
This allowed us to conduct a position-specific scoring
matrix– based screening of our complete platelet protein
database3 as an example of domain-guided specific platelet
protein interactions. Profile-based methods have been used
to predict target sites for SH3 domains,29 and recently
advanced approaches have been used to develop classifiers
for the prediction of kinase substrates and the site-specific
binding of SH2 domains to phosphotyrosines.30 The motif
search successfully confirmed literature-validated EVH1
interactors (Figure 1A; supplementary Table III). Apart

from zyxin, vinculin, and Fyn-binding protein, which were
included in the profile generating alignment, we also
identified a putative EVH1 target site for zonula occludens
protein 1 (ZO1; TJP1), which has been isolated as a
complex partner of VASP,31 and our data now suggest a
direct interaction between these 2 proteins. Interestingly,
a highly scored prediction for diaphanous (DIAPH1) was
obtained, which has been described as interacting with VASP
in Dictyostelium via its FH2 domain.31,32 The predicted target
site is located within the FH1 domain, suggesting an EVH1-

Figure 4. Partial colocalization of Abi-1 and VASP in human platelets. Platelets were seeded on Þbrinogen-coated coverslips, activated
with different agonists for 45 minutes unless otherwise noted and stained with antibodies against Abi-1 (green), VASP (red), and
WAVE-2 (red). White arrow, Þlopodia; white triangle, lamellipodia; cyan arrow, colocalization Abi-1/WAVE-2; cyan triangle, Abi-1 local-
ization. MagniÞcation �1000; bar�2 � m.
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mediated mechanism for the postulated FH1 facilitated bind-
ing of FH2 to VASP.

Inherently, a profile search can only capture targets har-
boring a previously established binding motif, whereas tar-
gets interacting in a different manner will remain elusive. For
example, TES, which lacks the FP4 motif, has recently been
described as binding to the EVH1 domain of Mena but not
VASP and EVL via its LIM domain.13 We could identify the
LIM domain containing PINCH-1 (LIMS1) in the EVH1
affinity purification of human platelets. Whether this consti-
tutes a direct interaction between PINCH-1 (LIMS1) and the
VASP-EVH1 domain remains to be addressed in future
studies.

Here we report for the first time an EVH1-mediated
interaction between Abi-1 and VASP. This is supported by in
silico data and the observation that Abi-1 from highly
purified platelets binds to the recombinant EVH1 domain of
VASP and vice versa. Y2H analysis confirmed the interaction
and showed the EVH1 domain of VASP and the second
polyproline-rich region of Abi-1 to be crucial for the inter-
action. Furthermore, we provide evidence that Abi-1 and
VASP are colocalized in spread platelets.

Abi-1 has been described to participate in cytoskeletal
reorganization, eg, by mediation of the WAVE-2/Abi-1/
Nap1/Sra-1 complex, which is known to stimulate Arp2/3 and
in consequence the actin nucleation activity.34 Our data
suggest Abi-1/WAVE-2/Arp2/3-dependent actin polymeriza-
tion in human platelets. This is supported by the observation
that all known complex partners of Abi-1 can be detected by
mass spectrometry (supplementary Table II), indicating the
presence of the entire WAVE-2(WASF2)/Abi-1(ABI1)/
Nap1(NCKAP1)/Sra-1(CYFIP2) complex in platelets. It has
been reported that this complex also regulates megakaryocyte
differentiation and spreading in platelets.24,25

Our results furnish the basis for an additional function of
Abi-1, along with VASP, for propagating actin-filament
elongation, as well as lamellipodium proliferation and stabi-
lization. Immunofluorescence microscopy shows that during
platelet spreading, the localization of Abi-1 and WAVE-2
correlates, but not completely (Figure 4). This is in line with
bleaching and photoactivation experiments demonstrating
that Abi-1 dynamics at the lamellipodium tip do not correlate
exactly with the dynamics of the WAVE complex.3 It is
assumed that Abi-1 comprises other actin regulatory com-
plexes in addition to being integrated in the WAVE com-
plex.36 It is therefore possible that Abi-1 interacts with VASP
as well as WAVE-2, but at different phases of spreading. The
interaction of Abi-1 and VASP is supported by Lai et al,35

who demonstrate that half-life times of fluorescence recovery
in the tip region of the lamellipodium for Abi-1 and VASP are
comparable.

EVH1-containing proteins are targeted to focal adhe-
sions or the leading edge by zyxin, vinculin,37 or lamelli-
podin.38 This suggests a similar targeting of Abi-1 for the
localization of VASP. The observations of Eto et al,24

showing impaired formation of lamellipodial ruffles on
fibrinogen in megakaryocytes transduced with Abi-1 short
hairpin RNA, indicate a role of Abi-1 for developing
lamellipodial structures. The importance of VASP in this

process is underscored by the fact that it is recruited to the
tips of lamellipodia in amounts that are directly propor-
tional to the rate of protrusion.39 These data, along with our
observations of a direct interaction and colocalization of
Abi-1 and VASP at the lamellipodia of spread platelets,
point to a concerted role of Abi-1 and VASP during
lamellipodia formation.

Our study exemplifies how the integration of experimen-
tal and computational interactomics can provide a power-
ful tool for the identification and functional characteriza-
tion of protein-protein interactions. With ever-increasing
amounts of data on platelet proteome, phosphoproteome,
protein structure, and interaction, integrated databases will
greatly enhance the biological benefit of these data. In
combination with integrative network analysis algo-
rithms39 and in silico guided experiments, these tools will
certainly contribute to a more comprehensive understand-
ing of the complex cellular signaling processes in human
platelets. Moreover, these databases and tools provide the
basic framework for the integration of functional and
clinical data: The characterization of disease-state associ-
ated network modules not only can yield new insights into
cellular pathophysiology but may also deliver candidates
for the development of module-based biomarkers for
diagnosis and therapy39 in the future.
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Supplemental figures and tables 

Figure I: Sequence logo of the class I EVH1 target profile used to search the platelet 

database (created with Weblogo 1). The total height of each position signifies the 

information content (ie. "conservedness") of the position and the height of each letter 

is proportional to the fraction of the amino acids in the motif. 

 

 

Table I: List of the top scoring hits identified by the motif search 

 
Symbol Name Motif Location Score 
ZYX Zyxin AFPPPPPPIEES 92-103 1.56E-12 
ZYX Zyxin IFPSPPPPPEEE 113-124 8.21E-12 
ZYX Zyxin DFPLPPPPLAGD 70-81 1.81E-10 
ZYX Zyxin PIPPPPQPREKV 130-141 1.98E-08 
VCL Vinculin DFPPPPPDLEQL 841-852 1.29E-11 
VCL Vinculin VPPPRPPPPEEK 870-881 1.84E-09 

AKAP8L A kinase (PRKA)  
anchor protein 8-like SPPPPPPPEEEE 601-612 7.10E-10 

FYB FYN-binding protein (ADAP) IFPPPPDDDIYD 615-626 2.49E-09 
WASF2 WAVE-2 APPPPPPPMIGI 321-332 4.97E-09 
WASF2 WAVE-2 APPPPPPPPAAD 363-374 3.42E-07 
ABI1 Abl-interactor 1 (Abi-1) PPPPPPPPVDYE 384-395 2.17E-08 
TJP1 Tight junction protein 1 (ZO-1) PLPPPPTQTEEE 1163-1174 3.65E-08 

ARHGEF12 Rho guanine nucleotide  
exchange factor (GEF) 12 VFDFPPPPLDQV 710-721 6.04E-08 

NFE2 Nuclear factor  
(erythroid-derived 2), 45kDa GFPLPPPPYELP 75-86 2.17E-07 

DIAPH1 Diaphanous homolog 1  TIPPPPPLPEGV 629-640 2.53E-07 

PALLD Palladin,  
cytoskeletal associated protein HFPPPPPILETS 561-572 3.17E-07 
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Table II: List of the proteins identified by mass spectrometry analysis of the GST-

EVH1 affinity purification analysis. Proteins detected only in the eluates of the GST-

EVH1 but not in those of the control are listed. The last column denotes proteins 

harbouring an EVH1 target site as detected by the in silico analysis. 

Symbol  Name Target site 

ABI1 Abl-interactor 1 (Abi-1) + 

DIAPH1 Diaphanous homolog 1 + 

FYB FYN-binding protein (ADAP) + 

WASF2 WAVE-2 + 

ZYX Zyxin + 

ATP5A1 ATP synthase, H+ transporting, mitochondrial F1 complex,  
alpha subunit 1, - 

CAPZB Capping protein (actin filament) muscle Z-line, beta - 

CYFIP1 SRA1  - 

ENO1 Enolase 1, (alpha) - 

GSN Gelsolin  - 

LIMS1 LIM and senescent cell antigen-like domains 1 (PINCH) - 

NCKAP1 NCK-associated protein 1 - 

NCKAP1L NCK-associated protein 1-like - 

PRDX6 Peroxiredoxin 6 - 

RASA3 RAS p21 protein activator 3 - 

ROCK2 Rho-associated, coiled-coil containing protein kinase 2 - 

RSU1 Ras suppressor protein 1 - 

SCAP2 Src family associated phosphoprotein 2 - 

TPM3 Tropomyosin 3 - 

TPM4 Tropomyosin 4 - 

TUBA1 Tubulin, alpha 1 (testis specific) - 

TUBB2C Tubulin, beta 2C - 
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Table III: Description of VASP interaction partners (Figure 1A) 2-67. Complete listing 

of all VASP interactors from the novel and extended version of PlateletWeb 

(development version, May 2009) ordered by gene symbol. All literature references in 

PlateletWeb regarding platelet expression of the interaction partner as well as the 

references for the interaction with VASP (not necessarily in platelet) have been 

extracted from the database. Numbering of references refers to the reference section 

in the supplementary material. 

 
  

Platelet 
Expression Symbol Description Expression 

Reference 
Interaction 
Reference

 
ACTA1 Actin, alpha 1, skeletal muscle 16, 24, 27, 38, 41, 

45 2, 29 

 
ACTG1 Actin, gamma 1 16, 19, 23, 30, 36, 

38, 39, 41, 45, 61 63 

 
APBB1 Amyloid beta (A4) precursor protein-

binding, family B, member 1 (Fe65) - 31 

 
APBB1IP 

Amyloid beta (A4) precursor protein-
binding, family B, member 1 interacting 
protein 

- 32, 35 

 
DMRTB1 DMRT-like family B with proline-rich C-

terminal, 1 - 50 

 
DNMBP TUBA, dynamin binding protein - 51 

 
FAT1 Protocadherin Fat1 - 59 

 
FBLIM1 Migfilin, filamin binding LIM protein 1 58 66 

 
FYB FYN-binding protein (ADAP) 23, 24, 30, 42, 65 34 

 
GSN Gelsolin 

16, 23, 24, 30, 36, 
37, 38, 39, 40, 41, 

42, 45, 64 
6 

 
LPP LIM domain containing preferred 

translocation partner in lipoma - 44 

 
NOL3 Nucleolar protein 3 (apoptosis repressor 

with CARD domain) - 50 

 
PFN1 Profilin 1 

16, 19, 23, 24, 30, 
36, 39, 40, 41, 45, 

56, 64 
29 

 
PFN2 Profilin 2 19 29, 46 

 
PLSCR1 Phospholipid scramblase 1 36 50 

 
PRKAA1 Protein kinase, AMP-activated, alpha 1 

catalytic subunit 65 10 

 
PRKACA PKA, protein kinase, cAMP-dependent, 

catalytic, alpha 27, 36 12, 13, 55 

 
PRKCA Protein kinase C, alpha 24, 30, 36, 64, 65 15 

 
PRKG1 PKG, protein kinase, cGMP-dependent, 

type I 24, 39, 45, 64 12, 13, 55 

 
RAPH1 Lamellipodin, Ras association and 

pleckstrin homology domains 1 - 33 

 
SPTA1 Spectrin, alpha, erythrocytic 1 

(elliptocytosis 2) 30 7, 11 
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Platelet 
Expression Symbol Description Expression 

Reference 
Interaction 
Reference

 
TES Testis derived transcript (3 LIM domains) - 17, 25 

 
TRIM9 Tripartite motif-containing 9 - 50 

 
VASP Vasodilator-stimulated phosphoprotein 

19, 23, 24, 30, 36, 
39, 41, 45, 47, 56, 

64, 65 
67 

 
VCL Vinculin 

16, 19, 22, 23, 24, 
30, 36, 38, 39, 40, 

41, 45, 60, 64 
29, 49 

 
WAS Wiskott-Aldrich syndrome (eczema-

thrombocytopenia) 65, 27 14, 31 

 
WASL Wiskott-Aldrich syndrome-like 54 31 

 
WWP2 WW domain containing E3 ubiquitin protein 

ligase 2 36 50 

 
XIRP1 Xin actin-binding repeat containing 1 - 62 

 
XPO6 Exportin 6 - 57 

 
ZYX Zyxin 

16, 19, 23, 24, 30, 
36, 38, 39, 42, 45, 

64, 65 
20, 29, 48, 55

 

 

 

Table IV: Primers used 

Bi7:  5‘–ATGGCCATGGAGGCCGAATTCATGAGCGAGACGGTCATC–3‘ 
Bi8:  5‘–CAGCTCGAGGGATCCCTCAGGGAGAACCCCGC–3‘ 
Bi23:  5‘–CCGCCATGGAGGCCAGTGAATTCATGGCAGAGCTGCAGATG–3‘ 
Bi25:  5‘–CGCTGCAGGTCGACGTTAATCAGTATAGTGCATGATTG–3‘ 
Bi141:  5’–CTCCACCAGATGACATTCCCATGTTTGATGACGCTGCAGTAGTTCAGTATAATGATCCATATGC–3’ 
Bi142:  5’–GCATATGGATCATTATACTGAACTACTGCAGCGTCATCAAACATGGGAATGTCATCTGGTGGAG–3’ 
Bi145: 5‘–CAGCTCGAGGGATCCCTCATCCTTCCAACGCCTCTAG–3‘ 
Bi186: 5‘–ATGGCCATGGAGGCCGAATTCGGCCTGGCCGCAGC–3‘ 
Bi168: 5‘–CAGCTCGAGGGATCCCTCATGGGGCCCCAGCTC–3’ 
Bi169:  5’–ATGGCCATGGAGGCCGAATTCGGTGGGCCCCCTCC–3’ 
Bi170: 5‘–GGCCCAGTCGATCGGAATTCCATGGCAGAGCTGCAGATG–3‘ 
Bi171: 5‘–GCCTTGCGGCCGCCTCGAGTTAATCAGTATAGTGCATGATTG–3’ 
Bi172: 5‘–GAGGCGTTGGAAGGAGGAGGGATCCATCGAG–3‘ 
Bi173: 5‘–CTCGATGGATCCCTCCTCCTTCCAACGCCTC–3’ 
Bi174:  5’–CGAGTGGATCCTCGGCCTGGCCGCAGC–3’ 
Bi175:  5‘–CGAGTCTCGAGCTCTCAGGGAGAACCCCGC–3‘ 
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Supplemental Methods 

In silico motif search 

A profile-based sequence analysis approach as implemented in the 

MEME/MAST software package version 3.5.3 has been used. Sequences of 

proteins with known EVH1 interaction sites described in Ball et al. 4 served as 

a data basis for the generation of a position-specific scoring matrix (PSSM) of 

the target motif. 25 class I interaction sites have been characterized in 13 

different proteins. The aligned motifs with 40 flanking amino acids on both 

sides were taken as input for the motif creation algorithm MEME, the resulting 

PSSM was used to screen the sequences of the platelet database 18 with 

MAST (Motif Alignment and Search Tool) 3.  

Plasmids 

The primers used are listed in table IV.  

For yeast two-hybrid studies the ABI1 and VASP ORFs and fragments of both 

were cloned into the DNA-binding domain containing plasmid pGBKT7 and 

the transcription activation domain containing pGADT7 (clontech, Mountain 

View, USA).  

The ABI1 open reading frame (ORF) was amplified by PCR using 

primers Bi23 and Bi25 and cDNA from HEK293 cells as template. After 

restriction with EcoRI and SalI the ABI1 ORF (isoform9) was inserted into the 

corresponding sites of the two-hybrid vector pGBKT7 resulting in plasmid 

pIBABI1/1.  

