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Supplementary Figure legends

Supp. Figure 1. Dendritic arborization of WT and Kl mouse cortical neurons. (A)
Representative images of cultured cortical WT and KI-CGG neurons. Scale bars: 20um (B)
Sholl analysis of cultured WT and KI-CGG mouse cortical neurons. A reduced arborization is

observed for CGG-KI. Repeated measures ANOVA with two factors: f(1,72)=9.943 p=0.0024.

Supp. Figure 2. Axons of 2 DIV cultures of KI-CGG cortical neurons are shorter than WT.
(A) Representative pictures of 2 days in vitro cultured WT and KI-CGG primary cortical
neurons. Scale bars: 10 um. (B) Histogram of axon length of WT and KI-CGG. Results show
the mean axon length + SEM of 150 randomly selected cells for each condition from three

independent cultures. Mann-Whitney test ***p<0.001.
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Table S1. Protein:

idenified in the various samples by nanoLC MS/MS.

STATISTIC:!
Columns EN, EP and ER
Student ttest between 2 conditions, with 3 replicates for each condition.
P-values retumed by the ttest are listed before the comesponding ratios (columns EO, EQ and ES).
Data have been nomalized before statistics.
pvalue  <0.05
p.value 0.05-0.10

e K193 only, and ratio(KI93/WT)>2
spectrum in KI-93 samples
-5 spectra in KI-93 samples

=6-10 spectra in KI-93 samples
1-30 spectra in KI-93 samples

=31 spectra minimum in KI-93 samples

KI-93 only, and ratio(KIscr/WT)>2
1 spectrum in Kl-scr samples.
2.5 spectra in Kl-scr samples

=6-10 spectra in Kl-scr samples
11-30 spectra in Kl-scr samples

=31 spectra minimum in Ki-scr samples

WT only, and ratio(KlscrWT)<0,5

=1 spectrum in WT samples

=25 spectra in WT samples.

6-10 spectra in WT samples

11-30 spectra in WT samples
=31 spectra minimum in WT samples
If contains "neuro*", "dendit™", "axon*", "synap*"

# Spectra
# Spectra

KI-82 only, and ratio(KI82/WT)>2
=1 spectrum in KI-82 samples
=25 spectra in KI-82 samples
10 spectra in KI-82 samples
1-30 spectra in KI-82 samples
=31 spectra minimum in KI-82 samples

NOFILTER

Total number of proteins

wr Kl-scr
accession description protein_set_score 12 3 1 2 3 1 2 3 1 2 3
Total Number of Proteins identified in a dedicated samples in the M.musculus taxonomy from UniPr | 2047 1979 1803 2053 2224 2069 2182 1854 1893 2039 1817 1718
Concentration (ug/uL) obtained after a Bradford assay (performed by the proteomics facility) 208 1.31 228 1.79 226 2.52| 1.31 233 215 1.61 208 222

# Repl.

Ki-scr/ WT-scr

KI-93 / WT-scr.

accession description protein_set_score WT Kisor K93 K-82 pvalue  ratio  pvalue  raio  pvalue
sp|Q6ZQS58|LARP1_MOUSE  La-related protein 1 OS=Mus musculus (Mc 209.47 0 3 1 1 003345 Kiscronly 0.37390 0.37390
sp|A2BH40[ARITA_MOUSE  AT-rich interactive domain-containing proteil 144.43 0 2 1 1 | 014063 Kiscronly 0.37390 0.37390
sp|PODN34|NDUB1_MOUSE  NADH dehydrogenase [ubiquinone] 1 beta 35.77 0 2 1 2 | 011728 Kiscronly 0.37390 0.11630
splQICQW1|YKT6_MOUSE  Synaptobrevin homolog YKT6 OS=Mus mv 442.81 0 3 1 3 001024 Kiscronly 0.37390 0.00010
sp|QBPCX7|RGMA_MOUSE  Repulsive guidance molecule A OS=Mus v 102.65 0 3 3 3 002431 Kiscronly 0.00005 0.00479
splQ9DBZ5|EIF3K_MOUSE  Eukaryotic translation initiation factor 3 subt 153.19 0 3 2 1 | 002431 Kiscronly 0.22250 0.37390
sp|Q8VEKO|CC50A_MOUSE  Cell cycle control protein 50A OS=Mus mus 247,64 0 2 1 1 021775 Kiscronly 0.37390 0.37390
sp|P24638|PPAL_MOUSE  Lysosomal acid phosphatase OS=Mus mus 102.66 0 2 2 1 016603 Kiscronly 0.11834 0.37390
sp|QIR118|HTRAT_MOUSE  Serine protease HTRA1 OS=Mus musculus 130.96 0 2 1 1 016603 Kiscronly 0.37390 0.37390
SplA2AG99|F1712_MOUSE  Protein FAM171A2 OS=Mus musculus (Mo 485.37 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|Q8VBWE|ULAT_MOUSE  NEDD8-activating enzyme E1 regulatory sul 213.87 0 3 2 3 001924 Kiscronly 0.11948 0.00745
trE9PX28|E9PX28_MOUSE  Protein Pcdh10 OS=Mus musculus (Mouse 221.95 0 3 2 1 | 006411 Kiscronly 0.11948 0.37390
sp|P62311|LSM3_MOUSE U6 snRNA-associated Smike protein LSm2 160.88 0 3 2 1 | 000001 Kiscronly 0.14014 0.37390
splQ9DB50JAP1S2_MOUSE  AP-1 complex subunit sigma-2 OS=Mus mt 148.57 0 3 2 2 | 000001 Kiscronly 0.11834 0.13722
sp|P46414|CDN1B_MOUSE  Cyciin-dependent kinase inhibitor 18~ OS=h 76.23 0 3 3 3 000001 Kiscronly 0.00005 0.00010
splQBCIVS|TBCE_MOUSE  Tubulin-specific chaperone E OS=Mus mus 97.68 0 3 2 1 000001 Kiscronly 0.11624 0.37390

| |ENDD1_MOUSE d taining 1 protein 218.67 0 2 3 1 011728 Kiscronly 0.00595 0.37390
splQ03517|SCG2_MOUSE  Secretogranin-2 OS=Mus musculus (Mouse 197.8 0 2 1 1 011728 Kiscronly 0.37390 0.37390
sp|QIRON3|SYT11_MOUSE  Synaptotagmin-11 OS=Mus musculus (Mot 54.01 0 2 2 2 | 011728 Kiscronly 0.11948 0.12082
sp|008915|AIP_MOUSE AH receptorinteracting protein OS=Mus mt 118.06 0 2 2 1 011728 Kiscronly 0.11948 0.37390
sp|QICXUIIEIF1B_MOUSE  Eukaryotic translation initiation factor b O 72.41 0 2 2 1 011728 Kiscronly 0.11948 0.37390
splQBOWC7|AGFG2_MOUSE  Ari-GAP domain and FG repeat-containing 146.32 0 2 1 1 011728 Kiscronly 0.37390 0.37390

|Q9D882|CJ035_MOUSE L protein C100rf35 homolog 57.2 0 2 1 1 011728 Kiscronly 0.37390 0.37390
splQ922B1|MACDT_MOUSE  O-acety-ADP-ribose deacetylase MACROD 60.96 0 2 2 1 011661 Kiscronly 0.11834 0.37390
sp|QICQFORM11_MOUSE 39S ribosomal protein L 11, mitochondrial C 76.19 0 2 1 1 011661 Kiscronly 0.37390 0.37390
splQB0ZFBAGRB3_MOUSE  Adhesion G protein-coupled receptor B3 O 47.09 0 2 1 1 011661 Kiscronly 0.37390 0.37390
sp|Q3UHX2|HAP28_MOUSE 28 kDa heat- and acid-stable phosphoprote 454.99 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|P55096/ABCD3_MOUSE  ATP-binding cassette sub-family D member 548.53 0 1 3 2 037390 Kiscronly 0.02146 0.11630
5p|Q99J36|THUMI_MOUSE  THUMP domain-containing protein 1 0S=N 103.47 0 1 2 1 037390 Kiscronly 0.11948 0.37390
sp|P52760|UK114_MOUSE  Ribonuclease UK114 OS=Mus musculus (A 99.92 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|P49070|CAMLG_MOUSE  Calcium signal-modulating cyclophilin ligand 21339 0 1 1 1 037390 Kiscronly 0.37390 0.37390
spl008992|SDCB1_MOUSE  Syntenin-1 OS=Mus musculus (Mouse) GN 177.63 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|QO5186|RCNT_MOUSE  Reticulocalbin-1 OS=Mus musculus (Mouse 124.37 0 1 1 1 037390 Kiscronly 0.37390 0.37390
Sp|BIEJBE|OSBLE_MOUSE  Oxysterokbinding protein-related protein 8 209.82 0 1 1 1 037390 Kiscronly 0.37390 0.37390
trlQ8R3C7|Q8R3C7_MOUSE  DEAD (Asp-Glu-Ala-Asp) box polypeptide 1: 187.86 0 2 2 1 011626 Kiscronly 0.14014 0.37390
splQ6PDS3|SARMI_MOUSE  Sterile alpha and TIR motif-containing prote 478.44 0 2 1 2 011626 Kiscronly 0.37390 0.12082
sp|P46061|RAGP1_MOUSE  Ran GTPase-activating protein 1 0S=Mus 316.86 0 2 1 1 013468 Kiscronly 0.37390 0.37390
sp|P08553|NFM_MOUSE Neurofilament medium polypeptide OS=Mu 294.41 0 2 2 2 011626 Kiscronly 0.25340 0.11916
sp|Q8CIBS|FERM2_MOUSE  Femitin family homolog 2 OS=Mus muscult 463.85 0 2 3 1 023368 Kiscronly 0.00595 0.37390
splQ9DOL7|ARM10_MOUSE  Ammadillo repeat-containing protein 10 0S= 300.09 0 2 2 3 | 015432 Kiscronly 0.14329 0.02240
sp|Q9Z2DB|MECP2_MOUSE  Methyl-CpG-binding protein 2 OS=Mus mus 297.23 0 1 2 2 037390 Kiscronly 0.11948 0.13722
splQ 1_MOUSE  ADP-i factorbinding protein GG/ 39351 0 1 2 2 037390 Kiscronly 0.11834 0.12082

|Q9Z2C9|MTMR7_MOUSE lated protein 7 OS=Mus mu 145.49 0 1 2 1 037390 Kiscronly 0.11624 0.37390
SplQUEPLB|IPO7_MOUSE  Importin-7 OS=Mus musculus (Mouse) GN= 689.61 0 2 1 2 016239 Kiscronly 0.37390 0.13722
sp|QICYI4|LUCTL_MOUSE  Putative RNA-binding protein Luc7-ike 1 O 219.67 0 2 1 1 016239 Kiscronly 0.37390 0.37390
sp|POC027|NUD10_MOUSE  Diphosphoinositol polyphosphate phosphol 32365 0 2 3 1 016239 Kiscronly 0.00005 0.37390
sp|088736|DHB7_MOUSE  3-keto-steroid reductase OS=Mus musculu: 126.73 0 2 2 1 | 016239 Kiscronly 0.11948 0.37390
splQ64152|BTF3_MOUSE ~ Transcription factor BTF3 OS=Mus muscult 108.7 0 2 1 1 016239 Kiscronly 0.37390 0.37390
sp|008810|USS1_MOUSE 116 kDa US small nuclear ribonucleoprotein 466.46 0 2 2 1 011626 Kiscronly 0.18328 0.37390
splQBC570[RAETL_MOUSE  mRNA export factor OS=Mus musculus (Mc 138.31 0 2 2 1 011626 Kiscronly 0.11834 0.37390
sp|Q9IMG1|EDF1_MOUSE  Endothelial differentiation-related factor 1 ¢ 152.87 0 2 1 1 011626 Kiscronly 0.37390 0.37390
t/E9Q107|E9Q107_MOUSE 32.95 0 2 1 1 011626 Kiscronly 0.37390 0.37390
sp|QICWMA|PFD1_MOUSE  Prefoldin subunit 1 OS=Mus musculus (Mor 195.14 0 2 2 2 011626 Kiscronly 0.17908 0.16298
splQ62288TICN1_MOUSE ~ Testican-1 OS=Mus musculus (Mouse) GN: 46.52 0 2 2 2 011626 Kiscronly 0.11948 0.12082
sp|Q924T2|RT02_MOUSE 28S ribosomal protein S2, mitochondrial Ot 4532 0 2 2 1 011626 Kiscronly 0.11948 0.37390
splQ925E7|2ABD_MOUSE  Serine/threonine-protein phosphatase 2A 5 262.12 0 2 2 1 011626 Kiscronly 0.11948 0.37390

|QO5BC3|EMAL1_MOUSE ted protein 69.59 0 2 2 1 011626 Kiscronly 0.11948 0.37390
sp|P08551|NFL_MOUSE Neurofiament light polypeptide OS=Mus m 328.62 0 2 2 1 011626 Kiscronly 0.17504 0.37390
sp|Q02257|PLAK_MOUSE  Junction plakoglobin OS=Mus musculus (M 35157 0 2 2 2 011626 Kiscronly 0.17504 0.17801
SpIQBURWE|MYH14_MOUSE  Myosin-14 OS=Mus musculus (Mouse) GN= 409.38 0 2 2 3 011626 Kiscronly 0.11834 0.03438
sp|GSEB70[TRIPC_MOUSE  E3 ubiquitin-protein ligase TRIP12 OS=Mu: 57.95 0 2 2 1 011626 Kiscronly 0.11834 0.37390
splQ8BU14|SEC62_MOUSE  Translocation protein SEC62 OS=Mus mus 14123 0 2 2 1 011626 Kiscronly 0.11834 0.37390
sp|P61202|CSN2_MOUSE  COP9 signalosome complex subunit 2 OS= 400.7 0 2 1 2 011626 Kiscronly 0.37390 0.14095
splP41216|ACSL1_MOUSE  Long-chain-fatty-acid—CoA ligase 1 OS=M. 285.75 0 2 1 1 011626 Kiscronly 0.37390 0.37390
sp|035900[LSM2_MOUSE U6 snRNA-associated Sm-ike protein LSmz 95.05 0 2 1 3 011626 Kiscronly 0.37390 0.00010
sp|P97823|LYPA1_MOUSE  Acylprotein thioesterase 1 OS=Mus musct 102.05 0 2 1 1 011626 Kiscronly 0.37390 0.37390
sp|Q61686|CBX5_MOUSE  Chromobox protein homolog 5 OS=Mus mt 57.87 0 2 1 1 011626 Kiscronly 0.37390 0.37390
splQ8R123[FADI_MOUSE ~ FAD synthase OS=Mus musculus (Mouse) 62.11 0 2 1 1 011626 Kiscronly 0.37390 0.37390
sp|P49442|INPP_MOUSE Inositol polyphosphate 1-phosphatase OS 327.21 0 2 1 1 011626 Kiscronly 0.37390 0.37390
trIF7AA26|F7AA26_MOUSE  Protein Pakap OS=Mus musculus (Mouse) 200.47 0 2 1 1 011626 Kiscronly 0.37390 0.37390
sp|PO7356|ANXA2_MOUSE ~ Annexin A2 OS=Mus musculus (Mouse) Gt 272.14 0 2 1 1 011626 Kiscronly 0.37390 0.37390
tr/Q3TFDO|Q3TFDO_MOUSE  Serine hydroxymethyltransferase OS=Mus 293.89 0 2 1 1 011626 Kiscronly 0.37390 0.37390
sp|QID554|SF3A3_MOUSE  Splicing factor 3A subunit 3 OS=Mus musc 153.95 0 2 2 1 011626 Kiscronly 0.11624 0.37390
splQICRE0|GOT1B_MOUSE  Vesicle transport protein GOT1B OS=Mus | 42.88 0 2 1 1 011626 Kiscronly 0.37390 0.37390

IC 1_MOUSE 6-phosphate isomerase 1 OS 89.4 0 2 1 1 011626 Kiscronly 0.37390 0.37390
tr/QOVGU4|QOVGU4_MOUSE  MCG18019 OS=Mus musculus (Mouse) GN 272.96 0 1 2 1 037390 Kiscronly 0.11948 0.37390
sp|QIDOR2|SYTC_MOUSE  Threonine—tRNA ligase, cytoplasmic OS=M 514.27 0 1 3 2 037390 Kiscronly 0.00595 0.11916
splQBOUY2|KCMF1_MOUSE  E3 ubiquitin-protein ligase KCMF1 OS=Mus 12273 0 1 2 1 037390 Kiscronly 0.14329 0.37390
sp|Q811S7|UBIP1_MOUSE  Upstream-binding protein 1 OS=Mus musct 4082 0 1 2 1 037390 Kiscronly 0.11948 0.37390
sp|A2AJI0|[MA7D1_MOUSE  MAP7 domain-containing protein 1 OS=Mu 126.2 0 1 2 1 037390 Kiscronly 0.11948 0.37390
trlAOPJG5|AOPJG5_MOUSE  Rbm15 protein OS=Mus musculus (Mouse) 46.95 0 1 2 1 037390 Kiscronly 0.11834 0.37390
splQ8R164[BPHL_MOUSE  Valacyclovir hydrolase OS=Mus musculus ( 158.51 0 1 2 1 037390 Kiscronly 0.11834 0.37390
sp|Q8BLY2|SYTC2_MOUSE  Probable threonine~RNA ligase 2, cytoplas 133.72 0 1 1 2 037390 Kiscronly 0.37390 0.12082
splQ3UZ39|LRRF1_MOUSE  Leucine-rich repeat flightless-interacting pro 85.72 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|054781|SRPK2_MOUSE  SRSF protein kinase 2 OS=Mus musculus | 161.99 0 1 1 2 037390 Kiscronly 0.37390 0.11630
1/Q8CB45|QBC845_MOUSE  EF-hand domain-containing protein D2 OS 249.18 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|Q80Y24|PRIC2_MOUSE  Prickle-like protein 2 OS=Mus musculus (Mc 106.5 0 1 1 1 037390 Kiscronly 0.37390 0.37390
splQBR5JOIPRAF3_MOUSE  PRAT family protein 3 OS=Mus musculus (| 256.04 0 1 1 1 037390 Kiscronly 0.37390 0.37390
5p|Q8JZY2|COMDA_MOUSE  COMM domain-containing protein 10 OS=h 41.78 0 1 1 1 037390 Kiscronly 0.37390 0.37390
splQ8CIGO|DEP1A_MOUSE  DEP domain-containing protein 1A OS=Mu 39.02 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|QIDILI|LTORS_MOUSE  Ragulator complex protein LAMTORS O 147.07 0 1 1 1 037390 Kiscronly 0.37390 0.37390
splQICPUOILGUL_MOUSE  Lactoylglutathione lyase OS=Mus musculu: 163.35 0 1 1 1 037390 Kiscronly 0.37390 0.37390
5p|P61327|MGN_MOUSE Protein mago nashi homolog OS=Mus mus 71.75 0 1 1 1 037390 Kiscronly 0.37390 0.37390
splQ6PDG5|SMRC2_MOUSE  SWI/SNF complex subunit SMARCC2 O 356.38 0 1 3 1 037390 Kiscronly 0.02146 0.37390
sp|Qor _MOUSE F synthase OS= 113.52 0 1 1 1 037390 Kiscronly 0.37390 0.37390
splQIDTMA[MCA3_MOUSE  Eukaryotic translation elongation factor 1 ej 78.75 0 1 1 1 037390 Kiscronly 0.37390 0.37390
sp|P16675|PPGB_MOUSE  Lysosomal protective protein OS=Mus mus 134.45 0 1 1 1 037390 Kiscronly 0.37390 0.37390
splQ8BK67|RCC2_MOUSE  Protein RCC2 OS=Mus musculus (Mouse) ¢ 127.94 0 1 1 1 1037390 Kiscronly 0.37390 0.37390

#Repl.

Kiscr/ WT-scr

KI-93 / WT-scr

KI-82 | WT-scr

KI-82 / WT-scr

accession description protein_set_score WT Kisor K93 K82 pvalue  rato  pvalue  raio  pvalue  ratio
splQ8BGH4|REEP1_MOUSE  Receptor expression-enhancing protein 1 244.44 0 2 1 0 | 017028 Kiscronly 0.37390
sp|088746]TOM1_MOUSE  Target of Myb protein 1 OS=Mus musculus 156.55 0 2 1 0 | 014722 Kiscronly 0.37390
splQ8BHC4|DCAKD_MOUSE  Dephospho-CoA kinase domain-containing 147.07 0 3 1 0 | 000001 Kiscronly 0.37390
sp|QID379|HYEP_MOUSE  Epoxide hydrolase 1 OS=Mus musculus (M 234.58 0 3 1 0 | 000001 Kiscronly 0.37390
splQBR3Z5|CACB1_MOUSE  Voltage-dependent L-type calcium channel 155.16 0 2 1 0 | 011728 Kiscronly 0.37390
sp|QICQES|RGS10_MOUSE  Regulator of G-protein signaling 10 OS=Mt 4182 0 2 1 0 [ 011728 Kiscronly 0.37390




5p|035972|RM23_MOUSE

398 ribosomal protein L23, mitochondrial C

splQ |ARL15_MOUSE
sp|Q8R4R6|NUP53_MOUSE
sp|QBVBTO|TMX1_MOUSE
sp|Q6PHQB|NAA3S_MOUSE
5p|Q05512|MARK2_MOUSE
sp|Q8C3F2|F120C_MOUSE
sp|P11531|DMD_MOUSE
sp|Q80V26(IMPA3_MOUSE
sp|Q6PIQG|FKB15_MOUSE
sp|Q8C166|CPNE1_MOUSE
tr/Q6ZWX2|Q6ZWX2_MOUSE
sp|P49769|PSN1_MOUSE
$pQ9D1G2[PMVK_MOUSE
sp|Q6ZQO8|CNOT1_MOUSE
sp|Q8R2UBINUDT4_MOUSE
sp|BIEKR1|PRPTZ_MOUSE
tr/A9C473|A9CA473_MOUSE
sp|P70429|EVL_MOUSE
splQ3UE37|UBE2Z_MOUSE
p|P53811|PIPNB_MOUSE
sp|P22315|HEMH_MOUSE
5p|Q64737|PUR2_MOUSE
sp|P26039|TLN1_MOUSE
trID4AFX7|D4AFX7_MOUSE
splQ3TAS6|EMC10_MOUSE
sp|Q8K120/COQ9_MOUSE
1

ADP-ii factorlike protein 15 OS=
Nucleoporin NUP53 OS=Mus musculus (Mc
Thioredoxin-related transmembrane protein
N-alpha-acetyltransferase 35, NatC auxiian,
Serine/threonine-protein kinase MARK2 O¢
Constitutive coactivator of PPAR-gamma-lik:
Dystrophin OS=Mus musculus (Mouse) GN
Inositol monophosphatase 3 0S=Mus mus.
FK506-binding protein 15 OS=Mus muscul
Copine-1 0S=Mus musculus (Mouse) GN=(
Thymosin, beta 4, X chromosome OS=Mus
Preseniin-1 0S=Mus musculus (Mouse) Gt
Phosphomevalonate kinase OS=Mus musc
CCR4-NOT transcription complex subunit 1

Diphosphoinositol polyphosphate phosphol
Receptor-type tyrosine-protein phosphatase
Protein A630010A05Rik (Fragment) OS=M.
Ena/VASP-like protein OS=Mus musculus (
Ubiquitin-conjugating enzyme E2 Z OS=M.
Phosphatidylinositol transfer protein beta is:
Ferrochelatase, mitochondrial OS=Mus mu:
Trifunctional purine biosynthetic protein ade
Talin-1 0S=Mus musculus (Mouse) GN=Tin
Protein Dnajc13 OS=Mus musculus (Mous¢
ER membrane protein complex subunit 10

Upiquinone biosynthesis protein COQ9, mit

. MOUSE
sp|PB3870|PHF5A_MOUSE
Sp|Q7TPV4|MBB1A_MOUSE
trE9Q740|E9Q740_MOUSE
SplQIWU28|PFD5_MOUSE
sp|QICY27|TECR_MOUSE
splQ5SVL6|RPGP2_MOUSE
sp|Q8KOCA|CP51A_MOUSE
splQ9R1V7|ADA23_MOUSE
sp|Q3UH93|PLXD1_MOUSE
sp|P50544|ACADV_MOUSE
sp|Q8R313|EXOC6_MOUSE
sp|Q8BNWO|KBTBB_MOUSE
sp|Q3TDQ1|STT3B_MOUSE
spQBVHYO|CSPG4_MOUSE
sp|QID7B6|ACADS_MOUSE
$p|Q91X58|ZFN2B_MOUSE
sp|Q7TSY6|CELF4_MOUSE
1 1_MOUSE

Retinoid-inducible serine
PHD finger-ike domain-containing protein 5
Myb-binding protein 1A OS=Mus musculus
Protein Sp72 OS=Mus musculus (Mouse) '
Prefoldin subunit 5 OS=Mus musculus (Mor
Very-long-chain enoy-CoA reductase OS=I
Rap1 GTPase-activating protein 2 OS=Mut
Lanosterol 14-alpha demethylase OS=Mus
Disintegrin and metalloproteinase domain-c:
Plexin-D1 0S=Mus musculus (Mouse) GN=
Very long-chain specific acy-CoA dehydrog
Exocyst complex component 6 OS=Mus mt
Kelch repeat and BTB domain-containing p
Dolichyldiphosphooligosaccharide-protein
Chondroitin sulfate proteoglycan 4 0S=Mu
Isobutyry-CoA dehydrogenase, mitochondr
AN1-type zinc finger protein 28 0S=Mus m
CUGBP Elav-like family member 4 OS=Mus
0S=Mus musculus (Mouse) '

sp|P97372|PSME2_MOUSE
splQ9DB27|MCTS1_MOUSE
sp|Q3UHK6|TEN4_MOUSE
sp|QBCH72|TRI32_MOUSE
sp|035459|ECH1_MOUSE
5p|0B89B3|STXE_MOUSE
triD3YWQ0|D3YWQO_MOUSE
Sp|QBCOLO|TMX4_MOUSE
sp|Q8K3C3|LZIC_MOUSE
splQ7TNR6|IGS21_MOUSE
sp|Q80Y17|L2GL1_MOUSE
sp|Q9IK01|PDXD1_MOUSE
sp|P32233|DRG1_MOUSE
splQ9CQ62|DECR_MOUSE
sp|QBNZBO|DNJCB_MOUSE
sp|B2RXS4|PLXB2_MOUSE
sp|Q6GQS1|SCMC3_MOUSE
$plQICQMS|TXD17_MOUSE
sp|Q9ILS3|SERB_MOUSE
sp|QB0SZ7|GBG5_MOUSE
sp|Q8R2Y8|PTH2_MOUSE
splQBBTMB|FLNA_MOUSE
sp|Q80X90|FLNB_MOUSE

Proteasome activator complex subunit 2 O.
Malignant T-cell-amplified sequence 1 0S=
Teneurin4 OS=Mus musculus (Mouse) GN
E3 ubiquitin-protein ligase TRIM32 OS=Mu
Delta(3,5)-Delta(2,4 )dienoyl-CoA isomerase
Syntaxin8 0S=Mus musculus (Mouse) GN
Diacylglycerol kinase OS=Mus musculus (M
Thioredoxin-related transmembrane protein
Protein LZIC OS=Mus musculus (Mouse) G
Immunoglobulin superfamily member 21 O¢
Lethal(2) giant larvae protein homolog 1 O:
Pyridoxal-dependent decarboxylase domair
Developmentally-regulated GTP-binding prc
2,4-dienoyl-CoA reductase, mitochondrial ¢
DnaJ homolog subfamily C member 8 OS=!
PlexinB2 0S=Mus musculus (Mouse) GN=
Calcium-binding mitochondrial carier proteir
Thioredoxin domain-containing protein 17 ¢
Phosphoserine phosphatase OS=Mus mus
Guanine nucleotide-binding protein G(IYG(¢
Peptidy-RNA hydrolase 2, mitochondrial C
Filamin-A OS=Mus musculus (Mouse) GN=I
Filamin-8 0S=Mus musculus (Mouse) GN=I

49.71
44.41
3548
85.48
115.24
278.66
219.45
52.75
81.94
63.91
142.14
48.74
37.89
159.96
236.17
148.53
135.73
317
360.87
163.62
174.35
126.93
223.96
163.8
128.46
86.8
112.45
78.79
189.55
303.45
466.95
156.04
200.24
43.76
334.38
69.29
64.86
276.89
70.99
65.66
140.56
65.04

44.42
127.95
205.39
112.16
285.27
96.83
50.98
90.64
76.02
146.89
239.26
194.67
184.28
101.38
50.61
38.76
106.01
138.44
287.35
104.92
108.04
64.08
60.71
151.02
423.12
77.32

accession
sp|Q8BGH7|C4252_MOUSE
sp|Q8BYK6|YTHD3_MOUSE
sp|QIDI67|MGDP1_MOUSE
splQ3UHH2|S22AN_MOUSE
5p|Q61425|HCDH_MOUSE
sp|P52912(TIA1_MOUSE
sp|Q8VDB3|TSYL4_MOUSE
splQ9DC37|MFSD1_MOUSE
sp|QIINBI|SF3B1_MOUSE
sp|P47941|CRKL_MOUSE
sp|QIDAU1|CNPY3_MOUSE
splQBKOCI|GMDS_MOUSE
sp|Q8BIQS|CSTF2_MOUSE
sp|Q9D832|DNJB4_MOUSE
tr|E9Q4N7|EIQ4NT_MOUSE
sp|Q61164|CTCF_MOUSE
sp|Q791T5|MTCH1_MOUSE
splQ7TPG7|F19A2_MOUSE
sp|Q8BHB9|SPS1_MOUSE
sp|P70362|UFD1_MOUSE
sp|Q61191|HCFC1_MOUSE
sp|P19246|NFH_MOUSE
sp|Q60872|IF1A_MOUSE

1

description

CDC42 small effector protein 2 OS=Mus mt
YTH domain-containing family protein 3 OS
Magnesium-dependent phosphatase 1 OS
Solute carrier family 22 member 23 OS=Mu
Hydroxyacyl-coenzyme A dehydrogenase, 1
Nucleolysin TIA-1 OS=Mus musculus (Mous
Testis-specific Y-encoded-like protein 4 OS
Major faciltator superfamily domain-containi
Splicing factor 38 subunit 1 OS=Mus musc
Cri-like protein OS=Mus musculus (Mouse)
Protein canopy homolog 3 OS=Mus muscu
GDP-mannose 4,6 dehydratase OS=Mus n
Cleavage stimulation factor subunit 2 OS=I
DnaJ homolog subfamily B member 4 OS=|
Protein Arid1b OS=Mus musculus (Mouse)
Transcriptional repressor CTCF OS=Mus m
Mitochondrial carrier homolog 1 OS=Mus m
Protein FAM19A2 OS=Mus musculus (Mou
Selenide, water dikinase 1 OS=Mus muscu
Ubiquitin fusion degradation protein 1 homc
Host cell factor 1 OS=Mus musculus (Mous.
Neurofiament heavy polypeptide OS=Mus
Eukaryotic translation initiation factor 1A O

M1_MOUSE
sp|QIDBIBIARPSL_MOUSE
Sp|QBC145(S39A6_MOUSE
5p|Q920P5|KADS_MOUSE
sp|Q91YEG|IPO9_MOUSE
sp|Q8BXV2|BRI3B_MOUSE
sp|Q8BHK1|NIPA1_MOUSE
sp|P97822|AN32E_MOUSE
sp|QBCO78|KKCC2_MOUSE
5p|Q921M4|GOGA2_MOUSE

binding LIM protein 1 OS=Mus musct
Actin-related protein 2/3 complex subunit 5-
Zinc transporter ZIP6 OS=Mus musculus (M
Adenylate kinase isoenzyme 5 OS=Mus mt
Importin-9 OS=Mus musculus (Mouse) GN=
BRI3-binding protein 0S=Mus musculus (M
Magnesium transporter NIPA1 OS=Mus m
Acidic leucine-rich nuclear phosphoprotein ¢
Calcium/calmodulin-dependent protein kina:
Golgin subfamily A member 2 OS=Mus mut

IC R2_MOUSE
5p|Q03173|ENAH_MOUSE
tr|D3YZI9|D3YZI9_MOUSE
sp|Q3TYX3|SMYD5_MOUSE

containing leuc
Protein enabled homolog 0S=Mus muscul
Protein Pgbd5 OS=Mus musculus (Mouse)
SET and MYND domain-containing protein

sp|P63080] _MOUSE
sp|Q91XI1|DUS3L_MOUSE
sp|Q5SNZ0|GRDN_MOUSE
sp|QID5TOATAD1_MOUSE
sp|Q9JJY3|NSMA2_MOUSE
sp|Q8K3X4|12BPL_MOUSE
sp|P63046|ST4A1_MOUSE
sp|Q8BKI2| TNR6B_MOUSE
spIQ3URS9|CCD51_MOUSE
sp|P17439|GLCM_MOUSE
splQIDCGY|TR112_MOUSE
5p|QIDB62|SC238_MOUSE
p|Q91ZW3|SMCAS_MOUSE
5p|Q91VF2|HNMT_MOUSE

acid receptor subunit
tRNA-dihydrouridine(47) synthase [NAD(P)-
Girdin OS=Mus musculus (Mouse) GN=Ccd
ATPase family AAA domain-containing prot
Sphingomyelin phosphodiesterase 3 0S=h
Interferon regulatory factor 2-binding proteit
Sulfotransferase 4A1 OS=Mus musculus (A
Trinucleotide repeat-containing gene 68 prc
Coiled-coil domain-containing protein 51 O
Glucosylceramidase OS=Mus musculus (Mc
Multifunctional methyltransferase subunit TF
Protein transport protein Sec238 OS=Mus
SWI/SNF-related matrix-associated actin-de
Histamine N-methyltransferase OS=Mus mu

protein_set_score
108.11
119.55
134.68
74.83
262.32
88.49
74.52
51.8
304.16
61.31
104.88
157.59
41.19
149.15
36.89
65.38
146.1
63.59
159.85
292.65
222.05
137.99
180.57
165.73
49.27
55.98
203.05
274.25
23161
70.34
98.31
140.34
94.78
97.74
66.63
77.81
4388
294.08
40.74
547.33
113.75
193.47

accession
sp|Q922P8|T132A_MOUSE
1

description
Transmembrane protein 132A OS=Mus mu

_MOUSE
sp|Q8BGBS|LIMD2_MOUSE
splQIWUQ2|PREB_MOUSE
5p|Q8K400|STXBS_MOUSE
sp|A3KGB4|TBC8B_MOUSE
sp|QIINHOANR17_MOUSE
tr/A2RTH5|A2RTHS_MOUSE
sp|Q8CC35|SYNPO_MOUSE
p|Q9CH R1L_MOUSE

kinase, mi 0S=Mus,
LIM domain-containing protein 2 OS=Mus 1
Prolactin regulatory element-binding protein
Syntaxin-binding protein 5 0S=Mus muscu
TBC1 domain famiy member 88 OS=Mus v
Ankyrin repeat domain-containing protein 1
Leucine carboxyl methyltransferase 1 0S=I
Synaptopodin OS=Mus musculus (Mouse)

ial fission regulator 1-ike OS=M

sp|Q99LY9|NDUS5_MOUSE

splQ99PG2|OGFR_MOUSE

sp|QIROPE|SC11A_MOUSE

plQ9QYHE|MAGD1_MOUSE
Q9.

NADH dehydrogenase [ubiquinone] iron-sul
Opioid growth factor receptor OS=Mus mus
Signal peptidase complex catalytic subunit
Melanoma-associated antigen D OS=Mus

1_MOUSE

ADP- factor-ike protein 6-interac

protein_set_score
180.06
510.48
106.36
76.36
95.48
38.42
100.71
110.11
128.84
118.37
196.88
12377
1235
105.91
91.57
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# Repl.

0000000000000 0000000000000000000000000000000000000

0000000000000 0000000000000000000000000000000000000000000000000000000
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# Repl.

0.11728
0.11728
0.11728
0.11728
0.11728
0.11728
0.11661
0.11661
0.37390
0.37390
0.37390
0.37390
0.37390
0.11626
0.15432
0.15432
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.16239
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only

Ki-scr/ WT-scr

pvalue
0.17028
0.17028
0.37390
0.37390
0.00001
0.00001
0.00001
0.11728
0.11728
0.11661
0.11661
0.11661
0.11661
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.20065
0.37390
0.16239
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.11626
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

Kescr K193 Ki-82  pvalue

0

cococococococococooooo
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2
3
1
1
1
1
2
2
i
1
2
1
1
1
1

Ki-scr/ WT-scr

ratio
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only
Kl-scr only

ratio

0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.00005
0.14329
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11624
0.18328
0.37390
0.37390
0.11834
0.37390
0.37390
0.17504
0.11834
0.11834
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11624
0.37390
0.11948
0.11948
0.11834
0.11834
0.11834
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11834
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.16207
0.37390
0.37390
0.37390
0.37390

KI-93 / WT-scr.

pvalue

pvalue
0.00595
0.18328
0.37390
0.37390
0.37390
0.37390
0.11948
0.11948
0.11948
0.11948
0.11834
0.11834
0.11834
0.37390
0.37390

KI-93 / WT-scr.

KI-82 | WT-scr

pvalue
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11630
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.00010
0.11916
0.37390
0.12082
0.37390
0.37390
0.37390
0.16298
0.37390
0.37390
0.00010
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.23025
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

2 only
KI-82 only

only

only

KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only

KI-82 only
KI-82 only
KI-82 only
KI-82 onl

KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only
KI-82 only

KI-82 only
KI-82 only
KI-82 onl



sp|Q8BGUS|CCNY_MOUSE Cyclin-Y OS=Mus musculus (Mouse) GN=C 69.24 1 1 0 0 1 1 0.37390

sp|Q3U) |l 1_MOUSE reticulum 1 88.36 1 1 0 0 1 1 0.37390

sp|Q8R3SB|EXOC1_MOUSE Exocyst complex component 1 OS=Mus mt 78.77 1 1 0 0 1 1 0.37390

sp|P47802|MTX1_MOUSE Metaxin-1 OS=Mus musculus (Mouse) GN= 117.26 1 1 0 0 1 1 0.37390

sp|Q7TNS2|MIC10_MOUSE MICOS complex subunit Mic10 OS=Mus mt 38.03 1 1 0 0 1 1 0.37390

sp|Q8JZN7|MIRO2_MOUSE Mitochondrial Rho GTPase 2 OS=Mus mus 87.49 1 1 0 0 1 1 0.37390

sp|Q9JIP4|PANX1_MOUSE Pannexin-1 0S=Mus musculus (Mouse) GM 190.92 1 1 0 0 1 1 0.37390 only
sp|Q2M3X8|PHAR1_MOUSE Phosphatase and actin regulator 1 OS=Mu 50 1 1 0 0 1 1 0.37390 -82 only
sp|Q8BU31|RAP2C_MOUSE Ras-related protein Rap-2¢c OS=Mus musct 246.85 1 1 0 0 1 1 0.37390

sp|Q8BP71|RFOX2_MOUSE RNA binding protein fox-1 homolog 2 OS=I 111.35 1 1 0 0 1 1 0.37390

sp|Q8BIF2|RFOX3_MOUSE RNA binding protein fox-1 homolog 3 0S=I 123.13 1 1 0 0 1 1 0.37390

sp|Q6P5F6|S39AA_MOUSE Zinc transporter ZIP10 OS=Mus musculus ( 108.87 1 1 0 0 1 1 0.37390

sp|P17809|GTR1_MOUSE Solute carrier family 2, facilitated glucose tre 50.19 1 1 0 0 1 1 0.37390

sp|Q922R1|CP070_MOUSE UPF0183 protein C160rf70 homolog OS=N 36.57 1 1 1 1 0 0 2 2 0.11624

sp|Q9ERR1|NDEL1_MOUSE Nuclear distribution protein nudE-like 1 OS: 93.23 1 1 2 0 0 2 1 0.11624

sp|QICX56|PSMD8_MOUSE  26S proteasome non-ATPase regulatory su 302.28 1 1 1 2 0 o0 2 2 0.11624

sp|P97783|AF1Q_MOUSE Protein AF1q OS=Mus musculus (Mouse) C 60.38 1 1 1 1 0 0 2 2 0.11624

sp|Q61070|EI24_MOUSE Etoposide-induced protein 2.4 0S=Mus mu 61.01 1 1 1 0 0 2 1 0.11624

'sp|Q9D773|RM02_MOUSE 39S ribosomal protein L2, mitochondrial O¢ 153.19 1 1 0 0 1 1 0.37390

sp|055128|SAP18_MOUSE Histone deacetylase complex subunit SAP1 99.19 1 1 0 0 1 1 0.37390

sp|Q8BZM1|GLMN_MOUSE Glomulin OS=Mus musculus (Mouse) GN=C 67.37 1 1 1 0 0 1 2 0.37390

sp|Q8C181|MBNL2_MOUSE Muscleblind-like protein 2 OS=Mus muscult 334 1 1 0 0 1 1 0.37390

sp|Q99LC2|CSTF1_MOUSE Cleavage stimulation factor subunit 1 0S=I 111.25 2 1 0 0 1 1 0.37390

sp|Q7TNVO|DEK_MOUSE Protein DEK OS=Mus musculus (Mouse) G 77.88 1 1 2 0 0 1 2 0.37390

sp|A2AQPO|MYH7B_MOUSE ~ Myosin-7B O lus musculus (Mouse) GN: 89.87 1 1 2 0 0 1 2 0.37390

sp|Q64727|VINC_MOUSE Vinculin OS=Mus musculus (Mouse) GN=V: 257.98 1 1 0 0 1 1 0.37390 KI-82 only
sp|Q3V1L4|5NTC_MOUSE Cytosolic purine 5'nucleotidase OS=Mus n 90.04 1 1 0 0 1 1 0.37390 Kl
sp|P47740|AL3A2_MOUSE Fatty aldehyde dehydrogenase OS=Mus i 54.65 1 1 0 o0 1 1 0.37390

tr|FBRPJ9|F6RPJ9_MOUSE Insulin-degrading enzyme OS=Mus muscul 274.08 1 1 0 0 1 1 0.37390

Proteins only identified in 1 KI sample (Kl-scr):

WT Kl-scr KI-82 # Repl. Kl-scr / WT-scr KI-93 / WT-scr KI-82 / WT-scr
accession description protein_set_score 1 2 3 1 2 3 1 2 3 1 2 3 WT Kiscr KI-93 K82  pvalue ratio pvalue ratio pvalue ratio
tr/Q9D104|Q9D104_MOUSE Signal recognition particle 19 kDa protein € 186 2 1 0 2 0 0 0.17028  Kl-scr only
sp|P12657|ACM1_MOUSE Muscarinic acetylcholine receptor M1 OS=N 7217 2 0 1 0 0 0.37390  Kl-scronly
sp|089023|TPP1_MOUSE Tripeptidyl-peptidase 1 0S=Mus musculus 110.6 1 1 1 0 3 0 0 0.00001  Kl-scronly
tr/AOAUMI|AOAUM9_MOUSE  Eif2b3 protein OS=Mus musculus (Mouse) 38.59 1 1 1 0 3 0 0 0.00001  Kl-scronly
'sp|Q8VEH8|ERLEC_MOUSE Endoplasmic reticulum lectin 1 OS=Mus mu 35.03 1 1 0 2 0 0 0.11728  Kl-scronly
sp|Q3UHC7|DAB2P_MOUSE  Disabled homolog 2-interacting protein OS: 32.04 1 1 0 2 0 0 | 0.11728 Kl-scronly
sp|Q99MRE|SRRT_MOUSE Serate RNA effector molecule homolog O¢ 261.31 1 1 0 2 0 0 0.11728  Kl-scronly
sp|Q8BI08|MAL2_MOUSE Protein MAL2 OS=Mus musculus (Mouse) ( 101.56 1 1 0 2 0 0 0.11728  Kl-scronly
'sp|Q9EQ8O|NIF3L_MOUSE NIF3-iike protein 1 OS=Mus musculus (Mot 370.81 1 2 0 2 0 0 0.15096  Kl-scr only
sp|Q8K0B2|LMBD1_MOUSE Probable lysosomal cobalamin transporter 116.41 1 1 0 2 0 0 0.11661  Kl-scr only
sp|Q8ROX7|SGPL1_MOUSE Sphingosine-1-phosphate lyase 1 0S=Mus 101.95 1 1 0 2 0 0 0.11661  Kl-scr only
sp|Q08890|IDS_MOUSE Iduronate 2-sulfatase OS=Mus musculus (! 75.3 1 1 0 2 0 0 0.11661  Kl-scr only
sp|Q8CI51|PDLI5_MOUSE PDZ and LIM domain protein 5 OS=Mus m' 68.99 1 0 1 0 0 0.37390  Kl-scr only
trl/AOA0J9YUDS5|AOA0JIYUDS5_I Protein Nup205 OS=Mus musculus (Mouse 32.66 1 0 1 0 0 0.37390  Kl-scronly
'sp|088271|CFDP1_MOUSE Craniofacial development protein 1 O L 53.04 1 0 1 0 0 0.37390  Kl-scr only
sp|055057|PDE6D_MOUSE Retinal rod rhodopsin-sensitive cGMP 3',5'« 42.37 1 0 1 0 0 0.37390  Kl-scronly
sp|Q9DCL8|IPP2_MOUSE Protein phosphatase inhibitor 2 0S=Mus 84.95 1 0 1 0 0 0.37390  Kl-scronly
sp|QICXY9|GPI8_MOUSE GPl-anchor transamidase OS=Mus muscul 78.94 1 0 1 0 0 0.37390  Kl-scronly
tr/Q3UTE1|Q3UTE1_MOUSE Putative uncharacterized protein OS=Mus | 60.1 1 0 1 0 0 0.37390  Kl-scr only
sp|Q80U23|SNPH_MOUSE Syntaphilin OS=Mus musculus (Mouse) GN 53.18 1 o 1 0 0 | 0.37390 Kl-scronly
'sp|Q64096|MCF2L_MOUSE Guanine nucleotide exchange factor DBS ' 43.2 1 0 1 0 0 0.37390  Kl-scr only
sp|Q6QD59|SEC20_MOUSE Vesicle transport protein SEC20 OS=Mus r 38.28 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8R0I4|TM2D2_MOUSE TM2 domain-containing protein 2 0S=Mus 3476 1 0 1 0 0 0.37390  Kl-scr only
sp|070139|IPKG_MOUSE CcAMP-dependent protein kinase inhibitor ge 34.54 1 o 1 0 0 | 0.37390 Kl-scronly
sp|A3KGF7|PLCB2_MOUSE 1-phosphatidylinositol 4,5-bisphosphate ph: 34.16 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9CPWO|CNTP2_MOUSE  Contactin-associated protein-like 2 OS=Mu 33.26 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8WTY4|CPIN1_MOUSE Anamorsin OS=Mus musculus (Mouse) GN 32.91 1 0 1 0 0 0.37390  Kl-scr only
sp|Q3TZX8|NOLI_MOUSE Polynucleotide 5-hydroxyl-kinase NOL9 O¢ 32.03 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q70I1V5|SYNEM_MOUSE Synemin OS=Mus musculus (Mouse) GN=¢ 31.12 1 0 1 0 0 0.37390  Kl-scr only
sp|QID8C2|TSN13_MOUSE Tetraspanin-13 OS=Mus musculus (Mouse 30.73 1 0 1 0 0 0.37390  Kl-scronly
sp|Q6P2L7|CASC4_MOUSE Protein CASC4 OS=Mus musculus (Mouse 30.12 1 0 1 0 0 0.37390  Kl-scr only
sp|P00920|CAH2_MOUSE Carbonic anhydrase 2 0S=Mus musculus ( 76.29 1 0 1 0 0 0.37390  Kl-scronly
sp|Q3UVX5|GRM5_MOUSE Metabotropic glutamate receptor 5 OS=Mu 335.63 1 0 1 0 0 0.37390  Kl-scr only
sp|Q09143|CTR1_MOUSE High affinity cationic amino acid transporter 93.01 1 o 1 0 0 | 0.37390 Kl-scronly
tr/Q5DTQY|Q5DTQ9_MOUSE  MKIAA0327 protein OS=Mus musculus (Mc 63.12 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8ROA7|K0513_MOUSE Uncharacterized protein KIAA0O513 OS=Mu 169.92 2 0 1 0 0 0.37390  Kl-scronly
'sp|Q8VCH6|DHC24_MOUSE Delta(24 )-sterol reductase OS=Mus muscul 138.09 2 0 1 0 0 0.37390  Kl-scr only
sp|Q3UHK1|MYCT_MOUSE Proton myo-inositol cotransporter OS=Mus. 168.41 2 o 1 0 0 | 0.37390 Kl-scronly
sp|P70122|SBDS_MOUSE Ribosome maturation protein SBDS OS=M 44.29 1 1 0 2 0 0 0.11626  Kl-scr only
sp|P49962|SRPO9_MOUSE  Signal recognition particle 9 kDa protein Of 55.67 1 1 0 2 0 0 | 0.11626 Kl-scronly
sp|Q8VD33|SGTB_MOUSE Small glutamine-rich tetratricopeptide repea 42.46 1 1 0 2 0 0 0.11626  Kl-scr only
sp|Q9QUHO|GLRX1_MOUSE  Glutaredoxin-1 OS=Mus musculus (Mouse) 40.28 1 1 0 2 0 0 0.11626  Kl-scr only
sp|Q8BYR1|TYW4_MOUSE tRNA wybutosine-synthesizing protein 4 OS 71.26 1 1 0 2 0 0 0.11626  Kl-scr only
sp|Q80XR2|AT2C1_MOUSE  Calcium-transporting ATPase type 2C memt 101.16 1 1 0 2 0 0 | 0.11626 Kl-scronly
sp|QICPT4|MYDGF_MOUSE  Myeloid-derived growth factor OS=Mus mus 101.17 1 1 0 2 0 0 0.11626  Kl-scr only
sp|Q9CQI7|RU2B_MOUSE U2 small nuclear ribonucleoprotein B" 0S= 217.02 1 1 0 2 0 0 0.11626  Kl-scr only
sp|P51807|DYLT1_MOUSE Dynein light chain Tctex-type 1 OS=Mus m' 63.41 1 1 0 2 0 0 0.11626  Kl-scr only

