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2 Thermo Proteome Discoverer 2.5.0.400 — O X
Eile View Administration Tools Window Help
WWe HD A EFDDBEDEGOR ALcegad
StartPage X TMT11-pm-group_individual - 4k
M | Protein Groups | | Peptide Groups | PSM= | | MS/MS Spectrum Info | | Quan Spectra | | Input Files ”@ | | Specialized Traces | | Study Information | | Result Statistics |
i T Descnption Exp. gvalu [#] | Sum PEP Score | Coverage [%] | Sequence Coverage | # Peplides | # PSMs | # Unique Peptides | # Afs | MW [kDa] | cz2 =
= w" | ADAD24ROK5 | Carcineembryonic antigen-related cell adhesion molecule 5 0.001 5988 2% [ ] 1 3 1| 702 76.7
= W | Qs Inesitol 1.4.5-trisphosphate receptor type 2 0S=Homo sepic||  0.000 13587 [[_13% [ ) 2| 66 232701 3079
a w" | QINPJE Mediator of RNA polymerase |l transcription subunit 4 0S=t 0.006 3ss6 ([ 4% [ ] 1 1 1| 270 257
+ v | QINQGE Regulation of nuclear pre-mRNA domain-centaining protein 0.000 40009 [ 4oz [ ] 8 17 8| 326 36.9
= w" | F5HBH2 Mevalonate kinase OS=Homo sapiens OX=9606 GN=MVK 0.002 4520 5= | ] 2 [ 2| 34 371
= w7 | ADAIB3IRLS | Inosine-5-monophosphate dehydrogenase (Fragment) 05= 0.000 7.260 |_|] 6% I ] 3 3 2| 509 543
= /| Q15042 Rab3 GTPase-activating protein catalytic subunit OS=Homc 0.000 20888 |[] 12% [ ] 10 13 10| 981 1105
= “/ | QBGMV3 | Pulative peptidy-RNA hydrolase FTRHD1 OS-Homo sapic | 0.000 12724 2% || ( ) 3l 10 3| 40| 158
+ W | Q14657 EKC/KEOPS complex subunit LAGE3 0S=Homo sapiens O 0.000 16137 [ [31% |1 ] 3 [ 3| 143 148
= w" | P51309 Vesicle-associated membrane protein 7 05=Homo sapiens 0.003 4250 |[I_10%= [ ] 2 2 2| 2 249
= | PRB104 Elongation factor 1-zlpha 1 0S=Homo sapiens OX=5606 GI 0.000 4053 ([ w4 |0 ] 25 417 14| 482 501
g v/ | BADDF4 Calporin OS=Homo sapiens OX=9606 GN=CNN2 PE=15\|  0.000 10827 [T 3% [ ) FY T 3| 208 326
= 7 | AQA3BITT1 | Rasrelated protein Rab-12 0S=Homo sapiens OX=9606 G | 0.000 16491 5% || ( ) 3| NETIEEE
+ +" | Q9Y2HD Disks large-associated protein 4 0S=Homo sapiens OX=36I 0.000 4135 | 9% [ | 7 21 7| 992 107.9
- + | P49418 Amphiphysin O5=Homo sapiens OX=9606 GN=AMPH PE= 0.008 3557 || 2% I ] 2 5 1| 695 76.2
£ w/ | ADATIZV383 | BCL2L2-PABPN1 readth rough OS=Homo sapiens OX=960 0.000 79| ] 1% [N ] 7 33 1| 365 405
+ W | QIBWD1 Acetyl-Col acetyltransferase, cytesolic 0S=Homo sapiens 0.000 a2 ([ 10% [ ] 3 6 3| 3w 413
= » |QINWOS | DNA-directed RNA polymerase lll subunit RPC2 OS=Homa | 0.001 5950 | 4% | ( ) 3 3 31133 1277
+ W | QINWKS Bax C/D snoRNA pratein 1 0S=Homo sapiens OX=9606 GI 0.000 16763 [ 4% | [ ] 5 9 5| 470 53.9
= v | aanvaz ADP-ribosylation factor-like protein 88 0S=Homo sapiens C | 0.001 6283 |[_13% | ( ) 2 5 2| 18| 215
+ + | 26885 Peptidyl-prolyl cis-frans isomerase FKBP2 0S=Home sapiel 0.000 41386 [ 5% [ ] 5 24 5| 142 15.6
= »/ | FiDaLs COUP transcription factor 1 0S=Homo sapiens OX=9606 G| 0.000 24442 [ 7% ||( ) 6] 1 6| 393| 439
= w7 | PE2861 405 ribosomal protein 530 05=Homo sapiens OX=5606 G 0.001 5185 [ [31% I ] 3 6 3 L] 66| 1
o | nanad DracnBhA erlicing factar 284 (1S LL ians OY_ORNE nnnn 7770 0= il | 1 4 PN YT 175 R E
(%) Show Associsted Tables Overview of the file from the search
Ready l 58221739 Proteins; 5829 Protein Groups; 39027 Peptide Groups; 126040 PSMs: 1345816 MS/MS Spectrum Info; 677162 Quan Spectra; 39/40 Input Files: 429 Study Informalion..l
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o Thermo Proteome Discoverer 2.5.0.400 - a