The VASP ORF was amplified from Haffner et al. 28 by PCR using 

primers Bi7 and Bi8. The resulting product was subcloned into EcoRI/BamHI 

digested pGADT7, resulting in plasmid pIBVASP/2.  

The Abi-1 fragment lacking aa 383-398 was constructed with primers 

Bi141 and Bi142 using QuikChange® Site-Directed Mutagenesis Kit 

(stratagene, La Jolla, USA) and pIBABI1/1 as template.  

The truncated versions of VASP were created after restriction with 

EcoRI and BamHI of PCR products made with the following primers using 

pIBVASP/2 as a template: VASP (aa 1-115) Bi7/Bi145, VASP (aa 1-224) 
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Bi7/Bi168, VASP (aa 116-380) Bi169/Bi8, VASP (aa 225-380) Bi186/Bi8. All 

fragments were inserted in the corresponding sites of the two-hybrid vector 

pGADT7 resulting in pIBVASP/4, pVSVASP/2, pVSVASP/4 and pIBVASP/6, 

respectively.  

All described mutants were tested on expression in the used yeast 

strains ((unpublished data, 2009)) using western blot analysis and specific 

antibodies.  

GST-VASP(1-115) plasmid was described before 5. For overexpression 

of GST-Abi-1 ABI1 isoform of platelets should be used. For this we 

investigated mRNA/cDNA of highly purified platelets 8 with different specific 

primers for ABI1. PCR products were sequenced (isoform10) and ABI-1 ORF 

(isoform10) was amplified by PCR using primers Bi170 and Bi171. After 

restriction with EcoRI and XhoI it was inserted in the corresponding sites of 

pGEX-4T-3 (GE Healthcare; Chalfont St. Giles, Great Britain) resulting in 

plasmid pVSABI1/1.  

All constructs used were confirmed by DNA sequencing. 

Antibodies 

For immunoprecipitation, immunoblots or immunufluorescence microscopy the 

following antibodies were used: anti-VASP (M4, 68), anti-Abi-1 (MBL, Nagoya, 

Japan), anti-galactosidase-binding domain (GAL-BD), anti-galactosidase-

activation domain (GAL-AD), anti-GST (Santa Cruz, Biotechnology, Inc., 

Santa Cruz, USA.) (mouse), anti-WAVE (Santa Cruz, Biotechnology, Inc., 

Santa Cruz, USA.) (rabbit), anti-GAPDH (Santa Cruz, Biotechnology, Inc., 

Santa Cruz, USA.) (goat), anti-β3 (Santa Cruz, Biotechnology, Inc., Santa 

Cruz, USA.) (goat), normal mouse IgGs (Santa Cruz, Biotechnology, Inc., 

Santa Cruz, USA.). For western blotting, anti-rabbit, anti-goat or anti-mouse 

coupled HRP (Santa Cruz, Biotechnology, Inc., Santa Cruz, USA.) were used 

as second antibody and blots were developed using the ECL-system (GE 

Healthcare; Chalfont St. Giles, Great Britain). For immunofluorescence 

microscopy phalloidin- and fluorescent secondary antibodies were obtained 

from invitrogen (Carlsbad, USA). 
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Platelet preparation 

Whole blood was collected in citrate buffer (100 mM Tri-Na-Citrate, 7 mM 

citric acid, 14 mM glucose, 15 mM EGTA, pH 6.5). Platelet-rich plasma (PRP) 

was isolated by centrifugation for 20 min at 300 xg. Washed platelets were 

prepared from PRP by centrifugation for 10 min at 500 xg and resuspended in 

HEPES/NaCl buffer (0.85% NaCl, 10 mM HEPES, pH 7.4).  

Purified platelets were prepared as described previously 8. Briefly, 

washed platelets were layered on a discontinuous gradient (Optiprep®, 

Progen, Heidelberg, Germany) and centrifuged at 300xg for 20 min at room 

temperature. The purified platelet containing fraction was centrifuged at 

1000xg for 10 min at room temperature and the resulting pellet was 

resuspended in 2 ml of HEPES-modified Tyrode’s buffer (145 mM NaCl, 5 mM 

KCl, 1 mM MgCl2, 10 mM HEPES, 10 mM glucose, pH 7.4).  

In vitro protein binding assay 

GST and GST-VASP(1-115) or GST-Abi-1(1-388, full length) were expressed 

in E. coli BL21(DE3). Cells were harvested and diluted in PBS buffer 

(containing protease inhibitors: 2.5µg/ml leupeptin, 2µg/ml aprotinin, 5µg/ml 

antipain, 6µg/ml chymostatin, 1µg/ml pepstatin), broken by a French press 

and cellular debris was removed by ultracentrifugation (100,000xg, 45 

minutes). Supernatant containing soluble proteins including GST-VASP(1-

115), GST-Abi-1(1-388, full length) or GST was loaded directly on a 

Glutathione Sepharose 4B (GE Healthcare Buckinghamshire, England) 

column equilibrated with PBS-buffer. After washing with PBS buffer (10x 

column volumes) the 100,000xg supernatant from precleared lysates of highly 

purified platelet (lysis buffer: 25mM Tris, 150mM NaCl, 1mM EDTA, 50mM 

NaF, 1mM sodium orthovanadate, 1mM PMSF, 1% TritonX-100, 1µg/ml 

leupeptin, 0,5µg/ml pepstatin, 5µg/ml aprotinin; pre-clearing was performed 

sequentially for four times) was loaded on the column and incubated overnight 

on a tube rotator. After intensive washing proteins were eluted from the 

column with SDS sample buffer and analyzed by SDS-PAGE and Coomassie 

staining or Western blotting. Control experiment (GST alone) was performed 

in parallel. 
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Immunoprecipitation 

Washed platelets (1x109/ml) were treated with ADP (20µM) + Ca2+ (1mM) at 

37°C for 2 minutes. After addition of protease inhibitors (2µg/ml aprotinin, 

1µg/ml pepstatin, 2.5µg/ml leupeptin, 5µg/ml antipain 6µg/ml chymostatin) 

and lysis with 0,5% TritonX-100, 100,000 x g supernatant from platelet lysate 

(5x108) was added to monoclonal anti-mouse for Abi-1 (MBL, Nagoya, Japan) 

and normal IgG mouse (Santa Cruz, Biotechnology, Inc., Santa Cruz, USA)) 

and incubated at 4°C over night. Magnetic beads (Dynabeads® Pan Mouse 

IgG, Dynal Hamburg, Germany) were added and incubated for 2,5 h at 4°C. 

After washing with PBS-buffer (+ 0,5% TritonX-100 + 0,02% Tween20) bound 

proteins were released by boiling the beads in SDS sample buffer.  

Two-hybrid analysis 

The two-hybrid assay was based on a described method 21. 

Cotransformations of two-hybrid vectors into the strains Y187, PCY2 and 

AH109 were performed according to Gietz and Woods 26 and to the 

manufacturer’s protocol (clontech, Mountain View, USA). Expression of the 

wild-type and mutant proteins of Abi-1 and VASP, were verified by Western 

blot analysis with anti-BD and and anti-AD antibodies, respectively. Growth 

test (AH109), filter (PCY2) and liquid β-galactosidase (Y187) assays were 

carried out as described elsewhere 9, 53. Positive interactions were identified 

by the ability of yeast to grow on leucine-tryptophan-histidine-adenosin 

selective plates and by ß-galactosidase expression, indicated by the blue 

color observed in the presence of X-gal or of ONPG. Growth tests were 

repeated three times under equal conditions with about ten different clones of 

each transformation, yielding identical results. Replicates of liquid culture 

assays were performed three times each.  

Adhesion of platelets for immunofluorescent staining 

Glass coverslips were coated with 0.1mg/mL of fibrinogen in PBS for 2 h at 

room temperature. Washed platelets were seeded on the coverslips for 10, 

15, 20 or 45 minutes and treated appropriately (final concentration: ADP 

100µM, Thrombin 0.1U/ml, arachidonic acid 50µM, collagen 100µg/ml). They 



 9

were fixed with 3.7% paraformaldehyde, followed by permeabilization with 

0.1% Triton X-100 for 10 min at room temperature. After incubation with 1% 

bovine serum albumin in PBS samples were stained with the indicated 

antibodies for 45 min at 37°C followed by staining with suitable secondary 

antibodies for 45 min at 37°C. Images were obtained with a laser-scanning 

microscope (MRC1024, Biorad, Munich, Germany) equiped with an 

Argon/Krypton laser and using filter settings to completely separate the red 

and green fluorescence. 

Mass spectrometry 

Gel bands derived from 1D-SDS-PAGE were washed, equilibrated, and 

proteins were proteolytically digested with trypsin as described previously 52. 

Generated peptides were extracted with 15 µL 0.1% trifluoroacetic acid and 

subsequently reduced to a volume of 6 µL. 

Respective peptide mixtures were subjected to nano-liquid 

chromatography coupled online to a LTQ-XL mass spectrometer (Thermo-

Fischer Scientific, Dreieich, Germany). An Ultimate 3000 HPLC (Dionex, 

Idstein, Germany) was used in combination with a preconcentration setup 

comprising a 100 µm inner diameter x 2 cm length precolumn and a 75 µm 

inner diameter x 15 cm length separation column, both packed in-house with 

Synergy Hydro-RP material (4 µm and 2 µm particle size, 80 A pore size, 

Phenomenex, Aschaffenburg, Germany). Peptides were separated using a 

binary gradient system (solvent A: 0.1% formic acid in water, solvent B: 84% 

acetonitrile, 0.1% formic acid) from 5% to 50% B in 55min. Online mass 

spectrometric detection was achieved using a duty cycle consisting of a single 

survey scan followed by five tandem-MS scans for selected precursors. Raw-

files were converted to mgf-files using the import filter of Mascot Daemon 

(MatrixScience, London, UK) based on lcq_dta.exe (Thermo-Fischer 

Scientific).  

Database searches were done using *.mgf files as input for Mascot 2.2 

(MatrixScience). Searches were conducted against the human subset of the 

Swiss-Prot database (11th September 2007, 283454 sequences, thereof 

17266 human entries) using trypsin with one miscleavage site as protease. 
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Fixed modification was carbamidomethylation of cysteine while oxidation of 

methionine was allowed as variable modification. MS and MS/MS tolerance 

were both set to 0.5 Da. Peptides with scores above 35 were considered for 

manual validation and two valid peptides were required for positive 

identification. Further information about identified proteins and direct Mascot 

results are presented within supplementary Mascot results file (Supplemental 

Mascot Results). 
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Notes:

Database searches were done using *.mgf files as input for Mascot 2.2 (MatrixScience). 
Searches were conducted against the human subset of the Swiss-Prot database 
(11th September 2007, 283454 sequences, thereof 17266 human entries) using trypsin with one miscleavage site as protease. 
Fixed modification was carbamidomethylation of cysteine while oxidation of methionine was allowed as variable modification.
MS and MS/MS tolerance were both set to 0.5 Da. 
Peptides with scores above 35 were considered for manual validation and two valid peptides were required for positive identification.

Within the following tabs, the results of the individual Mascot searches are displayed. The letter following the band number corresponds to
the GST - Tag withouth (A) and with the bait protein (B) attached. Bands are annotated within the gel as evident from the last tab
displaying the gel.

While supplemental table II lists only proteins finally considered for being potential interaction partners, the following tabs feature all proteins identified. 
Please not, that proteins being identified in the same band number for (A) and (B) were excluded from supplemental table II. To account for 
slight migration differences, this holds also true for proteins from closely adjacent bands. Furthermore, VASP was excluded as potential result as well. 



Q13642            Mass: 38006    Score: 209    Queries matched: 6
Four and a half LIM domains protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide
868  590.85   1179.68   1179.63   0.05  0   50   0.00047  1   K.QVIGTGSFFPK.G 867
914  653.82   1305.63   1305.66   -0.03  0   80   3.7e-007  1   K.AIVAGDQNVEYK.G 913

1091  823.48   1644.95   1644.65   0.29  0   46   0.00087  1   K.GEDFYCVTCHETK.F 1089

lewandrowski
Schreibmaschinentext
band 1A



P48059            Mass: 39108    Score: 591    Queries matched: 17
LIM and senescent cell antigen-like-containing domain protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1226  560.73   1119.46   1119.50   -0.04  0   57   0.0001  1   K.MGVPICGACR.R  1244 1245
1374  622.34   1242.66   1242.68   -0.02  0   97   8e-009  1   R.VIEGDVVSALNK.A 1373
1534  696.29   1390.56   1390.60   -0.04  0   57   7.2e-005  1   K.GELYCLPCHDK.M 1535
1540  700.30   1398.58   1398.67   -0.09  0   50   0.00037  1   K.FVEFDMKPVCK.K 1541
1759  792.52   1583.03   1582.82   0.21  0   68   6.1e-006  1   K.CHAIIDEQPLIFK.N 1758
1931  588.05   1761.13   1760.82   0.31  1   37   0.0059  1   R.ELKGELYCLPCHDK.M
2055  939.77   1877.53   1877.73   -0.20  0   98   4.2e-009  1   K.AWCVNCFACSTCNTK.L 2054
2100  649.34   1945.00   1944.76   0.24  0   42   0.0017  1   K.NDPYHPDHFNCANCGK.E 2101

P50552            Mass: 39976    Score: 531    Queries matched: 13
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1242  568.36   1134.71   1134.58   0.13  0   50   0.00052  1   R.QVWGLNFGSK.E
1371  621.82   1241.63   1241.56   0.07  0   72   3.1e-006  1   R.ATVMLYDDGNK.R  1356 1357 1372
1523  691.81   1381.61   1381.67   -0.06  1   65   1.2e-005  1   R.ATVMLYDDGNKR.W  1522 1539
1700  773.84   1545.67   1545.77   -0.10  0   71   2.8e-006  1   R.VQIYHNPTANSFR.V 1701
2073  957.92   1913.83   1913.98   -0.15  1   84   1.1e-007  1   R.KMQPDQQVVINCAIVR.G  2066 2067

lewandrowski
Schreibmaschinentext
band 1B



P67936            Mass: 28619    Score: 337    Queries matched: 10
Tropomyosin alpha-4 chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1068  481.85   961.68   961.46   0.22  0   44   0.0021  1   K.TIDDLEEK.L
1285  583.34   1164.67   1164.55   0.12  0   48   0.00064  1   K.MEIQEMQLK.E
1291  585.88   1169.74   1169.67   0.07  0   60   4.1e-005  1   K.LVILEGELER.A
1398  636.99   1271.97   1271.65   0.32  1   35   0.014  1   R.EKAEGDVAALNR.R
1432  649.94   1297.86   1297.76   0.10  1   40   0.0043  1   R.KLVILEGELER.A 1431
1542  700.42   1398.82   1398.75   0.07  1   53   0.0002  1   R.RIQLVEEELDR.A
1794  807.86   1613.71   1613.76   -0.06  0   95   1e-008  1   K.IQALQQQADEAEDR.A 1793
1906  581.66   1741.96   1741.86   0.10  1   88   4.4e-008  1   R.KIQALQQQADEAEDR.A

P60709            Mass: 42052    Score: 290    Queries matched: 8
Actin, cytoplasmic 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1076  488.77   975.53   975.44   0.09  0   81   4.1e-007  1   K.AGFAGDDAPR.A 1075
1088  499.75   997.48   997.48   0.01  0   49   0.00052  1   R.DLTDYLMK.I 1109
1238  566.77   1131.53   1131.52   0.01  0   73   2.3e-006  1   R.GYSFTTTAER.E
1318  599.77   1197.53   1197.51   0.01  0   70   4.6e-006  1   K.DSYVGDEAQSK.R 1317

P06753            Mass: 32856    Score: 219    Queries matched: 6
Tropomyosin alpha-3 chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1236  566.37   1130.72   1130.60   0.12  0   67   8.1e-006  1   K.MELQEIQLK.E 1237
1273  578.84   1155.66   1155.65   0.01  0   67   8.1e-006  1   K.LVIIEGDLER.T 1271
1411  428.93   1283.75   1283.74   0.01  1   43   0.0017  1   R.KLVIIEGDLER.T
1542  700.42   1398.82   1398.75   0.07  1   53   0.0002  1   R.RIQLVEEELDR.A

lewandrowski
Schreibmaschinentext
band 1B



P47756            Mass: 31616    Score: 104    Queries matched: 4
F-actin-capping protein subunit beta - Homo sapiens (Human)