|Q 1_MOUSE Ne pecific protein family member 1 O 79.03 1 0 1 0 0 0.37390  Kl-scronly
'sp|Q8VC30|TKFC_MOUSE Triokinase/FMN cyclase OS=Mus musculus 120.85 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9Z315|SNUT1_MOUSE U4/U6.U5 tri-snRNP-associated protein 1 C 97.71 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8BK72|RT27_MOUSE 28S ribosomal protein $27, mitochondrial C 78.11 1 0 1 0 0 0.37390  Kl-scr only
sp|054916|REPS1_MOUSE RalBP1-associated Eps domain-containing 71.12 1 0 1 0 0 0.37390  Kl-scronly
sp|Q3UHB8|LIMC1_MOUSE LIM and calponin homology domains-contai 70.75 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8R3L5|SO3A1_MOUSE  Solute carrier organic anion transporter fam 40.47 1 o 1 0 0 | 0.37390 Kl-scronly
'sp|Q6DFV3|RHG21_MOUSE Rho GTPase-activating protein 21 OS=Mus 80.9 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9JIY5|HTRA2_MOUSE Serine protease HTRA2, mitochondrial OS: 65.18 1 0 1 0 0 0.37390  Kl-scronly
sp|QICR29|CCD43_MOUSE Coiled-coil domain-containing protein 43 O. 58.75 1 0 1 0 0 0.37390  Kl-scronly
sp|Q9JIK5|DDX21_MOUSE Nucleolar RNA helicase 2 OS=Mus muscult 45.92 1 0 1 0 0 0.37390  Kl-scronly
sp|Q62384|ZPR1_MOUSE Zinc finger protein ZPR1 OS=Mus musculu: 43.59 1 0 1 0 0 0.37390  Kl-scr only
sp|QB68FM6|PPR29_MOUSE  Protein phosphatase 1 regulatory subunit 2 42.39 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q91XFO|PNPO_MOUSE Pyridoxine-5"-phosphate oxidase OS=Mus 42.28 1 0 1 0 0 0.37390  Kl-scronly
sp|A2A5R2|BIG2_MOUSE Brefeldin A-inhibited guanine nucleotide-ex: 38.88 1 0 1 0 0 0.37390  Kl-scronly
sp|Q6PFD5|DLGP3_MOUSE Disks large-associated protein 3 OS=Mus n 38.41 1 0 1 0 0 0.37390  Kl-scr only
sp|QID5V6|SYAP1_MOUSE  Synapse-associated protein 1 OS=Mus mu 38.03 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q8BT35|YB039_MOUSE Uncharacterized protein LINCO0116 homolc 35.86 1 0 1 0 0 0.37390  Kl-scronly
sp|QICRA4|MSMO1_MOUSE  Methylsterol monooxygenase 1 OS=Mus m 35.46 1 o 1 0 0 | 0.37390 Kl-scronly
tr|Q91Y09|Q91Y09_MOUSE Protein Pcdhac2 OS=Mus musculus (Mous 33.97 1 0 1 0 0 0.37390  Kl-scr only
sp|070324|MOT8_MOUSE Monocarboxylate transporter 8 OS=Mus mt 33.33 1 o 1 0 0 | 0.37390 Kl-scronly
'sp|Q6PGHO|UBTD2_MOUSE Ubiquitin domain-containing protein 2 0S=! 33.13 1 0 1 0 0 0.37390  Kl-scronly
sp|Q99K90|TAB2_MOUSE TGF-beta-activated kinase 1 and MAP3K7- 32.95 1 0 1 0 0 0.37390  Kl-scronly
sp|QICWWE|PIN4_MOUSE Peptidyl-prolyl cis-trans isomerase NIMA-inte 32.52 1 0 1 0 0 0.37390  Kl-scr only
sp|Q920Q2|REV1_MOUSE DNA repair protein REV1 OS=Mus muscul. 316 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8K296|MTMR3_MOUSE Myotubularin-related protein 3 OS=Mus mu 31.3 1 0 1 0 0 0.37390  Kl-scr only
sp|Q80US6|AVLY_MOUSE Late secretory pathway protein AVL9 homo 31.2 1 o 1 0 0 | 0.37390 Kl-scronly
'sp|P84309|ADCY5_MOUSE Adenylate cyclase type 5 0S=Mus muscult 30.55 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9CQS4|S2546_MOUSE Solute carrier family 25 member 46 OS=Mu 30.38 1 0 1 0 0 0.37390  Kl-scronly
tr|E9QBP5|E9Q6P5_MOUSE Protein Ttc7b OS=Mus musculus (Mouse) ( 29.7 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8JZX4|SPF45_MOUSE  Splicing factor 45 0S=Mus musculus (Mous 29.58 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q5RJ54|ZSC26_MOUSE Zinc finger and SCAN domain-containing pr 29.5 1 0 1 0 0 0.37390  Kl-scr only
trlQ6R5F5|Q6R5F5_MOUSE Putative uncharacterized protein OS=Mus n 29.48 1 0 1 0 0 0.37390  Kl-scronly
sp|QIWVGB|CARM1_MOUSE  Histone-arginine methyltransferase CARM1 29.46 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8BVUS|NUDTY_MOUSE ~ ADP-ribose pyrophosphatase, mitochondria 29.13 1 o 1 0 0 | 0.37390 Kl-scronly
'sp|Q8KOX8|FEZ1_MOUSE Fasciculation and elongation protein zeta-1 28.53 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9JKK8|ATR_MOUSE Serine/threonine-protein kinase ATR 0S=N\ 28.2 1 0 1 0 0 0.37390  Kl-scronly
sp|P09055|ITB1_MOUSE Integrin beta-1 OS=Mus musculus (Mouse) 141.82 1 0 1 0 0 0.37390  Kl-scr only
sp|Q00915|RET1_MOUSE Retinol-binding protein 1 OS=Mus musculu 81.55 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8BSYO|ASPH_MOUSE bet: 0s= 106.23 1 o 1 0 0 037390 Kl-scronly
sp|Q9DART7|DCPS_MOUSE m7GpppX diphosphatase OS=Mus muscul 89.37 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q9CQ80|VPS25_MOUSE Vacuolar protein-sorting-associated protein 119.5 1 0 1 0 0 0.37390  Kl-scr only
sp|Q3UUQ7|PGAP1_MOUSE  GPI inositol-deacylase OS=Mus musculus ( 279.14 1 0 1 0 0 0.37390  Kl-scronly
sp|Q9QXBY|DRG2_MOUSE Developmentally-regulated GTP-binding prc 189.22 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9DBB4|NDUAB_MOUSE  NADH dehydrogenase [ubiquinone] 1 alphz 127.48 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q9EQI8|RM46_MOUSE 39S ribosomal protein L46, mitochondrial C 65.97 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8BX94|OSBL2_MOUSE  Oxysterol-binding protein-related protein 2 47.02 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q8BIG7|CMTD1_MOUSE Catechol O-methyltransferase domain-conte 114.11 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9D1K7|CT027_MOUSE UPF0687 protein C200rf27 homolog OS=N 55.73 1 0 1 0 0 0.37390  Kl-scronly
'sp|Q99KI3|EMC3_MOUSE ER membrane protein complex subunit 3 C 97.9 1 0 1 0 0 0.37390  Kl-scr only
sp|QICPU4|MGST3_MOUSE  Microsomal glutathione S-transferase 3 OS 261.13 1 0 1 0 0 0.37390  Kl-scronly
'sp|Q8C8N2|SCAI_MOUSE Protein SCAI OS=Mus musculus (Mouse) C 239.61 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8VBZ3|CLPTI_MOUSE  Cleft lip and palate transmembrane protein 263.74 1 o 1 0 0 | 0.37390 Kl-scronly
sp|Q4VAE3|TMM65_MOUSE  Transmembrane protein 65 OS=Mus musct 82.34 1 0 1 0 0 0.37390  Kl-scr only
sp|LON7N1|KIF14_MOUSE Kinesin-ike protein KIF14 OS=Mus muscul 69.77 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8K4QO|RPTOR_MOUSE  Regulatory-associated protein of mTOR O$ 98.24 1 0 1 0 0 0.37390  Kl-scr only
sp|Q8BRF7|SCFD1_MOUSE  Sec1 family domain-containing protein 1 O: 170.21 1 o 1 0 0 | 0.37390 Kl-scronly
sp|070152|DPM1_MOUSE Dolichol-phosphate mannosyltransferase st 88.91 1 0 1 0 0 0.37390  Kl-scr only
sp|Q7TNI8|CPEB4_MOUSE  Cytoplasmic polyadenylation element-bindir 87.2 1 o 1 0 0 | 0.37390 Kl-scronly
tr]Q91XWI|Q91XW9_MOUSE MCG133388, isoform CRA_f OS=Mus mus: 62.07 1 0 1 0 0 0.37390  Kl-scr only
sp|A2A432|CUL4B_MOUSE Cullin-4B 0S=Mus musculus (Mouse) GN=( 78.11 2 0 1 0 0 0.37390  Kl-scronly
sp|Q9DO71|MMS19_MOUSE MMS19 nucleotide excision repair protein h 58.88 1 0 1 0 0 0.37390  Kl-scr only
sp|O: '1_MOUSE Hu i iated protein 1 OS=Mus m 83.85 1 0 1 0 0 0.37390  Kl-scronly
sp|Q91YR7|PRP6_MOUSE Pre-mRNA-processing factor 6 OS=Mus mu 70.66 1 0 1 0 0 0.37390  Kl-scr only
sp|088967|YMEL1_MOUSE ATP-dependent zinc metalloprotease YME 81.52 1 0 1 0 0 0.37390  Kl-scronly
sp|Q8BH55|THNS1_MOUSE Threonine synthase-like 1 0S=Mus muscul 51.67 1 0 1 0 0 0.37390  Kl-scr only
sp|Q60759|GCDH_MOUSE Glutaryl-CoA dehydrogenase, mitochondrial 453 1 o 1 0 0 | 0.37390 Kl-scronly
sp|P11352|GPX1_MOUSE Glutathione peroxidase 1 0S=Mus muscult 45.22 1 0 1 0 0 0.37390  Kl-scr only
sp|Q9EQP6|ARRC_MOUSE Arrestin-C 0S=Mus musculus (Mouse) GN= 41.17 1 0 1 0 0 0.37390  Kl-scronly
tr|F8VQ54|F8VQ54_MOUSE Endoribonuclease Dicer 0S=Mus musculus 35.55 1 0 1 0 0 0.37390  Kl-scr only



sp|QICYI0|NIMU_MOUSE
$p|Q9DC23|DJC10_MOUSE
sp|Q6ZWQO|SYNE2_MOUSE
sp|P59708|SF3B6_MOUSE
sp|QIDBR4|APBB2_MOUSE
sp|Q3UDPO]WDR41_MOUSE
sp|P37804|TAGL_MOUSE
splQ9DB15|RM12_MOUSE
5p|055074|AKA7A_MOUSE
sp|Q7TSC3|NEK5_MOUSE
sp|Q8R1N4|NUDC3_MOUSE
SplQ5SUF2|LC7L3_MOUSE
5p|P60904|DNJC5_MOUSE
sp|Q9JI90|RNF14_MOUSE
sp|QID710|TMX2_MOUSE
$p|Q9Z0J0|NPC2_MOUSE
sp|Q8BR63|F177A_MOUSE
splQ5SW19|CLU_MOUSE
p|055135]IF6_MOUSE
sp|QODAI2|IFT22_MOUSE

Proteins only identified in 1 KI sample (KI-93)

Protein Nimu-R1 OS=Mus musculus (Moust
DnaJ homolog subfamily C member 10 OS
Nesprin-2 OS=Mus musculus (Mouse) GN=
Splicing factor 38 subunit 6 OS=Mus musct
Amyloid beta A4 precursor protein-binding
WD repeat-containing protein 41 OS=Mus |
Transgelin 0S=Mus musculus (Mouse) GN:
395 ribosomal protein L12, mitochondrial C
Ackinase anchor protein 7 isoform alpha O
Serine/threonine-protein kinase Nek5 OS=]
NudC domain-containing protein 3 OS=Mu:
LucT-ike protein 3 0S=Mus musculus (Mot
DnaJ homolog subfamily C member 5 OS=!
E3 ubiquitin-protein ligase RNF14 OS=Mus
Thioredoxin-related transmembrane protein
Epididymal secretory protein E1 OS=Mus n
Protein FAM177A1 OS=Mus musculus (Mo
Clustered mitochondria protein homolog Ot
Eukaryotic translation initation factor 6 OS
Intraflagellar transport protein 22 homolog

35.19
33.44
3242
32.05
31.92
31.88
31.86
31.15
29.95
29.79
141.89
186.6
311.67
263.19
180.02
63.99
183.01
200.53
96.91
44.56

accession
sp|QBK4R4|PITC1_MOUSE
5p|035887|CALU_MOUSE
sp|QBRA4F1|NTNG2_MOUSE
sp|QICRDOJOCAD1_MOUSE
splQIDEUB|F162A_MOUSE
sp|P55088|AQP4_MOUSE
sp|Q61290|CACTE_MOUSE
sp|Q8R180|ERO1A_MOUSE
sp|008842|GFRA2_MOUSE
sp|Q6BED7|CRTC1_MOUSE
sp|P55264|ADK_MOUSE
sp|QIWVEB|PACN2_MOUSE
sp|P62500|T22D1_MOUSE
5p|035075|DSCR3_MOUSE
SpIQICRB2|NHP2_MOUSE
sp|P42227|STAT3_MOUSE
sp|QOD1I6|RM14_MOUSE

description

Cytoplasmic phosphatidylinositol transfer pn
Calumenin OS=Mus musculus (Mouse) GN
Netrin-G2 OS=Mus musculus (Mouse) GN=
OCIA domain-containing protein 1 OS=Mus
Protein FAM162A OS=Mus musculus GN=F
Aquaporin4 0S=Mus musculus (Mouse) G
Voltage-dependent R-type calcium channel
ERO1-ike protein alpha OS=Mus musculus
GDNF family receptor alpha-2 OS=Mus mu:
CREB-regulated transcription coactivator 1
Adenosine kinase OS=Mus musculus (Mou
Protein kinase C and casein kinase substra
TSC22 domain family protein 1 OS=Mus mi
Down syndrome critical region protein 3 hon
HIACA ribonucleoprotein complex subunit 2
Signal transducer and activator of transcript
39S ribosomal protein L14, mitochondrial C

_MOUSE
sp|P70445|4EBP2_MOUSE
5p|Q62313[TGON1_MOUSE
sp|Q8BVI5|STX16_MOUSE
sp|Q8BIB4|MIA3_MOUSE
sp|Q8BMB5|NYAP2_MOUSE
sp|QIROMO|CELR2_MOUSE

coenzyme A ligase,
Eukaryotic translation initiation factor 4E-bir
Trans-Golgi network integral membrane pro
Syntaxin-16 OS=Mus musculus (Mouse) Gl
Melanoma inhibitory activity protein 3 OS=1
Neuronal tyrosine-phosphorylated phospho
Cadherin EGF LAG seven-pass G-type rec

pl |ARSB_MOUSE
sp|Q7TSC1|PRC2A_MOUSE
spIQIEQO6|DHB11_MOUSE

B 0S=Mus musculus (Mouse}
Protein PRRC2A_ OS=Mus musculus (Mous.
Estradiol 17-beta-dehydrogenase 11 OS=

splQ | _MOUSE
Sp|QIERNO|SCAM2_MOUSE
tr/QOVBDO|QOVBDO_MOUSE
$p|Q31125|S39A7_MOUSE
sp|QICQ00[TM261_MOUSE
$plQIQXVO|PCSK1_MOUSE
sp|QICQX8|RT36_MOUSE
sp|Q922U1|PRPF3_MOUSE
sp|Q8CCPOINEMF_MOUSE
splQ9DTHB|RMS53_MOUSE
sp|P97467|AMD_MOUSE
SpIQIWUN2|TBK1_MOUSE
sp|QIEPE9|AT131_MOUSE
sp|Q61337|BAD_MOUSE
sp|Q8BWMO|PGES2_MOUSE
tr|E9Q7NO|EIQ7NY_MOUSE
sp|Q8CTK6|PCYXL_MOUSE
sp|Q91YHS|ATLA3_MOUSE
sp|Q6P2B1[TNPO3_MOUSE
sp|QBVHJ5|MARK1_MOUSE
sp|QBDFWA|NOP58_MOUSE
splQ8VEDY|LEGL_MOUSE
sp|QICZBO|C560_MOUSE
sp|Q8BLV3|SLIA7_MOUSE
sp|QIWUK6|ZBT18_MOUSE
sp|Q8BZA9|TIGAR_MOUSE
sp|QIQXS1|PLEC_MOUSE
SpIQBNSW3|SPKAP_MOUSE
sp|QIR0Q3|TMED2_MOUSE
p|Q91WCO|SETD3_MOUSE
5p|035435|PYRD_MOUSE
pQ9CQBS5|TIM22_MOUSE
sp|Q61016|GBG7_MOUSE
splQ9Z2N8|ACLEA_MOUSE
sp|QIWUT3|KS6A2_MOUSE
p|Q9TVM9|IPYR2_MOUSE
sp|Q8CODS|ETUDT_MOUSE
splQBCFE4|SCYL2_MOUSE
sp|Q3UB98|MYOV2_MOUSE
sp|Q60967|PAPS1_MOUSE
sp|Q8RO71|IP3KA_MOUSE
1/Q9Z1R9|Q9Z1RI_MOUSE
5p|009126|SEMAD_MOUSE
sp|Q3U308|CTU2_MOUSE
1r/Q3T984|Q3T984_MOUSE
Sp|Q9ZOPS|TWF2_MOUSE
tr|E9PVUO|EIPVUO_MOUSE

sspace import ¢
Secretory carrier-associated membrane prot
Integrin beta OS=Mus musculus (Mouse) G
Zinc transporter SLC39A7 OS=Mus muscul
Transmembrane protein 261 0S=Mus mus:
ProSAAS 0S=Mus musculus (Mouse) GN=
28S ribosomal protein $36, mitochondrial ¢
U4/U6 small nuclear ribonucleoprotein Prp3
Nuclear export mediator factor Nemf OS=M
39S ribosomal protein L53, mitochondrial C
Peptidylglycine alpha-amidating monooxyg
Serine/threonine-protein kinase TBK1 0S=
Manganese-transporting ATPase 13A1 OS
Bel2-associated agonist of cell death OS=!
Prostaglandin E synthase 2 0S=Mus musc
Protein Dnah11 OS=Mus musculus GN=Dn:
Prenyloysteine oxidase-like OS=Mus musct
Atlastin-3 0S=Mus musculus GN=A3 P!
Transportin-3 0S=Mus musculus (Mouse) C
Serine/threonine-protein kinase MARK1 O¢
Nucleolar protein 58 OS=Mus musculus (M
Galectin-related protein OS=Mus musculus
Succinate dehydrogenase cytochrome b561
Sodium/hydrogen exchanger 7 OS=Mus m
Zinc finger and BTB domain-containing prot
Fructose-2,6-bisphosphatase TIGAR OS=)
Plectin 0S=Mus musculus (Mouse) GN=Ple
A-kinase anchor protein SPHKAP OS=Mus
Transmembrane emp24 domain-containing
Histone-ysine N-methyltransferase setd3 C
Dihydroorotate dehydrogenase (quinone), r
Mitochondrial import inner membrane transk
Guanine nucleotide-binding protein G(1)/G(¢
Actin-fike protein 6A OS=Mus musculus (Mc
Ribosomal protein S6 kinase alpha-2 O
Inorganic pyrophosphatase 2, mitochondria
Elongation factor Tu GTP-binding domain-c
SCY1-like protein 2 0S=Mus musculus (Mo
Myeloma-overexpressed gene 2 protein hor
Bifunctional 3'-phosphoadenosine 5'-phosp
Inositoltrisphosphate 3-kinase A OS=Mus
MCG124046 OS=Mus musculus (Mouse) G
Semaphorin-4D 0S=Mus musculus (Mouse
Cytoplasmic tRNA 2-thiolation protein 2 OS
Putative uncharacterized protein OS=Mus |
Twinfilin-2 OS=Mus musculus (Mouse) GN=
Unconventional myosin-Vl 0S=Mus muscul

sp|QBCIP4] _MOUSE
sp|P54731|FAF1_MOUSE
SpIQIWVKB|CP46A_MOUSE
sp|Q8BGT5|ALAT2_MOUSE
spQBOTKO|K1107_MOUSE
sp|Q56925|DDX46_MOUSE
sp|008582|GTPB1_MOUSE
5p|008586|PTEN_MOUSE
$plQICQ26|STABP_MOUSE
sp|Q6PHS9|CA2D2_MOUSE
tr/Q6PBK4|Q6PBK4_MOUSE
sp|Q9Z275|RLBP1_MOUSE
splQIDBHS|LMAN2_MOUSE
sp|QQJIAT|SPHK2_MOUSE

qulating kinase 4
FAS-associated factor 1 0S=Mus musculus
Cholesterol 24-hydroxylase OS=Mus musct
Alanine aminotransferase 2 OS=Mus musc
Uncharacterized protein KIAA1107 OS=M.
Probable ATP-dependent RNA helicase DD
GTP-binding protein 1 0S=Mus musculus
Phosphatidylinositol 3,4,5-trisphosphate 31
STAM-binding protein OS=Mus musculus (!
Voltage-dependent calcium channel subuni
AW551984 protein OS=Mus musculus (Mor
Retinaldehyde-binding protein 1 0S=Mus r
Vesicular integrak-membrane protein VIP36
Sphingosine kinase 2 OS=Mus musculus (I

splO 1PR1_MOUSE
sp|P49290|PERE_MOUSE

sp|A2A8Z1|OSBLY_MOUSE
sp|Q8VE92|RBMAB_MOUSE
splQICR56]KBRS2_MOUSE
1r|D321M8|D3Z1M8_MOUSE
plQ9QYB1|CLIC4_MOUSE
sp|QBPFE7|TEFF1_MOUSE
sp|035607[BMPR2_MOUSE
5p|QIDB8O|TIM50_MOUSE

p|Q920B9|SP16H_MOUSE
5p|Q3UU9IMRCKA_MOUSE
sp|Q01065|PDE1B_MOUSE
sp|P23591|FCL_MOUSE

Proteins only identified in 1 Kl sample (KI-82)

phosphate receptor 1 0S=
Eosinophil peroxidase 0S=Mus musculus (
Oxysterol-binding protein-related protein 9

RNA-binding protein 4B OS=Mus musculus
NF-kappa-B inhibitor-interacting Ras-ike prc
Protein polybromo-1 OS=Mus musculus (M-
Chioride intracellular channel protein 4 OS:
Tomoregulin-1 OS=Mus musculus (Mouse)
Bone morphogenetic protein receptor type-
Mitochondrial import inner membrane transk
FACT complex subunit SPT16 OS=Mus m.
Serine/threonine-protein kinase MRCK alph
Calcium/calmodulin-dependent 3',5'cyclic n
GDP-L-fucose synthase OS=Mus musculus

protein_set_score

303.78
43464
92.39
147.41
107.03
96.51
39.61
146.71
64.44
104.36
76.31
101.97
73.41
62.36
55.19
107.81
72.85
71.94
70.75
64.33
61.94
60.44
58.06
5245
48.93
44.92
42.2
4137
39.89
37.95
37.63
37.04
36.66
3567
34.28
33.26
3284
3282
32.72
3242
31.86
31.59
31.44
201.14
106.68
211.94
247.76
267.84
83.26
81.93
80.5
4437
178.28
151.81
256.58
59.01
90.35
93.38
112
54.32
122.41
75.64
83.89
86.18
77.74

accession description
sp|P70188|KIFA3_MOUSE  Kinesin-associated protein 3 OS=Mus mus:
splC MOUSE i itol 3,4,5 d

5p|Q08274|DMWD_MOUSE
splQIEQZ6|RPGF4_MOUSE
sp|QBPAM1|TXLNA_MOUSE
sp|QBOX71|T106B_MOUSE
sp|QSND29|RILP_MOUSE
sp|0B8456]CPNS1_MOUSE
5p|088545|CSNE_MOUSE
sp|P0B030|APT_MOUSE

Dystrophia myotonica WD repeat-containing
Rap guanine nucleotide exchange factor 4
Alpha-taxiin 0S=Mus musculus (Mouse) GI
Transmembrane protein 1068 OS=Mus mu
Rab-interacting lysosomal protein OS=Mus |
Calpain small subunit 1 OS=Mus musculus
COP9 signalosome complex subunit 6 OS=
Adenine phosphoribosyltransferase OS=M

pl I _MOUSE
plQ9CZ04|CSN7A_MOUSE
sp|QID517|PLCC_MOUSE

acid receptor subunit
COP9 signalosome complex subunit 7a OS
1-acyk-sn-glycerol-3-phosphate acyltransfer:

protein_set_score

215.03
78.42
44.25
42.59
38.27
34.31
30.75
94.83
89.98
118.16
119.68
287.02
1222
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0.37390
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0.37390
0.37390
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0.37390
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0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
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0.37390
0.37390
0.37390
0.37390

Kiscr KI-93 K82  pvalue
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Kiscr/ WT-scr

Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only
Ki-scr only

ratio

Ki-scr/ WT-scr
Kescr K193 Ki-82  pvalue

ratio

pvalue
0.00715
0.37390
0.37390
0.37390
0.37390
0.00005
0.00005
0.00005
0.11948
0.11948
0.11834
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11624
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

KI-93 / WT-scr.

pvalue

KI-93 / WT-scr

ratio

pvalue

ratio  pvalue
0.12082
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

KI-82 / WT-scr

ratio

KI-82 | WT-scr

KI-82 only
KI-8

2 only

KI-82 only
Kl
KI-82 only
KI-82 only
KI-82 only

only




sp|Q5XGB9|F169A_MOUSE
splQIDBUB|SNX5_MOUSE
5p|Q9Z2A0|PDPK1_MOUSE
$plQICXZ1|NDUS4_MOUSE
sp|QICQU1|MFAP1_MOUSE
sp|Q8BMG7|RBGPR_MOUSE
sp|QIWV91|FPRP_MOUSE
sp|P30875|SSR2_MOUSE
sp|P56857|CLD18_MOUSE
sp|Q3TC72|FAHD2_MOUSE
sp|QIQYMS|TEFF2_MOUSE
sp|QIDBF7|CWC25_MOUSE
tr|F6RCC5|FERCC5_MOUSE
sp|QBVFX2|01444_MOUSE
sp|Q8VDN4|CCD92_MOUSE
tr/B2RXC6|B2RXCE_MOUSE
sp|QICYH2|F213A_MOUSE
p|Q9Z1J3|NFS1_MOUSE
sp|QSF2E7|NUFP2_MOUSE
splQ6PB44|PTN23_MOUSE
sp|QID1F4|AKTS1_MOUSE
sp|P29351|PTN6_MOUSE
sp|Q5SXY1|CYTSB_MOUSE
1r/B2RXL7|B2RXL7_MOUSE
sp|Q7TSK2|SEZ6_MOUSE
sp|P10107|ANXAT_MOUSE
5p|Q810U5|CCD50_MOUSE
sp|P15252|REF_HEVBR
5p|Q04519|ASM_MOUSE
$p|054988|SLK_MOUSE
sp|P57724|PCBP4_MOUSE
sp|Q6Y7W8|PERQ2_MOUSE
sp|Q8BYK8|ZC3H6_MOUSE

Proteins only i

Soluble lamin-associated protein of 75 kDa
Sorting nexin-5 OS=Mus musculus (Mouse
3-phosphoinositide-dependent protein kina
NADH dehydrogenase [ubiquinone] iron-sul
Microfibrillar-associated protein 1 OS=Mus |
Rab3 GTPase-activating protein non-cataly
Prostaglandin F2 receptor negative regulatc
Somatostatin receptor type 2 OS=Mus mus
Claudin-18 0S=Mus musculus (Mouse) GN
Fumarylacetoacetate hydrolase domain-cor
Tomoregulin-2 OS=Mus musculus (Mouse)
Pre-mRNA-splicing factor CWC25 homolog

Hepatocyte growth factor receptor OS=Mut
Offactory receptor 1444 OS=Mus musculus
Coiled-coil domain-containing protein 92 O
DNA-directed RNA polymerase OS=Mus mt
Redox-regulatory protein FAM213A OS=M:
Cysteine desulfurase, mitochondrial OS=M:
Nuclear fragile X mental retardation-interact
Tyrosine-protein phosphatase non-receptor
Proline-rich AKT1 substrate 1 OS=Mus mut
Tyrosine-protein phosphatase non-receptor
CytospinB 0S=Mus musculus (Mouse) GN
Kidins220 protein OS=Mus musculus (Mou:
Seizure protein 6 OS=Mus musculus (Mous
Annexin A1 OS=Mus musculus (Mouse) Gt
Coiled-coil domain-containing protein 50 OF
Rubber elongation factor protein OS=Heve:
Sphingomyelin phosphodiesterase 0S=Mu
STE20-ike serine/threonine-protein kinase

Poly(rC)-binding protein 4 0S=Mus muscul
PERQ amino acid-rich with GYF domain-cor
Zine finger CCCH domain-containing proteir

dentified in the WT-scr samples:

176.74
96.61
40.97
45.64
38.57
68.67
44.62
40.2
36.83
36.43
318
30.95
29.1
28.08
27.82
27.53
127.8
152.37
63.2
338.38
459
59.05
69.31
57.39
49.39
40
38.91
35.7
145.38
103.71
79.3
160.52
32.58

accession
sp|Q8BJH1|ZC21A_MOUSE
sp|QIDOM1[KPRA_MOUSE
sp|QIDBRY7|MYPT1_MOUSE
SplQIWTP7|KAD3_MOUSE
5p|088689|PCDA4_MOUSE
sp|P59016|VP33B_MOUSE
5p|088444|ADCY1_MOUSE
Qi

description

Zine finger C2HC domain-containing protein
Phosphoribosyl pyrophosphate synthase-a
Protein phosphatase 1 regulatory subunit 1
GTP:AMP phosphotransferase AK3, mitoch
Protocadherin alpha-4 OS=Mus musculus (
Vacuolar protein sorting-associated protein
Adenylate cyclase type 1 OS=Mus muscul.
ADP-ii f

3_MOUSE
sp|Q8COI1|ADAS_MOUSE
1r/Q8R1X0|Q8R1X0_MOUSE
sp|Q6PAJ1[BCR_MOUSE
sp|008688|CANS_MOUSE
sp|Q8BVP5|KC1G2_MOUSE
plQ9DB34|CHM2A_MOUSE
sp|EIPVB3|CC175_MOUSE
sp|P21460|CYTC_MOUSE
sp|QIR1V6|ADA22_MOUSE

binding protein GG/
Alkyldihydroxyacetonephosphate synthase,
BC022960 protein OS=Mus musculus (Mot
Breakpoint cluster region protein OS=Mus |
Calpain5 OS=Mus musculus (Mouse) GN=
Casein kinase | isoform gamma-2 0S=Mus
Charged multivesicular body protein 2a OS
Coiled-coil domain-containing protein 175 ¢
Cystatin-C 0S=Mus musculus (Mouse) GN=
Disintegrin and metalloproteinase domain-c:

splC 1_MOUSE
sp|P97494|GSH1_MOUSE
splQ99LP6|GRPE1_MOUSE
sp|Q8RON6|HOT_MOUSE
t/Q1A4F7|Q1A4F7_MOUSE
sp|Q8BHI3|MISSL_MOUSE
splQ6PCZ4|MAGE 1_MOUSE
sp|QIDBW7|OCAD2_MOUSE
splQ5SURO|PUR4_MOUSE
sp|Q80VD1|FA98B_MOUSE
tr|H3BJDO|H3BJDO_MOUSE
trlQ3TKC5|Q3TKC5_MOUSE
sp|QBR361|RFIP5_MOUSE
sp|QYQUGY|GRP2_MOUSE
plQIESKI|RBCC1_MOUSE
sp|Q9JM62|REEP6_MOUSE
sp|P59281|RHG39_MOUSE
sp|Q8RAH2|ARHGC_MOUSE
pQICY97|SSU72_MOUSE
sp|D3YZU1|SHAN1_MOUSE
sp|P61807|SNN_MOUSE
sp|Q8CO79|STRP1_MOUSE
spQ9IK46|UBP11_MOUSE
sp|P61961|UFM1_MOUSE
sp|Q8BRI0|CE051_MOUSE
sp|QBVEJ9|VPS4A_MOUSE
sp|QBCTM2|ZN428_MOUSE
sp|P05977|MYL1_MOUSE
sp|P50136|0DBA_MOUSE
sp|Q6ZPQ6|PITM2_MOUSE
sp|BOF2B4|NLGN4_MOUSE
sp|Q3B722|0SBP1_MOUSE
SpIQ9IME2|WDR6_MOUSE
sp|Q60649|CLPB_MOUSE
sp|Q8BI72|CARF_MOUSE
5p|QID486|CMIP_MOUSE
splQOD4HB|CUL2_MOUSE
5p|Q99MB7|DNJA3_MOUSE
sp|054865/GCYB1_MOUSE
tr|E9Q4K7|EIQ4K7_MOUSE
sp|Q8BFZ2|LPPR1_MOUSE
5p|035683|NDUA1_MOUSE
sp|QBC8T8|TSR2_MOUSE
sp|Q8R1F6|HID1_MOUSE
sp|Q91VHE|MEMO1_MOUSE

EH domain-binding protein 1 OS=Mus mus.
Glutamate—cysteine ligase catalytic subunit
GrpE protein homolog 1, mitochondrial OS
Hydroxyacid-oxoacid transhydrogenase, mit
Lectin-like transmembrane protein Nkipic ¢
MAPK-interacting and spindle-stabilizing prc
Melanoma-associated antigen E1 OS=Mus
OCIA domain-containing protein 2 0S=Mus
Phosphoribosylformylglycinamidine synthas:
Protein FAM98B OS=Mus musculus (Mous:
Protein Ppp1r9a OS=Mus musculus (Mous:
Putative uncharacterized protein OS=Mus |
Rab11 family-interacting protein 5 OS=Mus
RAS guanyl-releasing protein 2 OS=Mus m
RB1-inducible coiled-coi protein 1 OS=Mus
Receptor expression-enhancing protein 6 (
Rho GTPase-activating protein 39 OS=Mus
Rho guanine nucleotide exchange factor 1:
RNA polymerase Il subunit A C-terminal dor
SH3 and multiple ankyrin repeat domains pi
Stannin OS=Mus musculus (Mouse) GN=Si
Striatin-interacting protein 1 OS=Mus musc
Ubiquitin carboxylerminal hydrolase 11 O¢
Ubiquitin-fold modifier 1 OS=Mus musculus
UPF0600 protein C5orf51 homolog OS=M.
Vacuolar protein sorting-associated protein
Zinc finger protein 428 OS=Mus musculus |
Myosin light chain 1/3, skeletal muscle isofo
2-oxoisovalerate dehydrogenase subunit al
Membrane-associated phosphatidylinositol
Neuroligin 4-ike OS=Mus musculus (Mouse
Oxysterol-binding protein 1 OS=Mus musct
WD repeat-containing protein 6 OS=Mus m
Caseinolytic peptidase B protein homolog ¢
CDKN2A-interacting protein OS=Mus musc
C-Maf-inducing protein OS=Mus musculus
Culin-2 OS=Mus musculus (Mouse) GN=Ct
DnaJ homolog subfamily A member 3, mitoc
Guanylate cyclase soluble subunit beta-1 ¢
Kinesin-lie protein OS=Mus musculus (Mol
Lipid phosphate phosphatase-related prote
NADH dehydrogenase [ubiquinone] 1 alph
Pre-rRNA-processing protein TSR2 homolog
Protein HID1 OS=Mus musculus (Mouse) G
Protein MEMO1 OS=Mus musculus (Mouse

trlAOAOABYWMOIAOAOABY WM Protein Pcdh9 OS=Mus musculus (Mouse)

sp|QBVE37|RCC1_MOUSE
sp|QICQBBITSN31_MOUSE
sp|Q8BYI8|K1467_MOUSE
sp|Q8R307|VPS18_MOUSE
splQ9R1Q9|VAS1_MOUSE
sp|Q4VBEB|WDR18_MOUSE
plQ9IDCT1|AKCL2_MOUSE
sp|QICAN7|RMA41_MOUSE
SpIQ9EPL2|CSTN1_MOUSE
sp|Q8K1A6|C2D1A_MOUSE
sp|QBC863|ITCH_MOUSE
5p|088630|GOSR1_MOUSE
sp|QBOUS7|RIMS3_MOUSE
sp|Q3U5Q7|CMPK2_MOUSE
sp|Q91XD6|VPS36_MOUSE

Proteins mostly identified in all 3 KI samp

Regulator of chromosome condensation O
Tetraspanin-31 OS=Mus musculus (Mouse
Uncharacterized protein KIAA1467 OS=ML
Vacuolar protein sorting-associated protein
V-type proton ATPase subunit S1 OS=Mus
WD repeat-containing protein 18 0S=Mus |
1,5-anhydro-D-fructose reductase OS=Mus
395 ribosomal protein L41, mitochondrial C
Calsyntenin-1 OS=Mus musculus (Mouse) ¢
Coiled-coil and C2 domain-containing protei
E3 ubiquitin-protein ligase Itchy OS=Mus
Golgi SNAP receptor complex member 1 O
Regulating synaptic membrane exocytosis
UMP-CMP kinase 2, mitochondrial OS=Mus
Vacuolar protein-sorting-associated protein

accession
$p|Q62446|FKBP3_MOUSE
sp|Q3UQS2|LSME1_MOUSE
SplQICPW4|ARPC5_MOUSE
5p|P19536|COX5B_MOUSE
sp|QB8BRKB|AAPK2_MOUSE
sp|QIDAWS|CNN3_MOUSE
sp|Q921M3|SF3B3_MOUSE
5p|Q64310|SURF4_MOUSE
sp|P12023|A4_MOUSE
5p|P09528|FRIH_MOUSE
spIQ9ER73|ELP4_MOUSE

description

Peptidylprolyl cis-trans isomerase FKBP3
Leucine-ich single-pass membrane protein
Actin-related protein 2/3 complex subunit 5
Cytochrome c oxidase subunit 5B, mitochor
5-AMP-activated protein kinase catalytic su
Calponin-3 OS=Mus musculus (Mouse) GN
Splicing factor 38 subunit 3 OS=Mus musc
Surfeit locus protein 4 0S=Mus musculus (|
Amyloid beta Ad protein OS=Mus musculus
Ferritin heavy chain (Feritin H subunit) (EC
Elongator complex protein 4 OS=Mus must

pIP | 1_MOUSE
splQ6PIKB|CSKI1_MOUSE
sp|070228|ATPIA_MOUSE
Sp|QBOXU3|NUCKS_MOUSE
tr/Q3UDL6|Q3UDL6_MOUSE
sp|QBVDPE|CDIPT_MOUSE
sp|QIDCHAEIF3F_MOUSE
sp|Q61771|KIF3B_MOUSE
sp|Q8VDMB|HNRL1_MOUSE
sp|P05532|KIT_MOUSE
sp|Q80Y86|MK15_MOUSE
sp|QBK2H2|OTUBB_MOUSE
sp|QICPRS|RM15_MOUSE

protein HMG-14
Caskin-1 0S=Mus musculus (Mouse) GN=C
Probable phospholipid-transporting ATPase
Nuclear ubiquitous casein and cyclin-depen
Putative uncharacterized protein OS=Mus |
CDP-diacylglycerol-inositol 3-phosphatidyltr
Eukaryotic translation initiation factor 3 subt
Kinesin-like protein KIF38 OS=Mus muscul
Heterogeneous nuclear ribonucleoprotein L
Mast/stem cell growth factor receptor Kit Ot
Mitogen-activated protein kinase 15 OS=M
OTU domain-containing protein 68 0S=Mu
39 ribosomal protein L15, mitochondrial C

protein_set_score
199.67
133.67
48.48
247.98
614
35.95
41.96
31.37
121.75
31.48
96.25
99.81
46.09
28.25
27.71
30.45
122.68
136.01
4422
81.74
27.44
27.11
28.28
3283
774
33.49
216.41
130.15
3389
322
79.13
30.26
27.31
82.56
150.92
29.4
39.69
34.62
126.41
76.83
31.28
29.42
74.12
88.08
37.23
74.63
202.99
116.4
24136
209.25
34.23
35.26
53.58
246.76
101.71
545.22
69.87
50.78
61.88
39.39
35.07
39.66
96.08
57.26
33.74
75.9
126.66
33.81
42,05
37.79
35.86
45.45
58.16
40.21
68.18
54.27
66.69
37.67

protein_set_score

462.67
43.76
407.74
205.83
214.11
395.3
371.64
264.64
199.66
144.36
181.87
126.25
413.86
430.13
100.23
3313
194.35
303.49
403.99
427.92
77.42
44.83
181.54
54.19
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0.37390
0.00000
0.00000
0.11633
0.11633
0.11616
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11658
0.11658
0.11658
0.11658
0.11658
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

Ki-scr/ WT-scr

ratio
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

Kiscr/ WT-scr
pvalue ratio
0.20979 225
0.53700 2.00
0.08549 2.00
0.13834 3.00
0.24678 2.00
0.63254 233
0.11271 2.50
0.05589 5.00
0.05589 5.00
0.23081 5.00
0.39558 3.00
0.36569  4.00
0.36569  4.00
0.38755 3.00
0.56042 3.00
0.09359 7.00
0.04762 5.00
0.04762 5.00
0.10202  4.00
0.14051 3.00
0.14051 3.00
0.14051 3.00
0.14051 3.00
0.14051 3.00

pvalue
0.37390
0.00000
0.00000
0.11633
0.11633
0.11616
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.11658
0.11658
0.11658
0.11658
0.11658
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

pvalue
0.13932
0.38687
0.01925
0.30518
0.50489
0.06264
0.09124
0.36273
0.10961
0.51266
0.36273
051777
0.16208
0.46107
0.51777
0.07660
0.57660
0.10121
0.33286
0.03800
0.10961
0.10961
0.10136
0.46107

KI-93 / WT-scr.

KI-93 / WT-scr

WT-scr only

ratio

0.37390
0.37390
0.37390
0.11630
0.11630
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

0.37390 [AEPRNS
0.37390 [SEPRN
0.37390 [EPRN
PETEEY Ki-82 only

KI-82 / WT-scr
pvalue ratio

0.37390 | WT-scr only
0.00000 WT-scronly
0.00000 WT-scronly
0.11633 | WT-scronly
0.11633 | WT-scronly
0.11616 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.11658 | WT-scronly
0.11658 | WT-scronly
0.11658 | WT-scronly
0.11658 | WT-scronly
0.11658 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly




sp|QICZS1|AL1B1_MOUSE
SpIQICSN1T|SNW1_MOUSE
sp|F6ZDS4|TPR_MOUSE
sp|P62878|RBX1_MOUSE
sp|QBPGDO|ARAID_MOUSE
SplQ6ZWY8B|TYB10_MOUSE
sp|Q8CCB4|VPS53_MOUSE
sp|P61290|PSME3_MOUSE
p|P59325|IF5_MOUSE
sp|P19324|SERPH_MOUSE
sp|P28661|SEPT4_MOUSE
sp|P35585|AP1M1_MOUSE
sp|P15116|CADH2_MOUSE
sp|P28798|GRN_MOUSE
sp|QICQF3|CPSF5_MOUSE
sp|P45952|ACADM_MOUSE
sp|D3YZP9|CCDC_MOUSE
Sp|A2AHC3|CAMP1_MOUSE
5p|QID289|TPCEB_MOUSE
sp|Q640N2|AR13B_MOUSE
sp|Q8BIJ6|SYIM_MOUSE
sp|QBC167|PPCEL_MOUSE

Aldehyde dehydrogenase X, mitochondrial
SNW domain-containing protein 1 OS=Mus
Nucleoprotein TPR OS=Mus musculus (Mol
E3 ubiquitin-protein ligase RBX1 OS=Mus |
Alitrans retinoic acid-induced differentiation
Thymosin beta-10 OS=Mus musculus (Mou
Vacuolar protein sorting-associated protein
Proteasome activator complex subunit 3 O
Eukaryotic translation initation factor 5 0S
Serpin H1 OS=Mus musculus (Mouse) GN=
Septin4 OS=Mus musculus (Mouse) GN=S
AP-1 complex subunit mu-1 OS=Mus musc
Cadherin2 OS=Mus musculus (Mouse) GN
Granulins OS=Mus musculus (Mouse) GN=
Cleavage and polyadenylation specifcity fa
Medium-chain specific acy-CoA dehydroget
Coiled-coil domain-containing protein 6 OS
Calmodulin-regulated spectrin-associated pi
Trafficking protein particle complex subunit
ADP-ribosylation factor-ike protein 138 0S
Isoleucine—RNA ligase, mitochondrial OS=
Prolyl endopeptidase-ike OS=Mus muscul.
c2d g protein 2-ike OS=M:

|Q80X80|C2C2L._MOUSE
plQSFWK3|RHGO1_MOUSE
sp|P52196| THTR_MOUSE
sp|008529|CAN2_MOUSE
sp|P63216|GBG3_MOUSE
1r/Q8R2K3|Q8R2K3_MOUSE
Sp|QIWTS4|TEN1_MOUSE

Rho GTPase-activating protein 1 OS=Mus
Thiosulfate sulfurtransferase OS=Mus mus:
Calpain-2 catalytic subunit OS=Mus muscu
Guanine nucleotide-binding protein G(IYG(¢
Single-stranded DNA-binding protein OS=h
Teneurin-1 0S=Mus musculus (Mouse) GN

pl [MPRD_MOUSE  Cation-d phosphate
sp|QIQZE7|TSNAX_MOUSE  Translin-associated protein X OS=Mus mus
1 _MOUSE  E3 ubiquitin-protein ligase MARCHS OS=M

sp|Q9JLBO|MPP6_MOUSE
sp|QBOTBE|VAT1L_MOUSE

Proteins mostl

accession

MAGUK p55 subfamily member 6 OS=Mus
Synaptic vesicle membrane protein VAT-1

description

sp|P26638|SYSC_MOUSE

RNA ligase, 0S=Mus 1

trlADA087WNW3|AOAO87WNWS Kinectin OS=Mus musculus (Mouse) GN=K

sp|Q9DORB|LSM12_MOUSE
sp|QICRB6|TPPP3_MOUSE
$plQICQS8|SCEH1B_MOUSE
1r/Q32M04|Q32M04_MOUSE

Protein LSM12 homolog OS=Mus musculu:
Tubulin polymerization-promoting protein fal
Protein transport protein Secé1 subunit bet
Prps1i1 protein OS=Mus musculus (Mouse

pQ9D7GO| 1_MOUSE
5p|Q99LD4|CSN1_MOUSE
sp|008585|CLCA_MOUSE
sp|P35235|PTN11_MOUSE
spIQIDBR1|XRN2_MOUSE
5p|035621|PMM1_MOUSE
splQ3UGS4|F195B_MOUSE
sp|Q9JKV1|ADRM1_MOUSE
splQ3UJBY|EDCA_MOUSE
sp|P21126|UBL4A_MOUSE
SplQICWO3|SMC3_MOUSE
sp|Q3UTJ2|SRBS2_MOUSE
sp|Q9Z1R2[BAGE_MOUSE
sp|P56376|ACYP1_MOUSE
$p|Q9Z1Q2|ABHGA_MOUSE
sp|Q9JLNI|MTOR_MOUSE
sp|Q9D1Q4|DPM3_MOUSE
sp|Q8CG72|ARHL2_MOUSE
sp0B89IBINOE1_MOUSE
sp|Q8BGS2|BOLA2_MOUSE
sp|Q8BWA1|PMGT2_MOUSE
sp|035393|EFNB3_MOUSE
splQ9D2N4|DTNA_MOUSE
sp|Q8BGX2|CS052_MOUSE

Ribose-phosph 1c
COP9 signalosome complex subunit 1 0S=
Clathrin light chain A OS=Mus musculus (M
Tyrosine-protein phosphatase non-receptor
53" exoribonuclease 2 OS=Mus musculus
Phosphomannomutase 1 OS=Mus muscult
Protein FAM1958 OS=Mus musculus (Mou
Proteasomal ubiquitin receptor ADRM1 OS
Enhancer of mRNA-decapping protein 4 O
Ubiquitin-like protein 4A OS=Mus musculus
Structural maintenance of chromosomes prc
Sorbin and SH3 domain-containing protein
Large proline-fich protein BAGE OS=Mus n
Acylphosphatase-1 OS=Mus musculus (Mo
Abhydrolase domain-containing protein 16/
Serine/threonine-protein kinase mTOR OS:
Dolichol-phosphate mannosyltransferase s.
Poly(ADP-ribose) glycohydrolase ARH3 OS
Noelin OS=Mus musculus (Mouse) GN=Offi
BolA-like protein 2 OS=Mus musculus (Mo.
Protein O-inked-mannose beta-1,4-N-acety
Ephrin-B3 0S=Mus musculus (Mouse) GN=
Dystrobrevin alpha OS=Mus musculus (Mot
Uncharacterized protein C190rf52 homolog

Sp|QBCH P1S_MOUSE
sp|P61963|DCAF7_MOUSE
sp|P48024|EIF1_MOUSE
sp|QOVEB2|CPNE7_MOUSE
$p|Q9IDC50/0CTC_MOUSE
accession
sp|P97855/G3BP1_MOUSE
trlD3YXZ3|D3YXZ3_MOUSE
Sp|Q9JJUS|SH3L1_MOUSE
sp|QIWUAB|AKT3_MOUSE
p|QIQZIB|SERCT_MOUSE
5p|Q3UMR5|MCU_MOUSE
plQ9DCZ4|MIC26_MOUSE
sp|QBVHIB|WASF3_MOUSE
SpIQIROP4|SMAP_MOUSE
sp|QJLJ2|ALIAT_MOUSE
sp|P41241|CSK_MOUSE
trlF8VPUB|F8VPUS_MOUSE
$p|Q9D358|PPAC_MOUSE
triM1VHG6|M1VHG6_MOUSE
tr/B2RWW6|B2RWW6_MOUSE

Proteins mostl

accession
p|Q99LO4|DHRS 1_MOUSE
sp|Q99KK7|DPP3_MOUSE
Sp|Q7TNC4|LC7L2_MOUSE
sp|Q8BTI8|SRRM2_MOUSE
plQ9QYSYIQKI_MOUSE
sp|P70399|TP53B_MOUSE
$p|055142|RL35A_MOUSE
sp|Q99KV1|DJB11_MOUSE
plQICYN2|SPCS2_MOUSE
sp|P60229|EIF3E_MOUSE
splQ8VH51|RBM39_MOUSE
sp|QID3P8|PLRKT_MOUSE
1r/Q91XH6|Q91XHE_MOUSE
sp|QIDC28|KC1D_MOUSE
spQ9D164|FXYD6_MOUSE
sp|Q8CO15|PAK7_MOUSE
sp|P70297|STAM1_MOUSE
sp|P46978|STT3A_MOUSE
tr/A3KGRI|A3KGR9_MOUSE
sp|Q920L1|FADS1_MOUSE
splQBCOTS|SITL1_MOUSE
sp|QICQV1|TIM16_MOUSE
splQBCGF7|TCRG1_MOUSE
sp|Q99L43|CDS2_MOUSE
sp|035449|PRRT1_MOUSE
sp|070318|E41L2_MOUSE
$p|035344|IMA4_MOUSE
5p|Q99P47|CNTP4_MOUSE
accession
sp|Q8BHE3|ATCAY_MOUSE
tr|E9PV26|E9PV26_MOUSE
sp|Q91Y86|MK08_MOUSE
sp|P01942|HBA_MOUSE
5p|Q80U28|MADD_MOUSE
sp|P61620[S61A1_MOUSE
sp|Q99UP7|GGT7_MOUSE

Proteins mostly identified in 2 KI samples with ratio>2

d protein 1S 0S=Mus
DDB1-and CUL4-associated factor 7 OS=I
Eukaryotic translation initiation factor 1 OS
Copine-7 0S=Mus musculus (Mouse) GN=(
Peroxisomal camitine O-octanoyltransferase
description

Ras GTPase-activating protein-binding prot
Kinesin light chain 2 0S=Mus musculus (Vi
SH3 domain-binding glutamic acid-rich-like f
RAC-gamma sefine/threonine-protein kinast
Serine incorporator 1 0S=Mus musculus (\
Calcium uniporter protein, mitochondrial O€
MICOS complex subunit Mic26 OS=Mus mi
Wiskott-Aldrich syndrome protein family men
Small acidic protein OS=Mus musculus (Mo
4-trimethylaminobutyraldehyde dehydrogen
Tyrosine-protein kinase CSK 0S=Mus mus:
Protein Usp9y OS=Mus musculus (Mouse)
Low molecular weight phosphotyrosine prot
Metastasis-associated protein MTA1 isofom
GCN1 general control of amino-acid synthe:

description

Dehydrogenase/reductase SDR family mem
Dipeptidyl peptidase 3 OS=Mus musculus (
Putative RNA-binding protein Luc7-ike 2 O
Serine/arginine repetitive matrix protein 2 C
Protein quaking OS=Mus musculus (Mouse
Tumor suppressor p53-binding protein 1 O
60S ribosomal protein L35a OS=Mus musc
DnaJ homolog subfarmily B member 11 0S
Signal peptidase complex subunit2 OS=M
Eukaryotic translation initiation factor 3 subt
RNA-binding protein 39 OS=Mus musculus
Plasminogen receptor (KT) 0S=Mus musc.
Vesicle transport through interaction with t<
Casein kinase | isoform delta OS=Mus mus
FXYD domain-containing ion transport regu
Serine/threonine-protein kinase PAK 7 0S
Signal transducing adapter molecule 1 OS
Dolichykdiphosphooligosaccharide-protein
Minor histocompatibilty antigen H13 OS=M
Fatty acid desaturase 1 0S=Mus musculus
Signal-induced proliferation-associated 1-ik
Mitochondrial import inner membrane transic
Transcription elongation regulator 1 OS=M
Phosphatidate cytidylyltransferase 2 0S=N
Proline-rich transmembrane protein 1 0S=)
Band 4.1-like protein 2 OS=Mus musculus
Importin subunit alpha< OS=Mus musculu:
Contactin-associated protein-ike 4 0S=Mu
description

Caytaxin OS=Mus musculus (Mouse) GN=£
Protein P36 0S=Mus musculus (Mouse) C
Mitogen-activated protein kinase 8 OS=Mu
Hemoglobin subunit alpha OS=Mus muscu
MAP kinase-activating death domain proteit
Protein transport protein Secé1 subunit alpl
Gamma-glutamyliransferase 7 0S=Mus mu

identified in 2 KI samp

238.57
157.16
516.72
249.53
111.03
50.85
368.25
236.97
262.68
423.01
73.19
371.45
722.08
105.04
328.12
245.23
394.22
126.45
98.89
4211
394.82
300.71
335.14
521.51
112.69
631.28
321.26
27212
143.82
158.52
152.02
118.79
255.94
480.92

protein_set_score
780.7
1013.28
206.61
215.74
189.27
246.28
485.45
438.2
475.81
523.27
318.69
223.36
117.56
267.16
413.54
134.25
107.9
120.01
383.14
199.17
46.11
204.82
51.77
102.08
47.05
87.3
137.4
201
183.51
203.64
478.51
218.77
104.88
172.52
180.36
protein_set_score
411.37
549.8
337.98
208.65
117.01
272.77
162.19
309.93
186.1
434.4
150.48
297.99
273.58
186.79
271

protein_set_score
384.42
836.23
247.03
408.94
17147
299.38
210.96
291.12
233.49
582.58
392.66
142.28
375.09
157.03
213.89
132.77
210.83
177.48
124.67

protein_set_score

289.26
196.17
24074
50.48
384.39
243.25
109.69

accession
sp|Q6RB91|NEB2_MOUSE
sp|QBK2K6|AGFG1_MOUSE
sp|P63213|GBG2_MOUSE

description

Neurabin-2 OS=Mus musculus (Mouse) GN
Arf-GAP domain and FG repeat-containing
Guanine nucleotide-binding protein G(IYG(¢

protein_set_score
952.05
276.36
473.34

EOREEEORII .

identified in 2 KI samples with ratio>2
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2
1
2
2
i
2
2

3
2
3

0.14051
0.54855
0.25139
0.27034
0.40150
0.71684
0.71684
0.57091
0.57091
0.06504
0.42855
0.43352
0.02307
0.66021
0.06536
0.09274
0.10072
0.52049
0.52049
0.34038
0.25942
0.68498
0.12041
0.29949
0.61020
0.63202
0.08498
0.06191
0.40296
0.15088
0.15088
0.58510
0.58510
052176

3.00
2.00
6.00
4.00
3.00
2.00
2.00
2.00
2.00
2.67
2.00
2.50
4.50
2.00
8.00
4.00
4.00
2.00
2.00
4.00
4.00
2.00
3.50
2.50
2.00
2.00
6.00
5.00
3.00
3.00
3.00
2.00
2.00
4.00

Kiscr/ WT-scr

pvalue
0.11313
0.01802
0.29632
0.49842
0.46486
0.57091
0.57091
0.57091
0.05411
0.00015
0.13066
0.11271
0.00997
0.05918
0.39558
0.04762
0.04762
0.10292
0.38552
0.14051
0.14051
0.54855
0.71684
0.40463
0.57091
0.57091
0.57091
0.57091
0.12048
0.54185
0.13187
0.40296
0.15088
0.56228
0.40977
pvalue
0.26621
0.01073
0.11954
0.28730
0.38552
0.71684
0.57091
0.42855
0.35674
0.04955
0.10072
0.12048
0.18968
0.11606
0.58510

ratio
2.00
3.25
2.25
2.00
2.00
2.00
2.00
2.00
3.75
2.00
2.50
2.50
6.00
5.00
3.00
5.00
5.00
4.00
3.00
3.00
3.00
2.00
2.00
3.00
2.00
2.00
2.00
2.00
3.00
2.00
4.00
3.00
3.00
2.00
3.00
ratio
2.00
4.00
2.50
2.00
3.00
2.00
2.00
2.00
4.00
7.00
4.00
3.00
7.00
4.00
2.00

Kiscr | WT-scr
pvalue  ratio
0.16456 2.00
0.16456 2.00
0.31237 2.00
0.34793 3.00
0.59745 2.00
0.22277 3.00
0.31047 2.00
0.19989 2.00
0.13515 267
0.10151 2.50
0.47497 2.00
0.38212 2.50
0.12676 4.00
0.39558 3.00
0.67625 2.00
0.67625 2.00
0.11083 4.00
0.54855 2.00
0.54855 2.00
0.54855 2.00
0.58627 3.00
0.57091 2.00
0.57091 2.00
0.12048 3.00
0.52049 2.00
0.68498 2.00
0.15088 3.00
0.58510 2.00
pvalie ratio
0.54855 2.00
0.54855 2.00
0.70221 2.00
0.66021 2.00
0.09274 4.00
0.52049 2.00
0.56228 2.00

Ki-scr/ WT-scr
WT Kiscr Ki-93 Ki-82  pvalue

0.36301
0.58762
0.67540

ratio
1.83
1.67
0.67

0.46107
0.35515
0.03800
0.35515
0.63776
0.57660
0.46107
0.70178
0.63776
0.11675
0.48634
0.34901
0.02437
0.68457
0.36573
0.68457
0.14897
0.47695
0.43725
0.68457
0.68457
0.32861
0.30560
0.47285
0.18145
0.40254
0.33372
0.34732
0.25543
0.52560
0.52560
0.37023
0.65614
0.58200

KI-93 / WT-scr

pvalue
0.07586
0.23380
0.27066
0.45623
0.58085
0.17286
0.17286
0.38442
0.39992
0.03218
0.51848
0.23261
0.24831
0.70178
0.24831
0.51266
0.64890
0.37590
0.70178
0.70178
0.50267
0.07029
0.51266
0.15226
0.70178
0.50267
0.50267
0.34108
0.08618
0.32861
0.71022
0.52560
0.51533
0.35175
0.51533

pvalue
0.21310
0.50254
0.45410
0.23261
0.50267
0.34569
0.10136
0.31473
0.47695
0.34771
0.48634
0.48634
0.43725
0.25543
0.71022

ratio

KI-93 / WT-scr
pvalue ratio
009538 150
063863 075
070316 133
082564 150
092930 1.00
092930 1.00
053196 167
022141 133
007873 167
096234 1.00
063742 150
090349 1.00
096559 1.00
096559 1.00
096559 1.00
093674 1.00
096559 1.00
096559 1.00
096559 1.00
093674 1.00
093674 1.00
096559 1.00
093674 1.00
091265  1.00
099012 1.00
093075 1.00
095400  1.00
096663 1.00
pvalue  ratio
065549 050
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390 | WT-scr only.