File View Administration Tools Window Help

HEOEddfEYEEE R EDOE EEGO R AKEERA

 Start Page X, TMT11l-pm-group_individual X ] >

M] Protein Groups H Peptide Groupe || PSMs H MS/MS Spectrum Info || Guan Spectia || Input Files g H Specialized Traces ‘ Study Information H ResultSla‘fBﬁm'

@ [Checke . ' ' ' ' ' ' ) les | # Als| MW [kDa]
1 = = RightClick in Checked column 1| 2| 787
2 B E o ysananzy L Lam-mennospnate receplor type £ US=HOomo Sapie v 1ISDs ) 13% 1 T 2 b 3[2701] 3078
3 &= 0l Copy With Headers Ctrl+C I iption subunit 4 OS=t 0.006 3556 [ 2% ( | ) 1 1 1| 270 297
4 = ol Copy ar pre-mRNA domain-containing protein 0.000 40.009 [ 40% Il ) 3 17 8| 326 369
5 = ] Clear Selection 0S=Homo sapiens 0X=9606 GN=MVK 0.002 4520 | 5% ||( I ) 2 3 2| 344 371
6 = Bl Cell Selection Mode sphate dehydrogenase (Fragment) 0S= 0.000 7.260|ﬂ &% || 11 D) 3 3 2| 509 543
7 R [} Enable Column Fixing ating protein catalytic subunit OS=Home|  0.000 29.858 !E_I_Z'/. ]| ( [T1rir) 10 13 10| 91| 1105
8 = (@] NA hydrolase PTRHD1 0S=Homo sapie 0.000 12724 |l 21%__||( | El ) 3 10 3| 140 158
— Collapse All Column Headers
9 = il 0.000 16.137 31% (N 3 6 3| 143 148
0 = [ e AlColumnHeaders Click “Check All” 0.003 290 0% I T 1) 2 2 2] 220 248
n = O Check Selected - - (10 W | 1) 5| 417 14| 462 501
2 = [ Checkan v/ |mmismse  Click “In This Table” () G 3| 28] wme
13 = (] Uncheck Selected » In This and All Assuuaicu owies 1 wang w94 O TIT__) 3 24 2| 340 363
1“4 = 0O Uncheck All » ted protein 4 0S=Homo sapiens OX=96/|  0.000 4135\ 9% ( 1) 7 21 7| 9%2| 1079
15 = ) Remove All Checkmarks in All Tables omo sapiens OX=3606 GN=AMPH PE= 0.006 3557 [ 2% ( ) 2 5 1| 695 762
16 = 0 e , padthrough OS=Homo sapiens OX=9601 0.000 3079 B 21%__ ] (1 T ) 7 Kk 1| 365 405
7 = 0O Remove g , nsferase, cytosolic OS=Homo sapiens (| 0.000 8812|[_10% |( | | B 3 6 3| 3w 413
1B = 0O Set Tags.. polymerase Ill subunit RPC2 OS=Homo 0.001 5950 [ 4% 1 ) 3 3 3133 1277
19 = ] ) ‘otein 1 0S=Homo sapiens OX=9606 GI 0.000 16763 |l 4% (W11 1 ) 5 9 5| 470 529
Remove All Tags in All Tables - - -
20 = [ i . like protein 88 0S=Homo sapiens C 0.001 6283 [ 13% ( 1) 2 6 2| 186 215
21 = | P2638s Peptidyl-prolyl cis-trans isomerase FKBP2 0S=Homo sapiei |  0.000 41.356 i~ |(C_ 1Ty ) 5 24 5| 142 156
2 = v | FIDAL9 COUP transcription factor 1 0S=Homo sapiens OX=9606 G 0.000 24442 [T 7% (@ (1] 1) 3 1 6| 198 439
23 = v | P62861 40S ribosomal protein S30 0S=Homo sapiens OX=9606 Gt 0.001 5185 |31% | (W ) 3 6 3| 59 66
£ _Logh B Asenlicing factar 224 OS=Hama canian el al 4 al 212l 376l

