oonHlmm,193O ·.TATF11VTEOAGEGGLDLAIEGPSKAE1SC1DNK.- 346780 220.23 , 2' 0.0 ". "22 
AJAAWSoluleContrjun.13,2512 • GFHVVEVTYDOVPIPNSPFKVAVTEGCQPSA.· 3389.1B 81.95 010 00 105 "20 
phagl1Mf400_dee20.930 -,NGNHVANSPVSIMVIIQSEIGOARA· 255~ 83 47655 162 0.0 28. 19192 
phag~$uc100_dec23, 1369 • PFQlVIPFAIIRK.· 1402.71 5OS_8S 1.01 01 268 9122 
phagrawF3S0_dec20, 160 ·,LQVTlLSPSR.· 1101.23 91110 1,29 00 6.2 11118 
ph~.ad_dec23, 1631 • ANEPTHFTVOCT'EAGEGQVSIIGIKCDAR.· 2923,14 1925.02 2.33 o.s , ... 1/$ 
phagmwFsuc350_dee20,2090 -,NGNHVANSPVSIMVVOSEIGDARA,· 2551.83 2873 0.73 00 3S 4123 
11lW$tJC:lfp_600ph89'iN .. MarQ.4,2210 • OSPYMAFlHPATGOYNPOLVQAYGPGLEK.- 3188..48 18367 094 0.1 ., "28 
""~200_d<1C22. 22n • Al<VTGOAlVSPGSANETSSILVESVTR· 271S8.11 500.5'1 1,28 0' '33 191104 
phagrawF~OO_oeaO. 3274- ·,EAGOWLAVKWGEEHIPGSPFHVTVP.~ 2921,26 95.21 0.84 01 62 9150 
R$wPh1J20()1MeE!hm~3digest, t028 ·.IINQPASFAIR ... 1103,26 .13751 0" 00 367 112 
rawphag2007ctitfsd3, 1053 • YNDKHIPGSPFTAKITDONA,· 229048 49'8_83 164 00 304 ". phagrawFd'lHboad_d$c23, 1681 ~.ANEPTHFTVOCTEAGEGOVSVGfKCOAR.· 2923.14 1925.02 2.33 0.3 , .. '/6 
mwphag2007chfbead3.~3-2025 w.VMY'TPMAPGNYUGVKYOOPNHfSR.· 2737.20 312.69 1.53 M "2 ". "rawpha~ul'l20actinOPI,800.a02 ""VQtQiEOLEDGTCK- 156687 117.30 1.36 0.0 76 114 
jmfa95miniQQ2:50mmnllll::i. 702 •. VHAOGPGLK.· 9On15 369.51 065 0.1 229 1116 
jmrawu1gSmtn30Ommnadsyringednasa.143-74S -.VKAEGPGlSK,w 93ttlS 651.t4 0.6 02 241 112 
jmlgG1SOntwphag:3001, 1306 • PFOL VlPFAVAK,- 1402,71 88784 "6 0.0 4" 112 
jrnt9G250~3001, 1332 ".PFOLVIPfAVAt(> 1402,11 1349.08 185 02 '77 112 
jfnbsa6OOtl8df8'l!iPh~01. 1216- ·.PIIOPQPHWKVSFAGOAIPI(.· 2044 39 37364 ,., 00 206 7/38 
jm.bsa300n.wawphaq3007.1344-1346 ·.EAGAGGLSIAVEGPSK.· 1443.59 16120 1.13 M '22 3/10 
jfnldlactinrawphag3007, 1002 • NSHCVRF\lPOEMGVHTVSVK." 22SS 61 597,71 l.S0 0.' 32' ". ;nidi 1 OOOnaclraWl)hag300 7. 1562 -.TSAAPAVATVGSICDlNlK"" 1917.22 23721 1.02 0' 112 114 
jmIdl2SOn~ag3007, 1882 ·.A1'VtiQNKOGTYAVTYIPDKTGR..· 2423.62 302.62 1.39 G.' '26 '7/84 

"""" .. 
R..NfJU.OUSE Rt.mtn 8{FUHJ){s.ta-fttfM'nin~{Aetin-binctin9Itko prohtin)(ASP 4024,01 38257404.0 22 
FPbeads5OO_dacHIi. 1443 -.CSOVi(LGSAAOFLLD!SETOlSlt TASIK.- 3028.42 175.37 0.91 0 .• 162 5128 
JTl'JIIUtf_d'ltlbeadlgG_Mart>4,318 • LNGAKGKIDAK,· 1115.31 234.13 1.84 0 .• 126 "6 
/'8W_'-4S00.4Idi99_M8f0.4. 570 <YHORPTFR· 110523 460.S2 1.22 0.0 374 0/1' 
Plra\1IoI<w5miniqgfrlMOead, 7e8 ·,ARAYORGIEPTGNMVK.- 1120,98 981.37 1.81 02 2.7 113 
rawext'_ct'IlltaedlgG_Mer04.1232 ,<PVOPGPHWKVSFAGOAIPI(,· 2044.39 1330.61 1.74 0.' 701 21175 
rawU1Cehl/bGadlgG_Mat04. 1928 • CVVKPVOPGPHWKV$FAGOAlPK.· 2$38.01 598,62 1.53 0.' 359 21192 
FPbMdsSO(Ulec19. 1969 ".AOGOASKVTAKGPGLETTGNIANK.· 2329.55 1143.48 1,13 0.' .62 6123 
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Fe complex 
Scor. AccesSIon Pepf.oes 

prolilin 1; actin binding prot.in [Mus mUlICuluS) 
jrnSmin;ggrawlQwionic,2132,2134 -,TFVSITPAEVGVLVGKOA.- 1889.19 3 1469.58 2.09 02 209 9/34 
imbeads250rawphag300 1, 2062 -.OSLLQDGEFTMDLA.- 11140.80 2 lSS6.13 1.73 Q.3 205 9126 
jmbeads5OOrawphag3OQ],1246 -.TFVSITPAEVGVLVGKOR.· 1889.19 3 709.51 1.43 0.0 474 5117 
irnbeadS6oonaclrawphage3007,1273-1275 -.TFVSITPAEVGVLVGKOA.- 1&89.19 3 610.66 1.40 0.1 406 114 
Imtagl mnaclOminigg, 1496 -,TFVSITPAEVGVLVGK,- 1617.91 :2 10209.61 2,81 05 941 11115 
jmlagl mnacI2,5minigg, 1534 -.TFVSITPAEVGVlVGK.- 1617,91 2 3288.48 2.15 0,3 616 17/30 
Imtaglmnacl2,Sminigg, 1546 -.TFVSITPAEVGVlVGK.- 1617.91 2 9619.83 2,59 Q.5 828 21. 
ImtllglmnacI2,5mlnlgg.1956 -,DSLLOOOEF1MDLR.- 1640.80 2 4824.18 2,61 0.3 991 8113 
jmtagl mnacISmincon.I770-1772 -. TFVSITPAEVGVLVGK.- 1617.91 1 2102.14 2.04 0:'; 323 11/30 
Imtaglmnacl5minlgg.1328 -.STGGAPTFNVlVTMTAK.- 168391 2 211.48 LS2 0.0 139 9132 
jmlagl mnacl5mlnig9, 1724 -.TFVSITPAEVGVLVGK.- 1617.91 :2 9597.63 3.50 0.'1 806 213 
jmlagl mnaclsminlgg, 1730 -.TFVSITPAEVGVLVGK.- 161791 :2 8766.98 2.99 0.5 812 213 
jmtaglmnacl7,smlnigg, 1900 -.DSLLQOOEFTMDLR.· 1640.80 :2 3105.36 2,35 0.3 664 1/2 
Iml801 mnaci7,5mlnigg.1562-1564 -,TFVSITPAEVGVLVGK- 1611.91 2 12911.06 3.57 0.5 941 11115 
jmtag5minc0n3oommnacl,I640-1642 -.DSPSVWAAVPGK,- 1214.35 :2 2657.93 1.63 0.2 882 13/22 
jrntagSmlllC()!l450mmnacl, 1470 -.DSPSVW AAVPGK.- 1214.35 2 612.42 1.36 0.1 327 9122 
jmlag5mlnc0n450mmnacl,2042-2044 -.TFVS'TPAEVGVl VGK.- 1617,91 2 953l.99 3.15 0.5 679 3/5 
jmlag5m1ncontl5Qmmnacl,1473 -.TFVSITPAEVGVLVGK.- 1617.91 2 4007,35 2.43 0.4 366 7115 
jmIag5mlllC()!lt200mmnacl, 1704 -.TFVSITPAEVGVLIIGK.- 1617.91 2 10262.00 3.22 0.5 762 19130 
jmlag5m1llC()!112QOmmnacl. 1714 -,TFVSITPAE\lGVLVGK- 1617.91 1 2111.35 1.29 0.0 169 4115 
jrntag5mlnoon1350. 122 -.EGVHGGUNK.- 1024,16 2 753.98 1.59 0.1 42() 11118 
jmfag5mincont350. 1494 -,TFVSITF'AEVGVLVGK.- 1617.91 1 497.66 1.30 0.1 302 113 
Jmfa95minCOnt400~Q30531151834,14SIH4S8 -.TFYSITPAEVGVLVGK.- 161791 2 14117.92 3.33 0.6 970 2/3 
jmfag5mlniggl ()OOmmnaci, 2154 -,QSlLQOOEFTMDLR.- 1640.80 2 725.29 1.71 0.1 283 11126 
jrnfag5miniggISOmmnac1,1014 -.DSPSVW AAVPGK.· 1214.35 2 3se9.69 1.68 0.3 1209 15122 
jmtagSmlnlgg200mmnac1,1516 -.SSFFVNOl TlOOQK.- 1455.64 2 4722.71 2.12 0.4 425 6113 
jrnfag5min;gg20Ommnacl,l662·1664 ·.TFVSITPAEVGYLVGK.· 1617.91 2 11119.36 4.10 0.4 872 7110 
jrnlagSmln;gg2SOmmnacl,1482-1464 -.DSPSVWAAVPGK.- 1214.35 2 3567.48 1.89 0.3 1037 6111 
jrntag.5mln;gg250mmnacl,2094·2()96 -.TFVSITPAEVGVLVGK- 1617.91 2 11698.00 3.33 0.5 660 315 
jrnl'g5mlnigg300mmnacl, 1976 -.SSFFVNGL TlGGQK,- 1455.64 2 6674.16 2,41 0.4 824 6113 
jffilag5mioigg300mmnac1, 1980 -.SSFFVNGL TLGGQK.- 1455.64 2 7349.71 2.52 0.5 523 112 
jmlag5minigg300mmnacl.167&-1678 -.DSPSVWAAVPGK.- 1214.35 2 1146.51 1.51 0.2 413 112 
Jmlag5minigg300mmnac1,230Q.2302 -. TFVSITPAEVGVL VGK.- 1617.91 2 12270.37 3,18 0.6 811 19130 
jmlag5minigg350mmnacl, 1413 -.TFVSITPAEVGVLVGK.- 1617.91 2 7830.80 2.S3 0.5 753 3/5 
jmlag5minlgg350mmnac1, 1417 ·,TFVSITPAEVGVLVGK.- 1617.91 2 7103.51 2.35 0.5 642 315 
jmlagSm'1Ilgg350mmnacl, 3191 -.DSLLQOOEFTMOl..R.· 1640.80 2 2124.78 1.47 0.3 489 11126 
jrntag5mlnlgg4oommnac1, 1570 -,TFVSITPAEVGVlVGK.- 1617.91 <I 9031.11 2.65 0.5 635 11130 
jmtag5mlnIgg400mmnacl, 1576 -.TFVSITPAEVGVLVGK.- 1617.91 2 11329_97 2.98 O.S 672 315 
jmlag5minlgg45Ommnac1_ 030521025134, 1632 -.T'~'lLl.MGK.- 875_16 2 1771.10 1.92 0.2 449 11/14 
JmlagSmtnigg45OmmnacL030527025134, 1958 -,SSFFVNGL TLGGQK- 1455.64 2 6152.95 2.49 0.4 618 15126 
jmlag5minigg450mmnacl~030527025134. 1964 -.SSI'FVNGL TLGGQK.- 1455.64 2 12370.37 2.70 0.6 1320 9113 
Jmtag5mlnigg450mmnacL030527025134,2262-22S4 -.TFVSITPAEVGVllIGK.- lS17.91 2 95H).52 3.14 0.5 608 17130 
jmlag5minigg500mmnacl. 1830 -'sSFFVNGLTLGGQK.- 1455.64 2 #33.10 2.22 0.4 433 7/13 
jrnlag5mlnigg500mmnacl,1996-1998 -. TFVSITPAEVGVl 'lGK.- 1617.91 2 7971.87 2.90 0.5 603 315 
jrnlag5minigg6oOmmnac1, 1172 -,SSFFVNGL TLGGQK.- 145564 " 10560.62 3.11 0,5 1005 9113 1 
jmlag5mlnlgg600mmnacl. 1322 -.SSFFVNGL TLGGQK.- 1455.64 2 1545.95 1,50 0,3 362 11126 1 
jrnlag5miniggbead_030528200105,1513 -.TFVSITPAEVGVLIIGK.- 1617.91 2 1351386 3.59 0,5 944 213 1 
jrnfag5mlniggbead_030529200105,1517 -.TFVSITPAEVGVLVGK" 1617.91 2 5980.04 2.85 0.4 456 112 1 
jrnlagcon5mtnn600mmnacl, 1713 -.TFVSITPAEVGVLVGK· \617.91 2 3941.40 \.86 0.4 507 112 1 
JMFAGNACl5S21E3,1424 -.TFVSITPAEIIGVLVGKOR.- 1689.19 3 283.92 1.57 0.0 178 9/34 I 
JMFAGNACL5B21 E3, 994 -,TlVLLMGK.- 875.16 2 257.29 1.07 0.0 232 1/2 2 
JMFAGNACL5B21 E3, 1262-1264 ·.SSFFVNGL TlOGQK- 1455.64 2 11661.86 3.01 0,5 1173 9113 1 
jmlag6mecon2.Smln.1364.1364.2 -.SSFFVNGL TLGGQK.- 145564 0 12248.09 3.28 O.S 1344 9113 I 
jmfag1lmecon2.5mln.1368.1368.2 -.SSFFVNGL TLGGQK,- 146$.64 0 10259.25 3,21 0.5 662 15126 1 

• jmfagllmec0n2.5mln.1658.1658.2 -.TFVSITPAEVGVLVGK.- 1617.91 a 8100_41 2,50 0.5 658 17130 1 
jrnfag1ime(;On25m1n.1664.1664.2 -.TFVSITPAEVGVLVGK.- H!17.91 () 9892.53 3.31 0,5 653 19/30 1 
jrnIaQlimiIcon2.5m1n.2OO0.20oo.2 -.DSLLQDGEFTMDtR,- 1640.80 ° 1002.09 1.65 OJ) 594 112 1 
jmlallllmecon5mill.1593 -,STGGAPTFNV1'VTMTAK.- 1863.91 2 1970.91 2.12 0,2 370 112 1 
jmlaglimreoo5min, 1860 -.STGGAPTFNVTVTMTAK.· 1683.91 2 417.82 1.33 0.1 143 11132 \ 
jrnfag!lmecon1.5mln.1506,1506.2 -.TLVLLMGK.· 875.16 0 3511.23 2.06 0.3 545 617 2 
jrnfaglimecon7.5mln.1824.182S.2 -.SSFFVNGL TLGGQK.- 145564 0 13415.62 3.54 0.5 792 8113 1 
jrnfagUrru;conlOmin_03060 1230741, 1802 -,SSFFVNGL TLGGQK,- 1455.64 1 857.33 1.49 0.2 166 9126 1 
/mlilglirnecootomln_030601230741,1946 -.TFVSITPAEVGVl 'lGKDR.- lsell.19 3 304.71 1.23 0.0 237 114 
jmlagtlmeconlOmln31306QI230741.2106 -.TFVSITPAEVGVLVGK,- 1617.91 2 12432.22 3.44 0.6 574 315 
jmfagtimecontOmIn_030601230141, 21 14 -.TFVSITPAEVGVLVGK.- 1617.91 2 1445.42 1.74 0.2 265 2/5 
JmlagtimilcontOmin_030601230741,1798-t800 -.SSFFVNGlTLGGQK.- 1455.64 :2 4945.55 2.11 0.4 885 8113 
ImlagtimecootlOm1n_030601202502,2():ltI -.sSFFVNGLTLOOQK.· 1455,64 2 12075.82 3.19 0.5 1162 19126 1 
jrnfag1lmecontlOm1n_030601202502, 2\130 -.SSFFVNGL TLOOOK.- 1455.64 2 8053.42 2.17 0.5 969 17126 1 
jrnfagilmooonll0m1n3130601202602,1692-1894 -,TLVLi.MGK.· 875.16 :2 2435.40 2.06 0.3 309 517 :2 
jrnireebeadsrawpl1ag3001, 1122 -,SSFFVNGL TLGGQK.- 1455.64 " 10519.74 3.24 0.5 814 8113 
JMMAGNEG61603,1032 -.DSPSVWAAVPGK.- 1214,$ 2 988.99 1.32 0.0 740 13/22 

JMMAGNEGB1603,1538 -.Tl'VSITPAEVGVLVGK.- 1617.91 2 1022.52 1.77 0,2 2115 2J5 
JMMAGTub<l1B16E3,1818 -.OSlLQOOEFTMDLR.- 1640.80 2 3159.92 2.24 0.3 3:lt1 5113 
JMMAGTube1616E3, 1579-1560 -.TFVSITPAEVGVLVGK.- 1617.91 :2 15005.53 4.25 0.5 738 213 
jrnlal'llg¢mInIlea<!slre8Za!ttaw, 1398 -.Tl'VSITPAEVGVLVGKOR.- 1889.19 :2 2509,09 2.16 0.3 237 13134 

jrntawIgg5m1n1lea<!slreezethaw. 1396 -.TFIISITPAEVGVLVGKOR.- 1889.19 :2 4356.67 2.12 0.4 ISS 6117 

jrnlawlgg5m_freezelhaw, 1516 -,TFVSITPAEVGVLVGK., 1617.91 :2 14304.111 3.46 0.6 804 315 
jrnrawlgg5minb<ladslreezethaw,1390-1392 -.Tl'VSITPAEVGVLVGKOA.- 1889.19 3 603.95 1.80 0.1 254 114 
jrnrawrmlnlgg200mmnaclsyringdnll$, 1850 -.TFVSITPAEVGVLIIGKOR.- 1889.19 3 3626,37 2,]2 0.3 508 23IS8 
jmrawmlinlgg200mmnllCl$yrlllgdnll$, 1854 -.TFVS,TPAEVGVLVGKOA.- 1889.19 3 1841.82 1.99 a.a 115 1S169 
/mrawrmlnlgg200mmnac1syringdnas, 2002 -,TFVSITPAEVGVlVGK,- 1617.91 :2 1814.10 2.10 0.2 3..."'6 131'JO 
phagrawFsuc6oMeOtU:lec23,1168-1170 -, TFVSITPAE\lGVLVGKDR.- 1869.19 3 647,05 1.81 0.1 301 9i34 
rawphag2007ch1bead3, 2239 -,DSlLQOOEFTMOLR,- 1640.60 :2 321.22 1.10 0.1 206 4113 

control 

profil;" 1; .etl" binding prol$ln (Mu. mU$Culusl 13772.$6 6755040.0 

jrnraw5minbsalreezthaw.I838 -,SSFFVNGL TLOOQK,- 1455,64 2 2250.81 1.79 0,3 392 11126 
jrnfaw5mtnbsalreellhaw.1984 -, TFV$ITPAE\lGVlIIGKDR.· lSSIl,19 3 1772.23 1.86 0.3 204 114 
jrnraw5mlnbsalrMllhaw, 1992 -, TFVS1TPAEVGVLVGKDR.· 1889,19 3 1246.99 2.06 02 288 5117 
jrnraw5mlnbsalraezthaw.1994 -.TFVSITPAEVQVLVGKOR.- 1889,19 2 4251.27 2.18 0.4 223 13134 

jrnraw5mlnbSaltMZ\llaw.1994 ., Tl'VS,TPAEVGVL VGKDR.- 1889.19 2 4251.27 2,18 0.4 223 13134 
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Fe complex 
Sco .... AccessIOn Peplid ... 

P~hde S~uence MH+ Char99 Score XC Dena CN S~ Ions Count 
CAPB_MOUSE F ..... tin •• pping proleln beta subunit (CapZ beta) 15537.88 1345668.0 5 

jmfag5mlflcon1400 _030531151834, 592 -.SGSGTMNLGGSL m.· 1338.47 4958.43 2.48 0.3 805 17126 

jmbeadS450naclrawphag3007,800 ·.MSOOOLDCALDLMAA.· 1796.09 322.46 1.27 0.1 160 2J7 
rawphag2007chlfsol3.827·829 ·.FKOlOAELSOVL TOR.· 1875.17 461.78 1.58 0.0 278 17156 
jmfagl,macon.l Omin_ 030801202502, 1308 ·.MSDOOLDCALDLMA.· 1639.90 336.07 1.39 0.1 191 15152 

jmfaglimeccnIIOmln_030801202502.1326 ·.SGSGTMNLGGSl TA.· 1338.47 2731.50 1.77 0.2 1034 8113 

JMFAGNACL5B21 E3, 666 ·.MSDOQLDCALDLMR.· 1639.90 289.06 1.28 0.0 213 114 

jmfag1mnad2,5mlnlgg.670 ·.MSDOQLDCALDLMR.· 1639.90 430.93 1.56 0.0 271 4113 
JMFAGNACL5821E3,1014 ·.SPWSNKYDPPLEDGAMPSAA.- 2219.42 6007.66 2.76 0.4 829 13138 

control 

CAPS_MOUSE F .... tln capping protein beta subunit IC,pZ beta) 578.75 1345668.0 2 
ra_xtr_chllbaad.gG_Mat04,768 ·.MSDQQlDCALDLMR.· 1639.90 578.75 1.62 0.0 350 4113 

Fccompl •• 
Scor& ACCGssion Peptides 

P~tKft) S~l)ence MH+ Cha!!je Score XC DettaCN S~ 100. Co~nt 
c:applng prot.in (.elin filament), gelsolin-Uo [Mus mUKutusJ 277641.04 56808420 14 
jmlaglmnacISmHligg,326 • VSOATGQMNlTK.- 1265.42 2 3397.37 1.91 02 1483 9111 3 
jmlagSm,mgg800mmnacl. 398 ·.VSDATGQMNLTK.- 1265.42 5050.06 248 0.3 1080 15122 3 
jmfaglmoaoI2.Sminigg,406 '. VSDATGQMNL TK.· 1265.42 4891.13 205 0.4 984 8111 3 
jmlaglmnacl2.Sminogg.410 ·.VSDATGQMNLTK.· 1265.42 4174.01 2.34 0.3 996 8111 3 
jmfaglmnacl7,5minigg.414 ·.VSDATGQMNLTK • 1265.42 4561.48 2.38 0.3 1395 9/11 3 
jmlag5minigg350mmnacl, 1003 ·.QAALQVAOGFISR.- 1376.54 7861.09 2.42 0.5 765 5J8 2 
jmfaglmnacl5mllligg, 1276 ·.QAALQVADGFISR.- 1376.54 6901.22 2.28 0.5 773 2/3 2 
jmfagSminogg500mmnaci. 1494 -.QAALQVAOGFISR.- 1375.54 7143.35 2.31 O.S 653 518 2 
jm .. wiggSminb .. d_ .. haw. 1566 ·.AQVEIITDGEEPAEMIQVLGPKPALK· 2778.22 9647.60 3.14 0.5 695 291100 3 
jmra_igg2OOrnmnaclsymgdn •• , 2064 ·.AQVEIITDGEEPAEMIQVLGPKPAlK.· 2778.22 3329.96 2.31 0.3 661 7125 3 
jmra,.;ggSm .. lIgg1_ 1496 ·.AQVEIITDGEEPAEMIQVLGPKPALK.· 2778.22 3 3730.86 2.77 0.3 460 6/25 3 
jrnlag1mnaclOmiotoo,266 ·.VSDATGQMNLTK.- 1265.42 2 1325.09 1.49 0.1 679 13122 3 
jmfaglmnaciSmll1CQO,302 •. IISDATGQMNLTK.- 1265.42 2 5754.67 2.66 0.4 925 8111 3 
jmfag1mnaclSmlOCOn.316 ·.VSDATGOMNLTK.- 1265.42 2 6448.84 2.90 0.4 999 17122 3 
JMMAGNEGBI603,352 ·.VSDATGQMNLTK.- 1265.42 2 3238.32 2.01 0.3 978 15/22 3 
JMMAGTul>elS16E3.362 -.VSDATGQMNLTK.· 1265.42 2 3535.89 2.42 0.2 1210 9111 3 
jmlaglmnacl7.5minigg.1142 -.EGNPEEDITAOOTNAQAAAL YK.- 2350.44 3 934.34 1.62 0.1 549 11/42 2 
jmfagSminigg400mmnact, 1320 -.ELOGNESDLFMSYfPRGLK.- 2232.50 3 298.63 1.24 0.1 201 5124 1 
jmfag1mnact5mincon. 1326 -.EGNPEEDITAOOTNAQAAAL YK .• 2350.44 2 12680 59 3.43 0.6 607 17142 2 
jmlagSminigg300mmnacl,I776-1778 -.QAALQVAOGFISA.· 1376.54 2 1695.43 1.94 0.2 457 7112 2 
JMFAGNACL5B21E3,2938 -.OEQGACAVLAVHLNTtlGERPVQHR.- 2728.09 3 295.35 132 0.0 223 17196 3 
jmrawSmnigg25OrnmnaclSyringdnaSliJ. 822 -.KNIRATER.- 998.13 2 20843 0.61 0.1 222 112 3 
ajrawphagactin20,924 -.VGISQDNlR.· loo2~11 2 73267 1.65 0.1 383 51S 1 
;nrawiggSminbeadstreezethaw. 2108 -.VADSSPFASELLlPDDCFVLDNGlCGK.- 2827.18 3 63420 2.28 0.0 277 5126 2 
jmlagtmacoo7.Smin .21 54.2154.3 ·.AQVEIITDGEEPAEMIQVLGPKPALK.· 2778.22 0 6231.73 2.81 0.4 496 114 3 
jmlag1maoon2.Smin.1212.1214.2 -.QAALQVADGFISR .• 1376~54 0 1530735 4.11 O~5 1197 19124 2 
jmiag5mincool200mmnad, 296 -.VSDATGQMNLTK.- 1265.42 2 10577.45 305 0.5 1250 9111 3 
jmlagl mnacl5minecn. 302 -.VSOATGQMNLTK.· 1265.42 2 5754.67 266 0.4 925 8111 3 
jmfaglmnacl5minecn, 316 -. VSDATGQMNL TK - 126542 2 6448.84 2.90 0.4 999 17122 3 
jrnIagSmlllCOOtlSOmmnacl,331 -.VSOATGQMNLTK- 126542 2 5661.74 2.78 0.3 1031 9111 3 
jmfag1macoot()min_030601230741,1002 ·.IISDA TGQMNL TK· 1265A2 2 3184.75 2.36 O~ 1 1171 17122 3 
jmlag1mecoot()min_030601230141.1006 -.IISDATGQMNL1K- 1265.42 2 6376.70 2.38 0.4 633 15122 3 
;nfagSmineoo11SOmmnad,1051-1053 -.QAALQVAOGFISR.- 1376.54 2 12693.22 3.53 0.5 1222 19124 2 
;nfagttTIeconnOfnln_030601202t>02,1154 -.VSDAfGQMNLTlI.· 126542 2 4656.67 2.54 0.3 1001 17122 3 
;niag5mincon12OOmmnad, 1258 -.QAALQVADGFISR.- 1378.54 2 5910.83 2.24 0.4 831 17124 2 
pntag1 mnaclSrnmcoo, 1326 -.EGNPEEOITAOOTNAOAAAL YK.· 2350 44 2 12680.59 3.43 0.6 807 17142 2 
;nlagSmi""onI400_030531151834,1512 ·.AQVEIITOOEEPAEMIQVLGPKPALK.- 277822 3 13097.76 4.38 0.5 616 7125 
jmlag5mincon2S0mmnaci. 1534 -.QAALQVAOGFISR.- 1378.54 2 10052.64 2.75 0.5 1094 314 
jmlagtmoconIQmin_030601230741, t610 ·.QAALQVAOGFISR.· 1376.54 2 9100.62 3.03 0.5 931 17124 
jmfagSmincon300mmnact. 1706 -.EGNPEEOITADOTNAQAAAL YK.- 2350.44 3 4165.73 3.12 0.3 697 25184 
jmiag5mineonI2OOmmnacl, 1754 -.AQVEUTOGEEPAEMIOVLGPKPALK.- 2778.22 3 4463.05 2.57 0 .• 441 231100 
jmlag5mincon'2OOmmnaci, 178& -.AQVEIITDGEEPAEt.'IQVLGPKPALK.- 2 7553.41 2.73 0.5 489 9125 
jmlagSminecn25ommnac~ 2100 -.AQVEIITDGEEPAEM'QVLGPKPALK.- 3 4534.25 2.54 0.4 464 231100 
;nlag1imeconI1Qmin_030601202502,2416-2418 -.AQVEIITOOEEPAEMJQVLGPKPALK.- 2778.22 3 13614.75 3.a7 0.5 844 3110 
ajrawmedllllll>snoc.U., 1042 -.QAALQVAOGFISR.· 1376.54 2 10832.94 3.13 O.S 995 314 
phag .. 1OF200_d&c.22,2263 -.YSPNTQVEILROGR.· 166185 2 69.88 0.92 0.0 71 3113 
phag .. 1OFS\IC4oo_d .. 2O,2436 -.VGISQONLRATPAAIRK.- 1811.08 1 87.10 0.62 0.1 75 5/32 
jmlaglmnac1Sminl\lll,326 -.VSOATGOMNLTK.· 1265.42 2 3397.37 1.91 0.2 1483 9111 
jmmwSminigg25Ommnaclsyringdnase, 822 -J<NIRATER.- 988.13 2 208.43 0.81 0.1 222 112 
a!fawpilagaclin20,924 -.VGISQOOLR.· 1002.11 2 732.87 1.65 0.1 383 5J8 jmrawtQ\l5m ___ w, 2108 

-.\lADSSPFASELUPDDCFIIlONGLCGK.- 2627.18 3 634.20 2.28 0.0 277 5J26 
jmldl4OOnaclrav.phalJ3007 _030802153313.1_ ·.EGNPEEOITAOOTNAQAAAl YK.- 2350.44 3 734.34 1.62 0.1 307 5121 

control 

capping pt'cmHn (actin ftlament}j gelsolin-Iilc. (M 1.11- muecu~u.J 250.79 
jmb .. 19OOna<:lrawphag3007,1679 -.EGNPEEDITAOOTNAOAAAL YK.' 2350.44 250.79 1.43 0.1 130 3114 

Fe compte. 