KI-93 / WT-scr.

pvalue
0.11801
0.45623
0.04509

ratio

0.31942

KI-82 / WT-scr
pvalue ratio
0.06052 1.67
0.16661 1.75
0.70367 1.25
0.92559 1.00
0.67364 1.50
0.93079 1.00
0.93079 1.00
0.80194 1.50
0.24545 1.75
0.31920 167
0.98271 1.00
0.90617 1.00
0.99229 1.00
0.99229 1.00
0.99229 1.00
0.91525 1.00
0.91525 1.00
0.99229 1.00
0.99229 1.00
0.99229 1.00
0.99229 1.00
0.91525 1.00
0.91525 1.00
0.99229 1.00
0.99229 1.00
0.99229 1.00
0.99229 1.00
0.91525 1.00
0.98315 1.00
0.86966 1.00
0.98065 1.00
0.98065 1.00
0.90433 1.00
0.92666 1.00
0.98065
pvalue ratio
0.25286 0.25
0.52365 0.50
0.52365 0.50
0.50359 0.50
0.37390
0.37390
0.37390
0.68938
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

0.46591
0.23092
0.59965
0.44226
0.47760

KI-82 | WT-scr



trlQ3UA53|Q3UA53_MOUSE
$p|Q02819]NUCB1_MOUSE
sp|Q8BIW1|PRUNE_MOUSE
sp|P61021|RABSB_MOUSE
sp|QID1K2|VATF_MOUSE
spla |MPI_MOUSE

Putative uncharacterized protein OS=Mus |
Nucleobindin-1 OS=Mus musculus (Mouse}
Protein prune homolog OS=Mus musculus
Ras-related protein Rab-58 OS=Mus musci
V-type proton ATPase subunit F OS=Mus |

sp|Q2L4X1[BZW2_MUSMM
sp|Q9JM14|NTSC_MOUSE
sp|Q6P4T2|U520_MOUSE
sp|P47955|RLA1_MOUSE
sp|Q8K019|BCLF1_MOUSE
$plQ9ICQCE|BZW1_MOUSE

phosphate isomerase OS=Mus
Basic leucine zipper and W2 domain-contai
5/(3'}deoxyribonucleotidase, cytosolic type
Us small nuclear ribonucleoprotein 200 kDa
60S acidic ribosomal protein P10S=Mus n
Bcl2-associated transcription factor 1 0S=
Basic leucine zipper and W2 domain-contail

Pl [MT1_MOUSE
1/Q3U935/Q3U935_MOUSE
sp|Q8HWI8|IGLO5_MOUSE
sp|Q810A7|DDX42_MOUSE
sp|Q8K2T1|NMRL1_MOUSE
accession
sp|P03930|ATP8_MOUSE
sp|Q58AG5|JIP4_MOUSE

0S=Mus musculus (Mous
Putative uncharacterized protein OS=Mus |
IgLON family member 5 OS=Mus musculus
ATP-dependent RNA helicase DDX42 0S=
NmrA-ike family domain-containing protein
description

ATP synthase protein 8 OS=Mus musculus
C-Jun-amino-terminal kinase-interacting pro

spIC DE_MOUSE
$pQ9Z2D0|MTMRY_MOUSE
sp|Q9QX47|SON_MOUSE
sp|P47226|TES_MOUSE
5p|035215|DOPD_MOUSE
$p|Q9.JJ28|FLI_MOUSE
sp|QICZRB|EFTS_MOUSE

265 non-ATPase regulatory su
Myotubularin-related protein 9 OS=Mus mu
Protein SON OS=Mus musculus (Mouse) G
Testin OS=Mus musculus (Mouse) GN=Tes
D-dopachrome decarboxylase OS=Mus mu
Protein flightless-1 homolog OS=Mus musc
Elongation factor Ts, mitochondrial OS=Mu

781.64
3472
748.56
738.82
262.28
431.28
307.81
133.86
729.79
124.65
173.04
394.28
146.28
334.95
180.88
27759
128.41
protein_set_score
99.57
230.48
322.58
24267
95.09
97.03
197.34
81.27
100.94

PO

o . (TS

Proteins mostly identified in the Kl-scr sample with ratio>2:

accession
sp|P05132|KAPCA_MOUSE
sp|P24270|CATA_MOUSE

description
cAMP-dependent protein kinase catalytic st
Catalase OS=Mus musculus (Mouse) GN=(

pl |PSB4_MOUSE
sp|P26043|RADI_MOUSE
5p|Q9Z1X4|ILF3_MOUSE
tr/B1AWEO|B1AWEO_MOUSE
sp|Q91VR7|MLP3A_MOUSE
SplQ8BWT|THIM_MOUSE

subunit beta type-4 OS=Mus 1
Radixin OS=Mus musculus (Mouse) GN=Rc
Interleukin enhancer-binding factor 3 0S=1
Clathrin light chain A OS=Mus musculus (M
Microtubule-associated proteins 1A/1B light
3-ketoacyl-CoA thiolase, mitochondrial 0S:

splQ | _MOUSE  EPM2A-interacting protein 1 OS=Mus musc
sp|P29391|FRIL1_MOUSE ~ Feritin light chain 1 OS=Mus musculus (Mc

Q JA_MOUSE ~ N. 0s:
splQ _MOUSE N i I 0S=Mus

sp|QICPY7|AMPL_MOUSE
p|QIDCJ5|NDUAS_MOUSE
sp|P30681|HMGB2_MOUSE
splQ99JF8|PSIP1_MOUSE
sp|QID1QB|ERP44_MOUSE

Cytosol aminopeptidase OS=Mus musculu
NADH dehydrogenase [ubiquinone] 1 alphe
High mobility group protein B2 OS=Mus m.
PC4 and SFRS1-interacting protein OS=M:
Endoplasmic reticulum resident protein 44 1

os:
N- os:

3
Sp|QBZWX6|IF2A_MOUSE
5p|P97820|M4K4_MOUSE

s, 1_MOUSE

Eukaryotic translation initiation factor 2 subt
Mitogen-activated protein kinase kinase kin:
like kinase 1 OS=Mus musculus

sp|Q8BJY1|PSMD5_MOUSE
sp|070305|ATX2_MOUSE
5p|Q99JY8|LPP3_MOUSE
sp|Q9JKAB|SHLB1_MOUSE
5p|Q99JIS|THTM_MOUSE
sp|P27545|CERS1_MOUSE
5p|008759|UBE3A_MOUSE
$plQ91V64[ISOC1_MOUSE

26S proteasome non-ATPase regulatory su
Ataxin2 OS=Mus musculus (Mouse) GN=A
Lipid phosphate phosphohydrolase 3 0S=
Endophiin-B1 OS=Mus musculus (Mouse)
3-mercaptopyruvate sulfurtransferase OS=|
Ceramide synthase 1 OS=Mus musculus (A
Ubiquitin-protein ligase E3A OS=Mus musc
Isochorismatase domain-containing protein
e

|QID855/QCR7_MOUSE
sp|P70168(IMB1_MOUSE
sp|P51410|RL9_MOUSE
sp|Q6PEX1|SNX6_MOUSE
5p|Q922D8|C1TC_MOUSE
SplQIES28|ARHG7_MOUSE
5p|P62307|RUXF_MOUSE

hrome b-c1 complex subunit 7 OS=M
Importin subunit beta-1 OS=Mus musculus
60S ribosomal protein L9 OS=Mus muscult
Sorting nexin6 OS=Mus musculus (Mouse
C-i-tetrahydrofolate synthase, cytoplasmic
Rho guanine nucleotide exchange factor 7
Small nuclear ribonucleoprotein F OS=Mus

splQ M2_MOUSE
5p|035633|VIAAT_MOUSE
splQICQRE|PPPE_MOUSE
sp|Q99UF5|MVD1_MOUSE
sp|054983|CRYM_MOUSE
5p|Q8K4Z3|NNRE_MOUSE
spQBRA404|MIC13_MOUSE
5p|P24547|IMDH2_MOUSE
splQ7TT37|ELP1_MOUSE
sp|070378|EMC8_MOUSE
tr/A1L338|A1L338_MOUSE
sp|A2A690|TANC2_MOUSE
sp|QBVCI5|PEX19_MOUSE
sp|P42208|SEPT2_MOUSE
sp|P70398|USPOX_MOUSE
sp|009167|RL21_MOUSE
SpIQOIMNTISYK_MOUSE
sp|P60521|GBRL2_MOUSE
sp|P48320|DCE2_MOUSE
sp|P06797|CATL1_MOUSE
p|Q921L3|TMCO1_MOUSE
sp|Q8BK64|AHSAT_MOUSE
sp|Q9JHI5|IVD_MOUSE
sp|P53986|MOT1_MOUSE
sp|Q8BFT|SVOP_MOUSE
sp|Q3TCN2|PLBL2_MOUSE
Sp|Q9IPLE|UBXNG_MOUSE
sp|QIERB8|RT29_MOUSE
sp|QBOT41|GABR2_MOUSE
sp|Q69ZHI|RHG23_MOUSE
$p|Q9JHQS|LZTL1_MOUSE
sp|P97315|CSRP1_MOUSE
SpIQIRONS|SYT5_MOUSE
5p|Q61772|EPHA7_MOUSE
1r/Q8C2W4|Q8C2W4_MOUSE
sp|QSIRJE|ZNTI_MOUSE
sp|P70318[TIAR_MOUSE
accession
5p|Q9JJK2|LANC2_MOUSE
5p|070311|NMT2_MOUSE
tr/B2RY15|B2RY15_MOUSE
trIADAOABYXVEAOAOABYXVS
pIQ3UHB1|NT5D3_MOUSE
sp|Q8KOU4|HS12A_MOUSE
1r/Q3V3S8|Q3V3S8_MOUSE
trlADAOABYY83|AOAOABY Y3
Sp|Q3TCJ1|F1758_MOUSE
trlAOA0B7WSABIADAOB7WSAG.
SplQICRD2|EMC2_MOUSE
sp|Q4V9Z5|SE6L2_MOUSE
sp|Q8VDQ8|SIR2_MOUSE
5p|070252|HMOX2_MOUSE
p|QICZJ2|HS 12B_MOUSE
sp|Q8K212|PACS1_MOUSE
1r/Q80XUS|Q80XUS_MOUSE
sp|QBNZC7|S23IP_MOUSE
plQICY50|SSRA_MOUSE
sp|QICYRB|AGM1_MOUSE
splQ8BG18|NECAT_MOUSE
sp|QIWVA3|BUB3_MOUSE
$p|Q01279|EGFR_MOUSE
accession

Sp|QB.JZU2| TXTP_MOUSE
5p|070589|CSKP_MOUSE
sp|P47758|SRPRB_MOUSE
5p|035551|RABE1_MOUSE
splQ6GQTIINOMOT_MOUSE
sp|P47708|RP3A_MOUSE
splQICRY7|GDPD1_MOUSE
sp|070503|DHB12_MOUSE
$plQ9CQ22|LTOR1_MOUSE

2 0S=Mus musculus (Mouse) ¢
Vesicular inhibitory amino acid transporter ¢
Serine/threonine-protein phosphatase 6 ca
Diphosphomevalonate decarboxylase 0S=
Ketimine reductase mu-crystallin OS=Mus r
NAD(P)H-hydrate epimerase OS=Mus must
MICOS complex subunit MIC13 OS=Mus m
Inosine-5'-monophosphate dehydrogenase
Elongator complex protein 1 OS=Mus must
ER membrane protein complex subunit 8 C
Rapgef1 protein OS=Mus musculus (Mous
Protein TANC2 OS=Mus musculus (Mouse!
Peroxisomal biogenesis factor 19 OS=Mus
Septin-2 OS=Mus musculus (Mouse) GN=S
Probable ubiquitin carboxyl-terminal hydrola
60S ribosomal protein L21 0S=Mus muscu
Lysine~tRNA ligase OS=Mus musculus (Mc
Gamma-aminobutyric acid receptor-associal
Glutamate decarboxylase 2 OS=Mus musc
Cathepsin L1 OS=Mus musculus (Mouse) ¢
Transmembrane and coiled-coil domain-con
Activator of 90 kDa heat shock protein ATP
Isovaleryl-CoA dehydrogenase, mitochondri
Monocarboxylate transporter 1 0S=Mus mt
Synaptic vesicle 2-related protein OS=Mus
Putative phospholipase Bike 2 0S=Mus n
UBX domain-containing protein 6 OS=Mus.
288 ribosomal protein $29, mitochondrial ¢
Gamma-aminobutyric acid type B receptor s
Rho GTPase-activating protein 23 OS=Mut
Leucine zipper transcription factor-ike prote
Cysteine and glycine-rich protein 1 OS=Mu
Synaptotagmin-5 OS=Mus musculus (Mous
Ephrin type-A receptor 7 0S=Mus musculu
RIKEN cDNA 2610528K11, isoform CRA_b
Zinc transporter 9 0S=Mus musculus (Mou
Nucleolysin TIAR OS=Mus musculus (Mous
description

LanC-ike protein 2 OS=Mus musculus (Mor
Glycylpeptide N-tetradecanoyltransferase 2
Tin2 protein OS=Mus musculus (Mouse) GI
Calmodulin-regulated spectrin-associated pi
5tnucleotidase domain-containing protein
Heat shock 70 kDa protein 12A° OS=Mus
Putative uncharacterized protein OS=Mus |
Protein Pcdh? 0S=Mus musculus (Mouse)
BRISC complex subunit Abro1 OS=Mus mt
Protein Gm7356 OS=Mus musculus (Mous:
ER membrane protein complex subunit 2 C
Seizure 6-iike protein 2 0S=Mus musculus
NAD-dependent protein deacetylase sirtuin
Heme oxygenase 2 0S=Mus musculus (Mc
Heat shock 70 kDa protein 128 0S=Mus
Phosphofurin acidic cluster sorting protein 1
Ogt protein 0S=Mus musculus (Mouse) GN
SEC23-interacting protein OS=Mus muscul
Translocon-associated protein subunit alph:
Phosphoacetylglucosamine mutase OS=M
Nerminal EF-hand calcium-binding protein
Mitotic checkpoint protein BUB3 OS=Mus
Epidermal growth factor receptor OS=Mus |

Tricarboxylate transport protein, mitochondr
Peripheral plasma membrane protein CASK
Signal recognition particle receptor subunit
Rab GTPase-binding effector protein 1 OS
Nodal modulator 1 0S=Mus musculus (Mot
Rabphiin-3A 0S=Mus musculus (Mouse) G
Glycerophosphodiester phosphodiesterase
Very-long-chain 3-oxoacyl-CoA reductase (
Ragulator complex protein LAMTOR1 O

plQ | _MOUSE
sp|Q3UEB3|PUF60_MOUSE
trlA2AE27|A2AE27_MOUSE
pQICX30]YIF1B_MOUSE
sp|Q91VR8|BRK1_MOUSE
sp|Q9D823|RL37_MOUSE
splQX |GAPD1_MOUSE

ted protein 29 O
Poly(Ubinding-splicing factor PUF60 OS=I
AMP deaminase 2 (Adenosine monophosp!
Protein YIF1B OS=Mus musculus (Mouse)
Protein BRICK1 OS=Mus musculus (Mouse
60S ribosomal protein L37

splQB8BNY6|NCS1_MOUSE
sp|QIEPWO|INP4A_MOUSE
splQ9DCT5|SDF2_MOUSE

GTP: ctivating protein and VPS9 doma
Neuronal calcium sensor 1 OS=Mus muscu
Type | inositol 3,4-bisphosphate 4-phospha
Stromal cell-derived factor 2 0S=Mus musc

protein_set_score
1235.28
915.52
536.16
754.21
684.57
520.43
305.94
1089.63
713.91
467.27
281.81
201.79
432.04
395.3
398.21
886.27
450.38
98.03
98.03
738.34
539.88
658.48
600.74
520.43
288.01
459.95
562.53
207.92
394.52
330.11
342.26
1324.1
521.21
513.48
605.33
664.93
206.43
249.32
432.39
397.65
327.06
440.04
274.74
178.59
305.06
513.58
224.72
81.27
137.87
149.88
656.82
1327.75
374.14
828.57
306.85
695.2
142.02
247.44
468.53
392.18
154.28
210.84
172.94
232.49
163.06
119.92
80.75
228.03
186.13
237.89
190.89
167.53
56.32
177.34
protein_set_score
639.47
505.69
1060.49

protein_set_score
512.45
912.39
246.11
628.84
400.81
427.92
226.72
426.86
121.84
138.59
399.98
158.14
55.28
75.6

32.89
351.26
187.27
399.55
107.73
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3 3
3 3
3 3
3 3
3 3
3 2
2 3
33
3 3
2 3
2 2
2 2
3 3
1 2
1 2
2 2
1 2
K93 KI-82
3 2
3 2
2 1
2 3
1 1
2 3
2 1
2 3
2 2
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0.19235
0.41806
0.66322
0.70674
0.39107
0.65202
0.68781
0.93454
0.99759
0.99759
0.94510
0.94510
0.43345
0.97304
0.96951
0.99076
0.95341
pvalue
0.64280
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

1.83
1.50
1.67
0.80
1.67
1.50
1.50
1.00
1.00
1.00
1.00
1.00
1.50
1.00
1.00
1.00
1.00
ratio
0.50

WT-scr only

WT-scr only

WT-scr only

WT-scr only

WT-scr only

WT-scr only

WT-scr only

WT-scr only

Kl-scr / WT-scr
pvalie  ratio
000132 206
0.04811 229
001786 2.09
0.01299 2.00
0.06607 2.00
0.09260 2.00
001669 2.00
0.15926 2.00
0.07917 2.00
0.26366 2.00
0.08997 217
0.03073 240
000921 220
0.26326 2.00
0.16740 271
0.16609 217
0.07669 2.80
0.07963 225
0.07963 2.25
0.10592 275
0.16827 2.00
0.11230 2.00
0.15439 3.00
0.31005 2.00
0.28706 233
0.29559 267
0.32888 2.00
0.27635 2.00
0.46624 2.00
0.62029 2.00
0.05965 214
0.12581 240
0.09172 2.00
0.13645 220
0.00809 225
0.19358 225
0.12151 233
0.29248 2.00
0.25917 2.50
0.00961 233
0.00961 233
0.56979 2.00
0.41003 2.00
0.23659 2.00
0.33221 2.00
0.26908 2.00
0.14051 3.00
0.54855 2.00
0.40463 3.00
0.57091 2.00
0.12479 2.40
0.11675 220
0.23131 2.00
0.10228 240
0.17368 2.00
0.39419 2.00
0.25709 2.50
0.52872 2.00
0.26072 2.20
0.33537 2.00
0.24427 2.00
0.37324 250
0.66021 2.00
0.10072 4.00
0.12048 3.00
0.50939 2.00
0.69898 2.00
0.38855 3.00
0.54185 2.00
0.68498 2.00
0.11606 4.00
0.58510 2.00
0.58510 2.00
0.71065 2.00
ratio

233

225

217

2.00

2.00

233

2.00

0.10292 4.00
0.38552 3.00
0.53700 2.00
0.57091 2.00
0.08823 2.67
0.25263 250
0.36933 3.00
0.52049 2.00
0.50939 2.00
0.38490 3.00
0.54185 2.00
0.54185 2.00
001091 6.00
0.56228 2.00
0.37362 4.00
2.00

ratio

2.00

2.00

2.00

2.00

2.00

2.00

233

2.00

2.00

2.00

.. 3.00
0.26285 4.00
0.54855 2.00
0.53700 2.00
0.40150 3.00
0.57091 2.00
0.57091 2.00
0.29598 2.00
0.44948 2.00

0.09663
0.00601
0.22131
0.22792
0.10538
0.07588
0.34853
0.21647
0.10121
0.50267
0.35515
0.51266
0.16684
0.68457
0.68457
0.38564
0.65614
pvalue
0.38442
0.10121
0.50267
0.37901
0.53646
0.46107
0.32616
0.48634
0.47285

KI-93 / WTscr
pvalue  ratio
081905  1.13
051838 129
017220 173
071371 122
030399 125
090038  1.00
045354 125
012798 1.60
086231 1.00
030556 167
047070 147
018911  1.40
053465 120
052503 0.80
066250 143
080039 133
049583 160
041635 150
041635 150
058977 125
096981  1.00
096981  1.00
053406 167
069382 067
099743 1.00
079381 067
046592 150
069501 125
072795 150
095504 1.00
064337 1.4
069174 1.40
016818  1.60
050230 140
072353 075
040170 1.75
055258 133
097743 1.00
039110 150
007873 167
047506 167
091815 1.00
039275 1.00
096234 1.00
060159 133
063719 150
096559 1.00
096559 1.00
096559 1.00
096559 1.00
042618 160
070464 1.40
082374 080
063706 0.60
042746 167
084673 075
080384 150
099012 1.00
063431 060
065231 167
062026 150
062026 150
091265  1.00
099012 1.00
099012 1.00
099012 1.00
099012 1.00
091265  1.00
099012 1.00
099012 1.00
094827 1.00
094827 1.00
096663  1.00
0.96663  1.00
pvalue  ratio
0.16333 | WT-scr only
043354 050
020168 0.7
065549 050
035814 033
015344 WT-scr only
058585 050
0.37390 | WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
036172 033
048813 050
0.37390 | WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 - WT-scr only
pvalue  ratio
076542 125
093664  1.00
093222 1.00
086183 075
096559 1.00
091175 075
054761 133
022141 133
094262 1.00
094262 1.00
094262 1.00
095504 1.00
093674 1.00
093674 1.00
093674  1.00
096559 1.00
096559 1.00
030273 167
088904  1.00

0.43133

KI-82 | WT-scr
pvalue  ratio
088718 0.88
007027 164
0.15307 155
012673 133
075964 125
052327 1.00
047642 125
0.08200  1.90
049230 1.14
0.85635  1.00
050198 150
003853  1.60
066877 0.80
0.16600  1.40
077068 0.71
091073 1.00
024052 1.60
057922 150
057922 150
0.49505 125
031863 133
030029 150
060060 167
0.86894  1.00
072684 067
049632 133
051920 125
073387 125
068621 150
061012 150
067312 129
021639 1.70
094650 1.00
021210 1.40
099803 1.00
056516 1.25
078899 1.00
0.98954  1.00
071624 125
007923 167
063688 067
055208 167
055541 133
0.56462 150
077876 067
060300 150
091525 1.00
099229 1.00
099229 1.00
099229 1.00
045241 160
0.88360  1.20
0.86471  1.00
0.83155  0.80
072794 067
0.45637 175
098315 1.00
0.80996 067
066632 0.60
099076 1.00
088294 1.00
0.88204  1.00
098315 1.00
0.89145  1.00
098315 1.00
098315 1.00
098315 1.00
098315 1.00
098315 1.00
098315 1.00
098065  1.00
090433 1.00
092666 1.00
0.92666  1.00
pvalue  ratio
063223 133
027865 175
0.66483 067
094727 1.00
073384 067
061645 133
0.89525  1.00
089308  1.00
099229 1.00
0.89308  1.00
091525 1.00
071787 067
099802  1.00
098315 1.00
0.86966  1.00
098315 1.00
098315 1.00
0.86966  1.00
0.89145  1.00
098065  1.00
090433 1.00
098065  1.00
0.98065  1.00
pvalue  ratio
0.00950  0.13
002977 033
0.44308| 033
062222 050
0.75820 | 050
054365 025
0.00000 WT-scronly
020028 033
0.11633 | WT-scronly
063679 050
0.11633 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
045435 033
0.36950 | 033



trlQ3UBW2|Q3UBW2_MOUSE
plQ9IDOWS|PPIL1_MOUSE
sp|Q8CCT4|TCALS_MOUSE
SplQIWUBA|DCTNG_MOUSE
sp|QIDC16|ERGI1_MOUSE
sp|P56387|DYLT3_MOUSE
5p|P58802|TB10A_MOUSE
p|Q9DCO7|LNEBL_MOUSE
trlADAOABYX97|AOAOABYX97
pIQ8R2U4INTM1A_MOUSE

Putative uncharacterized protein OS=Mus |
Peptidylprolyl cis-trans isomerase-ike 1 OS
Transcription elongation factor A protein-like
Dynactin subunit 6 OS=Mus musculus (Mot
Endoplasmic reticulum-Golgi intermediate cc
Dynein light chain Tctex-type 3 OS=Mus mi
TBC1 domain famiy member 10A OS=Mus
LIM zinc-binding domain-containing Nebule
Nerminal Xaa-Pro-Lys N-methyltransferase
Nerminal Xaa-Pro-Lys N-methyliransferase
A Of

Pl |ARSA_MOUSE
tr|EOCXDA4|EOCXD4_MOUSE
sp|Q8CJ61|CKLF4_MOUSE
tr|Q3TFB5|Q3TFBS_MOUSE
accession
sp|QBOTS3|AGRL3_MOUSE
sp|Q8CHO9|SUGP2_MOUSE
SplQIWTX2|PRKRA_MOUSE
trQ8BRRI|QBBRRY_MOUSE
$p|Q9Z2G6|SE1L1_MOUSE
sp|P41778|PBX1_MOUSE
sp|P38585|TTL_MOUSE
sp|Q8R3Q0|SARAF_MOUSE
sp|Q8BPG6|SUMF2_MOUSE
sp|P54823|DDX6_MOUSE
sp|008917|FLOT1_MOUSE
sp|Q9Z2Y8|PROSC_MOUSE
$plQICQZ6|NDUB3_MOUSE
5p|Q80Z38|SHAN2_MOUSE
spQBVE99|CC115_MOUSE
sp|QBOTE7|LRRC7_MOUSE
Sp|QBOW47|WIPI2_MOUSE

Mus musculus (Mouse}
Protein Pcdh1 OS=Mus musculus (Mouse)
CKLF-like MARVEL transmembrane domain
Putative uncharacterized protein OS=Mus |
description

Adhesion G protein-coupled receptor L3 O
SURP and G-patch domain-containing prote
Interferon-inducible double-stranded RNA-d
Calcium/calmodulin-dependent 3',5'cyclic n
Protein sel-1 homolog 1 OS=Mus musculus
Pre-B-cell leukemia transcription factor 1 O.
Tubulin-tyrosine ligase OS=Mus musculus
Store-operated calcium entry-associated reg
Sulfatase-modifying factor 2 OS=Mus musc
Probable ATP-dependent RNA helicase DD
Fotilin-1 OS=Mus musculus (Mouse) GN=F
Proline synthase co-transcribed bacterial hc
NADH dehydrogenase [ubiquinone] 1 beta
SH3 and multiple ankyrin repeat domains pi
Coiled-coil domain-containing protein 115 ¢
Leucine-ich repeat-containing protein 7 Of
WD repeat domain phosphoinositide-interac

sp|P22723|GBRG2_MOUSE
SpIQOWTX6|CUL1_MOUSE
sp|Q6ZPU9IKBP_MOUSE

Proteins mostly identified in the KI-93 sample with ratio>2:

acid receptor subunit
Cullin-1 0S=Mus musculus (Mouse) GN=Ct
KIF1-binding protein OS=Mus musculus (M

221.34
116.46
213.39
105.14
316.43
202.31
53.07
170.97
70.32
70.32
64.57
282.94
51.65
2116
protein_set_score
264.18
398.17
195.12
413.06
189.7
176.93
39.5
71.56
38.23
265.39
685.8
250.11
63.25
124.61
41.51
190.38
1725
162.8
403.02
190.86

accession

description

pl |AINX_MOUSE
spQ91WS0|CISD1_MOUSE
sp|P31938|MP2K1_MOUSE
1r/Q3UMG4|Q3UMG4_MOUSE
sp|P56391|CX6B1_MOUSE
sp|P28741|KIF3A_MOUSE
sp|Q8BFU3|RN214_MOUSE
splQ3UGC7|EI3JA_MOUSE
5p|Q61187|TS101_MOUSE
sp|Q8BHS8|TIPRL_MOUSE
sp|P32020|NLTP_MOUSE
sp|P28474|ADHX_MOUSE
1r|D3Z0V2|D3Z0V2_MOUSE
sp|088952|LIN7C_MOUSE
5p|Q922Q8|LRC59_MOUSE
sp|Q8BLB6|MBLC2_MOUSE
sp|A2AN0B|UBR4_MOUSE
sp|P26369|U2AF2_MOUSE
sp|Q9JIXB|ACINU_MOUSE
1r/Q9D419|Q9ID4I9_MOUSE
5p|Q9Z2WI|GRIA3_MOUSE
splQ9ID2ROJAACS_MOUSE
sp|QI9PVO|PRPB_MOUSE
sp|P62315|SMD1_MOUSE
1r/Q923F1|Q923F1_MOUSE
SpIQBOUM3|NAA15_MOUSE
sp|QIWUP7|UCHL5_MOUSE
sp|Q7TPD3|ROBO2_MOUSE
sp|Q8BLR2|CPNE4_MOUSE
SplQIWVBO|SNX1_MOUSE
sp|P48036|ANXA5_MOUSE
Sp|QBBT60|CPNE3_MOUSE
accession
sp|P46664|PURA2_MOUSE
5p|054879|HMGB3_MOUSE
sp|P70699|LYAG_MOUSE
sp|Q8BLI7|SRSF7_MOUSE
sp|P29595|NEDDS_MOUSE
5p|Q640R3|HECAM_MOUSE
splQBCJGO/AGO2_MOUSE
5p|Q9QZC2|PLXC1_MOUSE
SplQ9INB7|RTO5_MOUSE
5p|Q9Z140|CPNE6_MOUSE
Sp|Q8.JZW4|CPNES_MOUSE
accession
SpIQOWTL7|LYPA2_MOUSE
sp|A2BDX3|MOCS3_MOUSE
sp|Q6P5H2|NEST_MOUSE
sp|Q8CIW1|VASH1_MOUSE
sp|Q8BHL3|TB10B_MOUSE
sp|Q8CF66|LTOR4_MOUSE
sp|POC192|LRC4B_MOUSE
sp|QID6Z1|NOP56_MOUSE
sp|Q61137|ASTN1_MOUSE
sp|Q8OVL1|TDRKH_MOUSE
accession
5p|Q3ULD5|MCCB_MOUSE
sp|P97355|SPSY_MOUSE
sp|QIWTP6|KAD2_MOUSE
p|Q07113|MPRI_MOUSE

Ipha-inte 0S=Mus musculus (Moust
CDGSH iron-sulfur domain-containing protei
Dual specificity mitogen-activated protein kit
Putative uncharacterized protein OS=Mus |
Cytochrome ¢ oxidase subunit 681 OS=M.
Kinesin-iike protein KIF3A OS=Mus muscul
RING finger protein 214 0S=Mus musculus
Eukaryotic translation initiation factor 3 subt
Tumor susceptibility gene 101 protein 0S=
TIP41-like protein 0S=Mus musculus (Mou:
Non-specific lipid-transfer protein OS=Mus |
Alcohol dehydrogenase class-3 OS=Mus
Rho guanine nucleotide exchange factor 7
Protein lin-7 homolog C OS=Mus musculus
Leucine-rich repeat-containing protein 59 C
Metallo-beta-lactamase domain-containing |
E3 ubiquitin-protein ligase UBR4 OS=Mus |
Splicing factor U2AF 65 kDa subunit 0S=N
Apoptotic chromatin condensation inducer i
RAB23, member RAS oncogene family, isof
Glutamate receptor 3 0S=Mus musculus (\
Acetoacety-CoA synthetase OS=Mus mus:
Pre-mRNA-processing-splicing factor 8 0S=
Small nuclear ribonucleoprotein Sm D1 0OS
Chloride channel, nucleotide-sensitive, 1A
N-alpha-acetyltransferase 15, NatA auxilary
Ubiquitin carboxyk-terminal hydrolase isozym
Roundabout homolog 2 0S=Mus musculus
Copine-4 0S=Mus musculus (Mouse) GN=(
Sorting nexin-1 0S=Mus musculus (Mouse
Annexin A5 0S=Mus musculus (Mouse) Gt
Copine-3 0S=Mus musculus (Mouse) GN=(
description

Adenylosuccinate synthetase isozyme 2 O:
High mobility group protein B3 OS=Mus mu
Lysosomal alpha-glucosidase OS=Mus mu:
Serine/arginine-rich splicing factor 7 OS=M
NEDD8 0S=Mus musculus (Mouse) GN=Ne
Hepatocyte cell adhesion molecule OS=M.
Protein argonaute-2 OS=Mus musculus (M
Plexin-C1 0S=Mus musculus (Mouse) GN=
28S ribosomal protein S5, mitochondrial Of
Copine-6 OS=Mus musculus (Mouse) GI
Copine-5 0S=Mus musculus (Mouse) GN=(
description

Acyl-protein thioesterase 2 OS=Mus muscL
Adenylyltransferase and sulfurtransferase h
Nestin OS=Mus musculus (Mouse) GN=Net
Vasohibin-1_ 0S=Mus musculus (Mouse) GI
TBC1 domain family member 10B OS=Mus
Ragulator complex protein LAMTOR4 OS=|
Leucine-ich repeat-containing protein 4B ¢
Nucleolar protein 56 OS=Mus musculus (V:
Astrotactin-1 0S=Mus musculus (Mouse) G
Tudor and KH domain-containing protein C
description

Methylcrotonoyl-CoA carboxylase beta chail
Spemmine synthase OS=Mus musculus (Mo
Adenylate kinase 2, mitochondrial OS=Mus
Cation-independent mannose-6-phosphate

sp|Q2TBES| _MOUSE
sp|QBKODS|EFGM_MOUSE
sp|P35293|RAB18_MOUSE
spQBKO09|AL1L2_MOUSE
sp|QSDTT2|PSD1_MOUSE

4-kinase type 2-alpha
Elongation factor G, mitochondrial OS=Mus
Ras-related protein Rab-18 0S=Mus musct
Mitochondrial 10-formyltetrahydrofolate deh
PH and SEC7 domain-containing protein 1

protein_set_score
1309.38
404.67
571.47
569.7
219.9
348.42
190.4
333.19
267.37
378.86
303.49
639.42
470.12
398.28
538.19
309.08
623.68
280.7
94.28
258.62
294.11
2773
480.33
99.72
165.86
336.49
22556
114.5
414.86
336.04
365.26
86.54
protein_set_score
554.18
237.07
2915
294.86
61.89
127.91
201.16

protein_set_score
316.42

protein_set_score
343.46
632.49
232.03
108.34
4559
35.91
319.46
222.46
228.94

accession
sp|P00493|HPRT_MOUSE
tr/Q3TDR9|Q3TDRY_MOUSE
sp|Q80UGS5|SEPTI_MOUSE
sp|008579|EMD_MOUSE
sp|QIDOT|NH2L1_MOUSE
splQ3UH60|DIP2B_MOUSE
sp|Q8CAE9|PDXL2_MOUSE
tr{F7CFL3|F7CFL3_MOUSE
trlA2A5R8|A2A5R8_MOUSE
Sp|A2ARZ3|FSIP2_MOUSE
trE9QPE7|E9QPE7_MOUSE
sp|QBVDD5|MYH9_MOUSE
tr|G3UY52|G3UY52_MOUSE
tr/Q3TF18|Q3TF18_MOUSE
accession
sp|QBR105|VP37C_MOUSE
sp|B2RQCEIPYR1_MOUSE
SplQIWVS4|ASAHT_MOUSE
tr|E9PUF2|E9PUF2_MOUSE
accession
sp|Q61831|MK10_MOUSE
sp|Q3UIZBIMYLK3_MOUSE
sp|QBPDN3|MYLK_MOUSE
$p|Q922Y1|UBXN1_MOUSE
sp|A2RT62|FXL16_MOUSE
Sp|Q08943|SSRP1_MOUSE
accession
sp|P61079|UB2D3_MOUSE
sp|P70288|HDAC2_MOUSE
sp|QBCH25|SLTM_MOUSE
5p|P62320|SMD3_MOUSE
sp|QBOU78|PUMT_MOUSE
sp|Q60634|FLOT2_MOUSE

description
Hypoxanthine-guanine phosphoribosyltrans
Putative uncharacterized protein OS=Mus |
Septin-9 OS=Mus musculus (Mouse) Gl
Emerin 0S=Mus musculus (Mouse) GN=En
NHP2-like protein 1 0S=Mus musculus (Mo
Disco-interacting protein 2 homolog B 0S=
Podocalyxin-iike protein 2 0S=Mus muscul
2'5"oligoadenylate synthase 2 (Fragment)
Double-stranded RNA-binding protein Stauf
Fibrous sheath-interacting protein 2
Myosin-11 0S=Mus musculus (Mouse) GN=
Myosin-9 OS=Mus musculus (Mouse) GN=
Probable ubiquitin carboxyl-terminal hydrola
Poly [ADP-ribose] polymerase OS=Mus mu
description

Vacuolar protein sorting-associated protein
CAD protein OS=Mus musculus (Mouse) G/
Acid ceramidase OS=Mus musculus (Mous:
Disks large-associated protein 4 0S=Mus n
description

Mitogen-activated protein kinase 10 0S=M
Myosin light chain kinase 3 OS=Mus musct
Myosin light chain kinase, smooth muscle C
UBX domain-containing protein 1 OS=Mus
F-box/LRR-repeat protein 16 0S=Mus mus.
FACT complex subunit SSRP1_OS=Mus mi
description

Ubiquitin-conjugating enzyme E2 D3 OS=N
Histone deacetylase 2 0S=Mus musculus (
SAFB-ike transcription modulator OS=Mus
Small nuclear ribonucleoprotein Sm D3 0S
Pumilio homolog 1 0S=Mus musculus (Mot
Flotilin-2 0S=Mus musculus (Mouse) GN=F

protein_set_score
528.96
367.75
455.56
160.69
118.93
205.63
140.65
31.79
181.48
32.24
687.52
1996.37
25157
164.46
protein_set_score
12111
300.68
291.12
168.58
protein_set_score
199.65
43.98
43.98
79.92
234.46
67.52
protein_set_score
252.88
219.87
128.08
188.02
17022
652.07
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Kiscr KI-93 KI-82
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# Repl.
K-scr KI-93 KI-82

Kiscr KI-93 KI-82

Kiscr KI-93 KI-82

K-scr KI-93 KI-82

3 3 3
2 1 3
2 1 2
1 2 2
2 2 3
1 1 2
1 1 3
1 1 2
1 1 2
1 1 2
3 3 3
2 3 3
1 1 1
2 2 3
Kiscr KI-93 KI-82
o1 2
0 1 2
1 2 3
0 1 1
K-scr KI-93 KI-82
o o 2
o o0 2
o o 2
o o0 2
o o 2
0o 0 2

Kiscr KI-93 KI-82
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# Repl.
K-scr KI-93 KI-82

ocsoco=na

cocococooocooco-asoa

cococococcoco-cocoococo0ooO

A NG A NNRNRNN A S S A BORNRNRNNNGRNN®®® @

2

RN

cocococococooo~

0
1
1
0
0
0
1
0
0

NN

0.33495
0.35803
0.35803
0.20621
0.10526
0.09274
0.52049
0.69898
054185
0.54185
054185
0.11606
0.15088
0.58510

0.58510

233

2.00

2.00

Ki-scr/ WT-scr

pvalue
0.32689
0.16887
0.26088
0.89897
0.17262
0.70279
0.95265
0.61288
0.72196
0.80889
0.77885
0.38920
0.40372
0.73944
0.50272
0.97067
0.73911
0.99759
0.99759
0.94510
0.96500
0.75363
0.43345
0.43345
0.69661
0.96289
0.97304
0.96951
0.73910
0.87320
0.99076
0.95341

0.97304

pvalue
0.42039
0.76646
0.96818
0.80728
0.93454
0.99759
0.99759
0.99759
0.96500
0.96500
0.51498
0.50344
0.97304
0.96562

pvalue
0.37390
0.37390
0.52850
0.37390

pvalue
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

pvalue
0.66808
0.99232
0.94510
0.96500
0.54066
0.96133

Ki-scr/ WT-scr

ratio
129
1.89
1.50
1.00
1.50
133
1.00
1.67
067
133
1.50
1.60
1.50
075
157
1.00
133
1.00
1.00
1.00
1.00
1.50
1.50
1.50
1.50
1.00
1.00
1.00
1.50
133
1.00
1.00
ratio
025
050
050
050
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

050
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

1.50
0.67
1.33
1.00
1.00
1.00
1.50
1.00
1.00

ratio
1.50
1.50
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.50
1.88
1.00
1.00
ratio

WT-scr only

WT-scr only

1.00

0.80603
0.80384
0.62737
0.99928
0.56688
0.99012
0.99012
0.99012
0.99012
0.99012
0.93075
0.95400
0.95400
0.96663
pvalue
0.17665
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.48650
0.72778
0.48813
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

0.67
1.50
1.50
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
ratio
033
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only
050
050
050
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only

KI-93 / WT-scr.

pvalue
0.03886
0.00890
001534
0.07916
0.34593
0.23766
0.13079
0.56615
0.13662
0.08267
0.31339
0.09129
0.37500
0.21066
0.18854
0.11557
0.11638
0.36273
0.46107
0.70178
0.50267
0.31473
0.16684
0.16684
0.16684
0.50782
0.48634
0.63418
0.36767
0.40821
0.33372
0.34732

pvalue
0.13999
0.20567
0.01606
0.34323
0.35515
0.50267
0.11114
0.16684
0.47285
0.34732
0.47285

pvalue
0.23261
0.70178
0.70178
0.10121
0.46107
0.46107
0.68457
0.58200
0.52560
0.52560

pvalue
0.49395
0.16643
0.16643
0.50267
0.50267
0.51266
0.41247
0.16684
0.68457

ratio

KI-93 / WT-scr
pvalue  ratio
090182 1.00
095504  1.00
095504  1.00
061499 150
096234  1.00
093674 1.00
095504 1.00
095504 1.00
096559 1.00
095504 1.00
026030 167
060859 125
099012 1.00
067399 150
pvalue ratio
096559 1.00
096559 1.00
056688 150
099012 1.00
pvalue  ratio
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390  WT-scr only
pvalue ratio
049429 050
058585 050
0.37390 | WT-scr only
0.37390  WT-scr only
041024 033
0.11658 | WT-scr only.