5829/21739 Proteins; 5829 Protein Groups; 39027 Peptide Groups; 126040 PSMs; 1345816 MS/MS Spectrum Info; 677162 Quan Spectra; 39/40 Input Files; 429 Study Information...
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(J Thermo Protecme Discoverer 2.5.0.400 = O X
Filei\f‘lew Administration Tools Window Help

New Study/Analvsis..  CirleN | M i roem &> | - - ; :
- ooty : TEEEREDOE RGO R AKXEEAR
Go to File = Export
€] Open Result... —— w2 Al
Close PepﬁdeGroups” PSMs H MS/MS Spectrum Info “ Quan Spectra H Input Files % H Specialized Traces H Study Information H Rmusaﬁsﬁu1
@ swe Ctlss  br|Accession |Description Exp. q-valu [] | Sum PEP Score | Coverage [%] | Sequence Coverage | # Peptides | # PSMs | # Unique Peptides | # AAs | MW [kDa]| c2~
G saveal CtrlsShiftes | | ADAO24ROKS | Carcinoembryonic antigen-related cell adhesion molecule 5 | 0.001 5958 2% || ( 1 ) 1 3 1| 72| 67| B
_ Lossmzs et d e iientphate receptor type 2 0S=Homo sapie|  0.000 113587 [l 3% (1T 11 10 29| 66 23| 2701| 3079
L Export b sy Il transcription subunit 4 0S=+ |  0.006 3556 [ _a%_|( I ) 1 1 1| 270 297
Recent Studies | Annotated Spectra... re-mRNA domain-containing proten | 0.000 20,009 817 8] 326] 369
Recent Results » Spectra.. 5=Homo sapiens OX=9606 GN=MVK |  0.002 4520 5% | ( I ) 2 5 AR
Exit To FASTA.. L ,',' ' . e S ” 7.250# 6 _J(_L L : : il
] 7 emiceserece.. | ClICK “To Microsoft Excel mess 2z J( L L[ I )] 1| 1 10| se1| 1105
g8 = ey« 22t 1+ o i e | 12724 [l 2% ( N D 3l 10 3| 40| 158
9 = Famekleniyst subunit LAGE3 OS=Homo sapiens O 0.000 16137 |[31% ] ) 3[ s 3| 13| 148
10 = To mzTab... =mbrane protein 7 0S=Homo sapiens |  0.003 4290 [ 0% |1 | ) 2 2 2| 220| 249
1 = To PepXML... sha 1 0S=Homo sapiens OX=9606 GI | 0.000 214.053 (3 _EEED 5| 417 14| a62| 501
12 # To ProtXML... apiens OX=9606 GN=CNN2 PE=1 S\ 0.000 10827 [[T_13% |1 [ ) 4 16 3| 298 326
13 = To Text (tab delimited) £b-12 0S=Homo sapiens OX=9506 G | 0.000 16491 9% I ( 1L ) A 2| 40| 363
1% = el 4 protein 4 OS=Homo sapiens OX=96/|  0.000 44135 9% | ( M1 7| 21 7| se2| 1079
15 = ho sapiens OX=9606 GN=AMPH PE=||  0.006 3557 2% | ( ) 2 5 1| eos| 762
To PyMOL... X
% = Hthrough OS=Homo sapiens OX=3601 | 0.000 3079 | 21% ) (1T [0 ) 7| 3. 1| 35| 405
i7 = LTQ Orbitrap Mass List... Kferase. cytosolic 0S=Homo sapiens (| 0.000 8812 [l 10% _||( I B 3 6 3| 37| 413
18 = Orbitrap Fusion Mass List..  Mymerase IIl subunit RPC2 OS=Homo | 0.001 5950 [ 4% | 1| ) 3 3 33| 1277
19 = Q Exactive Mass List... lein 1 0S=Homa sapiens OX=9606 GI | 0.000 16763 | 14% (L1111 ) 5 9 5| 470 539
20 = [QENVIZ [ ADP-ribosylation facior-like protein 88 OS=Homo sapiens C|  0.001 6283 13% | ( 1) 2 6 2| 18] 215
21 = P26385 Peptidyl-prolyl cis-trans isomerase FKBP2 OS=Homo sapie/|  0.000 4135 [61% | (1w ) 5 24 5[ 12| 156
2 = F1DALS COUP transcription factor 1 0S=Homo sapiens OX=9606 G 0.000 24442 ([0 7% || (I 1) 6 1 6| 398 439
2 P62861 405 ribosomal protein S30 0S=Homo sapiens OX=9606 G | 0.001 5185 3% | (I ) 3 5 3| 59 66
- LOBNAVT | Pra.snBPAMA enlicing faotn 24 NS—Hama canian -| aan N _NNn ol 100 U T 1T % 1 A 2 212 175
(%) Show Associated Tables