       Check to include this hit in error tolerant search or archive report
      

Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide
1360  616.17   1230.33   1230.53   -0.20  0   49   0.00058  1   K.DYLLCDYNR.D 1361
1658  759.75   1517.50   1517.68   -0.19  0   48   0.0006  1   K.YDPPLEDGAMPSAR.L
1867  566.29   1695.85   1695.82   0.03  1   45   0.00095  1   R.KLEVEANNAFDQYR.D

lewandrowski
Schreibmaschinentext
band 1B



P27105            Mass: 31882    Score: 221    Queries matched: 3
Erythrocyte band 7 integral membrane protein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

852  676.29   1350.57   1350.74   -0.17  0   62   2.3e-005  1   R.YLQTLTTIAAEK.N
1018  858.39   1714.76   1714.89   -0.13  0   77   6.3e-007  1   K.EASMVITESPAALQLR.Y
1080  965.30   1928.59   1928.99   -0.40  0   129   3.2e-012  1   R.VQNATLAVANITNADSATR.L

lewandrowski
Schreibmaschinentext
band 2A



P50552            Mass: 39976    Score: 490    Queries matched: 14
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

891  568.32   1134.62   1134.58   0.03  0   49   0.00055  1   R.QVWGLNFGSK.E 890
1048  691.87   1381.72   1381.67   0.05  1   65   1.2e-005  1   R.ATVMLYDDGNKR.W  1047 1049 1061 1062 1064
1145  773.92   1545.83   1545.77   0.06  0   72   2.2e-006  1   R.VQIYHNPTANSFR.V  1146 1147
1228  885.91   1769.81   1769.89   -0.09  0   95   1.1e-008  1   K.MQPDQQVVINCAIVR.G  1230 1231

P27105            Mass: 31882    Score: 327    Queries matched: 7
Erythrocyte band 7 integral membrane protein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

747  427.26   852.51   852.52   -0.00  0   47   0.00086  1   K.LPVQLQR.A 748
809  503.82   1005.62   1005.45   0.17  0   48   0.00082  1   R.AMAAEAEASR.E
956  624.36   1246.70   1246.60   0.10  0   63   2.4e-005  1   K.VIAAEGEMNASR.A

1023  676.37   1350.73   1350.74   -0.01  0   75   1.3e-006  1   R.YLQTLTTIAAEK.N 1022
1269  965.36   1928.71   1928.99   -0.29  0   147   5.1e-014  1   R.VQNATLAVANITNADSATR.L

Q13642            Mass: 38006    Score: 137    Queries matched: 3
Four and a half LIM domains protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

855  529.25   1056.49   1056.39   0.10  0   50   0.00047  1   K.FDCHYCR.D
922  596.30   1190.58   1190.42   0.16  0   42   0.0029  1   K.DCFTCSNCK.Q

1281  980.80   1959.59   1959.80   -0.21  0   99   3.4e-009  1   R.FTAVEDQYYCVDCYK.N

lewandrowski
Schreibmaschinentext
band 2B



no significant hits

lewandrowski
Schreibmaschinentext
band 3A



P50552            Mass: 39976    Score: 320    Queries matched: 8
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1357  613.78   1225.56   1225.56   -0.01  0   39   0.0048  1   R.ATVMLYDDGNK.R
1523  691.79   1381.57   1381.67   -0.10  1   65   1.1e-005  1   R.ATVMLYDDGNKR.W  1522 1547
1944  885.88   1769.75   1769.89   -0.14  0   102   2.1e-009  1   K.MQPDQQVVINCAIVR.G  1942 1953
2050  633.80   1898.38   1897.99   0.39  1   49   0.00036  1   R.KMQPDQQVVINCAIVR.G

Q15404            Mass: 31521    Score: 233    Queries matched: 9
Ras suppressor protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

945  421.80   841.59   841.54   0.05  0   43   0.0021  1   K.LQILSLR.D 948
1088  507.83   1013.64   1013.54   0.10  0   67   9.4e-006  1   R.DNDLISLPK.E 1087
1249  574.79   1147.57   1147.54   0.02  0   58   7.4e-005  1   R.HMQANPEPPK.K 1250
1326  603.80   1205.58   1205.50   0.08  0   44   0.0018  1   K.NQPEVDMSDR.G
2122  674.01   2019.00   2019.02   -0.02  0   40   0.0024  1   R.ALYLSDNDFEILPPDIGK.L 2121

lewandrowski
Schreibmaschinentext
band 3B



no significant hits

lewandrowski
Schreibmaschinentext
band 4A



P30041            Mass: 25133    Score: 331    Queries matched: 8
Peroxiredoxin-6 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1247  543.40   1084.78   1084.59   0.19  0   59   5.8e-005  1   K.LPFPIIDDR.N
1417  596.42   1190.83   1190.67   0.16  0   45   0.0015  1   K.LSILYPATTGR.N 1415
2177  915.35   1828.69   1828.88   -0.18  0   60   2.6e-005  1   K.DGDSVMVLPTIPEEEAK.K 2187
2387  699.93   2096.78   2097.09   -0.31  0   94   1.1e-008  1   M.PGGLLLGDVAPNFEANTTVGR.I  2388 2389

P50552            Mass: 39976    Score: 284    Queries matched: 11
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1303  568.08   1134.14   1134.58   -0.45  0   50   0.00044  1   R.QVWGLNFGSK.E  1304 1305 1307
1487  621.81   1241.60   1241.56   0.04  0   57   8.6e-005  1   R.ATVMLYDDGNK.R  1472 1488
1653  691.79   1381.57   1381.67   -0.10  1   61   2.8e-005  1   R.ATVMLYDDGNKR.W 1654
2107  893.95   1785.89   1785.89   0.01  0   70   3.2e-006  1   K.MQPDQQVVINCAIVR.G
2225  633.60   1897.77   1897.99   -0.22  1   42   0.0019  1   R.KMQPDQQVVINCAIVR.G

lewandrowski
Schreibmaschinentext
band 4B



P60709            Mass: 42052    Score: 1289   Queries matched: 46
Actin, cytoplasmic 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

817  488.76   975.52   975.44   0.07  0   81   3.8e-007  1   K.AGFAGDDAPR.A  815 816 818 819
835  499.79   997.57   997.48   0.09  0   53   0.00023  1   R.DLTDYLMK.I  832 833 834 851 852 853 854 855 8
923  566.82   1131.63   1131.52   0.11  0   71   3.9e-006  1   R.GYSFTTTAER.E  920 921 922
939  581.31   1160.61   1160.61   0.00  0   82   2.7e-007  1   K.EITALAPSTMK.I  938 954 955
946  586.31   1170.60   1170.56   0.04  0   68   6.7e-006  1   R.HQGVMVGMGQK.D  948 978
969  599.78   1197.55   1197.51   0.03  0   74   1.7e-006  1   K.DSYVGDEAQSK.R  966 968 970

1065  677.79   1353.57   1353.62   -0.04  1   64   1.5e-005  1   K.DSYVGDEAQSKR.G
1174  506.27   1515.79   1515.70   0.09  0   57   6.9e-005  1   K.QEYDESGPSIVHR.K  1173 1175
1356  895.89   1789.77   1789.88   -0.12  0   100   3e-009  1   K.SYELPDGQVITIGNER.F  1355 1358
1495  651.91   1952.71   1953.06   -0.34  0   47   0.00058  1   R.VAPEEHPVLLTEAPLNPK.A  1497 1498 1499 150
1714  787.13   2358.37   2358.15   0.21  1   37   0.0054  1   R.KDLYANTVLSGGTT MYPGIADR.M
1745  1275.68   2549.35   2549.17   0.19  0   89   2.2e-008  1   K.LCYVALDFEQEMATAASSSSLEK.S

lewandrowski
Schreibmaschinentext
band 5A



P60709            Mass: 42052    Score: 1103   Queries matched: 44
Actin, cytoplasmic 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

931  453.36   904.71   904.44   0.26  1   35   0.018  1   K.CDVDIRK.D
1010  488.76   975.50   975.44   0.06  0   79   6.3e-007  1   K.AGFAGDDAPR.A  1008 1009 1011 1012
1035  499.81   997.60   997.48   0.12  0   49   0.00056  1   R.DLTDYLMK.I  1032 1033 1036 1064
1169  566.82   1131.62   1131.52   0.10  0   68   7.1e-006  1   R.GYSFTTTAER.E  1166 1167 1168
1195  1161.40   1160.40   1160.61   -0.22  0   54   0.00018  1   K.EITALAPSTMK.I  1194 1197 1198 1228
1218  586.36   1170.70   1170.56   0.14  0   65   1.3e-005  1   R.HQGVMVGMGQK.D  1213 1216 1217 1235 1237 1
1253  1198.34   1197.33   1197.51   -0.18  0   81   3.6e-007  1   K.DSYVGDEAQSK.R  1254 1255
1256  599.89   1197.76   1197.70   0.06  0   62   2.9e-005  1   R.AVFPSIVGRPR.H 1257
1584  758.35   1514.69   1514.74   -0.06  0   38   0.0057  1   K.IWHHTFYNELR.V 1586
1587  758.78   1515.54   1515.70   -0.16  0   57   7.6e-005  1   K.QEYDESGPSIVHR.K 1589
1817  597.62   1789.84   1789.88   -0.05  0   42   0.002  1   K.SYELPDGQVITIGNER.F 1816
2028  651.98   1952.92   1953.06   -0.14  0   37   0.0054  1   R.VAPEEHPVLLTEAPLNPK.A
2301  1180.28   2358.55   2358.15   0.39  1   61   1.9e-005  1   R.KDLYANTVLSGGTT MYPGIADR.M
2486  1077.79   3230.34   3230.45   -0.12  0   84   5.3e-008  1   R.CPEALFQPSFLGMESCGIHETTFNSIMK.C 2487

P50552            Mass: 39976    Score: 414    Queries matched: 9
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1170  568.41   1134.81   1134.58   0.23  0   49   0.00056  1   R.QVWGLNFGSK.E
1309  613.79   1225.57   1225.56   0.00  0   47   0.00084  1   R.ATVMLYDDGNK.R
1471  691.81   1381.60   1381.67   -0.06  1   66   1e-005  1   R.ATVMLYDDGNKR.W  1492 1493 1494
1627  773.85   1545.68   1545.77   -0.09  0   77   6.6e-007  1   R.VQIYHNPTANSFR.V
1806  893.85   1785.69   1785.89   -0.20  0   112   2.1e-010  1   K.MQPDQQVVINCAIVR.G 1807

lewandrowski
Schreibmaschinentext
band 5B



no significant hits

lewandrowski
Schreibmaschinentext
band 6A



P60709            Mass: 42052    Score: 209    Queries matched: 6
Actin, cytoplasmic 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

641  488.82   975.63   975.44   0.19  0   71   4e-006  1   K.AGFAGDDAPR.A
713  566.69   1131.37   1131.52   -0.15  0   60   4.8e-005  1   R.GYSFTTTAER.E
732  599.82   1197.63   1197.51   0.11  0   62   2.9e-005  1   K.DSYVGDEAQSK.R
929  895.94   1789.87   1789.88   -0.01  0   71   2.2e-006  1   K.SYELPDGQVITIGNER.F 928

P50552            Mass: 39976    Score: 160    Queries matched: 6
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

714  568.30   1134.59   1134.58   0.01  0   40   0.0051  1   R.QVWGLNFGSK.E 715
813  467.00   1397.97   1397.66   0.31  1   66   1e-005  1   R.ATVMLYDDGNKR.W  806 812
876  773.79   1545.57   1545.77   -0.20  0   46   0.00085  1   R.VQIYHNPTANSFR.V

P06733            Mass: 47481    Score: 152    Queries matched: 8
Alpha-enolase - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

621  450.38   898.74   898.55   0.19  0   39   0.0056  1   K.TIAPALVSK.K 620
626  452.82   903.62   903.45   0.17  0   53   0.00025  1   R.IEEELGSK.A 625
652  504.26   1006.50   1006.49   0.01  0   49   0.0006  1   K.SCNCLLLK.V 653
720  572.36   1142.70   1142.61   0.09  0   46   0.0011  1   R.IGAEVYHNLK.N
820  713.32   1424.63   1424.72   -0.09  0   45   0.0013  1   R.YISPDQLADLYK.S

lewandrowski
Schreibmaschinentext
band 6B



Q9H4B7            Mass: 50865    Score: 176    Queries matched: 4
Tubulin beta-1 chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

671  472.84   943.67   943.51   0.17  0   70   5.9e-006  1   R.GASALQLER.I 670
746  565.86   1129.71   1129.59   0.13  0   65   1.6e-005  1   R.FPGQLNADLR.K
926  847.35   1692.68   1692.79   -0.11  0   53   0.00016  1   R.NSSCFVEWIPNNVK.V

Q13418            Mass: 51899    Score: 94     Queries matched: 3
Integrin-linked protein kinase - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

642  432.36   862.70   862.49   0.21  0   36   0.013  1   K.QLNFLTK.L
775  642.26   1282.50   1282.55   -0.05  0   45   0.0013  1   R.SVMIDEDMTAR.I
931  856.79   1711.57   1711.78   -0.21  0   59   3.8e-005  1   R.EVPFADLSN MEIGMK.V

lewandrowski
Schreibmaschinentext
band 7A



Q9H4B7            Mass: 50865    Score: 929    Queries matched: 25
Tubulin beta-1 chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

718  472.87   943.72   943.51   0.21  0   70   5.7e-006  1   R.GASALQLER.I 717
756  513.78   1025.54   1025.53   0.01  0   58   5.7e-005  1   K.VAVCDIPPR.G 758
777  526.14   1050.27   1050.46   -0.19  0   58   6.9e-005  1   R.NTMAACDLR.R  778 793
796  539.39   1076.77   1076.53   0.25  1   30   0.047  1   K.IREEYPDR.I
828  565.76   1129.50   1129.59   -0.09  0   54   0.00017  1   R.FPGQLNADLR.K
839  571.78   1141.55   1141.60   -0.04  0   58   8.2e-005  1   R.YLTVACIFR.G 840
841  572.26   1142.51   1142.63   -0.12  0   77   9.2e-007  1   K.LAVNMVPFPR.L  843 850 851
968  677.28   1352.55   1352.65   -0.10  0   92   2.3e-008  1   R.IMNSFSVMPSPK.V  969 971 975
992  708.37   1414.73   1414.74   -0.01  0   61   3e-005  1   K.EVDQQLLSVQTR.N 991

1139  816.38   1630.74   1630.82   -0.09  0   72   2.1e-006  1   R.AVLVDLEPGT MDSIR.S  1130 1138
1323  1168.96   2335.91   2335.97   -0.07  0   85   7.4e-008  1   K.AVLEEDEEVTEEAE MEPEDK.G

Q13418            Mass: 51899    Score: 728    Queries matched: 29
Integrin-linked protein kinase - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

622  408.27   814.53   814.43   0.10  0   35   0.017  1   R.EGNAVAVR.L
640  416.82   831.62   831.40   0.22  0   46   0.0017  1   K.MGQNLNR.I 637
643  420.31   838.61   838.40   0.21  0   40   0.0043  1   K.FALDMAR.G 627 628
672  432.37   862.73   862.49   0.24  0   35   0.019  1   K.QLNFLTK.L
709  469.77   937.54   937.42   0.11  0   39   0.0052  1   K.YGEMPVDK.A 710
807  547.25   1092.48   1092.46   0.02  0   34   0.019  1   K.ICMNEDPAK.R
857  582.83   1163.65   1163.60   0.05  0   65   1.3e-005  1   R.SAVVEMLI MR.G 856 861 862
876  602.87   1203.73   1203.66   0.07  0   40   0.0045  1   K.FDMIVPILEK.M 875
906  634.24   1266.47   1266.56   -0.08  0   67   8.1e-006  1   R.SVMIDEDMTAR.I  907 915 916 924 925
949  663.94   1325.87   1325.64   0.23  0   56   9.9e-005  1   K.LNENHSGELWK.G 951

1114  795.85   1589.68   1589.79   -0.11  0   68   5.5e-006  1   R.MYAPAWVAPEALQK.K  1098 1113
1162  840.90   1679.79   1679.79   -0.00  0   76   8.5e-007  1   R.EVPFADLSNMEIGMK.V 1176

lewandrowski
Schreibmaschinentext
band 7B



P50552            Mass: 39976    Score: 458    Queries matched: 11
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