Score Accession Peptid .. 
Peetide S!juence MH+ Cha!:Sle Score XC Oen.CN S~ 1005 Coon! 

Coronin. actin binding protein lA [Mul m .... ulu.11I 10780.84 31416362.0 14 
JMFAGNACL5821E3.164 -.NLNAIVQK.- 900.06 2 3115.91 2.24 0.3 494 11/14 
jmfag1mnad2.5minigg. 186 -.NLNAIVQK.- 900.06 2 3090,69 2.21 0.3 414 511 
JMFAGNACL5B21 Ea, 422 -.LDRlEETVQAK.- 1302.46 3 2674.63 2.79 0.2 817 19140 
jmfagfreoch20minlgg 1 mnac:idtt. 1620 -.MSAQVVRSSK.- 1178.39 2 298.45 1.30 0.1 204 419 
jrnrawigg5min4SOmmnaclsd. 1944 -.YFEITFEAPF!.HVLSMFSSKESQR.- 2959.32 2 272.26 0.74 0.2 66 7146 
jmlaglimecontl Om,"_030601202502, 1076 -.NlNAIVQK.- 900.06 2 1328.60 2.06 0.1 525 11114 

control 
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':ccompln 
Score Acc9$s/On Pephd .. 

P!E11de S~uenc& MH+ Cha~e Score XC DenaCN Se I"". Coont 
Shroom-related protein; F-acUftoblndlng protein; likely orth~og 01 mo 8144.07 16699722,0 40 
8jraY4)nag1 MNaC120. 288 1128.26 405.31 137 0.1 147 114 
Jmf895minfrench1 mnacldttdpl. 1872 156066 213.58 1.39 0.0 154 113 
/mfll9_20_mlnfrench1mnacldttdpl. 1872 156066 213.58 1.39 0.0 154 113 
If'T'llgGl000nacwawphag3007,1970 • STHSNKPSSHPHSLK.· 1644,n 22082 063 01 238 9126 
tmiag5rrunflenchl m(ulcldttdPI. 2040 • acEGOOPEHGVEEGTRKR .. 1914.01 33932 099 0.1 31. 11134 
tmlag_20_minfrQn(;hlmnacldttdpl,2040 • acEGOOPEHGVEEGTRKR.· 1914.01 33932 099 0.1 3'. 11134 
J1T1reWlgg5mmbeadsyrmgdnasa.2057 • MNEVGIVEEAEPAPLGPQRNOMR.· 2495 B2 3 220.22 12. 00 17. 7/44 
jmlagtlfflec0n2.Smln 820_820.2 ·.GPORPOARlLR.- 1279.48 0 82.32 079 0.0 '0' 7120 
)l11tagcon5mlnn600mmnacl,2t3S ·lTPEQK· 715.82 2 366.28 106 01 299 71t0 
jmla9tlmQCon10mJO~0306Q1230741, 950 ·.KEAVSLVKGSYK· '30954 3 172691 187 03 227 7122 
jmbsQO!2S0rawphag3007,2400 • OPCGQOlSGGASDSGA.· 154862 2 81.02 1.02 00 68 lIS 
jmlagIII'l'lGContOmln_030601230141,3398 • NEDKEAVSMLVNCPAYVSVSAPKAELLNK.· 3t85.62 2 53.84 0_67 01 27 S/SS 
ajralWn&<:!iapbsOOC&lIS, 284 ·OOLLSGANGGTRQTOR.· '56068 3 35826 127 0.0 258 '13 
raMihag2001ChfbMdl,1222·1224 • CLLESlPSDF1PK - 148274 3 35961 108 0.0 190 7/2' 
rawphag2007chft"}eadl,1390·1392 ·.RQPGPGSASALOGFOVGK.- ln8.95 3 248.2t 1.14 0.0 198 19168 
jmfag1 mnacl2,Smimg9. 68 • LAAVENVLSGLOEDASNEERSSL YEK.· 2867.08 3 295.20 1.29 0.0 207 3120 
jmbsa3S0naclrawphag3001,55 • PKHNYTOK.· 1010,14 3 ""473 US 02 133 9128 
jmbsQ400nacltawphag3001_030802135631, '430 ·.GVPPPSWSOQCPSSlETATONLPPK.· 2637.91 3 29887 152 00 179 "',. 
jrnraWSminbuJreezthaw. 2350 ·.PSSWSSLDOKRlCR.· 1663.38 3 769.13 1.67 0.1 42' 19152 
tmbSalOOOnacirawphag3001,3429 ·.PVPPAAA.· 701.35 2 274.60 0.88 0.1 167 Sl12 
tmidl30:lnacltawphag3001.2Q02 ·.LEREGLOOSLSGNFGK.· 1692.86 2 433.84 1.01 0.0 405 tl/30 
jmldl30:Jnacttawphag3007.3184 ·.EMPAEVNEEEEQADVNEK.· 2091.15 3 35949 1.4l 0.1 219 7134 

control 

Shrocm .... let.d proteinl f:..ectln-Otndlng protein: lJuly ortholog of rno 2434,42 113699722.0 28 
FPbuds1S0_D«:19,363 ·.T1<SAFSSLQNIPESlRA.· 1935.18 168.80 0.94 0.1 125 1132 
raweXlr_45ObeadI9~.LMar04. 720 • AEATLLPATVAETOOAPRQA.- 2224.48 885.1. 2.10 02 177 5119 
FPbuds600_0ec19,790 4 EARASANGOGYDK.' 1'36141 199J38 1.'3 01 '22 113 
ra1Next,_30Obeadig\LMar4.8S4·S86 ~.DPCYLAGPGSRSLSCSER.· 189910 555.98 1.41 0' 185 5117 
rawextr_2501Ht8dlgg_Mar04, 1362 -.GOLLSGANGGTRGTaR.~ 15& 66 38762 1.S2 0.' 178 11130 
raweXlr_chllbeadlgG_Mar04, uno -.AGKSMSAEDLLEASDVLAOPVHVR - 2538 $7 238.96 1.49 0.0 159 4123 

Fe comptelC 
Score AceesslOO Peptldas 

P!:!Etide S~Uenc8 MH. Cha!!ll) Scor& XC DoltaeN S~ Ions Count 
actin binding protein ShroomS [M .... muscuh •• ] attu. 13715.15 6461992.0 39 
aira...."hagactin2Q. 322 -.RPEPTAK.- 798.91 277.86 1.03 0.0 259 7112 
jmra'MggSmtn45Ommnacisd. 341 -.MKS11.UEQRK.- 1347.65 234.01 1.26 0.0 167 11140 
jmraYttggSmin3OOmmnacisyringednsse, 459 ·.GOOVLLAEGSNFGFVK.- 1766.98 1968.76 1.64 0.3 469 YIO 
ajrao¢agiun2Oac1inDPI.526 -.OAHASAOSOOCAK.- 1261.31- 138.20 0.91 0.0 152 113 
Imrawrminigg2OOmmnaclsyringdnas, 1066 -.AOLEPGTPATSR.· 1300.40 3 237.26 1.11 0.0 210 3111 2 
a,ra~hagactln20, 1132 ·.PAPASAHVGMA.- 1179.38 2 180.69 0.87 0.0 209 215 2 
jmFa'MggSmm35Ommnaclsyringecinase.1329 •. HITPPHGHSPYPSEAK.· 1841.02 2 158.2. 0.91 0.1 t38 3110 2 
jrnlgG1SOra"l'hag3OO7.1342 -.MOOAPGGPPSWGMVAGK.- 1615.86 3 1439.22 2.10 0.1 499 23164 2 
jrnlgG:lOO<a"!'hag3OO7.1372·1374 -.MOOAPGGPPSWGMVAGK.- 1615.86 3 846.52 2.11 0.1 351 11132 2 
jmFaWggSmin15Ommnad. 1522 -.HSVTPAAPOMRRGPR.· 1672.86 3 3931.79 2.23 0.4 236 3110 2 
jmrawSmintgg:5OOmmnadsd,2052 -.AGCEAKASDHKEAVSVLVNCPAYVSVSAAK.· 3070.45 2 40.85 078 0.0 .. 7158 3 
jrnlgG:lOO<a"!'hag3OO7.2848 -.ATVASSAPPESSGAADHlK.- 1796.92 2 929.84 ,25 0.2 392 11/38 
jrnboad_lUPhag3OO7. 146 -.EPEAlPRK.- 940.08 3 751.06 1.68 0.0 447 13128 
jrnfagtimeconSmIn.241 -.PLSIIGSSA YGPGNRPGATGPTPSTSSSDLDDPK.- 3259." 2 89.27 0.S9 0.1 52 7164 1 
jrnfagcooSminntlOOmmnacl. 1329 -.MOOAPGGPPSWGMVAGK.- 1615.86 2 213.61 1.19 0.0 180 9/32 2 
jrnfagtimGCOflt1omin_o30601202502,1356-1358 -.IILGATSFR.- 850.99 2 191.69 0.87 0.1 181 1/2 3 
jlnboad.,00Qnac1rovo4>hag3OO7.1516 -.OEEASRPQCSHlIR.· 1654.83 2 246.51 1.24 0.0 191 9126 2-
jrnboads3001lIWphag3OO7.1862 -.TSLPOAPPPPWVK.- lSOl.n 2 162.42 0.81 0.1 154 712. 1 
jrn_inb ... roobllOd •• 1286 ·.IILAGOHEDAR.- 1096.18 2 403.17 1.27 0.1 273 419 4 
jrnlagimnaal.Sminigg. __ ·.RGVSSEYEVNPSALLLOGR.- 2076.30 3 319.55 1.35 0.1 166 1m2 2' 
jrnlaglmnaaSminigg.510 ·.RGVSSEYEVNPSALLLOGA.- 2076.30 3 257.54 1.38 0.0 179 114 2 
jrntagSminigg25Ommnaci. 706 ·.EGOOOGLSGNSGR.· 1247.28 3 114.39 0.87 0.0 128 11148 2' 
jlnlagSminigg5OOmmnaci. 1142 -.PTGAASHTGGR.- 1012.06 2 582.69 1.13 0.1 486 13120 1 

control 

Fe comple. 
Scor.. AccesslOfl Pep.des 

P~tid& S~ uence MH. Ch~e Score XC DeltaCN So loos Count 

MOO65 vinculin - m ....... (fragmant) culuo] 5894.72 482647.0 16 

jmrav.;gg5minI5Dmmnacl,534 -.MAKMIOER.- 994.22 311.66 1.11 0.1 97 2fT 3 
airawp~agjun20aclinDPI. 628 ·.GALAEARKIAELCODPK.- 1801.06 900.19 1.46 0.0 595 9132 3 
jmlag5minigg600mmnacl. 736 -.RALASIDSK.- 961.10 380.26 1.12 0.1 296 112 3 
JMFAGNACL10_2B21 E3.1128-1130 -.LSGTSDLLLTFDEAEVR.- 1867.05 253.03 1.43 0.1 133 7132 

imfag5miOlgg200mmnacl, 2330 -.KIDAAQNWLADPNGGPEGEEQIRGALAEAR.· 3178.42 ".09 0.91 0.0 42 7/58 3 

jmfagcon5minn600mmnacl, 1847 -.NlGPGMTK.- 811.98 250.52 0.96 0.1 117 5114 3 
rawsucrfp 3hliphagi99-Mat04.150-152 -.ERDDILR.- 917.00 342.99 1.24 0.0 272 11124 3 
rawsucrfp_chliphagillQ_Mar04.236 -.KAEAMTNSK.· 980.12 325.77 1.26 0.0 240 318 

imldll0oonaclrawphag3007. 1676 -.GllEYLlVAEVVETMEDLIfTYfK.- 2617.99 '41.69 1.48 0.0 297 19/88 

jmId1250nlloClr."",hag3007.2074 -.GDEAITEILDEAGKVGELCAGK.- 2219.48 278.25 1.34 0.0 202 4121 

rawsucrfp_chllphagi99-Mat04.150-152 -.EROOllR.· 917.00 342.99 1.24 0.0 272 1112. 

rawsucrfpshliphaglllQ_MaI04. 236 -.KAEAMTNSK. - 980.12 325.77 1.26 0.0 240 318 

rawsucrfp_2S0phagigg_Mar04. 892 ·.NOOIEEALKNRNFTVEK.- 1991.19 612.12 1.63 0.1 335 9132 3 
r.wsucrfp_350p~agigg_Mat04. 1110 -.GOOASPVAMOKAOOVSOOLOVL TAK.- 2513.86 470.41 1.87 0.0 235 19196 2 
phagrawFsuc450_doc2O, 1442 -.ERREILGTCK.- 120S.41 S15.01 1.03 0.2 306 112 3 

control 

MOIl6S vinculin - mOUM (fntllm.nI) cui",,] 1211.60 482647.0 

rawoxlr3h1lbeadlgG_Mat04.684 -.NQGIEEALKNRNFTVEK.- 1991.19 535.39 1.60 0.0 329 17164 3 
rawoxlCSOMeOHbeadl99-Mat04•2088-2090 -.ARGOOASPVAMQKAOOVSOOLDVLTAK.- 2741.12 676.21 1.94 0.1 170 3113 2 
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APPENDIX K - MYOSIN SU~IMATION OF IONS 

The summation of peptides from Myosins found to be associated with Fc receptor-mediated 
phagocytosis in macrophage cells. 

FccampiU 

t:tyWooyte proNrin band •. 14tb 4b; .xpreued in hjp.fMtUI.~ic ~ 
Imlggac!lf1I'IlWPI1ag2001. !i04 
I~_dsynng<!nsse. 1429 
jrMlW'Smtrnqg500mmnaclsd, 1 sgo 
jm.aw5"''''lIlg1lOOmmnllclsd. 1m 
lmf'aWlggSminb"ds.!rfNZethaw, 2781l 

Fccomple" 

131a,55 
1316,55 
:1295,40 

142A4 
1141Z 
5'5_53 
nG7 

P""tide Sequence MH+ Charge Score 
Score Accession 

XC DeltaeN 
erythto<:yle prOlain bend 4.1-1ike 1 I1IIu8 musculusj 
jmlgG350nacl""",hag3007. 1269 
imtaglmnacl2.sm''''OO.646 
NRAWSoluteCQntrjune13. 746 
jmbea<lS600naelrawpllags3007, 1579 
phagrawf'250_dec22, 1295 

control 

f'ecompl .. 

·.IIITGOEOVOOOOALALAIl'(.· 
·.APESDTGOEOQOQER.· 
,.APESDTGOEOOOQER.· 
·.SlDGAEFSRPASVSENHOAGPDGDK.· 
-.GACSTPEMPOFESvK.' 

2142.39 
1692.59 
1692.59 
2559.6() 
1611.82 

orythrocyto protoin bond 4.1-1lu 3: OJlllP fJ,I"" muoculWlj 
jmrawi-gg-5rmn350mrnnaclsyringedna:M, 1 Q-4.3 -AEEA TPIiTALRHEGKlDSER.- 2198.34 
""""""",,,IMNaCI20,1272 -,LMOOSEILSLLESAR.- 1634.88 
jrnfagtrenchSminigg 1 mnacldtt, 1571 ·.DSIiSAAEVGTGQYATTKG1SQlNLlTNTPEK.' 32fl958 
rmralMminigg200mmnad&yringdoas, 2;97 .. ·.OOPALEQFPEAAAHSTPYKREIGDK.- 2749,03 
jmfagSmmigg350mmr\ad, 435 1853.28 
jmb0ads400rowph0\J3007. 1249 2264.52 
phagtawF450 __ 20. 1202 3011.29 

control 

0<y!Imx:y!' _tein band 4.1"'u 3; DJIllP fJ,Iuom"",,"I""l 
FPb...;.15'U)ec,9, 751 -.PKSMQCK., 822.03 
",_,-6QMoOHb"';_MOI04.854 ·,KAEEATPVTAlR· 1286.46 
",_UOOOb".,CMa!04,1628 ·.V1ElHKSHRGMTPAEAEMlifLENAK" 2877,29 

F.""",pl .. 

oryIhrocy\4I """""" bond 4.1 [Mu ... u""ulv.1 
P!I!Ii<I$S!j""""" MH+ 

~~inDPl,648~5G ·,PKSOVSEEEGR· 1246,31 
jmrawSmin~ 1330 -.lOGENIVlR.. 1093,22 
~O\J1MNaCl2!l. 17:12 ·,11..NINGOVl'TGOOPPL VK.' 1821.07 
JMFAGNAClI5B<IE3, 124 ·.lAINRfPWPK.· 13<7,61 
~iIl\l35Ommnacl.m·2lj5 ·.ISSKRSSFFIK.· 1300.53 
JMfAGNACI..5.B21E3.1_ -.AVCEHLNLLEEO'tFGLAlWOSATSK. • 2911.24 
jmb_s25Ota~7. aaz -.OVPIIIHTETK.· 1,:)g,28 
jm!agccnSminneoommn .... 3147 •• QVAG\lPWNFTFN\fKF\'l'POPAOLTEOrm.· 3431.35 
phagrawf_IIb."Uloc23.679 -,ASNGOTI'nlEOL TK,- 148852 

conlnOl 

orythrcoyt __ fin bond 4.1 fJ,I .... m __ 1 

F_250_0..,,9.15llO -.nlTEVlVPTSNGOOTOK" 1843,93 
F_roo_0 .. ,9. 1619 ·SPRPTSAPAIAQSQ\lTEGPGRPII(.· 2446.75 
"'","",UiOM<lO_I9!l_MaI04. 1$32 , .AKOLEGVD,ILGVCSSGl.L VYKOI(" 2536.97 
"'","",OOObMdi99_MaI04.lM02 ·.T01YfiSOT4"4VKSEIPTKOVl'IIIHTETK.- 3225,$9 
F_l000.J)ec19.3218 ·.LDGENIYlAHSNLMlEDlOKSOEEIK.- 3104.44 
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2792.94 7305029.0 
:; 
:; 
3 
3 
:; 

434.27 
!l29JII 
581.87 
445.68 
501.50 

3 812,58 
3 465.14 
2 29.95 
2 1184.75 
3 22029 
3 363.26 
2 1056.00 

1 219.75 
3 1061.19 
3 469.55 

Ch!!!lj! $00"' 

2 252.30 
2 290.14 
3 64993 
2 233,95 
3 637.71 
3 442.77 
2 137,59 
2 118,43 
3 57159 

3 241,17 
2 51.60 
3 113457 

• 60.78 .. '64.66 

1.24 0.0 
1.74 0.1 
1.43 0.0 
1,32 0.1 
1.29 0.0 

1.81 0,1 
1.33 0.1 
0.64 0,0 
1.18 0.3 
1.18 0.0 
1.46 0.0 
1.00 0.3 

1750.48 7305031.0 
u. 0,' 
US 0,0 
1,45 0,' 

s..,... -XC Ooll.CN 
3334.41 385701290 

103 0,1 
1.13 0.0 
1.57 0.1 
1.20 0.1 
1.42 0.0 
1.93 0.0 
0.80 f),1 

088 0,0 
1.17 0.1 

1664.78 38570128.0 
1.15 0,0 
072 0,0 
153 ()2 
<.l.81 0,1) 

100 0,1 

H' 
'S8 
.5 

Sp 

346 
380 
408 
257 
381 

3Q7 
271 

47 
"S 
'87 
231 
146 

159 
573 
266 

S~ 

89 
254 
20S 
129 
448 
229 
136 
113 
414 

209 
62 

303 
&3 
67 

Peplides 
loos Count 

1/4 
9128 
9128 
3116 
217 2 

21178 
217 
7162 
3116 

15164 
17160 
11150 

16 
5112 

17144 
11/48 

!'optid .. 
100, Coont 

" 9120 
112 
4117 
113 
311! 

17196 

IS/52 

13 
7132 
1146 

11192 
4129 
4125 



Fc complex 
Score Accession Peptides 

Pe~tide Seguence MH+ Cha:::le Score XC Delta CN Se Ions Count 
colilin 1, non-muscle [Mus musculus] 34424.95 6680924.0 3 
jmlagl mnacI5mincon,482-484 -.HELQANCYE EVK.- 1463.60 2 19696.62 4.43 0.5 1476 19/22 
jmfagl mnacl2,5minigg, 1102 -.LGGSAVISLEGKPL- 1341.58 2 1593.75 1.63 0,2 548 15126 
JMFAGNACL5B21 E3, 1106 -,LGGSAVISLEGKPL- 1341.58 2 349.78 1,10 0,1 240 11/26 
jmlagl mnacl2,5minigg, 1108 -,LGGSAVISLEGKPL- 1341.58 2 572,02 1.39 0,1 196 9/26 
jmfag5minigg400mmnacl, 1152 -,LGGSAVISLEGKPl,- 1341.58 2 3039,24 2,OS 0,3 478 7113 
jmfag5miniggl000mmnacl, 1198 -.LGGSAVISLEGKPL- 1341,58 2 784,81 1.57 0,1 406 6/13 
jmfagl mnacl5minigg, 1264-1266 -,LGGSAVISLEGKPL- 1341.58 2 5166.49 2.80 0,3 728 8/13 
jmfagtimecontOmin_030601230741, 1612 -,LGGSAVISLEGKPL- 1341.58 2 1717,76 1.64 0,2 S04 15/26 
jmfagtimecon5min, 1682 -,LGGSAVISLEGKPL,- 1341.58 2 1362.41 1.49 0,2 48S 15126 
jmldlSOOnaclrawphag3007, 1133 -.HELQANCYEEVK.- 1463.60 2 142.07 0.87 0,1 112 7122 

control 

Fe COflt$H.x 
Score _00 Poplod .. 

P!?,llde S!!3uenc9 Mfl. Cha~& Score XC Dell.CN 52 Ion. Count 
mYO$in, heavy poly~pti. 3, sk.letal muacl •• embryonlo [M u& museul 22836,88 38091410.0 36 
ph$lJr$wFSOO_dec20,1 052·1 054 ' KlEGDlKLAOESILDLENDK.- 2272 54 245.57 1,33 0.0 176 11/39 
rawsucrlp_500phaglgg_Mar04,1Hl2·11Q4 ' KLEGDlKLAOESILDLENDK.- 2272.54 1183 as 222 0.1 431 21(76 

phagrawFSUC200_dec22. 1131 ' KlEGDlKlAOESILDlENDK.' 227254 191.52 L24 00 137 11138 
phagrawF200_dec22,1215 ,.GOTVDOVHflAVNALSKSVYEK.- 231 L$4 200186 190 0.3 421 II. 
rawsucrlp_ctHfphaglgg._Mar04, 1636 LEEAGGVTSTQIELNK.- 1689.65 36695 1.31 01 214 113 
phagrawF60MeOH_dec23, 1724 - NKL YOOHLGKSNNFQK., 1935.13 65595 163 0.1 27" 3/,0 
phagra'NF$u045(Ld9C20, 2596 ' KLEGDLKLAQESILDlENDK.- 2212.54 764.76 167 00 43. "4 
phagrawFsuc3SO_dec:20,3194 -.OAEEQAEPIlQTEVADKTAYLMGLNSSOLLK., 3310.59 56.59 o.n 01 37 1156 
imfag5mlmgg35Ommt'l:acl, 403 -.LAKumTQAVCR.· '413.81 1026,78 149 0.1 569 11148 

imfaglmnacI5rnmcon,594 '.AOHELEEAEEA.- 1341.37 391.35 1.36 0.1 262 318 
JMFAGNACL5B21E3.696 -.LAEOELLDSNEA, 1417.51 453.73 1.34 01 209 13/44 
jmfagSm,niggbead_030528200105,953 ,.SKLEOOVDDLESSLEOEKK.- 2234.41 396.94 129 0.0 296 17m 
JMFAGNACL 10_2821 E3. 1042 • KLEGOLKLAOESILDLENDK 2272.54 41140 ,.3 0.1 115 11138 
Imfag5mIMI9g250mmnac(, 1836 ' SEFKLEIDOLSSSVESVSK • 210021 1890.16 1.94 02 371 5/18 

jmfag5mimgg150mmnact, 2182 ' NLEOEIAOLTEOIAENGKSIHELEK.- 2953.0. 911.33 1.81 02 201 17199 
jmlagSmiOlgg2SOmmnacl, 2422 -.VIOYFATlAATOOLAK.· 1682.94 62563 0.96 0.2 18. Jl10 
jmraWlgg5min300mrnnaclSyMgednase. 1007 • DPLNETVVGL VOKSSNR.' 1921,10 16384 0.96 01 104 9/32 
jmfagfrench20mHligg1mnacldtt.104Q -.RANLLOAEVEELR., 1541.74 710.22 1.61 0.1 368 1/3 
imraWlg95minb&adSytlngdnue, 1663 ·IRELEFELEGEQK - 1620.19 549.98 1.16 02 146 1/3 

jmlgG350naciraYAPhag3007, 1991 "itVVKPEDVYAMNPPK.- 1802.13 103.47 0.94 0.0 97 7130 
jmfag5mlnhGl'lCh 1 mnaddttdp!, 3248 -.OAlOGEVEDLMVDVER.· 1911.14 3 436.34 1.19 0,1 2'8 II. 
jrmaghmecon1.5min.452""52.2 -UREKK.- n4SS 0 480.71 127 01 263 7/10 

AJAAWS0kJ1eContr-.lune13,930-932 ·.KLEGDLKLAOESILDLENDK.· 227254 946.18 162 0.2 253 7/19 

jmfagconSmin10Q0mmnac!_030001180404, 938 -VTVETEDSR .• 1036.00 2 112.39 1.22 00 ae 112 
jmfag5mmcoo450mmnacl, , 542 -. VRVLNASAIPEOOFIDSKK.- 213743 3 481.89 1.32 0.0 362 1m2 
jmfagttmecon10min. ,544- -.RANLLOAEVEELR., 154174 3 361,ae 145 0.0 246 5/18 

;mbeads300ravwphag3001. 2328 - EOlAIVERRANLlOAEVEELR.- 2480.81 2 133.65 1.04 00 129 9/40 
re:tIlphag2007d11ts¢!3,1 01 3--1015 ,.VKVGNEYVn<GOTVDOVHflAVNALSK.- 2823.16 3 386.57 1.69 0,1 160 115 
ratllphag2007d1!bead3. 1225 - TVETMOGALDAEVRSRNEAIR.· 2347.60 1704.74 2.46 0.2 299 11180 

RawPhog2007EIBeodsd'9"",-030718152503.1402 ,.KLAVDLEA- 102922 227.79 1.10 0.1 156 112 
jmrawfSrrunbsareebeads. 1412 ' CIiPNETKTPGAMEHSLVLHOlR.- 2599.03 835.32 L66 0.1 470 5/22 

ta"l>h.,,2007chllso!l.117' - HADSAAELAEOIONLORVKOK.- 2365,59 3 489.56 1.31 01 202 17/80 

jmldlaGtlOraYtl)hag3007, 1212 -.TLEDOLSEARGKNEEMOR.- 2135.30 3 284.34 1,38 0.1 163 IJiSS 