Ready 5825/21739 Proteins; 5829 Protein Groups: 39027 Peptide Groups; 126040 PSMs; 1345816 MS/MS Spectrum Info; 677162 Quan Spectra; 33/40 Input Files; 429 Study Information...
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) Thermo Proteome Discoverer 2.5.0.400 = (] X
File View Administration Tools Window Help
o, r H
RrESHCTE I 3 & B¢
 StartPage X TMT11-pm-group_individual x] v+ 4 b
m| Protein Groups || Peptide Groups || PSMs || MSIMS Spectrum Info || Quan Spectra || InputFiles < || Specialized Traces || Study Information || Result Statistis |
= Checked | Protein v [#] | Master | Accession Description Exp. g-valu [#] | Sum PEP Score | Coverage [%]  Sequence Coverage | # Peptides |# PSMs | # Unique Peptides | # AAs | MW [kDa]
1 +w v/ | ADAO24ROK5 | Carcinoembryonic antigen-related cell adhesion molecule 5 0.001 5958 2% | ) 1 3 1| 702 76.7
2 = v | Qusni Inositol 1.4 5-trisphosphate receptor type 2 0S=Homo sapie| 0000 113587 |[[_13% | ( T 2| 68 22701 3079
3 = " | Q9NPJE Mediator of RNA polymerase |l transcription subunit 4 0S=t 0.006 3856 ([ 4% I 1 i 1| 270 29.7
At 7 TaoNaGs | Regulstonof — - — mﬂﬂiﬂ-} T A
5 = V" |FSHBH2 | Mevalonate kina| PO"t 10 Excel X g ) 2| 6 AIEDEER
6 ® v/ | ADA3B3IRLS |Inosine-5-monoj Path: — 1 ) 3 3 2| 509 543
7 = v | Q15042 Rab3 GTPase-a| |F:\Customer\TMT11-pm group._individual xisx B T 10 13 10| 981 1105
8 = v/ | Q6GMV3 | Putative peptidyl ems and Associated Tables to be exported: Options: ) 3] 10 3| 40| 158
9 & v | Ques EKCKEOPS 000 17 Lovei1:  Proteis I A e S ) 3 3 3| 13| 1as
10 = v/ | p51809 Vesicle-associat| 2 2 2| 20| 249
. , = Excluded
1 = v/ | Pesios Elongation facto] | 6612 [Proten Groups | o o O i BRI 5| 417 14 a62| 501
12 = v/ | B4DDF4 Calponin 0S=Hq | | Level 3 [Proteins -] [ Open Fie After Export T 1 ) 4 1 3| 28] 326
13 = /| ADAIB3ITT1 | Ras-related prot T ) 3| 2 2| 30| %3
U = +/ |Qev2H0 | Disks lerge-asso T 7| =2 7] es2| 1079
15 = v | Pasars Amphiphysin OF | Exwpot | Close | ) 2 5 1| 695 762
16 = v/ | ADA7IZv383 | BCL2L2-PABP T L AU—nETT T AT T A —— TR 7 13 1] 285 405
s v |amwot | setiCeazcet You can export Proteins, peptides, and [ )] 3] ¢ 3| 6] dh
18 = ~/ |QSNW03 | DNA-directed RI . . i ) 3 3 3| 13| z7
1 = v |ewe  |excosornv Other options together using different T O 5| 5| 4| 539
0 = 7 |QeNVJ2 | ADP-ribosylatior N D) 2 6 2| 18| 215
oo o reigmays 1€VEIS Of excel format. You canopenthe ——-—— e
2 & v/ |FDas [covrmnsaint result via excel. = 1) 6| ™ 6| 38| 439
23 = v/ | Pe28s1 40S ABOSOMA Pivrnrrs o s vt s s e | e . B - ) 3 (3 3| 59 66
et Pra-mRh/enlona factar WA NS-Hama casian "“ 2 V1 O I N [ —  — 1 3| 4 al 212 78
(%) Show Associated Tables