0.62696
0.37390
0.77848
0.37685
0.11658
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
pvalue
0.20028
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.30667
0.37390
0.11658
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

033
WT-scr only
0.50

033
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

ratio

033
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

025
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

KI-82 | WT-scr

pvalue
0.12931
0.21518
0.50356
0.66877
0.09596
0.71791
0.73746
0.63223
0.51575
0.72715
0.94727
0.49592
0.48680
0.89769
0.54694
0.22632
0.70616
0.91525
0.99229
0.99229
0.99229
0.58254
0.88294
0.90700
0.79865
0.57240
0.89145
0.89145
0.73963
0.80656
0.90433
0.92666

pvalue
0.41484
0.88421
0.53252
0.90433
0.99229
0.89308
0.89087
0.57240
0.98065
0.92666
0.92666

pvalue
0.61367
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

pvalue
0.11633
0.44622
0.36710
0.37390
0.37390
0.37390
0.51712
0.11658
0.37390

0.33304

ratio
1.21
1.56
1.13
0.80
1.75
0.67
0.67
1.33
1.33
1.33
1.00
1.60
1.50
1.00
1.29
1.50
0.67
1.00
1.00
1.00
1.00
1.50
1.00
1.00
1.00
1.50
1.00
1.00
1.25
0.67
1.00




Proteins mostly identified in the WT-scr sample with ratio>2:

accession
5p|Q61584|FXR1_MOUSE
sp|QBBIEG|FRMAA_MOUSE
5p|Q92254|PDE2A_MOUSE
Sp|QOKLO2|TRIO_MOUSE
sp|P61971|NTF2_MOUSE
sp|P35922|FMR1_MOUSE
trlA2AJ72|A2AJ72_MOUSE
SpIQOIDAKI|PHP14_MOUSE
sp|Q8CI6|TM163_MOUSE
sp|Q9JL56|GDE1_MOUSE
sp|BIEJA2|CTTB2_MOUSE
sp|P63248|IPKA_MOUSE
sp|Q8R5H1|UBP15_MOUSE
$plQ9QZF2|GPC1_MOUSE
5p|Q9Z218|SUCB2_MOUSE

description

Fragile X mental retardation syndrome-relat:
FERM domain-containing protein 4A OS=N
cGMP-dependent 3',5'cyclic phosphodieste
Triple functional domain protein OS=Mus v
Nuclear transport factor 2 OS=Mus muscult
Fragile X mental retardation protein 1 homo
MCG130458 OS=Mus musculus (Mouse) G
14 kDa phosphohistidine phosphatase OS
Transmembrane protein 163 OS=Mus mus:
Glycerophosphodiester phosphodiesterase
Cortactin-binding protein 2 0S=Mus muscu
CcAMP-dependent protein kinase inhibitor al
Ubiquitin carboxyl-terminal hydrolase 15 O%
Glypican-1 0S=Mus musculus (Mouse) GN
Succiny-CoA ligase [GDP-forming] subunit |

splascc _MOUSE
sp|Q3UHB6|WNK2_MOUSE

spQ9JKNGNOVAT_MOUSE
sp|Q4KMM3|OXR1_MOUSE
spQBOYA9|CNKR2_MOUSE
sp|Q91VEQ|S27A4_MOUSE
Sp|Q6IZKINLGN2_MOUSE
sp|Q3UHBB|CC177_MOUSE
splQ8CDG3|VCIP1_MOUSE
sp|Q8BYAO|TBCD_MOUSE

binding protein 2 0S=Mus n
Serine/threonine-protein kinase WNK2 OS:
RNA-binding protein Nova-1 OS=Mus musc
Oxidation resistance protein 1 OS=Mus mu
Connector enhancer of kinase suppressor ¢
Long-chain fatty acid transport protein 4 O.
Neuroligin-2 OS=Mus musculus (Mouse) GI
Coiled-coil domain-containing protein 177 ¢
Deubiquitinating protein VCIP135 OS=Mus
Tubulin-specific chaperone D OS=Mus mus

splP |EBP_MOUSE
sp|QBPE01|SNR40_MOUSE
tr/F8VPPB|F8VPP8_MOUSE
sp|Q11136|PEPD_MOUSE
sp|Q9D7AB|ARMC1_MOUSE
tr|F7CB97|F7CB97_MOUSE
SplQ5SSM3|RHG44_MOUSE
sp|QIIKNI|EPN4_MOUSE
sp|QSF2E8|TAOK1_MOUSE
sp|Q6P5U7|NWD2_MOUSE
splQBBTY2|S4A7_MOUSE
sp|QI9KX1|MLF2_MOUSE

Delta(8), Delta(7)sor
Us small nuclear ribonucleoprotein 40 kDa |
Protein Ze3h7b OS=Mus musculus (Mouse
Xaa-Pro dipeptidase OS=Mus musculus (M
Amadilo repeat-containing protein 1 0S=
CAP-Gly domain-containing linker protein 1
Rho GTPase-activating protein 44 OS=Mus
Clathrin interactor 1 0S=Mus musculus (Mc
Serine/threonine-protein kinase TAO1 OS=
NACHT and WD repeat domain-containing |
Sodium bicarbonate cotransporter 3 0S=M
Myeloid leukemia factor 2 OS=Mus muscult

splQ |GALT2_MOUSE
sp|QBTEKS|VKORL_MOUSE
sp|P52795|EFNB1_MOUSE
5p|089112|LANC1_MOUSE
$p|Q922Q4|PSCR2_MOUSE
sp|P61087|UBE2K_MOUSE
1r|D324C5|D324C5_MOUSE
sp|P52479|UBP10_MOUSE
sp|Q03958|PFDE_MOUSE

5p|054833|CSK22_MOUSE

lyps
Vitamin K epoxide reductase complex subu
Ephrin-B1 OS=Mus musculus (Mouse) GN=
LanC-ike protein 1 0S=Mus musculus (Mol
Pyroline-5-carboxylate reductase 2 OS=M:
Upiquitin-conjugating enzyme E2 K OS=Mt
Protein Celf5 OS=Mus musculus (Mouse) G
Ubiquitin carboxylterminal hydrolase 10 0%
Prefoldin subunit 6 OS=Mus musculus (Mol
Casein kinase Il subunit alpha' OS=Mus mi

pl |KCAB2_MOUSE
5p|Q922Q1|MARC2_MOUSE
sp|0B9079|COPE_MOUSE
sp|Q6A4J8|UBP7_MOUSE
sp|Q64133|AOFA_MOUSE
trIMOQWJS|MOQWJ9_MOUSE
spQBOUKO|SESD1_MOUSE
sp|QICUB2|SMC1A_MOUSE
accession
sp|P20108|PRDX3_MOUSE
sp|P70207|PLXA2_MOUSE
sp|Q8BNUOJARMC6_MOUSE
p|009131|GSTO1_MOUSE
tr/B1APX2|B1APX2_MOUSE
plQ9DD18|DTD1_MOUSE
sp|Q8BFQB|PDDCT_MOUSE
sp|Q8.JZM4|DNER_MOUSE
trlQ3TLE4|Q3TLE4_MOUSE
$p|Q922J9|FACR1_MOUSE
trlQ7TNY3|Q7TNY3_MOUSE
sp|Q8K2Q0|COMDI_MOUSE
sp|Q99K51|PLST_MOUSE
splQICRO8|F136A_MOUSE
sp|QI9KN2|CIAOT_MOUSE
splQBOSU3|ZAR1_MOUSE
sp|P10711[TCEAT_MOUSE
tr/ABDUK2|ABDUK2_MOUSE
sp|P53395|0DB2_MOUSE
$p|Q59J78|MIMIT_MOUSE
sp|Q91WVOINC2B_MOUSE
sp|B1AZP2|DLGP4_MOUSE
sp|QIR226|KHDR3_MOUSE
sp|P51906|EAA3_MOUSE
sp|Q7TN29|SMAP2_MOUSE
accession
tr|B2RXT3|B2RXT3_MOUSE
sp|P37040|NCPR_MOUSE
sp|QIROX4|ACOTI_MOUSE
sp|Q64519]SDC3_MOUSE
sp|QIQXK3|COPG2_MOUSE
$p|QBOU49|C170B_MOUSE
sp|Q60714|S27A1_MOUSE
sp|P35550|FBRL_MOUSE
trlJ3QNT7|J3QNT7_MOUSE
sp|QBC878|UBA3_MOUSE
sp|Q8VCWBIACSF2_MOUSE
Sp|QBR3H7|HS2ST_MOUSE
sp|QERIB|RDH14_MOUSE
tr/Q3TRGO|Q3TRGO_MOUSE
sp|Q8BHJ5|TBL1R_MOUSE
$p|008919NUMBL_MOUSE
5p|QIDBS7|RRFM_MOUSE
sp|Q8BKV1|GPC2_MOUSE
sp|Q8BLNS|ERG7_MOUSE
trlAOA0B7WSS1|AOAOBTWSS 1
sp|Q7TNM2|TRI46_MOUSE
t/E9Q7GO|E9Q7GO_MOUSE
sp|Q61315|APC_MOUSE
sp|QBCI32|BAGS_MOUSE
p|P56213|ALR_MOUSE
splQ9D1PO|RM13_MOUSE
sp|S4R1MI|OSB10_MOUSE
sp|008738|CASP6_MOUSE
sp|QICXJ4|ABCBE_MOUSE
sp|P70202|LXN_MOUSE
sp|Q99LG2|TNPO2_MOUSE
sp|Q9D2R6|COA3_MOUSE
sp|P59108|CPNE2_MOUSE
SpIQUERR7|SEP15_MOUSE
5p|Q60960|IMA5_MOUSE
splA2AG50|MA7D2_MOUSE
5p|Q8C080|SNX16_MOUSE
sp|Q9DEKB|FUND2_MOUSE
5p|070401|TSN6_MOUSE
p|Q922Q0|CHID1_MOUSE
sp|Q3TBW2|RM10_MOUSE
accession
sp|QBAOA9|F120A_MOUSE
$p|Q04750| TOP1_MOUSE
sp|QIDIB4|GATM_MOUSE
sp|088291|ZN326_MOUSE
5p|P62071|RRAS2_MOUSE
sp|P30677|GNA14_MOUSE
sp|Q3THGI|AASDT_MOUSE
splQB8CHTOJAL4A1_MOUSE
sp|054829|RGS7_MOUSE
p|Q9Z2H2|RGS6_MOUSE
sp|Q8BGH2|SAMS0_MOUSE
5p|Q91W39|NCOAS_MOUSE
Ic

Itage-gated potassium channel subunit £
Mitochondrial amidoxime reducing compone
Coatomer subunit epsilon OS=Mus muscul
Ubiquitin carboxylterminal hydrolase 7 OS:
Amine oxidase [flavin-containing] A OS=M
Protein Tmem178b OS=Mus musculus (Mo
SEC14 domain and spectrin repeat-contain
Structural maintenance of chromosomes prc
description

Thioredoxin-dependent peroxide reductase
Plexin-A2 OS=Mus musculus (Mouse) GN=
Amadilo repeat-containing protein 6 O
Glutathione S-transferase omega-1 OS=M:
Protein 5031439G07Rik OS=Mus musculu
D-tyrosy-RNA(Tyr) deacylase 1 OS=Mus
Parkinson disease 7 domain-containing pro
Delta and Notch-like epidermal growth facto
Putative uncharacterized protein OS=Mus |
Fatty acy-CoA reductase 1 OS=Mus musct
Calcipressin 1 large isoform OS=Mus musci
COMM domain-containing protein 9 OS=M:
Plastin-3 0S=Mus musculus (Mouse) GN=F
Protein FAM136A OS=Mus musculus (Mou
Probable cytosolic iron-sulfur protein assem
Zygote arrest protein 1 OS=Mus musculus
Transcription elongation factor A protein 1
Beta-globin OS=Mus musculus (Mouse) G}
Lipoamide acyltransferase component of br
Mimitin, mitochondrial OS=Mus musculus (A
Protein Dri 0S=Mus musculus (Mouse) GN
Disks large-associated protein 4 OS=Mus n
KH domain-containing, RNA-binding, signal
Excitatory amino acid transporter 3 0S=Mu
Stromal membrane-associated protein 2 Ot
description

Ogdhl protein OS=Mus musculus (Mouse) ¢
NADPH-cytochrome P450 reductase OS=I
Acykcoenzyme A thioesterase 9, mitochonc
Syndecan-3 0S=Mus musculus (Mouse) G/
Coatomer subunit gamma-2 OS=Mus musc
Centrosomal protein of 170 kDa protein B ¢
Long-chain fatty acid transport protein 1 O.
fRNA 2'-0-methyltransferase fibrilarin OS=I
Epsin-2 0S=Mus musculus (Mouse) GN=E}
NEDDS-activating enzyme E1 catalytic subL
Acy-CoA synthetase family member 2, mitor
Heparan sulfate 2-O-sulfotransferase 1 OS
Retinol dehydrogenase 14 0S=Mus musct
Gene model 1604B, (NCBI) OS=Mus musc
F-box-like/WD repeat-containing protein TBI
Numb-lie protein OS=Mus musculus (Mous
Ribosome-recyciing factor, mitochondrial O
Glypican-2 0S=Mus musculus (Mouse) GN
Lanosterol synthase OS=Mus musculus (M
Protein 2310035C23Rik OS=Mus musculus
Tripartite motif-containing protein 46 OS=M
Protein Numa1 OS=Mus musculus (Mouse}
Adenomatous polyposis coli protein OS=
BAG family molecular chaperone regulator ¢
FAD-inked sulfhydryl oxidase ALR OS=Mu
395 ribosomal protein L13, mitochondrial C
Oxysterol-binding protein-related protein 10
Caspase-6 OS=Mus musculus (Mouse) GN
ATP-binding cassette sub-family B member
Latexin OS=Mus musculus (Mouse) GN=Lx
Transportin-2 OS=Mus musculus (Mouse) C
Cytochrome c oxidase assembly factor 3 ho
Copine-2 0S=Mus musculus (Mouse) GN=(
15 kDa selenoprotein OS=Mus musculus (1
Importin subunit alpha-5 OS=Mus musculu
MAP7 domain-containing protein 2 OS=Mu
Sorting nexin-16- 0S=Mus musculus (Mous:
FUN14 domain-containing protein 2 OS=M:
Tetraspanin6 OS=Mus musculus (Mouse) '
Chitinase domain-containing protein 1 OS=
398 ribosomal protein L10, mitochondrial C
description

Constitutive coactivator of PPAR-gamma-lik:
DNA topoisomerase 1 OS=Mus musculus (|
Glycine amidinotransferase, mitochondrial ¢
DBIRD complex subunit ZNF326 OS=Mus 1
Ras-related protein R-Ras2 OS=Mus musct
Guanine nucleotide-binding protein subunit
AlanyHRNA editing protein Aarsd1 0S=Mu
Delta-1-pyrroline-5-carboxylate dehydrogen:
Regulator of G-protein signaling 7 OS=Mus
Regulator of G-protein signaling 6 OS=Mus
Sorting and assembly machinery componer
Nuclear receptor coactivator 5 OS=Mus mu

VE_MOUSE
p|Q99020|ROAA_MOUSE
sp|Q921WO|CHM1A_MOUSE
sp|P62862|RS30_MOUSE
sp|P28271|ACOC_MOUSE
sp|P62996| TRA2B_MOUSE
5p|035345|IMA7_MOUSE
$p|054984|ASNA_MOUSE
5p|P30999|CTND1_MOUSE
tr/E9QBZ5|E9Q8Z5_MOUSE

kinase OS=Mus musculus (Mol
Heterogeneous nuclear ribonucleoprotein A
Charged multivesicular body protein 1a OS
408 ribosomal protein S30 OS=Mus musct
Cytoplasmic aconitate hydratase OS=Mus |
Transformer-2 protein homolog beta OS=M
Importin subunit alpha-7 OS=Mus musculu
ATPase Asnal OS=Mus musculus (Mouse
Catenin deta-1 OS=Mus musculus (Mouse
Catenin delta-1 OS=Mus musculus (Mouse

protein_set_score
388.27
428.9
988.71
908.7
192.49
352.01
328.13
347.93
136.74
167.97
402.27
143.27
83.16
155.85
122.85
171.28
114.95
174.86
240.26
160.91
452.26
305.09
119.63
166.04
353.14
47.77
63.25
55.32
365.02
106.85
201.92
336.04
164.74
69.25
154.66
55.15
129.99
84.93
106.69
38.54
244.51
135.56
319.64
123.27
189.71
114.15
254.63
144.26
229.77
253.82
493.04
328.41
64.67
328.02
144.72
protein_set_score
392.18
964.64
612.99
476.48
174.34
178.34
214.55
159.66
181.58
108.11
74.15
50.54
119.23
44.19
31.99
3145
56.63
297.48
168.11
136.64
67.42
23075
179.56
109.13
122.83
protein_set_score
11785
888.6
317.19
133.18
245.51
3328
121.79
236.88
293.61
312.96
351.72
228.1
112.84
76.69
79.22
187.87
61.79
59.3
256.16
815.23
344.48
241.11
120.09
107.97
46.32
36.02
33.06
33.97
54.11
177.56
211.27
115.39
180.18
62.13
121.75
162.78
96.55
48.7
33.22
89.24
84.71
protein_set_score
542.58
465.36
389.25
347.4
437.31
410.02
347.54
435.58
491.65
290.85
427.86
258.5
2723
483.56
136.72
97.22
441.84
154.73
195.98
4207
812.58
827.54
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# Repl.

Kl-scr | WT-scr
pvalue  ratio
000068 046
0.23205| 050
0.10475 | 040
0.11903 | 038
0.13305 | 050
0.09015  0.40
0.15360 | 029
009923 033
025703 025
0.24833| 050
021150 | 050
0.22060 050
038533 033
035241 033
067949 050
067949 050
064280 050
064280 050
0.37390 | WT-scr only
0.37390 | WT-scronly
027070 | 033
0.08162 0.40
0.01192 WT-scronly
0.38072| 033
0.15344 | WT-scr only
0.12156 | 033
053515 050
053515 050
053515 050
053515 050
0.47270 | 050
0.49365 050
0.49365 050
0.11633 | WT-scronly
034146 033
051472 050
051472 050
0.45451 | 050
0.47466 050
0.11616 | WT-scronly
052850 | 050
0.59098 | 050
0.15120 | WT-scronly
0.69646 050
067090 050
0.37390 | WT-scronly
052850 | 050
0.52850 | 050
052850 | 050
0.46682 | 050
0.48750 | 050
0.48750 | 050
0.11658 | WT-scr only
0.11658 | WT-scronly
0.37390 | WT-scr only
pvalue  ratio
000297 050
0.02641 042
0.28565 | 050
053917 | 050
035241 033
067949 050
043114 050
0.12156 | 033
053515 050
053515 050
053515 050
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.58366 050
0.16577 | WT-scr only
0.52850 | 050
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
pvalue  ratio
001993 048
0.06622 036
007775 040
0.11633 | WT-scronly
0.14988 | 050
0.38533| 033
0.16333 | WT-scronly
064280 050
0.19769 | 050
008215 025
0.41787 | 050
0.12156 | 033
0.12156 | 033
0.00000 WT-scronly
053515 050
0.47270 050
0.47270 | 050
051472 050
051472 050
0.45451 | 050
0.47466 050
0.11616 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
033039 040
0.15120 | WT-scronly
0.16577 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scronly
0.37390 | WT-scr only
0.63587 | 050
0.37390 | WT-scr only
pvalue  ratio
0.19577 | 050
0.08296 050
004963 050
0.19780 | 038
000370 044
0.04928 038
0.00003 050
002926 022
020482 050
0.02366 029
001329 0.14
0.14988 | 050
0.14990 | 029
0.04589 020
004589 020
0.43120 | 050
0.19287 | 050
053917 | 050
035241 033
0.15597 | WT-scronly
0.25600 050
0.25600 | 050

KI-93 / Wscr
pvalue  ratio
003085 046
003679 050
008785 040
003215 0.3
008380 038
003673 0.10
012395 043
006798 0.7
045227 050
007761 0.7
009239 025
024653 050
016333 WT-scr only
036361 033
065549 050
072317 050
072317 050
0.37390 | WT-scr only
072317 050
0.37390 | WT-scr only
023817 033
0.00731 WT-scr only
029553 050
0.15344  WT-scr only
035814 033
0.09556 033
049429 050
049429 050
060884 050
060884 050
049429 050
049429 050
0.11633 | WT-scr only
0.11633 | WT-scr only
035219 033
058634 050
058634 050
047527 050
056392 050
0.11616 | WT-scr only
024057 025
033338 025
035349 033
0.37390 | WT-scr only
0.37390 | WT-scr only
074208 050
060146 050
057867 050
0.11658 | WT-scr only
057867 050
0.11658 | WT-scr only
0.11658 | WT-scr only
057867 050
0.11658 | WT-scr only
070103 050
pvalue  ratio
016642 050
005967 033
012914 033
055685 050
036361 033
065549 050
031108 050
0.17665 033
049429 050
049429 050
060884 050
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.21310 WT-scr only
036172 033
0.11658 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
0.37390 | WT-scr only
0.37390  WT-scr only
pvalue  ratio
076247  1.00
074114 073
096314 1.00
076454 075
045307 067
081762 067
099743 1.00
092930 1.00
044287 075
084272 1.00
093721 1.00
039275 1.00
040516 067
053068 067
096234  1.00
078782 150
029422 150
097826  1.00
090349 1.00
058043 150
099814 1.00
094793 1.00
096559 1.00
096559 1.00
096559 1.00
096559 1.00
096559 1.00
093674  1.00
095504 1.00
095504 1.00
053483 060
073753 067
090248 1.00
099012 1.00
099012 1.00
091265  1.00
093075 1.00
093075 1.00
093075 1.00
094474 1.00
096663 1.00
pvalue ratio
040966  0.70
025203 0.60
012911 063
021750 125
002374 056
088974 088
021497 067
054007 078
056365  1.10
059688 0.86
079778 086
087331 1.00
048994 129
090543 1.00
052743 080
053869 150
080421 125
078216 075
068774 133
046072 167
097862 1.00
097862 1.00

KI-82 | WT-scr
pvalue  ratio
000670 023
001711 025
0.19818 | 050
0.14884 | 050
005177 025
0.05527 020
011812 029
0.19755 | 033
025286 025
009121 047
0.10176 | 025
0.10176 | 025
0.16333 | WT-scronly
046129 033
0.37390 | WT-scr only
0.75820 050
0.37390 | WT-scr only
0.73999 | 050
0.37390 | WT-scr only
067273 050
0.10906 | 0.11
0.00731 WT-scronly
0.01192 WT-scronly
0.45970 | 033
0.15344 | WT-scr only
0.00000 WT-scronly
0.11633 | WT-scr only
0.11633 | WT-scronly
066668 050
0.66668 050
052365 050
0.11633 | WT-scronly
0.11633 | WT-scronly
0.63679 050
044622 033
0.11616 | WT-scronly
0.11616 | WT-scronly
0.11616 | WT-scronly
061367 | 050
064301 050
048711 050
0.38383| 025
0.36950 033
0.37390 | WT-scronly
077848 050
0.75958 050
0.11658 | WT-scr only
0.11658 | WT-scronly
051712 050
0.11658 | WT-scronly
051712 050
0.11658 | WT-scronly
0.11658 | WT-scr only
051712 050
0.73096 | 050
pvalue  ratio
027848 064
024723 067
085344 083
0.87043 125
092559 1.00
099229 1.00
086295 075
0.84141 067
056221 150
0.78745  1.00
087133 1.00
099229 1.00
0.89308  1.00
0.89308  1.00
089308  1.00
0.89308  1.00
091525 1.00
059445 150
072674 067
079865  1.00
098315 1.00
098315 1.00
0.86966  1.00
0.86966  1.00
0.92666  1.00
pvalue  ratio
0.10807 | 043
0.15955 045
017196 | 040
052365 050
0.42009 050
0.16333 | WT-scronly
0.16333 | WT-scronly
0.73999 | 050
029848 050
0.13578| 025
054325 050
022718 033
0.00000 WT-scr only
022718 033
052365 050
0.11633 | WT-scronly
052365 050
0.64301 | 050
0.11616 | WT-scronly
0.64301 | 050
0.11616 | WT-scronly
0.50359 050
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.38601 | 040
0.45435 | 033
043919 033
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
0.37390 | WT-scronly
0.37390 | WT-scr only
pvalue  ratio
052003 070
035310 0.70
070921 075
098268 0.8
088914 089
0.40976  1.13
022244 147
0.45494 056
083124 0.80
039208 0.71
0.82568  0.86
062864 1.17
099221 0.86
0.49446 120
059516 0.60
0.09596 175
0.86866 075
060403 125
073746 067
051247 133
077788 067
077788 067



sp|P28352|APEX1_MOUSE
SplQIWUD1 |CHIP_MOUSE
5p|055091(IMPCT_MOUSE
SplQICWJ9|PURI_MOUSE
sp|Q7TMF3|NDUAC_MOUSE
sp|Q99LIBIHGS_MOUSE
sp|Q921F4|HNRLL_MOUSE
1r/Q3UXJ3|Q3UXJ3_MOUSE
sp|Q5DU25|IQEC2_MOUSE
sp|Q9JK81|MYG1_MOUSE
5p|P12025|MK_MOUSE
tr|F6ZAX1|F6ZAX1_MOUSE
sp|QBPGF7|EXOCB_MOUSE
sp|P28063|PSB8_MOUSE
sp|Q3TLH4|PRC2C_MOUSE
sp|009012|PEX5_MOUSE
sp|Q8CAK1|CAF17_MOUSE
sp|Q9DTLO|CHCH2_MOUSE
sp|Q8OWQ2|VAC14_MOUSE
spQBR146{APEH_MOUSE
5p|P62322|LSM5_MOUSE
splQB8ROG7|SPNS1_MOUSE
5p|035691|PININ_MOUSE
sp|Q8JZSO|LIN7A_MOUSE
sp|P99028|QCRE_MOUSE
SplQ4JIMS|ABL2_MOUSE
sp|QICT10|RANB3_MOUSE
splQBCHT1|NGEF_MOUSE
5p|035857|TIM44_MOUSE
sp|QBBGK5|S35F1_MOUSE

DNA-(apurinic or apyrimidinic site) lyase OS
STIP1 homology and U box-containing prot
Protein IMPACT OS=Mus musculus (Mous¢
Bifunctional purine biosynthesis protein PUI
NADH dehydrogenase [ubiquinone] 1 alph
Hepatocyte growth factor-regulated tyrosine
Heterogeneous nuclear ribonucleoprotein L
Putative uncharacterized protein OS=Mus |
1Q motif and SEC7 domain-containing prote
UPF0160 protein MYG1, mitochondrial OS
Midkine OS=Mus musculus (Mouse) GN=M:
Polyadenylate-binding protein 1 0S=Mus n
Exocyst complex component 8 OS=Mus mt
Proteasome subunit beta type-8 OS=Mus 1
Protein PRRC2C OS=Mus musculus (Mous.
Peroxisomal targeting signal 1 receptor OS
Putative transferase CAF17 homolog, mitoc
Coiled-coilhelix-coiled-coil-helix domain-con
Protein VAC14 homolog OS=Mus musculu
Acylamino-acid-releasing enzyme OS=Mus
Us snRNA-associated Smlike protein LSmE
Protein spinster homolog 1 OS=Mus musct
Pinin 0S=Mus musculus (Mouse) GN=Pnn
Protein lin-7 homolog A OS=Mus musculus
Cytochrome b-c1 complex subunit 6, mitoch
Abelson tyrosine-protein kinase 2 OS=Mus
Ran-binding protein 3 OS=Mus musculus (I
Ephexin-1 0S=Mus musculus (Mouse) GN=
Mitochondrial import inner membrane transk
Solute carier family 35 member F1 OS=Mu

splC _MOUSE

tr|D3YZ62|D3YZ62_MOUSE
sp|P31786|ACBP_MOUSE
sp|QIQZE5|COPG1_MOUSE
sp|Q812A2|SRGP3_MOUSE
sp|P99027|RLA2_MOUSE
$p|055042|SYUA_MOUSE

Platelet-activating factor o
description

Unconventional myosin-Va O
Acy-CoA-binding protein Of
Coatomer subunit gamma-1 OS=Mus musc
SLIT-ROBO Rho GTPase-activating protein
608 acidic ribosomal protein P2 0S=Mus n
Alpha-synuclein OS=Mus musculus (Mouse
adhesion molecule 5 O

|Q60625(ICAM5_MOUSE
1/Q3UG14|Q3UG14_MOUSE
sp|QIDCSIINDUBA_MOUSE
spQ60780|GAS7_MOUSE
sp|Q5SSL4|ABR_MOUSE
SplQIWUL7|ARL3_MOUSE
sp|Q60631|GRB2_MOUSE
sp|Q8VD75[HIP1_MOUSE
5p|035382|EXOC4_MOUSE
sp|Q7TQD2|TPPP_MOUSE
5p|PB4104|SRSF3_MOUSE
Sp|QBBYMS|NLGN3_MOUSE
triD3YVV7|D3YVV7_MOUSE
$p|Q91YJ2|SNX4_MOUSE
5p|Q9JI46|NUDT3_MOUSE
sp|088737|BSN_MOUSE
sp|QIDDO3|RAB13_MOUSE
Sp|Q6ZQAG|IGSF3_MOUSE
trlQ3TA75|Q3TA75_MOUSE
$p|Q9ICQUB|DENR_MOUSE
tr/Q3TDM2|Q3TDM2_MOUSE
sp|P62869|ELOB_MOUSE
5p|Q9JII5|DAZP1_MOUSE
Sp|Q9Z2Y3|HOME1_MOUSE
sp|P63042|STMN4_MOUSE
Sp|Q3UUI3[THEM4_MOUSE
sp|Q8BU30|SYIC_MOUSE
sp|P61957|SUMO2_MOUSE
1

Putative uncharacterized protein OS=Mus |
NADH dehydrogenase [ubiquinone] 1 beta
Growth arrest-specific protein 7 0S=Mus m
Active breakpoint cluster region-related prot
ADP-ribosylation factor-ike protein 3 0S=N
Growth factor receptor-bound protein 2 OS
Huntingtin-interacting protein 1 O
Exocyst complex component 4 O
Tubulin polymerization-promoting protein O
Serine/arginine-rich splicing factor 3 0S=M:
Neuroligin-3 OS=Mus musculus (Mouse) Gl
Protein Nova2 0S=Mus musculus (Mouse)
Sorting nexin-4 OS=Mus musculus (Mouse
Diphosphoinositol polyphosphate phosphot
Protein bassoon OS=Mus musculus (Mous:
Ras-related protein Rab-13 OS=Mus musct
Immunoglobulin superfamily member 3 OS:
Putative uncharacterized protein OS=Mus |
Density-regulated protein OS=Mus muscul.
Putative uncharacterized protein OS=Mus |
Transcription elongation factor B polypeptid
DAZ-associated protein 1 OS=Mus muscult
Homer protein homolog 1 OS=Mus muscult
Stathmin4 OS=Mus musculus (Mouse) GN
Acylcoenzyme A thioesterase THEMd OS=
Isoleucine~RNA ligase, cytoplasmic OS=M
Small ubiquitin-related modifier 2 OS=Mus |

_MOUSE
splQ8BG39|SV2B_MOUSE
sp|Q3TDDY|PPR21_MOUSE
splQ6P8J7|KCRS_MOUSE
sp|QIDBX2|CC124_MOUSE
spQBVCN9|TBCC_MOUSE
sp|QIWUR2|ECI2_MOUSE
sp|Q811Q9|PCY1B_MOUSE
trlQ3UAI4|Q3UAI4_MOUSE
sp|Q9ILR1|ABD12_MOUSE
5p|089001|CBPD_MOUSE
$plQ9QZX7|SRR_MOUSE
5p|Q99JB2|STML2_MOUSE
sp|Q9ZORY|FADS2_MOUSE
sp|Q8BMAG|SRP68_MOUSE
sp|D3YVFO|AKAPS_MOUSE
5p|Q8R574|KPRB_MOUSE
spQ91XD7|CREL1_MOUSE
sp|Q8RO10|AIMP2_MOUSE
sp|Q9JHU2|PALMD_MOUSE
trlAOAOJOYTWB|AOAOJSYTWE
sp|QBOTMI|NISCH_MOUSE
sp|QIDBE4|TTCIB_MOUSE

ADP factor GTPase-activating £
Synaptic vesicle glycoprotein 28 OS=Mus 1
Protein phosphatase 1 regulatory subunit 2
Creatine kinase S-type, mitochondrial OS=I
Coiled-coil domain-containing protein 124 ¢
Tubulin-specific chaperone C 0S=Mus mus
Enoyl-CoA delta isomerase 2, mitochondrial
Choline-phosphate cytidylyltransferase B C
Putative uncharacterized protein OS=Mus |
Monoacylglycerol lipase ABHD12 OS=Mus
Carboxypeptidase D OS=Mus musculus (M
Serine racemase OS=Mus musculus (Mous
Stomatin-lie protein 2, mitochondrial OS=1
Fatty acid desaturase 2 OS=Mus musculus
Signal recognition particle subunit SRP68 ¢
Ackinase anchor protein 5 0S=Mus muscul
Phosphoribosyl pyrophosphate synthase-at
Cysteine-rich with EGF-ike domain protein *
Aminoacyl tNA synthase complex-nteracti
Palmdelphin OS=Mus musculus (Mouse) G
Sodium channel protein OS=Mus musculus
Nischarin OS=Mus musculus (Mouse) GN=!
Tetratricopeptide repeat protein 98 0S=Mt

IC _MOUSE
tr|E9PXB7|E9PXB7_MOUSE
sp|Q8R111|QCRI_MOUSE

sp|Q8RASO|PP14C_MOUSE
tr|E9PU87|E9PUB7_MOUSE

protein kinase BRSK2 OF
E3 ubiquitin-protein ligase NEDD4-ike 0S=
Cytochrome b-c1 complex subunit 9 OS=M
Protein phosphatase 1 regulatory subunit 1
Serine/threonine-protein kinase SIK3 OS=I

splQ |HPLN4_MOUSE
$p|Q9JLZ3|AUHM_MOUSE

sp|Q5SWP3|NACAD_MOUSE
sp|035250|EXOC7_MOUSE
sp|P59759|MKL2_MOUSE

sp|Q3U2I3|F16A2_MOUSE

sp|QID7SI|CHMP5_MOUSE
$p|Q9Z2V5|HDACE_MOUSE
trlA2AUB0|A2AUB0_MOUSE
splQBCESO|NAA30_MOUSE
sp|Q8BP48|MAP11_MOUSE

y: and link protein 4
Methylglutaconyl-CoA hydratase, mitochonc
NAC-alpha domain-containing protein 1 O%
Exocyst complex component 7 OS=Mus mt
MKL/myocardin-like protein 2 OS=Mus mus
FTS and Hook-interacting protein OS=Mus
Charged multivesicular body protein 5 0S=
Histone deacetylase 6 OS=Mus musculus (
RNA-binding protein Raly OS=Mus muscult
N-alpha-acetyltransferase 30 OS=Mus mus
Methionine aminopeptidase 1 0S=Mus mu

splQ IMAGI1_MOUSE
sp|Q6P542|ABCF1_MOUSE
sp|Q6PF93|PK3C3_MOUSE
Sp|QIEPJI|ARFG1_MOUSE
tr|D3Y225|D3Y2Z5_MOUSE
5p|088455|DHCR7_MOUSE
sp|P42125|ECI1_MOUSE

sp|P56380|AP4A_MOUSE

Memb iated guanylate kinase, W
ATP-binding cassette sub-family F member
Phosphatidylinositol 3-kinase catalytic subu
ADP-iibosylation factor GTPase-activating
Protein Tmed7 OS=Mus musculus (Mouse)
7-dehydrocholesterol reductase OS=Mus n
Enoyl-CoA delta isomerase 1, mitochondrial
Bis(5"nucleosylMetraphosphatase [asymme

splQ _MOUSE
sp|A2CG49|KALRN_MOUSE

d protein 5 0S=Mus mu
Kaliin OS=Mus musculus (Mouse) GN=Kall

tr/ADAOG2JFF2|AOAOG2JFF2_ Protein Fbrsi1

sp|P23359|BMP7_MOUSE
sp|P97447|FHL1_MOUSE
sp|P56818|BACE1_MOUSE
sp|QBOUJ7|RBIGP_MOUSE
5p|035954|PITM1_MOUSE
SpIQ9IMDI|NASP_MOUSE

Bone morphogenetic protein 7 (BMP-7) (Os.
Fourand a half LIM domains protein 1 OS:
Beta-secretase 1 OS=Mus musculus (Mous
Rab3 GTPase-activating protein catalytic s
Membrane-associated phosphatidylinositol
Nuclear autoantigenic sperm protein OS=N

splQ |GBRL1_MOUSE
sp|P70392] _MOUSE

acid recep

sp|Q91WG4|ELP2_MOUSE
SplQIERG2|STRN3_MOUSE
trE9Q137|E9Q137_MOUSE
SpIQIWURS|KAD4_MOUSE
sp|Q80X85|RTO7_MOUSE
$p|QBCIQ7|DOCK3_MOUSE
5p|008576|RUNSA_MOUSE
spIQIR0AO|PEX14_MOUSE
sp|Q5U430|UBR3_MOUSE
sp|P35438|NMDZ1_MOUSE
sp|Q9ILI7|CSTF3_MOUSE
sp|P15327|PMGE_MOUSE
sp|Q8CTX2|EMC1_MOUSE
accession
sp|P63318|KPCG_MOUSE
sp|P70206|PLXA1_MOUSE
sp|Q78PY7|SND1_MOUSE
splQ9QURG|PPCE_MOUSE
sp|QICQV6|MLP3B_MOUSE
pIQICR62|M20M_MOUSE
sp|Q80WJ7|LYRIC_MOUSE
splQIEQQI|OGA_MOUSE
sp|P05480|SRC_MOUSE
sp|QOR1T4|SEPT6_MOUSE
tr/BIEIV5|BIEIVS_MOUSE
p|QOR1JOINSDHL_MOUSE
5p|Q62048|PEA15_MOUSE
sp|P23506|PIMT_MOUSE
5p|054774|AP3D1_MOUSE
sp|070161|PI51C_MOUSE
sp|QICQJE|NDUBI_MOUSE
SspIQIEQUS|SET_MOUSE

pecific guanine nucleotide-rel f
Elongator complex protein 2 OS=Mus musc
Striatin-3 OS=Mus musculus (Mouse) GN=¢
Protein Tex264 0S=Mus musculus (Mouse
Adenylate kinase 4, mitochondrial OS=Mug
28S ribosomal protein S7, mitochondrial Ot
Dedicator of cytokinesis protein 3 OS=Mus
RUN domain-containing protein 3A 0S=Mu
Peroxisomal membrane protein PEX14 OS
E3 ubiquitin-protein ligase UBR3 OS=Mus |
Glutamate receptor ionotropic, NMDA 1 OS
Cleavage stimulation factor subunit 3 0S=1
Bisphosphoglycerate mutase OS=Mus mus
ER membrane protein complex subunit 1 C
description

Protein kinase C gamma type OS=Mus mu:
Plexin-A1 0S=Mus musculus (Mouse) GN=
Staphylococcal nuclease domain-containing
Prolyl endopeptidase OS=Mus musculus (A
Microtubule-associated proteins 1A/18 light
Mitochondrial 2-oxoglutarate/malate carrier |
Protein LYRIC 0S=Mus musculus (Mouse)
Protein O-GlcNAcase 0S=Mus musculus (A
Neuronal proto-oncogene tyrosine-protein k
Septin-6 OS=Mus musculus (Mouse) GN=§
Neuronal pentraxin receptor OS=Mus musc
Sterol4-alpha-carboxylate 3-dehydrogenas
Astrocytic phosphoprotein PEA-15 0S=Mu
Protein-L-isoaspartate(D-aspartate) O-meth:
AP-3 complex subunit defta-1 0S=Mus mu:
Phosphatidylinositol 4-phosphate 5-kinase
NADH dehydrogenase [ubiquinone] 1 beta
Protein SET OS=Mus musculus (Mouse) GI

244.71
262.29
208.1
491.4
504.77
317.61
368.35
183.54
116.53
157.59
113.84
174.67
193.78
50.08
203.68
168.27
73.12
43.11
191.47
105.09
113.86
48.19
127.09
254.8
193.84
114.08
241.55
451.11
254.37
67.68
40.98
protein_set_score
3353.369
556.82
621.21
699.06
438.56
507.69
557.71
465.94
603.31
659.69
612.47
571.78
523.77
726.08
474.06
510.47
213.22
467.43
524.07
380.7
560.91
842.14
143.52
344.9
336.36
268.82
509.52
475.82
308.47
583.07
143.91
163.53
350.31
174.86
160.62
361.88
250.53
164.02
168.66
170.11
118.43
139.57
326.53
477.79
460.22
353.02
362.11
227.74
404.88
344.84
261.51
2155
352.06
111.87
203.05
229.85
93.44
54.62
330.05
124.13
78.43
92.48
47.89
301.45

protein_set_score
1328.03
1858.26
1499.14
1502.64
248.42
666.14
436.84
1266.61
435.11
1027.04
500.89
649.16
519.19
3712
1401.45
466.22
308.51
444.05
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5
8 7
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2 2
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7
6 9 3
4 2 2
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9 3
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6 10 3
5 9 4
6 6 3
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2 2 5
4 2 3
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3 3 2
5 4 2
3 3 2
3 3 3
2 3 4
2 2 2
2 4 1
2 3
12 3
1 4 3
13 2
2 2 2
1 3 1
2 3 2
2 3 2
3 5 4
12 2
2 2 1
2 2
1 2 2
2 2 1
2 2
2 2
1 1
3
1 1
1 1
1 1
2 1
2 3 2
3 1
1 6 2
2 2
2 1 1
103
2
2
2 3 1
1 2
2 2
12
1 1 1
1 1
2
12
1 1 1
1 1
1 1
1 1
1 1
2 1
1 1
q
b
1
b
1
i
q
b
1
a
1 4 2
4 3
2 2 2
1 3 2
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1 2
1 1 1
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2
2
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q
b
1
i
q
i
q
1 2
1
g
1
i
q
b
1
1 2 3
7
10 8 9
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6 5 1
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4 4 2
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4 3
2 2
2 3
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33
3 3
3 3
2 3
3 3
33
2 2
3 3
2 3
3 3
3 2
3 3
3 3
3 3
3 3
2 2
2 3
2 3
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0.08215
0.34651
0.15344
0.15344
0.14448
0.08314
0.00000
0.00000
0.00000
0.53515
0.53515
0.47270
0.11633
0.11633
0.51472
0.45451
0.11616
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.40451
0.37588
0.69646
0.48750
0.11658
0.37390
0.37390
0.37390
pvalue
0.59991
0.51424
0.05971
0.80408
0.86116
0.43052
0.81016
0.82682
0.48176
0.47499
0.14812
0.85830
0.35053
0.66931
0.18724
0.68860
0.90113
0.32121
0.89038
0.22854
0.28197
0.44177
0.27836
0.84587
0.25472
0.90577
0.62621
0.83261
0.27224
0.29748
0.73571
0.57309
0.94288
0.62102
0.41928
0.96726
0.96726
0.63662
0.94152
0.61502
0.94466
0.94466
0.74873
0.72512
0.73430
0.78209
0.70733
0.95483
0.93699
0.67445
0.67445
0.42882
0.59433
0.68540
0.91890
0.28226
0.28369
0.98175
0.66808
0.41753
0.97324
0.97324
0.97324
0.99232
0.69238
0.93454
0.99759
0.99759
0.99759
0.99759
0.99759
0.99759
0.94510
0.94510
0.94510
0.96500
0.67056
0.55587
0.51518
0.59206
0.60620
0.81841
0.99418
0.43345
0.43345
0.96133
0.98036
0.93655
0.93655
0.69661
0.97304
0.97304
0.97304
0.97304
0.96951
0.96951
0.98952
0.78175
0.99076
0.93359
0.93359
0.93359
0.95341
0.95341
0.95341
pvalue
0.89404
0.56684
0.83049
0.44896
0.42185
0.28130
0.92447
0.36285
0.07966
0.30418
0.76681
0.35007
0.55332
0.33373
0.25940
0.78846
0.32661
0.44177

025
033
WT-scr only
WT-scr only
020

0.33
WT-scr only
WT-scr only
WT-scr only

050
050
WT-scr only
WT-scr only
050

050
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

033
050
050

WT-scr only

WT-scr only

WT-scr only

WT-scr only
ratio
087
069
053
1.25
1.20
053
095
113
1.36
1.31
1.45
113
082
0.90
1.33
092
1.00
075
1.00
086
064
071
075
1.14
075
1.00
083
147
1.75
1.7
1.25
083
1.00
1.25
1.67
1.00
1.00
067
1.00
067
1.00
1.00
1.50
147
0.80
0.90
0.80
1.00
1.00
067
067
1.50
075
1.33
1.00
1.00
067
1.00
1.50
1.50
1.00
1.00
1.00
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.40
1.75
1.50
1.50
060
075
1.00
1.50
1.50
1.00
1.00
1.00
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
ratio
1.00
096
1.09
0.90
084
094
1.09
084
073
1.47
1.20
1.50
091
0.80
082
088
067
071

0.79785
0.67150
091773
0.92710
0.33905
0.91815
0.98875
0.43260
0.53068
0.78782
0.96234
0.97144
0.60271
0.96234
0.97826
0.97826
0.97826
0.96559
0.96559
0.93674
0.95504
0.95504
0.95504
0.70222
0.90060
0.99012
0.88004
0.56688
0.99012
0.94827
0.96663
pvalue
0.05629
0.30399
0.00751
0.21054
0.44090
0.41642
0.28572
0.12457
0.27486
0.13865
0.04606
0.16209
0.12726
0.06810
0.00019
0.00340
0.16375
0.07071
0.10468
0.01340
0.18043
0.02805
0.16209
0.23520
0.29193
0.11129
0.17848
0.35814
0.24247
0.17823
0.49429
0.13353
0.49531
0.30602
0.36361
0.54383
0.34413
0.42659
0.36361
0.34942
0.37390
0.37390
0.65549
0.11234
0.10788
0.33036
0.15198
0.08235
0.23382
0.35814
0.15344
0.26506
0.09740
0.09556
0.15834
0.09556
0.00000
0.11633
0.49429
0.49429
0.49429
0.11633
0.11633
0.49429
0.49429
0.49429
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.36107
0.48650
0.55600
0.36490
0.48129
0.70749
0.37390
0.48813
0.48813
0.48813
0.11658
0.48813
0.11658
0.57867
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
pvalue
0.05199
0.07218
001059
0.07876
001354
0.03304
0.31910
0.09187
0.11145
0.09413
0.05125
0.03171
0.01337
0.03295
0.06458
0.26610
0.14124
0.09798

075
133
1.00
1.00
1.80
1.00
1.00
067
067
1.50
1.00
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
125
1.00
1.00
1.00
1.50
1.00
1.00
1.00
ratio
027
0.42
WT-scr only.
0.40
0.42
050
0.44
0.45
038
0.45
050
0.45
0.40
050
0.08
038
025
022
0.14
0.45
0.29
050
043
050
033
033
033
025
0.14
050
033
050
050
033
050
025
033
033
0.33
WT-scr only
WT-scr only.
050
033
0.40
050
0.20
025
050
0.33
WT-scr only
050
025
033
033
0.33
WT-scr only
WT-scr only.
050
050
050
WT-scr only.
WT-scr only
050
050
050
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only
WT-scr only.
WT-scr only

0.81207
0.36760
0.74503
0.90979
0.16220
0.59770
0.65731
0.65731
0.65731
0.99441
0.89525
0.99441
0.87133
0.89525
0.90617
0.90617
0.25769
0.99229
0.89308
0.89308
0.99229
0.91525
0.91525
0.90700
0.79859
0.64284
0.79865
0.51885
0.98315
0.98065
0.98065
pvalue
0.18386
0.40120
0.01006
0.57822
0.46042
0.32893
0.16397
0.03914
0.26963
0.03407
0.19407
0.20625
0.01537
0.12633
0.11391
0.15251
0.18833
0.04933
0.30734
0.01028
0.09300
0.08265
0.20625
0.08265
0.05372
0.19755
0.05927
0.55403
0.25286
0.12182
0.52365
0.07246
0.01717
0.15891
0.16333
0.35357
0.21054
0.44308
0.46129
0.15597
0.75820
0.37390
0.67273
0.13403
0.17560
0.04723
0.27385
0.13578
0.29848
0.45970
0.15344
0.41681
0.10676
0.00000
0.00000
0.11391
0.00000
0.52365
0.66668
0.52365
0.52365
0.52365
0.11633
0.11633
0.11633
0.11633
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.41415
0.29396
0.19704
0.39553
0.23032
0.37390
0.56871
0.11658
0.11658
0.65890
0.11658
0.11658
0.11658
0.11658
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
pvalue
0.14180
0.33533
0.04665
0.32977
0.75159
0.07003
0.65118
0.33283
0.53627
0.47595
0.64943
0.27491
0.76809
0.32842
0.83485
0.76446
0.91302
0.81998

1.00



triD3YWT1|D3YWT1_MOUSE
splQ9ICR61|NDUB7_MOUSE
sp|QBP5FI|XPO1_MOUSE
sp|Q8JZNS|ACADS_MOUSE
sp|P56812|PDCD5_MOUSE
SplQICQE1|NPS3B_MOUSE
tr|USLGR7|USLGR7_MOUSE
SpQICX00]IST1_MOUSE
sp|Q80X50|UBP2L_MOUSE
5p|009111|NDUBB_MOUSE
5p|Q62448|IF4G2_MOUSE
1r/Q3UIG8|Q3UIG8_MOUSE
sp|P08414|KCC4_MOUSE
splQ9QZB7|ARP10_MOUSE
sp|QID1P4|CHRD1_MOUSE
sp|P63030|MPC1_MOUSE
sp|P61924|COPZ1_MOUSE
sp|Q5RJIS|BRSK1_MOUSE
sp|P14576|SRP54_MOUSE
sp|Q9DOLE|MCES_MOUSE
sp|Q9IM28|RNPS1_MOUSE
sp|P63073|IFAE_MOUSE
sp|Q8BIF0|CI9L2_MOUSE
sp|Q8K2Q9|SHOT1_MOUSE
sp|P32067|LA_MOUSE
splQICQMI|GLRX3_MOUSE
sp|Q6PDLO|DCTL2_MOUSE
splQSPR69|K1211_MOUSE
sp|Q8C1B1|CAMP2_MOUSE
plQBPIKIINRX3A_MOUSE
trlAOA0B7WP33|AOA0B7WP33
$p|Q923D4|SF3B5_MOUSE
sp|QI9KPE|PRP19_MOUSE
SpIQICWKB|SNX2_MOUSE
sp|Q8CBE3|WDR37_MOUSE
sp|E9PUL5|PRRT2_MOUSE
sp|Q8BXKB|AGAP1_MOUSE
splQBCG76|ARK72_MOUSE
sp|Q99L45|IF2B_MOUSE
tr/Q8C4E7|Q8C4E7_MOUSE
sp|QBNXK7|DPP10_MOUSE
sp|QBVDUO|GPSM2_MOUSE
sp|Q9Z110|P5CS_MOUSE
splQ9R1P1|PSB3_MOUSE
5p|QID7NI|APMAP_MOUSE
spIQICR70|LAGE3_MOUSE
sp|QI9KUO|VMP1_MOUSE
sp|A2ASQ1|AGRIN_MOUSE
sp|QBNS60|FBX41_MOUSE
spQ3UYCO|PPM1H_MOUSE
sp|Q8CAT72|GAN_MOUSE
$p|Q91V57|CHIN_MOUSE
sp|QBCI08|SLAIZ_MOUSE
sp|Q99ILG4|TTC5_MOUSE
sp|Q8VD37|SGIP1_MOUSE
SplQIWV34|MPP2_MOUSE
sp|QIWUA2|SYFB_MOUSE
sp|P22892|AP1G1_MOUSE
5p|QIDCE1|MPPA_MOUSE
$p|035286]DHX15_MOUSE
sp|Q641PO|ARP3B_MOUSE
sp|QBVDP4|CCAR2_MOUSE
sp|P28659|CELF1_MOUSE
sp|QBOVP1|EPN1_MOUSE
sp|P17047|LAMP2_MOUSE
sp|0B86I6|CLPP_MOUSE
sp|QID061|ACBD6_MOUSE
sp|P03921|NUSM_MOUSE
sp|Q3TIR3|RICBA_MOUSE
sp|Q9R020|ZRAB2_MOUSE
sp|QIDOSI|HINT2 _MOUSE
SplA2AWAQ|RBGP1_MOUSE
sp|Q60929|MEF2A_MOUSE
Sp|0B8441|MTX2_MOUSE
accession
sp|P62204|CALM_MOUSE
sp|Q8BJUO|SGTA_MOUSE
sp|Q64514]TPP2_MOUSE
5p|Q60597|0DO1_MOUSE
spIQ9QUR7|PIN1_MOUSE
sp|Q8K183|PDXK_MOUSE
sp|P48428[TBCA_MOUSE
5p|Q9Z1S5|SEPT3_MOUSE
sp|P26883|FKB1A_MOUSE
5p|070439|STX7_MOUSE
1/Q57028|Q57028_MOUSE
sp|F8VPU2|FARP1_MOUSE
splQ9R0Q7|TEBP_MOUSE
sp|Q6BFF6|GIT1_MOUSE
splQ3UPLO|SC31A_MOUSE
sp|QIDCEI|NDUAI_MOUSE