Imldlac1i(ll'8wphag3001, 1212 ,OIOKLETR.- 1018.18 2 124642 LT9 0.0 691 511 
jmldlactinraYiphag3001. 1212 ,.TVCFWDSKEEYVK - 1710.93 2 93.96 1.07 0.0 M 3/13 

jmldlactlnrawphag3001, 1212 - RANLLQAEVEELRAitEOTER.· 2410.73 3 32863 1.24 0.1 236 115 

control 

myosin. h .. vy pOly~ide 3. •• ktUM muse ... embryonic [Mu. muacul 3H13.45 360914100 12 

jmbSaactlOra",,*,ag3007, 941 ,.NEEMORSLSEL rrOK.- 1194.97 62781 1.53 0.2 312 217 
jmbsa3OOnaclrawphag3007, 1928 -.AERSYHlFYOllSNK,· 1870.10 2 70.45 W3 0.0 611 5126 

ra'NGxtr_400bucCMat04,591 ,.HADSAAELAEOIDNLQA- 1881,98 3 973.14 1.81 0.1 '03 9132 

FPbeads200_1Jec19. 695 - AOLEEENKAK.- 1245.37 3 341.83 158 0.1 110 1/3 

FPbead.,50_1Jec19.,089 ·XLEGDLKLAOESILDlENDK.- 227254 108.44 1.03 0.0 103 5/19 

ra'N8xtr_2SObeadigo_Mat04,126O -.KLEGDLKLAOESILDlENDK.- 2272.54 805.08 2,13 0.0 261 711. 
,awe-xtr_350bea<CMaf04.241()"2412 - ORYRVLNASAIPEGOFlDSK,- 2293.57 268.10 0.91 0.1 131 11138 

227 



Fe complex 

Pepllde Se<;uenCe 

myosu't. MallY poIypepllde S. eardcae muscle, alpN:; my08ln heavy chain. 
ImravmasSmm1 mnacl. 936 • NALA4AlOSSA' • 

·.OLOKLEA.AVR. Imra\W'saSrnlfl~ic:. 2302 
rawsucrlp_actlnphag!Q9_Mar04.644 
tawsucrfp_6QMeOHphagt09_MAr04.974 

phaorawFsucchlftlemCdec23. 1106 

phagrawfsuc250_de¢22.1177 

ph8grawFsoc60MeOH_dec23. 1224 
r8W$ucrlp_35Opha919g...Mar04. t506 
phagrawFsuc350_dec.20. 1692 
rawsvcrfp _, SOphagtgg-_Mar04. 1195 
phagrawfwclS0_dec22.2178 

phagrawFchlf_dac23.25M 

JMMAGTuoe1B16E3.2054 

tmfagSmlnl99450mmnael_O;;S052702S134. ;90 
jmrawSml(1:lgg2SOmmnaclsynngdn<lU. 792 
jn'tr&'MmlnlQg200mmnacl$yrlMgdnas.. 826 
fI'I'1fagSmlf'ltgg600mmnacl. 916 
tmlg94S0rawphag3007, 1118 
tmtag5m1n.gg200mmnaci. 1100 
pnrawtggSmtnbaad$ynngdnau, 1437 

,mfag5«nruggSOOmmnacl, 1 a92 
al~hagjon2QdpI1MNaCI. 1940 
;m5mim9gta:w!oMontc.2558 

lr'nfageontSmlnbead. ; 60 
jtTlfag1 mnacl5mlllCon, 352 

jmfagtlmocontOmin_030601230741, 460 

Jl'"fagtmecontOm'I'\..030601230141.121. 
,mbeads400ra\IIiPhag3007.1413 
jrnbeadsactlnt'a:,...,hag3007,1713 

jmbeadUC11nraWlphag3007,1717 
t8\I\IPhag2007chfbead2, 502 
tallllphag.2007chfbead3.96 t ·963 
rawsucrtp_60MeOHphag'I99-MArQ.4.974 

jtTlIdiaeIW'lrawphaglOO7,1042 

control 

• TEELEEAKKK . 
• NALAHALOSSRHDCDLLR 

• GAEKlLGSLDIOHNQYK"· 
~ RVIQYFAS!AAIGORSK • 

· NMEOnKDlQHR . 
• AlOEAHQQAlDDlQAEEDKVNTL TKSK • 
• KLEGDLKl TOESIMOlENDK • 
• LELDDVTSNMEOllKA<ANlEK. 
• DPlNETVVGl VOKSSLK • 
• ElEEISERLEEAGGATSva'EMNK.· 
·.VlSKANSEVAaWRTK . 
·SNNFOKPR· 
• NALAHALaSSR.· 
• AOIAESOVNK • 

• TVRNDNSSR.· 
-.AKVVSREGGK· 

• SKKENPNANK· 
• VOLLHSONTSLINOK.· 
·lElOSALEEAEASLEHEEGK.· 
·.KALOEAHOOAl.ODLOAEEDKVNTLTK· 
·.VKEMTEALEDEEEMNAELTAK· 
• KLEOECSELK • 
·.LalEEKLK.· 
·XLEDECSElK.· 
• VIQYFASIAAIGDRSK -

·.ELEEISEALEEAGGATSVOIEMNKK· 
- NWPWMKL YfKIK, -

• RVIQYFASIAAfGORSK"· 

• NKOPLNETVVGl VOK.· 
- MKKNMEOTI •• 
·.NAlAHALOSSRHDCDLLR· 
• KAPGVMDNPL VMHOLR -

myO*ln. Mavy poIypeptkh a. cardiac: mU8Ci4'. aipM: my_n heayY chaift. 
raw&*_600bIh(LMar04.822 ·.LASADIETYLLEKSR -
ra_IClt_3OObeadigg_~, 906 
ra_m_30Obeadlgg_Mat'4,1062 
raweXlt_2OObeadigg_Mari).(,1093 
ra .... Xlf_~_Mar04. 1$45 
rawextr_4OObead_Mar04.1931 
raWl!lIlf_45ObeadlaMar04. 1976 

FPbead$500_deet9,2008 
r8'1f&w_3OObead_MarQ.4.2\38 
F_')(U"""9.2598 
rawtl!urtc45~99-MatG4, 26&0 
jmbsa2~3001. 549 

Fe complex 

tropomyosin I, alpha; alpha tropomyosin (Mus musculus] 
phagrawFsuc7oo_ deC23.945·94 7 
phagrawF45O_de<:20. 1 100 
phagrawF300_dec20,1213·1215 
phagrawF300_dec20, 1407 

jmlag I mnaclOm"igg. 954 
jrnlag t mnaclOmlligg, 958 
jrnlaglmnacl2.5minigg.l0l0 

jrnlagl mnacl2,Sminigg. 1014 
jrnlagtmnacJ5mW1igg. 1180 
jrnfag tmnacl5mlncon, 1204-1206 

jrnfag5mlmgg45OmmnacC030527025134. 1622 
jrnrawigg5min45OmmnaclSd. 636 
jrnraw5minigg6OOmmnaclsd,1676 

jrnIagM.ee0n2.5m1n.1316.1320.2 

jrnlagSmtI1COOl3.5O. 976 
AJAAWpeiletlU,cnlfjJn13. 1103 
jrnlagSminecnl2OOmmnacl, 1162 
jrnlag 1 mnacl5mlncon.I204-1206 

control 

1rOp(lm~ 1. alpha; alpha Iropomyosin (Mus musculus] 
__ '50beadlgg'UAar04.136 
__ SOObeadi9!LMar04. 1090 

FPbeads41)(UlecI9. 1338 
rawextr_2OOt>ead_MM>4.2710 

• KLEGDLKL TOESIMDLENOK· 
• VIQYFA$IMIGOASK • 
·.lEEAQRSLNOFTTQRAK.· 
·.APGVMONPLVMHQlR· 
• LONEIEDLMVlJVERSNAAAAALDKK . 
·.DPLNETWGL YOKSSLK-
• VRELENELEAEQK.· 
-JEDEQALALQlQKIQK.-
- MEOOLNEMEIQlSQANRIASEAOK.· 
·.FDKIEOI.4AML TFlHEPAVL YNLI<..
·.ANSEvAOWR· 

-.MOMLKLQKENALDR.-

-.MOMLKLDKENAlDR.· 
-.MOMLKLDKENAlDR.-

-.MOMLKLDKENAlDR.· 
·.MEIQEIQLK.
-.MEIQEtQLK.· 
·.MEIQEIQLK.
-.MEIQEIQLK.-
-.MEIQEIQLK.-

-.MEIQEIQLK.-
-.MEIQEIQLK.-
-.LVIlESOlERAEEA.-
-.MOMlKLDKENAlDR. • 

-.ENALOAAEOAEADK.-
-.MEIQEIQLK.-
-.MOMLKLDKENAlDR.-
-.ME1QEIQlK.-
-.MEIQEIQLK.-

MH+ 

1706.03 
1706.03 
1706.03 
1106.03 
1132.36 
1132.36 
1132.36 
1132.36 
1132.36 
1132.38 
1132.38 
1672.88 
1706.03 
1560.61 
1132.38 
1706.03 
1132.36 
1132.36 

-.SLEAQAEKYSQKEDK.- 1754.88 
-.MQMLKLDKENAlDA.- 1706.03 
-.MOMLKLDKENAlOR.- 1706.03 

-.LVIIESDLERAEERAELSEGK.- 2387.63 

228 

MH+ 

T16S 29 
124147 
120534 
202' 25 
190210 
1896 i8 
1513.71 
302527 
2320 60 
250336 
1892.14 
26639U 
111795 

991.09 
1\68 29 
107516 

1049 08 
1031 '9 
1130 24 

172396 

22'3.34 
2936 20 
2496]6 
1194 34 
100120 
1194 34 
1740.00 

2792.07 
1655.05 
1896 18 

111893 
125155 
2021.25 
180718 

170992 
2320 60 
1740 00 
2008 18 
1679J)1 

2745.06 

18921. 

1587.71 
186920 
2706"99 
2741)23 
l06Ul 

Charge 

3 
3 
3 
3 
2 
2 
2 
2 
2 
2 
2 
3 
3 
o 
2 
3 
2 
2 

2 
3 
3 
3 

Charge 

3 
2 
3 

2 
2 

60<> 24 
219J)6 
857"36 
21850 
399J58 
44398 
235 26 
15727 

'197.&5 
757.01 
225.59 
'43.93 
25552 
22776 
82726 

100328 
78&.13 
378.61 
812.27 
22407 

118864 
10796-
873Jil 
6754 

37203 
20947 
12769 
54520 
14(L02 
lHL66 

'34166 
118]4 
2Hi.SO 

117596 

2569' 
436 24 

146-51 

386.33 
81 $1 
5435 

262.54 
9892 

308.86 
242.34 
19360 
339.'" 

Scoce AcC1K1100 
XC Delta eN 

11391.32 67$4774,0 
129 01 
102 0' 
1 e3 0.1 
,'" 0 1 
1 46 (10 

144 01 
114 00 

099 00 
183 0' 
176 01 
0.95 1) {) 

118 01 

0"91 00 
t 13 00 
134 0"0 
160 0"0 
147 01 
119 i'U 
158 () 1 
0_95 00 
162 0.1 
0.94 00 
L83 01 
084 0.0 
140 Q 0 
136 00 
085 00 
157 0"1 
102 0.0 
132 0.1 
2.14 02 
, 83 0.0 
141 0"' 
149 01 

2809.33 67541740 
U){I 01 

119 00 
L21 00 
139 00 
121 0 I 
070 00 
'30 00 
085 0' 
144 01 

1.11 00 
038 0.1 
147 0.0 

Sc(J(e Accession 
XC DeltaCN 

58288.56 31560030.0 
593.48 

1753.27 
412.47 

1058.74 
8139.92 
4282.11 
5614.48 
5279.02 
4571.83 
5431.36 
3217.42 

225.61 
1206.02 
307.17 

4582.99 
844.62 

5338.72 
5431.36 

105225 
375.81 
129.44 
459.51 

1.80 0.0 

2.12 0.2 
1.70 0.0 

1.89 0.1 
3.26 0.3 
2.96 0.1 
2.63 0.2 
3.19 02 
2.86 0.2 
3.11 0.2 
2.24 0.0 
1.51 0.1 
1.79 0.2 
1.35 0.1 

2.58 0.2 
1.93 0.1 
2.72 0.2 
3.11 02 

2611.01 31560030.0 
1.79 0.1 
1.58 0.0 
1.59 0.1 
1.57 0.0 

Sp 

325 

'34 
485 
120 
273 
257 
19. 

'34 
576 
362 
233 
3. 

268 
202 
614 
820 
477 

94 
4n 
229 
577 
115 

402 
80 

264 
134 
137 
251 
'29 
'23 
373 
366 
120 
10' 

57 

POPfides 
100. 

'3140 
'13 
419 

'3168 
17/$4 
11164 

4111 
151104 

51'9 
17/84 

5/'6 
3123 
51,. 
311 
112 
419 

91'. 
419 

11/1$ 

912. 
11138 

115 

19!aG 

"4 
517 

"3 
7131) 

3118 
7/22 
1/32 
912. 
5/9 

'3I8e 
11130 

t26 15156 
2«' 15176 
118 13160 
277 '5/64 

42 3114 
68 7/48 

194 Sl16 
91 7/2' 

161 4115 
216 9146 

69 7/44 
226 112 

Sp 

329 
490 
242 
422 

1802 
1227 
1550 
1310 
1313 
1448 
1419 

118 
384 
202 

1285 
246 

1494 

1448 

2 

6 

Peptides 
Ions 

15152 

9126 
15152 

11152 
1/8 
7/8 
718 
7/8 
7/8 
718 
7/8 
7126 

11152 
5113 

13116 
15152 

7/8 

7/8 

458 3f7 
218 7126 

325 17/52 

275 9/40 

Coun. 

10 ,. , 

Count 

3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 
3 

3 

2 



Fc complex 
Score Accession Peptides 

Peetide Seguence MH+ Charge Score XC DeitaCN S2 Ions Count 
A44131 tropomyosin beta 2 - mouse 120061.38 346655.0 7 
phagrawFsuc700_dac23,945-947 -.MQMLKLDKENAIDA.- 1706.03 3 593.48 180 0.0 329 15/52 5 
phagrawF450_dec20.1100 -.MQMLKLDKENAIDA. - 1706.03 3 1753.27 2.12 0.2 490 9/26 5 
phagrawF300 _dec20.1213·1215 -.MQMLKLDKENAIDA.- 1706.03 3 412.47 1.70 0.0 242 15152 5 
phagrawF300 _dac20, 1407 -.MOMLKLDKENAIDA.· 1706.03 3 1056.74 1.89 0.1 422 17/52 5 
phagrawFchlCdec23. 1960 ·.SLEAOADKYSTKEDK.- 1713.83 2 107.68 0.92 0.0 114 3114 2 
JMFAGNACL10_2821E3.828 -.AIOLVEEELDAAOEA.- 1885.07 3 14332.01 4.05 05 1350 25/56 13 
JMFAGNACL5821E3,900 -.AIQlVEEELDAAOEA.- 1885.07 3 9002.06 3.16 0.4 1178 23/56 13 
jmlagSmimgg600mmnac1.918 -.I0LVEEELDA.· 1244.38 2 1601.27 1.67 0.2 648 213 13 
jmtag 1 mnaclOminigg. 934-936 -.IQl VEEELDA.· 1244.38 2 5304.85 3.25 0.3 957 8/9 13 
JMFAGNACL 10_1821E3, 101 0-1012 -.AIQLVE EELDRAOER.- 1885.07 3 8470.26 3.62 0.4 950 11128 13 
JMFAGNACl15B21 E3, 1028 -.RIQLVEEELDRAOER.- 1885.07 3 11074.76 3.48 0.5 1038 318 13 
JMFAGNAC115B21E3,1036 -.AIOLVEEELDRAOEA.- 1885.07 3 9854.72 3.47 0.5 739 318 13 
JMFAGNACL 10_1 B21E3.1118·1120 -.I0LVEEELDRAQEA.- 1728.89 3 593.36 1.83 0.1 197 17/52 13 
Imfagl mnacI5m.ncon. 1190 -.I0LVEEELDR.· 1244.38 2 3075.98 2.15 0.3 783 516 13 
Imfag5minigg450mmnacl_030527025134. 1606 -.IQLVEEELDA.· 1244.38 2 1101.20 1.57 0.1 604 11/18 13 
jmfagfrenchSm.niggl mnacldtt. 469 -.GMKVIENAAMK.- 1277.59 3 283.27 1.41 0.0 196 13140 6 
jmrawiggSminbeadsireezethaw. 1032 -.LATALQKLEEAEKAAOESER.- 2203.39 3 1915.43 1.87 0.1 856 23176 13 

jmlgG250rawphag3007. 1244 -.AIOLVEEELDRAQER.- 1885.07 a 2594.38 3.14 0.1 714 5114 13 

jmrawrminigg200mmnaclsyringdnas. 1246 -.RIOlVEEELDRAOEA.- 1885.07 3 5856.19 2.74 0.4 787 318 13 
ImlgG250rawphag3007. 1430 -.LATALQKLEEAEKAADESEA.- 2203.39 3 7798.86 3.03 0.4 661 25/76 13 
ajrawphagactin20.1544-1546 -.LEOAEKKA TDAEADVASLNR.- 2160.33 :3 225.71 1.67 0.0 132 5119 5 
jmraw5minigg600mmnac1sd, 1676 -.MQMlKLDKENAIDA.- 1706.03 3 1206.02 1.79 0.2 384 17152 5 
jmfagtimacon7.5min.1410.1410.3 -.LATALQKLEEAEK.- 1444.66 0 286.69 1.48 0.0 186 7/24 14 
jmfagtimacon2.5min.1316.1320.2 -.ENAIDAAEOAEADK.- 1560.61 0 307.17 1.35 0.1 202 5/13 3 

Imbeads300rawphag3007. 804 -.AIQLVE EELDAAQER.· 1885.07 3 7558.56 3.22 03 1167 11/28 13 
jmbeadsSoonaclrawphage3007.890-898 -.EDKYEEEIK.- 1183.25 3 1401.67 2.19 0.0 632 9/16 15 

jmfag5minconf200mmnacl,910 -.YEEVARK.- 895.00 2 308.58 1.00 0.2 45 5112 14 
AJRAWpelletlCcontrjunl3. 1103 ·.MQMlKLOKENAIDA.- 1706.03 3 844.62 1.93 0.1 246 15152 5 
jmfaglmnaclSmincon.1190 -.IQLVEEELDR.- 1244.38 2 3075.98 2.15 0.3 783 5/6 13 

jmbeads250rawphag3007.2478 -.AOEALA TALQKLEEAEK.- 1929.17 2 389,48 1.25 0.0 300 318 13 

jmldl400nac1rawphag3007 _o30802153313. 127' -.VIENRAMKOEEK.· 1462.66 3 1232.12 1.85 0.0 658 19/44 6 
ajrawmediapbsnoceUs. 836 -.AIOLVEEELDRAOER.- 1885.07 3 16442.56 4.34 0.5 1605 13128 13 

control 

A44131 tropomyosin beta 2 - mouse 1105.25 346655.0 9 

rawextr_5OObeadi99_Mar04, 1090 -.MQMLKLDKENAIOR.- 1706.03 3 375.81 1.58 0.0 218 7126 5 

FPbeadS400_Dac19. 1338 -.MQMLKLDKENAIDA.- 1706.03 3 729.44 1.59 0.1 325 17/52 5 

229 



Fe complex 

S 11310 tropomyosin :s ,. lnOWMI 
r.",,\ICllj;>_25Ophagi9~U,'.r04, S.S 3 
phagrawFsuc450_decZO, '750·.752 3 147.44 
JMF ... GN ... CL&82.E3. '40 16S{U,"O :; 521l4. 321 996 
JMF"'GNACl.582'E3,300 17008. 3 2364 92 2.37 799 
JMFAGN ... CL "L2132' E3, 402 ·J,AEOAEAEVASLNR.· 1$44.65 :; 6014.74 3.32 '440 
JMFAGNACLlO_21321E,3,41. 154465 3 4413]0 2.62 &58 
JMF"'GNACL5821E3,426 1544.&5 :; 626ft 13 2.84 1596 
Imtag:l mnaclOminigg,428430 1771.91 :; 12655,79 3.45 1604 
JMFAGNACl5S'HE;!,432 1544.65 :; 8184.91 3.26 1160 
JMFAGNACl '5B21 E3, 436 1544.65 :; 3230.02 '.j" 799 5/13 
jmfaglmnaclSmintg9. 446 1544.65 3 2349.53 2.40 957 21/52 
JMFAGNACL15BlHE3,452 1544.65 3 3312.62 2,40 1035 11128 
jmtaglmflactSmlnigg.456 ,.AAEOAE ... EVASlNR.· 154465 :; 58581 1.36 427 4f13 
JMFAGN ... CLlO_'B2' E3, 470 ·.AREO"'EAEVASlNR.· 1544.65 :; 13089,97 3.50 0.' 206. 7/13 
ImfaglmnaclSmtncon.476 • AAEQAEAEVASLNR.· .544.65 3 126953 1.80 0.0 706 
JMFAGNACll0_'821E3.476 .AREOAEAEVASl.NR.· 154 •. &5 3 4531.60 2.42 0.2 '2S1 
jmtag5minigg350mmnact.477479 KIOVLOOOADDAEER.· 1771.9-1 3 16244.25 4,'1 Q.5 1846 15128 
JMFAGNACL1 0_2821 E3. 482 • K,OVLOOOADDAEER.· 1771.91 3 1174L33 3.41 Q.' 1717 112 
jmfagSmlolgg600mmoacl,490 ·KIOVLOOOADDAEER.· 1771.91 3 13225.09 3.15 0.5 1803 112 
JMFAGNACl5B21 E3,490-492 · KIOVLOQQADDAEEA.· 1111.91 3 19649.62 '.26 0.5 112 
JMM"'GTO!)Q1B16E3.492 ·.KIOIILOQQADDAEEA.· 1171,9'1 3 15133.9' 3.S" 0.5 112 
jmtag5miotgg150mmnact,496-498 -.K.OIIlOQQADDAEEA.· 1771.91 3 169gS.07 3.114 0.5 ISO;) 112 
JMMAGTube1816E3.498 ·.KIOVLOQQAOOAEER.' 1771.91 3 152'7,47 3.57 0.5 2061 31{S6 
lmtag 1 mnac12.5minigg. 516 ·.KIOVLOQQADDAEER.· 1771.91 3 9414.72 2.97 0.4 1455 
imfag1mnacl2.5mirugg.520 ·.KIOVLQQOADDAEER.· 1771.91 3 2010;.19 4.32 O.S 1883 
imtag lmnacl7 .Sminigg, S':?O~S~2 ·.KIOVLQQQADOAEER.· 1771.91 3 1992657 4.17 0.5 2263 29156 
jmfag5minigg400mmnacl. 558 ·.KIQVlQQOADOAEEA.· 1711.91 3 1342'.23 3.66 0.4 1689 IS128 
jmlaglmnaclOmlolgg.576 ·£QAEAEVASlNR.· 1311.39 2 376.40 1.60 0.0 235 4111 
jmfaglmnaclOmil'ltgg.580 -.EO ... EAEVASLNR.· 1311.39 2 1343.5. 2.44 0.0 550 6111 
ImfaglmnaclSmiol9\l,S88·59<l -.K'OVlOQQAOOAEER.· 1771.91 3 l09~j6 . .,O 3.34 0.' 1437 25/56 
jmfag 1 mnaclsmlnCOn. 592 ·.KIOVLOQQAOOAEER,· 1771.91 3 9690.65 3.t5 0.4 .529 13129 
ImfagSmtrtiggl000mmnad.59:2-594 ·.K.OVLQQQAOOAEER.· 177Ull :; 15744.73 3.64 0.5 2075 112 1 
imlagSmiolgg:!OOmmnacl, 600 ·.KIOVLQQOAOOAEEA.· 1771.91 3 12297.90 3.80 0.5 1280 25156 1 
Imfaglmnacl5minlgg,606 ·.KIOVLQQQI\OOAEER.· 177'.91 2 350S~.S7 5.40 0.& 3233 25128 1 
jmfag5mlnigg:!OOmmnacl. 609 ·.KIOVlOQQAOOAEER,- 1771.91 3 322737 2.37 0.2 915 11128 1 
jmfagSmlntgQt)OOmmnoof,6,0 ·.EOAEAEVASLNR.· 1317.39 2 1034.48 2.02 0.0 511 6111 1 
jmtaglmnacI5mincon.61 • ..s1$ ·J(IOVLQOOADOAEER.- 177U}1 2 33814.36 5.'9 0.6 288. 23129 1 
JMFAGNACL10_2B21E3.520 ·.KIQVlOOOADOAEERAEA.- 2128.29 2 1389.80 1.57 0.3 201 11/34 1 
Imfag5mlnigg150mm"ac., 700 -.I0VlOQQADDAEER.· 1643.7. <I 17745.23 3./ii7 0.5 2182 21126 1 
jmfaglm.acISmmlgg.7a4 ·.EOAEAEVASLNR.· 1317.39 2 .406.67 1.9. 0.0 72. 7111 1 
jmt&91mn~15mlnjgg. 792 ·.EQAEAEV"'SLNA,· 1317,39 2 72'.32 '.76 0.0 4'0 112 1 
jmfag1mnac.l5miocoo. 798 ·.EOAEAE\fASi.NR.· 1317.39 2 S25.20 1.;;0 0.0 350 6111 1 
jmlag,,,, • ..,IQrok1lgg.806 ·.KLVilEGDLER.- 128552 3 525640 2.53 1043 3 
jrolaglmollCl1,5mlnigg.890 ·.KLVtlEGDLER.· 1285.S2 3 8145.01 3.06 153(l 3 
jmfag5",m"l9500mmnacl. 920 • KIQVlOOOAOO ... EER.· 1771.91 3 11045.09 3.01 0.5 1221 317 1 
jmlllgSminigg5OOmmnacl. 926 ·.KIQVLQQQADO ... EER.· 1771.91 3 12542.12 3.32 (),4 2098 31156 1 
jmfagSmmigg400mmnaoi. 1146 ·.Kl VIIEGDLER.· 1285.52 2 2475.85 2.28 0.2 798 13120 3 
jrofaglmnaclOmk1i1lg. !154 ·.MELOE1OlK.· 1132.36 2 8'39.92 3.26 0.3 1802 7/9 3 
jmfaglmnaclOmini9\l.956 -.MElOE1OLK.· 1132.36 2 4282.11 0.1 1221 7/8 3 
jmfagSmlnigg:!50mmn"".976 ·,KIOVLOQQ ... OO ... EER.· 1771.91 3 <1867.95 0 .• 943 23156 1 
jmlog5minlgg:!OOmmnacl, 982 ·.KIOVLOOOADOAEER •• 1771.91 ;) H1206.92 3.74 0$ 2'36 31156 1 
jmfag'moac~.5m1nigg. 1010 ·.MELOEIOlK.· 1132.311 2 5814.48 2.63 0.2 1550 7111 3 
jmfaglmo""I2.Smlni9\l. '01' ·.MELQEIOlK.· 1132.311 2 5219.02 3.19 0.2 13.0 719 3 
jmfag'm __ ""' .... 1058 ·.KLVllEGOlER.· 3 .H6 953 3 
jrnfag.m_mi9\l, ,.80 -.MElOEIOLK.· 2 2.86 1313 3 
jrofaglmnaclSmlf\OOf\ •• 204·1208 ·.MElQEIOLK.· 1132.311 2 3.11 0.2 1448 718 3 
jrolog5mlnigg45OmmnooL030527025.34. '622 ·.MElOEIOLK.· 1132.36 2 2.24 0.0 141l> 718 3 
JMFAGNACllO_,821E3,2036 ·.MlOOn.lDLNEM.· 1436.68 , 1187.12 1.94 0.2 288 112 2 
jro~5mm_"'_""_.5()4·508 ·.KfOVLOQQ ... OOAEER.· 1771J)1 3 1445457 3.61 05 1677 1/2 1 
jro~5m"b_iIlf_""aw.752·754 ·.I0VlQQOAOO ... EEAAER.· 2000.'2 3 102$.20 1.60 0.1 537 19164 1 
]mr8Wl\l95m1nI5Ommnacl.882 ·.Kl..VIIEGOlEATEEA.. 1801.04 :I $417.16 2.92 0., 702 11128 3 
jrolgG2SOr"..."nag3007, 1330 ·.AlKDEEKMElOEIOLK.· 1946.26 3 6H)1.Sa 2.88 0.3 1019 215 3 
jrolgG300r"..."nag3007. 1336 ·.ALKOEEKMELOEIOU(.- 1_.26 3 3699.08 2.77 0.2 77. 7120 3 
lmfagtlm«:on2.5mfn.5S8.S88.3 ·.KIOVlQQQADDAEER.- 1771.91 0 4351.38 2.29 0.4 60S 9128 
Imlagl1mooon7.5mm.468.468.3 ·.KIOVlOQQ ... OO"'EER.· 1171 $1 0 17390.2' 3.27 0.5 2462 15128 
jmfagtlmecon7.5minA60A60,3 ·.KIOVlOQQAOOAEEA.· 177i,91 0 1955.72 2.12 0.1 699 511. 
jrofagtlmocon7.5min.370.370.3 ·.AREOAEAEVASLNA.- 0 9718.37 3.59 0 .• 1395 !;.II 3 
jrnfagllm9con7.5mln.366.366.3 -."'REO"'EAEVASLNA,- 0 9224.<13 3.30 0.4 1394 25152 
jm1agllmecon2.5mm.596.596.3 ·.KIOlllOOOADDAEER.· 1771.9. 0 9999 •• 0 3.47 0.' 1063 25156 
J~2.5min.486 .• 86.3 ·.AAEO ... e ... EVASLNR.- 0 0.2 8S3 5113 
)mIagtIm""""2.5mln.482.'92.3 • .... AEO ... eAEVASLNR.· 0 0.1 612 19152 
jrofag5mlncont400_030531151834.398 ·.AAEOAEAEVASLNR.- 1544.65 3 2748.46 2.21 0.3 595 19152 
jrofag5m,ncont400_030531151834.402 ·.AREO ... E ... EIIASLNR.- '544.65 3 1.87 0.1 632 9126 
jmfagSrmncoot1SOmmnacl.435 ·.AREOAEAEVASLNR.- 1544.6. 3 2.42 0.2 1166 23152 
1f1'lag5rruncon"OO _ 030531151834,44«46 ·.KIOVlQQQADO ... EEA.- 1771,\11 :3 393 0.5 2036 2\l1S6 
ImfogSmiI\O()Ot15OrnmO"".481 ·.KIQVlQQQADO ... EER.- 1 nUll :) :lAO 0.5 2061 1/2 
jm'ag5m1ncoo."Ommn"". 48S ·.KIOVLOQQADDAEER.· 1771.91 3 13042.59 3.31 0.5 t744 29.'5<; 
Im'agSmlncon13S0, .s 18 ·.KIOVLOQQADDAEER.- 1771.91 3 877&.70 3.06 03 UH,5 29_ 
Imlag5mlncont200mmnacl. 522 -.AREOAEAEVASLNR.· 154465 :3 1691.S4 2.19 0.1 696 9i26 
jmtag1mnacl5mlncon.592 -.KIOVlOOOAODAEER.· 1771.91 :> 9690.65 3.'5 0.' 1529 13128 
ImlagSmlnconl200mmn .... 612 ·.KIOVlQQO"'DDAEEA.- 1771.91 :) 11650.41 3.00 0.5 1141 3!7 
jmJag5mlncont200rnmnacl. 782 ·.EQAE"'EVASLNR.· 2 964.13 1.92 0.0 51. 112 1 
jrofog5minconI4oo_030531151834.902 ·.KLVIlEGOlEA.- 2 1413,41 1.59 0.0 924 7/H) 3 
jrn_octin"""1"",g3007.961 ·.nOOlEDKLK.· 1190.33 2 2910.67 245 0.2 653 71!i 3 
jmfagSmlOcon250mmnacl. 970 ·.KIOVLOQQ ... ODAEER.· 1771.91 3 9364.13 3.0~ 0.3 1684 25156 1 
jrolagSmtncont350.976 ·.MELOEIOlK.· 1132.36 2 4582.99 2.58 0.2 1285 13iHI :3 
jmf8g5mI1'lC<lll250f!1mnacl. 1052 ·.EQAEAEVASLNR.· 1317.39 2 318.02 1.30 0.0 244 9122 1 
tm1agSmincon3O()mmn&Ct.1118~ 1120 ·.KlQVI.OQQAOOAEER.· 1111.111 3 15508.18 402 0 .• 2347 15128 1 
Imfag_t1om",_0306012<l2502. 1132 ·.AREOAEAEVASlNR.· 1544.65 :) 2118,12 2.09 0.2 766 11126 1 
lmfagfi_110min_03060'202502. 1144 ·.AREO ... EAEVASLNR.- 1544.65 3 161900 1.98 0.1 621 5113 1 
lmfag5mln¢Orll200mmn"". 1162 ·.MElQEIOLK.· 2 5338.72 2.12 0.2 149. 7/8 :) 
jrotagtl".'''O'\I1Omln_030601202502. 1184 3 9383.56 3.12 0.4 1157 13128 1 
jmlagSmlnoon3OOmmfUld. 1222 2 1334.45 2.31 0,0 S77 6111 1 
jmIagSm1ncoo3OOmmnacl.I228 2 112 • .47 19$ 0.0 575 13122 1 
jmfagtlmooontlOmin_03080,2G2S02, 18'1) 1946.26 :I 3604.94 2.13 0.2 124() :!IS 3 
jrofagbmecoo1Omin_ 030601230741.2552,2554 2 667.117 L39 0.1 379 1/2 ~ 
aj<a"",edlapbsnooolls. 383 3 1896.32 2JJ4 0.1 813 5113 1 ,,-
511390 Ir""""yosin 5· mOIl ... 11_.92 111212.0 3 
jmraw5minbsatreezthaw, 1310 11101.04 3 4875.34 2.60 0.3 699 3/8 3 
jmraw5minbsalreez1l1aw. 1472 11146.26 3 12934.$8 3]4 0.4 1876 112 3 
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Fe.om",,"' 