Ready 5829/21739 Proteins: 5829 Protein Groups: 39027 Peptide Groups: 126040 PSMs: 1345816 MS/MS Spectrum Info; 677162 Quan Spectra; 39/40 Input Files: 429 Study Information...
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AutoSave y = TMT11-pm-group_individual.xlsx - Excel P Search Koh,Jin
File Home Insert P: . Label Acrobat 2 Comments | | 1% Share ~ |
You can open the result via excel.
Al - Jx LIHEUKEU v
A B C D E F G H 1 J K L M N o] P Q R S T u E
1] Checked lProtein FLMaster  Accession Descriptic Exp. g-val Sum PEP £ Coverage # Peptide:#PSMs  #Unigue I#AAs MW [kDa] calc. pl  Score Seq # Peptide: # Razor Pe Abundanc Abundanc Abundanc Abundanc 4
2 TRUE High Master Pri ADAO24R0 Carcinoemn 0.001 5.958 2 1 3 1 702 76.7 5.69 8.71 1 1]
3 | TRUE High Master PriQ14571  Inositol 1, 0 113.587 13 9 66 23 2701 307.9 6.43 21177 29 3 0.993 1.045 0.998579
4 TRUE High Master PriQ9NPJ6  Mediator 0.006 3.556 4 1 1 1 270 29.7 5.1 2.77 1 1]
5 TRUE High Master PriQSNQGS Regulatiol 0 40.009 40 8 17 8 326 36.9 5.97 56.24 8 1] 0.897 1.519 0.797516
6 | TRUE High Master PrF3HBHZ  Mevalona 0.002 4.52 3 2 7] 2 344 371 7.08 13.38 2 L] 1.363 1.135 0.800009
7 TRUE High Master PriADA3B3IRI Inosine-5" 0 7.26 6 3 3 2 509 54.3 6.8 7.61 3 1]
8 TRUE High Master PriQ15042 Rab3 GTP: 0 29.858 12 10 13 10 981 110.5 5.55 38.38 10 1] 0.898 0.931 0.943625
9 TRUE High Master PrQ6GMV3 Putative g 0 12.724 21 3 10 3 140 15.8 9.1 31.39 3 1] 0.993 0.815 0.817011
10| TRUE |High Master PriQ14657  EKC/KEOP 0 16.137 31 3 6 3 143 14.8 8.63 19.87 3 1] 1.19 0.873 0.797516
11| TRUE High Master PriP51809  Vesicle-as 0.003 4.25 10 2 2 2 220 249 8.6 6.14 2 0
12| TRUE |High Master PriP68104  Elongatior 0 214.053 64 25 417 14 462 50.1 9.01 1235.49 25 18 0.921 1 0.912963
13| TRUE |High Master PriBADDF4  Calponin ¢ 0 10.827 13 4 16 3 298 32.6 6.98 48.21 4 1 1.327 1.242 0.772138
14| TRUE High Master Pri ADA3B3IT Ras-relate 0 16.431 E] 3 24 2 340 36.3 8.43 65.48 3 0