MCG11326, isoform CRA b OS=Mus musc
NADH dehydrogenase [ubiquinone] 1 beta
Exportin-1 OS=Mus musculus (Mouse) GN=
Acyl-CoA dehydrogenase family member 9,
Programmed cell death protein 5 0S=Mus
Protein NipSnap homolog 3B 0S=Mus mus
Marshalin-La transcript variant 1 OS=Mus n
1ST1 homolog OS=Mus musculus (Mouse)
Upiquitin-associated protein 2-like OS=Mus
NADH dehydrogenase [ubiquinone] 1 beta
Eukaryotic translation initiation factor 4 gam
Putative uncharacterized protein OS=Mus |
Calcium/calmodulin-dependent protein kina
Actin-related protein 10 OS=Mus musculus
Cysteine and histidine-rich domain-containir
Mitochondrial pyruvate carrier 1 OS=Mus m
Coatomer subunit zeta-1 OS=Mus musculu
Serine/threonine-protein kinase BRSK1 OS
Signal recognition particle 54 kDa protein C
mRNA cap guanine-N7 methyliransferase ¢
RNA-binding protein with serine-rich domain
Eukaryotic translation initiation factor 4E O
CD99 antigen-like protein 2 OS=Mus musc!
Shootin-1 0S=Mus musculus (Mouse) GN=
Lupus La protein homolog OS=Mus muscu
Glutaredoxin-3 OS=Mus musculus (Mouse)
Cytoplasmic dynein 1 light intermediate cha
Uncharacterized protein KIAA1211 OS=ML
Calmodulin-regulated spectrin-associated pi
Neurexin-3 OS=Mus musculus (Mouse) GN
Autophagy-related protein 9A OS=Mus mu
Splicing factor 38 subunit5 OS=Mus musc
Pre-mRNA-processing factor 19 0S=Mus
Sorting nexin-2 OS=Mus musculus (Mouse
WD repeat-containing protein 37 OS=Mus |
Proline-rich transmembrane protein 2 OS=)
Arf-GAP with GTPase, ANK repeat and PH
Aflatoxin B1 aldehyde reductase member 2
Eukaryotic translation initiation factor 2 subt
Putative uncharacterized protein OS=Mus |
Inactive dipeptidyl peptidase 10 OS=Mus n
G-protein-signaling modulator 2 0S=Mus
Delta-1-pyrroline-5-carboxylate synthase O.
Proteasome subunit beta type-3 OS=Mus 1
Adipocyte plasma membrane-associated pr
EKC/KEOPS complex subunit Lage3 OS=I
Vacuole membrane protein 1 (NF-E2-inducil
Agrin 0S=Mus musculus (Mouse) GN=Agrr
F-box only protein 41 OS=Mus musculus (A
Protein phosphatase 1H OS=Mus musculu
Gigaxonin OS=Mus musculus (Mouse) GN=
N-chimaerin OS=Mus musculus (Mouse) Gt
SLAIN motif-containing protein 2 OS=Mus |
Tetratricopeptide repeat protein 5 0S=Mus
SH3-containing GRB2-like protein 3-interact
MAGUK p55 subfamily member 2 OS=Mus
Phenylalanine~tRNA ligase beta subunit O
AP-1 complex subunit gamma-1 OS=Mus n
Mitochondriakprocessing peptidase subunit
Pre-mRNA-splicing factor ATP-dependent R
Actin-related protein 38 OS=Mus musculus
Cell cycle and apoptosis regulator protein 2
CUGBP Elavike family member 1 0S=Mus
Epsin-1 0S=Mus musculus (Mouse) GN=E}
Lysosome-associated membrane glycoprote
ATP-dependent Clp protease proteolytic su
Acy-CoA-binding domain-containing proteir
NADH-ubiquinone oxidoreductase chain 5
Synembryn-A OS=Mus musculus (Mouse) ¢
Zinc finger Ran-binding domain-containing |
Histidine triad nucleotide-binding protein 2,
Rab GTPase-activating protein 1 OS=Mus
Myocyte-specific enhancer factor 2A OS=N
Metaxin-2 OS=Mus musculus (Mouse) GN=
description

Calmodulin OS=Mus musculus (Mouse) GN
Small glutamine-rich tetratricopeptide repea
Tripeptidyl-peptidase 2 0S=Mus musculus
2-oxoglutarate dehydrogenase, mitochondr
Peptidylprolyl cis-trans isomerase NIMA-inte
Pyridoxal kinase OS=Mus musculus (Moust
Tubulin-specific chaperone A OS=Mus mus
Neuronal-specific septin-3 OS=Mus muscul
Peptidylprolyl cis-trans isomerase FKBP1A
Syntaxin-7 0S=Mus musculus (Mouse) GN
MKIAA4114 protein OS=Mus musculus (Mc
FERM, RhoGEF and pleckstrin domain-cont
Prostaglandin E synthase 3 0S=Mus musc
ARF GTPase-activating protein GIT1 OS=\
Protein transport protein Sec31A OS=Mus
NADH dehydrogenase [ubiquinone] 1 alph

i QA6
sp|Q8BLQIICADM2_MOUSE
sp|P29758|0AT_MOUSE
sp|Q7TMBB|CYFP1_MOUSE
1/Q3TJ95|Q3TI95_MOUSE
5p|Q0B331|CALB2_MOUSE
sp|QBRS5HE|WASF1_MOUSE
5p|055106|STRN_MOUSE
sp|QIDCDO|GPGD_MOUSE
sp|Q791V5|MTCH2_MOUSE
sp|Q62108|DLG4_MOUSE
sp|Q8VBV7|CSNS_MOUSE
sp|P28658|ATX10_MOUSE
sp|P62484|ABI2_MOUSE
sp|P23818|GRIA1_MOUSE
trlQ8R5L1|QBRSL1_MOUSE
sp|P12658|CALB1_MOUSE
sp|P47738|ALDH2_MOUSE
tr/AOA0B7WRS3|AOAO87WRS3,
sp|Q8K2C9|HACD3_MOUSE
splQICYT6|CAP2_MOUSE
sp|P56546|CTBP2_MOUSE
SpIQ9JMHIIMY 18A_MOUSE
sp|P45376|ALDR_MOUSE
Sp|QBOTL4|PHF24_MOUSE
trlADA0B7WNWB|AOAOSTWNWE
splQIDCCA[PSCR3_MOUSE
sp|P56382|ATPSE_MOUSE

linking factor 1 OS=
Cell adhesion molecule 2 OS=Mus muscul.
Omithine aminotransferase, mitochondrial ¢
Cytoplasmic FMR1-interacting protein 1 OS
Putative uncharacterized protein OS=Mus |
Calretinin OS=Mus musculus (Mouse) GN=!
Wiskott-Aldrich syndrome protein family men
Striatin OS=Mus musculus (Mouse) GN=Sti
6-phosphogluconate dehydrogenase, deca
Mitochondrial carrier homolog 2 OS=Mus m
Disks large homolog 4 OS=Mus musculus (
COP9 signalosome complex subunit 8 OS=
Ataxin-10 OS=Mus musculus (Mouse) GN=
Abl interactor 2 OS=Mus musculus (Mouse
Glutamate receptor 1 OS=Mus musculus (A
Complement component 1 Q subcomponer
Calbindin OS=Mus musculus (Mouse) GN=!
Aldehyde dehydrogenase, mitochondrial O
Abl interactor 2 OS=Mus musculus (Mouse
Very-long-chain (3R)-3-hydroxyacy-CoA del
Adenylyl cyclase-associated protein 2 0S=
Cerminal-binding protein 2 OS=Mus musc
Unconventional myosin-XVilla OS=Mus m.
Aldose reductase OS=Mus musculus (Mou
PHD finger protein 24 0S=Mus musculus (!
CLIP-associating protein 1 OS=Mus muscu
Pyroline-5-carboxylate reductase 3 OS=M:
ATP synthase subunit epsilon, mitochondriz

splQor _MOUSE
sp|QIWUMB|COR1B_MOUSE
splQICPQBIATPSL_MOUSE
sp|Q8CGK3|LONM_MOUSE
SplQIWU78|PDCEI_MOUSE
trlAOA0B7WPM2|AOA087 WPM2
p|Q9D7X3|DUS3_MOUSE
trlQ3TMX5|Q3TMX5_MOUSE
sp|Q6ZQI3|MLEC_MOUSE
sp|Q8CHG7|RPGF2_MOUSE
sp|P54822|PURB_MOUSE
sp|Q8BG81|PDIP3_MOUSE
pIQICRO0|PSMDI_MOUSE
5p|P02798|MT2_MOUSE

Dolichyl o
Coronin-1B. 0S=Mus musculus (Mouse) GN
ATP synthase subunit g, mitochondrial OS
Lon protease homolog, mitochondrial OS=I
Programmed cell death 6-interacting proteir
MCG5343 0S=Mus musculus (Mouse) GN=
Dual specificity protein phosphatase 3 0S=
Arginine-fich, mutated in early stage tumors
Malectin OS=Mus musculus (Mouse) GN=N
Rap guanine nucleotide exchange factor 2
Adenylosuccinate lyase OS=Mus musculus
Polymerase delta-interacting protein 3 0S=
265 proteasome non-ATPase regulatory su
Metallothionein-2 OS=Mus musculus (Mous

Qi 1_MOUSE
sp|Q8CGF6|WDR47_MOUSE
splQBVE47|UBA5_MOUSE
5p|Q9Z2I0[LETM1_MOUSE
1/Q80ZX0|QB0ZX0_MOUSE
sp|P59017|B2L13_MOUSE
sp|P62743|AP2S1_MOUSE
sp|QIIMNI|PCCB_MOUSE
sp|P63054|PCP4_MOUSE
trlF223U3|F223U3_MOUSE
sp|P61222|ABCE1_MOUSE
5p|Q91V09|WDR13_MOUSE
sp|Q9Z130]HNRDL_MOUSE
sp|QICQCT|NDUB4_MOUSE
$p|Q912J5|UGPA_MOUSE
sp|Q60875|ARHG2_MOUSE
$p|Q62189|SNRPA_MOUSE
sp|QIQXTO|CNPY2_MOUSE
sp|QBVHR5|P66B_MOUSE

B in-1 0S=Mus musculus (Mouse)
WD repeat-containing protein 47 OS=Mus |
Ubiquitin-ike modifier-activating enzyme 5 ¢
LETM1 and EF-hand domain-containing prc
Protein Sec24b OS=Mus musculus (Mouse
Bcl-2-ike protein 13 OS=Mus musculus (Mc
AP-2 complex subunit sigmaOS=Mus mus:
Propionyl-CoA carboxylase beta chain, mito
Purkinje cell protein 4 OS=Mus musculus (1
Protein Raph1 OS=Mus musculus (Mouse)
ATP-binding cassette sub-family E member
WD repeat-containing protein 13 0S=Mus |
Heterogeneous nuclear ribonucleoprotein C
NADH dehydrogenase [ubiquinone] 1 beta
UTP-glucose-1-phosphate uridylyliransfera:
Rho guanine nucleotide exchange factor 2
U1 small nuclear ribonucleoprotein A OS=h
Protein canopy homolog 2 OS=Mus muscu
Transcriptional repressor pe6-beta OS=Mu:
h 0!

pl |ENSA_MOUSE
sp|Q8BMES|CBLN4_MOUSE
sp|Q9QYF1|RDH11_MOUSE

Cerebeliin-4 (Cerebelli
Retinol dehydrogenase 11 OS=Mus musct

splQocs42| _MOUSE

Ribose-phosph 2cC

protein_set_score
1574.02
681.56
1442.52
1232.33
568.77
554.57
413.39
512.42
2835
619.81
793.66
627.22
381.15
587.55
1171.91
761.6
4018.1
570.76
905.98
898.11
551.55
435.86
678.3
737.71
919.46
431.31
436.21
380.84
833.09
546.56
763.65

9
6
6
6
8
7
7
6
7
6
6
6
6
6
4
5
5
4
5
5
3
5
4
5
4
5
5
4
5
2
3
3
3
5
2
3
2
4
5
4
3
4
4
4
2
5
2
2
2
2
2
3
3
2
4
4
2
4
2
3
2
2
2
3
3
4
2
2
2
4
2
3
2
3
2
2
2
2
2
2
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0.18866
0.34727
0.47742
0.08329
0.11304
0.30774
0.95616
0.45201
057856
0.80951
0.99874
0.83453
056175
0.61399
0.43591
0.90056
0.29817
050365
061458
0.93440
062102
0.69653
062425
0.82727
0.47588
0.95453
079734
0.99759
065983
0.76646
0.96818
0.94466
0.82617
0.16901
0.26220
0.80365
0.08870
0.95483
0.67600
0.41149
0.28226
0.28226
0.32661
0.34727
0.34727
0.41753
0.97324
0.71938
0.99563
0.93744
0.89895
0.89895
0.99759
0.94510
0.94510
077723
0.48709
0.83089
0.60481
0.94620
0.71982
0.62354
067707
0.43345
0.96289
0.96951
0.96951
0.96951
0.98952
0.98952
0.98952
0.87320
0.99076
0.93359
pvalue
0.66989
0.82415
0.41671
0.38260
058144
0.36735
0.42346
0.24307
0.69245
0.78011
0.84861
031610
0.69895
0.62227
0.80352
0.33862
0.70165
0.95637
0.82071
0.85278
0.48543
0.18672
0.49223
063575
058750
0.29168
0.11438
0.23704
051800
053915
0.28042
0.12408
0.94617
0.14275
053915
0.30279
0.74224
056351
0.07966
071392
0.87926
0.82090
0.47299
0.20776
0.00073
071918
0.30390
0.89871
0.05315
0.00099
0.28226
079133
0.70355
021315
0.18338
0.41277
068126
054176
0.35386
053545
054435
0.29990
0.09035
0.09035
0.41753
0.79921
0.98216
073139
0.93449
0.80419
0.87343
0.82510
0.86470
0.41617
0.69640
0.37439
0.93440
0.86737
059600
0.82365
0.89250

0.71
0.67
0.86
0.57
167
1.40
1.00
0.67
143
1.25
1.00
1.25
1.20
0.83
0.80
1.00
0.60
1.40
1.25
1.00
1.25
1.33
0.67
1.33
167
1.00
0.67
1.00
167
1.50
1.00
1.00
1.50
1.63
1.40
147
175
1.00
1.33
1.33
1.00
1.00
0.67
0.67
0.67
1.50
1.00
1.33
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.20
0.57
1.20
0.75
1.00
1.50
1.67
1.50
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.33
1.00
1.00

0.73
0.96
0.87
0.81
1.00
0.86
0.81
0.89
0.94
1.15
0.92
145
0.92
0.82
1.38
0.72
1.24
1.05
1.13
1.00
1.50
167
0.88
0.86
1.00
0.87
0.67
0.67
1.36
1.27
142
1.33
1.08
145
1.27
163
1.22
1.30
0.67
1.00
1.09
1.10
1.30
0.80
0.75
0.91
0.93
1.10
1.83
1.50
1.00
1.00
0.89
0.71
0.63
0.75
0.88
0.83
0.63
0.78
0.78
0.67
0.60
0.60
1.50
0.86
1.00
0.75
1.00
1.20
1.00
1.00
1.00
1.50
0.80
1.75
1.00
1.00
0.75
1.25
1.00

001203
023358
023520
0.10725
027524
0.05541
031348
037035
041829
049429
028534
028534
0.12104
027998
0.14489
006725
0.11455
0.16446
037954
009239
037954
041340
0.16333
042659
047290
052862
054744
072317
054744
0.70945
065549
072317
065549
0.09809
030983
0.17859
037826
0.12362
035814
0.17665
0.09556
0.17665
0.15834
0.09556
0.17665
049429
0.49429
041274
056392
058634
047527
056392
037390
037390
037390
024716
028210
024099
0.48650
035349
057179
0.16577
048813
048813
048813
037390
037390
037390
037390
037390
037390
058474
037390
037390
pvalue
052261
066201
043794
092127
082567
012272
0.45404
0.06976
032148
062363
0.48086
042393
055840
095162
057919
022907
082611
071285
0.42784
0.40739
034506
0.77052
058615
033300
068333
0.13641
002170
036219
042778
090513
0.74519
039982
029142
0.40240
0.76745
057266
037716
0.46967
082286
065768
022732
060948
084919
0.86201
003315
033192
022016
0.86369
0.80431
061624
021497
035533
054742
089494
0.75981
060374
0.79290
039275
0.75354
054790
095700
0.49626
036332
043778
0.70842
0.68200
066654
073892
0.89084
071182
062242
036405
0.76144
0.58564
0.98569
043276
063863
087166
043276
0.09538
0.46781

043
050
043
043
050
0.20
038
050
043
050
025
025
0.40
050
0.40
0.20
0.40
0.20
050
025
050
033

WT-scr only
033
050
050
033
050
033
050
050
050
050
025
0.40
033
050
025
033
033
033
033
033
033
033
050
050
033
050
050
050
050

WT-scr only

WT-scr only.

WT-scr only
0.20
029
0.20
050
033
050

WT-scr only.
050
050
050

WT-scr only.

WT-scr only

WT-scr only.

WT-scr only

WT-scr only.

WT-scr only
0.33

WT-scr only

WT-scr only.
ratio
058
077
078
0.95
1.00
068
063
061
0.81
1.23
0.69
064
077
1.00
138
0.60
1.05
0.85
0.81
077
063
0.83
0.82
064
0.88
067
053
0.60
1.09
0.91
0.83
075
075
073
0.82
075
067
0.60
0.92
079
0.64
0.80
0.90
0.90
058
064
0.64
0.90
147
0.83
067
057
078
0.86
0.88
075
0.88
1.00
0.88
078
0.89
1.33
0.60
0.60
067
071
071
1.25
1.00
0.80
075
0.60
0.83
1.50
1.00
1.25
075
1.00
1.25
1.50
075

0.19669
0.33341
0.19669
059390
0.86092
0.82533
057112
0.86550
0.76276
0.80142
091172
050431
0.45551
058217
0.83613
0.41137
067974
053872
0.72920
0.03007
059974
0.84592
0.99957
0.80594
0.75391
0.79472
0.78864
0.93079
0.96835
0.87176
0.93079
0.99229
0.89308
054296
0.42628
0.88304
0.72864
050073
0.73384
0.65731
053467
053467
0.49697
0.11880
0.86942
056462
0.87133
0.71186
0.90617
058805
0.90617
0.82109
0.99229
0.99229
0.89308
0.82712
0.81970
0.64364
059975
0.84939
0.86811
0.99076
0.99802
0.99802
0.90700
0.98315
0.98315
0.89145
0.98315
0.98315
0.89145
0.80656
0.98065
0.92666
pvalue
0.43895
0.23025
0.00992
0.13317
0.09680
0.00828
0.19676
0.02100
005071
0.10583
0.18084
031425
0.14153
0.34835
054703
0.15238
0.21692
0.02606
0.01655
0.07659
0.08587
0.31005
0.01740
0.26998
0.29217
0.06257
0.08935
0.14218
0.26640
0.06876
0.41751
0.07627
0.02510
0.02582
0.06876
0.20705
0.10852
0.34244
0.08115
0.00189
0.14324
0.18444
0.10180
029715
0.20028
0.21565
0.04897
0.12424
0.36841
0.30533
0.02077
0.03726
0.20581
021279
0.05610
0.14835
0.23573
0.00747
0.23573
0.03443
0.25608
0.12635
0.13674
0.13674
052365
0.27658
0.18766
052365
0.11633
0.05077
0.34695
0.14691
0.20326
0.15891
0.18674
0.28977
0.41663
0.28977
055936
0.15891
0.30865

0.57
0.67
0.57
1.00
0.83
0.80
0.63
0.83
0.71
0.75
0.75
1.50
1.20
0.67
0.80
0.60
1.00
0.60
1.00
1.75
0.75
0.67
1.00
0.67
147
0.75
0.67
1.00
1.00
1.00
1.00
1.00
1.00
0.63
0.60
0.83
1.00
1.25
0.67
0.67
0.67
0.67
0.67
1.67
1.00
1.50
1.00
0.67
1.00
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.60
1.25
0.67
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.67
1.00
1.00

0.48
042
0.35
048
047
050
0.44
0.44
0.50
031
0.46
045
0.46
045
0.50
048
0.48
045
0.44
045
0.38
050
047
043
0.50
047
0.40
0.40
0.36
027
0.50
050
0.33
027
027
050
0.33
050
0.42
0.07
0.45
0.40
0.40
050
0.33
045
0.43
0.40
0.50
050
0.33
029
0.44
043
0.25
038
0.38
0.17
0.38
022
0.44
033
0.40
0.40
0.50
029
0.14

WT-scr only
0.20

0.50
0.40
0.33
0.25
0.20
0.50
0.50
0.50
0.50
0.25
0.50



sp|Q3TDK6|ROGDI_MOUSE
$p|Q62393|TPD52_MOUSE
sp|Q80UUI|PGRC2_MOUSE

Protein rogdi homolog OS=Mus musculus (
Tumor protein D52 0S=Mus musculus (Mot
Membrane-associated progesterone recept:

e MOUSE

t|B2RQ71[B2RQ71_MOUSE
$p|Q64213|SFO1_MOUSE
t1Q3TGS7|Q3TGS7_MOUSE
sp|P60041|SMS_MOUSE
5p|009172|GSHO_MOUSE
SpIQ5SWUS|ACACA_MOUSE
sp|P11404|FABPH_MOUSE
splQ9DBF1|AL7A1_MOUSE
sp|Q6ZWV7|RL35_MOUSE
sp|P97470|PP4C_MOUSE
sp|P12849|KAP1_MOUSE
pQ99JYO|ECHB_MOUSE
sp|Q91ZA3|PCCA_MOUSE
splQICQFI|PCYOX_MOUSE
sp|Q91WK5|GCSH_MOUSE
$plQ9QZ06|TOLIP_MOUSE
sp|Q8CHPB|PGP_MOUSE
spQ8VE33|GD1L1_MOUSE
5p|Q62348|TSN_MOUSE
sp|Q60829|PPR1B_MOUSE
sp|Q8R127|SCPDL_MOUSE
sp|Q99L13[3HIDH_MOUSE
sp|Q91ZPIINECA2_MOUSE
SspIQUERTO|PPR1A_MOUSE
sp|Q7TT50|MRCKB_MOUSE
$p|Q62059|CSPG2_MOUSE
trlA2AEWB|A2AEWB_MOUSE
Sp|A2ALU4|SHRM2_MOUSE
1r/Q6ZQK4|Q6ZQK4_MOUSE
plQ3TXX4|VGLU1_MOUSE
sp|QICZ42|NNRD_MOUSE
sp|P70698|PYRG1_MOUSE
5p|008848|ROB0_MOUSE
sp|P03966|MYCN_MOUSE
sp|P52800|EFNB2_MOUSE
plQ9QZ08INAGK_MOUSE
sp|QID2V7|CORO7_MOUSE
sp|P97333|NRP1_MOUSE
5p|Q99JX3|GORS2_MOUSE
sp|Q9ILIO|CT2NL_MOUSE
sp|P28184|MT3_MOUSE
splQIDCR2|AP3S1_MOUSE
sp|P61226|RAP2B_MOUSE
1|D32494|D32494_MOUSE
sp|Q8CTM3|TRIMI_MOUSE
sp|P97765|WBP2_MOUSE
5p|Q62077|PLCGT_MOUSE
5p|Q01097|NMDE2_MOUSE
sp|QID1H7|GET4_MOUSE
sp|P36916|GNL1_MOUSE
5p|Q03141|MARK3_MOUSE
tr/Q8CAD1|Q8CADT_MOUSE
sp|Q8C163|EXOG_MOUSE
sp|QBK3HO|DP13A_MOUSE
sp|Q8RO50|ERF3A_MOUSE
SplQOWTS5|TEN2_MOUSE
tr|H3BKQ3|H3BKQ3_MOUSE
sp|Q8BYI9|TENR_MOUSE
sp|Q8CBYB|DCTN_MOUSE
sp|P49615|CDK5_MOUSE
5p|035465|FKBP8_MOUSE
sp|Q3UGRS|HDHD2_MOUSE
sp|P58404|STRN4_MOUSE
splQIDBES|ALG2_MOUSE
sp|Q8BHS57|WDR48_MOUSE
spQ6POGI|SORCN_MOUSE
5p|008914|FAAH1_MOUSE
sp|P70232|NCHL1_MOUSE
sp|Q8BHGT|NRDC_MOUSE
tr/AOJP53|A0JP53_MOUSE
sp|QIROUOISRS10_MOUSE
$p|Q91YM2|RHG35_MOUSE
sp|P24472|GSTA4_MOUSE
sp|P42859|HD_MOUSE
sp|P51163|HEM4_MOUSE
splQIEPRS|SORC2_MOUSE
sp|Q8BTV1|TUSC3_MOUSE
splQIDCS3|MECR_MOUSE
sp|Q8VEEO|RPE_MOUSE
sp|P54761|EPHB4_MOUSE

Other proteins:

accession
SpIQICWF2|TBB2B_MOUSE
sp|Q7TMM9|TBB2A_MOUSE
sp|P68372(TBB4B_MOUSE
sp|P99024|TBB5_MOUSE
sp|P68369|TBA1A_MOUSE
sp|P05213[TBA1B_MOUSE
splQIERD7|TBB3_MOUSE
sp|QIDBFI|TBB4A_MOUSE
sp|P68373(TBA1C_MOUSE
5p|PB0710]ACTB_MOUSE
sp|P63260|ACTG_MOUSE
sp|P68368|TBA4A_MOUSE
tr/Q3UBP6|Q3UBPE_MOUSE
tr/Q3TIJ9|Q3TII9_MOUSE
1/Q3UBQ4|Q3UBQ4_MOUSE
sp|Q922F4|TBB6_MOUSE
tr|E9QSF4|E9QSF4_MOUSE
5p|008553|DPYL2_MOUSE
sp|Q62188|DPYL3_MOUSE
sp|PB8033|ACTC_MOUSE
sp|P02769|ALBU_BOVIN
sp|QBPIC|AT1A3_MOUSE
1/Q9QZ83|Q9QZ83_MOUSE
5p|P63017|HSP7C_MOUSE
tr/Q3TRH3|Q3TRH3_MOUSE
trlQ6P1J1/Q6P1J1_MOUSE
sp|P97427|DPYL1_MOUSE
5p|Q04447|KCRB_MOUSE
sp|P20357|MTAP2_MOUSE
sp|P11499|HS90B_MOUSE
sp|P14873|MAP1B_MOUSE
sp|P63101[1433Z_MOUSE
sp|P17742|PPIA_MOUSE
trlA3KGU7|A3KGU7_MOUSE
$p|Q9JHU4|DYHC1_MOUSE
trlA3KGUS|A3KGUS_MOUSE
sp|P07901|HS90A_MOUSE

5 0S=Mus musculus (Mouse) ¢
Dip2c protein OS=Mus musculus (Mouse) ¢
Splicing factor 1 OS=Mus musculus (Mouse
Sorting nexin 12, isoform CRA_b OS=Mus
Somatostatin OS=Mus musculus (Mouse) C
Glutamate-—cysteine ligase regulatory subur
Acety-CoA carboxylase 1 OS=Mus muscul
Fatty acid-binding protein, heart 0S=Mus n
Alpha-aminoadipic semialdehyde dehydrog:
60S ribosomal protein L35 OS=Mus muscu
Serine/threonine-protein phosphatase 4 ca
cAMP-dependent protein kinase type I-bete
Trifunctional enzyme subunit beta, mitochor
Propionyl-CoA carboxylase alpha chain, mit
Prenylcysteine oxidase OS=Mus musculus
Glycine cleavage system H protein, mitocho
Tolkinteracting protein OS=Mus musculus (
Phosphoglycolate phosphatase OS=Mus n
Ganglioside-induced differentiation-associa
Translin OS=Mus musculus (Mouse) GN=T¢
Protein phosphatase 1 regulatory subunit 1
Saccharopine dehydrogenase-like oxidored
3-hydroxyisobutyrate dehydrogenase, mitoc
Nterminal EF-hand calcium-binding protein
Protein phosphatase 1 regulatory subunit 1
Serine/threonine-protein kinase MRCK beta
Versican core protein OS=Mus musculus (M
GRIP1-associated protein 1 0S=Mus musc
Protein Shroom2 OS=Mus musculus (Mous
MKIAA0044 protein OS=Mus musculus (Mc
Vesicular glutamate transporter 1 OS=Mus
ATP-dependent (S-NAD(P)H-hydrate dehyc
CTP synthase 1 OS=Mus musculus (Mous¢
60 kDa SS-A/Ro ribonucleoprotein OS=Mu
N-myc proto-oncogene protein OS=Mus mt
Ephrin-82 0S=Mus musculus (Mouse) GN=
N-acetyl-D-glucosamine kinase OS=Mus mt
Coronin-7 OS=Mus musculus (Mouse) GN=
Neuropiin-1 OS=Mus musculus (Mouse) Gl
Golgi reassembly-stacking protein 2 OS=M:
CTTNBP2 N-terminallike protein OS=Mus r
Metallothionein-3 OS=Mus musculus (Mous
AP-3 complex subunit sigma-1 OS=Mus m
Ras-related protein Rap-2b 0S=Mus musct
MCG142264, isoform CRA_a OS=Mus mus
E3 ubiquitin-protein ligase TRIM9 OS=Mus
WW domain-binding protein 2 OS=Mus mu:
1-phosphatidylinositol 4,5-bisphosphate ph:
Glutamate receptor ionotropic, NMDA 2B C
Golgi to ER traffic protein 4 homolog OS=h
Guanine nucleotide-binding protein-lie 1 C
MAP/microtubule affinity-regulating kinase &
Ras-binding protein DA-Raf OS=Mus musci
Nuclease EXOG, mitochondrial OS=Mus m
DCCiinteracting protein 13-alpha OS=Mus.
Eukaryotic peptide chain release factor GTF
Teneurin2 0S=Mus musculus (Mouse) GN
Protein Evisl OS=Mus musculus (Mouse) G
Tenascin-R OS=Mus musculus (Mouse) GN
Dynactin subunit 4 OS=Mus musculus (Mot
Cyclin-dependentike kinase 5 OS=Mus mt
Peptidyl-prolyl cis-trans isomerase FKBP8
Haloacid dehalogenase-like hydrolase dom:
Striatin-4 OS=Mus musculus (Mouse) GN=¢
Alpha-1,3/1,6-mannosyltransferase ALG2 (
WD repeat-containing protein 48 OS=Mus |
Sorcin OS=Mus musculus (Mouse) GN=Sri
Fatty-acid amide hydrolase 1 OS=Mus mus
Neural cell adhesion molecule L1-like protei
Nardiysin OS=Mus musculus (Mouse) GN=
Diacylglycerol kinase OS=Mus musculus (M
Serine/arginine-rich splicing factor 10 0S="
Rho GTPase-activating protein 35 OS=Mus
Glutathione S-transferase A4 OS=Mus mut
Huntingtin OS=Mus musculus (Mouse) GN=
Uroporphyrinogen-lil synthase OS=Mus mt
VPS10 domain-containing receptor SorCS2
Tumor suppressor candidate 3 0S=Mus mt
Trans-2-enoyl-CoA reductase, mitochondria
Ribulose-phosphate 3-epimerase (EC 5.1.3
Ephrin type-B receptor 4 0S=Mus musculu

description
Tubulin beta-2B chain OS=Mus musculus (
Tubulin beta-2A chain OS=Mus musculus (
Tubulin beta-4B chain OS=Mus musculus (
Tubulin beta-5 chain OS=Mus musculus (M
Tubulin alpha-1A chain OS=Mus musculus
Tubulin alpha-1B chain OS=Mus musculus
Tubulin beta-3 chain OS=Mus musculus (M
Tubulin beta-4A chain OS=Mus musculus (
Tubulin alpha-1C chain OS=Mus musculus
Actin, cytoplasmic 1 OS=Mus musculus (Mc
Actin, cytoplasmic 2 OS=Mus musculus (Mc
Tubulin alpha-<4A chain OS=Mus musculus
Putative uncharacterized protein OS=Mus |

Tubulin beta-6 chain OS=Mus musculus (M
Actin, cytoplasmic 1 0S=Mus musculus (Mc
Dihydropyrimidinase-related protein 2 OS=I
Dihydropyrimidinase-related protein 3 OS=!
Actin, alpha cardiac muscle 1 OS=Mus mus
Serum albumin OS=Bos taurus GN=ALB PE
Sodium/potassium-ransporting ATPase sut
Gamma actin-lie protein OS=Mus musculu
Heat shock cognate 71 kDa protein OS=M
Putative uncharacterized protein OS=Mus |
Crmp1 protein 0S=Mus musculus (Mouse)
Dihydropyrimidinase-related protein 1 OS=I
Creatine kinase B-type OS=Mus musculus
Microtubule-associated protein 2 OS=Mus |
Heat shock protein HSP 90-beta OS=Mus |
Microtubule-associated protein 18 0S=Mus
14-3-3 protein zeta/delta OS=Mus musculu
Peptidyl-prolyl cis-trans isomerase A 0S=M
Spectiin alpha chain, non-erythrocytic 1 O
Cytoplasmic dynein 1 heavy chain 1 OS=M
Spectrin alpha chain, non-erythrocytic 1 O
Heat shock protein HSP 90-alpha OS=Mus

p|P16858/G3P_MOUSE
sp|P17182|ENOA_MOUSE
sp|QIEQF6|DPYL5_MOUSE
sp|Q68FDS|CLH1_MOUSE
sp|P05064|ALDOA_MOUSE
sp|P56480|ATPB_MOUSE
1r/Q547J4|Q547J4_MOUSE
Sp|QGPIES|AT1A2_MOUSE
5p|P13595|NCAM1_MOUSE
trlAOAOAGYY47|AOAOABYY47_
sp|P62983|RS27A_MOUSE
sp|QBVDN2|AT1A1_MOUSE
5p|P62984|RL40_MOUSE
trlAOAOAGYY91|AOADABYY91_
sp|Q03265|ATPA_MOUSE
tr|D3Z6F5|D3Z6F5_MOUSE
tr|E9QBO1|E9QBOT_MOUSE
sp|P52480|KPYM_MOUSE
sp|Q01853|TERA_MOUSE
sp|Q62261|SPTB2_MOUSE
5p|P08249|MDHM_MOUSE
sp|P63038|CHE0_MOUSE
1r/Q8C5U3|Q8C5U3_MOUSE
sp|P10126|EF1A1_MOUSE
tr/S4R249|S4R249_MOUSE

Alpha-enolase OS=Mus musculus (Mouse)
Dihydropyrimidinase-related protein 5 0S=I
Clathrin heavy chain 1 OS=Mus musculus (
Fructose-bisphosphate aldolase A OS=Mu
ATP synthase subunit beta, mitochondrial '
Microtubule-associated protein OS=Mus mt
Sodium/potassium-transporting ATPase sut
Neural cell adhesion molecule 1 OS=Mus n
Neural cell adhesion molecule 1 OS=Mus n
Ubiquitin-40S ribosomal protein S27a 0S=I
Sodium/potassium-transporting ATPase sut
Ubiquitin-60S ribosomal protein L40 OS=M
Neural cell adhesion molecule 1 0S=Mus n
ATP synthase subunit alpha, mitochondrial
ATP synthase subunit alpha OS=Mus mus:
Neural cell adhesion molecule 1 0S=Mus n
Pyruvate kinase PKM OS=Mus musculus (1
Transitional endoplasic reticulum ATPase
Spectrin beta chain, non-erythrocytic 1 0S
Malate dehydrogenase, mitochondrial OS=
60 kDa heat shock protein, mitochondrial C
Putative uncharacterized protein OS=Mus |
Elongation factor 1-alpha 1 0S=Mus musci
Ankyrin-2 0S=Mus musculus (Mouse) GN=,

214.68
283.96
370.23
526.97
369.09
460.2
343.49
111.29
219.78
780.45
432.66
654.11
299.92
224.25
319.1
773.06
430.88
598.13
214.22
362.79
448.67
588.94
309.23
313.08
210.77
457.13
271.44
150.32
541.07
149.23
379.65
295.65
467.27
60.4
428.68
364.49
182.88
33.55
89.69
190.63
187.4
140.45
447.25
164.33
136.45
263.23
299.98
17275
88.46
99.36
155.35
118.64
163.66
170.83
281.47
61.22
218.12
564.95
519.38
376.51
496.1
562.13
443.09
443.65
345.63
265.66
360.38
438.56
115.64
188.08
298.06
587.05
333.41
218.27
52.26
451.32
171.76
44.62
167.97
245.92
76.01
229.94
113.78
129.25

protein_set_score
7100.802
7063.662
6574.761
6288.631
4802.61
4786.62
5376.501
5423.62
4257.77
6295.87
6297.169
3883.42
5654.93
443256
49435
3075.71
4063.28
5382.4
5273.989
3073.959
9723.468
7530.55
4315.73
5473.83
5106.92
4775.79
4349.4
2710.97
7391.699
5628.651
9225.331
3236.87
2359.71
15009.753
13964.649
14926.124
5404.771
3600.58
4090.82
3393.55
7909.759
3623.89
3902.84
2618.69
4650.611
4555.08
4343.54
1122.01
4612.391
1034.35
4467.759
4067.18
3917.27
4377.17
3848
5825.522
9962.131
3056.57
4322.109
3569.53
3022.059
7141.782
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0.70279
0.94815
0.78612
0.58452
0.92223
0.79938
057830
0.96818
0.97997
0.74950
0.65904
0.92055
0.49373
0.24874
0.78504
0.14493
0.49290
0.73426
0.53666
0.32222
0.31004
0.91017
0.13627
0.81492
057377
0.91081
0.82032
0.64244
0.43095
0.43553
0.43553
0.43553
0.28226
0.34727
0.34727
0.54160
0.28369
0.65749
0.41753
0.41753
0.41753
0.97324
0.65202
0.99232
0.99232
0.93454
0.94353
0.60186
0.64887
0.46475
0.89895
0.99759
0.99759
0.94510
0.94510
0.94510
0.96500
0.30817
0.22370
0.56133
0.38216
0.59518
0.72467
0.87751
0.79400
0.52096
0.79567
0.66792
0.97450
0.73043
0.72330
0.93365
0.92964
0.67707
0.43345
0.92270
0.96289
0.97304
0.97304
0.97304
0.96951
0.98952
0.99076
0.95341

Kl-scr / WT-scr
pvalue  ratio
0.20685  0.94
021532 093
0.12848 092
015125 093
008218 092
009890 093
0.25763  0.96
015049 092
0.07448  0.90
047868 097
0.49092 0.7
006650  0.96
0.49633 0.7
048283 098
052429 097
046443 0.9
053444 098
085952 1.03
0.89400  1.06
049355 098
090395 1.1
088537 1.04
053489 0.9
084100 1.07
0.88442  1.07
053288 097
0.46900  0.96
029641 1.01
0.86787  0.98
034477 112
098914 1.04
059940 1.01
071684  0.98
091049 1.06
092003 1.06
089596  1.07
049136 1.21
063162 1.09
0.86208  1.07
054874 1.02
0.94858  1.05
014210 127
034537 0.98
082273 1.12
060559 1.01
047117 093
041251 093
096177 1.04
035219 0.98
072120 1.03
0.11564 092
080104 1.02
0.88435  1.03
006066  0.94
0.82404  1.04
095237 1.05
063441 1.04
080881  1.06
050025 1.09
050819 1.12
000711 147
052194 097

1.33
1.00
1.25
0.75
1.00
0.83
0.67
1.00
1.00
0.67
1.30
1.09
1.40
171
0.89
1.83
0.80
0.88
0.83
0.67
0.60
1.00
1.75
0.86
1.25
1.00
1.25
1.67
0.60
1.33
1.33
1.33
1.00
0.67
0.67
1.67
0.67
1.50
1.50
1.50
1.50
1.00
1.50
1.00
1.00
1.00
1.00
0.67
0.67
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.88
1.86
1.40
1.60
1.40
0.83
147
0.86
0.60
0.80
1.67
1.00
0.67
1.33
1.00
1.00
1.50
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

0.58130
0.51201
0.32571
0.93658
0.94369
0.97942
0.80052
0.97860
0.70632
0.82781
0.73123
0.88109
0.46719
0.50573
0.35059
0.43546
0.14585
0.84743
0.51546
0.66714
0.77391
0.81901
0.71627
0.88131
0.06940
0.32731
0.93945
0.70002
0.57489
0.22141
0.58808
0.69548
0.47506
0.22141
0.22141
0.39275
0.73215
0.94262
0.86833
0.86833
0.86833
0.78782
0.97144
0.94262
0.96234
0.61499
0.71156
0.77278
0.67346
0.99814
0.58130
0.96559
0.93674
0.96559
0.96559
0.95504
0.95504
0.87754
0.69024
0.96866
0.65188
0.88931
0.92831
0.88432
0.53750
0.79749
0.64827
0.93075
0.89630
0.68522
0.68522
0.65894
0.67310
0.30703
0.88004
0.93725
0.97426
0.99012
0.91265
0.93075
0.93075
0.99012
0.94827
0.94827

1.33
1.50
175
1.00
1.00
1.00
0.67
1.00
150
1.33
0.80
1.00
0.60
0.71
0.56
1.50
0.60
0.88
0.67
1.17
1.20
0.88
075
0.86
150
1.50
1.00
0.67
0.60
1.33
0.67
1.33
167
1.33
1.33
1.00
0.67
1.00
1.00
1.00
1.00
1.50
1.00
1.00
1.00
1.50
1.25
0.67
0.67
1.00
150
1.00
1.00
1.00
1.00
1.00
1.00
0.88
0.71
1.00
0.60
0.80
1.00
1.00
057
0.80
0.60
1.00
1.00
0.67
067
0.67
0.67
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00

KI-93 / WT-scr
pvalue  ratio
088570 092
089958 093
090180 093
089364 093
075254 0.91
069345 091
092145 095
094173 093
073675  0.91
096884 094
099733 094
054836 0.91
099268  0.94
091930 095
098582 0.94
074764 097
089288  0.96
015601 082
060258 0.90
092431 095
067531 1.19
093229 095
076099  0.91
021270 1.00
011251 1.00
031253 083
024842 0.81
034960 099
048183 073
012094  1.00
091472 093
080405 092
061155 086
019332 0.80
094748 096
022015 0.80
012764 1.07
024996 102
061516 097
007040 068
055587 092
009380  1.19
083790 093
099727 097
042183 099
004917 085
003622 085
011409 098
033871 0.90
033857 098
001388 083
046550 088
046741 088
005580 085
0.18197  1.08
004508 102
038159  0.84
096795 096
011086 1.1
044994 103
070884 093
085565 093

0.16333
057822
0.11616
0.61367
0.36459
0.59444
0.15597
0.37390
0.37390
0.37390
0.49021
0.36186
0.39492
0.10191
0.32860
0.38646
0.04642
0.15571
0.30670
0.22528
0.00731
0.30463
0.13578
0.43369
0.41664
0.36542
0.19964
0.37428
0.33818
0.00000
0.11391
0.00000
0.11391
0.22718
0.22718
0.20028
0.20028
0.11633
0.52365
0.66668
0.11633
0.52365
0.11633
0.11633
0.52365
0.52365
0.56555
0.44622
0.16067
0.61367
0.64301
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.53520
0.29466
0.41415
0.25496
0.39583
0.47072
0.44122
0.46306
0.13717
0.34011
0.56871
0.68938
0.37685
0.16577
0.16577
0.45696
0.11658
0.11658
0.11658
051712
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390
0.37390

WT-scr only

050
029
0.40
0.20
0.40
050
050
043

WT-scr only
020

033
050
033
WT-scr only
WT-scr only
033

WT-scr only

WT-scr only

WT-scr only
050

WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only
WT-scr only

KI-82 | WT-scr
pvalue  ratio
0.87189  0.89
0.86390  0.90
0.87237 089
082628 0.90
0.83688 087
085479 0.87
060132 0.94
061763 093
0.98803 0.8
076840 0.91
078817 0.91
060993 085
074404 092
073370 092
081394 0.90
067370 092
068044 094
012303 075
0.47641 096
062619 094
0.55558  1.30
024560 083
0.95950 0.8
034768 093
026286  0.94
037020 079
0.33564 078
068901 0.90
067198 076
071524 0.90
099143 0.88
018302 0.81
0.18892 065
088973 088
066898 0.93
090039 088
030510 0.98
039647 083
093435 0.89
044672 092
057454 0.84
010234 1.03
070924 085
098938 0.90
0.81387  0.90
004085 082
008115  0.83
048768 092
050355 0.82
074974 091
002386 0.81
067224 0384
066942 085
008194 082
0.06613 085
084543 0.90
090872 0.91
075711 087
033722 1.00
023508 1.01
032452 0.83
012625 074



sp|P18760|COF1_MOUSE
sp|P40142|TKT_MOUSE
sp|P54227|STMN1_MOUSE
sp|P18872|GNAO_MOUSE
5p|008599|STXB1_MOUSE
sp|P43277|H13_MOUSE
1r/Q8C153|QBC153_MOUSE
sp|P58252|EF2_MOUSE
sp|P09411|PGK1_MOUSE
sp|P43274|H14_MOUSE
sp|A2AQ07|TBB1_MOUSE
sp|P62806|H4_MOUSE
5p|Q64478|H2B1H_MOUSE

Cofilin-1 0S=Mus musculus (Mouse) GN=C
Transketolase OS=Mus musculus (Mouse)
Stathmin OS=Mus musculus (Mouse) GN=¢
Guanine nucleotide-binding protein G(o) su
Syntaxin-binding protein 1 0S=Mus muscu
Histone H1.3 OS=Mus musculus (Mouse) G
Putative uncharacterized protein OS=Mus |
Elongation factor 2 0S=Mus musculus (Mo
Phosphoglycerate kinase 1 0S=Mus musci
Histone H1.4 OS=Mus musculus (Mouse) G
Tubulin beta-1 chain OS=Mus musculus (M
Histone H4 OS=Mus musculus (Mouse) GN
Histone H2B type 1-H OS=Mus musculus (I

|Q02053{UBA1_MOUSE
sp|P10853|H2B1F_MOUSE
sp|Q8BFZ3|ACTBL_MOUSE
sp|P15864|H12_MOUSE
$p|Q64525|H2B2B_MOUSE
5p|Q64475|H2B1B_MOUSE
sp|P10854|H2B1M_MOUSE
sp|Q8CGP2|H2B1P_MOUSE
plQ9ICQV8|1433B_MOUSE
sp|P61982|1433G_MOUSE
sp|P50516|VATA_MOUSE
sp|P50396|GDIA_MOUSE
sp|P62814|VATB2_MOUSE
sp|P48962|ADT1_MOUSE
sp|P62874|GBB1_MOUSE
sp|P20152|VIME_MOUSE
sp|P05063|ALDOC_MOUSE
trlQ5HZJ8|Q5HZJ8_MOUSE
$p|0B8844|IDHC_MOUSE
sp|P19096|FAS_MOUSE
spIQIROPY|UCHL1_MOUSE
sp|P27773|PDIA3_MOUSE
sp|P62259|1433E_MOUSE
tr|DSMR34|D5MR34_MOUSE
/Q3U1B1/Q3U1B1_MOUSE
5p|P20029|GRP78_MOUSE
1/Q3U292|Q3U292_MOUSE
sp|P22752|H2A1_MOUSE
sp|Q9IKIOJACON_MOUSE
sp|P17156|HSP72_MOUSE

Ubiquitin-ik enzyme 1 (
Histone H2B type 1-F/J/L OS=Mus muscult
Beta-actin-ike protein 2 0S=Mus musculus
Histone H1.2 0S=Mus musculus (Mouse) G
Histone H2B type 2-8 0S=Mus musculus (I
Histone H2B type 1-B 0S=Mus musculus (I
Histone H2B type 1-M OS=Mus musculus (|
Histone H2B type 1-P 0S=Mus musculus (I
14-3-3 protein beta/alpha OS=Mus muscul
14-3-3 protein gamma 0S=Mus musculus
V-type proton ATPase catalytic subunit A C
Rab GDP dissociation inhibitor alpha OS=N
V-type proton ATPase subunit B, brain isofc
ADP/ATP translocase 1 OS=Mus musculus
Guanine nucleotide-binding protein G(IYG(¢
Vimentin OS=Mus musculus (Mouse) GN=\
Fructose-bisphosphate aldolase C OS=Mu:
Isocitrate dehydrogenase [NADP] OS=Mus
Isocitrate dehydrogenase [NADP] cytoplasn
Fatty acid synthase OS=Mus musculus (Mc
Ubiquitin carboxylerminal hydrolase isozym
Protein disulfide-isomerase A3 OS=Mus mt
14-3-3 protein epsion OS=Mus musculus (|
Tubulin beta 3 0S=Mus musculus (Mouse)
Putative uncharacterized protein OS=Mus |
78 kDa glucose-regulated protein OS=Mus
Putative uncharacterized protein OS=Mus |
Histone H2A type 1 0S=Mus musculus (Mc
Aconitate hydratase, mitochondrial OS=Mu
Heat shock-related 70 kDa protein 2 0S=N

C28_MOUSE

c dependent protein kina:

ol
sp|P38647|GRP75_MOUSE
spQBR1M2[H2AJ_MOUSE
sp|P14152|MDHC_MOUSE
sp|Q9DOE1|HNRPM_MOUSE

Stress-70 protein, mitochondrial OS=Mus n
Histone H2A.J 0S=Mus musculus (Mouse)
Malate dehydrogenase, cytoplasmic OS=M
Heterogeneous nuclear ribonucleoprotein

pl INSF_MOUSE
sp|Q61553|FSCN1_MOUSE
sp|P682541433T_MOUSE
1r/Q3UBU0|Q3UBUO_MOUSE
sp|P08113|ENPL_MOUSE
sp|P62880|GBB2_MOUSE
sp|QIWV27|AT1A4_MOUSE
sp|P62631|EF1A2_MOUSE
trlQ8C2E1|Q8C2E1_MOUSE
Sp|Q76MZ3|2AAA_MOUSE
tr/Q3UBK8|Q3UBKS_MOUSE
tr/Q3THL7|Q3THL7_MOUSE
sp|P68510]1433F_MOUSE
sp|P51881|ADT2_MOUSE
sp|P12960|CNTN1_MOUSE
tr/Q58E70|Q58E70_MOUSE
1r|D32618|D3Z618_MOUSE
sp|P06745|G6PI_MOUSE
sp|P43276|H15_MOUSE
1/S4R291|S4R291_MOUSE

g ATPase OS=Mus musculus
Fascin 0S=Mus musculus (Mouse) GN=Fsc
14-3-3 protein theta OS=Mus musculus (Mc
Putative uncharacterized protein OS=Mus |
Endoplasmin OS=Mus musculus (Mouse) ¢
Guanine nucleotide-binding protein G(IYG(¢
Sodium/potassium-transporting ATPase sut
Elongation factor 1-alpha 2 OS=Mus musci
Putative uncharacterized protein OS=Mus |
Serine/threonine-protein phosphatase 2A 6
Putative uncharacterized protein OS
Putative uncharacterized protein O
14-3-3 protein eta OS=Mus musculus (Mou
ADP/ATP translocase 2 OS=Mus musculus
Contactin-1 OS=Mus musculus (Mouse) G
Tpm3 protein OS=Mus musculus (Mouse) C
Tropomyosin alpha-3 chain OS=Mus musct
Glucose-6-phosphate isomerase OS=Mus |
Histone H1.5 0S=Mus musculus (Mouse) G
Ankyrin-2 0S=Mus musculus (Mouse) G
Di lated protein 4 OS=I

|035098|DPYL4_MOUSE
sp|P84228|H32_MOUSE
sp|P68433|H31_MOUSE
sp|P02301|H3C_MOUSE
sp|P14094|AT1B1_MOUSE
tr/QBIWE3|Q6IWE3_MOUSE
sp|P17751[TPIS_MOUSE
tr|D3YZ68|D3YZ68_MOUSE
sp|PBO318|TCPG_MOUSE
p|Q9DBJT[PGAM1_MOUSE
11Q3U2G2|Q3U2G2_MOUSE
tr/S4R2T7|S4R2T7_MOUSE
sp|P11798|KCC2A_MOUSE
sp|Q60932|VDACT_MOUSE
sp|QBGSS7|H2A2A_MOUSE
1/Q3V117|Q3V117_MOUSE
sp|Q3UX10|TBAL3_MOUSE
sp|0B8569|ROA2_MOUSE
sp|Q05816|FABP5_MOUSE
sp|088935|SYN1_MOUSE
sp|Q91XV3|BASP1_MOUSE
sp|P06837|NEUM_MOUSE
sp|P17183|ENOG_MOUSE

Histone H3.2 0S=Mus musculus (Mouse) G
Histone H3.1 OS=Mus musculus (Mouse) G
Histone H3.3C OS=Mus musculus (Mouse)
Sodium/potassium-transporting ATPase sut
Glyceraldehyde-3-phosphate-dehydrogena:
Triosephosphate isomerase OS=Mus musc
Elongation factor 1-alpha 1 0S=Mus musci
T-complex protein 1 subunit gamma OS=M
Phosphoglycerate mutase 1 OS=Mus musc
Heat shock 70 kDa protein 4 OS=Mus mus.
Ankyrin-2 0S=Mus musculus (Mouse) GN=,
Calcium/calmodulin-dependent protein kina
Voltage-dependent anion-selective channe
Histone H2A type 2-A OS=Mus musculus (I
ATP-citrate synthase OS=Mus musculus (V
Tubulin alpha chain-ike 3 OS=Mus muscul
Heterogeneous nuclear ribonucleoproteins.
Fatty acid-binding protein, epidermal OS=h
Synapsin-1 0S=Mus musculus (Mouse) GN
Brain acid soluble protein 1 OS=Mus musc:
Neuromodulin OS=Mus musculus (Mouse) '
Gamma-enolase OS=Mus musculus (Mous:

splP | MOUSE
sp|Q61598|GDIB_MOUSE
tr/E9Q5.J9|E9Q5J9_MOUSE
sp|QIDBNO|EF1G_MOUSE
t/Q3TL61|Q3TLE1_MOUSE
sp|P51880|FABP7_MOUSE
sp|P15105|GLNA_MOUSE
trlA2AUK5|A2AUKS_MOUSE
sp|P49312|ROA1_MOUSE
sp|Q8VEK3|HNRPU_MOUSE
1r|G3UZJ2|G3UZJ2_MOUSE

binding protein *
Rab GDP dissociation inhibitor beta OS=M:
Tropomyosin alpha-3 chain OS=Mus musct
Elongation factor 1-gamma OS=Mus musct
Putative uncharacterized protein OS=Mus |
Fatty acid-binding protein, brain OS=Mus n
Glutamine synthetase OS=Mus musculus (|
Band 4.1-like protein 1 OS=Mus musculus
Heterogeneous nuclear ribonucleoprotein A
Heterogeneous nuclear ribonucleoprotein L

sp|Q9JLMB|DCLK1_MOUSE

tAOA0G2JGQN JGQ6.

iated protein OS=Mus mt
Serine/threonine-protein kinase DCLK1 OS
i kinase DCLK1 OS

sp|P42932|TCPQ_MOUSE
sp|P80314|TCPB_MOUSE
sp|Q99P72|RTNA_MOUSE
tr/Q3TGN5|Q3TGNS_MOUSE
sp|Q8CGPO|H2B3B_MOUSE
sp|Q9D2U9IH2B3A_MOUSE
sp|P39053|DYN1_MOUSE
trIK3WAT3[K3WAT3_MOUSE
sp|QICZUB|CISY_MOUSE
splQBPHZ2|KCC2D_MOUSE
sp|GSEB29|AT2B1_MOUSE
sp|Q61879]MYH10_MOUSE

tr/AOAOJIYUN4|AOAOJIYUN4 |

T-complex protein 1 subunit theta OS=Mus
T-complex protein 1 subunit beta OS=Mus.
Reticulon4 OS=Mus musculus (Mouse) GN
Putative uncharacterized protein OS=Mus |
Histone H2B type 3-8 0S=Mus musculus (I
Histone H2B type 3-A OS=Mus musculus (I
Dynamin-1 0S=Mus musculus (Mouse) GN
V-type proton ATPase subunita OS=Mus |
Citrate synthase, mitochondrial OS=Mus mi
Calcium/calmodulin-dependent protein kina:
Plasma membrane calcium-transporting ATF
Myosin-10 OS=Mus musculus (Mouse) GN=
1 Dynamin-1 OS=Mus musculus (Mouse) GN

sp|P63328| _MOUSE
sp|P35700|PRDX1_MOUSE
spIQOROK7|AT2B2_MOUSE
sp|P05202|AATM_MOUSE
tr|D5L240]D5L240_MOUSE
sp|P31324|KAP3_MOUSE
sp|P21107|TPM3_MOUSE
5p|Q923T9IKCC2G_MOUSE
1/Q3UGZ4|Q3UGZ4_MOUSE
sp|QIDBEG|RL4_MOUSE
trlA2AFGB|A2AFG8_MOUSE
sp|P43275|H11_MOUSE

p B¢
Peroxiredoxin-1 OS=Mus musculus (Mouse
Plasma membrane calcium-transporting ATF
Aspartate aminotransferase, mitochondrial

Calcium-transporting ATPase OS=Mus mus
cAMP-dependent protein kinase type ll-bet
Tropomyosin alpha-3 chain OS=Mus musct
Calcium/calmodulin-dependent protein kina
Putative uncharacterized protein OS=Mus |
60S ribosomal protein L4 OS=Mus muscult
Neural cell adhesion molecule L1 OS=Mus
Histone H1.1 OS=Mus musculus (Mouse) G

| 'S_MOUSE

lanine-rich C-kinase substrat

ol
sp|P63044| _MOUSE
splQ9DOK2|SCOT1_MOUSE
sp|QIROPS|DEST_MOUSE
splQBQZTH|THIL_MOUSE
5p|P61979|HNRPK_MOUSE

i ted membrane protein 2 O€
Succinyl-CoA:3-ketoacid coenzyme A transf
Destrin OS=Mus musculus (Mouse) GN=Ds.
Acety-CoA acetyltransferase, mitochondrial
Heterogeneous nuclear ribonucleoprotein K

nuclear i K

1R6_MOUSE
sp|P06151|LDHA_MOUSE
sp|P97351|RS3A_MOUSE
5p|088342|WDR1_MOUSE
triD1FNM8|D1FNM8_MOUSE
sp|P16125|LDHB_MOUSE

Liactate dehydrogenase A chain OS=Mus.