ot>nltluSQ'. myosin 11~ n.eyv ohaiR IMu& mU$(lwua! 9 
ph""rawFooc6oo _<10<20,1200· 1202 ·,LAEFSSQAAEEEEKVKSlNK., 223844 3 004,53 2,12 (U 210 41111 
phagrawl'suct 50_d""22, 1224 "lF1KVKPllQVTR· 1555,98 2 S4U4 113 i),1 271 11124 
phagrawl'suc60M.oH_d!lC23, 1370 "RHEVPPHWAVTEGAYRSMlOOR.· 2713,03 3 30,111 ()95 0,0 21 1111 
phagrawF.ue250,doc22,1833 ·,LAEFSSQAAEEEEKVKSLNK.· 2238,44 3 921,111 1,72 0,1 347 5119 
phagrawFo...,SOO_d .. 20, 1990 ·,KERNTOOATMPDNTAAQK,· 2020,17 2 95,35 i),91 0,0 113 1134 
phagrawF350_dIlC20,2138 ',OOEVlOARAOElQKVQELOOOSAR., 2825,09 3 665,11 1.(,1 0,1 232 19192 

£:ontrot 

Focomcpl .. 

MYrtB_MOUSE Myosin h .. vy 0"'."'. $MQ'Oth musel. iaoform 
f&W$UC1'fp_600phag:19Q_MIlr04,962.ge4 ·,VRKATLOAEOLSNeLATER· 215/.1.40 3 541.52 !.a3 i)" 24' tic 3. 
ralHSucrfp_vQMoOHprulgigg_MAr04.1134 ·,LQDFASTlEV .... EEGKKR· '982 25 3- 29'62 1.27 O,Q 221 '''' .. $ 
rlllW$lJcrfp-_350ph~'99_MarQ4. 1264 ·OEIFATSKENEKK,· '53967 3 41920 130 0,1 1'6 512' l 
phagrawi=1S0_tJ9C22,1336 •. YEILAANAIPKGFMDGKOACIL .... IK,· 274035 2 349 95 1.00 0,2 lOa 3/15 3 
ph:.grawF200_ded?~, 1377 ·,VCHI, VGINV1DI'TR,· 1574J:l3 2 1,09 0,1 313 1112& 2 
ph39rawf t50 3:tec22', 1 sse~ 15S6 • SGKLOAFL VLEQLRCNGVLEGIR,· 253196 3 1.93 0,' 2&1 t9l6a 3 
ra~~adl.opha9!gg_Mat'04, ~622 • EOLGKL .... ATLANTTANFVR.. 2164 52 3 1,58 01 2$$ If' 1 
pMaq:rihll'F1S0 3t~2, 2554 • AKSLEADL .... OLOEDLAAAERAR • 2430 73 3 '.43 0,1 662 tll42 :3 
pha9Hltt,,f$I.t¢Ct'tltQec23. 2732 • AHE .... PPHlYAIAOTAYRSMLOOR.· 2n3 '5 3 1.24 0,1 36$ 2l1as 4 
Jmtagb~1Smlf'l.t538,153a3 • KLQOFASTlEV .... EEGKK,· 0 ',2' DO 39' 17/64 :3 
imlag.S~sOmmnAd, 374- • QRALAAAAKK 3 128 0.0 2'0 10136 :; 
jmnlMdMOOraY4)hag3001, 536 ·OLHEYETELEOERKOA,· 2'04,22 3 '51.98 un 0.0 '07 713() 3 
imO_""50r."","",3OO1,568 • GNEASFVPSRR,· 1=,32 2 230 03 1.11 0,0 202 712f) , 
imb&ad$'50fa\4t)~.1a6 · .... LKAE .... EDLVSSK,· 14$1.76 2 29HU7 1.17 0,3 547 '12 3 
""boaoS4son"""""""og3OO1,987 ·,LOEEIAOKNNALKK,· 1$14$3 2 310,10 , 2' 0.0 251 ""3 2 
jt'1'lfag5mmconI.20{hnml'le¢i, 1074 • ARAELSDKVHK,· 2 '2' 10 , 19 0.0 97 712f) 3 
AJRAWpoIIolC_1tJ",,13, " •• • IKKLEDDIL VMOOONSK" 3 ',3. 0,' 13. 3115 3 
jmf.aqSmit\oon450mmn&::t 1638 ·.TENTOKV'OYLAWASSHKGK.· 3 , 9a 0,0 281 9/40 I 
JMFAGNACL H'_:!Bl!'E3, 920 ·,STVAALEAl<· 89002 2 f51.fJS 09' 00 1M 7118 3 
tmSmlnJg9f~, 1036 ·,GYLARKAFTK,· 115538 :I! :2"4t. t. 132 00 ,&7 "" 3 
jmrag$mlrttgg150mmnad. H!$$ ·,LlEERV5DL TTNlAEEEEK.· :I 3$755 ',76 0' '59 219 3 
jmrI!tg5m»ugg450mmna<~Ui30~134, 1546 • OLEEAEEESOCINft\NRR.· '3 3 2<l$ 4$ ',01 00 ,., 3t15 I 
jm'Itg$mlnlggiCOmmt'laci, 2032 • NSlODQlOEEMEAl<ONLER.· 3 eo4 &1 1.60 01 450 t7l!2 3 
J .... FAGNACL'sB"'e3, 2302 • AE .... EDLVSSKDOVGKNVHELEK.· 24737<1 3 597,68 • 15 {),O 318 ~7184 3 

SjraVfPh&9Jufl20d0f1MNllC4,2414 ·,IAOLEEELEEEOONMEAMSORVRK,· 2636," 3 92l;ffl 1.11 02 283 i~'92 3 

ra"",hag2007<l11b_, 662 ·ERNTDOAS .... PON1AAaK,· '81791 3 354 46 • 31 0.1 ~-54 1~"S4- 3 
rawoucrfp_ 6Q .... .oH;>I> __ .... Artl4, '13' ·lODFASTIEVMEEGKKR,· '982.25 3 2itU2 127 O,Q 227 15fS4 3 
RawPh92Qo1MaEthm0lh3<>gesl, lSOB ·,EEKSROELEK. 1:!1639 l! 59<1.7. ,5. III 310 112 3 
fa"",hall2001chib .. <I3, 2611 .,HES .... ISELEVALKK,· 170000 " 3.<8,01\ 125 00 259 5/13 3 
phogfawFsucchll..dIlC23,2132 .,RHEMPl'H'YAIADTAYRSMLOOi'l.· 2Tl3,'5 3 466,08 '2' o.! 3!l.5 2U86 
tmldl250li~h9g3007. 16-96 ·.EQEVfIILKKALOEETR. 1869,10 " 691.56 .5. 0,' 333 lll30 
",,1011100<1_"1193001, ,n5 ·.L .... ATLRNTTANFVRGlIPNl-{EK,· 2544.00 3 1159,SO 185 0,2 307 3114 

"J"''''''.'MpbOrnx:oIlo, 628 ·,MOlAKKEEElOAALAA,· 1830.14 3 291,67 10' 00 2"" 1130 

control 

MYHS,MOUS& My .... ""'VY .",,1., .... ""' ... _Ie I..,lotm (SMMHC) 2981.17 134316160 33 
'IlWEWf_150bt'ilt'LMII"04,633 • OLHEYETELEOfi'AKOR,· 3 "6,,, 1.38 00 a. II. 
tawex1r_3~e.d""Mftr04, 672 ·.I{OADLEK£ELAEeLASSlSGR • 3 55;1,44 2,04 0.1 '87 7/40 3 
taW8l(1c900b8&<CM8104, lQ18·HJ20 ·,EEtAEELASSLSGR~TLODEK,,· 3 73.662 2,'9 IU 219 17/80 3 
raWilOOf_a::tmbodigg_Mat04, 1339 • .... LKAEMEOL V$Sl(ODVGl( • 3 109,49 L40 02 2$9 lJ4 3 
FPbead$100Q~D8Ct9, 1996 • ENAOLAGELRVLGOAKOEVEHl<,. 2 42482" ',03 02 '" 5/21 3 
ta\'\ll8X1r~2SObeadigg_Mar04, 25,.4 ·,TLLOEOLOAETELVAESEE .... RIIR\.AAK· 11 4967 099 00 46 1152 , 
;mrawSmlf1butrMlthaw, 150 ·,STVAAlEAK,· ;/ .2.2614 1.$2 0.' '2' 3/8 3 
imrawbsaSminlO'Monio_ 2075 • AE .... EOLVSSKDDVGKNIIHELEK,· 3 111.96 1.18 0.0 '39 4J111 3 

Fcccmp;';t 

MY'A,"OUSE "y .. " t. (lit .... border myotlin I) (881014) (BB"~(Myo"'" ""'VY • 
,awsuet1p~3S0phagj\lg_MW'O(, 62$ • QVaTLR" "'.,51 II? 
phagr~400_dec20, 11 i'~' 11$ ·.VMDIEFQFK" , 263.13 liltS 
phagrawf'sue60' .... O .. USee23, 1316 • NFI1IFYDLLAGIIDAOLLKALK,. 3 61855 0,' 19f1l() 

r"ucrlp_300phagl99'""Man'J4, '4(1' +403 ·tKGREEGPVLVAD1VK,· 17t199 2 164.27 0,0 3/'0 
ph.91..-F-IVC450~deC20, 2110' ·.¥MDIEFQFK" 1209-31 , :lC1lS\! 0.0 91'$ 
tiIWucrfp ~ c-hlfph4gJg9_M.r04, 231M • SOILISI\WFRGNKOK,· tmJ)8 2 166.91 0.0 U7 
phag,.awF~SO_dec22, 2579 ·,L""LFSKHSHVESK,· !718.9O 2 36065 0,1 9128 
phagtawf'~IfM.Id~dtlIC23. 2928 ·,YMDIEFDFKGSPLGGVIThlYtLEK,· 2151,15 3 2952$ 01 , ... t7/92 
jmt.agSminiqg4OOmmnad, &26 ·.GREEGPVLVADTVKK· 1598.63 2 ,o1227 0,3 '15 9128 
JMMAGiuo.1816El,904 ·,ISHYAGKVT'I1WTGF.OK.· 201427 3 2483.6 1.41 00 , .. 41,1 
jmt1tg'ffl"1JC11.5m1t'ligg, 130& ~,PHIYALANVAYQSU<OROft- 2231.50 3 33196 1.27 00 262 2111 
jfflt495mtniQg4OOtnMlli!ld, '328 .,PHIYALAWAVOSLKIlR" '_,23 3 337.18 1.11 0,0 299 ". ajnrwphaglun20actflDPI. 43() •. NIVSRLFOW1VK" 'S5cJl2 3 126581 1.87 0.2 360 17/44 

AJRAWActlnlgG.J!Jn.,3, '!t9tti .TlRNNNSSRFGK· '394.52 3 358,29 1,2 .. 0,0 2E111 15/ .. 
jmlgGSOOrav,,::Hllg:300't. ,4-" '. IlEYFONGlIC>lLlEHSOR,· 2151.39 3 258.~2 '29 00 '94 4117 
jM~lt;tg;2()Omn!,nIiC!a..mgOOu, 2794 • PGWSIlSTf'LAKLNOLFSKHSHVESK,· 2921.26 3 297.84 .59 00 ,ee .211100 
&lflIwmQChapb.snoea-o 75& ·.EASLKRI'PTAGTOi'K· 1631.86 2 322 l' 115 0,' 111 217 
,tmr6gtIMtoon'1 SmIn.3230.3230.-l ·,{lEOVi'lSVKEOlLOSNPV1.EAFGNAK.> 2100,99 0 46$,38 1."'0 0,' 252 ,919<1 
~_'g3001, 122 ·.tOllLKGR.· 8n.01 2 19325 1.1-0 0,0 ". 7112 
~""_30072nd, 2306 ·,LQOV~,el TLKEEOeEYK,· 2268.55 3 6""" 1.21 0,2 207 ,-
~50. __ 72nd,2402 •• THVQO .... RK,· 1{J92,28 2 S.UI! 089 0,0 _$ 311 

........ 
M",,,-MOUSE M,..,.. .. {Br_borderm_ ~{-4){-q("'_I"'IIyY. 1_,"" 1343168~tO 2!1 
'InIrteJCir_l~""M9I04.556 ·,1RSSVLUOAI'VOOWR,. 19022. 3 712.13 1"31 0,' 49$ !?i1lO 
NMU;tt_aoMeO~_Marl)4. &60 ·.GSPlQQVITNI'LLEK" 1541 &1 3 3.5S~8 135 0,0 2 ... 
F_lOI,AlOil,Clec'9,9M • P<)WSDSTf'LAK,· 1221.39 2 87.12 Q9:! 0,0 ~ 

'1tMtl!k~~~Maril4. 11" ·,GREEClP\Il VA01VKK • 159863 2 $755 0,7. 0.0 Il9 3/14 
jmttilfSrrt~ lSSO ·,GIQEIGEMMGLNS1ELER,· 20082i 3 1819:5 1.1' M '54 '3168 
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myosin 1 H !Mu" muscu'usl 
jmbeads450naclrawphag3QQ7. 103 
jml.gtimeoonl10min ,030801202502.1402·1404 
jmIdI4QQJJrstnaclrawphag3QQ1.2950,2952 

control 

Fcc:omplllC 

Peptid~ Secuenee 

'.YCRGISAEAK.' 
,.VLQLLGSEK.' 
,.OLLLTORSAYlVElSKVK.' 

.t1mUv to Ityown IItht chiin kIna .. 2 •• kll.t.Ue.rdilc muaeiot (MLCK2: 
jrnrawSmlruggloMonc. 365 •. OPGAPDPKNNPQPPSlK 4 

AJRAWAc1mtgGjuolll,818.·820 -.AGGTNALAEKKK ~ 
~}U!l20act!t'lDPI, Hi44 
im~5mtt\lmMCl, 1719: 
Jm~1n150mmnaci, H2O 
_",,~'MNaCI. 1&ll{) 
}mf~g2sommnacl$yn!\gdnaM, 2044 
Jm~g5l)QmmnactsO,2130~2:132 

;nrawtITut\l9g<lf)0mmn.::l~f\aG,2188·2190 
rn!.mif\lggr~, 2~SfJ 

&fawphagactin20, 2456: 
~~hJgactiM20, 2460 
a;rawphagactm21). 31 1. 
raMUCr'tP_25Qphagi99_Mar04.654 
raw:<;;ucrfp _lSOph!:9I9tLMar04. 1223 
pflagrawF60{U;OC20. 1232 
rawsucrlp_1SOpt\agl99_Mar04, 1349-
pII>g_...:s0<LO .. 2O. '836 
phagrawF&UCeh!1bn:Cd<tC23,1886 
pha9~suc80(U:hle'?3. 2078 
phallrawFs00400_dtc20.2820 
",t~R\igg500.."I\.-"Imad, 1252 
jmt9gStrun;gq3~1Macl, 129S 
p'hfj:~iOOOmmtt.::l.tfl1G·1512 

~g2-x..-oet .• 530 
~1f&hllC!5mm,~, 1SS4 
~~~&Ct2130: __ "",.2''''' 
~'~1'tOOl'_2r38 
~~~.2"t.84 
jm~~~~"'tOO1.2:220: 
tmt~m!A~m~4"a4c;: 
imf~5m1fi~Mibftd. 1$62 co_ 
~il., tQ Myo"" flgmchltft kmnI2. a:ketatl~ mldeJct(ULCQ 

MH+ 

1183.37 
987.18 

2090.50 

f_",,~Si)_o.o'9" 1!i«j ·AAAGOO?SASEKEPSAPATEKDLSPl'NAI(., 

232 

eM'lle Score 

141.03 
2327.96 

788.57 

11S:~.'Xl 

lH\i,36 
1t1\i.;?S 
17S2~ 

l1HL2S 
,,1025 
2's' 23 
'110,25 
f11025 
1888,07 
1110.25 
l11Q~S 

1110 . .25 
95003 

153264 
93000 

1912.06 
2212.58 
1888.07 
3412.96 
342"499 
taa6.01 
~it23-

216-t 23 
21~H 23 
2i6t ~3 
214123 
214123 
3424,gs 
111{)2S 
I1tQ2S 
Hl()2S 
taetJ)1 

2794.97 

Score Accession PePtldes 
XC DeI!aCN Sp Ions Count 

3857.57 29725639.0 
1.44 0.0 508 7/18 
1.78 0.3 395 l11Hl 
2.46 0.0 321 9/34 

35252 
31900 • 24 
23265 1.03 
10043 102 
881 12 129 
2'1/J:16 09' 
29832 .53 
2092& 1.27 
s,).flIl ,22 
3H145 114 
23258 , 05 
163 39 0,94 
409.32 ,,:I 0' 31G 
18989 078 01 201 7/H$ 
63804 .2. 01 473 317 
20825 ••• 0' , .. 3IlI 
41~U8 140 0.' 255 9/40 
691.0 , So 0.' 3'0 11. 
809.95 1,40 0.2 226 11/34 
2510 0.19 0.0 25 1/11 
4.999 0.B5 0.0 51 4129 

600 12 LSi) 0.0 .IS Sill 
33226 LS1 0' 155 5122 
64555 , 99 0.1 119 19188 
793 53 LQO 0' 2M) 11. 
S-G2-40 160 02 2 ... il1f8$ 
35382 1.3<) 0.1 206 Sl22 
1S$11 1.74 0.' 243 21/88 
un. o.s1 01 72 4J29 
263,33 0,61 M 303 11118 
1(l:194 0.S9 0.0 116 1/19 

1\)"Ht:l1 1.39 U 25ft 1/2 
19136 0.17 0.' 76 7134 

$98,4S 38075322',0 
S~4S , S3 0.1 299 S12a 



R: compt.. 
Scor. Accession Peptides 

watl" mt4N1ll-.diat. filam.nt f6. [Mull musculus} & 
p/lagrawF350_dec20,3Il3 dLNEMR, 775.94 2 623.62 1.51 0.1 2a7 7110 1 
p/lagrawF350_dec20.463 ,,IfiOWvOR, 1037.16 3 _.70 2.51 03 486 13Il'4 4. 
p/lagrawF35iUI9C20,479 ·IROWVOR.· 103718 3. 1852.54 2.17 02 577 >18 4. 
p/lagrawF350_doc20,506 '.VTMONLNOR., 109123 2 2420.4() 1.87 ()2 781 314 14 
p/lagrawf3.50_doc2It514,S76 ' KNHEEE MlALR.' 1370.51:1 3. 7803Q7 362 Q.2 1597 315 2 
pIlagtawF350 ,dac20,W4'- · .ASLENSlEETKGR., 1434.54 3 4050.28 1.96 0.4 S80 11124 2 
raws",,",,_actinp/lagigg_Ma.04,608 ·.KTEELNK· 88100 2 530.11 1,43 0.1 342 m 2 
pIlagtawF350_dec2().600-<l62 '.lAAODFR· 807.118 2 3246.18 M 482 11112 34 
pIlagtawf350_dec2().66& ·lAAODFR.' 807.88 1 196,1' 0.1 129 112 34 
pIlag. ... wf350_dec20 662_ · ASLENSLEETK.' 1221.30 2 254850 2.54 00 10S6 314 2 
pnag.-"awf300_dt)c:20-,7it - KNHEEEMlALR.- 1370.50 3. 4394.43 2.61 0.3 951 21140 2 
p/logro,wf3SO_dK20.746 -TRLEQEIATYR - 1360.53 3. 4642,<\6 2.69 0.3 1019 21140 17 
"'''''",,",,_350~MaI04.788·1'JO ·.VTMONLNDR, 1091.23 2 2,77 0.3 884 13116 I. 
rawsucrfp_250pt:~_MaI04, 194- ·.VTMONLNDR,· 1091.23 2 V!4 03 939 13/16 I. 
",,",,,,,",,_250pIo ___ Marll4,798 ·.VTMQNLNOR.· 1091.23 2 3415.113 2.39 0.1 1260 15/16 I' <310''''''11>_ 450~_,798.ooo '.V;MQNLNOA.· 1091,23 ~ 51S6.4() 3,09 0.2 10SlI 7/8 14 
Pha9",#,Q,UlOC2\l, 903 -.TRLEOEIATYR.- 1_,53 2 1.54 0,3 112 17 
phagrawF SL"C..-?OO_ d9C22~ 1015 • AlEEANADLEVKIA.- 1650.$1 2' 1.49 0.1 - 2 
pIlagta""3S(U>Oc20. 1112 ·.GQTGGDVNVEMOMPGVOLSR.· 2009.23 2 516076 209 (),4 458 7120 2 
r»agraWFsuc70(Uj9C23. 1157 "MATCSRQFTSSSSMK. - 1652.'JO 2 190.51 1.00 (U 133 2fl 3 
ph~.",,400_dac20,120S-1208 -.ASLENSLEETK.' 122130 2 7S48,14 3.4'" 0.4 933 31. 2 
p/lagtawfsucSOO _ 0_ 1214 • .... SLENSLEETK., 1221.30 2 6945.20 0.5 159 13120 2 
pIlagtawFsuc3SO _ dac20, 1m • .... SLENSlEETl(,· 12U30 ;! ml1M 0.3 478 11120 2 
p/lagtawf.uaroo_dec2O.1294 -.... SLENSlEETK- 1221.30 2 2:1$4,68 184 0.3 441 1/2 2 
p/lagtawf..c3SO_dec20.1296 • ASLENSlEETK.· 1221.30 2 1.10 0.1 474 315 2 
p/lagtawfStiC4SO_dGc20. 1390 -ASLENSlEETK - 1221.30 :2 1.45 (U 412 11120 2 
pi',agnoWFsuc450_dec20,I464-1_ ·.TALEOEIATYR.- 1360.53 2' 3.22 0,5 7110 !7 
AJflAWJ\ctr.IgGJjneI3, 1034 ·,VTMQNLNOfl~ 10DUS 2 2.43 0.3 3/4 I. 
AJRAwJ\ct"IgG.junoI3,1038 -.VTMONU,DR· 109123 2 2500.71 2,44 0.1 1\l\t 13116 ,. 
AJP.AWActnlgGjune13.1126 - TRLEQEIATYRR.- 153812 3 2.51 Q.3 832 19144 13 
"'1ag5_~. 2840 ·KNHEEEMLALRGQTGOOVNVEMCAAPGVOLSf!- 3440,n 2 (H6 01 71 5131 2 
",boodol(l(l(Jnad"'W!Jhag3007, 388 -,l(TEElNK.- 8SU,6 1 136.47 o.n 0,0 173 1112 2 
",baads400raW!Jhag3007, 1353 ·.FDGfGGGFGAGLGGGLGOOIOOGLL VGSEK· 262!H1Ei 3 650,,56 1,51 0.0 396 2S/1l' 2 
",W!Jh092007 chllsol3. 20S ·.VTMQNLNOA. - I09le23 2 372Vl8 2,48 0.2 387 119 14 
"'''''h092007c1111so13.226 ·.VTMQNLNOR. . 109L23 2 3669.95 2.6S 02 1072 H;t,e 14 
"""'f'hag2007c111b0ad2,370 -()VEAWl'lAK. • 1164,34 3 839,64 0,94 (H) 890 112 2 
"""'f'hag2007chlf<ol3,617 -.TflLEQEI/'ifYR- 1360,53 3 3463.35 259 0.3 531 215 17 

"'wp/1092007c1111so13,619 -,TtllEaEIATYR.- 1360.53 2 Itl$6.a2 3,79 0,$ 1443 4IS 17 
rawp/lag2007dlWSQI3, 621 -. TRLEOEIATYA.· 1360.53 3 I1nS7 LSI! i).1 560 9120 17 
"""'f'hag2007dllb .. d3, 629 · ASlENSLEETK.· 1221.30 2 2.10 0.3 10;l(l 1/10 2 
"""'f'hag2007chfbeadl.968-970 -.VTMQNLNDR.- I09U3 2 2,19 {I,2 601 13/16 14 
"""'f'hag2007chl1soll,980.g&2 -YTMQNLNOA. • 109L23 2 3&24.89 2.t2 03 1001 7/8 I. 
"""'f'hag2007dllfool2_I06S· 1010 -.VTMQNLNOR.- 109L23 2 4314,20 2.92 0.3 139 314 14 
rawp/lag2007chlboadl.1102 ·,LAAODFA. - aQUa 2 5089.91 2.12 0.' 527 516 34 

control 

Or.tin inlWmMlw. fHmam 1a. (M U~ mUKUwsl 6. _.60 11559579.0 II 
rawextt'~300bNd~Mar4,820.a22 ·.VTMONLNOR- 109123 2 51n.60 3.04 0.3 9SS 7/8 14 
rawextr _900beadW-.--MalO4-. 892 -.EOOSTSFSOSQSaSSRO,- IS4K81 3 321.67 L<\6 0.1 150 9t;l2 2 
FPbMd0350_0",,'~. 1075 ·,QSVEGDINGlRK.· 1316.45 2 548.79 1.43 0.1 2111 5111 2 
fPbo"do25IUloc,9. '238 ·,ASLENSlEETK. • 1221.30 2 1585.19 US 0.2 S111 11120 2 
fP~_O""'9. '242 •. ASlENSlEEOC- 1221.30 2 156650 1.84 0,3 27() 112 2 
FP~_00c19. 1304 ·.TRLEQEIATYR.· 1360.53 2 7188,88 2.66 04 1375 415 17 
FP_50_00c19, 1312 ·.TflLEQEIATYR.- 1300.53 11 7096.43 2,4() 0.4 1231 314 17 

"""'_ac~7.502·504 ·.ASLENSlEETKGR" 1434$4 3 291.12 1.41 Q.O 196 318 <! 
,..,._.12S6 -,"'SLENSLEETK.· 1221,30 11 1497.02 1.70 OJ! 578 315 2 

Fo_ptu 

_lin _pl •• 1, .. Idle. go .. 23; typo IIn ...... od ___ cytoi< 

""ragSm"''99600mmr;aci. 386 -GROOSCHR· 900.99 2 451.58 1.33 0,0 340 ." 
JMFAGNACL15B21E3.2086 -UEGOTEGTMDGSESR" 169778 2 57315 0.98 I).a 563 13130 
jmtagSmfntggSOOmmnad, 2440 - LQEQIVDGKMANAH1WlIONAR· 2548.95 3 1171.71 139 0.2 366 19188 
""._00"""'f'h093007, .49 • WHQEREPSHRK,· 149061 2 38376 126 0.1 214 2/5 
"""'f'hag2001ehll>eaQ2, 628 • EPSHRKQYSQYEENISR.- 2139.23 3 850 51 191 0.1 266 17/84 
pIlagrowFchl_.dec23,821 - WHQEREPSHR • 1362 44 S 35<1.70 1.23 (),I 253 7118 
phog_'_d0c23.3872 • MNSSHSFNQTYSASVHSlGSTRGR.· 2612.78 2 8!I.05 0.74 01 &9 4123 

tOft"' 

•• ,.Un (om., ••• 1. *cidlc •• eneU; type t In.",",.d~tI: 1U ...... fltCylOi( 7M,11 154312S1 
~welttr_700be.d_ ..... rtl4~ 1081 -,MNS StiS FNQfYSAS VH$ lG S fR." 2399.S4 736.&1 1.S 0 401 1/4 
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APPENDIX L - DYNEIN SUl\'l'lATIO~ OF IONS 

The summation of peptides from Dyneins found to be associated with Fe receptor-mediated 
phagocytosis in macrophage cells. 