15| TRUE |High Master PriQ9Y2HO  Disks large 0 44,135 7 21 7 992 107.9 7.08 66.79 7 1] 1.139 0.916 0.943519
16| TRUE |High Master PriP49418  Amphiphy 0.006 3.557 2 2 5 1 695 76.2 4.64 11.14 2 1] 1.442 0.937 0.980929
17| TRUE High Master Pri ADATI2V3 BCL2L2-P2 0 30.799 21 7 a3 1 365 40.5 5.78 98.42 7 5 0.868 0.951 0.797516
18| TRUE |High Master PriQ9BWD1 Acetyl-Co. 0 8.812 10 3 6 3 397 41.3 6.92 14.68 3 1] 1.068 1.015 0.983002
19| TRUE High Master PriQ9NWO08 DMA-direc 0.001 5.95 4 3 3 3 1133 127.7 8.5 8.48 3 1] 0.963 0.98 0.831226
20| TRUE |High Master PrQINWKI Box C/D st 0 16.763 14 5 9 5 470 53.9 5.8 24.58 5 1] 0.599 0.905 0.981318
21| TRUE |High Master PriQ9NVJ2  ADP-ribos 0.001 6.283 13 2 6 2 186 21.5 8.43 16.71 2 1] 0.93 0.907 0.99293
22| TRUE High Master PriP26885  Peptidyl-f 0 41356 51 5 24 3 142 15.6 9.13 72.13 3 1] 1.307 1.06 0.976125
23| TRUE |High Master Pri FIDALS | COUP tran 0 24.442 17 6 11 6 398 43.9 8.25 31.54 6 1] 1.846 0.873 0.813804
24| TRUE |High Master PriP62861  40S ribosc 0.001 5.185 31 3 6 3 59 6.6 12.15 9.97 3 1] 4,061 0.923 0.940812
25| TRUE High Master P Q8NAV1 Pre-mRNEZ 0 .77 10 3 4 3 312 37.5 9.96 10.39 3 1]
26| TRUE |High Master PriQ8WY22 BRI3-bind 0 16.667 12 3 11 3 251 27.8 9.44 42.54 3 1] 1.197 0.922 0.875233
27| TRUE High Master PrQ7Z3C6  Autophag 0 13.242 g 3 9 3 839 94.4 6.67 25.87 3 1] 0.968 0.863 0.98456
28| TRUE |High Master PriP33993  DNA repli 0 87.668 36 25 55 25 719 81.3 6.46 157.5 25 1] 0.806 1.148 0.922905
29| TRUE |High Master PriQ16204  Coiled-coi 0 37.213 23 10 17 10 474 53.3 7.34 53.74 10 1] 1.241 1.329 0.797516
30| TRUE High Master PrQ3UGME Tryptopha 0.001 6.352 7] 2 4 2 360 40.1 9.28 10.3 2 1]
21 TODLIC irh A ~ctor De MOSATO Dibhmcam n 1N 21 17 A a A e T=tal 2N 1027 23 T9 A n nAanzs 1195 N oa7cAQ E
Proteins ® [4] |
Ready Circular References 10 Accessibility: Good to go g Display Settings = 0 ——§—+ 100%
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WWe HD A EE @ EDDE BlALEaa