833  568.34   1134.66   1134.58   0.08  0   46   0.0011  1   R.QVWGLNFGSK.E 831
987  466.97   1397.88   1397.66   0.22  1   65   1.1e-005  1   R.ATVMLYDDGNKR.W  982 986 988

1079  773.93   1545.86   1545.77   0.09  0   88   5.2e-008  1   R.VQIYHNPTANSFR.V 1080
1090  781.32   1560.63   1560.72   -0.09  0   64   1.5e-005  1   K.YNQATPNFHQWR.D
1194  885.90   1769.78   1769.89   -0.12  0   95   1.1e-008  1   K.MQPDQQVVINCAIVR.G 1193

P06733            Mass: 47481    Score: 349    Queries matched: 11
Alpha-enolase - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

701  452.80   903.58   903.45   0.12  0   42   0.0033  1   R.IEEELGSK.A 700
748  504.30   1006.60   1006.49   0.10  0   42   0.0027  1   K.SCNCLLLK.V 749
802  544.91   1087.81   1087.59   0.22  1   57   0.00011  1   K.KLNVTEQEK.I 801
844  572.41   1142.81   1142.61   0.20  0   66   1.1e-005  1   R.IGAEVYHNLK.N 842
989  703.76   1405.51   1405.71   -0.20  0   77   6.9e-007  1   R.GNPTVEVDLFTSK.G

1145  817.48   1632.95   1632.81   0.14  0   70   3.8e-006  1   K.VNQIGSVTESLQACK.L
1253  980.90   1959.78   1959.92   -0.14  0   115   8.1e-011  1   K.DATNVGDEGGFAPNILENK.E

P60709            Mass: 42052    Score: 315    Queries matched: 9
Actin, cytoplasmic 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

732  488.79   975.57   975.44   0.12  0   57   0.00011  1   K.AGFAGDDAPR.A
742  499.81   997.61   997.48   0.13  0   44   0.0017  1   R.DLTDYLMK.I
830  566.83   1131.64   1131.52   0.12  0   62   2.7e-005  1   R.GYSFTTTAER.E 829
852  581.25   1160.49   1160.61   -0.12  0   54   0.0002  1   K.EITALAPSTMK.I 860
869  599.73   1197.45   1197.51   -0.07  0   77   8.2e-007  1   K.DSYVGDEAQSK.R

1204  896.13   1790.25   1789.88   0.36  0   74   1.2e-006  1   K.SYELPDGQVITIGNER.F 1203

lewandrowski
Schreibmaschinentext
band 7B



P07437            Mass: 50095    Score: 155    Queries matched: 3
Tubulin beta chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

815  651.35   1300.69   1300.63   0.06  0   62   2.6e-005  1   R.ISVYYNEATGGK.Y 816
829  660.36   1318.71   1318.70   0.02  0   86   1.2e-007  1   R.IMNTFSVVPSPK.V

lewandrowski
Schreibmaschinentext
band 8A



P07437            Mass: 50095    Score: 977    Queries matched: 25
Tubulin beta chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

732  514.80   1027.59   1027.51   0.08  0   47   0.00084  1   K.TAVCDIPPR.G
762  541.20   1080.39   1080.42   -0.03  0   39   0.0054  1   K.NMMAACDPR.H 763
784  565.89   1129.77   1129.59   0.18  0   63   2.2e-005  1   R.FPGQLNADLR.K 783
792  572.29   1142.57   1142.63   -0.06  0   64   2e-005  1   K.LAVNMVPFPR.L  793 809 810
856  623.21   1244.41   1244.59   -0.18  0   75   1.3e-006  1   R.ISEQFTA MFR.R 846 857
897  651.30   1300.58   1300.63   -0.05  0   82   2.3e-007  1   R.ISVYYNEATGGK.Y 896
918  660.33   1318.65   1318.70   -0.05  0   90   3.8e-008  1   R.IMNTFSVVPSPK.V 928
989  731.84   1461.66   1461.68   -0.02  0   78   6.3e-007  1   K.EVDEQMLNVQNK.N  984 985 990

1082  808.32   1614.63   1614.83   -0.20  0   83   1.8e-007  1   R.AILVDLEPGTMDSVR.S 1091
1112  848.82   1695.62   1695.83   -0.21  0   74   1.3e-006  1   K.NSSYFVEWIPNNVK.T 1113
1174  608.25   1821.73   1821.92   -0.19  0   57   6.1e-005  1   R.EIVHIQAGQCGNQIGAK.F

P68371            Mass: 50255    Score: 893    Queries matched: 24
Tubulin beta-2C chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

732  514.80   1027.59   1027.51   0.08  0   47   0.00084  1   K.TAVCDIPPR.G
762  541.20   1080.39   1080.42   -0.03  0   39   0.0054  1   K.NMMAACDPR.H 763
784  565.89   1129.77   1129.59   0.18  0   63   2.2e-005  1   R.FPGQLNADLR.K 783
792  572.29   1142.57   1142.63   -0.06  0   64   2e-005  1   K.LAVNMVPFPR.L 793 809 810
856  623.21   1244.41   1244.59   -0.18  0   75   1.3e-006  1   R.ISEQFTAMFR.R 846 857
918  660.33   1318.65   1318.70   -0.05  0   90   3.8e-008  1   R.IMNTFSVVPSPK.V 928
924  664.78   1327.54   1327.64   -0.10  0   68   6.2e-006  1   R.INVYYNEATGGK.Y 922
989  731.84   1461.66   1461.68   -0.02  0   78   6.3e-007  1   K.EVDEQMLNVQNK.N 984 985 990

1078  801.30   1600.59   1600.81   -0.22  0   73   1.7e-006  1   R.AVLVDLEPGTMDSVR.S
1112  848.82   1695.62   1695.83   -0.21  0   74   1.3e-006  1   K.NSSYFVEWIPNNVK.T 1113
1174  608.25   1821.73   1821.92   -0.19  0   57   6.1e-005  1   R.EIVHLQAGQCGNQIGAK.F

lewandrowski
Schreibmaschinentext
band 8B



P68366            Mass: 50634    Score: 540    Queries matched: 19
Tubulin alpha-4A chain - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

578  781.33   780.32   780.40   -0.08  0   35   0.018  1   R.LSVDYGK.K
658  452.30   902.59   902.42   0.17  0   43   0.0032  1   K.FDLMYAK.R 659
661  453.77   905.53   905.42   0.11  0   54   0.00021  1   R.EDMAALEK.D 662
696  493.26   984.51   984.56   -0.05  0   78   6.6e-007  1   K.DVNAAIAAIK.T 694
859  625.17   1248.32   1248.55   -0.23  0   47   0.00077  1   K.YMACCLLYR.G  860 873
964  705.92   1409.82   1409.77   0.05  0   48   0.00059  1   R.QLFHPEQLITGK.E  965 966

1068  792.88   1583.74   1583.74   -0.01  0   74   1.2e-006  1   R.SIQFVDWCPTGFK.V
1122  860.02   1718.03   1717.87   0.16  0   46   0.00085  1   R.NLDIERPTYTNLNR.L
1177  912.96   1823.91   1823.98   -0.07  0   61   2.1e-005  1   K.VGINYQPPTVVPGGDLAK.V 1176
1238  1034.35   2066.69   2066.89   -0.20  0   106   6.6e-010  1   K.TIGGGDDSFTTFFCETGAGK.H 1239

P25705            Mass: 59828    Score: 503    Queries matched: 12
ATP synthase subunit alpha, mitochondrial precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

619  423.34   844.66   844.50   0.16  0   58   8.9e-005  1   R.STVAQLVK.R 620
707  500.77   999.54   999.57   -0.04  0   78   8.1e-007  1   R.VLSIGDGIAR.V 708
727  513.79   1025.56   1025.59   -0.03  0   54   0.00017  1   K.AVDSLVPIGR.G 728
816  586.29   1170.58   1170.62   -0.05  0   91   3.8e-008  1   R.VVDALGNAIDGK.G 818
974  712.22   1422.42   1422.67   -0.24  0   85   1e-007  1   K.TGTAEMSSILEER.I  975 981

1054  777.29   1552.57   1552.73   -0.16  0   45   0.0011  1   R.EAYPGDVFYLHSR.L

lewandrowski
Schreibmaschinentext
band 8B



O75563            Mass: 41419    Score: 449    Queries matched: 13
Src kinase-associated phosphoprotein 2 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

781  563.30   1124.58   1124.59   -0.01  0   53   0.00022  1   R.IYQFTAASPK.D 782
812  582.40   1162.78   1162.67   0.11  1   56   9.9e-005  1   K.RGDVIYILSK.E
817  586.30   1170.59   1170.52   0.07  0   55   0.00013  1   R.YGWWVGEMK.G
834  607.27   1212.52   1212.58   -0.05  0   76   1.1e-006  1   K.GEFAIDGYSVR.M
877  635.74   1269.47   1269.62   -0.15  0   63   2e-005  1   K.SIYLQEFQDK.G
954  697.38   1392.74   1392.65   0.10  0   51   0.00031  1   K.DHSFLGFEWQK.R

1018  749.44   1496.87   1496.64   0.23  1   55   0.00011  1   K.DCCFEISAPDKR.I  1015 1016 1017
1191  935.89   1869.78   1869.91   -0.14  0   107   5.7e-010  1   M.PNPSSTSSPYPLPEEIR.N

P50552            Mass: 39976    Score: 348    Queries matched: 10
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

785  568.33   1134.64   1134.58   0.06  0   48   0.00067  1   R.QVWGLNFGSK.E 786
949  691.89   1381.77   1381.67   0.11  1   56   0.0001  1   R.ATVMLYDDGNKR.W  948 959

1046  516.35   1546.04   1545.77   0.27  0   58   6e-005  1   R.VQIYHNPTANSFR.V
1150  885.95   1769.89   1769.89   0.00  0   73   1.7e-006  1   K.MQPDQQVVINCAIVR.G  1149 1153
1202  638.97   1913.88   1913.98   -0.10  1   54   0.00013  1   R.KMQPDQQVVINCAIVR.G

Q8IZP0            Mass: 55161    Score: 275    Queries matched: 7
Abl interactor 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

700  494.76   987.51   987.56   -0.05  0   51   0.00039  1   R.EIGILTTNK.N 701
904  654.27   1306.53   1306.69   -0.16  0   70   4.4e-006  1   R.ALIESYQNLTR.V

1167  902.40   1802.79   1802.78   0.01  0   94   1.3e-008  1   R.VADYCENNYIQATDK.R 1166
1273  743.86   2228.56   2228.11   0.44  0   41   0.0018  1   K.TLEPVKPPTVPNDY MTSPAR.L

lewandrowski
Schreibmaschinentext
band 8B



Q05682            Mass: 93251    Score: 125    Queries matched: 4
Caldesmon - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

836  671.33   1340.64   1340.63   0.01  0   55   0.00013  1   R.YEIEETETVTK.S 837
871  724.36   1446.70   1446.71   -0.01  0   73   2.2e-006  1   K.GNVFSSPTAAGTPNK.E

lewandrowski
Schreibmaschinentext
band 9A



Q15942            Mass: 62436    Score: 698    Queries matched: 24
Zyxin - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

472  644.42   643.41   643.39   0.02  0   40   0.0072  1   R.VVALDK.N 473
651  775.43   774.42   774.43   -0.01  0   37   0.013  1   K.FSPVTPK.F 650
880  1037.51   1036.50   1036.59   -0.09  0   51   0.00037  1   R.SPGAPGPLTLK.E 879
911  1076.46   1075.45   1075.57   -0.11  0   62   2.8e-005  1   R.GPPASSPAPAPK.F  912 913 914 915

1115  661.82   1321.63   1321.54   0.09  0   57   7e-005  1   K.CNTCGEPITDR.M 1116
1304  758.32   1514.63   1514.71   -0.09  0   81   2.8e-007  1   K.FSPGAPGGSGSQPNQK.L 1305
1439  833.52   1665.03   1664.89   0.14  0   77   6.5e-007  1   K.SSTKPAAGGTAPLPPWK.S
1475  570.65   1708.91   1708.88   0.04  0   65   1e-005  1   K.QHPVPPPAQNQNQVR.S 1474
1751  663.73   1988.16   1987.99   0.18  0   44   0.0011  1   K.VNPFRPGDSEPPPAPGAQR.A 1750
1949  1110.03   2218.05   2217.98   0.07  1   36   0.006  1   R.CSVCSEPIMPEPGRDETVR.V
2094  866.53   2596.55   2596.27   0.29  0   50   0.00018  1   K.LGHPEALSAGTGSPQPPSFTYAQQR.E
2131  881.79   2642.35   2642.20   0.16  0   69   2.5e-006  1   K.EVEELEQLTQQLMQDMEHPQR.Q 2119

P50552            Mass: 39976    Score: 412    Queries matched: 12
Vasodilator-stimulated phosphoprotein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

972  568.38   1134.74   1134.58   0.16  0   51   0.00036  1   R.QVWGLNFGSK.E 970
1198  466.98   1397.91   1397.66   0.24  1   55   0.00012  1   R.ATVMLYDDGNKR.W  1183 1196 1197
1353  773.90   1545.80   1545.77   0.03  0   68   5.5e-006  1   R.VQIYHNPTANSFR.V 1352
1369  781.44   1560.86   1560.72   0.14  0   59   4.6e-005  1   K.YNQATPNFHQWR.D
1578  885.88   1769.75   1769.89   -0.14  0   105   1.1e-009  1   K.MQPDQQVVINCAIVR.G 1580
1692  633.70   1898.07   1897.99   0.09  1   45   0.00088  1   R.KMQPDQQVVINCAIVR.G

lewandrowski
Schreibmaschinentext
band 9B



O60610            Mass: 139518   Score: 351    Queries matched: 10
Protein diaphanous homolog 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

691  409.89   817.76   817.51   0.25  0   40   0.006  1   R.LNAILFK.L
715  423.84   845.66   845.42   0.24  0   35   0.021  1   K.QISDVER.D
829  483.86   965.70   965.50   0.20  0   46   0.00099  1   R.NMFLQAVK.E
845  502.79   1003.57   1003.46   0.11  0   55   0.00016  1   K.DDAMAAVPAK.V
869  515.94   1029.86   1029.59   0.27  0   44   0.0021  1   R.FQPLLDGLK.S

1152  674.75   1347.48   1347.64   -0.16  0   51   0.00038  1   R.EMVSQYLYTSK.A
1158  679.28   1356.55   1356.66   -0.11  0   65   1.4e-005  1   K.ELGEYFLFDPK.K 1157
1477  856.34   1710.67   1710.79   -0.12  0   79   3.7e-007  1   K.LVAEDLSQDCFWTK.V
1483  858.94   1715.87   1715.86   0.02  0   118   5.3e-011  1   K.QDLEAEVSQLTGEVAK.L

Q9Y6W5            Mass: 54478    Score: 234    Queries matched: 7
Wiskott-Aldrich syndrome protein family member 2 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

670  400.81   799.60   799.44   0.16  0   44   0.0025  1   K.VTQLDPK.E 669
753  437.80   873.58   873.49   0.09  0   79   7.2e-007  1   R.SDLLSAIR.Q
842  501.79   1001.57   1001.51   0.06  0   71   4e-006  1   K.SSLPAVSDAR.S 841
895  527.83   1053.66   1053.48   0.18  0   54   0.00016  1   K.MGQEFVESK.E 894

lewandrowski
Schreibmaschinentext
band 9B



no significant hits

lewandrowski
Schreibmaschinentext
band 10A



P05106            Mass: 90194    Score: 495    Queries matched: 14
Integrin beta-3 precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

928  503.79   1005.58   1005.42   0.16  0   45   0.0017  1   K.NEDDCVVR.F 927
1132  586.45   1170.88   1170.62   0.25  0   48   0.00075  1   R.VLEDRPLSDK.G
1188  612.13   1222.25   1222.51   -0.27  0   35   0.014  1   R.FQYYEDSSGK.S
1222  633.79   1265.56   1265.65   -0.09  0   55   0.00012  1   K.IGDTVSFSIEAK.V
1240  643.90   1285.79   1285.55   0.25  0   40   0.0043  1   R.GALHDENTCNR.Y 1239
1399  695.35   1388.68   1388.69   -0.02  0   82   2.9e-007  1   K.DDLWSIQNLGTK.L
1549  766.37   1530.73   1530.77   -0.04  0   91   2.7e-008  1   R.NDASHLLVFTTDAK.T  1550 1553
1559  766.90   1531.78   1531.72   0.06  0   63   1.9e-005  1   K.GSGDSSQVTQVSPQR.I
1934  910.84   1819.66   1819.80   -0.14  0   86   8e-008  1   K.DNCAPESIEFPVSEAR.V
2183  1027.66   2053.31   2052.88   0.43  0   88   4.2e-008  1   R.DAPEGGFDAIMQATVCDEK.I