408 ribosomal protein S3a OS=Mus musct

WD repeat-containing protein 1 0S=Mus m

Calcium-transporting ATPase OS=Mus mus

LAactate dehydrogenase B chain OS=Mus
nuclear i

_MOUSE
5p|P26443|DHE3_MOUSE
sp|P17427|AP2A2_MOUSE
5p|PB0313[TCPH_MOUSE
tlAGZI47|ABZI47_MOUSE
sp|P10649|GSTM1_MOUSE
sp|QBVIJ6|SFPQ_MOUSE
5p|Q64433|CH10_MOUSE

L
Glutamate dehydrogenase 1, mitochondrial
AP-2 complex subunit alpha-2 0S=Mus mu
T-complex protein 1 subunit eta OS=Mus n
Fructose-bisphosphate aldolase OS=Mus
Glutathione S-transferase Mu 1 OS=Mus it
Splicing factor, proline- and glutamine-rich ©
10 kDa heat shock protein, mitochondrial C

_MOUSE
sp|P08226|APOE_MOUSE
splQ8BGQ7|SYAC_MOUSE
sp|P28738|KIF5C_MOUSE
sp|P50518|VATE1_MOUSE
sp|P15532|NDKA_MOUSE
sp|Q61171|PRDX2_MOUSE

T in 1, alpha, isoform CRA_i OS=I
Apolipoprotein E OS=Mus musculus (Mous
Alanine-tRNA ligase, cytoplasmic OS=Mus
Kinesin heavy chain isoform 5C OS=Mus
V-type proton ATPase subunit E 1 0S=Mu
Nucleoside diphosphate kinase A OS=Mus
Peroxiredoxin-2 OS=Mus musculus (Mouse

2235.44
3070.63
1974.47
3103.13
4381.2
2272.18
4071
4120.17
3293.479
2191.09
604.49
1524.11
1630.09
4244.72
1615.7
1198.9
1894.17
1627.68
1583
1590.94
1543.56
2707.711
2560.041
3286.76
3418.31
2937.99
2496.59
2951.47
3789.57
2775.609
3016.47
3016.47
6085.921
1906.23
2512.19
2298.8
938.37
2422.72
3023.38
1850.77
708.89
3506.08
1659.99
2503.94
2994.14
654.89
1888.12
2477.87
2997.06
2861.931
2490.36
2884.94
2884.94
2630.831
1589.38
1490.62
2959.43
2959.43
1675.63
1669.07
2021.27
1978.3
2893.61
2356.74
2078.12
2471.92
2033.44
6828.763
2012.57
973.5
801.82
700.86
1560.98
1020.6
1786.36
1926.13
2397.06
1644.82
3597.43
2571.34
1889.45
1599.1
591.11
3092.93
658.14
2272.36
2003.59
2021.14
2542.05
2183.54
1993.86
1763.67
2767.05
1549.72
1718.98
2404.51
1719.4
1911.12
2782.59
1667.97
2485.86
1154.89
2466.45
2464.16
2217.41
2484.379
2796.82
222253
1119.25
1098.28
3697.24
2261.68
1903.29
1609.26
3236.32
7533.282
3660.061
1997.23
1010
3141.74
2023.97
2997.14
1852.92
12714
1196
4587.429
1821.91
2207.39
1106.37
1552.24
853.5
2083.87
1638.2
2238.5
1864.56
1863.88
2032.43
1406.76
2129.71
2817.12
1516.12
1657.81
2383.97
3209.9
2098.94
1195.93
1785.35
1854.44
933.72
1508.92
1349.94
2790.22
3127.71
1529.8
850.52
1061.21
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0.97041
0.90697
0.73986
0.26745
0.87432
0.93989
0.31767
0.31767
0.36630
0.95904
035111
0.29132
0.95443
0.66915
0.97734
0.22123
0.98133
0.96563
0.99182
0.98612
0.94467
0.50935
0.52367
0.70942
051981
0.99631
0.46456
0.23162
0.29822
0.16273
0.66033
0.66033
0.58459
0.64141
0.10689
0.77943
0.76518
0.18273
0.98935
0.94965
0.68280
0.40827
0.17150
0.76244
0.20162
0.86651
0.57409
0.49971
061776
0.16171
0.44392
0.96890
0.96890
0.33834
0.62525
0.63209
0.73335
0.73335
0.77209
0.75004
0.63326
0.08448
0.16988
0.90400
0.89686
0.41342
0.97518
0.98278
0.78406
0.99912
0.94919
0.94279
0.53303
0.62759
0.42053
0.03447
0.16851
0.41734
0.13205
0.13107
0.29680
0.49915
0.39078
0.74898
0.05909
0.61554
0.36598
0.62629
0.93875
0.92351
0.66427
0.94142
0.72259
0.70367
0.47019
0.65264
0.36645
0.96326
0.35931
0.69582
0.69985
0.83332
0.76552
0.71685
0.68355
057729
052767
0.55926
0.89684
0.87388
0.55292
0.06217
0.89219
0.65276
051032
0.38001
0.41887
0.85795
0.58832
0.86415
067753
0.99066
0.73776
0.69132
0.25546
0.39072
0.46524
0.43967
053734
0.33729
079118
0.65072
0.11193
0.01313
0.04602
0.03375
0.35796
0.23628
0.44800
0.79141
0.40666
0.11307
0.69034
0.78592
0.24925
0.95630
0.88361
057767
061517
0.95055
0.95684
0.85141
0.03892
0.05253
0.78813
051701

1.05
1.06
112
0.98
1.04
1.06
1.08
1.08
1.18
1.03
0.94
0.91
1.05
1.03
1.05
0.93
1.04
1.05
1.05
1.05
1.06
0.98
1.09
1.07
1.01
1.05
1.00
1.13
144
1.18
1.08
1.08
1.18
1.09
112
1.09
1.01
1.13
1.05
1.05
1.10
1.14
0.97
1.01
0.98
1.03
111
0.96
1.01
1.12
1.07
1.05
1.05
0.99
1.00
1.06
1.08
1.08
1.01
1.01
1.08
0.92
1.13
1.03
1.03
1.18
1.04
1.05
1.08
1.04
1.03
1.05
0.99
1.00
0.98
1.24
1.14
0.89
1.22
0.86
0.89
0.98
0.85
1.08
0.92
1.12
1.22
0.95
0.98
0.98
1.09
1.03
1.09
0.99
1.16
0.99
1.26
1.05
1.23
111
0.99
0.98
1.10
111
113
1.15
1.14
0.97
1.08
1.09
1.15
1.16
1.06
0.98
0.97
1.44
1.20
1.01
1.01
1.07
1.10
1.05
1.02
0.97
0.89
0.81
1.13
0.93
1.32
1.51
0.97
1.09
1.24
1.45
151
1.53
1.26
1.15
111
1.09
1.14
1.25
112
1.02
1.16
1.05
1.04
1.19
1.14
1.06
1.02
1.03
0.96
0.82
1.07
0.97

0.98663
0.98804
0.73409
0.19479
0.14623
0.43674
0.17232
0.17232
0.20107
0.47381
0.91299
0.91429
0.94626
0.60200
0.99515
0.52819
0.74276
0.98357
0.99111
0.95705
0.99311
0.43526
0.38709
0.05265
0.38222
0.65686
0.29023
0.04766
0.18952
0.05134
0.76730
0.76730
0.33628
0.81379
0.07408
0.86400
0.75906
0.07877
0.10663
0.49128
0.32805
0.26814
0.93358
0.93168
0.75123
0.25528
0.46693
0.58845
0.60911
0.34607
0.02452
0.13721
0.13721
0.31744
071714
0.63440
0.27715
0.27715
0.17494
0.12498
0.00827
0.32800
0.56748
0.32598
0.21764
0.42176
0.76195
0.89622
0.43197
0.91121
0.99323
0.99503
0.79814
0.76125
0.63750
0.89853
0.42493
0.26377
0.84702
0.60362
0.00181
0.25017
0.33500
0.74358
0.13839
0.61797
0.93665
0.19131
0.66800
0.38054
0.52268
0.98009
0.15958
0.53840
0.88845
0.50477
0.43531
0.71955
0.79494
0.93950
0.72351
0.79694
0.78595
0.72241
0.46335
0.59157
0.83387
0.92674
0.90429
0.92689
0.70993
0.90841
0.89262
0.10318
0.06890
0.67958
0.57179
0.69206
0.16171
0.39219
0.54743
0.38580
0.27759
0.35386
0.50382
0.04561
0.85644
0.86793
0.47247
0.47780
0.29935
0.59771
0.93368
0.02483
0.35082
0.28430
0.18119
0.80890
0.24455
0.05143
0.04153
0.43762
0.56223
0.00530
0.66247
0.09204
0.21892
0.57299
0.07803
0.92678
0.91289
0.32095
0.00439
0.24691
0.15413
0.45746

0.95
0.95
1.04
0.82
0.81
1.16
1.07
1.07
112
1.09
0.96
0.94
0.95
0.98
0.94
0.85
1.02
0.94
0.94
0.95
0.94
0.88
0.89
0.85
0.88
0.98
1.04
1.05
1.41
1.22
0.98
0.98
1.09
0.97
113
0.98
0.99
1.04
1.10
1.12
1.10
1.12
0.93
0.93
0.96
1.04
1.00
1.02
0.99
1.02
0.88
1.05
1.05
0.88
0.92
0.98
0.86
0.86
0.83
0.83
076
1.03
1.00
1.08
111
1.12
1.03
0.94
0.85
0.99
0.96
0.96
0.92
0.94
091
0.94
0.85
0.71
0.94
0.92
0.65
0.86
1.02
0.98
079
1.03
0.98
0.78
0.80
0.63
0.87
0.96
1.07
1.07
0.99
1.04
112
1.02
0.89
0.94
0.99
0.88
0.99
1.00
1.07
0.89
091
0.95
0.96
0.96
0.99
0.94
0.94
0.71
0.71
1.07
1.02
0.89
0.83
0.84
1.09
0.83
0.81
111
0.87
053
097
0.98
1.38
1.12
0.83
0.89
097
1.30
1.11
1.13
119
0.93
073
0.62
115
1.06
1.07
0.74
0.92
1.17
1.08
111
131
0.98
0.95
1.13
0.71
0.77
1.08
1.03

0.06549
0.26371
0.65634
0.52709
0.83733
0.27538
0.49848
0.49848
0.91953
0.25354
0.53949
052017
0.48084
0.43456
052922
0.84943
0.40055
0.48536
054793
0.46049
054106
0.25754
0.35441
0.29970
0.76960
0.98531
0.66007
0.13315
0.12858
0.18624
0.63063
0.63063
0.74159
0.63270
0.43870
0.73503
0.70808
0.08247
0.20831
0.32327
0.39959
0.23616
0.82226
0.71113
067183
0.71890
0.99099
0.22473
0.10510
0.27936
0.76330
0.47263
0.47263
0.03317
0.38436
0.09274
0.67645
0.67645
0.99817
0.88469
0.36240
0.62962
0.63442
0.20039
0.28634
0.25233
0.28509
0.22856
0.30879
0.73568
0.80801
0.78133
0.12544
0.11871
0.37664
0.59357
0.84220
0.16074
0.17492
0.00192
0.21959
0.81994
0.73474
0.03081
0.24309
052914
0.93221
0.49946
0.56041
0.60966
0.06180
0.78666
0.71760
0.13626
0.19605
0.22397
0.86734
0.23434
0.95785
0.89265
0.82342
0.88178
0.45538
0.43458
0.63213
0.82680
0.33295
0.75251
0.45052
0.49856
0.16028
0.30599
0.24535
0.43131
0.36611
0.33082
0.09655
0.26716
0.43611
0.29001
068112
0.27637
0.25617
0.19661
0.85751
0.17944
0.25392
0.38717
0.43002
0.43323
0.63089
0.85316
0.39909
0.24282
0.45014
0.41327
0.47417
0.65266
0.94182
0.71424
0.58765
0.26321
0.81620
0.35789
0.94828
0.05824
0.01417
0.65971
0.33094
0.15980
0.66855
0.67286
0.81063
0.92098
0.47332
0.53683

0.78
0.79
0.79
0.81
0.87
1.26
0.84
0.84
0.87
1.19
0.95
0.99
1.00
0.95
0.99
0.83
117
1.00
0.98
1.00
0.99
0.78
0.82
0.85
0.87
0.88
0.92
0.94
1.40
1.09
0.83
0.83
0.83
0.94
0.94
0.93
0.93
0.96
0.82
1.19
1.00
1.01
0.90
0.93
0.92
0.90
0.89
1.08
0.73
0.93
0.88
0.92
0.92
0.75
0.84
0.82
0.86
0.86
0.89
0.90
0.82
0.85
0.96
0.71
0.74
0.71
1.16
0.73
0.81
1.02
0.98
0.98
0.75
0.78
0.76
0.83
0.88
0.51
0.73
0.74
0.74
0.87
0.92
0.73
0.77
0.97
0.89
0.79
0.70
0.72
0.58
0.86
0.91
0.62
0.78
112
0.94
1.14
0.89
0.91
0.86
0.86
1.00
1.01
0.93
0.91
0.71
0.84
1.06
1.05
1.03
0.82
0.71
0.75
0.80
1.21
1.10
0.72
0.81
0.73
0.81
0.73
0.77
0.65
0.84
0.62
0.99
1.02
148
1.27
0.79
0.88
0.85
1.05
1.08
1.08
0.83
0.93
0.88
0.84
0.93
1.01
0.93
0.77
0.89
1.04
1.16
1.02
1.05
0.64
0.79
0.79
0.92
0.89
0.97
0.99



sp|QIDB20JATPO_MOUSE
sp|P60843|IF4A1_MOUSE
sp|PB0315[TCPD_MOUSE
sp|P27659|RL3_MOUSE
sp|P10630|IF4A2_MOUSE
plQ9CZ13|QCR1_MOUSE
sp|P60335|PCBP1_MOUSE
sp|P17426|AP2A1_MOUSE
sp|PB0317[TCPZ_MOUSE
sp|P63001|RACT_MOUSE
sp|P17710]HXK1_MOUSE
sp|Q61656|DDX5_MOUSE
tr|E9PZFO|ESPZFO_MOUSE
sp|P05201|AATC_MOUSE
tr/Q3UMT7|Q3UMT7_MOUSE
Sp|QBCAY6|THIC_MOUSE
trlQ5SW8B|Q5SW88_MOUSE
sp|P11983[TCPA_MOUSE
sp|P08752|GNAI2_MOUSE
sp|P80316|TCPE_MOUSE
sp|POCOS6|H2AZ_MOUSE
sp|P62821|RAB1A_MOUSE
sp|P56399|UBP5_MOUSE
sp|Q61990|PCBP2_MOUSE
sp|QIDBG3|AP2B1_MOUSE
sp|P35802|GPMBA_MOUSE
trlQ3TJLB|Q3TILE_MOUSE
sp|Q922R8|PDIA6_MOUSE
sp|QIDCX2|ATPSH_MOUSE
sp|P27661|H2AX_MOUSE
5p|088809|DCX_MOUSE
sp|Q8BH59|CMC1_MOUSE
sp|Q99PT1|GDIRT_MOUSE
sp|Q01768|NDKB_MOUSE
sp|P17879|HS71B_MOUSE
p|Q91V12[BACH_MOUSE
sp|QICZCB|SCRN1_MOUSE
sp|P00366|DHE3_BOVIN
5p|Q61768|KINH_MOUSE
spQ8BFRS|EFTU_MOUSE
sp|Q920E5|FPPS_MOUSE
sp|P63011|RAB3A_MOUSE
trlQ3TXES|Q3TXES_MOUSE
sp|P35564|CALX_MOUSE
sp|Q8K310|MATR3_MOUSE
sp|P47963|RL13_MOUSE
sp|Q61699|HS105_MOUSE
sp|QBK2B3|SDHA_MOUSE
sp|QIDBP5|KCY_MOUSE
1/Q8C2Q8|Q8C2Q8_MOUSE
sp|P45591|COF2_MOUSE
sp|P97300|NPTN_MOUSE
sp|P16627|HS71L_MOUSE
sp|Q9DBR2|IDH3A_MOUSE
tr|B7FAUB|B7FAUS_MOUSE
sp|P25444|RS2_MOUSE

ATP synthase subunit O, mitochondrial OS
Eukaryotic initiation factor 4A- OS=Mus mt
T-complex protein 1 subunit delta OS=Mus
60S ribosomal protein L3 OS=Mus muscult
Eukaryotic initiation factor 4A-I OS=Mus m
Cytochrome b-c1 complex subunit 1, mitoch
Poly(rC)binding protein 1 0S=Mus muscul
AP-2 complex subunit alpha-1 OS=Mus mu
T-complex protein 1 subunit zeta OS=Mus
Ras-related C3 botulinum toxin substrate 1

Hexokinase-1 OS=Mus musculus (Mouse) ¢
Probable ATP-dependent RNA helicase DD
Nucleoside diphosphate kinase OS=Mus
Aspartate aminotransferase, cytoplasmic O

Acety-CoA acetyltransferase, cytosolic OS
Protein Rabfa OS=Mus musculus (Mouse)
T-complex protein 1 subunit alpha OS=Mus
Guanine nucleotide-binding protein G(i) suk
T-complex protein 1 subunit epsion OS=M
Histone H2A.Z 0S=Mus musculus (Mouse)
Ras-related protein Rab-1A OS=Mus musci
Ubiquitin carboxykterminal hydrolase 5 08
Poly(rC)-binding protein 2 OS=Mus muscult
AP-2 complex subunit beta OS=Mus musct
Neuronal membrane glycoprotein M6-a OS
Putative uncharacterized protein OS=Mus |
Protein disulfide-isomerase A6 OS=Mus mt
ATP synthase subunit d, mitochondrial OS
Histone H2AX OS=Mus musculus (Mouse)
Neuronal migration protein doublecortin O€
Calcium-binding mitochondrial carrier proteir
Rho GDP-dissociation inhibitor 1 OS=Mus 1
Nucleoside diphosphate kinase B OS=Mus
Heat shock 70 kDa protein 1B OS=Mus mt
Cytosolic acyl coenzyme A thioester hydrole
Secemin-1 OS=Mus musculus (Mouse) GN
Glutamate dehydrogenase 1, mitochondrial
Kinesin-1 heavy chain OS=Mus musculus (
Elongation factor Tu, mitochondrial OS=M.
Famesyl pyrophosphate synthase OS=Mus
Ras-related protein Rab-3A OS=Mus musci
Putative uncharacterized protein OS=Mus |
Calnexin OS=Mus musculus (Mouse) GN=C
Matrin-3 0S=Mus musculus (Mouse) GN=M
60S ribosomal protein L13 OS=Mus muscu
Heat shock protein 105 kDa OS=Mus musc
Succinate dehydrogenase [ubiquinone] fla
UMP-CMP kinase OS=Mus musculus (Mout
ATP synthase subunit gamma OS=Mus mu
Cofilin-2 0S=Mus musculus (Mouse) GN=C
Neuroplastin OS=Mus musculus (Mouse) G
Heat shock 70 kDa protein 1-ike OS=Mus |
Isocitrate dehydrogenase [NAD] subunit alg
Guanosine diphosphate (GDP) dissociation
408 ribosomal protein S2 0S=Mus muscult

pl | _MOUSE
sp|P61264|STX1B_MOUSE
sp|055143|AT2A2_MOUSE
sp|008749|DLDH_MOUSE
trlA2ALLO|A2ALLY_MOUSE
sp|P62754|RS6_MOUSE
sp|QIZ1WB|AT12A_MOUSE
sp|P62918|RL8_MOUSE
trE9Q1GB|E9Q1G8_MOUSE
$plQ9ICQQ7|ATSF1_MOUSE
5p|Q60864|STIP1_MOUSE

D 8¢
Syntaxin-18 0S=Mus musculus (Mouse) G|
Sarcoplasmic/endoplasmic reticulum calciun
Dihydrolipoyl dehydrogenase, mitochondrial
Calcium-transporting ATPase OS=Mus mus
408 ribosomal protein S6 OS=Mus muscult
Potassium-transporting ATPase alpha chair
60S ribosomal protein L8 OS=Mus muscult
Septin-7 OS=Mus musculus (Mouse) GN=S
ATP synthase F(0) complex subunit B1, mit
Stress-induced-phosphoprotein 1 0S=Mus

Qi H_MOUSE
sp|Q9QYCO|ADDA_MOUSE
SpIQICXWA|RL11_MOUSE
sp|PB4091|AP2M1_MOUSE
sp|Q64436|ATP4A_MOUSE
sp|P19783|COX41_MOUSE
sp|P29387|GBB4_MOUSE

5p|Q62420|SH3G2_MOUSE
spQ99JY9|ARP3_MOUSE

sp|Q8VEMB|MPCP_MOUSE

D-b mi
Alpha-adducin OS=Mus musculus (Mouse)
60S ribosomal protein L11 OS=Mus muscu
AP-2 complex subunit mu OS=Mus muscul
Potassium-transporting ATPase alpha chair
Cytochrome c oxidase subunit 4 isoform 1, |
Guanine nucleotide-binding protein subunit
Endophilin-A1 OS=Mus musculus (Mouse)
Actin-related protein 3 OS=Mus musculus (
Phosphate carrier protein, mitochondrial Of

splP: _MOUSE
sp|P47962|RL5_MOUSE
sp|Q61548|AP180_MOUSE
5p|QIDBM3|GHC1_MOUSE
sp|P35979|RL12_MOUSE
sp|Q99KJ8|DCTN2_MOUSE
sp|P14206|RSSA_MOUSE
sp|P40124|CAP1_MOUSE
sp|Q64332|SYN2_MOUSE
5p|Q02248|CTNB1_MOUSE

luble NSF protein OS=
60S ribosomal protein L5 0S=Mus muscult
Clathrin coat assembly protein AP180 OS=
Mitochondrial glutamate carrier 1 OS=Mus |
60S ribosomal protein L12 OS=Mus muscu
Dynactin subunit 2 OS=Mus musculus (Mot
408 ribosomal protein SA OS=Mus muscul
Adenylyl cyclase-associated protein 1 0S=
Synapsin-2 0S=Mus musculus (Mouse) GN
Catenin beta-1 0S=Mus musculus (Mouse!

sp|P63024| _MOUSE
sp|Q8CAQB|MIC60_MOUSE
sp|Q11011|PSA_MOUSE

trlQ6GT24|Q6GT24_MOUSE
Sp|QBK1M6|DNM1L_MOUSE
1r/Q3U4P3|Q3U4P3_MOUSE
tr|E9PUD2|E9PUD2_MOUSE
sp|P61164|ACTZ_MOUSE

sp|055131|SEPT7_MOUSE
sp|P61294|RAB6B_MOUSE

d membrane protein 3 OF
MICOS complex subunit Mic60 OS=Mus mt
Puromycin-sensitive aminopeptidase OS=h
Peroxiredoxin 6 OS=Mus musculus (Mouse
Dynamin-1-like protein OS=Mus musculus
Putative uncharacterized protein OS=Mus |
Dynamin-1-like protein OS=Mus musculus
Alpha-centractin OS=Mus musculus (Mous«
Septin-7 OS=Mus musculus (Mouse) GN=S
Ras-related protein Rab-68 OS=Mus musci

splC 1_MOUSE
sp|P47857|PFKAM_MOUSE
sp|P29341|PABP1_MOUSE
sp|QIQUIOJRHOA_MOUSE
sp|Q61166|MARE1_MOUSE
sp|QIQYR6|MAP1A_MOUSE
sp|Q8BP67|RL24_MOUSE
sp|P14211|CALR_MOUSE
1r/Q66JR8|Q66JR8_MOUSE
sp|P09103|PDIA1_MOUSE
sp|008788|DCTN1_MOUSE
5p|P63085|MK01_MOUSE
SplQUEPN1|NBEA_MOUSE
tr/B1AQX9|B1AQX9_MOUSE
$p|Q9QXS6|DREB_MOUSE

Memb ated recept:
ATP-dependent 6-phosphofructokinase, mu
Polyadenylate-binding protein 1 0S=Mus n
Transforming protein RhoA OS=Mus musct
Microtubule-associated protein RP/EB famit
Microtubule-associated protein 1A OS=Mut
60S ribosomal protein L24 OS=Mus muscu
Calreticulin OS=Mus musculus (Mouse) GN
Ptms protein OS=Mus musculus (Mouse) G
Protein disulfide-isomerase OS=Mus musct
Dynactin subunit 1 OS=Mus musculus (Mot
Mitogen-activated protein kinase 1 OS=Mu
Neurobeachin OS=Mus musculus (Mouse)
SRC kinase-signaling inhibitor 1 OS=Mus n
Drebrin OS=Mus musculus (Mouse) GN=DE

l I _MOUSE
1/Q3US81/Q3US81_MOUSE
sp|B2RSH2|GNAI1_MOUSE
p|Q91ZX7|LRP1_MOUSE
5p|Q99K4B|NONO_MOUSE
tr/Q3TMMS|Q3TMM5_MOUSE
p|P60766|CDC42_MOUSE
sp|P61922|GABT_MOUSE
5p|P62827|RAN_MOUSE
splQ9R111|GUAD_MOUSE
sp|P21550|ENOB_MOUSE
sp|QBCI94|PYGB_MOUSE
sp|Q8BHN3|GANAB_MOUSE
sp|Q921M7|FA49B_MOUSE
sp|P35486|0DPA_MOUSE
sp|P62270|RS18_MOUSE
sp|QIDC51|GNAI3_MOUSE
splQ7TQF7|AMPH_MOUSE
sp|P62908|RS3_MOUSE
sp|P12970|RL7A_MOUSE
sp|P63158|HMGB1_MOUSE
sp|P62281|RS11_MOUSE
sp|QICR57|RL14_MOUSE
Sp|QBCHCA|SYNJ1_MOUSE

méb, isoform CRA_g OS=Mus
Glycoprotein m6b, isoform CRA_f OS=Mus
Guanine nucleotide-binding protein G(i) sut
Prolow-density lipoprotein receptor-related
Non-POU domain-containing octamer-bindir
Putative uncharacterized protein OS=Mus |
Cell division control protein 42 homolog OS
4-aminobutyrate aminotransferase, mitocho
GTP-binding nuclear protein Ran OS=Mus
Guanine deaminase OS=Mus musculus (M
Beta-enolase 0S=Mus musculus (Mouse) ¢
Glycogen phosphorylase, brain form 0S=N
Neutral alpha-glucosidase AB 0S=Mus mu
Protein FAM49B OS=Mus musculus (Mous:
Pyruvate dehydrogenase E1 component su
408 ribosomal protein S18 OS=Mus muscL
Guanine nucleotide-binding protein G(k) sul
Amphiphysin 0S=Mus musculus (Mouse) G
408 ribosomal protein S3 0S=Mus muscult
60S ribosomal protein L7a 0S=Mus muscu
High mobility group protein B OS=Mus mu
408 ribosomal protein S11 OS=Mus muscL
60S ribosomal protein L14 0S=Mus muscu
Synaptojanin-1 0S=Mus musculus (Mouse

YX73_

trl YX7
trlQ7MEW1|Q7MBW1_MOUSE
5p|QIZOEO|NCDN_MOUSE
$p|035295|PURB_MOUSE
tr/Q14BH8|Q14BH8_MOUSE
sp|QBKOTO|RTN1_MOUSE
sp|P21279|GNAQ_MOUSE
splQ9DOJBIPTMS_MOUSE
sp|P62761|VISL1_MOUSE
sp|P28667|MRP_MOUSE
5p|089053|COR1A_MOUSE
sp|Q8BRT1|CLAP2_MOUSE
sp|Q91V41|RAB14_MOUSE
splQBROY6|AL1L1_MOUSE
sp|Q8BMK4|CKAP4_MOUSE
tr/Q50HX0|Q50HX0_MOUSE
sp|Q6PHNI|RAB35_MOUSE
sp|P61027|RAB10_MOUSE
5p|QID394|RUFY3_MOUSE
splQ9ID1G1|RAB1B_MOUSE

CAMP- protein kinase type Il-alp!
Reticulon OS=Mus musculus (Mouse) GN=I
Neurochondrin OS=Mus musculus (Mouse)
Transcriptional activator protein Pur-beta O
Cacna2d1 protein OS=Mus musculus (Mou
Reticulon-1 OS=Mus musculus (Mouse) GN
Guanine nucleotide-binding protein G(a) su
Parathymosin OS=Mus musculus (Mouse) ¢
Visinin-iie protein 1 0S=Mus musculus (Mc
MARCKS-related protein OS=Mus musculu
Coronin-1A 0S=Mus musculus (Mouse) GN
CLIP-associating protein 2 OS=Mus muscu
Ras-related protein Rab-14 0S=Mus musct
Cytosolic 10-formyltetrahydrofolate dehydro
Cytoskeleton-associated protein 4 OS=Mus
RAB14 protein OS=Mus musculus (Mouse)
Ras-related protein Rab-35 0S=Mus musct
Ras-related protein Rab-10 OS=Mus musct
Protein RUFY3 0S=Mus musculus (Mouse!
Ras-related protein Rab-1B 0S=Mus musci

1315.36
1655.42
2510.58
1285.56
1592.2
1592.5
1227.62
2914.76
1823.75
886.79
2637.04
1648.2
860.91
1688.59
1676.06
1558.24
1588.53
2185.6
1513.98
1967.26
433.71
1573.59
2002.94
957.31
2965.74
940.55
1544.02
1372.08
984.51
597.44
1375.84
2199.38
1194.46
717
638.47
1042.77
1132.8
1634.37
1978.89
1075.32
1316.66
1342.37
1947.04
1947.04
1986.35
970.71
2701.64
1774.94
907.41
1130.44
936.41
804.07
617.51
1076.87
1023.11
900.74
1695.68
1328.21
2861.44
1513.7
1860.6
1177.13
578.91
790.27
1529.8
925.88
2270.52
1102.52
2141.29
555.93
1806.73
372.45
734.44
1250.26
1081.85
1555.7
1152.74
1520.86
1246.86
1566.84
1169.97
629.05
1599.56
912.4
1621.71
1788.52
1767.77
567.73
2234.71
2334.27
1191.46
2442.93
2363.76
2262.29
1067.64
1470.51
962.39
903
1681.58
1596.64
905.49
1452.61
2968.44
709.37
1727.01
949.3
1745.69
2644.43
1485.02
2993.8
2324.17
1891.75
1100.73
1014.26
1397.24
2988.659
1631.88
1573.05
731.85
1735.91
764.27
1653.59
788.79
2449.65
1583.16
1293.53
1415.52
865.98
873.53
1643.93
1373.31
1257.87
953.85
694.79
683.14
1711.89
1355.41
747.12
1897.7
1168.62
2067.48
1043.85
2059.83
757.55
1262.67
1022.71
1128.61
2095.55
1105.42
2465.9
1915.31
1025.89
566.89
893
1372.56
907.42
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1
2
1
2
1
2
1
2
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0.12715
0.36697
058154
0.26624
051482
0.82109
0.22981
0.36026
0.29266
0.85622
0.59993
0.01136
0.89969
0.82338
0.09508
0.88835
0.28463
0.07038
0.23677
0.35297
0.91783
0.42549
0.13046
0.41649
0.33373
0.86647
0.92696
0.76327
0.16647
0.59085
0.83381
0.70548
0.84142
0.55236
0.28051
0.86284
0.46951
0.60967
0.95920
0.08323
0.65215
0.97609
0.35547
0.35547
051979
0.54915
0.33693
0.44346
0.29120
0.86872
0.15391
0.93248
0.10701
0.27698
0.07095
0.41048
0.23236
0.53331
055110
0.07753
0.71095
0.84869
0.90296
0.34442
0.45942
0.11631
0.83536
0.62908
0.69768
0.37053
0.01438
050112
0.23368
0.30890
0.58543
0.21525
0.52689
0.56826
0.81459
051862
0.73771
0.58951
0.01381
0.03540
0.86528
0.88556
0.92417
051841
0.97786
0.73901
0.34001
0.16337
0.15772
0.18147
0.66642
0.32186
0.68357
0.39060
0.06827
0.10734
0.41698
0.61744
0.29367
0.50917
0.48636
0.93973
0.28542
0.82248
0.31537
0.82519
0.58992
0.17300
0.69485
0.83996
0.03453
0.46378
023717
0.70143
0.26839
0.45057
0.28250
0.93741
0.98611
0.80698
0.03795
0.30646
0.94013
0.99096
0.43999
0.82643
0.34185
0.18103
071753
0.39448
0.32588
0.80774
0.44134
0.26512
0.06717
0.52261
0.41641
0.64519
0.11036
0.95288
0.25260
0.66174
0.67155
0.75893
0.70017
0.54319
0.45927
0.08890
0.38671
0.03804
0.82433
0.17316

0.89
111
1.09
0.99
0.98
1.01
0.98
147
0.94
1.03
0.96
141
1.05
1.00
1.23
1.07
0.95
1.23
1.09
0.91
1.06
0.97
1.28
0.93
1.15
1.07
1.05
1.07
1.19
0.91
1.06
0.98
1.07
1.10
0.98
1.07
1.13
0.95
1.04
0.90
1.14
1.06
1.25
1.25
117
1.12
113
111
1.16
1.02
0.94
1.06
0.96
0.93
0.84
0.97
0.85
0.91
1.19
0.82
1.02
1.03
1.06
1.20
1.19
0.82
1.07
112
1.00
0.96
1.26
0.96
0.69
1.15
1.13
1.46
1.14
1.12
1.02
1.22
1.00
1.10
1.32
0.87
1.04
1.02
1.04
0.89
1.05
1.11
147
1.20
1.22
1.33
147
1.24
112
1.13
1.26
1.30
1.16
1.18
1.26
0.91
0.96
1.06
1.34
1.08
0.87
0.98
1.14
141
1.13
1.09
1.19
0.91
1.23
1.10
1.33
0.88
0.92
1.06
1.05
1.10
1.21
1.14
1.06
1.05
112
1.02
0.85
1.37
111
1.16
1.18
1.07
0.86
0.82
0.71
0.90
0.77
0.87
0.73
1.02
0.90
0.93
0.97
1.14
0.98
1.23
0.93
0.75
0.94
0.76
1.03
0.86

0.94303
0.72809
0.62292
0.94254
0.63368
0.78180
0.54707
0.68740
0.37216
0.79911
0.09322
0.08308
0.00372
0.58736
0.35112
0.70551
0.06825
0.00661
0.10215
0.28981
0.02754
0.06814
0.19480
0.55743
0.81841
0.72069
0.01626
0.01422
0.04329
0.81484
0.57601
0.79176
0.83961
0.05532
0.66485
0.25566
0.60219
0.91522
0.64732
0.23179
0.82092
0.40347
0.39624
0.39624
0.47057
0.06792
0.06717
0.61364
0.04716
0.92447
0.84992
0.67060
0.80301
0.84970
0.40437
0.28381
0.53096
0.13163
0.80103
0.06213
0.05719
0.19129
0.97705
0.77690
0.44312
0.48807
0.82759
0.59982
0.95349
0.86297
0.43886
0.81281
0.54341
0.21389
0.11753
0.53224
0.60144
0.67565
0.94484
0.39070
0.97292
0.69265
0.00565
0.37281
0.08562
0.47103
0.15168
0.15975
0.15098
0.32246
0.29818
0.05124
0.07130
0.03843
0.24296
0.41742
0.98425
0.61189
0.14229
0.41647
0.69621
0.92890
0.59132
0.61686
0.79752
0.97749
0.66930
0.23728
0.06271
0.42737
0.22947
0.96616
0.49659
0.49065
052177
0.89421
0.95563
0.73210
0.57257
0.46347
0.18346
0.25812
0.53118
0.75483
0.65282
0.09841
0.39919
0.83569
0.30578
0.49313
0.07545
0.72725
0.87264
0.82819
0.19904
0.05112
0.37913
0.35007
0.02713
0.69241
0.16927
0.41682
0.12933
0.75046
0.03263
0.09079
0.10136
0.44112
0.33661
0.23255
0.28260
0.85876
0.67207
0.27141
0.29604
0.10960

0.95
0.99
0.87
0.94
091
0.99
1.07
1.00
1.00
0.97
0.80
1.35
147
1.05
1.06
1.00
0.81
1.10
075
0.81
147
0.81
0.81
1.00
0.93
0.92
1.23
1.24
113
1.00
0.98
1.00
0.99
1.12
0.89
0.82
0.88
0.94
0.87
0.88
0.90
1.00
1.18
1.18
1.06
1.20
1.20
1.03
1.29
0.96
0.92
0.86
091
0.94
0.81
1.10
0.85
0.78
091
0.77
077
0.81
0.94
0.98
0.87
1.04
0.93
1.02
0.95
0.98
0.88
0.98
0.80
0.83
1.18
1.10
1.09
1.02
0.94
1.12
0.95
0.97
1.30
1.05
0.87
0.82
1.04
0.76
074
1.09
1.23
1.18
122
1.31
1.24
0.86
0.95
1.00
1.05
111
1.02
1.00
0.86
0.87
1.00
0.96
1.04
1.05
0.62
0.75
074
0.95
078
0.78
0.83
0.94
0.95
0.90
0.84
0.80
0.71
0.73
0.88
1.02
1.03
0.81
076
0.93
078
0.80
0.64
0.86
0.89
0.89
075
052
1.09
0.92
0.66
0.85
0.58
0.79
0.71
0.88
074
0.69
072
0.83
1.07
1.21
0.81
0.93
091
0.78
0.76
0.75

0.42531
0.19820
0.48243
0.75040
0.75432
0.49512
0.36510
0.29661
0.44261
0.86217
0.36854
0.00646
0.38455
0.73105
0.25465
021772
0.30877
0.18928
0.19364
0.53583
0.02261
0.30136
0.93314
0.15873
069123
0.83385
0.69013
0.64924
0.05103
0.18532
0.60520
0.74365
0.49663
0.62216
0.87895
0.61255
0.85919
0.85258
0.18801
0.81531
0.79258
0.70974
0.94558
0.94558
0.56920
0.15555
0.07289
0.52349
0.00039
0.76868
0.02932
0.68297
0.90340
0.71801
0.33704
0.18428
0.59429
0.11628
091351
0.09331
0.49050
0.56142
0.98034
0.67721
0.19503
0.37699
0.19105
0.57430
0.53661
0.50611
0.05045
0.93988
0.31938
0.17373
0.99272
0.21129
0.64887
0.98918
0.29788
0.85655
0.60651
0.90232
0.74409
0.49551
0.00826
0.95673
0.94516
0.18931
0.31924
0.80608
067224
0.45953
0.46741
0.27212
0.64328
0.19389
0.76910
0.26087
0.26682
0.92412
051999
0.48112
0.62121
0.20405
0.13841
0.12656
0.37951
0.83709
0.96463
0.73883
051466
0.96841
0.54622
0.61790
051658
0.37135
0.48578
0.53005
0.64978
0.42734
0.16044
0.40786
0.44333
0.32696
0.63250
0.10291
0.52599
0.63983
0.45573
0.24688
0.24498
0.73862
0.20494
0.36943
0.58357
0.22620
0.95377
0.03217
0.94368
0.76132
0.73280
0.08158
0.47315
0.30560
0.36820
0.47409
0.23237
0.91731
0.26712
0.95607
0.25235
0.29038
058138
0.27445
0.30648
0.48421

0.97
1.01
0.94
0.92
0.92
0.99
1.09
1.01
0.81
0.90
0.84
1.49
0.98
0.84
1.03
0.76
0.78
1.04
0.98
0.85
1.06
0.78
0.89
1.07
0.94
0.87
0.95
0.98
111
1.02
0.86
0.94
0.80
0.96
0.89
0.95
0.87
0.87
1.00
0.90
0.84
0.92
0.88
0.88
1.00
1.06
1.04
0.84
1.24
0.92
0.63
0.80
0.86
0.85
0.79
1.10
0.82
0.73
0.89
0.70
0.75
0.83
0.89
0.83
0.77
0.80
0.70
0.98
0.81
0.96
0.74
0.89
0.64
0.79
0.88
112
0.82
0.90
0.77
0.86
0.95
0.87
0.94
0.95
0.74
0.88
0.89
0.67
0.68
0.93
1.00
1.02
1.05
111
0.98
0.73
0.86
0.70
0.77
0.89
0.80
0.73
0.78
0.64
0.57
0.51
0.74
0.90
0.89
0.81
0.76
0.89
0.76
0.78
1.06
1.04
1.13
1.08
0.80
0.71
0.73
0.73
0.80
0.73
0.82
0.71
0.70
0.80
1.05
0.73
0.66
0.81
0.71
0.79
0.83
0.69
0.88
0.72
0.89
0.83
0.80
0.53
0.77
0.61
0.74
0.76
0.69
0.92
1.09
0.85
0.76
1.08
0.80
0.72
0.78
0.83



sp|BOV2N1|PTPRS_MOUSE

Receptor-type tyrosine-protein phosphatase

p| |PRDX5_MOUSE
trlQ8CAI9|Q8CAI9_MOUSE
$p|Q61937|NPM_MOUSE

sp|P60B79|SNP25_MOUSE
sp|P55821|STMN2_MOUSE

trlAOA087WPL5|AOAO87WPLS

sp|Q61301|CTNA2_MOUSE
sp|P61205|ARF3_MOUSE

3 0S=Mus mL
Putative uncharacterized protein OS=Mus |
Nucleophosmin OS=Mus musculus (Mouse
Synaptosomal-associated protein 25 OS=h
Stathmin-2 0S=Mus musculus (Mouse) GN
ATP-dependent RNA helicase A OS=Mus |
Catenin alpha-2 0S=Mus musculus (Mous¢
ADP-fibosylation factor 3 0S=Mus musculu

<

5p|Q7TMK9|HNRPQ_MOUSE

sp|P67778|PHB_MOUSE
$p|Q93092| TALDO_MOUSE

trE9QAQS|EIQAQS_MOUSE

SplQ9ESO7|RTN3_MOUSE

sp|QIWTT4|VATG2_MOUSE

sp|P68404|KPCB_MOUSE
sp|Q3UOV1|FUBP2_MOUSE
sp|P10922|H10_MOUSE
sp|Q91WQ3|SYYC_MOUSE
sp|P62897|CYC_MOUSE
sp|P35279|RAB6A_MOUSE

nuclear i
Prohibitin OS=Mus musculus (Mouse) GN=I
Transaldolase OS=Mus musculus (Mouse)
Glycogen synthase kinase-3 beta OS=Mus
Reticulon-3 OS=Mus musculus (Mouse) GN
V-type proton ATPase subunit G 2 0S=Mu
Protein kinase C beta type OS=Mus muscL
Far upstream element-binding protein 2 OS
Histone H1.0 OS=Mus musculus (Mouse) G
Tyrosine~{RNA ligase, cytoplasmic OS=Mu:
Cytochrome ¢, somatic OS=Mus musculus |
Ras-related protein Rab-6A OS=Mus musci

ol KP1_MOUSE
sp|P63028|TCTP_MOUSE
sp|P63094|GNAS2_MOUSE
sp|P14131|RS16_MOUSE

Nek iated protein 1 OS=Mus musculu
Translationally-controlled tumor protein OS
Guanine nucleotide-binding protein G(s) sul
408 ribosomal protein $16 OS=Mus musct

pl |RANG_MOUSE
sp|P62264|RS14_MOUSE

$p|Q9Z219|SUCB1_MOUSE
sp|Q7TSJ2|MAP6_MOUSE

$plQ9QZMO|UBQL2_MOUSE

sp|Q3UNH4|GRIN1_MOUSE
plQICZ44|NSF1C_MOUSE
sp|Q7TQI3|OTUB1_MOUSE
sp|Q61753|SERA_MOUSE

sp|QIILXO|PARK7_MOUSE

plQICWSO|DDAHI_MOUSE

1r/Q91V55/Q91V55_MOUSE
sp|P01831|THY1_MOUSE

trQ8BQN2|Q8BAN2_MOUSE

tr|H7BX36]H7BX36_MOUSE
sp|P61255|RL26_MOUSE
$p|Q64522|H2AZB_MOUSE
sp|QICZX8|RS19_MOUSE
sp|P63168|DYL1_MOUSE
sp|P53994|RAB2A_MOUSE
sp|P48758|CBR1_MOUSE
sp|QIR1P4|PSAT_MOUSE
sp|P26350|PTMA_MOUSE
sp|P14148|RL7_MOUSE
sp|P10852|4F2_MOUSE
p|P62242|RS8_MOUSE

splQ8RO01|MARE2_MOUSE

Ran-specific GTP: protein OS
408 ribosomal protein $14  OS=Mus musct
Succinyl-CoA ligase [ADP-forming] subunit |
Microtubule-associated protein 6 OS=Mus |
Ubiquilin-2 OS=Mus musculus (Mouse) GN:
G protein-regulated inducer of neurite outgt
NSFL1 cofactor p47 OS=Mus musculus (M:
Upiquitin thioesterase OTUB1 0S=Mus mu
D-3-phosphoglycerate dehydrogenase OS
Protein deglycase DJ-1 OS=Mus musculus
N(G)N(G}dimethylarginine dimethylaminohy
408 ribosomal protein S5 0S=Mus muscult
Thy-1 membrane glycoprotein OS=Mus mu
Putative uncharacterized protein OS=Mus |
Serine/threonine-protein kinase DCLK1 O
60S ribosomal protein L26 OS=Mus muscu
Histone H2A type 2-8 0S=Mus musculus (I
408 ribosomal protein $19 O
Dynein light chain 1, cytoplasmic OS=Mus |
Ras-related protein Rab-2A OS=Mus musci
Carbonyl reductase [NADPH] 1 OS=Mus m
Proteasome subunit alpha type-1 OS=Mus.
Prothymosin alpha OS=Mus musculus (Mot
60S ribosomal protein L7 OS=Mus muscult
4F2 cellsurface antigen heavy chain OS=
408 ribosomal protein S8 0S=Mus muscult
Microtubule-associated protein RP/EB famit

1_MOUSE
sp|P14733|LMNB1_MOUSE
sp|P56564|EAA1_MOUSE
sp|Q8C1B7|SEP11_MOUSE
trlA2A7S7|A2A7S7_MOUSE
sp|P33175|KIFSA_MOUSE

trlADAOJIYTX5|AOAOJIYTX5_N Dihydropyrimidinase-related protein 1 O

SpIQIWUC3|LY6H_MOUSE
sp|P63321|RALA_MOUSE

t/E9Q912|E9Q912_MOUSE
5p|Q80Z24|NEGR1_MOUSE
$p|Q9JIV2|PROF2_MOUSE

5p|Q99N28|CADM3_MOUSE
plQICZWS5|TOM70_MOUSE

cting protein 1 O
LaminB1 OS=Mus musculus (Mouse) GN=
Excitatory amino acid transporter 1 OS=Mu
Septin-11 0S=Mus musculus (Mouse) GN=
Tyrosine~{RNA ligase OS=Mus musculus (1
Kinesin heavy chain isoform 5A OS=Mus