Fceomph.x 
Score ACCM&fon .Peptide! 

IimU.,. to ax-CJl'loMfi.t dynein MfWY chain 1 (Mu. muscuhttJ 
""","orlp_ 4SOphagigg_M..o4.1ii52· !054 '. WIKNSEKONQLSVIK· 1803.05 3 83542 1.92 0.1 234 19/56 
phagrawFsuc1-ooG_dac2:3, 1197·1 ISS ·.NYPVAYEESMNlVl VOEMEA.· 2400.78 3 ,6030 1.26 00 114 7138 
..... 1IC!lv,900phagog9_Mar04. 1243 - AEQTTGLTTAlGIlTFi.- 1576.74 2 31$,5-2 1.37 01 187 11/28 
taWSuc!lv_BOOp/lS<JI9\l,Mar04.1410 ·.LGU'WAWAMN\fSKKGORAEA· 23O!l.65 3 1062.51 1.70 0.2 327 5119 
mveucrlp_250p/lagog9_MOI04, ISla ·.GAVE.~WUQVEDL"'LRS'R.· 225169 3 38157 107 0.1 219 114 
_ucrlp,6OOphagigg.MOI04. Hli14 ·.MLCCU'QPAOITIVK.· 1775.28 2 32936 1.44 0.0 227 tl3 
,.,...flCrlp_l5OphagI9!!-MaI04.171. -. KWWFOOP'Dlt W'ESMN1'VLOONK.· 293732 3 20051 1.24 Oll 155 17196 
p/lagIawfsu.,35(L<Iec2Q.225' -,RSVPSLKPl.GSYITI:ll'LAR.· 2185.51 3 42947 1.47 OJ) 275 19172 
p/lagmwFsuclSO.dM:22.2474 -.Vf(lGGTGGKOAlPAVLSA.- 1740.04 2 282.11 1.03 0.1 123 9134 
p/lagmwFsuc4oo_dec20.3752 -.ES.GfAIWGfIKNRMlCCLLlOPAOITlVK.- 3383.H> 2 36.17 0.86 0.0 55 4129 
_ocrlpJOOp/lag'l'l_MOI04.19M ·.FfNfVlKWORTEK.· 1744.03 2 32653 1.06 0.1 225 113 

"''''"",Ip _ 450pha;)'99..Mar04. 2038 ·.PEEEPKENPTlTMcT1'IMEOIKSFK • 2912.35 2 3948S 132 0.1 100 MI 
phag.-awFsuc600

w
oec20,3006 -.TEKLOSfYNCVSllMSNOLKOLLWA,· 3016 so 2 307.37 098 0.2 72 7148 

JMFAGNACUSB21 E3. 1$' -.EGVRPIAK.- 634.08 3 1239,41 1.85 0.0 666 l5I28 
JMFAGNACUO_2621E3,197 -.EGVRPIAK.· 934.08 3 \055.38 1.89 0.0 540 112 
JMMAGTubelB16E3,220 ·.GGGSnvSKK.- 92:'1.02 2 44249 142 0.1 283 413 
JMFAGNACL;B21 El. 754 -.LLGOMNFlROLR.· 146373 2 345.04 l.23 0.1 134 4/11 
jmfag5m"ogg300m""""".834 ·.VOLKOTSK.· 97006 3 16823 1.53 OJ) 95 9/28 
JMfAGNACL 10 •• 1 B21E3.8511-1)6O ·.LLGDMNFLADLR.· 1463,73 2 243.33 1.43 0.1 134 411\ 
JMMAGTub.1BI6E3, 1164 ·.EPltELOPGVCTOSQK.- 1756.98 3 21973 1.29 0.0 159 115 
jmtag5m"oggll)OOmmo",,'. 1176 ·.QTRITlGAlVI10VHAA.· '665.17 3 344.91 1.16 0.1 \99 7132 
.lMFAGNACL 15B21 £3.2338 ·.GPEAAQIQATSLLSQTGR.- 1902.06 2 544.37 1.26 0,1 30' 11134 
JMfAGNACl5B21 £3, 2514 ·.ELQVOLNOIVElVRGK.- 1913.18 ~ 14550 0.91 01 133 4115 
jmtagl"""",ISrnin<:oo.2832 ·.HlRVWTMIlSflFStIWS'GASCDmGR.· 3071.52 2 9501 0.71 0.1 94 2/13 
JMFAGNACL10_'S21E3,1618 -.VI'ETTEEMMELIAf\lEFI.· 2025.33 3 21868 1.27 0.1 141 1/4 
JMMAGNEGS1SD3. 1774 -. VII'll.f1'K- 835.03 1 31 •. 01 1.15 0.1 222 112 
jmlagSml1iggOOad. 2187 ·.OMSYfLOALLMSOEDlNLNATVLLWPT1i:.- 3256.78 2 140,88 082 G.1 83 116 
jmlagkenollSm.,iggl",nocldll.4$$ • ESFD1'VFHHLR.· 138851 3 358,84 1.53 0.0 229 318 
j!!\l1Iwigg5mlO3OOmmnacloymg""" ..... 749 ·.AGPERAOiOATSllSQTOR.- 2058.25 3 3266.98 1.81 0.' 470 5/18 
jmlgG~3007. 963 -.Vl.AATIll TGLLEKLCNCNOLLEK.- 2487.90 2 166.8S 109 00 148 5122 
im_~ic_I323 ·.VlM TSL TGLLEKLQNCNOLLEKIMK.· 2860.43 3 254.44 1.50 0.1 122 4125 
jmigg45Ora¥ophag3007, 1654 -.PllIAVTGEGHSPWETASOSlKR.- 2476.79 3- 327.29 1.48 0.0 221 2111 
j!!\1gG250...."ilag3007, 2252 -.W'KNSEKONOLSVIK.· '8()3.05 2 20599 0.97 0.1 185 5114 
im"..,.,;gg5m",SO"""""",,2712 -,HGPLELOSNSOOSVOOOFEEAICEYlK.- 3095.19 2 9991 092 0.1 54 7152 
ajrawp/lagJlm2Odpil MNoel 2718 ·.MMQIIEVESAQVEMR- 1ll63.19 2 120,59 1.04 0.0 93 4115 
ajrawp/lagp;n20adnOPI, 1232 -.GPIOCEALRNDlSIOARK.- rooo.27 3- 0.98 0.1 158 13I!.l8 
ojrawp/lag""'in20. 26&1 -.SLFI'FL.- 723.88 I 0.63 0.0 71 215 
l1I"l"'PhagaclnaO, 2668 -.SLFPfL- 723.88 1 67.88 0.81 00 !l:l filS 
JMFAGNACLI5B21E3,184 ·.EGYRPiAK. - 934.0$ 3 1239.47 1,85 0.0 - 15f28 
JMFAGNIIC110.2B2:1E3. ,91 -.EGYRPIAK.- 934.06 3 1055.38 1.89 0.0 540 112 
JMFAGNACl5B2:1 E3. 754 -.UGOMNfLRDI.R.· 1463.73 2 345')4 0.1 134 4/11 
jmfagSml'l.gg3OOmmnacl, 334 ·.'lDLKDTSK.- 970.06 3 168.23 0.0 95 9128 
JMfAGNACL 10,' 821 E3,858-&lO -.lLGDMNFLAOLR.- 1463.73 2 1.48 0.1 134 4111 
jmfag5m"'1!J9' OOOmronacl, 1176 ·.QTFilltGALVTlOVHAR.- 1865.11 :1 1.16 0.1 199 1132 
JMfAGNACL 1 &B2:1 0.3. 2338 -.GPERAQ TOATSLLSOTGR.· 1902.06 2 544.37 1.26 0.1 304 11/34 
JMFAGNACL582IE3,2514 -.ELQYOLNDIVELVRGK.- 1916.18 2 145 so 0.91 0.1 133 4/15 
,ntagSm"c"""4QO_G30631 151 fl34, 63 -.AQTOATSll.SOTGRGTFR.- 1924,11 2 1.12 0.1 121 4117 
~1000_I_ilag3Oll7, 94 -.QAVMEAK .• 776.93 2 1.02 0.0 198 7/12 
imfagwlt5m;'bm. 934 -.VRLGTAETRCVEK.- 1462.70 3 845.44 t.65 0.2 n9 113 
imb __ hag3001. 10$7 

-.NVGVKGOK.· 829.97 2 10775 0.71 0.0 148 5114 
jmfagcofISminloo\ll'nmoool_030801180404,1400·1402 -,ICEOfSPETCNPTFR.· 1759.94 2 815.94 2.06 0.1 358 3J7 
jmbe~h.g3007. 2466 -.LGU'WAWAMNVSHK- 1610.91 I 00.70 0.79: 0.1 83 3/13 
jmlaglf(lfl~"""", 2832 ',HlRVWTMASFIFSL'WSIGASCOmGR- 007152 2 95,01 0.71 0.1 94 f1113 
jmbe;lod$3OO_nag3007, 287 ·.FCAKOPK'iK.· 1036.27 2 138.66 0.95 0.0 142 313 
~ra""'hag3007_ 1840 -.AAAFANlLI.NOIASKHR- 1911.20 2 222.57 1.35 0,0 151 9132 
jmlagSmflCOll45Ommrnld, 2386 -.QLOKRlaESEEAVQFINK- 21/!$.4B ;; 37667 1.47 0.1 HIli 7/34 
imfagwlSminl0000nmnac,-030801180404.2534 -.OTG'GILSSVOEIOAILOOQIIKTOTMA.· 3075.411 2 395$ 0.72 0.1 27 119 
jmlagSmi1COO1150tnmnac/. 3100 ·.SMKRYLVOSVl1lK.- 15111.92 2 264.71 1.04 0.1 223 113 
,,,,,,,,,,,g200701llb0ad3,905-907 -.W;I(NSEKONQL$VIK.- 18()3Q$ ;; Sn.3S 1.511 0.1 11/56 
~2007d;lbood2, 1050 -.OAIPAVlSRR- 1098.211 2 135,76 0.S7 0.0 1/3 
AawP1>ag20016OM_sdig .. 1. 1_ -.WWFOOPIOTlWIESMNlVlOONK.· 2809.14 :I 283.17 1.52 0.1 159 1f4 
RawPhg2001M<1Elhmelh3digost.2016-2018 -.'NNGlOOlAFAESOVaEMK.- 2100.34 3 1260.2Il 2.04 0.2 .221 114 
jmlcll35Ooool""'Pl1ag3007, 1104 - POKITPAITNV\lTOKLGK.- 1975.28 :I 1010.91 1.39 0.1 555 5117 
im'dlaettl...."ilag3007, 2604 ·.GDNKOOPGSAFSSVAERVK.· 192205 3 1436 66 HIli 0.1 alB 1/3 

t:tJftwl 

.. ",1101' to •• _01 <Iy ... in lin", _1ft 7 [Muo m_1usl 3453,46 36075738.0 19 
rawel\l,.SOOboadi9\l,MaI04.1158 -.OLI.WRlVEEFIK.- 1649,ao 2 56281 1.42 0.1 3S6 5111 
_UIOMeOHb<Iod.MOI04.1450 • .MICRFCAENHTFDEYTEFIEK.· 2<;77 93 ;; 58S.20 1.87 0.0 :111) 17180 
F-.aoG.0<IC19. 1578 -.lIllOLTGlAAR.- 1354,87 2 1389.61 1.56 0.2 410 112 
~150,O<IClt. 1807 '.OLCKRIQESEEAVOFINK.- 211!l1.4B 3 280 . .22 1.3C 0.0 206 1134 
~$Obm •• 1220 '. TAlAA8(EALNLK.· 1372.59 3 635.52 1.34 0.2 144 113 
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Fe eompt.x. 
Peptid~s 

simi •• , to .l(ontmlal dynein heavy chain 1 (Mus mUKulusl 
ImtaWbaaSm1nlmnacl,1466 ·OOI'IAMKMlEKAVK· 1544.95 2 764.38 0.2 9126 
"' .... ucripcMpha91Q9_MaI04.12O • ILSSSKSLANEISOK.· 1605.82 2 124.47 0.0 2/7 
",,,",,,,,rip_60MoOHph.9t99_MArQ4,922 ·,SYLMDPISDPEFFClSCI(,· 193718 3 1111.76 OJ) 3/16 
phograwF1S<Uj0c22.1168 ·.OOnSTTGHSTNfVIAMILPSVHI'K" 2_,10 3 164,74 1.34 0.0 7148 
phagrawFsuc500_doc20,23OO ·,VIPMLOEFIIKK· 1459.87 1 855,44 1.11 00 112 
ph.gmwF.uc500_dec2<),2308 ·,VIPMLOEFIIKK,· 1459,87 1 471.93 114 01 372 5/11 
"''"''''''rip _3OOphaglgg_MoI04, 2614 ·,GnSTTGHSTNFVIAMIlPSVHl'K.· 2509.91 3 265.00 1.13 01 126 13192 
JM'MGNEOBltlO3,34 ·,RPSYVAPl Vl(" 1194,41 3 343,00 1,11 00 292 7118 
Jmffl:-wigg5min450mmnaclsd,800-862 ·,OOI'IAMKMlEKAIIl(· 2 20040 1.50 00 132 7128 
jm«lWl995mln3SOmml'\8Cls)T!f!gednase, eo7 "OOPIAMKMlEKAVI(,· 2 21881 121 00 179 5/13 
jrn!gG1SOfawphag3007,lQ70- ·,sYlMDPISDPEFFOSCK.· 1937.1a 3 886.26 149 0.2 212 17164 
imravr-....mlOigg600mmnadsd.1512-1514 • ,LLFSFCL TVNLLIHONAINKTEWR.· 3 434.34 174 01 58 15192 
imlgGH)QOnaclra'N,>hag3007, ,_ ·,AVKGLWMSTELEEVIISSllNVK" 3 366,70 1.29 01 224 17188 
imIagGoo15m",bead.80 ·,LQllADHFlYSL YVNICASLFEI(,· 3 200 26 ! 19 00 1119 15188 
Jmboads3~72nd. 1= • KAPEOOIIYlHGLFLOOASWDA" 3 836.6'/ l.l9 0,1 429 211110 

control 

similar to axon.mat GyMin he:aYY chatft 7 [Mus mu.-c:uh.l'S] 3088.81 380494890 12 
jmrawtgg5miniggfreebead. 1624 3439.S' 492".29 1,7B 0,1 194 '51116 
"'_C3OOb"d.M.rt)4, 946 2005.36 727,61 1,52 0,0 414- Hll6S 
rawexlc6OObead_MaI'Q4, 1048 Z347.57 829,08 1,77 0.1 363 19,.-'80 
ra_>de 400b .. dlgg.Maro4. 2534 1763.03 134,23 1,13 0.0 119 1/4 
FPboads250_DacI9,2554 ~2S7.88 1 113153 1.51 0.2 2211 17m; 
FPboads500.doc19, :lOao 3361.~ z 7407 oao 0.0 92 31'20 

F'cQompl .. : 
Sco,-a 

11«_ 
Pep-tides. 

Pe~tl~e S eguer'l{:e MH+ 9:!!!li" S<=;, XC OaitaCti Se hltl"S CoY~~ 

1Mmif3r *0 uon.tn.' dYMln haavy c:h.in 7 (Mu. mu"",I".] 13137.19 380494-9'.0 11 
phag_,000_0ec23, 15<16 ·.OKSKOTDGSPIALFNMFIDcCR,· 241lO,87 3 172.99 Lto 0,0 130 1/6 
phagfll.wFllOO_ doc2O. 2652 • MOEDFHDlFKNLOFNHOGTIIEEODLR.· 3181,35 2 57.84 0_93 0,1 ~ 3/25 
.-u<t!p.2OOphaglgg_MaIll4,21199 ·.EIANVOALAMIVEGHLDEYNNMSKK.· 2891.21 3 1:3&_17 • .2!! 0.0 103 5I3l! 
ph·oraM'sUC300_doc2O,3668 ·.lAAHMADYSLFOVEISKGYGSHEWHEDLK.· 3363.70 2 ';;;,32 0,80 0.0 35 118 
"'flIglm!'llld7.5minigg.256 ·EGCIOMCK.· 699,09 2 318.38 122 vI 23. 9/1. 
l"'iag5minigg3SCmmnacl. 489 ·.AeOLIGGlGGEKTR.· 1429.61 3 1817.77 2.11 0.1 792 2-1/52: 
"'flIg!lmin'992SCmtllnocl, 1352 ·.LAAAEGKLKVAMEGlA,· 1658.00 3 18694 "L55 ... , 4." 11>100 
I"'flIg5minigg6OOmmnacL 2156 ·,AYEVGLDKLOSASSOVA l'MOSELEAlHPOU<.· 3445.85 2 418:.54 1,03 v2 71 21'S. 2 
1"'''''''995mtn4SCmm!'llldsd,IlOO-!lQ2 • JVKAOETII ANOOAMAAK.· 1116.Q1 3 179,83 1,30 (1,<) "'36 ';4 2 
,.,lgG300rawpltag3007.1080 ·,ANEVMKMK.· 1036.30 2 211.13 0.87 01 264 9/14 2 
jm!ag5minl'QI",Mmnaddttdpl,2708 ·,RYEVGLDKLDSASSOVATMOSELEAlHPOLK· 3445,85 2 29,58 0.70 0.0 36 111(): 2 
"'flIg .. 20 .mlnfr_lmnaddttdpi, 2708 ·.RYEVGlDKLDSASSOVATMOSELEAlHPOLK· 3445,85 2 29,58 010 0,0 36 lno 2 
alm"'l'hagIMN.Cl20,2732 ·.EGCIDMCKAFHTSTINLSTSFHNELOR.· 3169,51 3 264,41 1,41 00 171104 
"'laglm"adl,5mllll\llt,256 • EGCIDMCK.· 899.09 2 318.38 122 0,1 Ill!. 
,.,iag5minigg35Ommnocl, 439 ·,AEOUOOLGClEKTR,· 1429,61 3 1817,77 2,11 0,1 792 21152 
~haglMNaCl20, 2732 ·,EGCIDMCKAFHTSTINLSTSFHNELOR.· 3169.51 3 264,41 1.47 0.0 170 
jmfllg5mil1ig<J6OOmmnac1, 2756 • .RYEVGLDKlDSASSOVA TMOSELEALHPOLK· 3445,85 2 418,54 1,03 0,2 71 
jmlagcon5minn&lOmmf\ad, .t7f; ·,AEQLIGGLGGEK,· 1172.31 3 490.75 1,2l; 0,1 4111 
~ISOrawp1>ag3007, 196!H 97\) • LAKlOOTlELNK.· 1_,62 1 744,21 u. O.!! 4/11 
AawP!tag2007EI8aodsdig •• C 030718152503. 1190 ·,SHAlLVGVGGSGROSVTR· 1782,00 2 1093.1<) 1,2l; 0,2 322 11134 
jmIdI15Qnac~3OQ7, 2002 " VILRKCAESOMDGVFLFTDTOIK" 2644.11 3 316.92 1,6() 0,0 mas 
jmldlacbnra~07, 2196 ·VAKIVAPK· 826,06 1 549.42 1,33 O.G 417 2 
.-ucrW_3SOphagW-MaI04, ,_ ·,PIPLSRACSSSR.· 1274.43 :I 223,93 0,$0 0.0 4111 
raw.uct!p_ 35OphagW-Ma104, 1704 ·.OlGQKSRHP1'DFK,· 1542,73 :I 150,31 1.15 a,o 5112 
...... U<t!p_45Ophag'9ll_MaI04.17S2-1764 ·,QLGQKSRHP1'DFK.· 1542,13 :I 174,76 1.16 M 128 318 
pa,ag_ouc5OO_doc2O,3478 ·,HPTOI'KTEI11lGFPARYWlSAFFSPOG. • 3111.42 t 111.42 0,98 0.1 65 7152 
jmlaglm!'llld5rnio1coo, 1110 ·IAVEPPOOLK.· 1082.25 2 17'&.95 0,;14 0.0 209 519 
JMFAQNACLIO_1821E3,1266-I268 ·.AQKYtEfIIlIYMOPK, • 1740.06 2 1.83 (1,<) 516 112 
jmigg450rawphag3007,1974 ·,EVNYLISEVTFGGR.· 2 O.!!<I 0,<) 54 SJ28 
-.phag2007chlb0ad3,1815-1817 ·.EVNYlISEVTFOOA.· 2 378.13 1.37 01 234 9126 
ajrav;mediapbsnocells, 440 ·.IAVE.PPOGLK,· 2 261.55 <),97 <),1 200 41$ 

--_HI.'" .. ......,.1 dYMln _VI' .MIn 1 [M .... mu ..... u.) i/7U,05 36049491,0 12 
_s600_0",,19,810 "TEDFWGPAK,' 1051.13 2 220,112 1.08 01 102 7116 
FPbaads800~D9C19. 1964 ·,Al)lEHOVDLCSKKlER,· 1885,14 2 176211 1.12 0,1 115 7f30 
~ .. ,_4S(lI>OO<Ilgg_MaI04, 2844 "WIKNMEKTNSlQLtK" 1847,22 3 327,13 1.20 <).0 256 114 
nl'N9m]OOberadigg_Mar04,68O ·.ILFSICLFSAVLlER.· 1725,13 3 120,98 120 (),O 101 15156 
FPb9ad&20(LD.e19.1341 "EVNYlISEVTFGGRVVDEWOMR .• 2615.90 3 229,'8 1,19 00 188 4121 
_ .... _600beedigq __ , 3015 

·,FGNOOWRlHAEGTPQI(,· HI27 00 2 52 QS 0,90 00 57 1/6 

jm_""'!'hag3001,144G-I442 "EVNYlISEVTFOOA,· 1564.76 2 16&664 1.73 (1.2 .sa 11n6 

Fce.ompiex 
Score Ace......, P.p1idlt} 

PeeOOf! Segv.nt' MH. Char~ Sco,. XC OeltaCN Ie tllvnf 

!limit., to Oy","" intHmfiUat. CNtR l. aRtWm.u <,Q~ dyMin I_ 3758.10 38091940.0 
jmlgG15Q,..."hag3007,100·1_ ·JSEP!EVVIMOISR.· 180189 714.92 1.90 0.1 2'9 lTI52 
jmlgG300rawphag3007, HOi ·.OSHVLlGGCVNGQ.A,CWDrHK. 2131.&3 106.6.& 1,09 0.0 sa Ill4\) 

jmmWlgg5m_ho.OIhaw,2.sa ·.KGSLV~ELSTIeFSHAOl'VYGnWLOSK.· 3163.51 683.01 1,{)8 0.2 iI4 1111 
phagrawFsUC:150_dtc22.910 ·NPVDT(lJQC$ASMSEHEANTER • 2371.5~ 213.00 125 0.0 167 4121 
pltagtawf.,.,400_doc20,26112 -,KGSlVAElSTIEFSHAOl'VYGl1WlQSK.- 3163.57 6007 096 OQ 112 1111 
jmbeads300_ag3007,610 -,1$EPIEI/IIlMOISR· 160-L89 414.25 Hll 01 174 7128 
RewPltag2007E,lloadsdigo.UY.10718152503, 1196 .. D$HVLlGGCYNGOIA,CWOffiK.' 23:)1.63 134621 t sa 02 316 17180 
,.,1d1300n""""""hag3007, 1_ -.VEGKEOOOKEEEMLOLDElVGK.· 2560.11 21g.95 134 00 157 2111 

~ontrol 

aimUer to OyMin im.rMe<lu.t. oMln 2. ... on."'al (Montma' dyMln mt. 1251.30 36Q911tl4Q 0 
,_.I_.MaI04.389 ·KAKTOAEK· 904_05 10<1 01 261 411' 
rlI\,""dtUlOObaod.MaI04.1696 • EOLENALGAISlEFE5nP!!('· 229L54 0"'1 00 95 115 
"'_1,,-,,276 ,EEEAAl.OLDElVGK,· 1Sj1.64 '.1. 0,1 338 11126 
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Fe complex 
Score AccessIOn Peptides 

Pet!:tlde S eguence MH+ Char~e Score xc De-Its eN Sa Ions Count 
.xonemel dynein tHNtvy ch*in [Mus musculus] 959370 4253.69 119915250 19 

phagrawfsuclS0_dec22.988 -.lIDENVVSVHOFEWISOlR· 2300.5& 339.99 1.33 00 25& 114 

rawsucrtp_600phag'99_Mat04. 1072 ·.MORMVlSALIVIEVHAKDVVSK.· 2468.02 254.13 1.28 0.0 199 4121 
rawsucrtp_800phag,gg_MM)4,2030 '. TETrKDlGKAlAIOTWFNCSDOLDFMAMGK.· 3377.90 103,91 osa 0,1 67 3120 
jmfagSmjfH99150mmnacL8n-874 ·JOLMOONNFOEK - 1508 68 4S6,4O 1.84 0,1 218 3111 
iml'll'Nl9g5rmnbMdsymgdnase.1235 -,llDSlRDCNKLLDLVOK· 1981.35 294,67 125 0,1 197 15164 

jmrawtgg5mtn3SOmmnacl$yrJngednue, 1341 ·,PYIPUQGlRNPGMR- 172&,08 94126 147 0,2 378 11/28 