Q14644            Mass: 97050    Score: 300    Queries matched: 8
Ras GTPase-activating protein 3 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

984  517.30   1032.58   1032.58   -0.01  0   59   6e-005  1   K.TVQTLGSLSK.S
1118  580.30   1158.59   1158.60   -0.01  0   60   5.2e-005  1   R.VDLWNASNLK.F
1168  604.75   1207.48   1207.62   -0.14  0   50   0.00041  1   K.NFLDLISSSGR.R
2089  974.44   1946.86   1946.81   0.05  0   97   5.7e-009  1   R.DCYCTVNLDQEEVFR.T
2180  1026.72   2051.42   2051.88   -0.46  0   104   1.2e-009  1   K.SLCPFYGEDFYCEIPR.S
2230  701.65   2101.94   2101.97   -0.03  0   60   2.6e-005  1   R.DTWFQLQHVDADSEVQGK.V

Q93084            Mass: 115444   Score: 225    Queries matched: 3
Sarcoplasmic/endoplasmic reticulum calcium ATPase 3 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1300  661.30   1320.59   1320.66   -0.06  0   92   2.7e-008  1   R.LGIFGDTEDVAGK.A
1678  810.67   1619.32   1619.81   -0.49  0   100   3.4e-009  1   K.VGEATETALTCLVEK.M 1679



P08514            Mass: 114460   Score: 394    Queries matched: 11
Integrin alpha-IIb precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

875  441.23   880.44   880.55   -0.11  0   70   4.3e-006  1   R.VAIVVGAPR.T 876
897  466.80   931.58   931.48   0.10  0   32   0.034  1   K.SCVLPQTK.T
944  561.22   1120.42   1120.55   -0.13  0   61   3.9e-005  1   R.ALSNVEGFER.L 945
963  611.79   1221.57   1221.64   -0.06  0   51   0.00035  1   R.NVGSQTLQTFK.A 964
967  630.72   1259.42   1259.58   -0.15  0   35   0.014  1   R.EQNSLDSWGPK.V
970  638.32   1274.62   1274.64   -0.02  0   58   5.5e-005  1   R.VVLCELGNP MK.K

1124  803.48   1604.94   1604.76   0.18  0   107   6.2e-010  1   K.TPVGSCFLAQPESGR.R 1123

lewandrowski
Schreibmaschinentext
band 12A



P05106            Mass: 90194    Score: 973    Queries matched: 26
Integrin beta-3 precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1000  503.71   1005.40   1005.42   -0.02  0   49   0.00063  1   K.NEDDCVVR.F 1001
1131  586.41   1170.81   1170.62   0.19  0   64   1.8e-005  1   R.VLEDRPLSDK.G 1129
1156  609.27   1216.52   1216.56   -0.04  0   43   0.0024  1   K.TTCLPMFGYK.H
1166  612.25   1222.48   1222.51   -0.03  0   52   0.00026  1   R.FQYYEDSSGK.S 1167
1209  641.88   1281.74   1281.70   0.04  0   67   6.9e-006  1   K.HVLTLTDQVTR.F
1214  643.84   1285.66   1285.55   0.11  0   58   7.4e-005  1   R.GALHDENTCNR.Y 1215
1227  649.85   1297.69   1297.60   0.09  1   51   0.0003  1   R.YCRDEIESVK.E 1228
1286  678.82   1355.63   1355.53   0.10  0   47   0.00081  1   K.CPTCPDACTFK.K 1285
1318  695.38   1388.74   1388.69   0.05  0   93   2.1e-008  1   K.DDLWSIQNLGTK.L
1426  755.77   1509.52   1509.53   -0.02  0   74   1.5e-006  1   K.YCECDDFSCVR.Y 1427
1452  511.32   1530.93   1530.77   0.16  0   59   4.5e-005  1   R.NDASHLLVFTTDAK.T
1455  766.87   1531.72   1531.72   0.00  0   64   1.4e-005  1   K.GSGDSSQVTQVSPQR.I
1499  781.86   1561.70   1561.77   -0.07  0   78   6.2e-007  1   K.SILYVVEEPECPK.G 1501
1789  910.82   1819.63   1819.80   -0.17  0   101   2.8e-009  1   K.DNCAPESIEFPVSEAR.V 1788
1945  1035.32   2068.63   2068.87   -0.24  0   133   1.2e-012  1   R.DAPEGGFDAI MQATVCDEK.I
2309  1125.59   3373.74   3373.31   0.43  0   72   7.5e-007  1   R.CGPGWLGSQCECSEEDYRPSQQDECSPR.E

lewandrowski
Schreibmaschinentext
band 12B



P08514            Mass: 114460   Score: 850    Queries matched: 23
Integrin alpha-IIb precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

924  441.27   880.52   880.55   -0.03  0   71   3e-006  1   R.VAIVVGAPR.T 923
1014  512.34   1022.66   1022.65   0.01  0   59   5.2e-005  1   K.IVLLDVPVR.A 1015
1091  561.25   1120.48   1120.55   -0.07  0   68   7.3e-006  1   R.ALSNVEGFER.L 1092
1165  611.85   1221.69   1221.64   0.05  0   63   1.9e-005  1   R.NVGSQTLQTFK.A 1162
1188  630.33   1258.64   1258.64   -0.00  0   80   3.6e-007  1   R.VVLCELGNPMK.K  1187 1204
1190  630.83   1259.64   1259.58   0.06  0   51   0.00036  1   R.EQNSLDSWGPK.V 1189
1420  751.75   1501.50   1501.83   -0.33  0   92   2.4e-008  1   R.GQVLVFLGQSEGLR.S
1498  781.85   1561.68   1561.76   -0.08  0   67   7e-006  1   R.AEGGQCPSLLFDLR.D
1556  803.39   1604.77   1604.76   0.01  0   96   9e-009  1   K.TPVGSCFLAQPESGR.R
1572  808.95   1615.89   1615.80   0.08  0   64   1.3e-005  1   R.HDLLVGAPLYMESR.A 1571
1917  674.64   2020.88   2021.11   -0.22  0   41   0.002  1   R.GPHALGAPSLLLTGTQLYGR.F
1920  1017.35   2032.68   2032.97   -0.29  0   97   5.6e-009  1   R.TLGPSQEETGGVFLCPWR.A
2063  765.13   2292.38   2292.07   0.31  1   61   1.8e-005  1   K.TEEAEKTPVGSCFLAQPESGR.R

lewandrowski
Schreibmaschinentext
band 12B



Q9Y2A7            Mass: 130018   Score: 849    Queries matched: 31
Nck-associated protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

745  760.47   759.46   759.41   0.05  0   46   0.0019  1   K.NLESAVK.F
862  423.88   845.75   845.49   0.27  1   36   0.016  1   K.EKSEILK.N
869  425.70   849.38   849.42   -0.03  0   45   0.0018  1   K.YGPVMQR.Y
938  451.29   900.56   900.53   0.03  0   44   0.0022  1   R.LVVTNLDK.L 940
948  455.73   909.44   909.41   0.03  0   56   0.00012  1   K.SADDFIDK.H
967  470.28   938.54   938.49   0.05  0   87   8.7e-008  1   K.ASLGLADHR.E 968
974  474.37   946.73   946.53   0.19  0   56   0.00014  1   R.LSSVDSVLK.R 973
991  495.26   988.51   988.47   0.03  0   35   0.015  1   R.NLSADQWR.N
996  498.83   995.65   995.53   0.12  0   52   0.00026  1   R.LQAYTSVSK.A 997

1051  529.26   1056.51   1056.60   -0.09  0   46   0.0013  1   R.DEIIWLLR.H
1113  574.31   1146.60   1146.60   -0.00  0   74   1.7e-006  1   K.AAEDLFVNIR.G 1114
1238  655.92   1309.83   1309.66   0.17  0   46   0.001  1   R.SLSELLGPYG MK.F
1252  662.80   1323.59   1323.58   0.01  0   54   0.00016  1   K.SENISPEEEYK.I 1253
1268  670.80   1339.59   1339.60   -0.01  0   78   6.6e-007  1   K.QVEDGEVFDFR.G 1269
1464  768.33   1534.64   1534.77   -0.13  0   63   1.7e-005  1   R.LGQMIVDYENPLK.K
1567  807.91   1613.81   1613.78   0.03  0   38   0.0056  1   R.TSFDKPDQMAALFK.R 1566
1589  819.33   1636.64   1636.90   -0.26  0   76   7.4e-007  1   K.ELATVLSDQPGLLGPK.A
1594  820.40   1638.78   1638.75   0.03  0   70   3e-006  1   K.MFQQCLELPSQSR.Y 1593
1650  845.72   1689.42   1689.74   -0.32  0   69   3.5e-006  1   R.SLSLCNMFLDEMAK.Q 1651

O15117            Mass: 85597    Score: 356    Queries matched: 9
FYN-binding protein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1044  525.72   1049.42   1049.55   -0.13  0   64   1.9e-005  1   R.FGTPASLTTR.D 1045
1069  543.42   1084.83   1084.59   0.24  0   56   0.00012  1   K.QGEQIEIIR.I 1068
1202  637.33   1272.65   1272.64   0.00  0   67   8.8e-006  1   R.VTGPNSSSGIQAR.K 1201
1284  677.77   1353.52   1353.67   -0.15  0   81   3.1e-007  1   K.TTAVEIDYDSLK.L 1283
1298  686.36   1370.70   1370.63   0.07  0   58   5.7e-005  1   K.SGPTPPTSENEQK.Q

lewandrowski
Schreibmaschinentext
band 12B



P55160            Mass: 129616   Score: 344    Queries matched: 11
Nck-associated protein 1-like - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

893  430.89   859.77   859.46   0.31  0   40   0.0059  1   K.FPNIDVR.N 892
980  482.83   963.65   963.51   0.14  0   48   0.00075  1   R.ESISLLMR.L

1105  569.74   1137.46   1137.59   -0.13  0   70   3.9e-006  1   K.VTEDLFSSLK.G 1106
1121  579.82   1157.63   1157.57   0.06  0   52   0.00027  1   K.LTEEFGPHTK.A
1124  582.84   1163.66   1163.57   0.09  0   53   0.0002  1   K.EFVTPDTDIK.V
1191  631.74   1261.46   1261.67   -0.21  0   67   7.7e-006  1   R.ALAELLGPYGMK.F
1641  840.77   1679.52   1679.90   -0.37  0   48   0.00049  1   K.ELETVLADEPGLLGPK.A
1665  854.35   1706.68   1706.77   -0.09  0   86   8.8e-008  1   K.QTSNCVLEICAEQR.N
1974  1052.84   2103.66   2103.87   -0.21  0   54   9e-005  1   R.EGEQNFSAEEFSDISEMR.A

lewandrowski
Schreibmaschinentext
band 12B



no significant hits

lewandrowski
Schreibmaschinentext
band 13A



Q7L576            Mass: 146742   Score: 1422   Queries matched: 45
Cytoplasmic FMR1-interacting protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

428  574.36   573.35   573.35   0.00  0   37   0.015  1   R.INLSK.I 429
831  775.42   774.42   774.41   0.00  0   39   0.0085  1   R.EGDLLTK.E 830
885  405.31   808.61   808.44   0.17  0   34   0.018  1   K.LVHPTDK.Y
912  418.30   834.59   834.46   0.13  0   51   0.00042  1   R.FISELAR.Y 911

1024  474.79   947.57   947.52   0.05  0   63   2.5e-005  1   R.NAFVTGIAR.Y 1023
1032  482.92   963.83   963.48   0.35  0   46   0.0013  1   K.TLMEVMPK.I  1025 1040
1080  517.37   1032.72   1032.44   0.28  0   49   0.00061  1   R.YNYTSEEK.F
1091  523.78   1045.54   1045.58   -0.04  0   58   7.8e-005  1   K.VMAGSLLLDK.R
1099  527.91   1053.81   1053.55   0.27  1   43   0.0021  1   K.HDGKDEIIK.N
1114  540.25   1078.49   1078.55   -0.06  0   61   3.5e-005  1   K.DIVEYAELK.T 1115
1136  560.81   1119.60   1119.58   0.01  0   65   1.4e-005  1   R.TMLESLIADK.S  1140 1141
1162  584.31   1166.60   1166.68   -0.08  0   82   2.8e-007  1   R.LGTPQQIAIAR.E 1163
1198  616.31   1230.60   1230.63   -0.03  0   69   6e-006  1   K.LADQIFAYYK.V 1197
1207  622.29   1242.56   1242.67   -0.11  0   73   1.9e-006  1   K.TVEVLEPEVTK.L 1206
1213  625.15   1248.28   1248.58   -0.30  0   56   9.8e-005  1   K.LMNFMYFQR.N  1220 1238 1239
1214  628.32   1254.62   1254.58   0.04  0   112   2.4e-010  1   R.YSNSEVVTGSGR.Q 1215
1216  629.73   1257.45   1257.61   -0.16  0   58   7.1e-005  1   R.EFFLELT MGR.R
1265  657.85   1313.68   1313.61   0.07  0   63   2e-005  1   R.EANHNVSAPYGR.I  1267 1268
1291  670.38   1338.75   1338.62   0.13  0   68   6.6e-006  1   K.SGDGEGTPVEHVR.C
1300  676.29   1350.57   1350.69   -0.12  0   62   2.3e-005  1   R.TVLPFSQEFQR.D
1352  701.34   1400.67   1400.74   -0.07  0   77   7e-007  1   R.SSLEGPTILDIEK.F
1360  704.77   1407.53   1407.72   -0.19  0   80   3.6e-007  1   R.AVGPSSTQLYMVR.T  1361 1376
1407  732.74   1463.47   1463.68   -0.21  0   75   1.1e-006  1   R.YLTLDGFDA MFR.E
1415  736.36   1470.70   1470.69   0.01  0   38   0.0061  1   R.CFQPPIHQSLASS.-
1534  789.33   1576.65   1576.79   -0.14  0   93   1.9e-008  1   K.ALNLAYSSIYGSYR.N

lewandrowski
Schreibmaschinentext
band 13B



O15117            Mass: 85597    Score: 455    Queries matched: 13
FYN-binding protein - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

942  427.19   852.37   852.48   -0.11  0   39   0.0055  1   K.GSPAPLGVR.S 943
1096  525.83   1049.64   1049.55   0.09  0   75   1.5e-006  1   R.FGTPASLTTR.D 1095
1118  543.36   1084.71   1084.59   0.12  0   55   0.00015  1   K.QGEQIEIIR.I 1117
1233  637.34   1272.66   1272.64   0.02  0   74   1.8e-006  1   R.VTGPNSSSGIQAR.K 1234
1301  677.77   1353.52   1353.67   -0.15  0   75   1.3e-006  1   K.TTAVEIDYDSLK.L
1316  686.30   1370.59   1370.63   -0.04  0   54   0.00015  1   K.SGPTPPTSENEQK.Q 1317
1433  741.86   1481.70   1481.75   -0.05  0   70   3.4e-006  1   K.INQEELASGTPPAR.F
1861  1011.94   2021.87   2021.99   -0.12  0   63   1.1e-005  1   K.NLFNNQGNASPPAGPSNVPK.F

P08514            Mass: 114460   Score: 370    Queries matched: 7
Integrin alpha-IIb precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

986  441.24   880.47   880.55   -0.08  0   56   9.9e-005  1   R.VAIVVGAPR.T 987
1137  561.29   1120.57   1120.55   0.02  0   62   2.8e-005  1   R.ALSNVEGFER.L 1138
1566  803.29   1604.56   1604.76   -0.20  0   85   1e-007  1   K.TPVGSCFLAQPESGR.R
1735  890.32   1778.64   1778.82   -0.19  0   111   2.2e-010  1   R.DGYNDIAVAAPYGGPSGR.G 1736

lewandrowski
Schreibmaschinentext
band 13B



P07996            Mass: 133291   Score: 340    Queries matched: 14
Thrombospondin-1 precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)    Delta  Miss  Score  Expect  Rank  Peptide