Lymphocyte antigen 6H OS=Mus musculus
Ras-related protein Ra-A OS=Mus muscult
Protein Rap1gds1 OS=Mus musculus (MoL
Neuronal growth regulator 1 OS=Mus musc
Profilin-2 0S=Mus musculus (Mouse) GN=F
Cell adhesion molecule 3 0S=Mus muscult
Mitochondrial import receptor subunit TOM7

| |VAPA_MOUSE

tr|E9PUC5|E9PUC5_MOUSE

sp|P97792|CXAR_MOUSE
5p|Q91X97|NCALD_MOUSE
sp|Q8BGDY|IF4B_MOUSE
$p|035927|CTND2_MOUSE
5p|P97825|HN1_MOUSE
sp|Q61792|LASP1_MOUSE

sp|Q91VMS|RMXL1_MOUSE

ted membrane prot

PH and SEC7 domain-containing protein 3

Coxsackievirus and adenovirus receptor hol
Neurocalcin-delta OS=Mus musculus (Mous
Eukaryotic translation initation factor 48 O
Catenin delta-2 0S=Mus musculus (Mouse
Hematological and neurological expressed

LIM and SH3 domain protein 1 OS=Mus mi
RNA binding motif protein, X-linked-like-1 C

pl I _MOUSE
sp|P63325|RS10_MOUSE
splQ9DB77|QCR2_MOUSE
sp|QIR0Y5|KAD1_MOUSE
$p|Q9Z1G3|VATCI_MOUSE

d protein 2G4 0S=M
408 ribosomal protein $10 OS=Mus musct
Cytochrome b-c1 complex subunit 2, mitoch
Adenylate kinase isoenzyme 1 OS=Mus mt
V-type proton ATPase subunit C 1 0S=Mu

pl I _MOUSE
sp|Q91V61|SFXN3_MOUSE
sp|QID051|ODPB_MOUSE
sp|P21956|MFGM_MOUSE

sp|Q6ZQ38|CAND1_MOUSE

sp|P47911|RL6_MOUSE
5p|Q62277|SYPH_MOUSE

E9Q7H5|E9Q7H5_MOUSE

D 2Ac
Sideroflexin-3 OS=Mus musculus (Mouse) ¢
Pyruvate dehydrogenase E1 component st
Lactadherin OS=Mus musculus (Mouse) Gl
Culin-associated NEDD8-dissociated proteil
60S ribosomal protein L6 OS=Mus muscult
Synaptophysin OS=Mus musculus (Mouse}
Uncharacterized protein OS=Mus musculu

2

OA3_MOUSE nuclear
sp|P62715|PP2AB_MOUSE  Serine/threonine-protein phosphatase 2A ¢
pl |SYT1_MOUSE =Mus musculus (Mous

$p|035129|PHB2_MOUSE
sp|Q8BVE3|VATH_MOUSE
sp|P30275|KCRU_MOUSE

sp|QIWUMA4|CORTC_MOUSE

sp|Q61644|PACN1_MOUSE
sp|Q9JIIBJAK1A1_MOUSE
sp|P35980|RL18_MOUSE
5p|Q99L47|F10A1_MOUSE

sp|QBVDMA4|PSMD2_MOUSE

trlQ5J7N1|Q5J7N1_MOUSE

1Q923G3|Q923G3_MOUSE

sp|P47757|CAPZB_MOUSE
plQICQA3|SDHB_MOUSE
5p|Q501J6|DDX17_MOUSE
sp|P97807|FUMH_MOUSE

sp|Q5SQX6|CYFP2_MOUSE

sp|035643|AP1B1_MOUSE
sp|D3Z7P3|GLSK_MOUSE
$pQ9Z2U0|PSA7_MOUSE
5p|035737|HNRH1_MOUSE
sp|Q91YQ5|RPN1_MOUSE

sp|QIWUA3|PFKAP_MOUSE

sp|P57722|PCBP3_MOUSE

sp|Q8BLK3|LSAMP_MOUSE

sp|Q9Z122|STRAP_MOUSE
sp|P63276|RS17_MOUSE
sp|P56135|ATPK_MOUSE

tr/Q80VMS5|QB0VMS_MOUSE
1r/G3X9G4|G3X9G4_MOUSE

5p|P62702|RS4X_MOUSE

tr{F6WHQ7|F6WHQ7_MOUSE
trlQ5EBQO|QSEBQO_MOUSE

sp|QBBZ98|DYN3_MOUSE
sp|Q99MI1|RB6I2_MOUSE
sp|P19157|GSTP1_MOUSE

5p|Q91VDI|NDUS1_MOUSE

sp|P51863|VAOD1_MOUSE

trlQ8CE19|Q8CE19_MOUSE

splQICQR2|RS21_MOUSE
sp|P61161|ARP2_MOUSE
spIP70349|HINT1_MOUSE
sp|QIDCTS|CRIP2_MOUSE
Sp|Q606O5|MYL6_MOUSE
sp|P14115|RL27A_MOUSE

spIQIROQG|ARC1A_MOUSE

5p|Q62418|DBNL_MOUSE

sp|Q6PB66|LPPRC_MOUSE

sp|P63242|IF5A1_MOUSE
sp|P63005|LIS1_MOUSE

5p|Q912Z3|SYUB_MOUSE
sp|P43006|EAA2_MOUSE

Prohibitin-2 OS=Mus musculus (Mouse) GN
V-type proton ATPase subunit H OS=Mus |
Creatine kinase U-type, mitochondrial O
Coronin-1C 0S=Mus musculus (Mouse) GN
Protein kinase C and casein kinase substra
Alcohol dehydrogenase [NADP(+)] OS=Mu
60S ribosomal protein L18 OS=Mus muscu
Hsc70-interacting protein OS=Mus muscul.
265 proteasome non-ATPase regulatory su
Kras protein OS=Mus musculus (Mouse) G|
Capping protein (Actin filament) muscle Z-iir
F-actin-capping protein subunit beta 0S=N
Succinate dehydrogenase [ubiquinone] iror
Probable ATP-dependent RNA helicase DD
Fumarate hydratase, mitochondrial OS=Mu
Cytoplasmic FMR1-interacting protein 2 OS
AP-1 complex subunit beta-1 OS=Mus mus
Glutaminase kidney isoform, mitochondrial

Proteasome subunit alpha type-7 OS=Mus.
Heterogeneous nuclear ribonucleoprotein
Dolichyldiphosphooligosaccharide—protein
ATP-dependent 6-phosphofructokinase, ple
Poly(rC)-binding protein 3 OS=Mus muscult
Limbic system-associated membrane proteit
Serine-threonine kinase receptor-associatec
408 ribosomal protein $17 OS=Mus musct
ATP synthase subunit f, mitochondrial 0S=
Dipeptidyl aminopeptidase-like protein 6 Ot
Dynamin-2 0S=Mus musculus (Mouse) GN
408 ribosomal protein $4, X isoform OS=M
Glutathione S-ransferase Mu 1 OS=Mus
Voltage-dependent anion channel 3 0S=
Dynamin-3 0S=Mus musculus (Mouse) GN
ELKS/Rab6-interacting/CAST famiy membe
Glutathione S-ransferase P 1 0S=Mus mu
NADH-ubiquinone oxidoreductase 75 kDa s
V-type proton ATPase subunitd 1 OS=Mu:
Putative uncharacterized protein OS=Mus |
408 ribosomal protein $21 OS=Mus musct
Actin-related protein 2 OS=Mus musculus (
Histidine triad nucleotide-binding protein 1

Cysteine-rich protein 2 OS=Mus musculus (
Myosin light polypeptide 6 OS=Mus muscul
60S ribosomal protein L27a OS=Mus musc
Actin-related protein 2/3 complex subunit 1/
Drebrin-like protein OS=Mus musculus (Mot
Leucine-rich PPR motif-containing protein, r
Eukaryotic translation initiation factor 5A-1

Platelet-activating factor acetyhydrolase 1B
Beta-synuclein OS=Mus musculus (Mouse)
Excitatory amino acid transporter 2 0S=Mu

splQ |SSDH_MOUSE
spIP60469|LIPA3_MOUSE

sp|QIWTRS|CAD13_MOUSE

SpQ99JR1|SFXN1_MOUSE
5p|054901|0X2G_MOUSE
splQBR5C5|ACTY_MOUSE
sp|QIDOMS|DYL2_MOUSE
splQBCGC7|SYEP_MOUSE
sp|PB409I|RL19_MOUSE
sp|P62962|PROF1_MOUSE
5p|Q63844|MK03_MOUSE
p|QICQIBICOTLI_MOUSE

n
Liprin-alpha-3 OS=Mus musculus (Mouse) ¢
Cadherin-13 OS=Mus musculus (Mouse) G
Sideroflexin-1 OS=Mus musculus (Mouse) ¢
0OX-2 membrane glycoprotein OS=Mus mus
Beta-centractin OS=Mus musculus (Mouse
Dynein light chain 2, cytoplasmic OS=Mus |
Bifunctional glutamate/proline~tRNA ligase
60S ribosomal protein L19 OS=Mus muscu
Profilin-1 0S=Mus musculus (Mouse) GN=F
Mitogen-activated protein kinase 3 OS=Mu
Coactosin-like protein OS=Mus musculus (1

trlAOAOKOK1E1JADAOKOK1E1_ MICOS complex subunit Mic60 OS=Mus mt

sp|P24369|PPIB_MOUSE

Peptidylprolyl cis-trans isomerase B OS=M

1398.54
949.24
1469.94
1346.99
1217.66
733.25
1978.97
2532.03
1038.16
1177.21
1317.46
1098.4
784.86
1332.27
967.35
1432.23
1273.79
787.15
1507.24
932.62
788.89
1811.97
491.41
704.81
584.65
483.94
657.07
1014.48
1522.28
753.37
1683.04
887.46
854.76
1248.79
896.13
1381.74
1318.97
440.31
838.02
863.8
914.88
371.21
837.16
628.05
1010.94
921.49
1016.21
930.76
969.79
1166.06
930.3
718.11
1360.31
2017.05
945.95
1094.43
1472.65
916.6
648.39
512.18
648.23
2091.29
799.28
693.28
750.84
1260.72
783.98
1337.91
911.82
647.68
826.18
1313.82
425.16
750.05
804.05
928.85
4112
1541.47
1159.53
1771.79
1649.18
1175.75
1014.85
1173.54
2337.01
998.01
529.52
1227.74
1179.65
1384.23
1525.05
1255.26
1475.6
1053.28
1345.54
1831.85
723.23
592.09
717.89
1787.84
845.51
875.43
872.31
846.66
1439.22
1249.01
1571.01
2243.29
1496.89
993.39
1141.65
1259.52
1926.88
609.84
803.11
1043.71
908.06
390.92
1123.56
1026.56
1218.33
891.57
974.94
1495.04
1495.6
783.23
1631.29
1007.12
1238.01
852.3
1287.19
643.21
391.72
979.81
484.55
1029.51
1103.2
2078.36
940.68
1324.33
684.72
1416.93
1204.06
1522.45
923.81
873.55
598.17
767.74
766.25
2389.61
611.62
901.27
907.83
799.42
801.11
761.2

9
8
10
9
7
8
8
9
8
9
9
9
8
10
7
7
10
7
9
7
6
10
10
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0.05277
0.15602
0.40477
0.95180
0.74807
0.93661
0.45489
0.40177
0.48302
059172
0.27957
0.42530
0.80381
0.78638
0.75306
0.91610
061152
0.60083
0.46321
0.67796
0.65309
0.44823
0.13581
0.42773
0.18977
0.91528
0.58097
0.02117
0.91269
0.64171
0.83374
0.99245
0.90031
0.83598
0.86191
0.16023
0.11816
0.30424
0.96373
0.87306
0.11458
0.22441
0.86301
0.71447
021728
0.13270
0.45681
0.78741
0.18312
0.08202
0.45205
0.70716
0.24600
0.23968
0.85228
0.67372
057577
0.49986
0.74506
0.76645
0.54955
0.54955
0.45788
0.06520
031011
0.62752
0.42159
0.49793
0.48045
0.77263
0.75193
0.95048
0.76505
0.99380
0.55423
0.69805
0.90692
0.96754
0.98164
0.84562
0.34521
0.89755
0.22448
0.59657
0.83027
0.33048
0.64694
0.06065
0.12504
0.26523
0.47694
0.63946
0.47440
0.65188
0.39269
0.81742
0.62043
0.76265
0.65878
0.49641
0.80349
0.88622
0.88622
0.41987
0.68344
0.90724
0.78197
0.95751
0.59053
0.90289
0.83782
0.78843
0.99138
0.93671
0.11646
0.07381
0.88136
0.87269
0.64403
0.38791
0.36468
0.47689
0.88648
057744
0.31007
0.44594
0.75052
0.93753
0.93294
0.70036
0.73754
0.96328
0.46201
0.66700
0.39092
0.12419
0.61996
0.78140
0.47553
0.25048
0.96960
0.67353
0.11813
0.58923
0.84770
0.63343
0.69606
0.63227
0.45061
0.85990
0.88958
0.73636
0.50054
0.18579
0.82640
0.03540

0.76
141
1.40
1.05
0.93
1.02
1.13
1.14
1.18
111
1.27
1.15
1.00
111
112
1.08
0.91
0.82
1.25
0.95
1.09
0.94
0.79
0.97
0.79
1.03
0.91
0.71
0.98
1.22
1.16
1.04
1.00
1.00
1.03
1.39
1.27
1.15
1.06
1.03
1.35
0.78
1.03
1.13
0.91
0.84
1.21
1.09
1.35
1.32
1.23
1.13
141
1.39
1.00
1.10
1.22
1.13
1.10
1.00
1.19
1.19
1.24
0.90
0.82
0.92
1.37
1.46
1.36
112
0.87
1.00
0.76
1.00
1.33
1.20
0.95
1.07
1.04
1.03
1.35
1.03
1.26
1.18
1.10
1.29
0.97
1.67
1.52
1.43
1.27
1.14
117
0.97
1.32
1.10
0.91
1.00
0.97
0.91
1.00
1.08
1.08
1.19
1.00
1.03
1.14
1.06
1.13
1.03
1.09
1.03
1.05
1.06
1.52
144
1.08
1.07
0.93
1.23
1.27
1.16
1.06
1.14
1.33
0.90
1.00
1.04
1.07
1.15
1.10
1.04
0.93
0.90
0.81
0.79
1.36
112
1.37
1.46
1.05
147
148
1.13
1.10
1.15
1.14
1.19
1.25
111
1.04
1.00
1.19
0.77
1.00
1.54

0.47316
0.08179
0.56193
0.28353
0.32694
0.69604
0.98030
0.38119
0.94726
0.23084
0.33555
0.98958
0.22899
0.67143
0.59735
0.63780
0.70894
0.70288
0.09475
0.67574
0.66538
0.18821
0.61363
0.04226
0.15410
0.06611
0.98713
0.22328
0.90562
0.84091
0.54604
0.83894
0.61709
0.23384
0.39137
0.19870
0.77219
0.17507
0.40224
0.52619
0.61105
0.58978
0.36749
0.27731
0.10722
0.75018
0.33589
0.84249
0.65654
0.31377
0.90309
0.69827
0.70982
0.34933
0.13794
0.75804
0.08083
0.43688
0.14501
0.85121
0.69525
0.78793
0.84000
0.87243
0.15753
0.97219
0.47677
0.44556
0.28347
0.65103
0.56265
0.84034
0.61512
0.55974
0.28562
0.68047
0.91896
0.96848
0.97746
0.56958
0.81843
0.76531
0.84620
0.99698
0.68114
0.13476
0.42067
0.42473
0.61664
0.65487
0.42735
0.13288
0.22194
0.57069
0.27843
0.55858
0.47804
0.94940
0.62593
0.03729
0.77997
0.55143
0.55143
0.60456
0.71893
0.36725
0.42648
0.52313
0.93267
0.90848
0.85515
0.20580
0.81892
0.79989
0.55225
0.87446
0.37867
0.85879
0.11789
0.40797
0.51534
0.53192
0.43754
0.68977
0.12514
0.15089
0.60963
0.65978
0.19003
0.57814
0.45809
0.39451
0.34482
0.36770
0.80721
0.16013
0.62557
0.94857
0.09844
0.96107
0.75869
0.49961
0.25346
0.10452
0.98928
0.42894
0.22626
0.27440
0.58397
0.32754
0.54868
0.68647
0.40351
0.77204
0.58624
0.68137

0.85
1.32
1.08
1.24
1.30
1.02
0.95
1.14
0.95
0.81
077
0.97
070
0.89
079
0.78
0.85
0.84
1.34
0.85
097
0.77
1.00
0.71
0.71
0.70
0.94
0.87
091
1.06
0.65
0.88
079
1.37
113
1.22
1.00
1.18
0.81
0.83
0.87
0.81
111
1.16
074
0.91
1.24
1.00
0.90
1.21
097
0.90
1.03
1.36
1.22
0.90
1.33
0.87
072
0.93
1.04
1.00
0.93
0.94
0.64
0.96
070
0.61
1.32
0.80
0.70
1.05
0.60
057
1.33
0.80
0.89
0.93
0.94
1.03
091
0.89
091
0.95
0.85
0.62
0.83
1.17
1.10
0.85
0.69
0.65
0.63
0.82
0.63
1.08
0.80
0.97
0.89
0.69
091
1.06
1.06
1.03
091
0.80
0.81
0.85
1.00
1.00
097
0.78
097
0.97
1.07
0.93
1.08
0.93
072
1.07
1.07
1.06
077
1.00
074
1.19
0.87
1.00
0.69
1.07
1.03
144
0.86
1.10
1.00
0.75
1.23
1.00
1.41
0.96
1.10
1.14
1.24
0.68
097
1.12
079
1.26
1.06
0.70
1.04
0.88
074
0.90
0.85
0.81

0.00121
0.30103
054282
0.36084
066116
0.77437
0.06373
0.19925
0.74281
0.46455
0.35220
0.48082
0.78392
0.16784
0.58789
0.56181
0.76217
0.87546
0.86926
0.64514
0.70523
0.13832
052199
0.90185
0.66512
0.19270
0.87981
0.21925
0.83701
0.86440
0.56371
0.75314
0.63494
0.34387
0.14654
0.56376
0.14778
0.91233
0.80933
0.85642
0.35470
0.94203
051511
0.36946
0.07464
0.29009
0.13885
0.21019
0.94176
0.05358
0.68337
0.67501
0.36683
0.71282
0.22511
0.09287
0.94650
0.15502
0.76479
0.82071
0.93220
0.44390
0.95046
0.00762
0.20095
0.89051
0.33471
0.44651
0.99696
0.90480
0.45713
0.54333
0.77818
0.78920
0.95288
0.85522
0.99568
0.19084
0.63810
0.87199
0.62698
0.17489
0.16601
0.59582
0.65144
0.33762
0.44720
0.88628
0.95237
0.69031
0.39518
0.95414
0.48242
0.07598
0.95070
0.73200
0.23987
0.39511
077114
0.39913
0.29382
0.61493
0.61493
0.28689
0.09913
0.25403
0.24678
0.88729
0.20756
0.92870
0.34341
0.08536
0.11198
0.20494
0.50566
0.54854
0.95180
0.92299
0.06040
0.14813
0.30448
0.12478
0.90626
0.45470
0.79788
0.37806
0.98629
0.97715
0.47596
0.42535
0.21304
0.77783
0.07615
0.87131
0.99542
0.19569
0.86440
0.60078
0.48612
0.29434
071724
0.44271
0.32046
0.23639
0.77830
0.96137
0.97250
0.55974
0.71902
0.54775
0.38611
0.45101
0.80414
0.54652
0.42858
0.57983

0.70
111
1.00
111
1.02
0.98
1.32
0.80
0.95
0.81
1.03
1.00
0.84
0.70
1.06
0.78
0.82
0.84
0.91
0.79
0.94
0.66
0.76
0.88
0.79
0.67
0.91
0.77
0.79
0.84
0.62
0.77
0.75
1.10
1.13
1.00
1.03
0.91
0.86
0.91
0.97
0.89
1.03
1.03
0.65
1.00
1.34
0.62
0.94
1.14
0.77
0.81
0.66
0.96
111
0.66
0.89
1.16
0.86
0.87
0.85
0.77
0.90
0.68
0.71
0.92
0.53
0.57
0.91
1.00
0.57
1.23
0.72
0.74
0.95
0.80
0.89
1.20
0.76
0.92
0.77
1.08
0.63
1.05
0.72
0.67
0.77
0.97
0.94
0.78
0.67
0.89
0.71
0.53
0.89
0.83
0.57
0.77
0.86
0.81
0.66
0.94
0.94
1.06
1.18
0.69
0.67
0.94
0.70
0.88
1.06
0.59
0.66
1.09
1.07
0.74
0.88
0.89
0.55
1.07
1.10
1.13
0.94
1.00
0.78
0.77
0.90
0.86
0.72
1.00
1.03
111
0.57
0.84
0.85
0.61
0.82
0.73
0.70
147
0.75
111
1.07
0.74
0.83
0.88
0.90
1.03
0.84
0.78
1.04
0.72
0.93
0.81
0.73
1.08



tr|E9Q7CI|EIQ7CY_MOUSE
tr/Q3UBWI|Q3UBWI_MOUSE
5p|Q8JZKI|HMCS1_MOUSE
sp|Q9Z1N5|DX39B_MOUSE
sp|Q9JKK7|TMOD2_MOUSE
1r/BBQI34|B8QI34_MOUSE
sp|P46638|RB11B_MOUSE
sp|P68040|GBLP_MOUSE
5p|Q91VW3|SH3L3_MOUSE
Sp|QICR68|UCRI_MOUSE
trlQ3TYL3|Q3TYL3_MOUSE
tr|E9Q6Q4|E9Q6Q4_MOUSE
sp|PB3940|ELOC_MOUSE

Kinesin light chain 1 OS=Mus musculus (M.
Putative uncharacterized protein OS=Mus |
Hydroxymethylglutary-CoA synthase, cytop!
Spliceosome RNA helicase Ddx39b OS=M:
Tropomodulin-2 OS=Mus musculus (Mouse
Liprin-alpha 2 OS=Mus musculus (Mouse) ¢
Ras-related protein Rab-118 OS=Mus mus.
Guanine nucleotide-binding protein subunit
SH3 domain-binding glutamic acid-ich-fike
Cytochrome b-c1 complex subunit Rieske, n
Putative uncharacterized protein OS=Mus |
Protein Rap1gds1 OS=Mus musculus (MoL
Transcription elongation factor B polypeptid

pl |RAC3_MOUSE

lated C3 botulinum toxin substrate 3

spl |P142B_MOUSE

SplQICWZ7|SNAG_MOUSE
sp|Q80UG2|PLXA4_MOUSE
sp|Q8BHZ0|FA49A_MOUSE
sp|QICQAX2|CYBSB_MOUSE
$p|Q9Z2Q6|SEPT5_MOUSE
5p|008795|GLU2B_MOUSE
1/Q3U561|Q3US61_MOUSE
5p|P32921|SYWC_MOUSE

sp|P70333|HNRH2_MOUSE
sp|QIDIRIIRL34_MOUSE

5-phosphate 4-kinase
Gamma-soluble NSF attachment protein O
Plexin-A4 OS=Mus musculus (Mouse) GN=
Protein FAM49A OS=Mus musculus (Mous:
Cytochrome b type B OS=Mus musculus (
Septin-5 OS=Mus musculus (Mouse) GN=S
Glucosidase 2 subunit beta OS=Mus musc
Ribosomal protein 0S=Mus musculus (Mou
Tryptophan—RNA ligase, cytoplasmic 0S=I
Heterogeneous nuclear ribonucleoprotein F
60S ribosomal protein L34 OS=Mus muscu

splC 1_MOUSE
tQ3TIQ5|Q3TIQ5_MOUSE
sp|P62823|RAB3C_MOUSE
sp|QICR51|VATG1_MOUSE

p 1 0S=Mus muscu
Putative uncharacterized protein OS=Mus |
Ras-related protein Rab-3C OS=Mus musci
V-type proton ATPase subunit G 1 0S=Mu

pl |MIF_MOUSE
5p|Q62167|DDX3X_MOUSE

migration inhibitory factor OS=
ATP-dependent RNA helicase DDX3X 0S:

splQ _MOUSE
sp|QICPQ1T|COXEC_MOUSE
SpIQIEQH3|VPS35_MOUSE
sp|P70372|ELAV1_MOUSE

1r/Q4LG64|Q4LG64_MOUSE
5p|Q9JKD3|SCAMS_MOUSE

nuclear i
Cytochrome ¢ oxidase subunit 6C 0S=Mus
Vacuolar protein sorting-associated protein
ELAV-ike protein 1 OS=Mus musculus (Mo
AMPA-selective glutamate receptor 2 flip ty}
Secretory carrier-associated membrane prot

sp|P12382|PFKAL_MOUSE
trlGSEBG3|GSE8G3_MOUSE
plQ9QZDY|EIF3I_MOUSE
sp|Q8BGTB|PHIPL_MOUSE
1/Q9JJ20/Q9.JJ20_MOUSE
trlQ3UBY7|Q3UBY7_MOUSE
sp|P41105|RL28_MOUSE
sp|Q921F2|TADBP_MOUSE
sp|QOILF4|RTCB_MOUSE
5p|009061|PSB1_MOUSE
sp|P62082|RS7_MOUSE
sp|Q8BUV3|GEPH_MOUSE
splQ6ZWV3|RL10_MOUSE
sp|FESEU4|SYGP1_MOUSE
sp|P47754|CAZA2_MOUSE

ATP-depend live
MCG9827 OS=Mus musculus (Mouse) GN=
Eukaryotic translation initiation factor 3 subt
Phytanoy-CoA hydroxylase-interacting prot
14-3-3 protein sigma 0S=Mus musculus (M
Putative uncharacterized protein OS=Mus |
60S ribosomal protein L28 OS=Mus muscu
TAR DNA-binding protein 43 0S=Mus mus:
tRNA-splicing ligase RIcB homolog OS=Mu
Proteasome subunit beta type-1 OS=Mus 1
408 ribosomal protein S7 0S=Mus muscult
Gephyrin OS=Mus musculus (Mouse) GN=(
60S ribosomal protein L10 OS=Mus muscu
Ras/Rap GTPase-activating protein SynGAI
F-actin-capping protein subunit alpha-2 OS
P

I | _MOUSE
$p|Q62351|TFR1_MOUSE
sp|QID2MB|UB2V2_MOUSE
sp|P57759|ERP29_MOUSE
sp|P57746|VATD_MOUSE
tr/Q3TH84|Q3THE4_MOUSE
sp|Q9JMES|AP3B2_MOUSE
sp|Q8BVI4|DHPR_MOUSE
trlG3XBRO|G3XBRO_MOUSE
$p|Q9JM76|ARPC3_MOUSE
sp|P62746|RHOB_MOUSE
sp|Q8R1Q8|DC1L1_MOUSE
5p|Q922B2|SYDC_MOUSE
spQ8BP47|SYNC_MOUSE
5p|035526|STX1A_MOUSE
sp|QBR1B4|EIF3C_MOUSE
sp|Q8CGK7|GNAL_MOUSE
sp|Q3UHL1|CAMKV_MOUSE
sp|P21278|GNA11_MOUSE

dynein 1 chain 2
Transfertin receptor protein 1 OS=Mus mus
Ubiquitin-conjugating enzyme E2 variant 2

Endoplasmic reticulum resident protein 29 ©
V-type proton ATPase subunit D Of
Putative uncharacterized protein O
AP-3 complex subunit beta-2 OS=Mus mus
Dihydropteridine reductase OS=Mus musct
Receptor expression-enhancing protein O$
Actin-related protein 2/3 complex subunit 3
Rho-related GTP-binding protein RhoB OS
Cytoplasmic dynein 1 light intermediate cha
Aspartate—tRNA ligase, cytoplasmic OS=M
Asparagine~tRNA ligase, cytoplasmic OS=|
Syntaxin-1A OS=Mus musculus (Mouse) G|
Eukaryotic translation initiation factor 3 subt
Guanine nucleotide-binding protein G(olf) si
CaM kinase-like vesicle-associated protein

Guanine nucleotide-binding protein subunit

IC _MOUSE
sp|QYQXL1|KI21B_MOUSE
sp|P46471|PRS7_MOUSE
tr|E9QK04|EIQKD4_MOUSE
p|Q91YTO|NDUV1_MOUSE
sp|P35276|RAB3D_MOUSE
plQICZT8|RAB3B_MOUSE
sp|P58281]OPA1_MOUSE

member 8 OS:
Kinesin-lie protein KIF218 OS=Mus musct
265 protease regulatory subunit 7 OS=Mu:
Neogenin OS=Mus musculus (Mouse) GN=
NADH dehydrogenase [ubiquinone] flavopn
Ras-related protein Rab-3D OS=Mus musci
Ras-related protein Rab-38 0S=Mus musci
Dynamin-fike 120 kDa protein, mitochondria

pIP61028| _MOUSE
sp|P55258|RABBA_MOUSE
sp|P19253|RL13A_MOUSE
sp|Q8R5MB|CADM1_MOUSE
SpIQICQN1|TRAP1_MOUSE
5p|070443|GNAZ_MOUSE
sp|P60487|PLPP_MOUSE
sp|QIDBWS5|PSD12_MOUSE
splQOJIS5|SV2A_MOUSE
sp|Q9ZOH4|CELF2_MOUSE
t

lated protein Rab-88 OS=Mus musc
Ras-related protein Rab-8A 0S=Mus musc:
60S ribosomal protein L13a OS=Mus musc
Cell adhesion molecule 1 0S=Mus muscult
Heat shock protein 75 kDa, mitochondrial ¢
Guanine nucleotide-binding protein G(z) sul
Pyridoxal phosphate phosphatase OS=Mu
268 proteasome non-ATPase regulatory su
Synaptic vesicle glycoprotein 2A OS=Mus 1
CUGBP Elavlike family member 2 0S=Mus
nuclear i C

_MOUSE
spl D_MOUSE

sp|P14231|AT1B2_MOUSE
sp|P10639|THIO_MOUSE
sp|P84086|CPLX2_MOUSE
sp|Q6ZPJ3|UBE20_MOUSE
1r/Q6ZWZ6|Q62ZWZ6_MOUSE
5p|PB4075|HPCA_MOUSE
sp|035381|AN32A_MOUSE
sp|Q91VC3|IF4A3_MOUSE
pQ9CZY3|UB2V1_MOUSE
5p|Q62419|SH3G1_MOUSE

nuclear 3
Sodium/potassium-transporting ATPase sut
Thioredoxin OS=Mus musculus (Mouse) Gt
Complexin-2 OS=Mus musculus (Mouse) G
(E3-independent) E2 ubiquitin-conjugating
408 ribosomal protein $12 OS=Mus musct
Neuron-specific calcium-binding protein hipg
Acidic leucine-rich nuclear phosphoprotein :
Eukaryotic initiation factor 4A-lll OS=Mus n
Ubiquitin-conjugating enzyme E2 variant 1

Endophilin-A2 0S=Mus musculus (Mouse)

pl [NP1L1_MOUSE
sp|P62858|RS28_MOUSE
sp|P09405|NUCL_MOUSE
sp|P70677|CASP3_MOUSE
sp|Q9ILCS|ETFA_MOUSE
5p|088485|DC111_MOUSE
sp|QICY58|PAIRB_MOUSE

assembly protein 1-ike 1 0S=
408 ribosomal protein $28 OS=Mus musct
Nucleolin OS=Mus musculus (Mouse) GN=I
Caspase-3 OS=Mus musculus (Mouse) GN
Electron transfer flavoprotein subunit alpha
Cytoplasmic dynein 1 intermediate chain 1
Plasminogen activator inhibitor 1 RNA-bindil
D d

|Q9D2G2|0DO2_MOUSE
p|Q9Z127|LAT1_MOUSE
sp|Q9Z2U1|PSAS_MOUSE
sp|Q60598|SRC8_MOUSE
sp|Q00493|CBPE_MOUSE
spIQIERK4|XPO2_MOUSE
sp|Q8R317|UBQL1_MOUSE
1/Q3UJQ2|Q3UJQ2_MOUSE
sp|Q8BHI5|ECHM_MOUSE
sp|Q7MBY3|PICAL_MOUSE
tr/Q91VA7|Q91VA7_MOUSE

Large neutral amino acids transporter small
Proteasome subunit alpha type-5 0S=Mus.
Src substrate cortactin OS=Mus musculus (
Carboxypeptidase E OS=Mus musculus (M
Exportin-2 0S=Mus musculus (Mouse) GN=
Ubiquilin-1 OS=Mus musculus (Mouse) GN
Putative uncharacterized protein OS=Mus |
Enoyl-CoA hydratase, mitochondrial OS=M
Phosphatidylinositolbinding clathrin assem!
Isocitrate dehydrogenase [NAD] subunit, mi

_MOUSE
5p|P62748|HPCL1_MOUSE
sp|Q3THE2|ML12B_MOUSE
sp|QBOSW1|SAHH2_MOUSE
splQ3UM45|PP1R7_MOUSE
sp|Q61390|TCPW_MOUSE
sp|QBOTJ1|CAPS1_MOUSE
sp|QIWV92|E41L3_MOUSE
triDOVYV6|DOVYVE_MOUSE
sp|Q8K386|RAB15_MOUSE
pQICQI3|GMFB_MOUSE
sp|P56371|RAB4A_MOUSE
sp|P35283|RAB12_MOUSE
sp|Q8K021|SCAM1_MOUSE
tr/S4R232|S4R232_MOUSE
5p|035963|RB33B_MOUSE
splQ8BHDO|RB39A_MOUSE
sp|P62301|RS13_MOUSE
SplQB6ZWNS5|RS9_MOUSE
5p|Q9Z0P4|PALM_MOUSE
plQ9QY76{VAPB_MOUSE
sp|Q8BKX1|BAIP2_MOUSE
sp|P63089|PTN_MOUSE
sp|P33173(KIF1A_MOUSE

Non-sp protein kinase
Hippocalcin-lie protein 1 OS=Mus muscul.
Myosin regulatory light chain 128 OS=Mus
Putative adenosylhomocysteinase 2 0S=N
Protein phosphatase 1 regulatory subunit 7
T-complex protein 1 subunit zeta-2 0S=Mu
Calcium-dependent secretion activator 1 O
Band 4.1-like protein 3 OS=Mus musculus
Erythrocyte protein band 4.1-lke 3 isoform |
Ras-related protein Rab-15 OS=Mus musct
Glia maturation factor beta OS=Mus musc
Ras-related protein Rab-4A OS=Mus musci
Ras-related protein Rab-12 OS=Mus musct
Secretory carrier-associated membrane prot
Ras-related protein Rab-4B 0S=Mus musci
Ras-related protein Rab-338 OS=Mus mus
Ras-related protein Rab-39A O!
408 ribosomal protein $13 O
408 ribosomal protein S9 OS=Mus muscult
Paralemmin-1 OS=Mus musculus (Mouse) ¢
Vesicle-associated membrane protein-assoc
Brain-specific angiogenesis inhibitor 1-assor
Pleiotrophin OS=Mus musculus (Mouse) GI
Kinesin-lie protein KIF1A OS=Mus muscul

pl |YBOX1_MOUSE
sp|QIQYGO|NDRG2_MOUSE
sp|P67984|RL22_MOUSE
sp|QICXY6|ILF2_MOUSE
sp|P62830|RL23_MOUSE
trlQ3USR8|Q3USR8_MOUSE
sp|P51150|RAB7A_MOUSE
sp|Q3TEA8|HP1B3_MOUSE
sp|P62751|RL23A_MOUSE

I I binding protein
Protein NDRG2 0S=Mus musculus (Mouse
60S ribosomal protein L22 0S=Mus muscu
Interleukin enhancer-binding factor 2 0S=t
60S ribosomal protein L23 0S=Mus muscu
Putative uncharacterized protein OS=Mus |
Ras-related protein Rab-7a OS=Mus musct
Heterochromatin protein 1-binding protein 3
608 ribosomal protein L23a OS=Mus musc

sp|P27546|MAP4_MOUSE
sp|P47915|RL29_MOUSE
sp|Q7TMEO|LPPR4_MOUSE
splQ6PDM2|SRSF1_MOUSE

ted protein 4 OS=Mus |
60S ribosomal protein L29 0S=Mus muscu
Lipid phosphate phosphatase-related prote
Serine/arginine-rich splicing factor 1 0S=M:
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977.81
1677.67
920.49
866.17
1425.91
872.92
1284.61
281.31
660.91
908.14
1966.3
611.13
619.83
915.03
1004.96
1900.45
928.63
521.9
981.84
632.29
506.04
1291.1
794.72
383.21
737.35
611.52
959.97
599.69
554.31
1413.91
1016.32
422.45
1661.53
630.52
1267.62
181.08
864.56
906.77
579.98
707.6
385.59
1150.27
701.26
920.33
719.5
848.16
510.06
735.52
580.75
1116.16
898.65
815.68
1103.27
839.16
603.38
633.69
461.08
1593.28
704.2
636.14
690.63
713.19
1193.03
1354.22
1052.11
117517
1178.73
329.06
1673.15
1331.03
523.12
1517.47
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1067.09
1187.38
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1682.11
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738.86
710.65
702.74
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721.57
960.35
1009.84
434.43
413.16
499.35
1064.56
806.78
761.47
709.4
488.32
775.89
401.69
878.06
523.98
1641.62
772.73
922.53
1025.33
720.42
728.55
471.03
578.19
1345.83
551.24
1039.8
360.42
294.13
478.88
846.26
1037.01
994.83
7213
741.79
909.61
1004.56
335.69
1753.42
1061.8
1013.86
172.02
727.07
346.81
256.48
614.53
261.86
149.82
149.82
491.97
739.64
1037.86
583.94
910.33
400.59
1362.16
1116.12
818.26
282.85
755.69
439.91
74322
913.79
817.95
593.57
1380.94
374.09
875.64
592.64
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0.03009
0.94588
0.25163
0.12455
0.11764
0.46315
0.13890
0.19635
0.04128
0.00036
0.96274
0.79201
0.49667
0.55849
0.15907
0.42562
0.79224
0.40123
0.54337
0.90908
0.48534
0.18174
0.46071
0.95496
0.62847
0.17695
0.46098
0.35335
051239
0.19350
0.88121
0.72036
0.09360
0.39081
0.00194
0.46458
0.01634
0.83582
0.99304
0.46961
0.96958
0.05327
0.64801
0.54905
0.31669
0.19913
0.36350
0.97416
0.80713
0.24937
0.37529
0.88349
0.70045
0.45888
0.52309
0.56387
0.18059
0.44157
0.03290
0.29483
0.06797
0.81078
0.65409
0.46294
0.45935
0.04711
050313
0.79270
0.74367
0.57668
0.03470
0.15176
0.76454
0.80565
0.19554
0.55762
0.53746
0.35943
0.12794
0.12443
0.18249
0.40241
0.44944
0.34139
0.18081
0.10941
0.99676
0.21967
0.08432
0.47889
0.47889
0.03840
0.26272
0.45738
0.62373
0.61165
0.82029
0.85392
0.99282
0.86385
0.17750
0.02259
0.35674
051235
0.19140
0.12914
0.45983
0.92577
0.82606
0.53058
0.78913
0.90962
0.46977
0.93652
0.81419
0.68731
0.80607
0.97366
0.78386
0.83970
0.18202
0.29046
0.80795
0.63885
0.34243
0.82764
0.60250
0.53287
0.05895
0.60908
0.00560
0.00979
0.76800
0.03279
0.10539
0.10539
0.47151
0.06955
0.86664
0.52161
0.94410
0.43799
0.99102
0.36543
0.99808
0.28682
0.19853
0.93669
0.63306
0.92517
0.66675
0.36329
0.60551
0.84655
0.58239
0.28214

1.39
1.04
144
143
1.15
1.30
1.57
1.28
1.40
1.48
1.04
1.14
1.18
111
1.24
1.21
1.14
0.90
112
1.04
1.18
1.35
1.16
1.04
0.92
1.36
1.24
0.96
1.13
1.15
1.04
1.00
1.36
0.92
1.28
147
0.92
1.09
1.04
147
1.04
0.86
1.10
1.07
0.96
1.19
0.92
1.05
1.00
1.22
1.15
1.08
1.00
0.96
1.14
1.10
0.91
1.14
0.84
0.87
1.30
1.00
0.95
0.87
0.95
0.73
0.95
1.00
1.00
0.88
0.57
0.62
0.96
1.13
0.76
0.91
0.92
0.83
0.81
0.79
0.86
0.95
0.90
0.90
0.78
0.75
1.05
0.69
0.71
0.89
0.89
0.74
142
147
1.29
1.22
1.00
1.00
1.05
1.00
121
1.59
122
1.25
1.28
1.35
1.23
1.06
1.00
1.25
111
1.10
0.85
1.06
0.94
0.88
1.00
1.00
1.14
112
0.76
0.79
1.00
0.93
0.83
1.00
1.20
1.27
0.76
0.93
0.56
0.56
0.93
0.59
0.71
0.71
0.79
0.59
1.16
1.35
1.08
1.38
1.05
1.25
1.05
0.83
0.72
1.10
1.25
111
1.21
1.62
1.53
147
1.26
1.28

0.10120
0.39827
0.33597
0.25607
0.55312
0.64959
0.28277
0.02262
0.82924
0.74868
0.17582
0.60306
0.07943
0.03634
0.13060
0.69036
0.38556
0.00676
0.24389
0.05253
0.00727
0.22060
0.95855
0.28996
0.78970
0.11592
0.48217
0.01423
0.07910
0.12905
0.30516
0.18637
0.14574
0.97748
0.34837
0.90406
0.12507
0.36712
0.10765
0.36252
0.91928
0.19971
0.42544
0.63684
0.02970
0.25718
0.97229
0.50930
0.87028
0.92856
0.62305
0.23318
0.78084
0.41976
0.78090
0.96778
0.07760
0.52693
0.02213
0.16378
0.13050
0.23485
0.78253
0.54436
0.01638
0.65057
0.40979
0.18381
0.28439
0.04754
0.69780
0.04895
0.22492
0.81309
0.32400
0.74540
0.70831
0.71099
0.66269
0.65801
0.59463
0.22522
0.27560
0.03695
0.11442
0.03087
0.04593
0.54623
0.67878
0.50788
0.72884
0.02667
0.62888
0.32987
0.19081
0.19183
0.60437
0.43354
0.83184
0.65168
0.17110
0.05659
0.77980
0.74695
0.53533
0.78618
0.83176
0.91385
0.37645
0.49944
0.31642
0.47590
0.16654
0.47774
0.74571
0.99394
0.75454
0.40836
0.36807
0.63064
0.62850
0.41029
0.90229
0.68172
0.70928
0.50465
0.39069
0.39069
047175
0.91444
0.94159
0.95886
0.71936
0.99389
0.73916
0.73916
0.83251
0.16229
0.48751
0.51782
0.67890
0.86107
0.24990
0.25969
0.81817
0.70154
0.79885
0.79545
0.39618
0.62251
0.23364
0.28915
0.72955
0.84165
0.24867
0.15359

074
0.89
124
1.17
0.89
0.87
0.76
0.68
1.05
1.05
124
0.86
1.05
0.75
072
0.88
073
0.59
0.65
0.59
1.41
1.30
0.96
1.04
0.88
1.23
1.10
1.33
1.43
1.35
1.23
1.35
1.41
0.96
1.28
0.94
1.21
1.23
1.26
1.09
0.92
0.72
1.10
0.89
113
1.10
0.96
1.05
0.92
0.96
0.85
0.73
0.87
0.83
1.00
0.95
0.65
0.73
0.56
0.65
0.65
1.10
1.00
0.83
0.80
1.05
0.84
0.68
072
0.58
0.83
057
076
0.91
0.80
1.00
1.00
1.00
0.92
0.88
0.90
0.75
0.76
0.76
057
0.70
0.70
1.04
0.86
0.84
0.89
0.63
0.84
171
1.35
1.35
078
1.14
1.00
1.05
1.16
1.18
1.00
0.85
0.89
0.88
0.86
1.06
1.25
1.25
111
0.60
1.25
1.06
0.83
0.94
0.88
0.73
0.68
0.82
0.76
0.84
0.94
0.87
1.00
0.82
073
0.73
1.00
0.93
0.94
0.94
1.07
0.94
0.88
0.88
0.86
0.65
0.58
1.24
0.69
1.06
0.70
0.69
1.00
0.89
1.00
1.05
119
1.05
1.42
1.31
1.47
0.89
1.47
1.33

0.66942
0.45957
0.16425
0.04375
0.07950
0.10697
0.44069
0.79860
0.41705
0.50608
0.89886
0.62722
0.54595
0.03305
0.28911
0.67119
0.67496
0.02444
0.15030
0.12812
0.27677
0.88787
0.12671
0.71145
0.62599
0.35406
0.48805
0.15063
0.77857
0.31008
0.37675
0.07609
0.20479
0.64956
0.14418
0.66708
0.45427
051125
0.87755
0.35638
0.74401
0.69181
0.42256
0.01691
0.39274
0.28601
0.29316
0.65982
0.26499
0.95868
0.83141
0.37178
0.69572
0.01608
0.88349
0.06449
0.00541
0.46928
0.14487
0.48544
0.46478
0.74811
037722
0.43087
0.15476
0.13463
0.30418
0.39119
0.33137
057943
0.44385
0.07645
0.43590
0.30160
031919
0.85852
0.73544
0.73639
0.01964
0.39054
0.19358
0.37236
0.42697
0.08805
0.06628
0.51569
0.11617
0.27129
0.81561
0.75632
0.75632
0.53869
0.65044
0.82423
0.79021
0.36401
0.92644
0.25692
0.47953
0.96256
0.65179
0.52447
0.73618
0.12251
058153
0.39098
0.91686
0.92192
0.42155
0.62921
0.47567
0.39618
0.28473
0.69441
0.74224
0.46928
071185
0.20313
0.33940
0.37510
0.74192
0.10917
0.56053
0.54325
0.44040
0.72049
0.58464
0.58464
0.95183
0.69752
0.57060
0.74167
0.97185
0.83561
0.20659
0.20659
0.86667
0.30844
0.53870
0.46379
0.53348
0.68284
0.73502
0.09054
0.81034
0.94752
0.82817
0.60168
0.63821
0.14785
0.11411
0.02944
0.90427
0.63298
0.72572
0.52871

0.96
0.82
112
147
1.00
0.52
0.76
0.96
0.65
1.05
0.92
0.82
1.05
0.68
1.04
0.83
1.09
0.59
0.65
0.63
0.77
0.87
1.08
0.93
0.96
0.73
0.71
0.74
0.96
1.00
1.04
1.26
1.23
0.80
0.72
0.72
0.96
0.68
0.87
1.04
0.92
0.83
1.00
0.79
0.96
1.10
0.76
0.95
0.72
0.87
0.85
0.73
0.78
0.79
0.86
0.57
0.52
0.73
0.80
0.78
0.70
0.86
0.68
0.70
0.70
0.55
1.05
0.82
1.06
0.79
0.96
0.62
0.72
0.70
1.08
0.87
0.84
0.83
0.54
0.71
0.76
0.80
0.67
0.71
0.57
0.75
0.60
0.69
0.95
0.79
0.79
0.95
0.79
0.76
1.00
1.09
0.96
1.19
1.05
0.90
0.95
0.82
0.83
1.35
0.78
0.82
0.86
0.88
1.06
0.75
1.00
0.60
1.15
0.82
0.78
0.65
0.94
0.60
0.68
0.65
0.76
0.58
0.75
0.73
0.78
0.76
0.73
0.73
0.88
0.80
0.78
0.83
0.87
0.82
0.71
0.71
0.93
0.65
0.58
0.59
0.54
1.13
0.95
0.56
0.85
0.89
0.83
1.05
1.00
1.16
1.53
1.62
0.87
0.72
0.79
1.00



5p|Q810U4|NRCAM_MOUSE
sp|Q99LD8|DDAH2_MOUSE
sp|QIWV02|RBMX_MOUSE
1r/Q4VA93|Q4VAI3_MOUSE
sp|P61089|UBE2N_MOUSE
splQ3UHJOJAAK1_MOUSE
tr|E9PVC5|E9PVC5_MOUSE
sp|QBBKC5|IPO5_MOUSE
trlAOA0G2JDN7|AOAOG2JDN7
sp|Q78ZA7|NP1L4_MOUSE
sp|QIQYFIINDRG3_MOUSE
sp|QBCIN|PAK2_MOUSE
sp|QICZD3|SYG_MOUSE
sp|P62334|PRST0_MOUSE
sp|P59999|ARPC4_MOUSE
sp|P0B003|PDIA4_MOUSE
sp|Q61205|PA1B3_MOUSE
sp|Q60972|RBBP4_MOUSE
sp|QBBFLA|SAHH3_MOUSE
SplQBCAAT|PGM2L_MOUSE
sp|Q01405|SC23A_MOUSE
sp|QICR16|PPID_MOUSE
sp|Q62318[TIF1B_MOUSE
splQ8BMS1|ECHA_MOUSE
sp|QDOI9ISYRC_MOUSE
splQ3ULJO|GPDIL_MOUSE
sp|Q91WUB|FUBP1_MOUSE
splQ |IRGQ_MOUSE

Neuronal cell adhesion molecule OS=Mus |
N(G)N(G)dimethylarginine dimethylaminohy
RNA-binding motif protein, X chromosome |
Protein kinase C OS=Mus musculus (Mous:
Upiquitin-conjugating enzyme E2 N OS=Mc
AP2-associated protein kinase 1 OS=Mus |
Eukaryotic translation initiation factor 4 gam
Importin-5 OS=Mus musculus (Mouse) GN=
Microtubule-associated protein OS=Mus mt
Nucleosome assembly protein 1-ike 4 0S=
Protein NDRG3 OS=Mus musculus (Mouse
Serine/threonine-protein kinase PAK 2 OS
Glycine—tRNA ligase OS=Mus musculus (M
268 protease regulatory subunit 10B OS=I
Actin-related protein 2/3 complex subunit 4
Protein disulfide-isomerase A4 OS=Mus mt
Platelet-activating factor acetyhydrolase 1B
Histone-binding protein RBBP4 OS=Mus m
Putative adenosylhomocysteinase 3 0S=N
Glucose 1,6-bisphosphate synthase OS=N
Protein transport protein Sec23A OS=Mus
Peptidylprolyl cis-trans isomerase D OS=M
Transcription intermediary factor 1-beta OS
Trifunctional enzyme subunit alpha, mitochc
Arginine~tRNA ligase, cytoplasmic OS=Mut
Glycerol-3-phosphate dehydrogenase 1-like
Far upstream element-binding protein 1 OS

sp|Q7TMYB|HUWE 1_MOUSE
SplQBNZLO|SOGA3_MOUSE
sp|Q8BFZ9|ERLN2_MOUSE
p|Q9Z2WO|DNPEP_MOUSE
sp|QIWUB3|PYGM_MOUSE
{r/G3UXX3|G3UXX3_MOUSE