/flllgG250_ag3001 2390 -,lVFLEERIVK.· 124&.52 175,32 0,97 00 180 112 
jmfagtimecoo2-Smll,910.9tO 3 ·.LlDlVOKGlSESlETK· 177405 408.75 140 0,1 238 4115 
cawphag2007chlfsol3,843 ·.KIOLMDONNFOEK,· 163S.86 441.06 104 02 185 5112 
cawphag2007C/1'be0d3. 1913 ·JMKASVHDIlEMAIKAvt TMLR . 2549.16 806.20 lAl 0,0 558 11142 

control 

axonemal dynein heavy chain [Mus musculus127820S 1645.43 11991525,0 24 
_,_octlnbead'9!/-M8I04. 549 ·,PKGNLTFAR· 1004,11 19595 1.25 00 141 318 
raweldC150belkCMat04,2697 - LVITPl TORCvt TL TGALHlKFGGAPAGPAGTG> 3412,01 152,21 1.08 0,1 107 5133 
jmbsa4OOnacl"",,!,hag3007 _030802153340.915·917 • DIPACOEVALDIR- 1443,65 815.35 2.04 0,0 426 318 
jmrow5minbsalree.t1haw. 2204 -,DIPACOEVALDIR- 1443.65 421.87 1.33 0.1 241 7/24 

Fe com~.x 
Scor. A<x:0SSl0fl Peptides 

P ~!?:tide 5: eguence MH+ Chsr:ge Sooro XC Delta eN $2 lon1 Count 
t:imU.,. to tU(OMfY'I.1 h •• vy ch~i" dyn.in type 3 (Mus musculus] 2$15.94 38348574,0 
,mfagSmIneon45Ommnact 1234·1236 ·.FADDVSMOOTK.- 112924 883.86 1.42 02 296 11120 
JMFAGNAC11562:1E3.1772 ·,PDKIVPAIONFICETMGK· 2005.39 105,85 0,86 0,0 123 5/34 
""""",rtp_60MeOHplIagigg_MA104.1048 ·.SLFEKDKLLFSlLLTVGlLK.- 2219,80 313.15 1.43 0,0 217 17176 
phagrawFsUC450_doc.2O.2558 ·.SLIDlGRAIKGQVLMSSELEEVFNSMLVGK.· 3265.84 21a9 1.09 0.1 73 3/29 
phagrawFsuccM_dec23. 2682 ·.IEYIIEHFTLSIYNNVCRSLFEK.- 2833,2. 44528 1.82 0.1 184 :1111 
raWSUClfp _60MaCHplIagigg_MA104. 1048 ·.SLFEKDKLlFSlll TVGLlK.- 2279,80 31315 1,43 00 217 17176 
pIlag",wF""""hl_dec23.2682 -.IEYIIEHFTLSIYNNVCRSLFEK.- 445,28 1,82 0,1 184 2111 
jmkll4OOtirot_v.p/1ag3007. 1450 ·.IEYIIEHFTLSIYNNVCRSLFEK,- 191.48 1.14 0,1 136 13188 

con1tol 

Unitar to a:r:onem-.l heavy chain GyMin tvJM 3 {Mus mu.acutua) 590.13 383485740 16 
rawextr_15Obea{LMar04.359-361 -.VlSEEISEK.- 1034,14 590,13 1.tO 0.1 315 15132 

""complex 
Score Accession Peptides 

P eeooe S eguence MH. Cha!lj' Score XC OoltaCN S2 tQn'S Count 
"miler to axonemel hUlvy chain elyn .... type 3 [II .... mu.culu.) 10813.2' 38081391.0 29 
pIlagrawFsuc200_dec:22.1109 ·.DlROASERLEFLMOYADLPNEOII(.- 268319 94660 1.11 0.2 113 17/92 
rawsu<:rt> _8OOp/1ag1g9_Mar04. 137. ·.HGYMlVGDPMGGKTSAYK.· 191321 '20,82 1.12 0.1 222 6/17 
phagrawF200_dGC22.2013 ·.APVPWHNIVOSTKK. • 1669.91 36160 1.32 0,1 184 7128 
phagrawFsuc300_dOC2O.2682 ·.ITDDNIRSLFFGDvtKPESOQK, - 260284 5601 0.87 0,0 60 117 
rawsucrlp_9OOp/1ag1g9_Ma104.2756 -.NVYOPNFINFSARTSANOTODIIMS!t- 298931 66.75 0.16 0,1 61 3125 
phagrawF200_dOC22.2909 ·.FNLKAKDDVTGMPFVCK.- 191428 25966 105 0.1 150 9/:')2 
phagrawFch~_dac23. 3388 -. TLL TTPAlEPLOVSlRSEKESOVYYSlMK.· 337785 10887 0.93 0,1 61 9IS6 
jm18gSminiggb_Ul305282001 OS. 1315 -.AAVENFlPTPSKSHVVFNLR.- 229159 32794 1.39 01 198 4119 
jm18g1mnacl2.5m1l1igg. 1836 -,GLAOAGAWACFDEFNR· 1156.92 28506 '-HI 00 236 113 
jm18gSmin'991000mmnacl. 1914 -,RKGLFGPPIGK.· 1170,43 451.94 1.16 0.1 185 215 
jm18gSminlQ94OO1M1nac1. 2026 -,DPIIYFNPTFOOCWOLIK.· 216550 504,11 1.53 0.1 127 15168 
jm18g1mnacl2.5m1nf99.2046 -,EVSEALVEOTLTDFLK.- 180999 310.18 1.32 0.1 136 4115 
JMFAGNACL5821E3.2064 -,DPIIYFNPTFOOCWOLIK .. 216550 164,57 1.46 00 113 3/17 
JI1118g'mnacl7.Sm1l1igg.2S22 "DTNRlDIVDVLLVTAMGf1OGGGRNDITGR.- 302',40 541.84 1.11 0.2 112 9IS6 
jm18gSm1nf991000mmnacl.2936 -,DFSRVKlGVllCPHll-IlOOLEKF'R· 2966,45 119,45 1.09 0.0 109 5124 
jm18g1mnacl7.5minigg.3092 "NVYOPNANFSARTSANOTODIIMSKLDR.- 3373.75 135.04 0,91 0.1 37 3/28 
jmI9GI501a~7. 1288 -,lEVEVlSVVAOOILS'OOAIIRKlK.- 2820.41 505,64 1.64 0.1 248 19196 
"' ... ~un2Oacl1nDPI. 1396 ·,TLlDYPAPKR.- 1110.33 13334 0.89 0.0 150 113 
jm1aglron<:hSm"''99

'
mNlddtt.1429-1431 -.CFEGIAKlEFTllM.EIKGMISSEK.- 2704.11 908,1' 2.27 0.1 349 21/92 

","'~.1468 '. VYOPVT1SIPADK.- 1516.n 291.33 1.08 0.1 169 113 
jm.a..m1nf992OOmm ....... jMgdoas, 1712 ·.VSEIPANTAELVALlEvtKK.- 2202.58 3 10488 1.18 0.0 90 4119 
jm1agtim~ Slnin.lll0.1110,3 ·.NVHVQMITTEAl YGYEvtGNSPR.- 265696 0 450,60 181 0.1 209 17188 
jmlagcooSln..n6OOmmnacl. 1293 • LCSEOLSSOHHYDYGMRAVK.· 2353 62 3 247,56 1,92 00 115 15116 
JI11_sacllnl1l~7. 1957 -.DNlll YQVOVNRETNTSlCNOYSTII\DK.- 3232.53 2 69.34 075 0,0 91 4121 
JI1118gSmW'l<OOt35O.193O -.DPIIVFNPTFOOCWOLIK· 216550 3 452,36 1,40 0.1 179 4117 
JI11_ .. SOta~7. 2566 -.PTETIClANMLEYGFGK. • 1876.1' 2 325.27 125 0.1 168 9132 
jm1agtim8C<1t>lllmn_03060123Q141. 3052 "MSOTNCSAOKLDKSDSVHHMSHSOAR.· 2902.16 3 205.34 1.33 0.0 154 4125 
"""I1f1ag2007ch_. 1675 ·.SIVOYlLMDPMEKKR· 183921 2 48U. 1,09 0.1 339 11/28 
Rav.A\g2007MeEII"n~. 2466 "SVlTAAGNLK.- 974.14 2 849.4. 1,66 0.2 188 112 
phagrawFchl_<I<Ic23.3388 "TLlTTPALEPlOVSlRSEKESDYYYSLMK.- 3371,85 2 10687 0,93 0.1 61 9156 
jmldlb_"'!>ha93001.209$ ·.EODHiRGPSDSIGNNYSL T AROMK.- 2729.89 3 619.16 1.68 0.1 2<:>7 19/92 

("Gnttol 

_ .... 10._ -"., -.. dynein typo 3 [IoI ... m-.. .... J 1_.08 38087391.0 36 
__ '~_.912·91' '. VKlGVlLCPHTHlODLEK.- 2044., 467.71 140 0.1 124 7/34 __ '501>eadlgg2_Mar04. _ 

·.NOYDSSRNlEEYFASVASFMSLOLR.- 294'.18 109.44 095 0.0 106 3/16 __ '~_.1316 
-.SVl T AAGNLKLK.· 1215.47 27028 1.04 0.0 250 4111 

taMJdr_500beacCMar04.1342 -.OONDFKEPYQEMDFF'PQLIMIK .• 2820.23 35279 164 0,1 51 15188 
FPb00ds600_DocI9.1$16 -.E7VPFIOTI'lPVKAKGMVEI(.- 2279,73 84,09 0,90 0,0 85 4119 
FPboodsSOO_d«:19.3450 ·.LEGYSKELEMFRK.- 1630.89 34126 098 0.0 334 5/12 
jmra.osasmWlbMonic. 2172 -.V1RAl'VPWHNIYOSTK.- 1910.21 140,50 1.56 0,0 73 lIS 
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Fceomplex 
Score AccesSIOn Peptide-s 

? eetJd-e S eguence Wi, Cha[ljo Score XC DeiI.CN 52 '''''' Count 
dyMin, eytopl.$l1'Iic. interm4Kfiattl chain 2" [Mus mysculY.j 4345.54 6753658.0 
jfTlbeads400ra.."nag3007.380 ·.KEAAVSVQEESDlEKK.- 1790.95 22903 1.39 00 '48 115 
jrn!ag'm""""tl Omio_030601 202502.664-866 -.ADAEEEAA TR- 1063.06 352.29 110 0.0 311 7118 
jfTlbeadsacli"'.wphag3007. 1355 -,KTTPEYVFHCQSAVMSA TFAK.- 2347.70 1143.29 1.53 0.2 399 23180 
jfTlbeads350rawphag3007211<1.2464 ·.EIVTYTKETOTPVTAQPK.- 2035 28 65139 111 0.1 409 19168 
rawsucr!p_800phag"9_Mar04. 1512 ·.SVSTPSEAGSOOSGOGAVGSARGPIK.- 2503.63 59196 152 0.1 299 115 
phagrawFsuc400_dec20,1916 ·.EIVTYTK.- 85396 11764 1.04 0.0 99 112 
JMFAGNAC110_' 821 E3. 1292 -.PPVEPEEEKRKK. - 1524.74 173.OS 0.90 0.1 154 7124 
ajfa'f4)haglun2Odpi1 MNaCI, 1870 -.lTOVDFPPREIVTYTK.- 1908.19 42949 1.67 01 171 1/3 
jmfag5mtnlggSOOmmnacl,1954 -.SVSTPSEAGSOOSGOGAVGSARGPIK.- 2503.63 452.53 1.43 0.0 305 191100 
jmIdI15Orlaclrawphag3007. 1548 ·.DEENDSKAPPHEl TEEEK.- 2098.13 204.87 1.18 0.0 189 5117 

_01 

Fceompl"" 
Score Accession Peptides 

Pee:tlde S eguence MH. Cha!jle Score XC Derta CN 52 Ions Count 
!-bet. dyne;n [Mus musculus) 9154.41 29243996.0 
jmrawtlasSmin 1 mnad. 11 00 -.LAEVAEKlEMlK.· 1459.78 :) 005.79 1.49 0.1 321 4111 
rawsucrtp_500phagigg_Mar04.600 -.QLGEQNFIK.- 1077.22 2' 440.44 1.32 0.1 212 7f16 
phagrawFsuc200_dec22, 1111 -.F AIDNFL TNPT1<VA.- 1636.86 3 334.33 1.29 0.0 252 4113 
phag,awFsuc200_dec22,1155 -.LlGEKAOELLDQANK.· 1756<00 3 295.96 1.27 0.1 163 13156 
rawsucrtp_OOOphag'g9_Mar04.1516 -.MUAIGDKEVEYNPNFR.- 2095.41 3 231.48 1.22 0.1 154 13164 
phagrawF450_dec20.2116 -.AGSTDAASFVIGIDLASGSMTSDHWIK.- 2909.23 2 594.86 0.88 0.2 00 7/52 
JMMAGNEG816D3.416 -,W ALMIDPQGQALKWIK.· 1899.29 :) 342.72 1.61 0.1 128 114 
jmrawigg5minbeadsfreezethaw. 476 -.VEQFETWASA.- 1253.35 2 524.02 1.35 0.0 374 1/2 
JMFAGNACL15B21E3,508 -oW ALMIDPQGQAlKWIK.- 1899.29 3 208.82 1.41 0.0 142 4115 
,mfaglmnac!7,5minigQ,932 -.EOOLEAQLLGIVVRK.- 1653.95 2 341.54 1.33 0.0 241 5114 
jmfag5mioigg3oommnad. 942 -.EEKVlELAADVK.- 1344.54 3 111.42 1.25 0.0 89 1/4 
jmlgG250rawphag3007.1080 -<KIGAYCAQPDFQPDIIGRVSLAAK.- 2562.97 3 448.41 1.61 0.1 168 9/46 
jmlgGl0oonacirawphag3007.1244 -.ASFVIGIDlR.- 1091.29 2 236.79 1.06 0.0 222 112 
jmfagSminigg300mmnad, 2188 -.KSEEMELKlER.- 1392.61 2 310.26 1.30 0.0 239 112 
jmfagtimecon7.5min.390.390.2 -.PELEEQK.- 872.94 0 632.25 1.79 0.1 295 213 
jmfagnmecon2.5min.l024.1024.2 -.EQGLEAQLLGIVVRK.· 1653.95 0 006.40 1.69 0.1 219 11128 
jmfagtimecon7.Smin.1512.1512.2 -.DSLVINIAAGKR.- 1257.47 0 174.39 1.27 0.0 137 4111 
jmfagtimecon7.5mio.1780.1780.3 -.DGVWVRGLYLEGAGWDRK_- 2078.32 0 305.28 1.38 0.1 176 13168 
jmfag5mincont200mmnac!, 1068 ·.EQGLEAQLLGIVVAK.- 1653.95 2 411.59 1.14 0.1 298 5114 
jmfag5mincon450mmnac!, 1202 ·.EAYRPCAQR.- 1094.23 3 177.64 0.93 0.1 100 9132 
jmbeads150rawphag3OO7, 1766 -.SYGRPPAQVEIVMQAVMILRGNEPlWAEAK.- 3343.87 2 146.73 0<99 0.1 110 5/29 
jmbeads350rawphag30072nd, 2462 -.FAIDNFL TNPT1<VR.- 1636.86 3 173.92 1.14 0.1 58 114 
rawphag2007chlfsol3. 1727 -.IAIEEVKCQALADNAQK.- 1845.11 2 1338.10 1.29 0.3 118 9132 
RawPhg2007Etsolutiondigest, 2197 -.DEIINQIWIRKIR.- H198.01 2 161.26 0.87 0.0 171 113 

control 

l-bet8 dynein [Mu, musculus} 3024.99 29243996.0 23 
rawext,_ 450beadig\l-Mar04.552·554 -.KDIGEIKSYGA.- 1266.43 3 204.38 1.72 0.1 39 114 
rawextr_200beadigg_Mar04,609-611 -.W ALMIDPQGQALKWIK.- 1899.29 3 786.32 1.80 0.1 234 113 
rawext,-900bea(LMar04. 690 -.WALMIDPQGQALKWIK.- 1899.29 3 237.11 1.61 0.0 138 4115 
FPbeadsOOO_DecI9.1708 -,SNKLEDRIEYlNDYHTYAVYR.- 2663.86 3 450.72 1.38 0.0 305 9140 
rawext,-SOObead_MaI04.2416 -_lLAlDPSPlNWlLQEIQRYNK.- 2537.98 3 792.61 1.73 0.1 398 5121 
jrnbsa450nac!orawphag3007.80 -.QLGEQNFIK.- 1077.22 2 23.55 0.82 0.0 21 114 
jmrawbsaSminlowionic. 2460 -_VEVMSlELEDAKK.- 1491.73 3 530.32 1.06 0.0 497 113 
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FC' c:ontp*)( 
500", A~l()n Pitpbde:s 

t;imw to 0yMm t.aYY dWn.t 3iO CG11142..pA [Mus mUHuhJ_l 
iJ'I'~.mlml"-act 1224- ~ KMiVL Y1(--

fIl'l"~:'>5''I'lKf~mf'..ad 2-824- ~ GWGWA!$PGA. TEEKK: + 142 
-rawsu~_~a~_M-atC:. 3Z4..a26 ·,LERNFFl rJ{R ~ 2 ;5 
rtiWS'.Jcrlp_4~~9JWNM.iL~, 1250 • l VPEVVHSHEKK> 1.14 4ll} 

pha<;tUf"5-~ .. d_2, 1333 - NIVOOLPPTPSKFHYlFNLR • 177 17176 
ntWSUC!'1p_9OOphaQll}Q_Mar04,1492 • KHLGLS1TPTSVVLLQElGAFN!( • ~30 31 ! 14 It< 
taWSu<:,.,,_50M00Hph·;:l"JlLMMl4,2042 • SVLVMAGELKAGSADlOEDVIILMF>, 3 143 01 184 4123 
phag .. wF60MoOH _ ","",3, 2436 • KHlGlS.TPTSWllOELGRFNK • 3 145 00 an;! 
rawsucrlp_3OO<>h.ll'9\I ...... n:>4, 2TSS • nVQNH.GNlV1EHFNDDFEMVMR, 288922 3 i30S7 l1Q 00 7/4$ 
ImfagSmmlggbfid,,030528200Hi5. 1079 • NlEANVEKR • 107319 2 53720 121 01 9I1S 
jmfa(} I mnac15rnlriI99.466-46& • ALKSvt. VMAGELK • t359.70 3 S8278 149 01 7/2. 
~tQ9:ft'I\tj;(;h20mjf'!J9g1 mnacidtt 840 . AlROMNL?K 10582!! 2 441 SS 12S 01 9111; 
tnfgi34i)Ol'Iwpfi4Q300i, 1042 • LDK501lTEIR • 111630 2 831 120 02 1/3 
p'l>\)G400rawph¥;i3007,121$"21$ • LAEKiAlOIQR • '24541 2 129 00 1/2 
Jrt'18g5mtI"llQg3S0mmnac( 1241 • HlGlSITPTSWLLOELGRFNl(,· 2423 S4 3 222,43 144 01 1/£ 
1"'''JU<SO'''''''''O\I:)OOl, '330 · WLOOIQNl(LK· 129955 2 631.80 161 01 350 5J9 
lm5m;,rng9r.ty"H~'nc. 1410 • GWGWAISP(lA TEEKK • 161179 3 68691 141 00 <57 9/28 
~n<t90Jdm20. 1530 • WlNDLDELMt-lRR ~ 1598 S1 2 1071 75 113 03 81 3111 
#>"'I>"OIINfl20OiltlMNoCI. 1760 ·GYSENNFR· 98701 2 34832 08$ 01 112 
l"'~m""_,11&7·17l!!1 • GWGWA'SPGA.TEEKK" 16t779 3 69522 165 01 9128 
atrawPhag,Ufi20dj;t!~MNaCt 17" ·GYSENNl'R· 98701 2 26097 099 00 2OO 112 
l"'1<jGl 50"'",,","93007,2146 ·_ll'V'lTTSMRRNAMG1GlVFEAtl\.FTAK • 299148 2 11094 102 00 loa 9/52 
l"'I<jG25OfOwph .. ,l3OO7,2154 • VPOEElOFFLKt)NISlEKSK, 232264 3 34093 .2:) 01 235 411. 
fmlagtH'r'Ieoon7 5mm 122,l22:) • MOflG"'AlLVGYQGSGl(,' i554 80 0 80251 • 50 01 396 .9J60 
}mfagllmec:on,2,Smlfl.940 940 3 >,GWGWA,ISPUA fEEKK • HH1N 0 91654 197 01 425 511' 
1I'flbtg~5mlfln6()()mmna¢t, 1;21 ~tUlACFR ~ 103435 2 85831 U)2 03 84 1/2 
lmta9lJm"","Qml!1,508 • DGYRPAAAR,. 1062"'1 3 19043 1)1 00 181 l>r32 
Jmb.....aOOrawph.g3007, 576 • .J(HLGLSITPTSWlLOElGR· 216256 3 80U2 1,69 01 29<l 1f.4 

Jf1lboa<ls<lSOrawph'g3007,740·742 • GWGWAI5PGATEEKK • HH11!i 3 111359 211 00 531 3i8 
,m_SOrawphag30072nd, 994 • VARLERNFFl11<,· 1494 n 3 92920 182 01 482 -4111 
pnrageooSmnnSOOmmnad, 27fl3 • KYlLFDGOVOAlWVENMNSVMDllNK • 293326 2 89641 101 02 92 lIS 
""",hagZ007cMsoll, lCOO • LERNFFl 11<R • 132456 3 1946$8 lil8 01 101$ 1 !illS 
A_"agZOO760 __ 1344 • LOK501lTE'RSFAK • '609 81 2 10$2.01 148 O. 295 11126 
.. ..,,"agZOO1c11IbMdl.100_ • NllKOlEDSLLR ' 1429 65 2 22517 089 0' 217 .,,, 
""I'1Wl2007c11lb0ad3.2397 • QVOT\lCECILIMKGYK • la5730 2 OO103 153 02 188 11130 
Jf1l<OI1QOOn_0II3001,17H, • SIRtl\.GF'AAMGKAGGGfI· lna07 2 66543 , 2_ 02 179 9134 
Jf1l1dl3S0n_hagJOO1,1lr./4 • TAKGMMSOf'NFlR,· 14SS 73 2 85692 127 02 367 11/24 
jt!11d\'000n_ag3007,2068 • KHlGlSIil'rsWllaELG~,· 25520' 2 26493 1 IS 01 '39 114 

Cf)fItf1)t 

.... IW 10 I)ynoIn -., _in at HO ro'84:!.pA [ ......... -J .9()f..1S 

Jf1l"'""995>"""W_· 2192 • ALAGEVGM$NElDOllAASlFlGHlPHIWR· 2 934. 086 01 62 117 mwo",_3S_'9Il2 __ , 128& • YUGEVMYOORAlOSFDR • 3 , '3 00 318 ". ........ _5OOb~M...,., 1448 • SNYVTI'1<NYlOflN1YSKllOEK,· 3 .~ 01 306 191M """' ..... -' ___ ' 1682 
• OlSRVFNGl VL ThlPDR· 1817<)4 2 145 01 199 113 

I'aWEtxtr_7OObMd:tgg.,..Uar04-, 1794 • MW"QTOLNWTCl TR • 184119 2 102 01 ~43 3110 
_.25ObMa>99_Mat<l4, \812 • N.KGLLK11.NTnSEMEAVSK • 233313 3 '8' 0' 340 11~ ___ >99..

M
at<l4,I662 

• G"'~lVGVGGSGKQSl.AR· 1711796 2 01 236 1tJ3.t 
F_SO_o..I9, 3026 ·IL'T'TYMDEYlGDFIFQTFOPFHFFR· 3'655$ 2 00 ., 5I.a 
jmrawSmmbsafnlleZthaw, 1028 • GNISLe;KSK • 91611 2 01 2'8 1/2 
pnriM5n'!W!osafnlez1t1.aw.1242 ·lOKSOIlTE'R,. 111830 2 01 ;291 4J9 
1"''''~hag3001_03080213S831, 13Q2 ·KHlGUIITPTSVVLlOEl~ • 255201 3 '69 0.2 145 lif44 

238 



Fi%QOmp6u 
1I'."Ud'ff 

~. *X(:;MmM. huYr main ,; dynwt, .IOn, ~ dhU15 •• ~.I 
A.JAAWPM.t;UXWl(l....,lllli3, 1179 • GGASLOtKACPPKl'SK • , ..... ~ 31'0 
A.,jAAW~=eonlf.Ja"13, 234l • NG~tlASS$YLDWSPllEGFLKAR . 2n12S III 3123 
A.,jAAW~I_(X)ntf...Pfl13, 63Q *ANUVOE..,R· 105119 ... •• 'iff {II' $ 
~lMNaCI2022ge·2300 · llAKOOKAYLL1GEOOTAI( • '92728 , 77 00 11. 114 
A.,jAAW~.JJO(t13, 1492 · LMF'AaVTSl'O<1'L m • t890 17 o. .02 '" '"'_'~'2202 • HKMOTASTUOOI.AGEKER· 205836 0.' - 21i 
;'t'b$Iad«l~72602 • FFR YOLCE€OLSKQ\lHYOFGL~· 286824 •• .04 5122 -.- ·ELAOKtK· n489 •• .. til! .....--,- ·$v ....... IIPOII· .00023 0. 3«' 9/1$ 
~"",,,ci'rH:aYIt~'naq3001, 2045 • EGHSEAlASSfNAQASSLPLTATAFlKI(. 2702 ge '3181 0 .• ". 0152 
!ff!faQ .. 2Q_~1mt\laClml:dpt207S·2Q78 • tAKvu.eS:EVL YHA • '73108 315M t" •. l 2J$ 51'3 
rnMot~ttlQO 870-672 • SPIDfEWLIt· 11:2324 53751 <:>.' .05 'Il! 
",taqt~"'9Q,326 • F¥O.TFEK· 103121 149625 ., MIl 1117 
",fa9I~,Sm,,'9Q', 11$8 • 1T At TGt-IS]"OVGNtztfFl( * 

._00 2HH 81 1$5 6' .- '31:12 
,ntaQ5m~, 10 4 RPP~l YEYFt.iS~.~ 190410 t29 il3 069 •• 1> • 212& 
;"I"I~n.:xw'It4iX)_!l305l1151!tl4. 2384 • FFIt YOLCEEOlSl«l\lHYOF<:lI.I\ .. ;296624 241t1 .a. o. '5' IV" 
,."tagSmIn«Yt(4OQw~llSt834 "84 • WRGNAUI/Q_GG5(\!(· 1483 70 7.45 :JS .12 0' 3$3 '1:1 
",~5rn~t~dttdp! 20.76-2078 -lAKVU.EfEvt VHR • 173108 3158& 111 .t Z3fJ 51" 
fntaQ5mt'lIQ9150mronael, 1468 ,GVSWrTllRYl.OOEIOYGGRVlOOYOK.· 301131 9375 1-01 00 .. lt1tOO 
,"iaqSmn~mnad-, 2_ .~\'l(IOVOK"· 110128 2""28 .41 .0 116 1:Ir.!& '"'_"'9935-__ 3«3 ~ SVWSI"I...MEOLJt· 141555 2.4950: ""' ill 111 31" 
,",_"~_,8&4 "IlWARQLfHR- '34000 50753 ' .. 0.' 3'& 111$ 
",teq5mIfl~ .. ()1062a<OOl()S ms • OnNEEVIEFLNPYFEMSoYNIITAKR- 3mS8 .... 0'.11 O • ,. :)IZ1l 

1f!~"'~~~fl306Oli~.1S6<t- ~ ELS.ONlLYFl~ 116$28 2740e 121 00 2lt$ 1111* 
,"~2-~~'991MfI3C.Idt't, 752 • 'THtLEDVTAM(AA • 155375- -LJ6-H 154 •• 2'!1 '7"-" 
,"~5m"'991m~ Z:U ~ LLKYW'ROTDIR * 141se:r 18::8()8 .. s •• .,. 31& 
JMFAGNACl1()_2821El. n7t • Vll i'EKOEJ ... fJ< - 1noS5 2"49;$2 1{',* U '25 112<> 
JMFAGNACl..HU!B2'1E3, 'Hl ~ IE mWSMGOGOEVHAR,. '~1$ 0522. ll0 o. 17. t,.,. 
JMFAGNACU821U 1316 • VR,IE"ENIt TWEESOK· i~2'> ;180 ,3< at ". ",.. 
1"fagtmC)l"ll()Tm:.1 21;t.12:1$ • Ev,rs..O<lFK • 12'H 43 ., ... '4;1 o • 353 
,"~.1734 -G~SSEUSI(- 'J:l9OS7 3«$0$ "'" . , '$J ,",1gG1 __ '161~ 