852  436.84   871.66   871.51   0.15  0   38   0.0089  1   R.GTLLALER.K
874  455.79   909.56   909.49   0.07  0   41   0.0036  1   R.LVPNPDQK.D 873
900  515.85   1029.68   1029.49   0.19  0   50   0.00048  1   K.GPDPSSPAFR.I 899
918  552.83   1103.64   1103.57   0.07  0   45   0.0014  1   R.FQMIPLDPK.G 915
943  613.31   1224.61   1224.57   0.04  0   35   0.012  1   K.IMADSGPIYDK.T
983  686.93   1371.85   1371.65   0.20  0   44   0.0016  1   K.GTSQNDPNWVVR.H 982

1083  798.34   1594.66   1594.74   -0.08  0   71   2.8e-006  1   K.QVTQSYWDTNPTR.A
1116  826.23   1650.44   1650.70   -0.26  0   95   9.5e-009  1   K.DCVGDVTENQICNK.Q
1235  975.23   1948.45   1948.79   -0.34  0   87   4.8e-008  1   R.CENTDPGYNCLPCPPR.F

lewandrowski
Schreibmaschinentext
band 14A



O60610            Mass: 139518   Score: 1785   Queries matched: 68
Protein diaphanous homolog 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

807  409.81   817.61   817.51   0.10  0   40   0.0061  1   R.LNAILFK.L 808
844  423.83   845.65   845.42   0.23  0   37   0.013  1   K.QISDVER.D 845
861  432.30   862.58   862.38   0.20  0   47   0.0012  1   K.NGADPDFK.C
889  888.46   887.45   887.47   -0.02  0   38   0.01  1   R.VSAENLQK.N 890
911  465.82   929.63   929.48   0.15  0   46   0.0014  1   K.LQDLQGEK.D
922  474.75   947.48   947.47   0.00  0   60   5.1e-005  1   R.VLEAMTER.A  924 933 934
937  483.80   965.59   965.50   0.09  0   50   0.00043  1   R.NMFLQAVK.E  925 936
945  489.72   977.43   977.41   0.02  0   52   0.00034  1   R.AEMDEVER.F
960  502.79   1003.57   1003.46   0.11  0   76   1.3e-006  1   K.DDAMAAVPAK.V  950 953 958 959
969  507.32   1012.62   1012.50   0.12  0   41   0.0037  1   R.HELQVEMK.K 970
985  515.82   1029.64   1029.59   0.05  0   47   0.00094  1   R.FQPLLDGLK.S 984
996  516.94   1031.86   1031.56   0.30  1   68   9.1e-006  1   K.KLDSELTAR.H 995

1060  556.39   1110.77   1110.53   0.24  0   49   0.00045  1   R.FENNELFAK.L 1059
1063  558.34   1114.66   1114.53   0.13  0   48   0.0008  1   K.QMPEPEQLK.M 1064
1086  571.34   1140.67   1140.51   0.15  1   46   0.00099  1   K.KMESDFEQK.L  1087 1098 1099
1111  592.87   1183.72   1183.59   0.13  0   47   0.00084  1   K.FPDELAHVEK.A
1148  621.24   1240.46   1240.59   -0.14  0   64   1.6e-005  1   K.SAMMYIQELR.S  1149 1165 1166 1167 1181
1192  643.85   1285.69   1285.58   0.11  0   73   2e-006  1   R.SPDELPSAGGDGGK.S
1197  646.46   1290.91   1290.74   0.17  0   51   0.00033  1   R.LGLHQVLQDLR.E
1258  674.78   1347.54   1347.64   -0.10  0   82   2.8e-007  1   R.EMVSQYLYTSK.A  1259 1272
1267  679.21   1356.41   1356.66   -0.25  0   74   1.6e-006  1   K.ELGEYFLFDPK.K
1324  708.71   1415.41   1415.59   -0.18  0   36   0.0099  1   R.MMHSNMETLYK.E
1355  723.78   1445.55   1445.66   -0.11  0   48   0.0006  1   R.NDYEARPQYYK.L 1356
1365  727.34   1452.66   1452.77   -0.11  0   72   2.1e-006  1   K.TAQNLSIFLGSFR.M 1366
1437  760.83   1519.64   1519.79   -0.15  0   90   3.8e-008  1   K.AGCAVTSLLASELTK.D
1504  787.70   1573.39   1573.73   -0.34  0   66   9.8e-006  1   R.AMDPAVPNMMIDAAK.L  1505 1522 1523 1566 1568
1508  789.39   1576.76   1576.74   0.02  1   73   1.9e-006  1   R.DVQNFPAATDEKDK.F 1509
1665  856.30   1710.58   1710.79   -0.21  0   88   5e-008  1   K.LVAEDLSQDCFWTK.V
1671  858.98   1715.94   1715.86   0.08  0   121   2.6e-011  1   K.QDLEAEVSQLTGEVAK.L
1697  868.98   1735.95   1735.76   0.19  1   88   5.3e-008  1   R.LHDEKEETAGSYDSR.N 1696
1887  999.96   1997.91   1997.99   -0.08  0   39   0.0037  1   K.LLSALCILPQPEDMNER.V

lewandrowski
Schreibmaschinentext
band 14B



P07996            Mass: 133291   Score: 975    Queries matched: 35
Thrombospondin-1 precursor - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

708  745.44   744.43   744.41   0.02  0   44   0.0028  1   R.DLASIAR.L 707
837  422.80   843.60   843.44   0.15  0   36   0.016  1   K.ELANELR.R 836
940  486.79   971.58   971.49   0.08  0   38   0.0081  1   R.FYVVMWK.Q  941 951 952
968  505.35   1008.70   1008.52   0.17  0   39   0.0051  1   R.AQGYSGLSVK.V 967

1012  531.80   1061.59   1061.55   0.04  0   53   0.00027  1   K.FQDLVDAVR.A
1051  552.84   1103.66   1103.57   0.09  0   50   0.00045  1   R.FQMIPLDPK.G  1032 1052
1081  570.33   1138.64   1138.53   0.11  0   41   0.0028  1   R.AQLYIDCEK.M
1122  600.78   1199.54   1199.49   0.05  0   54   0.00019  1   K.CTSYPDGSWK.C
1141  613.31   1224.60   1224.57   0.03  0   51   0.00029  1   K.IMADSGPIYDK.T
1156  623.73   1245.44   1245.69   -0.26  0   66   1.1e-005  1   R.TIVTTLQDSIR.K 1157
1303  697.77   1393.52   1393.72   -0.20  0   56   9.4e-005  1   R.FVFGTTPEDILR.N
1453  768.39   1534.76   1534.79   -0.02  0   40   0.0036  1   R.IEDANLIPPVPDDK.F 1452
1503  787.27   1572.54   1572.66   -0.13  0   65   1.1e-005  1   R.DNCQYVYNVDQR.D 1502
1530  798.31   1594.60   1594.74   -0.13  0   84   1.3e-007  1   K.QVTQSYWDTNPTR.A 1531
1559  808.85   1615.68   1615.81   -0.12  0   83   1.8e-007  1   K.GGVNDNFQGVLQNVR.F
1604  826.19   1650.36   1650.70   -0.34  0   108   4.9e-010  1   K.DCVGDVTENQICNK.Q 1605
1809  933.40   1864.78   1864.75   0.03  0   35   0.01  1   K.DNCPNLPNSGQEDYDK.D
1818  938.41   1874.80   1874.89   -0.09  0   50   0.0003  1   R.FTGSQPFGQGVEHATANK.Q
1856  975.28   1948.55   1948.79   -0.24  0   101   2.2e-009  1   R.CENTDPGYNCLPCPPR.F
2272  1107.53   3319.57   3319.26   0.31  0   96   2.8e-009  1   R.DTDMDGVGDQCDNCPLEHNPDQLDSDSDR.I

lewandrowski
Schreibmaschinentext
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Q7L576            Mass: 146742   Score: 665    Queries matched: 16
Cytoplasmic FMR1-interacting protein 1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

821  418.32   834.63   834.46   0.17  0   47   0.0012  1   R.FISELAR.Y
923  474.78   947.54   947.52   0.02  0   53   0.00024  1   R.NAFVTGIAR.Y

1075  568.82   1135.63   1135.58   0.05  0   56   0.00011  1   R.TMLESLIADK.S 1076
1103  584.29   1166.57   1166.68   -0.11  0   71   3.5e-006  1   R.LGTPQQIAIAR.E 1102
1150  622.33   1242.65   1242.67   -0.02  0   61   3.4e-005  1   K.TVEVLEPEVTK.L 1151
1164  628.37   1254.73   1254.58   0.15  0   107   7.8e-010  1   R.YSNSEVVTGSGR.Q 1163
1263  676.39   1350.76   1350.69   0.07  0   52   0.00023  1   R.TVLPFSQEFQR.D
1311  701.16   1400.31   1400.74   -0.43  0   86   9.7e-008  1   R.SSLEGPTILDIEK.F
1335  712.81   1423.60   1423.71   -0.11  0   80   3.9e-007  1   R.AVGPSSTQLY MVR.T 1319 1320 1334

P21333            Mass: 283301   Score: 458    Queries matched: 12
Filamin-A - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1142  613.80   1225.58   1225.65   -0.07  0   56   9.8e-005  1   R.AWGPGLEGGVVGK.S
1338  713.90   1425.78   1425.75   0.04  0   78   6.5e-007  1   R.EAGAGGLAIAVEGPSK.A
1339  715.31   1428.60   1428.71   -0.11  0   77   8e-007  1   K.AFGPGLQGGSAGSPAR.F 1340
1344  717.73   1433.45   1433.72   -0.26  0   37   0.0087  1   R.ANLPQSFQVDTSK.A
1357  725.29   1448.58   1448.70   -0.12  0   40   0.0043  1   R.AYGPGIEPTGNMVK.K 1358
1720  882.29   1762.57   1762.85   -0.28  0   97   7.5e-009  1   R.VANPSGNLTETYVQDR.G 1721
1750  892.84   1783.66   1783.88   -0.22  0   69   4.1e-006  1   R.VQVQDNEGCPVEALVK.D
2051  771.73   2312.17   2312.09   0.08  0   68   3.6e-006  1   R.SAGQGEVLVYVEDPAGHQEEAK.V

O75116            Mass: 161952   Score: 143    Queries matched: 4
Rho-associated protein kinase 2 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1025  538.18   1074.35   1074.58   -0.23  0   55   0.00015  1   R.GAFGEVQLVR.H 1026
1183  637.37   1272.72   1272.54   0.18  0   39   0.0047  1   R.SDSAFFWEER.D
1541  800.78   1599.55   1599.85   -0.30  0   82   2.2e-007  1   K.NLLLLANSTEEQQK.W

lewandrowski
Schreibmaschinentext
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P35579            Mass: 227646   Score: 2188   Queries matched: 72
Myosin-9 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

506  648.42   647.42   647.39   0.03  0   43   0.004  1   K.LSLSTK.L
709  404.81   807.60   807.45   0.15  0   39   0.006  1   R.TVGQLYK.E
731  415.79   829.56   829.45   0.11  0   60   6.4e-005  1   K.GALALEEK.R  727 730
813  451.28   900.56   900.49   0.06  0   48   0.00099  1   R.EEILAQAK.E 814
820  454.73   907.44   907.41   0.03  0   52   0.0003  1   K.ADEWLMK.N
831  474.31   946.61   946.49   0.12  0   44   0.002  1   R.QQQLTAMK.V 832
836  481.24   960.46   960.48   -0.01  0   39   0.0076  1   R.NTNPNFVR.C 837
843  489.80   977.59   977.50   0.09  0   54   0.0002  1   K.QACVLMIK.A 844
849  500.19   998.37   998.55   -0.19  0   57   9e-005  1   R.GDLPFVVPR.R 850
873  525.85   1049.69   1049.51   0.19  0   45   0.0016  1   K.LQEMEGTVK.S 872
878  532.75   1063.48   1063.49   -0.00  0   48   0.00081  1   R.ALEEAMEQK.A
885  546.81   1091.61   1091.55   0.06  0   71   3.9e-006  1   K.FDQLLAEEK.T 884
916  597.27   1192.53   1192.61   -0.08  0   66   1.2e-005  1   K.ALELDSNLYR.I 917
923  601.80   1201.58   1201.48   0.09  0   46   0.0011  1   R.TEMEDLMSSK.D 922
924  602.79   1203.56   1203.58   -0.02  0   68   7.4e-006  1   R.ALEQQVEEMK.T 925
926  603.36   1204.71   1204.63   0.07  0   68   6.9e-006  1   K.TDLLLEPYNK.Y
930  606.84   1211.67   1211.58   0.10  0   66   1e-005  1   K.DLEAHIDSANK.N 931
940  617.29   1232.56   1232.54   0.02  0   36   0.011  1   R.EQLEEEEEAK.H
943  621.90   1241.78   1241.58   0.19  0   45   0.0015  1   K.THEAQIQEMR.Q
947  629.39   1256.76   1256.67   0.08  1   66   1.1e-005  1   K.KEEELQAALAR.V 948
957  633.77   1265.52   1265.51   0.02  0   48   0.00063  1   R.EMEAELEDER.K
958  637.80   1273.59   1273.69   -0.10  0   52   0.00029  1   R.YEILTPNSIPK.G 959
962  642.84   1283.67   1283.71   -0.04  0   76   8.4e-007  1   K.VEAQLQELQVK.F 963
968  647.83   1293.64   1293.62   0.02  0   52   0.00026  1   K.ADFCIIHYAGK.V
979  653.31   1304.61   1304.66   -0.05  0   95   1.3e-008  1   K.EQADFAIEALAK.A 978
989  666.38   1330.75   1330.60   0.15  0   83   2.3e-007  1   R.QLEEAEEEAQR.A 990
998  674.72   1347.43   1347.62   -0.19  0   90   4.2e-008  1   R.DELADEIANSSGK.G

1002  679.34   1356.67   1356.70   -0.03  1   50   0.00039  1   K.DVLLQVDDERR.N 1003
1004  680.39   1358.76   1358.61   0.15  0   43   0.0021  1   K.HEAMITDLEER.L
1019  697.86   1393.70   1393.60   0.10  1   56   0.0001  1   R.EMEAELEDERK.Q 1020
1107  765.88   1529.74   1529.76   -0.02  0   92   2.1e-008  1   K.IAQLEEQLDNETK.E

lewandrowski
Schreibmaschinentext
band 15A



1128  776.31   1550.60   1550.69   -0.09  0   71   2.9e-006  1   R.EDQSILCTGESGAGK.T 1129
1141  783.38   1564.75   1564.67   0.08  0   96   9.6e-009  1   R.ELEDATETADAMNR.E 1140
1161  796.26   1590.51   1590.69   -0.19  0   75   9.6e-007  1   R.NTDQASMPDNTAAQK.V
1216  824.36   1646.71   1646.80   -0.09  0   57   8e-005  1   R.IMGIPEEEQMGLLR.V
1225  827.30   1652.59   1652.78   -0.18  0   125   1.1e-011  1   R.IAEFTTNLTEEEEK.S 1226
1242  836.93   1671.84   1671.84   0.01  0   67   7.2e-006  1   K.NFINNPLAQADWAAK.K 1241
1305  872.32   1742.63   1742.84   -0.21  0   52   0.00019  1   K.NLPIYSEEIVE MYK.G
1377  927.92   1853.84   1853.86   -0.03  1   44   0.0011  1   R.EQLEEEEEAKHNLEK.Q 1378
1385  623.74   1868.21   1867.83   0.38  1   30   0.025  1   K.MEDSVGCLETAEEVKR.K
1393  630.38   1888.12   1887.92   0.20  1   65   1e-005  1   K.KLEEEQIILEDQNCK.L
1486  1045.23   2088.44   2087.97   0.47  1   37   0.0051  1   R.QAQQERDELADEIANSSGK.G

Q9Y490            Mass: 271766   Score: 940    Queries matched: 26
Talin-1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