StartPage X TMT1l-pm-group_individual X | N v 4 b

D Rl | Froten Groups | Pepide Groups | PSMs || MsiMS Spectum info || quanspecia || et Click “Summary page” to see the search parameters.
=) Checked | Protein FDI [+] | Master | Accession Descnption Exp. gvalu [#] | Sum PEP Score ~ | Coverage [%] | Sequence Coverage | # Peplides | # PSMs | # Unigue Peptides | # Als | MW [kDa] CEE‘

1 &= ’\i F10645 Chromegranin-& 0S=Homo sapiens 0X=3606 GN=CHGA F 0.000 894.698 || 76%] |0 | 39| 2536 9| 457 50.7

2 = '\f PO5787 Keratin, type |l cyloskeletal & 0S=Home sapiens OX=2606 0.000 798505 ([ E3m [0 | 51| 1542 40| 483 537

3 = ’\i F13521 Secretogranin-2 05=Homo sapiens OX=3606 GN=5CG2 P 0.000 739615 || 79% [ | [ ] 51 838 51| 617 709

4 = v/ | qar2es Ribosame binding pratein 1 0S=Homo sapiens OX=9606 G| 0.000 698.479 | 70%] | ( ) 87| W 87| 1410| 1524

5 = W | P1osee 60 kDa heat shack protein. mitochondrial OS=Homo sapien:|  0.000 676560 [ 74%] | ( ) 37| 1128 37| 573|610

6 = '\f POBET0 Vimentin OS=Homa sapiens OX=9606 GN=VIM PE=1 5V=¢ 0.000 668439 | 8% [0 | B3| 1370 48 | 466 b36

7 = W | Q13813 Spectrin alpha chain, non-erythrocytic 1 05=Homo sapiens 0.000 658673 ([ 4% [ ] 118 500 2| 2472 2844

g = '\f ADADDISGFE | Spectrin alpha chain, non-enythrocytic 1 0S=Homo sapiens 0.000 653931 | 4% Il ] 17 495 1| 2498 2874

9 = | P11021 Endoplasmic reticulum chaperone BiP OS=Homo sapiens C 0.000 643819 ([ e1% [ | 43| 1056 40| 654 723

0 += '\f P05783 Keratin, type | cytoskeletal 18 0OS=Homo sapiens OX=9606 0.000 627886 || g% [0 I 47| 1100 45| 430 480

n = v | Qoloez Spectrin beta chain, non-erythrocytic 1 0S=Homo sapiens C 0.000 614713 ([ 4% [ I 101 39 97 | 2364 2744

12 = v/ | Pass7e Myosin-9 OS=Homo sapiens OX=9606 GN=MYH3 PE=15\|  0.000 533400 [ B0% | | ) 9| 407 76| 1960 2264

13 = | Pia Heat shock cognate 71 kDa protein OS=Homo scpicns OX= | 0.000 583.069 |77 | ( ) 2| a8 26| 46| 709

14 = /| Pososo Secretogranin-1 0S=Homo sapiens OX=3606 GN=CHGBF|  0.000 560417 [ 81% | ( ) a| 617 4| 67| 782

15 = ’\/; P14625 Endoplasmin OS=Homo sapiens 0OX=9606 GN=H5P30B1 F 0.000 548789 ([ 73%] | | &1 904 59| 803 924

16 - v/ | Pos23g Heat shock protein HSP 90-beta OS=Homo sapiens OX=96 | 0.000 518021 | 73%]_ | ( ) I 20| 724 e32

7 = w | P13667 Pretein disulfide-isomerase A4 0S=Homo sapiens O¥=050t 0.000 545979 ([ e8% || [ I 46| 612 1| 645 7239

18 = v | Po7900 Heat shock protein HSP 90-alpha OS=Homo sapiens OX=9|  0.000 545362 |7 ( ) 48| 886 28| 732| 846

19 = 7 | GeE9ER Chromogranin A (Parathyroid secretory protein 1), isoform €| 0.000 5327184 [ 71%] | ( ) 31| 1515 TEEEE

2 = W | Pe070e Actin, cytoplasmic 1 0S=Homo sapiens OX=3606 GN=ACT | 0.000 5223071 |80 | | ( ) 26| 1148 6| 355| 417
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