,ESONElQ"Sl_ • UWt n l-1~"1 2,$9 o • HI'" ,",,,,,,, __ 1.2<l$() 
·p ..... e-'EMlOTlKPSOlAMI· 232482 20"''' 113 •. 1 '07 

,"kJG:2~'1, -,668 • lU.1AswCPOf:lnAOAR ~ ;l"Q.134;) ~51 1;)1 00 rro 
fYt~,131. ~ AVUiGEOOTAK • 86'(>3 1.i .2 , .. , '51" 
'"'''~.<l<l1$ .IoiQT.4SlI.ISGlAGe<ERWTEOSK. 2002. ,(>3 0' $. " .. 
JMMAGT>bo,SHSEl, Z$46 • KY'IAOSt.4GENY""GV .. c~.E>(1WeE$OPII· 11252 •• 2 ," ,. 11\1 
'"r.tW5m~.1SZ""S26 ·EFM(>Tl(· 30&291 "8 01 '43 ./3 
".raw5M~. 886 • HEEFlItJKGGASt{)U< • i51JS7 113 al 4SO ",... ,., ....... __ .930 • LSL TAETK.- """ .. • '2 

00 21. '12 
Jn~."t~2464 • OVLOl'lLGIQPI(OSSGGOOEmEAWAA • 1>21 on 0' .. .I't 
jm~",5Ommt1at1, 138()..1382 ·FANEPPOOlAA<:lI.I\I\· 1-4133 • •• ., ... ,,. 
;m_"'_.2754 • WlLOM1'WtHl VELSKLKOFSDllOOiSR· l1Sy-2 .If DO oo ,'. 
.,.,.,taw!9Q5mnwrMt>NC:( :)52 • LAvoon~se/Ift.R· te512:S 2T • 00 .... 1it2d 
..... """"""".doI;2<),201S • R$THIfTl'>( • ""HO 00' 00 :r.!' '17 
~360_d4c:2Q, 1860 • GNlHlIllCFSPVGEKFR· 341'81 , 2. G.! - tf32 
~3S0_deI:2O 560 • EQAaEVOPE ... GR· 

_ .. , ... 00 ". '91"" 
~t:hIt_detZ).l!7 .. • ~GPsaSGKnt:IHn.MK· 167635 .85 O. 571 11142 
~'Q(l(I_o.cn. 2493 • PtIG~MSSSVLOWSPllEGFl.i(M . 1450 .... 9 '''" .' l1li 51"" 
~_dec20. 199& • SYNA'AI(IIlLEFEVL _ • 211481 175 .3 S$S 211M 
~_N:;.20.2172 • LVaOvt.l.ATAFLSYSGPFNOEFA· .,. .. • 2. 03 52 " .. 
".,..,....,-.~ .. - ~ CEJOE!NSOL'TPtUI()<EHPR • 54'36 1>2 l>O lS$ 21178 

~suc600_d«:20. 2320 • OfSJFNC1lPSOASoo«ll<., , ... 02 '00 00 149 om 
~7t:Nb .. I1.1143 ·._"'(lENA.· 2$11& llJ 0.' ". 318 
~1~,2go ~ ,ANLI\I'QENR • ;)'""''' .3/1 Ot ••• 7111 
~1~Sl'1 • OTl.!.EOAOA· 414551 , 38 oa .... 911$ 
_E_2$75 

• "'''''VC$J.N<I'WNTGlEIt· 5511 .7. 00 .,. 7132 
~_!~~.'34~ ~ PVtRSYNRfN( • '3<117 ... 0' ,,9 7120 
~_1~Mat04, tOOt · OOSAPPTEGINVYGl vt£GAGWOAA· ... 30 ... 00 $0 7150 _.---....". ..... • ..:lPI'>.a.:lI.wAflOl.fHII.· '''$3 .31 .0 '" 'Si&& -.----.- ·OSNOASKAIt, $31. 61. 00 .. 31& 
~_~iII:w04.2132 ·CYm...At.:lAL~APAGPAGrGKTETTKOMGR~ 126M 001 0' 43 '""" ~_~M2w04. lf18 • OO>SN'l"1t:GINVYGl vtEGAGWOI<R· '23 •• .;)1 1150 
_.~-.m . ·.TWE€.SOPR11'UCU.SMGSflPTClS1'AlaK.· 1.36 •• .n 111118 

. -___ -., ____ 5:._ .. 

JOeM.>t1 20313"1U 0 .. 
F~1SO~D«t9" 561 .Q>IIIIVI<. 87012 Z 31g01 • SO O • 2 •• m 
......,._~MriIOt-628-&30 • PSO<A 1VR11.G~ • 1:288.<46 ~ '33<1'2 '53 