770  429.21   856.40   856.44   -0.04  0   39   0.007  1   R.GTPQDLAR.A 771
846  494.80   987.59   987.56   0.03  0   69   6.3e-006  1   K.ALGDLISATK.A
901  573.27   1144.53   1144.62   -0.09  0   61   3.9e-005  1   R.AAMEPIVISAK.T
902  573.30   1144.59   1144.61   -0.02  0   48   0.00071  1   K.EVANSTANLVK.T
909  581.89   1161.77   1161.51   0.26  0   53   0.00021  1   R.EGTETFADHR.E
920  599.27   1196.52   1196.64   -0.12  0   50   0.00037  1   K.ALSTDPAAPNLK.S
938  614.33   1226.65   1226.63   0.02  0   75   1.2e-006  1   K.VGDDPAVWQLK.N
944  622.39   1242.77   1242.66   0.12  0   55   0.00012  1   K.VLVQNAAGSQEK.L
988  658.82   1315.62   1315.67   -0.06  0   42   0.0029  1   R.QEDVIATANLSR.R

1010  689.26   1376.51   1376.60   -0.09  0   73   1.8e-006  1   K.FFYSDQNVDSR.D 1011
1028  708.87   1415.73   1415.77   -0.04  0   94   1.5e-008  1   K.LAQAAQSSVATITR.L
1030  709.84   1417.66   1417.72   -0.06  0   81   3.2e-007  1   K.VLGEAMTGISQNAK.N 1038
1052  727.45   1452.88   1452.70   0.18  0   35   0.012  1   K.EAAYHPEVAPDVR.L
1056  728.39   1454.77   1454.76   0.01  0   58   6.3e-005  1   K.ASAGPQPLLVQSCK.A 1057
1061  732.28   1462.54   1462.74   -0.20  0   116   9.2e-011  1   K.TMLESAGGLIQTAR.A
1065  734.86   1467.71   1467.67   0.04  0   62   2.2e-005  1   K.AGALQCSPSDAYTK.K 1064
1148  786.93   1571.84   1571.77   0.08  0   64   1.4e-005  1   R.QELAVFCSPEPPAK.T
1237  832.58   1663.15   1662.81   0.34  0   74   1.4e-006  1   K.AAAFEEQENETVVVK.E
1462  1017.45   2032.89   2033.01   -0.12  0   59   2.9e-005  1   R.LLSDSLPPSTGTFQEAQSR.L 1463

lewandrowski
Schreibmaschinentext
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P21333            Mass: 283301   Score: 401    Queries matched: 10
Filamin-A - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

880  542.39   1082.78   1082.53   0.25  0   38   0.0071  1   K.SPFEVYVDK.S
888  550.16   1098.30   1098.57   -0.27  0   47   0.0008  1   K.GTVEPQLEAR.G
937  613.87   1225.72   1225.65   0.07  0   52   0.00029  1   R.AWGPGLEGGVVGK.S
986  656.83   1311.65   1311.68   -0.03  0   48   0.00059  1   K.VEPGLGADNSVVR.F 985

1036  715.43   1428.85   1428.71   0.14  0   77   7.9e-007  1   K.AFGPGLQGGSAGSPAR.F 1035
1223  827.00   1651.99   1651.85   0.14  0   64   1.3e-005  1   K.VTAQGPGLEPSGNIANK.T
1323  882.36   1762.71   1762.85   -0.14  0   97   7.7e-009  1   R.VANPSGNLTETYVQDR.G 1324

lewandrowski
Schreibmaschinentext
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P35579            Mass: 227646   Score: 3499   Queries matched: 123
Myosin-9 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

546  648.40   647.39   647.39   0.00  0   43   0.0038  1   K.LSLSTK.L 547
561  657.33   656.32   656.42   -0.10  0   38   0.0075  1   K.VLLQGK.G 562
781  800.28   799.27   799.41   -0.14  0   39   0.0067  1   K.YLYVDK.N 782
819  415.75   829.49   829.45   0.03  0   43   0.0033  1   K.GALALEEK.R  816 818 820
828  421.31   840.60   840.43   0.17  0   38   0.0068  1   K.SVHELEK.S 827
858  430.28   858.54   858.44   0.10  0   44   0.0022  1   R.GELANEVK.V 859
881  438.86   875.70   875.48   0.22  1   39   0.007  1   K.KLEMDLK.D
894  451.25   900.49   900.49   -0.00  0   53   0.00033  1   R.EEILAQAK.E 893
895  903.45   902.44   902.51   -0.07  0   40   0.0059  1   K.ASITALEAK.I 896
905  454.76   907.51   907.41   0.10  0   52   0.00028  1   K.ADEWLMK.N
926  468.25   934.49   934.48   0.01  0   45   0.0018  1   K.SGFEPASLK.E 925
929  472.32   942.62   942.52   0.10  0   36   0.011  1   K.LVWVPSDK.S 930
932  474.29   946.57   946.49   0.08  0   44   0.002  1   R.QQQLTAMK.V 933
938  481.28   960.54   960.48   0.07  0   37   0.012  1   R.NTNPNFVR.C 939
955  489.80   977.58   977.50   0.08  0   57   9.8e-005  1   K.QACVLMIK.A 942 943 954
969  500.28   998.54   998.55   -0.01  0   73   2.6e-006  1   R.GDLPFVVPR.R 968
974  509.33   1016.64   1016.51   0.13  0   52   0.00034  1   R.CNGVLEGIR.I
986  523.36   1044.71   1044.56   0.14  0   55   0.00016  1   R.LEVNLQAMK.A 998
993  525.81   1049.61   1049.51   0.10  0   44   0.0021  1   K.LQEMEGTVK.S 994

1002  532.79   1063.56   1063.49   0.08  0   50   0.00048  1   R.ALEEAMEQK.A 1001
1015  546.75   1091.48   1091.55   -0.07  0   69   5.5e-006  1   K.FDQLLAEEK.T 1016
1025  558.78   1115.54   1115.57   -0.03  0   55   0.00016  1   R.DLGEELEALK.T
1040  577.91   1153.80   1153.55   0.24  0   44   0.0018  1   K.VMQEQGTHPK.F
1041  578.43   1154.85   1154.66   0.19  1   53   0.00018  1   R.RGDLPFVVPR.R
1046  585.75   1169.48   1169.49   -0.01  0   63   2.1e-005  1   R.TEMEDLMSSK.D  1047 1070 1071
1059  597.28   1192.55   1192.61   -0.06  0   75   1.2e-006  1   K.ALELDSNLYR.I 1060
1068  601.21   1200.41   1200.60   -0.19  0   63   2.3e-005  1   K.DVLLQVDDER.R 1069
1074  602.78   1203.55   1203.58   -0.03  0   74   1.8e-006  1   R.ALEQQVEEMK.T  1073 1089 1090
1077  603.31   1204.61   1204.63   -0.02  0   81   3.6e-007  1   K.TDLLLEPYNK.Y 1076
1082  606.87   1211.72   1211.58   0.15  0   66   1e-005  1   K.DLEAHIDSANK.N 1081
1092  610.88   1219.74   1219.64   0.10  1   51   0.00032  1   K.KFDQLLAEEK.T

lewandrowski
Schreibmaschinentext
band 15B



1119  625.73   1249.45   1249.51   -0.06  0   66   9.9e-006  1   R.EMEAELEDER.K  1118 1131
1120  626.33   1250.65   1250.59   0.06  1   38   0.0072  1   K.QVEDEKNSFR.E
1122  419.88   1256.62   1256.67   -0.05  1   45   0.0014  1   K.KEEELQAALAR.V 1123
1124  629.85   1257.68   1257.58   0.11  0   58   6.9e-005  1   K.THEAQIQE MR.Q 1110 1125
1142  642.83   1283.64   1283.71   -0.06  0   71   2.8e-006  1   K.VEAQLQELQVK.F 1143
1149  647.78   1293.55   1293.62   -0.07  0   55   0.00015  1   K.ADFCIIHYAGK.V 1151
1163  655.36   1308.71   1308.59   0.11  1   71   2.9e-006  1   R.NAEQYKDQADK.A 1164
1174  659.90   1317.78   1317.74   0.04  0   42   0.0027  1   K.LDPHLVLDQLR.C 1173
1198  674.73   1347.45   1347.62   -0.16  0   96   1.1e-008  1   R.DELADEIANSSGK.G 1199
1203  679.41   1356.81   1356.70   0.11  1   52   0.00028  1   K.DVLLQVDDERR.N
1212  680.38   1358.74   1358.61   0.13  0   53   0.00022  1   K.HEAMITDLEER.L 1211
1223  689.91   1377.80   1377.61   0.19  1   67   7.7e-006  1   R.EMEAELEDERK.Q  1222 1242 1243 1244
1259  706.93   1411.84   1411.80   0.04  1   100   3.8e-009  1   K.KVEAQLQELQVK.F
1269  710.75   1419.49   1419.55   -0.06  0   77   7.8e-007  1   K.DMFQETMEAMR.I
1291  721.53   1441.04   1440.74   0.30  0   50   0.00036  1   K.QIATLHAQVADMK.K 1275
1326  740.15   1478.29   1477.79   0.50  0   74   1.5e-006  1   K.VIQYLAYVASSHK.S 1325
1375  765.83   1529.64   1529.76   -0.11  0   97   7.5e-009  1   K.IAQLEEQLDNETK.E
1409  776.33   1550.64   1550.69   -0.05  0   79   4.4e-007  1   R.EDQSILCTGESGAGK.T 1408
1422  783.31   1564.60   1564.67   -0.07  0   89   4.8e-008  1   R.ELEDATETADAMNR.E  1421 1439
1464  804.47   1606.93   1606.69   0.24  0   42   0.0022  1   R.NTDQASMPDNTAAQK.V
1495  824.27   1646.53   1646.80   -0.27  0   74   1.4e-006  1   R.IMGIPEEEQMGLLR.V  1481 1482 1496
1505  827.28   1652.55   1652.78   -0.23  0   129   3.9e-012  1   R.IAEFTTNLTEEEEK.S
1552  856.73   1711.45   1711.73   -0.28  0   92   2.1e-008  1   K.MEDSVGCLETAEEVK.R 1554
1570  577.35   1729.02   1728.86   0.15  1   36   0.007  1   K.QTLENERGELANEVK.V
1588  872.29   1742.57   1742.84   -0.28  0   78   5.4e-007  1   K.NLPIYSEEIVEMYK.G 1589
1604  880.74   1759.46   1759.83   -0.37  0   91   2.2e-008  1   K.LEEEQIILEDQNCK.L 1605
1677  927.86   1853.71   1853.86   -0.16  1   88   4.7e-008  1   R.EQLEEEEEAKHNLEK.Q
1752  1017.44   2032.87   2033.05   -0.18  0   77   4.8e-007  1   R.IIGLDQVAG MSETALPGAFK.T
1873  768.16   2301.46   2301.10   0.37  0   43   0.0012  1   K.VEDMAELTCLNEASVLHNLK.E
1884  772.69   2315.04   2314.98   0.06  1   56   5.3e-005  1   R.SMMQDREDQSILCTGESGAGK.T

lewandrowski
Schreibmaschinentext
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P21333            Mass: 283301   Score: 1009   Queries matched: 30
Filamin-A - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

888  441.81   881.60   881.53   0.07  0   36   0.011  1   K.AGVAPLQVK.V
936  476.80   951.58   951.47   0.12  0   43   0.002  1   R.AEFTVETR.S

1006  533.24   1064.46   1064.53   -0.07  0   41   0.0035  1   R.LSPFMADIR.D
1014  542.33   1082.65   1082.53   0.12  0   57   8.8e-005  1   K.SPFEVYVDK.S 1013
1019  550.29   1098.57   1098.57   0.00  0   53   0.00022  1   K.GTVEPQLEAR.G 1020
1065  599.32   1196.63   1196.52   0.11  0   47   0.0009  1   R.DAPQDFHPDR.V 1066
1100  613.27   1224.52   1224.56   -0.04  0   76   1.1e-006  1   R.EATTEFSVDAR.A 1099
1148  645.88   1289.74   1289.64   0.10  0   55   0.00012  1   K.YGGQPVPNFPSK.L 1147
1167  656.74   1311.46   1311.68   -0.22  0   83   1.8e-007  1   K.VEPGLGADNSVVR.F 1168
1251  700.83   1399.64   1399.64   0.00  0   63   1.9e-005  1   K.YGGDEIPFSPYR.V 1250
1281  715.37   1428.73   1428.71   0.02  0   73   2.1e-006  1   K.AFGPGLQGGSAGSPAR.F
1293  721.82   1441.63   1441.69   -0.06  0   52   0.00023  1   R.AGQSAAGAAPGGGVDTR.D
1303  725.40   1448.78   1448.70   0.08  0   57   8e-005  1   R.AYGPGIEPTGN MVK.K 1285 1302
1385  767.43   1532.84   1532.81   0.03  0   51   0.00026  1   K.SPFSVAVSPSLDLSK.I 1383
1429  785.84   1569.67   1569.80   -0.13  0   115   9.9e-011  1   R.GAGTGGLGLAVEGPSEAK.M
1493  549.71   1646.09   1645.87   0.23  0   53   0.00015  1   K.TGVAVNKPAEFTVDAK.H
1503  826.92   1651.83   1651.85   -0.02  0   84   1.3e-007  1   K.VTAQGPGLEPSGNIANK.T 1502
1609  882.36   1762.70   1762.85   -0.15  0   110   3.3e-010  1   R.VANPSGNLTETYVQDR.G
1880  771.80   2312.38   2312.09   0.29  0   65   7.4e-006  1   R.SAGQGEVLVYVEDPAGHQEEAK.V

Q9Y490            Mass: 271766   Score: 114    Queries matched: 5
Talin-1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1005  533.22   1064.42   1064.51   -0.09  0   42   0.0032  1   K.TSTPEDFIR.M 1004
1035  573.33   1144.65   1144.62   0.03  0   42   0.0029  1   R.AAMEPIVISAK.T
1094  611.73   1221.45   1221.56   -0.11  0   48   0.00066  1   K.ALDGAFTEENR.A
1112  622.36   1242.71   1242.66   0.05  0   39   0.0048  1   K.VLVQNAAGSQEK.L

lewandrowski
Schreibmaschinentext
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P21333            Mass: 283301   Score: 1583   Queries matched: 50
Filamin-A - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

753  441.81   881.61   881.53   0.07  0   61   3.4e-005  1   K.AGVAPLQVK.V 752
766  469.31   936.60   936.49   0.11  1   43   0.0024  1   R.VKETADFK.V
770  483.64   965.28   965.45   -0.17  0   49   0.00057  1   K.AEISFEDR.K 771
773  486.34   970.66   970.56   0.10  0   40   0.0042  1   R.LLGWIQNK.L
777  494.96   987.92   987.53   0.38  1   57   0.0001  1   K.KGEITGEVR.M
782  504.37   1006.73   1006.52   0.21  0   47   0.00094  1   K.IQQNTFTR.W 781
789  515.79   1029.57   1029.44   0.13  0   51   0.00038  1   K.SSFTVDCSK.A
795  522.77   1043.54   1043.49   0.04  0   42   0.0031  1   K.DLAEDAPWK.K 796
805  527.38   1052.74   1052.48   0.26  0   43   0.0023  1   R.NDNDTFTVK.Y 804
814  542.34   1082.66   1082.53   0.14  0   52   0.00029  1   K.SPFEVYVDK.S 813
816  543.79   1085.57   1085.57   -0.00  0   60   4.6e-005  1   K.VAQPTITDNK.D
818  544.78   1087.54   1087.56   -0.01  0   64   1.9e-005  1   R.TPCEEILVK.H 819
825  550.33   1098.65   1098.57   0.08  0   55   0.00014  1   K.GTVEPQLEAR.G 824
826  554.88   1107.75   1107.60   0.14  0   46   0.001  1   R.ALTQTGGPHVK.A
836  575.26   1148.50   1148.61   -0.11  0   44   0.0018  1   R.ENGVYLIDVK.F
840  576.39   1150.77   1150.62   0.15  1   56   0.00012  1   K.DKGEYTLVVK.W 839
841  577.84   1153.67   1153.62   0.05  0   30   0.039  1   R.NGHVGISFVPK.E
842  578.32   1154.62   1154.61   0.01  0   53   0.00018  1   K.IVGPSGAAVPCK.V
845  584.36   1166.71   1166.59   0.12  0   65   1.3e-005  1   K.VPVHDVTDASK.V 846
853  599.33   1196.66   1196.52   0.13  0   57   8.9e-005  1   R.DAPQDFHPDR.V 852
862  613.83   1225.64   1225.65   -0.00  0   66   1.1e-005  1   R.AWGPGLEGGVVGK.S
864  615.85   1229.69   1229.59   0.10  0   40   0.0043  1   K.AHVVPCFDASK.V
888  645.89   1289.76   1289.64   0.12  0   72   2.5e-006  1   K.YGGQPVPNFPSK.L
897  656.72   1311.42   1311.68   -0.25  0   85   1.2e-007  1   K.VEPGLGADNSVVR.F
912  690.32   1378.62   1378.67   -0.05  0   61   3.2e-005  1   K.YGGPYHIGGSPFK.A
922  700.83   1399.64   1399.64   -0.00  0   65   1.2e-005  1   K.YGGDEIPFSPYR.V 923
930  708.28   1414.55   1414.74   -0.19  0   79   4.9e-007  1   R.IANLQTDLSDGLR.L
941  715.37   1428.72   1428.71   0.01  0   99   4.5e-009  1   K.AFGPGLQGGSAGSPAR.F
951  721.88   1441.74   1441.69   0.05  0   80   3.6e-007  1   R.AGQSAAGAAPGGGVDTR.D

1001  750.76   1499.51   1499.75   -0.24  0   112   2.6e-010  1   K.DAGEGGLSLAIEGPSK.A
1070  802.84   1603.66   1603.73   -0.07  0   44   0.0013  1   R.YAPSEAGLHEMDIR.Y 1071

lewandrowski
Schreibmaschinentext
band 16A



1101  826.92   1651.83   1651.85   -0.02  0   99   4.9e-009  1   K.VTAQGPGLEPSGNIANK.T
1170  882.40   1762.78   1762.85   -0.07  0   98   5.8e-009  1   R.VANPSGNLTETYVQDR.G
1177  892.85   1783.68   1783.88   -0.20  0   92   1.8e-008  1   R.VQVQDNEGCPVEALVK.D
1216  955.36   1908.71   1908.91   -0.20  0   69   3.4e-006  1   R.EGPYSISVLYGDEEVPR.S
1327  762.68   2285.02   2285.17   -0.15  0   39   0.003  1   K.YTPVQQGPVGVNVTYGGDPIPK.S
1376  823.04   2466.10   2466.18   -0.08  0   49   0.00025  1   K.FNEEHIPDSPFVVPVASPSGDAR.R

Q9Y490            Mass: 271766   Score: 734    Queries matched: 21
Talin-1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

720  429.29   856.56   856.44   0.12  0   36   0.015  1   R.GTPQDLAR.A
776  494.83   987.65   987.56   0.09  0   70   5.5e-006  1   K.ALGDLISATK.A
800  523.91   1045.80   1045.58   0.23  1   45   0.0017  1   K.KEEITGTLR.K
806  530.70   1059.39   1059.51   -0.11  0   42   0.0036  1   K.ALDYYMLR.N
809  533.20   1064.38   1064.51   -0.13  0   50   0.00045  1   K.TSTPEDFIR.M
815  542.97   1083.92   1083.67   0.26  0   86   1.1e-007  1   K.AVASAAAALVLK.A
831  570.85   1139.68   1139.59   0.08  0   51   0.00031  1   R.ALEATTEHIR.Q
832  573.28   1144.56   1144.62   -0.06  0   60   4.5e-005  1   R.AAMEPIVISAK.T 833
843  581.80   1161.59   1161.51   0.08  0   50   0.00045  1   R.EGTETFADHR.E
851  599.29   1196.57   1196.64   -0.07  0   57   7.5e-005  1   K.ALSTDPAAPNLK.S
870  622.33   1242.64   1242.66   -0.01  0   71   3e-006  1   K.VLVQNAAGSQEK.L 871
918  696.82   1391.62   1391.58   0.04  0   90   3.6e-008  1   K.ADAEGESDLENSR.K
933  708.87   1415.73   1415.77   -0.04  0   98   5.7e-009  1   K.LAQAAQSSVATITR.L
962  728.38   1454.74   1454.76   -0.02  0   84   1.7e-007  1   K.ASAGPQPLLVQSCK.A
970  734.83   1467.64   1467.67   -0.03  0   54   0.00013  1   K.AGALQCSPSDAYTK.K

1111  832.39   1662.76   1662.81   -0.05  0   75   1.1e-006  1   K.AAAFEEQENETVVVK.E 1112

lewandrowski
Schreibmaschinentext
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P21333            Mass: 283301   Score: 3302   Queries matched: 97
Filamin-A - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

895  438.36   874.70   874.40   0.31  0   41   0.0043  1   K.CSGPGLER.A
899  441.81   881.60   881.53   0.07  0   61   3.2e-005  1   K.AGVAPLQVK.V 900
921  469.33   936.64   936.49   0.15  1   45   0.0012  1   R.VKETADFK.V 922
930  476.74   951.47   951.47   0.01  0   58   6.2e-005  1   R.AEFTVETR.S
932  483.74   965.47   965.45   0.03  0   58   6.1e-005  1   K.AEISFEDR.K 933
935  484.34   966.66   966.51   0.14  0   46   0.0012  1   K.VLPTHDASK.V 934
939  486.31   970.60   970.56   0.04  0   45   0.0016  1   R.LLGWIQNK.L 940
944  494.85   987.68   987.53   0.15  1   63   2.9e-005  1   K.KGEITGEVR.M 945
954  504.27   1006.52   1006.52   -0.00  0   52   0.00028  1   K.IQQNTFTR.W 953
963  515.76   1029.51   1029.44   0.06  0   55   0.00015  1   K.SSFTVDCSK.A 964
974  522.81   1043.60   1043.49   0.11  0   43   0.0024  1   K.DLAEDAPWK.K 973
982  527.28   1052.54   1052.48   0.06  0   42   0.0031  1   R.NDNDTFTVK.Y 981
990  533.22   1064.42   1064.53   -0.12  0   52   0.00027  1   R.LSPFMADIR.D 979 980
998  1083.35   1082.34   1082.53   -0.19  0   64   1.6e-005  1   K.SPFEVYVDK.S 999 1000

1005  543.34   1084.66   1084.62   0.05  0   40   0.0049  1   R.LYSVSYLLK.D
1010  544.77   1087.53   1087.56   -0.03  0   64   1.9e-005  1   R.TPCEEILVK.H 1009
1016  547.84   1093.67   1093.54   0.13  1   41   0.003  1   K.AEISFEDRK.D 1017
1022  550.26   1098.50   1098.57   -0.06  0   60   5e-005  1   K.GTVEPQLEAR.G 1021
1025  554.94   1107.86   1107.57   0.29  1   39   0.0059  1   K.RAEFTVETR.S 1024
1045  578.42   1154.83   1154.61   0.22  0   61   2.9e-005  1   K.IVGPSGAAVPCK.V 1044
1049  584.34   1166.66   1166.59   0.07  0   68   7e-006  1   K.VPVHDVTDASK.V 1050
1052  586.85   1171.68   1171.59   0.09  1   41   0.004  1   K.DLAEDAPWKK.I
1061  599.27   1196.53   1196.52   0.01  0   53   0.0002  1   R.DAPQDFHPDR.V 1062
1080  613.27   1224.53   1224.56   -0.03  0   76   9.9e-007  1   R.EATTEFSVDAR.A 1079
1081  613.83   1225.65   1225.65   0.00  0   75   1.3e-006  1   R.AWGPGLEGGVVGK.S 1082
1084  410.95   1229.82   1229.59   0.23  0   38   0.0071  1   K.AHVVPCFDASK.V
1086  617.24   1232.46   1232.56   -0.11  0   52   0.0003  1   K.CSGPGLSPGMVR.A 1085
1102  631.29   1260.57   1260.69   -0.12  0   72   3e-006  1   R.LTVSSLQESGLK.V 1103
1125  643.35   1284.68   1284.72   -0.04  0   66   1.1e-005  1   K.LPQLPITNFSR.D 1126
1130  645.81   1289.61   1289.64   -0.03  0   69   4.9e-006  1   K.YGGQPVPNFPSK.L 1131
1141  656.81   1311.61   1311.68   -0.07  0   80   3.9e-007  1   K.VEPGLGADNSVVR.F 1140

lewandrowski
Schreibmaschinentext
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1168  682.88   1363.75   1363.70   0.05  1   69   5e-006  1   K.VDVGKDQEFTVK.S 1169
1179  690.36   1378.70   1378.67   0.03  0   72   2.7e-006  1   K.YGGPYHIGGSPFK.A
1196  700.85   1399.70   1399.64   0.05  0   79   5.1e-007  1   K.YGGDEIPFSPYR.V 1197
1204  707.30   1412.59   1412.65   -0.06  0   43   0.002  1   K.WGDEHIPGSPYR.V
1206  708.34   1414.67   1414.74   -0.08  0   93   1.8e-008  1   R.IANLQTDLSDGLR.L 1207
1223  715.33   1428.64   1428.71   -0.07  0   88   5.6e-008  1   K.AFGPGLQGGSAGSPAR.F 1225
1232  717.33   1432.64   1432.70   -0.06  0   57   6.9e-005  1   R.AYGPGIEPTGNMVK.K 1231
1239  721.83   1441.65   1441.69   -0.04  0   100   4.1e-009  1   R.AGQSAAGAAPGGGVDTR.D 1240
1271  730.82   1459.64   1459.52   0.12  0   58   6.3e-005  1   K.MDCQECPEGYR.V 1270
1316  750.84   1499.67   1499.75   -0.08  0   113   1.8e-010  1   K.DAGEGGLSLAIEGPSK.A 1317
1355  767.25   1532.49   1532.81   -0.32  0   79   4.5e-007  1   K.SPFSVAVSPSLDLSK.I 1357
1399  785.85   1569.68   1569.80   -0.12  0   106   9.4e-010  1   R.GAGTGGLGLAVEGPSEAK.M
1453  542.64   1624.90   1624.65   0.25  1   58   6.2e-005  1   K.IECDDKGDGSCDVR.Y 1452
1489  823.86   1645.70   1645.87   -0.17  0   78   5.7e-007  1   K.TGVAVNKPAEFTVDAK.H 1490 1491
1499  826.88   1651.74   1651.85   -0.11  0   93   2e-008  1   K.VTAQGPGLEPSGNIANK.T 1500
1583  878.85   1755.68   1755.91   -0.23  0   59   3.7e-005  1   R.VTYTPMAPGSYLISIK.Y
1591  882.34   1762.66   1762.85   -0.19  0   133   1.9e-012  1   R.VANPSGNLTETYVQDR.G
1601  892.85   1783.69   1783.88   -0.18  0   112   2e-010  1   R.VQVQDNEGCPVEALVK.D 1600
1628  605.65   1813.92   1813.95   -0.04  1   41   0.0022  1   K.VAQPTITDNKDGTVTVR.Y
1667  955.56   1909.10   1908.91   0.19  0   77   5.2e-007  1   R.EGPYSISVLYGDEEVPR.S
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Q9Y490            Mass: 271766   Score: 2275   Queries matched: 62
Talin-1 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

817  404.30   806.59   806.43   0.16  0   42   0.0033  1   R.QFVQSAK.E
870  429.26   856.50   856.44   0.06  0   42   0.0031  1   R.GTPQDLAR.A 869
887  436.43   870.85   870.49   0.35  0   48   0.00075  1   R.LQAAGNAVK.R 886
957  507.22   1012.42   1012.49   -0.07  0   69   5.4e-006  1   R.SAQPASAEPR.Q 959
977  523.88   1045.74   1045.58   0.16  1   47   0.0011  1   K.KEEITGTLR.K 978
983  529.33   1056.65   1056.59   0.06  0   74   1.8e-006  1   K.NLGTALAELR.T
992  533.27   1064.52   1064.51   0.00  0   51   0.00035  1   K.TSTPEDFIR.M 991

1003  542.86   1083.71   1083.67   0.05  0   83   2.4e-007  1   K.AVASAAAALVLK.A
1033  570.86   1139.71   1139.59   0.11  0   57   7.5e-005  1   R.ALEATTEHIR.Q 1034
1039  573.24   1144.47   1144.62   -0.15  0   66   1.1e-005  1   R.AAMEPIVISAK.T  1029 1040
1046  580.84   1159.67   1159.63   0.04  0   44   0.0017  1   K.TYGVSFFLVK.E
1048  581.85   1161.68   1161.51   0.18  0   63   2.3e-005  1   R.EGTETFADHR.E 1047
1063  599.29   1196.56   1196.64   -0.08  0   54   0.00018  1   K.ALSTDPAAPNLK.S 1064
1076  610.33   1218.65   1218.60   0.05  0   70   4.4e-006  1   R.MATNAAAQNAIK.K 1077
1078  611.72   1221.43   1221.56   -0.14  0   53   0.00021  1   K.ALDGAFTEENR.A
1088  618.78   1235.54   1235.63   -0.09  0   58   6.4e-005  1   K.STVLQQQYNR.V 1089
1093  621.79   1241.56   1241.60   -0.04  1   40   0.0047  1   K.FLPSELRDEH.- 1092
1096  622.34   1242.67   1242.66   0.01  0   65   1.1e-005  1   K.VLVQNAAGSQEK.L 1097
1115  641.76   1281.51   1281.53   -0.02  0   54   0.00015  1   K.NCGQMSEIEAK.V 1116
1177  689.35   1376.70   1376.60   0.10  0   77   8.1e-007  1   K.FFYSDQNVDSR.D 1176
1189  696.79   1391.56   1391.58   -0.02  0   85   1.1e-007  1   K.ADAEGESDLENSR.K 1191
1209  708.85   1415.69   1415.77   -0.08  0   98   5.7e-009  1   K.LAQAAQSSVATITR.L
1213  709.84   1417.66   1417.72   -0.07  0   86   9.4e-008  1   K.VLGEAMTGISQNAK.N  1214 1233 1234
1243  722.35   1442.69   1442.66   0.03  0   71   2.6e-006  1   K.TVTDMLMTICAR.I
1255  727.46   1452.91   1452.70   0.21  0   41   0.0031  1   K.EAAYHPEVAPDVR.L 1254
1260  728.29   1454.57   1454.76   -0.18  0   66   9.1e-006  1   K.ASAGPQPLLVQSCK.A
1267  730.38   1458.75   1458.79   -0.04  0   102   2.7e-009  1   K.QVAASTAQLLVACK.V 1268
1275  732.39   1462.76   1462.74   0.02  0   108   6e-010  1   K.TMLESAGGLIQTAR.A
1277  734.84   1467.66   1467.67   -0.00  0   72   1.9e-006  1   K.AGALQCSPSDAYTK.K
1297  741.92   1481.82   1481.77   0.05  0   79   4e-007  1   R.VQELGHGCAALVTK.A
1348  764.87   1527.72   1527.84   -0.12  0   69   4e-006  1   R.DPVQLNLLYVQAR.D
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1401  786.86   1571.71   1571.77   -0.05  0   92   2.3e-008  1   R.QELAVFCSPEPPAK.T
1515  832.33   1662.64   1662.81   -0.17  0   92   2.2e-008  1   K.AAAFEEQENETVVVK.E
1561  576.30   1725.88   1725.87   0.01  0   42   0.0021  1   K.TLSHPQQ MALLDQTK.T
1643  926.38   1850.74   1850.76   -0.02  0   74   1.2e-006  1   K.TMQFEPSTMVYDACR.I
1748  1070.53   2139.04   2139.10   -0.06  0   58   3.7e-005  1   K.VVAPTISSPVCQEQLVEAGR.L
1754  1075.75   2149.48   2149.01   0.47  0   96   7e-009  1   K.ASVPTIQDQASAMQLSQCAK.N 1744
1811  1124.97   2247.94   2248.06   -0.13  0   61   1.6e-005  1   K.SNTSPEELGPLANQLTSDYGR.L

P35579            Mass: 227646   Score: 269    Queries matched: 5
Myosin-9 - Homo sapiens (Human)
Check to include this hit in error tolerant search or archive report

      
       Query   Observed   Mr(expt)   Mr(calc)   Delta  Miss  Score  Expect  Rank  Peptide

1072  606.87   1211.72   1211.58   0.14  0   65   1.2e-005  1   K.DLEAHIDSANK.N
1349  765.75   1529.48   1529.76   -0.28  0   75   1.1e-006  1   K.IAQLEEQLDNETK.E
1411  791.36   1580.71   1580.66   0.04  0   69   4e-006  1   R.ELEDATETADA MNR.E
1501  827.31   1652.60   1652.78   -0.17  0   94   1.2e-008  1   R.IAEFTTNLTEEEEK.S 1502
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