., 25 • 7122 
~_2~_Mareot.t98 • MPPAIEQUEPH..AR • 1"752'" 3 !lOll"" ."" 0.' 30' 'MII 
,......_~_~.11:22 • "'OLFE~\IOI7\.GPSGSGI(.· 2E3''''' 3 344'5 '10 •• .00 7'" 
.....,., ... ~_t,ta;04.117-t ·OOASUll~.· "M05 2 21203 ... •• ". 41'S 
~~~_~"13JO • erQC>.lSOlGu>vSl'l' ....... F<lI<· 236777 ,. 2",2 88 207 03 ;3<, 3/1' 
~_O";,-t_l!S70 .loiQrASIt.sGUIGEJ<!iFlWTEOS>(.· =os ~ 115.09 •. V 03 'IIZ '31" 
IZPP_.l6<Lo.:.t{J. tlJ33 • ElEONU.'I'R.· f'e5-2& 2 '"fJ7 '00 .0 111 m& 
~_Otc:li,t164 • OAl~A'lSe_SSVTlOCTAE,1(J( , _.08 3 56'" ,y •• 22& 11,.. 
.... _e:MbMa'9G_t.t.r0411!182:·1884 • A!lOVCPElGAlOPSFq , >7"811 ~ _0, 1&1 02 ill 41 •• 

,...,.,_~."Mat04.11" • l1A1<OOMVLLlGEOOfAi( ~ Ht212S 3 • ,t ... 1 ... 0.' 2&0 l1n2 
,...,.,_~_Uwt'.M. 21.- ·OAlV..,YSCHFlSSi'nOCiAi;:llQ{ • _'M 3 191-236 2 ' 0 02 .:!! 2.m 
; b ... ..,....1._ ,GlEOOI.l.Gi1VII. TEt<.· ._ ... 3 \13$30 'fJ7 .t """ ..... 
",b •• 400 aw;;;-..poo:1_OlOe02t53340.13'5&r1358 • TWEIi$OPRr"lICI.L~'AlGl(.· 3241'60 3 :24«., 11'1 ., 811 -_360 _WlOO'. '550 IoiQTASI1.,$I.lt.AGEKERVl'tCOSI( • 255-285 3 31144 .ao 0.' .. 'l\1li& 
_'~1.2""3 • 0E1O€1f<SOl Tl'>tK. 113392 2 1196:2' 0" Da ft, 'U1 
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Fccompl.)( 
Score AccesslIJn Pephdll$ 

Pp.ett<iJ1' Segufn(:t Mr<. CMrS! SCcre XC Dalta eN '2 fon\ Count 
dyn&i~. a:con.mal. h.avy ch.ln $; d)'Mln •• )(01', hfc.vy ch-'n 8: [Mus mUlIc 14-818.'9 343280610 18 
JMMAGTub'&1SHiE3,4.04 126549 58676 130 0.1 4!Q 17144 

jmraw!9g5mm3Sommnaclsyrlngedna$$.. e~ 1 2399.71 66331 140 01 31~ 913. 
imra'INIgg5min1 mn,*::J. ~3 2302.66 40S 55 172 00 220 3114 
ImfilG400rawph"-93007.94B-950 860.94 4492£ 122 Q 1 326 417 
,mrawSmlmggEh-"lOmmnacls-d. 1142 • LSEOMLSK· 923.07 66919 188 00 355 9114 
fmraw5mln"99S00mmnacISld, l150 ·lSEOMLSK.· 923.07 54214 142 00 358 9114 
jmraWSmm<99500'TImnaclS(L t 182·, HW 2557.71 1544 S8 2.04 0.2 337 5I2l 
jmlgG4OW'awpl't&g-'OO7.2012' 285721 10922 138 00 75 7/46 
phagfawF100_D«:23, !Oe. ·GGCKTlK.· 106.88 10316 0.79 0.1 95 113 
f<!W$UCrlp .. 500W1a919Q .M~. 958 ~.NSOILSSTEGKAVIRQVNA . 2152.36 571 7¢ I 15 01 455 19172 
~"';grawFsuc500_d$CZf), 10SB. 1262.40 20852 090 00 228 
°NiWawfsuc350_oec20,1354-J3S6 2399.77 75849 l03 00 JoB 
pI1ag-rawFActm .. d-ec23,1536 283030 609.2' , 55 Ol 165 4123 
phagrawFsuc1S0,_oac22,1612 144110 219.19 1,16 00 184 
phagrswFsuc3Ot)_dec2CL 3594 2t62 23 50160 1,60 01 In , 
jmlag1mnaclOmloigg.3741- 1.26549 34166 1,2t 01 182 7122 3 
jmfagSmmll1g600mrnnad 426- • AV'NVLNV"~SK • 126549 43644 '4' 01 184 7122 3 
jmfag5mm'9g200mmnacl. 48-4 • AV,NVLNVAHSK • 12M 49 336.26 1,23 01 IS8 3 
jmlag5mlOrgg4:SOmmnaeun0527025! 34, 1"4.2 ·.AVINIILNVAHS>< • '265,49 93324 144 02 309 3 
jmlagStnmtgg300mmnacL 1314 ·MTSl~lK," 84007 34143 1.12 0.1 220 4 
jmtaf,tUntlQQiS(runw, 1$24 • PML YTVAFLHSTVQ£ARK.- 211156 892.50 165 01 473 19168 1 
AJAAW __ 00fIl,jlmI3,357 • JlVINVlNVAHSK - 1265 49 35964 129 0.0 17/44 3 
AJRAW~2_~CjUnt:3, • GLKNWOAFLOlKI( •• 1561.85 64641 131 02 7/24 
jmbMd&4500acl_.,.3007. ·,OLOJIFlITOSANES!( • 1535.60 27496 1 19 01 04113 
.mfagcoot5mi~, 1&92-1994- • AWPK!!:V$GLOVALOATlFVR • 239971 3ae.44 113 00 17no 
rawphag2007ehbftd3,304~3O& ·.lSEDMLSK.· 92301 54fU1 Ui3 0.1 911. 
RawPhg2007~thmeth3di9Mt, 21$4 - TVLSPOHWIlRGIIALLCDIK .• 2250.' 7114511 191 01 9/38 
Jmkji1$On~lr~3007, 1134 • NDVAINSK .• 86094 29482 'U2 0.1 4i7 
jmldJOO()n..,'_1latl3007.1598 • GLKNWOAFLOlK.· 143368 348.7 133 00 5111 

C1>lII,," 
d1MII't, .XQMm.aj, twtvy chain 8: dyMln. UOft, hHltf chain" [M ua muse 3104.45 34320061.0 17 
Jmtawl9g5mmiyg!r~, 282 • LSEOMlSK.· 92307 '270.96 U)3 0.1 703 11/14 
rt'M1)ldr~25~rgg_Mar04.320<t!2 - KGVSWSlVR - 102017 136.76 13' 00 5116 
Imrawtgg5mmlQg!rMi$ad, 2382 • f'NVFWMTGfl'>Il'QGFLTAMI1OEVm· 291$ 43 419.91 089 02 7148 
rawextr_~I9\LMar4, 2544- • GSlIlODESUGVL!!VOC· '00200 ,fH8.16 lJ1 00 '31"32 
rawextr_35Ob~_MarQ4. 1880 "_TOl.TFITVV'YI<-Rf',f'",SPQHWllR· 21!l<l.2' 657.91; "Hi oG 5122 
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Fccompt .. : 
SCOO> Accession Peptidu 

Peebde Se:gUe:fH:e MH+ Cha!:,l9 So<m> XC Della CN 5e lOtH Count 
uofulm*l dyMln '*'VV enaln 8 en_he8 {Mu. MUaculus) 24250.49 13310482.0 51 
af13wmed1apbsnocells, h312 • KRIDDFSESCPLLEMMTNK.· 2258.63 798.94 197 0,1 239 2/9 5 
AJAAWpoikitU:()f1lr jun13, 800 • AVSVOOELVQVQPK.· 1462,71 151.28 LlI 0.1 85 4113 3 
AJRAWSoluteCoottJUne13,223O ·,L VITPL TDRCYITlAOALGMNMGGAPAGPAGTGK.· 3360.98 134.91 O1l7 0.1 26 SI66 5 
AJAAWSoiu1eContrjune13,968 ·,LTQVIENWTYQNLSFMFK,- 2214.56 1047,33 1.63 0.2 110 5/18 5 
jm5ml"'99_10.1376 ·.EGEKIMlDTPVMAK.· 1562,88 257,91 1.23 0.1 114 3113 5 
jmbead.25Orawphag3007.522 -,SWCPDRTVFOARK.- 1594,82 1493.06 2.00 0.0 747 5112 5 
Imb<>a<!s350rawphag30072ru1, 1158 ·.IIRTSCGNAlLVGVGGSGKQSLSK,· 2346,74 300.34 1.26 0.1 198 4123 5 
Jmbeadsaclln""'!'hag3007.158-158 ·,VKNEVQEVK,· 1073.23 151,18 lA3 0.1 88 7132 5 
Jmlag_20_minfmnch1mnacldttdpl,848 - EMRMNPKAITAPOMFGR,- 1979.38 3 301,89 1.30 00 218 7132 6 
jmtag1m~5mlncon. 1840 -,VFRllilEDSLSLGR· 1694.87 3 134,46 0,93 0.0 120 5128 5 
jmlaglmnadSmlncon.1314·1316 ·,lPRALKDWQAFLDLK.· 1815.15 3 59687 1.27 0.1 393 17156 4 
jmlag1mnadSmirugg, 1284 -,lPRALKDWOAFLDLK.· 1815.15 3 28466 1,35 0.0 207 13158 4 
jmtagSmincon450mmnacl.8Q2 -.KVESVLR- 83t.00 2 41358 130 0,0 311 213 5 
jmtagSmlncoot350, 1036 ·,SRHVEEAVK,· 1055,17 2 261,06 0.87 0,0 285 1/2 5 
jmfagSmlncont350. 656 ·AITAPaMFGR· 109230 2 409M 1.10 0,1 179 4/9 6 
jmfagSmincoot3SO, 932 ·.OAELDKVQAKFDMMK.· 1794.07 3 1484.93 1.75 0,2 458 113 5 
jmfag5,mncont400_030531151834,1058 ·,LEVFLRGHGSK.- 1243,44 2 27820 1.19 00 233 1/2 5 
jrnfagSminlrench1mnacldUdpl,848 • EMRMNPKAITAPQMFQR,· 1979.38 3 301.89 1.30 00 218 7132 6 
jm'Il95mll1lgg'SOmmnacl,21' • SWCPDRTVFOAR,· 1466.65 3 6566<) 1.11 0,1 229 4111 5 
jrnfagSminlgg35Ommnad, 385 ·,EKELAVASIK.· 1088,28 2 .7501 l.25 0,1 351 If,! 5 
jml1l95mllUggbaad, 1679 ·,LQIFOANFDDLWR,- 1666.86 2 306,46 1.18 0.1 192 318 5 
pn'Il95min'ggooa<C030528200105,731·733 ·.NIMEAPLLK,· 1029.28 2 789.41 1,62 0,1 455 518 6 
jml1l9OO1lSminl000mmnacL030601180404.1102 '. YFRTHLEDSLSLGR,· 1694.81 2 309,73 134 0.0 231 5113 5 
pn'Il9cOfltSmI_,3220 ·,KVCGNVAGLLSWTlAMVIFYGINREVLPLK.· 3307,02 2 1754.04 1.15 0,4 117 5129 5 
JMFAGNACL5B21E3.1240 - LQIFQANFODLWR.· 1666,86 2 753,42 1.16 0,2 378 5112 5 
JMFAGNACL5B21E3.2592 -,LTQVIENWTYQNLSFAAFl<GK.· 2459,78 3 57388 1.46 0,0 374 11140 5 
jm11l91im<>coo7,Smin,582,5823 ·,lEMKPAlEEAEMLNTlK.· 1983 25 0 373.31 1.21 0,1 251 7136 5 
jmlgG25Orav.phag3OO7, 3212 -,VFCEDVINFTEAYETEGPMVPNIPPOEASNR.· 3498,84 2 46.02 0.65 0,1 14 1112 3 
jmlg9QC.nrawphag3OO7,1414·1416 -.ELAVASIK,· 830,99 1 322,55 1.25 0.0 246 4f7 5 
jmldll 5Onacl'""l'hag3007,3556 ·,EKENDLQVTSlNHK,· 1655,79 2 309.70 1.15 0,1 234 9/26 5 
jmldl400ftrslnaCI'""l'hag3007, 1186 ·.GPVEIWLLOllK· 1398,10 2 637,05 1,02 0,2 282 9122 5 
JmId1400flrstnaarawphag3007. 1380 ·.LQSKAV$VOGELVQVQPKFl<,· 2214,59 3 1071 ,38 1.88 0.2 159 21f76 3 
jmldld1lfSOlblorawphag3007, 182. ·JWOOML TVK,· 1076,34 2 179.51 1.09 0,0 165 7116 5 
JMMAGNEGBI6D3,2332 ·.ENDLOVTSLNHKYFR,· 1865,04 2 42509 t.16 Q,1 289 9128 
jmraw5m1nigg25Ommnaclsyrlngdnase,1958-1960 -,PEICDMVGNL V$VSRVlWQW1K· 2582.01 3 430,84 1.75 Q,Q 222 5121 
jmmv.lggSmin3OOmmnaclsyl1ngodna"',378 ·IELPVLSVMQQIYIVl TAR,· 2198.63 3 393.41 1.04 0,0 356 4119 
jmrav.lggSmin35Ommnaclsyllng __ .737·739 - KLKNFYPGVAEHK.- 153U8 3 630,03 160 Q,O 341 7124 
jmra,.;ggSmin'9g1~, 2166 ·,HGLMTLGPSGSGKTTV1TIlMKSL TECGR,- 2 376.34 104 0,2 12 lf7 
jmraWl9g5min'9g1~, 2369 ·,LDVPEOAKNLlKLESK.- 2 95.54 0.81 Q,O 113 3110 5 
jmrav.lggSminigg1~, 410 ·,PllOAWLKKR,· 1253 . .58 2 584.50 1.09 0,1 455 11118 5 
jml1lWlfll",igg2OOmmnadsyl1ngdn .. , 1666 • SLKFPGLlSGCTMDWFSRWPK.· 2457.90 3 38684 1.71 0.1 100 17180 5 
phagra>lf'350_dec20,2<122 ·,MLLCRYlNEEYKK,· 1704,05 2 195,49 1.19 0,1 138 113 5 
phagra\OF4SO_dac20. 512 ·,FHYIFNLROlSR,· 1561.80 3 648.84 1.26 0,2 199 5122 8 
pllagra'Af'S(KUlec20, 1166 -,LASFIAGYQIFQITL lRSYNVSNLlEDLK,· 3319,80 3 232,6<) 1,19 (1,1 118 151112 5 
phaSra\OFsocl000_dec23,1179 • WPKEALIAVASYFLlDYNIVCSIETK,· 2988,49 3 306,09 1.32 0.1 158 3120 5 
phaSra\OFS0C300_dec20.2820 ·,GSOOTMYEFYVTDYGDWEHWNKR,- 2942,13 2 298,42 0.96 Q,1 99 2/11 5 
phagra\OFsucchlCd0c23, 2032 ·,FVTYSSGEOLFGLPV1DYEVLHK,· 2630,93 3 552.57 188 0,0 289 21188 5 
""'!'hag2007_2,898-&l8 ·.LSQDLAVK,· 874,02 1 24300 1,27 0,1 159 112 5 
rawsucl1p _1 OOOphagiglLMar04, 1297·1300 ·,LLFEVHNIENASPATVSR,· 199823 3 330,71 1.32 0,0 249 11. 5 
Illwsucl1p _ 400phog.gg_Mar04, 14S6 '. YIADSlEEKYTEPVILNLEK,· 2368,67 3 2$2,15 1.54 0,1 123 13f7S 5 
rawsucl1p _ 400phoglgg_Mar04,945-947 ·.KLKNFYPGVAEHK.· 1531.78 3 540,43 1.49 0,1 321 113 5 

c:ol\trol 

*xon.m.t dyMln h .. vy c .... tn 8 Dnahc8lMua muaculuat 41t1l1.2. 13310482,0 53 
FPbeods3O(UlecI9,108 '. VKFE1\JllHVH<lR!lIFODL VK.- 266809 15541 104 0,1 99 5142 5 
FPbeadSlSO_0ec19,383 ·,QIKSFQNNSR· 1222,34 295,71 1.31 0,0 209 13138 5 
Il\"""W_1500",<U"'ar04.457 ·,KYDPEVQLSK, • 1207:)6 362,20 1.78 0,1 118 13138 5 
rawexv_ 400bead_Mat04, 629 ·,ELAVAS'K.- 830,99 209,78 1.28 0.0 182 1/2 5 
_><1r]OObeo<Iigg_Mar04.902 ·.LDTAlNDWTDGIFSTLWRK1l.K.· 2583,88 299,15 L60 0,0 187 17184 5 
rawexlr_5OCJt>Md_Mar04.1010 ·,LOSKAVSVOOELVQVQPKFK,- 2214.59 511,11 1.64 0.0 298 fII38 3 

FPbeod.700~00019, 1101 ·,KRIDDFSESCPLLEMMTNK. • 2258,63 176,46 1,38 0.0 128 13172 5 
.. wexlr_350b_U .... r04.1312 ·,PEDSELSTVMRGLR· 1580.79 597,97 1.69 0,1 369 6113 5 
lawe><1r-'00b0ad1gg_Ma!04,1402·1_ ·,FDMMKEKMDLLNDADMCA,· 2218,59 388.40 1,$6 0,0 246 114 5 
rawaldc250beruLMa!04.142O ·,MlPTPSKFHY'FNLR· 1865.23 281.33 1,38 0.0 181 15156 5 
FPboads700_00019. 1425 -,GTESGEIITLMEDSLMVLGSLLSNR,· 2667,05 412,80 1.32 0,0 312 3116 5 
raWQ)(tUIOObeadig~LMar04.1666~ 1668 -"lKNFYPGVAEHK.~ 1403,61 27',28 L23 0,0 222 4111 • 
FPbeodsOOO_00019, 2592 -,DTINEETVELLQPVFNMOOYTFESAK.- 3114.34 103.59 0.91 0.1 43 7150 5 
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k complex 
Score Accession Peptides 

Pej!tidt'Seguem;e MH+ Cha~e Score XC Dal:1aCN Se Ions Count 
dynein. uOMmal. h.avy polypeptide" [Mus mu.culus] 29256.4& 380914{}6.0 I. 
jmraW5minbsabeads. 1 038·1040 ·.RPLVAODVSOK.· 1241.42 64347 1.43 01 253 215 
jrnrawSmmbsafr9Gzthaw. 3078 • 'tYSlIQESGLKIHALVOVTIDRLDTVPA.· 3217.67 4420 0.72 01 27 5154 

p/1ag"'wF600~dec20. 414 • TVLEMOPR· 974.16 1037. 067 0.0 112 5114 
p/1ag ... wF300~dec20. 1013 • LLOAfLDHNAASOPR.· 166884 15404 0.91 0.0 159 9128 
phagrawFsuc2SCU1$C22, 1133»1 135 ·.SEPPGNHSLA.· 1094 16 116.45 1.02 0.0 II. 7118 
phag~25O~dec22. 1617 • Pl.L VVQSGPGGLVVTPGLDAGPE PSRAR.· 274t 14 327.70 1.02 01 255 13154 
p/1agrawF200~dec22. 1729 ·.SLAPAAGTWEACAGTAEAGR.· 2061.27 25986 1.20 00 216 17/76 
phagrawFsuc60M9OH_doo23, 1820 ·.SETCEAIVRSIEILDCVGEIGNTRYEA· 3082.39 51.79 0.72 00 56 7/52 
rawsucrfp~35Op/1ag"lg~MaIQ4. 1888 > NKYGEELR.· 1009.10 87808 1.07 00 819 617 
jmfagSminiggbead_030528200105,963 ·.EKFPOEWKNK.· 1334,51 333.19 1.72 0.1 168 113 
ajlllwphaglun20actinOPt 754 ·.AIPAOKQOCRSVYACPVYK.· 2128.46 886.02 1.65 0.2 194 7fJ6 
jmlagfrertch5fntrugg1 mnaddtt, 76t ·.AKITHLNENLAKLTTK.· 1796.11 385.11 1.36 0.0 283 113 
atrawphagtMNaCl.2(},828 ·.VKFVESGOKCK.· 1253 50 46362 1.27 00 344 9120 
pnfag5mirllgg600mmnad, 1112 ·.EKAIAOEEEOK.· 129036 169.16 1.04 0.0 163 712Sl 
jrmgg45Ofa\\phag3007,1166-1168 · .AKGLFFLATK.· 1181.46 657.34 143 0.1 394 11118 
jrmgg600/lI"'Phage3007. 1320·1322 • .AKGLFFLRTK.· 1181.46 2189.48 1.92 G.O 1138 519 
jrnfag5m,nogg25Ommnru:tl35/j'1358 -.EKFPOEWKNI(..· 1334.51 3 16996 1.40 0.1 92 2/9 
JMFAGNACL15621E3.1300 ·.TKENPSKWVLAGVALLLOI.· 2081.49 3 122.06 0.94 0.0 130 13172 
jmr~5minigg1mnacld".1425-1427 ·.LSPHSGSPH¥GGDLEDMAOLAGLR.· 256778 3 352.46 1.67 0.1 184 4123 
jmfagSmjnigg3OOmmnad.1SS8~1560 • EKFPOEWKNK.· 1334.51 3 25832 146 0.1 124 114 
jmtagSminigg3OOmmnad. 1574 ·.AOLPOOSKRFEGIDSOFR.· 211027 3 53123 1.56 0.1 296 21/68 
jrnfag5m,n"l9'OOOmmnoci. 1950 • EQAALAESGDEEPGDPRlRLLGTFVAR.· 2899.17 3 618.20 l.91 01 138 .9/104 
jmfag5mim993SOmmnact 196t ·.YLALlRMFSTElDAVA.· 1899.25 2 597.44 0.99 0.1 416 7/15 
81lllwphaglun2Odpi'MNaCl. 2056 • .NIPHLlSRSK.· 1165.37 3 1062.52 146 02 364 419 
JMFAGNACL10~2B21E3. 2194 •. VDSFLDSLlHFDKENIHENClK.· 261792 3 134$.61 1.55 0.2 566 25/84 
jmiegSmintgg6OOmmnad.2412 ·.LGYTfNNRNFHNVSLGOGQEWAEAALDLAAK.· 3448.79 2 379,47 1()3 0.2 47 7162 
JMFAGNACL10~2B21E3. 2560 • UOVVGVETSKVSR· 1515.76 2 494 66 100 0.2 128 7/2!1i 
jrnIagSminigg400mmnad, 2740 · WSLMfKOHL VOFVTNSLSDLDSFtA.· 300042 2 42.08 0.76 00 36 5148 
JMFAGNAClI5B21E3.2744 ·.TEGIWDYAMQITNSIHOLEORIOK.- 289121 3 104900 1.56 0.2 179 15192 
jmrawSminigg25Ommnaclsynngdnase, 3040 '. TFLEEllDRMTDEFNIAELMAKVEE R.. 3144.57 2 6600 0.88 01 34 4125 
jrnfegSmmigg2QOmmnact 3298 • LOGFLGRVHMVEVEROCAIMWCALVK.· 300564 2 522.58 0.98 0.2 93 9150 
jrnlaglmnadOt'n.,Igg, 3315 •. PGL TPVFEAOLNlVTPEL VFHPSLDSGVI(..· 3106.56 2 5782 0.76 00 61 118 
jmtag-tlmecon7.5rl'lln.873,8732" ·.AAEETlSWK .• 1035.13 0 322.51 1.03 0.1 203 112 
jrnt>oadSl000noclrowp/1eg3007.394-396 • .AKGLFFLRTK. > 1181.46 3 2485.59 2.24 0.1 1031 519 
jml>eeds300ra"l'hag3007.576 ·.SOYNLSLPllHR.· 1441,6& 2 2166.97 162 03 552 6/11 
jmbea<ls400ro"'Phag3007.675 ·.ELWOTlGMVTSSIA.· 1608.84 3 739.10 1.64 0.0 429 4113 
AJRAWAClinConlrjun.,3.694 -.OONGfKITlK.> 1177.33 2 369.02 1.04 0.1 145 7118 
jmfag1mnaclSmlncon.814 ·.NMPTMAGGICWAOElAOA.· 2063 42 3 285968 181 0.3 503 19/68 
jmbeeds400""'Phag3007.931 • LGSKVVMGR.· 1011.22 2 19898 1.08 0.0 .80 7/16 
jmfagtlmecoo10min.l028-1030 ·.AlAEYLDTKA. • 1180.34 3 20957 1.47 00 119 11136 
jmfagconSmtnn6()()mmnad. 1143 ·.EKFPOEWKNK.- 133451 3 186.86 1.27 00 145 13/36 
jrnbeedS35Orawphag30072nd. 1364 -.A1PAOKOOCA.· t117_26 2 259.22 1.08 01 20B 1/2 
jml>eeds6000aclrowphege3007. 1716 ·.YVAFFLEEVSSWOKK.· 186212 2 1762.55 1.26 04 BB 114 
jml>eeds6OOoaclrowphege3007. 1742 ·.YGEELRVTOIGOKGCLOTlER.- 2422.75 3 315.10 1.16 0.0 263 171SO 
jrnbeads300""",hag3007.1902 ·.VEOl.ORRLGTlLlQAFDDAPOVEHAFI(.· 3085.42 2 56.34 0.80 0.1 46 3126 
jmIdl4OOnocl'""4Jhag3007 _ 030802153313.1316-1318 -.,AKGLFFlRTK .• 118146 3 1423.87 1.73 0.0 798 112 
jRlIdt6()MeQHrawphag300T,1856 -.'tYSlIOESGLKIHALVOVTIDR.· 2535.88 2 117.52 0.78 01 95 5/21 
jmIdI15Onac1niwpheg3007. 2768 ·.Dl TPPMPVMFLK.- 136975 2 195.15 1.03 0.0 189 7122 
aj .. """ediapbsnocell •• 1284 ·.EWPLSLDOOOOHMEK. - 1872.Q1 2 40900 2.17 00 188 11/28 

eon"t 

dynoln, a_al ..... vy potypoptldo t [M"" mUleulus} 7589.12 38091406.0 42 
tawll:txtf_15Obeadigg2_Mat04,844 ·.ITlKTlEDNLLSR.· 1516.77 2 307.78 1.33 0.0 211 3/8 
rawextr j~OOb9adigg_Mar04, 923 • MTDEFNIAELMAKVEER.· 2027.31 3 256.29 1.39 0.0 '85 13/64 
FPbead.,,0(COecI9. 1096 ·.MNIL TREIORSLR.· 1630.94 2 45086 1.06 0.1 296 5112 
'-xlr_d1!1boadlgG_MalO4.1130 ·.EKAIADEEEOKVAUMi.EVOOK.· 2543.92 3 1656.82 2.22 0.2 421 11/42 
n>WOxIr~400beadi9ILMaIQ4, 1264 -.HEMTEGVTAYEEKPA.· 1777.94 3 380.79 120 0.0 304 114 
FPI>98ds800_0ec19.1688 ·.FLONTKNIEPAVI(.· 1502.74 2 282.41 1.20 0.1 179 1/3 
rawextcS<>Obeadigg_Mar04.2OO1 -.OSSTDOMFEPLKonELLK.· 2224.52 3 321.38 1.22 0.0 263 219 
roW9""~aC1i_i9g_Ma"". 2325 ·.GGLYOIVOSLVTRIFAMPSLVPA.· 2534.02 2 769.79 1.02 02 220 1/4 
jRlbsa4OOnacl""'Pha93007 _03OB021S3340. 897 • .AKGLFFLRTK.- 1181.46 1865.52 1.97 0.1 815 19136 
raw&xIr_35Obead_MaIQ4.646 ·.ALAEYLOTKR.· 1180.34 226.02 160 0.0 14' 113 
",woxtf~2fXlI>oo<LMaI04. 2034 ·.GTEFENDVCEFNKA.· 168880 1271.45 1.85 0.1 539 112 

Fccompl8~ 
Sc0f9 AceesslOll Peptidel 

p t:~tid~ S t!g uence MH+ Cha~e Scor. XC Dell.CN Se Ions Count 
dynein, .xonemal. heavy chain 10 (Mus mUllCulus] 4217.46 380B0767.0 13 
rawsu<;rfp_35OphegIQIl-Mar04.452 -.EPOELNIR.- 900.06 3 261.18 1.48 0.0 177 9/28 
ra""ucrip~""linphag,gg~Mar04. 1342 -.WMVlESIF'GGOIRSQLPEEAKK.- 2712.12 3 452.OS 1.35 0.1 305 23188 
phagrawf'sue700_dIlC23.2159 ·.CCEAPNRLHOLOnSEGLEKCOK.- 2616.98 3 206.31 1.08 0.0 194 9/44 
pllagrawFchilbea'Ulec23, 2349 ·.OIVOSFiRGSILEAREFEWESQLR.· 2897.19 3 261.48 1.09 0.0 240 9146 
jmfag5minigg15Ommnael,1310 -.KFDNIORIFK.- 1296.50 2 234.90 0.94 0.0 245 4/9 
jmfagconlSminbead.564 ·.EPOELNIR.· 986.06 3 828.98 1.31 0.2 222 5114 
AJRAWpeII.IlU,oo!JjunI3,736 -.LNLlMGETlK.· 1132.40 2 1048.60 1.22 0.2 371 1/2 
jmlagSminc<>'>t350, 1172 ·.EILDlWENMKFTVVK.- 1854.16 2 258.82 1.38 0.0 187 9/28 
jm_l000naclr~g3007, 3051 ·.WMVlESIFIGGDIRSOLPEEAKK.- 2712.12 3 569.83 1.31 0.2 11!2 2111 
RawPhg2007EllIOIuliondigest 80s -.KYNTVLIIDVHAR.· 1542.81 3 73.31 1.18 0.0 61 5124 

control 

dynein, •• onamal, heavy chain 10 (Mus mU1lCul .... ] 1305.88 380B0767.0 11 
rawo"ILSOOb •• 'CMar04.2678 -.GSILEAREFEWESOLR.- 1951.13 3 1156.22 1.66 0.1 539 19160 
jmboaactinrowphag3007.858 -.DLAKALGLLCVVTNCGEGMDYK.· 2314.73 3 149.66 1.40 0.0 98 19184 
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Fcccmpl •• 
Scoto Ace ... "", 

P.~tid~ St9u~nce "H. Char~e """'. XC DeitaeN S ~ ?eptid#s JaM Count 
dynaln. as::cnemal. hnvy eMi" 11; -'we in.reue ¥ieeerum: dyMtn, axon 31116.64 £7536520 17 
Jmra¥Jt)as5mtt'l1mnacl,1262 - MLETAHK- 829.99 33269 121 00 271 m 
ra'NSU¢rlp~60Ophaglgc:LMar04. r6 " KtAAMVA.· 789.03 412.88 127 01 300 m 
rawsucrfp_4S0phaglgg_Mar04.742 ·.K1AAMVR· 78903 30124 1 IS 0.0 251 2J3 
rawaucrfp ~ 4S0phaglg~U~ar04. 1096 -.LGTUCEGLSNCSGLESAFK - 204335 3 772.08 180 00 429 114 
rawsu¢rfJU~hlfpha9I9g_Mar04, 1118 AGll YVNPOOlGWNPYVASW1OR· 264896 3 52527 1.76 00 289 2'188 
phagrawFtue60MeOH_dee23,1404 • f:'¥f:'ISSADLLDllSKGAQPJ( 221455 3 436.21 135 00 323 11. 
tawsucrfp_ChltphaglgcLMar04,1524 - ILRIPQGHALLlGVGGSGKQSLSR.- 245899 2 49.01 0.80 00 45 7/46 
phagrawfsuc3S0~dec20, 1564 - SRQAATOELFEPLK- 16908a 2 292.42 1.34 0.1 115 5113 
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jmbsaactin,..,.,.,n.g3001,1681 -.IHNLVEENRKLFR_- 166S.93 2 8962S 1.23 Q2 315 318 
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Fc comp'e. 
Se",. A<:<;esslO" Peptid*' 

P*2:tide 5-eg'.o\!fI.(* M;;. CharS8 Score XC D-ettaCN 'e Ions Count 
Simlla, to SI:zC220F6. t (novet protein similar to human dyneln tlNV", C 35097,83 38064535.0 64 
phagrawFsuc200_0ac22, 61 t - PKAKEVGISEGNR - 1385.$5 3 46102 122 01 226 '13 
phagrawFchlfbaad_dac23, 1263 • LlEYOKEN1KPQILLK - 1956.33 3 10507 094 0.0 '09 3120 
phagrawFsuc500_dac20. 1320 ".MAFQ()TEOEIDLK· f4-976$ 2 75362 UH ° • 320 SI'2 
rawsucrfp _ SOMeOHphagigg_ MAr04, 137:2 • WPLMIOPOOOANR- 1584 78 2 28449 , 45 00 195 316 
rawsucrtp~6()M$OHphagjgg_MAr04, 1418 • AGTLSITASFOQKRAFK· 1772,00 2 1889.95 L89 02 390 13132 
phagrawFchlfbead_dee23.1S11 - VTI1NFTVTKSGLeOQLLSDVVR.~ 2546.92 3 1226.31 2.32 0.0 530 2:1/88 
rawsucrfp_60MeOHohaghJg_MAr04.1568 · YFKOLFNTIIETSEKSONLHER.· 2701 93 3 '769.05 232 0.1 715 114 
rawsucrtp_25Ophagigg_Mar04, 1590 • QERGNAlLVGVGGTGKQSl TR· 2142,41 3 648.38 159 01 167 115 
r8W$l,icrtp_250phaglgg_Mar04. 1632 ·.LAAHICGYKCMOIElSR· 1937.34 3 811.20 1.35 0.1 525 9132 
phagrawFchl1bea<:Cdec23.1703·1705 • KVlLOOST!N1A TlASSR.~ 1918.18 2 518.52 1.40 0.' 155 9134 
phagrawF400_dec20, 1198 -.KVLLDDSTINIA TlASSR.· 1918.18 2 44181 L23 0.' 169 SI'7 
phagrawF600_dec20.1802 -,QEEPDVQFFSSOlEKYHK.. 2240.41 2 237.85 112 0.0 207 9134 
phagrawF'sue250_dec22, 1 aos.-1807 ·XVLLODSTINIA TlASSR· 191618 2 499.9:2 167 0,1 224 t1/34 
phagrawF$u¢800_dEIC2~.1916·'91 a ~ KVlLOOSTINIA TlASSR .. 1918.18 2 548.40 15' 0.1 153 9/34 
r3W$uorlp_25Oph~19!LMar04, 1966 -.KVlLODSTINIATIASSR.- 1918,18 2 443.90 144 0.1 214 5117 
phagrawF200_d8c22,2009-2011 ~ ,KVllDDST1NIA TIASSR" 191818 2 292.82 130 0.0 ,.5 11134 
phagrawF250_dec22. 2491 • DHVWGLOFSSFHK.· 1575,71 2 92512 1.09 0.3 210 316 
phagrawFsuc:400_dec20, 2572 ·.LIFGICFFHAIIQVYLGNTlAQER.· 2768.27 2 131.01 0.66 0,' 97 9/46 
phagrawFsuc400_dec20,2764 ·,KVLLOOSTINIATIASSR.· 191618 2 162.29 1.2' 0.1 90 4117 
phagrawFsuc600_dec2(), 3264 ·.VKAEETQAIAODAQADLEEALPALEAANK.. 311l 31 2 111.43 096 0.1 76 9156 
Jmfagtmnacl5mlflCOn,2104 ~","IAGLVVMSEEMEj(.· 1507.80 2 69867 1_.07 0.2 226 5113 
JMMAGTUbe1e16E3,333O ·.ASIISLEAQSAVKRK." 164391 2 255.30 1.03 01 121 9/28 
JMFAGNACL1S82iE3.180 ~.WK:AFSVWA.· 1080 27 2 616.70 L01 02 361 417 
alrawphagrun20dpil MN&CI, 456 ·.VT11.CCLLESLLlSK· 163704 3 291.90 Ll6 0.0 226 15/56 
a,rawphagjun208CtinDPI, .462 · PSAOVFSPSPTKLPR.· 159981 3 '42416 1.68 02 604 5114 
alrawphagJun20dp!lMNaCI, 462 ·.VTTLCCLlESlLlSK.· 1637,04 3 430.46 1.43 0.1 217 217 
jmfagfrenchSmirugg 1 mnack:lt1, 803 • SVLVMAGSlKR.¥ 116L44 3 85063 145 02 152 7/20 
Imr-8WIQg5f'ninbaoostt&6lethaw,724-126 ·.PLGSWVKDlILR.· 1397.69 3 307.76 1.42 00 206 7122 
jmr8Wf9g5min1 mnacl 973 ·.VEEAMFTSLRR,· 133955 2 732.39 1.47 0.1 363 112 
Imfagtrench5mll'l1991 mnackttt, 1137 ·.LQEVTEALEVFRCAAK .• 1893.20 2 219.40 1.21 0.0 158 3110 
jmlgG350naclrawphag3007,1153 • LPSSGDLWSIHIOFDTK.- '932.12 3 537.43 1.36 00 361 19164 
ajrawphagjun20acflnOPI.133&·1338 • ELlPVPK," 795.99 , 382.96 1.1$ 00 313 314 
jmfaqtrench20mlntgg1mnacldl1,1692 • QVHAPSADVFSPSPTK • 1753.94 3 381.18 1.36 0.0 260 114 
jmfag5m,"lgg45Ommnacl~030527025134, t 938 ·.PATEWVIAGHPSQVIL TISQIMWCR.· 2923.45 3 7236 0.96 0.0 69 11196 
alrawphagsctln2Q,2168·2170 • ElIPVPK.· 795.99 1 1023.81 1,69 02 302 31' 
jmfagSmlfligg250mml'laci. 2320 • KKFGPL()WNICYEFNDSOR.· 2290.54 3 412.19 1.43 00 319 114 
jmrawsmlnI99500mmnaclSd. 2466 ·.DLSKCVQGTlREELQIFR· 2136 46 3 42Ja5 129 0.1 204 1S166 
JmfI)95mlnlgg500mmollCl, 2598 ,.PSP$TADRASIISLEAQEAVKR.· 2327.58 3 42950 1.44 0.1 140 131&< 
jrntag5minlgg200mmnact 2144 • lMSSGILKPSPSTAORASliSLEAQEAVK • 3001.45 2 U7AO 100 01 125 5128 
jm!ag1mnaciT,5mintgg.3n4 ·.SRCRMFPSLVNCCTlDWFVQWPR· 2846.37 2 84361 111 02 168 Sl22 
jmtag5mlfligg1000mmnaci,3t26 • YSRDVPFFEMLvprnHVAYGYLMEK.- 3159.62 2 32994 0.98 02 44 3125 
jmtaqlimeeon2.5mm.2768,2768,2 ·.SCRFALRAAGFIPDDCEVETVEDYFK.· 3047.37 0 794.49 105 02 135 11/50 
Jmtagcon5man1000mmnacU'30601180404.1042 ·.vDSAOSFDWQA.· 132635 2 449.24 146 0.0 :196 11/20 
jm1agcon5mlfl1 OOOmmnact0:306{l1 , 80404, 1132 ·.FIRHFSMlCLPMPSEHSLK.· 22747& 3 419.51 146 0.0 267 7/24 
jmbeads35Orawph8g30072nd, 1158 ·.VIKl TDTNFLR.· 132056 3 W5186 1.50 0.0 6as 17/40 
imtag5mincont150:mmnillCi, 1325 ·.HnKAQERTA.- 122834 2 35195 097 0.0 35' 112 
jmfagtjmooontOmin~ 030601230741,1702-1704 • .vlKL TOTNFLR .• 1320,56 2 234 73 1.11 0.' 151 7120 
jmf4g1mnac:t5mlncon, 2104 - AIAGL VVMSEEMEK.· '507.60 2 698.87 1.07 0.2 226 5/13 
lmlag5mlOcont150mmnacl,2499 ·.TCOPGPNlSAVFEDDRNfLTIiMOIK.· 2881 32 3 974.04 1.45 0.2 401 115 
jmfag5mlncon300mmnacl. 2816 ·.CTOAIPQVDISKVTTLCCLLESlLLSK.· 292153 3 438.42 129 0.1 281 21/104 
rawph8~007Ch!bea.d2, 278 -.YINNPOFVPEKVEK.· 1692_89 3 54465 1.47 00 370 15152 
rav-phag2007chfbee.d3. 669 ·.SVIAKGLLNR.- 1011.30 2 18664 1_25 0.1 122 419 
phagrawFch!ftJead_dac23,1263 ·.LLEYOKENIKPQ1LLK.· 1958.33 3 105.07 094 0.0 109 3120 
rawsucrfp_60MeOHphaglgg_MAr04, 1372 ·WPLMIDPQOOANR.- '5&<.78 2 284.49 1.45 0.0 195 316 
rawsucrfp~60MeOHphagtgg_MAr04, 1418 • AGRSTTASFOQKRAFK.· 171200 2 18e9,95 1.89 0.2 390 13132 
pflagrawFchlfbe8tdU:lec23, 1511 ·.VTIINFTVTKSGLEDQlLSDVVR.- 2S4S.92 3 122831 2.32 0.0 530 21168 
rawsucrfp_60M$OHphIlg19,LMAr04, 1568 •. YFKQLFNTf1ETSEKSDNLHER.· 270:1.93 3 1169.OS 232 0.1 715 11. 
phagrawFchftbead_dec23. 1703·1 70S ·.KVLLDDSTINIATIASSR., 1918,18 2 518.52 1.40 0.1 155 9/34 

control 

almlla, 10 $1:zC220F$,1 {novel protein "mllar to human dyn.ln "8yY C 5077.14 360&<53S 0 61 
raweYlc350beadigl12_Mart>4, 642 ·.QLLGOSNFLR.· 1163 31 2 272.64 1.06 0.1 100 112 
rawextr_$C1inbead~Maf04,703·70S •. YINNPDFVPE~VEKVSK.. 2007.28 3 435,46 1.77 0.1 2'0 17/64 
rawextr_200bu<CMarQ4,1148 ·.LOPWEAIIPTF~YSR • 192222 3 468.03 U'9 01 236 1/. 
rawelClc60MeOHbeadI9~Mar04, 1172 -.EL Tl(IPIFAlFRK.· 1576.95 2 281.85 lAl 0.0 191 5112 
rawextc3OObea<LMIU04.1476 ·.ALAIQCVVFNCSDGLDVK.· 1960.21 2 115.41 0.99 00 112 9134 
rawext'_500beadtgQ_Mar04,1754 ·.IPWDALlYITClIYFAPLADSLODFK.· 2812 30 3 34914 1.69 0.1 151 5J:l2 
raw8xtc25ObeacCMar04,1910 ·.VLLODSTINIATIASSRVVGPLK - 2«7.8' 3 4~.97 1.56 0.1 206 17/88 
rawextc35Obeadigg2~M81'04, 20&4 ·.OSVALRPTRNVOLLLlDTK.· 2082.43 3 522.56 1.46 0.0 353 1/4 
FPbeads450_Dec, 9. 2268 -.EVLDPALEPILLKQTFMSGGR.- 23'5.72 2 39697 124 0.0 313 3110 
FPbeadS45a_Oee19,2522~2524 •. KVLLDDSnNIATIASSR.· t9UU8 2 329.95 1.15 0.1 187 5117 
rawem_3SObea<CMar04. 2574 -,FOEELANIVGNVFIAMCVAVYGAFTAQYR· 3301.72 :1 194 ... t 092 0.1 62 9JS8 
jmbsa600nacll'aWpttag3007, 1110 ·.SIE;;QAEENPlLAA.· 1607.75 3 83912 1.34 0.2 275 7/U 

imbsalS0nac:lrawphag3007.1315 • LNTDNPFVQPVK.· 1435.59 2 413.61 1.33 0.1 251 5111 

Fccomple. 
Score Aceession p~ptidftS 

Peetide Seguence MH. Ch~9 Score XC Dell.CN 5e Ions Count 

aimU.r to dYMin. Cyt09lasmic. heavy chain 2; cytoplasmic dynetn heav 2M4.67 38094558.0 

ajrolOphagactin20.2404-2466 ·,ASSAUQDSLKESYK.· 1640,82 31902.65 2.01 0.1 790 318 
phagrawFoucchIUI0C23,2672 ·.KIQLARLEESLLETtA TSOGNILENK.· 2913.32 2363.38 1.21 0.1 SO 91SO 
pOag11lwFsue200 _d0c22,1237-123& -.LKQRIAEEWK.· 1313.57 2 161.22 0.93 0.0 169 7120 

jmlagSminlgg2OOmmnaol.2206 ·.MGGSAATELFSNGAQK.- 1740.96 221123 0.90 0.0 241 11/32 

.-
limll ... to dynoln. oytoplaomlc, hNvy oholft 2; cytopla ... 1c ely","" ""ow _"02 38094407.0 2 
rawextr_ 45ObeadigSLMar04, 1228 -.EVOPLVNEAKLAVGNIR.· 1851.14 3614.12 1.41 0.1 363 11164 
FI'1:I<IOdSSOO_Doc'&.18a2 ·J .. EAEVSKAQETlK. - 14MHI3 2199.!)4 0.99 0.0 200 113 

jmbsa3OOnacl1lllllPhag3007. 109 -AFQMSSSIDPADA.· 1340.44 3169.67 1.13 0.0 132 114 
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APPENDIX 1\;1- ADDITIONAL GFP IlVIAGES 

Additional OFP images are shown below of RAW 264.7 macrophage cells transfected with 
pEGFP-PLC-~3 (Panel A), pEGFP-PLC-~4 (Panel B). pEGFP-PLC-YI (Panel C), PHPLC-01_GFP 
(Panel D) or dominant negative PLC-o, (E341RlD343R) (Panel E). Dominant negative PLC-ol 
(E341RJD343R) transfectants surrounded by non-transfected cells displays the dominant 
negative PLC-o, eating less IgG coated beads compared to neighbouring non-transfected cells 
(Panel F). 

Panel A pEGFP·PLC-PJ 

RAW 264.7 macrophage cells transfected with pEGFP-PLC-~3. 
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Panel B pEG FP.PLC·P4 

RAW 264.7 macrophage cells transfected with pEGFP-PLC-~4. 
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Panel C pEGFP-PLC-Yl 

RAW 264.7 macrophage cells transfected with pEGFP-PLC-Yt. 
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Panel D 

RA W 264.7 macrophage cells transfected with PHPLC-O'_GFP. 
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PanelE Dominant negative PLC-ih (E341R1D343R) 

RAW 264.7 macrophage cells transfected with dominant negative PLC-D, (E341RlD343R). 
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Panel F Dominant negative PLC-ih (E341RID343R) and neighbouring non-
transfected cells 

Dominant negative PLC-o 1 (E341 R1D343R) transfectants surrounded by non-transfected cells 
displays the dominant negative PLC-ol eating less IgO coated beads compared to neighbouring 
non-transfected cells. Beads inside the cells are shown in red (what cell has consumed), beads 
outside the cell are shown in blue. and the transfected dominant negative is displayed by the 
green cell (image of cells after eating for 2 hours). A summary of the dominant negative data is 
shown in the table below. 

dt FP.oN at 1.5,10 and 3U minutes, as _II as 2 

, Average beads comsumed by cell 
transfe(:ted with empty GFP at 7.5 
minutes 

Average beads eomsumed by cell 
transfected with empty GFP at 30 
minutes 

i:a~:':t::a:~::::~~ :~~I~-FP-r-I····~·~~·····r··"'-""'--··I::~=t:a!:hc:~:;;d;b~~~-I -FP~I 
at 7.5 minules at 30 minutes : red beads 

Average beadscomsumed by cell 
lransfeeted with dominant negative 
PLCd1-GFP a17.5 minutes 

Average beads comsumed by cell 
lransfeeted wilh empty GFP at 1 Q 

minutes 

AlI8I'a9. beads comsumed by cell 
transfected wilh wild type PLCdl-GFP 
at 10 I1!!nl!!BS_ 

AlI8I'age bead. comsumed by cell 
transfeeted wilt! dominant negatiw 
PLCd1-GFP at 10 minutes 
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Average beads comsumed by cell 
transfected with dominant negative 
PLCd1-GFP at 30 minules 

A.,.rage beeds comsumed by cell 
transfected with em GFP at 2 hour. 

Average beads comsumed by cell 
transfected with wild type PLCdl-GFP 
atLhourll_ ... _ .... __ ----,_. 

Average beads comsumed by cell 
transfected with dominant negati.,. 
PLCd1-GFP at 2 hours 

18 

21 

13 



APPENDIX N - PHOSPHOLIPASE ,MODELS 

Additional models visualized by Osprey show the direct interactions with the family of 
Phospholipase's, specifically PLC-P3 (A), PLC-P4 (B), PLC-YI (C), PLC-lh (0), PLC- e) (E) and 
PLC like-2 (F). 

(B) PLC-P4 

(C) PLC-Yt (D) PLC-Ol 
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(E) (F) PLe Iike-2 

I'l.C91 
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APPENDIX 0 - ADDITIONAL MASS SPECTRA (l\1AIN INTERACTORS) 

Additional mass spectra for the main interactors of Fcy receptor-mediated phagocytosis as 
predicted by Cytoscape, Osprey and STRING. LC-MS/MS peptide sequences include Tyrosine
protein kinase SYK (SYK) for the 2+ -.NVLLVTQHYAK.- (MH+ 1286.51), Protein tyrosine 
kinase 2 beta (PTK2~) for the 2+-.INVAVKTCK.- (MH+ 976.22), Phosphatidylinositol 3-kinase, 
catalytic, beta polypeptide (PI3-Kc~) for the 2+ -.RIGQFLFWHLR.- (MH+ 1473.75), 
Phosphatidylinositol 3-kinase, catalytic, gamma polypeptide (PI3-Kcy) for the 3+ -
.KGQWYEIYDRYQVVQTLDCLHYWK.- (MH+ 3136.53), Phospholipase C, beta 3 (PLC-~3) 
for the 2+ -.KA VLTR.- (MH+ 758.93), Phospholipase C, gamma 1 (PLC-yl) for the 2+ 
-.HPLYRK.- (MH+ 813.97), Vinculin (VCL) for the 3+ -.GALAEARKIAELCDDPK.- (MH+ 
1801.06), Mitogen activated protein kinase kinase 1 (MAP2Kl) for the 2+ -.ISELGAGNGGVVFK.
(MH+ 1348.53), RAPIA, member of RAS oncogene family (RAPIA) for the 3+ 

-.SKINVNEIFYDLVR.- (MH+ 1710.96), Coronin, actin binding protein lA (CorolA) for the 2+ 
-.NLNAIVQK.- (MH+ 900.06), Protein-tyrosine kinase (EC 2.7.1.112) JAK2 (JAK2) for the 3+ 
-.WSFGTTLWEICSGGDKPLSALDSQR.- (MH+ 2756.04) and Vav2 oncogene (VAV2) for the 
3+ -.FGLRNSELFDPFDLFDVRDFGK.- (MH+ 2635.91), The fragmentation spectra were 
obtained from LC-MSIMS in conjunction with the SEQUEST algorithm. 
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APPENDIX P - ADDITIONAL :MODELS (MAIN INTERACTORS) 

Additional models visualized by Osprey show the direct interactions with main interactors of Fcy 
receptor-mediated phagocytosis as predicted by Cytoscape, Osprey and STRING. Main proteins 
identified include Tyrosine-protein kinase SYK (SYK), Protein tyrosine kinase 2 beta (PTK2~), 
Phosphatidylinositol 3-kinase, catalytic, beta polypeptide (PB-Kc~), PhosphatidylinositoI 3-
kinase, catalytic, gamma polypeptide (PB-Kcy), Phospholipase C, beta 3 (PLC-~3), 

Phospholipase C, gamma 1 (PLC-Yl), Vinculin (VCL), Mitogen activated protein kinase kinase 1 
(MAP2Kl), RAPIA, member of RAS oncogene family (RAPIA), Coronin, actin binding protein 
lA (CorolA), Protein-tyrosine kinase (EC 2.7.1.112) JAK2 (JAK2) and Vav2 oncogene (VAV2). 

SYK PTK2P 

PI3-Kcp PI3-Kcy 
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PLC-Yl 

!'Le01 

VCL lVlAP2Kl 

RAPIA CorolA 
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JAK2 VAV2 
P!.CG1 
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