Immunity-related GTPase family Q protein ¢
E3 ubiquitin-protein ligase HUWE1 OS=Mu
Protein SOGA3 OS=Mus musculus (Mouse
Erfin-2 OS=Mus musculus (Mouse) GN=Erii
Aspartyl aminopeptidase OS=Mus musculu
Glycogen phosphorylase, muscle form 0S=

iapterin reductase OS=Mus musculus (

sp|QOVBF8|STUM_MOUSE
sp|P35762|CDB1_MOUSE
sp|Q9JKCE|CEND_MOUSE
sp|P63040|CPLX1_MOUSE
sp|A2AGTS|CKAP5_MOUSE
sp|P56959|FUS_MOUSE
sp|QBA065|CE170_MOUSE
tr|E0CZ72|E0CZ72_MOUSE
sp|P10605|CATB_MOUSE
plQIDOM3|CY1_MOUSE
sp|QICPR4|RL17_MOUSE
sp|QSMBNO|CNRP1_MOUSE
5p|Q60930|VDAC2_MOUSE
plQICX86|ROA0_MOUSE
sp|P53810|PIPNA_MOUSE
sp|P35278|RABSC_MOUSE
sp|Q60737|CSK21_MOUSE
1r/G3X9.1|G3X9J1_MOUSE
sp|QID1A2|CNDP2_MOUSE
$p|Q64521|GPDM_MOUSE
5p|088712|CTBP1_MOUSE
SplQICVBE|ARPC2_MOUSE
trlQ8CFX3|Q8CFX3_MOUSE
triF7BJK1|F7BJK1_MOUSE
sp|P07724|ALBU_MOUSE
Sp|Q62465|VAT1_MOUSE
sp|P62245|RS15A_MOUSE
$plQICQD1|RABSA_MOUSE
sp|P70704|AT8A1_MOUSE
SplQIQUMS|PSA6_MOUSE
sp|P57780|ACTNA_MOUSE
splQ8C1AS|THOP1_MOUSE
sp|P42669|PURA_MOUSE
sp|P62137|PP1A_MOUSE
sp|P49722|PSA2_MOUSE
SpIQOWUMS|SUCA_MOUSE
sp|P68181|KAPCB_MOUSE
sp|P54071|IDHP_MOUSE
trlQ8C6E|Q8C6E9_MOUSE
$p|Q61543|GSLG1_MOUSE
sp|QICZM2|RL15_MOUSE
sp|QBC854|MYEF2_MOUSE
sp|Q9QYBB|ADDB_MOUSE
sp|Q91ZR1|RAB4B_MOUSE
sp|P70175|DLG3_MOUSE
splQ9IDC70NDUS7_MOUSE
sp|QICXW3|CYBP_MOUSE
sp|P31648|SCEA1_MOUSE
sp|P56379]68MP_MOUSE
Sp|Q9ZOH8|CLIP2_MOUSE
sp|P61514|RL37A_MOUSE
p|Q91VN4|MIC25_MOUSE
sp|P18242|CATD_MOUSE
sp|P00405|COX2_MOUSE
sp|Q91V14|S12A5_MOUSE
sp|Q61151|2A5E_MOUSE
sp|QIESNG|TRIM2_MOUSE
sp|Q91W50|CSDE1_MOUSE
5p|P31650|S6A11_MOUSE
sp|P55066|NCAN_MOUSE
sp|Q64674|SPEE_MOUSE
1/Q3TD51|Q3TD51_MOUSE
5p|Q60865|CAPR1_MOUSE
sp|P50247|SAHH_MOUSE
sp|P62141|PP1B_MOUSE

Protein stum homolog OS=Mus musculus (I
CD81 antigen OS=Mus musculus (Mouse) '
Cell cycle exit and neuronal differentiation ¢
Complexin-1 OS=Mus musculus (Mouse) G
Cytoskeleton-associated protein 5 OS=Mut
RNA-binding protein FUS OS=Mus muscul.
Centrosomal protein of 170 kDa OS=Mus n
Kinesin-like protein OS=Mus musculus (Mol
Cathepsin B OS=Mus musculus (Mouse) G
Cytochrome c1, heme protein, mitochondria
60S ribosomal protein L17 OS=Mus muscu
CB1 cannabinoid receptorinteracting protei
Voltage-dependent anion-selective channe
Heterogeneous nuclear ribonucleoprotein A
Phosphatidylinositol transfer protein alpha i
Ras-related protein Rab-5C OS=Mus musci
Casein kinase Il subunit alpha OS=Mus mt
Sodium/calcium exchanger 1 OS=Mus mus
Cytosolic non-specific dipeptidase OS=Mus
Glycerol-3-phosphate dehydrogenase, mito
Cerminal-binding protein 1 OS=Mus musc
Actin-related protein 2/3 complex subunit 2

Serum albumin OS=Mus musculus (Mouse!
Synaptic vesicle membrane protein VAT-1
408 ribosomal protein S15a OS=Mus musc
Ras-related protein Rab-5A OS=Mus musci
Phospholipid-transporting ATPase IA OS=I
Proteasome subunit alpha type-s OS=Mus.
Alpha-actinin4 0S=Mus musculus (Mouse)
Thimet oligopeptidase OS=Mus musculus (
Transcriptional activator protein Pur-alpha (
Serine/threonine-protein phosphatase PP1
Proteasome subunit alpha type2 OS=Mus.
Succinyl-CoA ligase [ADP/GDP-forming] sut
cAMP-dependent protein kinase catalytic st
Isocitrate dehydrogenase [NADP], mitochor
Putative uncharacterized protein OS=Mus |
Golgi apparatus protein 1 OS=Mus muscul
60S ribosomal protein L15 OS=Mus muscu
Myelin expression factor2 OS=Mus muscul
Beta-adducin OS=Mus musculus (Mouse) ¢
Ras-related protein Rab-4B 0S=Mus musci
Disks large homolog 3 0S=Mus musculus (
NADH dehydrogenase [ubiquinone] iron-sul
Calcyciin-binding protein OS=Mus musculu
Sodium- and chloride-dependent GABA tral
6.8 kDa mitochondrial proteolipid OS=Mus
CAP-Gly domain-containing linker protein 2
60S ribosomal protein L37a OS=Mus musc
MICOS complex subunit Mic25 OS=Mus mt
Cathepsin D OS=Mus musculus (Mouse) G
Cytochrome c oxidase subunit 2 OS=Mus
Solute carrier family 12 member 5 OS=Mus.
Serine/threonine-protein phosphatase 2A 5
Tripartite motif-containing protein 2 0S=Mu
Cold shock domain-containing protein E1 C
Sodium- and chloride-dependent GABA tra
Neurocan core protein OS=Mus musculus (
Spermidine synthase OS=Mus musculus (\
Putative uncharacterized protein OS=Mus |
Caprin-1 OS=Mus musculus (Mouse) GN=C
Adenosylhomocysteinase OS=Mus muscul
Serine/threonine-protein phosphatase PP1

splQ |PPP5_MOUSE
5p|Q61035|SYHC_MOUSE
sp|QBCIES|COPA_MOUSE

p 50
Histidine—tRNA ligase, cytoplasmic OS=Mu
Coatomer subunit alpha OS=Mus musculus

splQx | 3_MOUSE
sp|P70195|PSB7_MOUSE
5p|Q99JI4|PSMD6_MOUSE
sp|QBOTLO|PPM1E_MOUSE
sp|P48318|DCE1_MOUSE
sp|Q8BMF4|ODP2_MOUSE
tr|G8JL68|GBJL6B_MOUSE
splQ8BTG7|NDRG4_MOUSE
5p|P08556|RASN_MOUSE
tr/VIGXKO|VIGXKO_MOUSE
trE9Q3Q6|E9Q3Q6_MOUSE
SpIQIWUK2|IF4H_MOUSE
sp|QIDB19|IPYR_MOUSE
$p|Q91267|SRGP2_MOUSE
sp|Q3THK7|GUAA_MOUSE
SplQBCCKO|H2AW_MOUSE
sp|QI9PJOINTRI_MOUSE
sp|Q64520[KGUA_MOUSE
5p|P63037|DNJAT_MOUSE
p|Q91XM9|DLG2_MOUSE
sp|P60761|NEUG_MOUSE
sp|P62911|RL32_MOUSE
sp|P48722|HS74L_MOUSE
sp|070194|EIF3D_MOUSE
5p|Q62425|NDUA4_MOUSE
$plQ9CQ75|NDUA2_MOUSE
5p|Q9Z2X1|HNRPF_MOUSE
$p|Q99JI6|RAP1B_MOUSE
sp|P62835|RAP1A_MOUSE
tr/C5SHOE9|C5HOES_MOUSE
sp|Q9QZQ8|H2AY_MOUSE
sp|P03995|GFAP_MOUSE

ted protein RP/EB famit
Proteasome subunit beta type-7 OS=Mus 1
268 proteasome non-ATPase regulatory su
Protein phosphatase 1€ OS=Mus musculu
Glutamate decarboxylase 1 OS=Mus musc
Dihydrolipoyllysine-residue acetyliransferase
Myelin expression factor 2 OS=Mus muscul
Protein NDRG4 OS=Mus musculus (Mouse
GTPase NRas 0S=Mus musculus (Mouse)
Protein Gm12117 OS=Mus musculus (Mou
CD166 antigen OS=Mus musculus (Mouse
Eukaryotic translation initiation factor 4H O
Inorganic pyrophosphatase OS=Mus musc
SLIT-ROBO Rho GTPase-activating protein
GMP synthase [glutamine-hydrolyzing] OS:
Core histone macro-H2A.2 OS=Mus muscu
Neurotrimin OS=Mus musculus (Mouse) GN
Guanylate kinase OS=Mus musculus (Mou
DnaJ homolog subfamily A member 1 OS=!
Disks large homolog 2 OS=Mus musculus (
Neurogranin OS=Mus musculus (Mouse) G
60S ribosomal protein L32 OS=Mus muscu
Heat shock 70 kDa protein 4L OS=Mus mu
Eukaryotic translation initiation factor 3 subt
Cytochrome c oxidase subunit NDUFA4 OS
NADH dehydrogenase [ubiquinone] 1 alphe
Heterogeneous nuclear ribonucleoprotein F
Ras-related protein Rap-1b OS=Mus musct
Ras-related protein Rap-1A 0S=Mus musc!
Rap1A-retro2 OS=Mus musculus (Mouse) ¢
Core histone macro-H2A.1
Glial fibrilary acidic protein Of

IC . MOUSE
sp|P26040|EZRI_MOUSE
5p|008547|SC22B_MOUSE
sp|P62196|PRS8_MOUSE
sp|Q6P1F6|2ABA_MOUSE
sp|P60867|RS20_MOUSE
sp|QIDCN2|NB5R3_MOUSE
trlA3KFUS|A3KFUS_MOUSE
5p|008583|THOC4_MOUSE
sp|070251|EF1B_MOUSE
sp|P62852|RS25_MOUSE
sp|QBKOSO|PHYIP_MOUSE
1r/B2RQB0|B2RQB0_MOUSE
5p|070310|NMT1_MOUSE
sp|QIIMKBIARBK1_MOUSE
spIQ9IERO0|STX12_MOUSE
™ 2 )

Vesicle-trafficking protein SEC22b 0S=Mus
265 protease regulatory subunit 8 OS=Mu;
Serine/threonine-protein phosphatase 2A 5
408 ribosomal protein $20 OS=Mus musct
NADH-cytochrome b5 reductase 3 OS=Mut
Polyadenylate-binding protein OS=Mus mu
THO complex subunit 4 OS=Mus musculus
Elongation factor 1-beta OS=Mus musculu
408 ribosomal protein $25 OS=Mus musct
Phytanoyl-CoA hydroxylase-interacting prot
Tik protein OS=Mus musculus (Mouse) Gt
Glycylpeptide N-tetradecanoyltransferase 1
Beta-adrenergic receptor kinase 1 0S=Mut
Syntaxin-12 OS=Mus musculus (Mouse) Gl

$pQ9CQB0|6PGL_MOUSE
5p|Q9JKRE|HYOU1_MOUSE
sp|P62192|PRS4_MOUSE
sp|Q9JJIBIRL3B_MOUSE
splQIDCWA|ETFB_MOUSE

" 6-phosphogluconolactonase O:

ted protein O

Hypoxia up-regulated protein 1 OS=Mus m
26S protease regulatory subunit 4 OS=Mu
60S ribosomal protein L38 OS=Mus muscu
Electron transfer flavoprotein subunit beta

756.47
852.33
681.65
1223.63
621.57
1032.19
1335.39
1362.74
956.66
839.15
838.63
812.44
1210.6
833.39
553.91
1108.01
449.77
418.74
593.99
1292.91
1044.26
757.83
905.66
1784.76
988.11
878.24
855.56
555.57
921.66
776.64
659.78
865.13
503.23
675.57
185.28
275.93
577.39
253.75
1027.57
575.79
958.98
14485
746.22
519.39
786.32
587.47
813.13
692.56
793.04
986.83
788.2
664.29
1122.36
1258.55
786.62
853.8
852.04
752.87
392.9
664.72
510.96
833.27
786.18
960.68
1769.09
1172.16
901.71
1077.49
750.97
519.6
1093.34
889.85
774.59
1509.92
588.57
1113.19
1060.33
516.32
747.24
322.55
581.16
508.82
107.81
1082.49
392.61
513.25
725.06
458.37
1042.72
601.86
1280
758.48
510.08
739.97
620.46
776.78
609.41
789.96
1102.65
725.96
911.35
1192.62
614.16
324.61
824.23
524.14
653.58
1050.48
817.04
495.31
624.86
137.05
883.09
676.38
950.73
957.1
715.74
771.31
779.84
440.93
827.95
987.38
148.92
313.19
1067.43
662.82
418.97
338.85
633.15
654.02
586.52
554.08
489.18
1241.11
909.41
649
688.21
1056.1
855.8
358.02
679.56
625.37
622.91
617.79
3296
381.42
752.61
717.26
594.55
767.05
548.51
670.14
1412.92
845.48
190.87
615.67
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0.40961
0.06429
0.61458
0.99184
0.75563
0.80219
0.64908
0.46124
0.87299
0.52901
0.34705
0.52235
0.72898
057927
0.47486
0.28116
0.78943
050102
0.80261
057170
0.71440
0.63503
0.93596
0.61492
0.97214
0.70383
0.90836
0.50636
0.91900
0.96834
0.32705
0.60946
0.42000
0.74521
0.41267
0.62538
0.56850
0.96092
0.82778
0.77557
0.76521
0.52866
0.66733
0.60714
0.03310
0.23582
0.42438
0.28920
0.44531
0.50364
0.22237
0.82975
0.44078
0.56996
0.25239
0.19281
0.96967
0.97657
0.96693
0.91555
0.24462
0.47489
0.68280
0.45696
0.44938
0.80396
0.58386
0.98309
0.74497
0.69048
0.72291
0.87493
058135
0.36285
0.50439
0.22601
0.35539
0.02923
0.24558
0.33717
0.29369
0.92343
0.19638
0.04003
0.49148
0.43907
0.26332
0.32514
0.47033
0.61648
0.37884
0.77698
0.71044
0.32616
0.50326
0.74476
0.27071
0.41731
0.80011
0.38057
0.19378
0.73573
0.47135
0.87671
0.47604
0.68652
0.41228
0.55513
0.37262
0.74848
0.32443
0.48337
0.40516
0.92520
0.29668
0.69923
0.96519
0.05279
0.19400
0.12918
0.80243
0.77500
0.42894
0.89106
0.40162
0.66800
051604
0.75004
0.85197
0.25020
0.54958
0.54958
0.35815
0.66324
0.30439
0.00171
0.10972
0.04434
0.09100
0.00398
0.00385
0.00943
0.44209
0.07307
0.09051
0.89345
0.32212
0.29412
0.77360
0.61912
0.49120
0.33646
0.24710
0.02106
0.04949
0.21084

0.12693
0.27530
0.49655
0.95356
0.16532
0.77592
0.61140
0.29232
0.72488
0.12202
0.68990
0.66757
0.79295
0.46186
0.80741
0.44407
0.42097
0.44745
0.45649
0.89297
0.16286
0.65698
0.79313
0.04724
0.34156
0.96609
0.54244
0.75185
0.85612
0.70988
0.46781
0.93544
0.52666
0.98457
0.33229
0.62583
0.82441
0.47209
0.68935
0.97978
0.98105
0.75799
0.88744
0.19121
0.38505
0.40075
0.59119
0.57351
0.94987
0.71154
0.87884
0.35626
0.87574
0.26981
0.26576
0.11550
0.28714
0.28714
0.73696
0.45075
0.02961
0.52208
0.53292
0.38549
0.57040
0.23383
0.06176
0.95491
0.96987
0.81214
0.40579
0.37568
0.41554
0.79820
051272
0.19316
0.64628
0.71442
0.40683
0.12519
0.70867
0.47852
0.56221
0.88427
0.56419
0.84858
0.08715
0.37299
067172
0.28218
0.53780
0.09514
0.10582
0.69582
0.29829
0.67750
0.55687
0.25192
0.58129
0.93382
0.56292
0.66706
0.89573
0.70925
0.25727
0.50316
0.84173
0.50926
0.47558
0.63142
0.47577
0.63934
051177
0.66510
0.30197
0.93647
0.87485
0.54852
0.26629
0.85311
0.90633
0.47108
0.94188
0.49628
0.66071
0.40901
0.29660
0.46160
0.59737
0.86391
0.80653
0.80653
0.56786
0.38260
0.70349
0.05002
0.13396
0.29791
0.99195
0.16185
0.62926
0.42778
0.72254
0.39024
0.27643
0.36541
0.51669
0.57922
0.13515
0.04387
0.79342
0.24123
0.10436
0.04771
0.18051
0.20626

1.44
143
1.15
0.88
1.20
0.85
113
0.55
1.38
1.67
147
1.08
1.06
1.23
1.00
0.79
0.65
1.23
073
0.92
0.63
0.87
1.09
171
127
1.00
0.69
1.08
1.00
0.79
075
0.92
075
0.91
0.55
1.33
0.82
1.67
073
1.00
1.00
0.87
0.89
0.58
122
0.72
1.26
111
0.95
0.88
1.00
0.75
1.00
0.71
0.71
0.59
0.58
0.58
1.05
0.67
1.24
0.74
073
1.20
1.16
1.38
1.30
0.95
1.00
0.89
078
1.16
1.12
0.89
0.83
1.18
1.12
0.89
0.69
0.69
1.20
0.83
0.88
1.00
071
0.86
127
1.36
113
0.54
1.07
0.71
113
0.82
075
0.83
1.25
1.42
0.71
0.94
0.86
0.80
1.00
1.00
0.81
0.79
1.08
1.20
1.07
1.07
0.69
0.77
075
1.17
1.56
0.91
1.00
143
1.22
0.92
1.00
0.73
0.93
1.13
0.87
0.58
1.38
0.79
1.07
0.84
0.80
0.80
077
1.67
1.07
1.42
1.36
1.42
1.00
1.25
1.00
1.09
1.08
1.17
1.08
0.80
0.83
111
0.67
0.54
1.38
1.20
1.60
1.55
170
1.20

0.79157
0.30967
0.94552
0.82874
0.29433
0.85590
0.85584
0.71935
0.95628
0.43071
0.56953
0.34397
0.79647
0.13410
0.68531
0.83661
0.56970
0.66519
0.40058
0.55408
0.89763
0.30679
0.97860
0.34676
0.18491
0.67254
0.55387
0.59327
0.45633
0.44428
0.86226
0.89823
0.34944
0.93872
0.63912
0.96198
0.94748
0.84614
062123
0.92617
0.78958
0.65276
0.86465
0.36981
0.42578
0.49363
0.70615
0.23126
0.43043
0.31593
067136
0.54811
0.82834
0.90884
0.70522
0.26518
0.42693
0.42693
0.42308
0.27633
0.75845
0.61316
0.44379
0.69918
0.93569
0.96324
0.62682
0.76977
0.78292
0.91797
0.20249
0.95665
0.77627
0.52573
0.36139
0.23887
0.45788
057292
0.53992
0.35700
0.71957
0.81073
0.31451
0.50251
0.29554
0.94386
0.40795
0.12845
0.60428
0.71911
0.84837
0.69810
0.05553
0.45445
0.46069
0.38176
0.15665
0.30429
0.82566
0.74793
0.39646
0.34623
0.54478
0.96121
0.10815
0.24938
0.68493
0.43235
051529
0.53670
0.58571
0.49087
0.82598
0.74668
0.34225
0.74408
0.54044
0.90274
0.67886
0.32871
0.42525
0.56538
022017
0.90917
0.18536
0.83688
071103
0.97712
0.40222
0.83357
0.70752
0.70752
0.49538
0.34682
0.58180
0.16056
0.01608
0.44043
0.48458
0.01452
0.95984
0.04087
0.88847
057484
051156
0.32977
0.06815
0.91524
021522
0.14967
0.75278
051076
0.00138
0.34242
0.79377
0.18774

0.94
1.36
0.90
0.82
0.73
0.85
1.00
0.73
1.00
147
117
1.15
1.00
1.38
1.00
0.86
0.71
1.08
0.67
0.69
0.94
1.07
0.91
1.14
1.33
0.81
0.62
0.75
1.18
1.14
0.81
0.85
0.58
0.91
0.73
0.89
0.91
0.75
0.64
1.00
0.70
1.00
1.06
0.69
147
0.72
1.16
1.22
0.70
0.67
1.06
0.75
0.93
0.90
0.82
0.71
0.63
0.63
147
0.67
0.82
0.68
1.20
0.80
0.89
0.88
0.80
0.95
0.82
0.89
0.61
0.89
0.94
0.74
0.78
1.24
0.71
0.78
0.69
0.75
0.73
0.94
0.59
1.07
0.53
0.93
1.13
1.29
0.67
1.00
0.86
0.94
1.06
0.65
0.69
0.67
1.33
1.33
1.00
0.94
0.64
0.60
0.73
0.87
0.75
0.57
1.00
1.40
1.07
1.07
0.75
0.62
0.83
1.00
167
0.73
0.55
1.07
1.00
0.54
1.07
0.73
121
0.87
1.07
0.83
1.00
0.86
1.07
0.95
1.07
1.07
0.62
1.67
0.71
1.33
1.50
1.25
0.71
1.58
0.86
1.18
0.92
1.08
1.00
0.60
0.67
0.89
0.58
0.54
113
0.73
1.07
1.18
0.80
1.07



splP |PSMD3_MOUSE

splQ9D172|ES1_MOUSE
sp|P70404|IDHG1_MOUSE
SpQ9ZON1|IF2G_MOUSE
sp|Q9JMA1|UBP14_MOUSE
spQ9D6JGINDUV2_MOUSE
sp|P16054|KPCE_MOUSE
sp|Q9D8B3|CHM4B_MOUSE
5p|089086|RBM3_MOUSE
sp|070172|PI42A_MOUSE
5p|Q07076|ANXA7_MOUSE
trIA2AWI7|A2AWI7_MOUSE

268 non-ATPase regulatory su
ES1 protein homolog, mitochondrial 0S=M
Isocitrate dehydrogenase [NAD] subunit ga
Eukaryotic translation initiation factor 2 subt
Ubiquitin carboxyk-terminal hydrolase 14 O¢
NADH dehydrogenase [ubiquinone] flavopn
Protein kinase C epsilon type OS=Mus mus
Charged multivesicular body protein 4b OS
RNA-binding protein 3 0S=Mus musculus (
Phosphatidylinositol 5-phosphate 4-kinase
Annexin A7 0S=Mus musculus (Mouse) Gt
Endophilin-82 0S=Mus musculus (Mouse)

pl |ARF5_MOUSE
sp|Q61036|PAK3_MOUSE
sp|Q8BVQS|PPME1_MOUSE

ADP- factor 5 0S=Mus musculu
Serine/threonine-protein kinase PAK 3 OS
Protein phosphatase methylesterase 1 OS

plQor _MOUSE

sp|P51655|GPC4_MOUSE
splQ8BGZ1{HPCL4_MOUSE
sp|P04925|PRIO_MOUSE
splQICQB9|QCRE_MOUSE
sp|Q8VDJ3|VIGLN_MOUSE
sp|Q60973|RBBP7_MOUSE
sp|QICZ30|OLAT_MOUSE
sp|Q810U3|NFASC_MOUSE
sp|QICPV4|GLOD4_MOUSE
sp|P48678|LMNA_MOUSE
5p|Q64010|CRK_MOUSE

Ipha-soluble NSF protein 0S:
Glypican-4 0S=Mus musculus (Mouse) GN
Hippocalcin-lie protein 4 OS=Mus musculL
Major prion protein OS=Mus musculus (Mot
Cytochrome b-c1 complex subunit 8 OS=M
Vigiin OS=Mus musculus (Mouse) GN=Hdll
Histone-binding protein RBBP7 OS=Mus m
Obg-iike ATPase 1 0S=Mus musculus (Mol
Neurofascin OS=Mus musculus (Mouse) Gl
Glyoxalase domain-containing protein 4 O%
Prelamin-A/C OS=Mus musculus (Mouse) G
Adapter molecule crk OS=Mus musculus (

Sp|QOOPI9IHNRL2_MOUSE nuclear i L
trlQ3ULG4|Q3ULG4_MOUSE  Putative uncharacterized protein OS=Mus |
splC D4_MOUSE 268 non-ATPase regulatory su

sp|P62627|DLRB1_MOUSE
$plQICQI2|FIS1_MOUSE
sp|PB4089|ERH_MOUSE
spQBC2Q3|RBM14_MOUSE
5p|Q05920|PYC_MOUSE
SpIQIEQ20|MMSA_MOUSE
5p|035136|NCAM2_MOUSE
splQ8R191|SNG3_MOUSE
sp|Q9Z1B3|PLCB1_MOUSE
splQ3TXS7|PSMD1_MOUSE

Dynein light chain roadblock-type 1 OS=Mt
Mitochondrial fission 1 protein OS=Mus mu
Enhancer of rudimentary homolog 0S=Mus
RNA-binding protein 14 OS=Mus musculus
Pyruvate carboxylase, mitochondrial OS=M
Methyimalonate-semialdehyde dehydrogen:
Neural cell adhesion molecule 2 0S=Mus n
Synaptogyrin-3 OS=Mus musculus (Mouse
1-phosphatidylinositol 4,5-bisphosphate phr
265 proteasome non-ATPase regulatory su

plQ |ESTD_MOUSE
sp|P62267|RS23_MOUSE
sp|P23116|EIF3A_MOUSE
sp|008807|PRDX4_MOUSE
sp|QJLV5|CUL3_MOUSE
p|Q9D1D4|TMEDA_MOUSE
trlE9PV44|E9PV44_MOUSE
plQ2NL51|GSK3A_MOUSE
sp|P30416|FKBP4_MOUSE
sp|P57776|EF1D_MOUSE
sp|Q07813[BAX_MOUSE
pQ9QZ88|VPS29_MOUSE
5p|P09671|SODM_MOUSE
sp|P62774|MTPN_MOUSE
sp|P18572|BASI_MOUSE
/B1AQZ0|B1AQZ0_MOUSE
Sp|QIER72|SYCC_MOUSE
sp|QBK3J1|NDUS8_MOUSE
5p|Q62095|DDX3Y_MOUSE
sp|P15209|NTRK2_MOUSE
plQ |EHD1_MOUSE

hydrolase OS=Mus mu
408 ribosomal protein $23 OS=Mus musct
Eukaryotic translation initiation factor 3 subt
Peroxiredoxin4 OS=Mus musculus (Mouse
Culin-3 0S=Mus musculus (Mouse) GN=Ct
Transmembrane emp24 domain-containing
ATPase inhibitor, mitochondrial OS=Mus m
Glycogen synthase kinase-3 alpha OS=Mu
Peptidylprolyl cis-trans isomerase FKBP4
Elongation factor 1-delta OS=Mus musculu
Apoptosis regulator BAX OS=Mus musculu
Vacuolar protein sorting-associated protein
Superoxide dismutase [Mn], mitochondrial
Myotrophin OS=Mus musculus (Mouse) GN
Basigin OS=Mus musculus (Mouse) GN=Bs
Septin-8 OS=Mus musculus (Mouse) GN=S
Cysteine~tRNA ligase, cytoplasmic OS=Mu
NADH dehydrogenase [ubiquinone] iron-sul
ATP-dependent RNA helicase DDX3Y 0S:
BDNF/NT-3 growth factors receptor OS=M

splQ6P5E4|UGGG1_MOUSE
sp|Q8COC7|SYFA_MOUSE
trlA2AFQ2|A2AFQ2_MOUSE
5p|Q60692|PSB6_MOUSE
sp|QV6185|ATP5|_MOUSE
sp|P59279|RAB2B_MOUSE
sp|P52503|NDUS6_MOUSE
sp|Q91WD5|NDUS2_MOUSE
sp|P14869|RLA0_MOUSE
sp|QB0900|ELAV3_MOUSE

EH d taining protein 1 0S=Mus n
UDP-glucose:glycoprotein glucosyltransfera
Phenylalanine~tRNA ligase alpha subunit ¢
3-hydroxyacyl-CoA dehydrogenase type-2

Proteasome subunit beta type-6 OS=Mus 1
ATP synthase subunit e, mitochondrial OS
Ras-related protein Rab-2B 0S=Mus musci
NADH dehydrogenase [ubiquinone] iron-sul
NADH dehydrogenase [ubiquinone] iron-sul
60S acidic ribosomal protein PO OS=Mus n
ELAV-like protein 3 OS=Mus musculus (Mo

sp|Q3T _MOUSE
sp|QICSB4|NRX1A_MOUSE
sp|P26231|CTNA1_MOUSE
sp|Q91VR5|DDX1_MOUSE
sp|P61750|ARF4_MOUSE
5p|Q9JKB1|UCHL3_MOUSE
sp|QBQZY1|EIF3L_MOUSE
5p|Q921HB|THIKA_MOUSE
$plQ9QZQ1|AFAD_MOUSE
sp|Q8R464|CADM4_MOUSE
spIQIEPUO[RENT1_MOUSE
sp|Q6ZWUI|RS27_MOUSE
SplQBCOMI|ASGL1_MOUSE
sp|Q8BX10|PGAMS_MOUSE

h splicing factor 6 OS=M:
Neurexin-1 OS=Mus musculus (Mouse) GN
Catenin alpha-1 OS=Mus musculus (Mous¢
ATP-dependent RNA helicase DDX1 OS=h
ADP-ribosylation factor 4 OS=Mus musculu
Ubiquitin carboxyl-terminal hydrolase isozyr
Eukaryotic translation initiation factor 3 subt
3-ketoacyl-CoA thiolase A, peroxisomal OS
Afadin OS=Mus musculus (Mouse) GN=Mit
Cell adhesion molecule 4 0S=Mus muscult
Regulator of nonsense transcripts 1 0S=M
408 ribosomal protein $27 OS=Mus musct
Isoaspartyl peptidase/L-asparaginase 0S=
Serine/threonine-protein phosphatase PGA

r|AOA087WQA5|AOA0B7WQAS, TAR DNA-binding protein 43 OS=Mus mus:

sp|P11031[TCP4_MOUSE
$p|QICQ54|NDUC2_MOUSE
sp|P27601|GNA13_MOUSE
SplQOEST5|AN32B_MOUSE
sp|A2ABL5|PTPRF_MOUSE
plQICY57|CHTOP_MOUSE
sp|P51859|HDGF_MOUSE
p|Q9D892|ITPA_MOUSE
sp|P61082|UBC12_MOUSE
splQ9QXL2[KI21A_MOUSE
sp|Q91YR1|TWF1_MOUSE
sp|B2RUJS|APBAT_MOUSE
triS4R1MA[SAR1MA_MOUSE
sp|P11438|LAMP1_MOUSE
5p|Q9ZOX1|AIFM1_MOUSE
sp|P32037|GTR3_MOUSE
sp|055137|ACOT1_MOUSE
$p|Q62Q73|CAND2_MOUSE
sp|QICRBIIMICT19_MOUSE
sp|Q6PHO8|ERC2_MOUSE

Activated RNA polymerase Il transcriptional
NADH dehydrogenase [ubiquinone] 1 subu
Guanine nucleotide-binding protein subunit
Acidic leucine-rich nuclear phosphoprotein ¢
Receptor-type tyrosine-protein phosphatase
Chromatin target of PRMT1 protein OS=M.
Hepatoma-derived growth factor OS=Mus r
Inosine triphosphate pyrophosphatase OS
NEDDS-conjugating enzyme Ubc12 OS=M:
Kinesin-like protein KIF21A_ OS=Mus musct
Twinfilin-1 0S=Mus musculus (Mouse) GN=
Amyloid beta A4 precursor protein-binding
Ankyrin-2 0S=Mus musculus (Mouse) GN=,
Lysosome-associated membrane glycoprote
Apoptosis-inducing factor 1, mitochondrial 1
Solute carrier family 2, faciitated glucose tre
Acykcoenzyme A thioesterase 1 0S=Mus r
Culin-associated NEDD8-dissociated proteil
MICOS complex subunit Mic19 OS=Mus mt
ERC protein 2 OS=Mus musculus (Mouse)

trlAOAOG2JF97|A0A0G2JF97_N Proteasome subunit alpha type-5 OS=Mus

$p|Q9Z1P6|NDUA7_MOUSE

NADH dehydrogenase [ubiquinone] 1 alphe

splQ |ARL8A_MOUSE
plQICQH7|BT3L4_MOUSE
sp|QICRIS|NECP1_MOUSE
splQ9IKBB|GLO2_MOUSE
5p|QIQYJO|DNJA2_MOUSE
sp|P62889|RL30_MOUSE
sp|QIESNI|JIP3_MOUSE
pQ9ZOR4|ITSN1_MOUSE
5p|Q62283|TSN7_MOUSE
sp|P47809|MP2K4_MOUSE
5p|035685|NUDC_MOUSE
sp|QBCIGB|ANMS_MOUSE
sp|P68037|UB2L3_MOUSE
splQ3THS6|METK2_MOUSE
sp|Q60899|ELAV2_MOUSE
p|QICPQ3|TOM22_MOUSE
tr|E0CZ50|E0CZ50_MOUSE
Sp|Q3UMCO|SPAT5_MOUSE
tr/Q9CTBI|QICTBY_MOUSE
sp|088531|PPT1_MOUSE
5p|Q8VCMS|NCLN_MOUSE
5p|035609|SCAM3_MOUSE
5p|Q91WI0|TXND5_MOUSE
sp|Q9D3DIIATPD_MOUSE
sp|Q8CBW3|ABI1_MOUSE
pIQIERS2|NDUAD_MOUSE
5p|Q61207|SAP_MOUSE
sp|Q78IK2|USMG5_MOUSE
sp|Q61206|PA1B2_MOUSE
$plQ9QUI7|ACSLA_MOUSE
sp|QIDITO|LIGO1_MOUSE
plQICQW2|ARL8B_MOUSE
5p|P26041|MOES_MOUSE
splQIDCT2|NDUS3_MOUSE
1/Q32P00|Q32P00_MOUSE
sp|Q8BPY2|RCN2_MOUSE
5p|088543|CSN3_MOUSE
sp|P54923|ADPRH_MOUSE
sp|P63082|VATL_MOUSE
$p|Q92511|ATAD3_MOUSE
sp|Q3UHDB|SNX27_MOUSE
SpIQOR1T2|SAE1_MOUSE
sp|Q8BUK6|HOOK3_MOUSE
$plQ9QYA2|TOM4O_MOUSE
sp|QID1E6|TBCB_MOUSE
sp|P62274|RS29_MOUSE
sp|Q8K341|ATAT_MOUSE
sp|P51174|ACADL_MOUSE

ADP factorlike protein 8A 0S=
Transcription factor BTF3 homolog 4 0S=N
Adaptin ear-binding coat-associated proteir
Hydroxyacylglutathione hydrolase, mitochor
DnaJ homolog subfamily A member 2 OS=!
60S ribosomal protein L30 OS=Mus muscu
C-Jun-amino-terminal kinase-interacting pro
Intersectin-1 OS=Mus musculus (Mouse) G
Tetraspanin-7 OS=Mus musculus (Mouse)
Dual specificity mitogen-activated protein kit
Nuclear migration protein nudC OS=Mus m
Protein arginine N-methyltransferase 5 OS:
Upiquitin-conjugating enzyme E2 L3 OS=N
S-adenosylmethionine synthase isoform typ
ELAV-lie protein 2 OS=Mus musculus (Mo
Mitochondrial import receptor subunit TOM2
Protein NDRG4 OS=Mus musculus (Mouse
Spermatogenesis-associated protein 5 OS
Putative uncharacterized protein OS=Mus |
Palmitoyl-protein thioesterase 1 OS=Mus
Nicalin 0S=Mus musculus (Mouse) GN=Ncl
Secretory carrier-associated membrane prot
Thioredoxin domain-containing protein 5 O
ATP synthase subunit delta, mitochondrial

Abl interactor 1 OS=Mus musculus (Mouse
NADH dehydrogenase [ubiquinone] 1 alphe
Prosaposin OS=Mus musculus (Mouse) GN
Up-regulated during skeletal muscle growth
Platelet-activating factor acetyhydrolase 1B
Long-chain-fatty-acid-CoA ligase 4 OS=M.
Leucine-ich repeat and immunoglobulin-ike
ADP-ribosylation factor-ike protein 88 0S=
Moesin OS=Mus musculus (Mouse) GN
NADH dehydrogenase [ubiquinone] iron-sul
Chromobox homolog 3 (Drosophila HP1 gar
Reticulocalbin2 OS=Mus musculus (Mouse
COP9 signalosome complex subunit 3 0S=
[Protein ADP-ribosylarginine] hydrolase OS
V-type proton ATPase 16 kDa proteolipid st
ATPase family AAA domain-containing prot
Sorting nexin-27 OS=Mus musculus (Mous:
SUMO-activating enzyme subunit 1 OS=M.
Protein Hook homolog 3 OS=Mus musculu
Mitochondrial import receptor subunit TOM4
Tubulinfolding cofactor B 0S=Mus muscul
408 ribosomal protein $29 OS=Mus musct
Alpha-tubulin N-acetyltransferase 1 0S=M
Long-chain specific acy-CoA dehydrogenas

1140.19
381.48
687.04
812.94

1045.34
351.51

856.3
480.04
360.08
337.73
707.73
802.84
676.46
932.32
544.15
864.94
570.77
786.33
274.52
204.93
721.67
371.66
697.27
707.91
699.22
810.12
396.15
1009.1

550
565.88
356.71
622.17
427.68
637.43

932.4
591.56

995.1
380.12

1775.46

1111.44
497.75
391.53

1364.08
286.26
823.51
445.73
379.47
713.43
698.38
468.92
639.02
32253
330.48
270.46
47314
459.52
749.17
268.64
861.29
463.39
980.12
924.74

701.9
757.86

284.8
247.06
480.35
263.42
705.59
786.01
554.62
359.87
854.37
511.84
809.08
687.81
535.23
733.82
591.05
889.35
441.66
806.25
226.59
469.85
382.38
341.48
521.45
228.76
282.19
276.63
398.74
295.19
313.76
487.06
353.78

736.8
609.42
202.53

4825
258.57
338.96
557.85
461.39
109.23
393.44
387.67
195.33
344.99
464.93
281.03
414.99
322.64
444.05
440.22
791.33
623.24
152.68
282.69
407.87
368.13
462.12
390.51
527.35
506.28
222.77

50.81
287.32
396.37
304.63
407.64
448.06
260.62
648.37
387.34
540.42
260.28
371.17
768.39
287.54
469.65
342.74
686.81
634.01
651.56
504.45
393.27
317.95
510.06
372.16
472,11
590.49
321.53

548.2
111.84

284.7
722.79
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Receptor expression-enhancing protein 2 ¢
Upiquitin-associated protein 2 0S=Mus mu
Alastin-2 OS=Mus musculus (Mouse) GN=,
Programmed cell death protein 6 OS=Mus
Protein Gm15800 OS=Mus musculus (Mou
26S proteasome non-ATPase regulatory su
DNA damage-binding protein 1 OS=Mus m
ELAV-like protein 4 OS=Mus musculus (Mo
Neurolysin, mitochondrial OS=Mus muscul.
RuvB-lke 2 0S=Mus musculus (Mouse) Gh

synthetase [gl hydroly

el
$p|Q922J3|CLIP1_MOUSE
sp|P62317|SMD2_MOUSE
Sp|QIDOF9|PGM1_MOUSE
trlS4R2K9|S4R2KI_MOUSE
$p|Q63932|MP2K2_MOUSE
sp|PB3882|RLIGA_MOUSE
sp|Q61735/CD47_MOUSE
sp|QIQYB5|ADDG_MOUSE
sp|P27612|PLAP_MOUSE
sp|P14824|ANXA6_MOUSE

binding protein-interacting pr
CAP-Gly domain-containing linker protein 1
Small nuclear ribonucleoprotein Sm D2 OS
Phosphoglucomutase-1 OS=Mus musculu
Ankyrin-3 0S=Mus musculus (Mouse) G
Dual specificity mitogen-activated protein kit
60S ribosomal protein L36a OS=Mus musc
Leukocyte surface antigen CD47 OS=Mus
Gamma-adducin OS=Mus musculus (Mous:
Phospholipase A-2-activating protein OS=)
Annexin A6 0S=Mus musculus (Mouse) Gt

IC 2_MOUSE
sp|P62305|RUXE_MOUSE

sp|Q9D6J5|INDUBE_MOUSE
sp|Q3UDE2|TTL12_MOUSE

exchanger2 OS=Mus mus
Small nuclear ribonucleoprotein E 0S=Mus
NADH dehydrogenase [ubiquinone] 1 beta
Tubulin-tyrosine ligase-like protein 12 0S=

sp|QBVE7|SRSF4_MOUSE
5p|055029|COPB2_MOUSE
SplQIWVJ2[PSD13_MOUSE
5p|Q8R016|BLMH_MOUSE
splQ9IEP69|SACT_MOUSE
5p|P60060|SC61G_MOUSE
trlAOAON4SVLOJAOAONASVLO_
trlQ7TNL5|Q7TNLS_MOUSE
5p|QB0Z.J1|RAP2A_MOUSE
sp|Q99PL5|RRBP1_MOUSE
sp|P49443|PPM1A_MOUSE
tr|D3YTQ3|D3YTQ3_MOUSE
SplQICXT8|MPPB_MOUSE
sp|QICYL5|GAPRT_MOUSE
sp|Q61081|CDC37_MOUSE
sp|Q8JZQI|EIF3B_MOUSE
sp|070166]STMN3_MOUSE
5p|Q9JIG8|PRAF2_MOUSE
SpQSSRX1[TM1L2_MOUSE
sp|P62843|RS15_MOUSE
$p|Q921J2|RHEB_MOUSE
sp|QID1MO|SECT3_MOUSE
sp|QBVI75(IPO4_MOUSE
sp|QIQYX7|PCLO_MOUSE
SpIQOINES|RIMS1_MOUSE
sp|Q8CT754|VPS52_MOUSE
sp|P97379|G3BP2_MOUSE
sp|Q8CH77|NAV1_MOUSE
p|Q5SV85|SYNRG_MOUSE
sp|QIDASI|GBG12_MOUSE
sp|P45878|FKBP2_MOUSE

h splicing factor 4 0S=M
Coatomer subunit beta’ OS=Mus musculus
265 proteasome non-ATPase regulatory su
Bleomycin hydrolase OS=Mus musculus (M
Phosphatidylinositide phosphatase SAC1 ¢
Protein transport protein Sec61 subunit gar
Eukaryotic translation initiation factor 4 gam
Protein phosphatase 2, regulatory subunit |
Ras-related protein Rap-2a OS=Mus musct
Ribosome-binding protein 1 0S=Mus musc
Protein phosphatase 1A OS=Mus musculu
Heterogeneous nuclear ribonucleoprotein C
Mitochondrial-processing peptidase subunit
Golgi-associated plant pathogenesis-relatec
Hsp90 co-chaperone Cdc37 OS=Mus must
Eukaryotic translation initiation factor 3 subt
Stathmin-3 OS=Mus musculus (Mouse) GN
PRA1 family protein 2 0S=Mus musculus (I
TOM?-ike protein 2 OS=Mus musculus (Mc
408 ribosomal protein $15 OS=Mus musct
GTP-binding protein Rheb OS=Mus muscu
Protein SEC13 homolog OS=Mus musculu
Importin-4 OS=Mus musculus (Mouse) GN=
Protein piccolo OS=Mus musculus (Mouse)
Regulating synaptic membrane exocytosis
Vacuolar protein sorting-associated protein
Ras GTPase-activating protein-binding prot
Neuron navigator 1 OS=Mus musculus (Mo
Synergin gamma OS=Mus musculus (Mous
Guanine nucleotide-binding protein G(IYG(¢
Peptidylprolyl cis-trans isomerase FKBP2

162.49
132.68
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0.70289
0.11469
0.25940
0.32789
0.12657
0.83799
0.87531
0.23650
0.59532
017112
0.01399
0.29148
0.94980
0.78420
0.22879
0.26014
0.80271
0.91679
061343
017112
0.63721
0.39258
0.94740
0.60765
0.60825
0.56332
0.25044
0.91790
0.47800
0.50663
0.92228
0.85034
0.25015
0.39971
0.24273
0.91800
0.87368
0.07829
0.06510
0.22133
0.88065
0.26341
0.76486
0.88209
0.76486
0.47742
0.20528
0.69125
0.83983
0.31207
0.32138
0.34157
0.89209
0.29782
0.18589
0.31464
0.28951
0.77958
0.58155
0.27481
0.49294
0.42593
0.71364
0.93403
0.59896
051150
0.29598
0.75606
0.47423
0.77291
0.47423
0.89897
0.47879
0.89833
0.89897
0.93720
076128
0.92050
0.92050
0.36307
0.46608
0.36470
0.29342
0.84164
0.54747
0.85036
0.53951
0.31534
0.42976
0.47674
0.66177
0.96564
0.45914
0.96564
0.80420
0.69672
0.55279
0.30356
0.66606
0.83344
0.52346
0.72142
0.96804
0.78940
0.78797
0.58238
0.81387
0.53333
0.73571
0.73571
0.94147
0.69430
0.47154
0.92989
0.62401
0.24709
0.34165
0.56175
071577
0.87446
0.79051
0.31429
056175
0.81112
056175
0.56175
0.03294
0.79051
0.32641
0.49014
056175
0.52367
0.88736
0.49228
0.87895
0.37020
0.90455
0.82510
0.11450
0.87070
057540
0.50365
0.61458
0.59812
0.29069
0.27815
0.86737
0.86737
0.44262
0.32705
0.82365
0.89250
0.45793
0.75659
0.68563
0.68563

1.14
0.75
0.82
0.78
0.64
111
1.00
0.69
0.86
0.71
0.56
0.83
1.00
0.89
0.67
0.67
1.14
1.00
1.29
0.71
0.83
0.63
1.00
0.86
0.86
0.86
0.60
1.00
1.57
0.85
111
1.00
0.71
0.77
0.78
111
1.00
0.63
0.63
0.63
1.00
0.70
147
1.13
117
0.86
0.83
0.92
1.00
0.60
0.71
0.64
1.00
1.70
1.78
1.88
171
0.91
1.29
1.80
0.78
1.43
117
1.00
1.25
1.38
1.50
1.14
1.20
1.14
1.20
1.00
1.50
111
1.00
1.00
117
1.00
1.00
0.67
0.57
0.60
1.80
147
0.83
1.00
0.83
0.67
0.80
0.67
1.40
1.00
1.57
1.00
0.89
1.29
1.40
1.67
1.33
147
1.50
1.25
1.00
1.25
0.88
0.71
1.20
1.50
1.25
1.25
1.00
0.80
0.60
1.00
1.38
1.50
1.50
1.20
1.25
1.00
147
1.40
1.20
1.14
1.20
1.20
1.80
147
167
1.43
1.20
0.75
1.00
0.80
1.00
1.80
1.14
1.00
0.60
1.20
1.50
1.40
1.25
1.50
1.75
1.75
1.00
1.00
0.60
0.75
1.25
1.00
1.75
1.33
1.33
1.33

0.83339
0.57053
0.55520
0.26465
0.70518
0.80389
0.79005
0.38439
0.81458
0.76274
0.62466
0.39275
0.24231
0.29935
0.70555
0.55786
0.95483
0.87585
0.99854
0.35533
0.39275
0.32152
0.80898
0.76247
0.82005
0.59688
0.46698
0.66571
0.03463
0.63226
0.63420
0.20240
0.64831
0.89276
0.54020
0.85654
0.30493
0.78121
0.03096
0.37958
0.67993
0.55899
0.65708
0.90212
0.45040
0.13591
0.21497
0.59559
0.61619
0.48049
0.28450
0.23231
0.43629
0.79137
0.54069
0.86160
0.48421
0.56118
0.70415
0.10598
0.89943
0.82632
0.25054
0.85950
0.67551
0.63239
0.78549
0.39169
053114
0.54589
0.87749
0.53141
0.85215
0.57667
0.13506
0.76843
0.58619
0.13506
0.48278
0.69611
0.82398
0.68155
0.10598
0.80993
0.72736
0.35403
0.53479
0.38265
0.01343
0.53479
0.83165
0.55714
0.89519
0.64515
0.64515
0.65559
0.68591
0.57412
0.84391
0.57412
0.72202
0.94262
0.81560
0.73969
0.48870
0.73860
0.55546
0.73969
0.72895
0.56631
0.73892
0.56344
0.90382
0.70707
0.52556
0.08054
0.33281
0.14085
0.96550
0.87828
0.34237
0.89016
0.89016
0.75352
0.56812
0.37764
0.90543
0.71860
0.74225
0.81134
0.16325
0.57972
0.38691
0.75177
0.44995
0.21814
0.80130
0.83534
0.16325
0.45704
0.89464
0.86441
0.76920
0.62424
0.43893
0.95103
0.10040
0.46781
0.63042
0.46781
0.10040
0.62523
0.68036
0.69382
0.99743
0.57018

0.86
0.75
0.64
0.56
073
0.78
078
0.85
1.00
1.00
0.89
1.00
1.43
0.67
078
0.78
1.00
1.00
1.00
057
1.00
0.63
1.25
1.00
1.00
0.86
1.20
0.86
171
1.15
122
144
0.86
0.92
0.89
0.89
122
1.00
1.63
1.25
113
0.80
147
1.00
0.67
057
0.67
0.67
0.67
0.70
0.71
0.64
1.22
0.80
1.44
1.00
157
0.64
1.14
1.40
1.00
0.86
1.33
0.86
075
0.75
147
057
1.20
0.71
1.00
1.20
0.83
0.67
0.60
1.20
147
0.60
0.60
117
0.86
0.60
1.40
1.00
0.83
0.60
067
0.67
1.80
0.67
1.10
1.33
1.00
1.22
122
1.29
1.20
1.33
0.83
1.33
1.25
1.00
0.80
0.75
1.38
1.14
1.40
0.75
075
1.25
1.25
0.60
1.00
1.40
1.25
1.67
1.33
1.40
1.00
1.00
167
1.00
1.00
0.86
1.20
1.40
1.00
1.17
147
0.86
0.60
0.75
057
1.20
1.33
1.40
0.86
1.00
0.60
1.40
1.00
0.80
075
1.25
1.25
1.00
175
0.75
1.20
0.75
175
0.75
1.25
0.67
1.00
1.33

0.99607
0.29352
0.22750
0.52780
0.88126
0.54451
0.81723
0.52990
0.87417
0.57031
0.58408
0.53467
0.96457
0.69637
0.71577
0.36136
0.86410
0.49697
0.83946
0.78817
0.85242
0.78759
0.48290
0.55453
0.53008
0.32897
0.35798
0.87417
0.05046
0.47679
0.93084
0.01045
0.81131
0.51561
050213
0.99727
0.68359
0.41929
0.92718
0.84213
0.00199
0.12184
0.14609
0.63870
051914
0.98270
0.33341
0.29898
0.30249
0.54837
0.87417
0.41441
0.85452
0.88001
0.97433
0.25940
071214
0.52764
0.37034
0.87683
0.97116
0.90240
0.83476
0.95705
0.93312
0.46093
0.59492
0.43928
0.14936
0.39019
0.18334
0.66877
0.87887
0.63636
0.67469
0.84530
0.76248
0.66877
057779
0.35443
0.50856
0.84530
0.67091
0.88993
0.75563
0.66877
0.59383
058194
0.75814
0.59383
0.79055
0.84968
0.58786
0.84968
0.84968
0.65398
0.34439
0.91535
0.72684
0.62542
0.79840
0.80380
0.87914
0.68482
0.53257
0.53030
0.87914
0.79840
0.53741
0.60513
0.67889
0.83156
061648
0.99753
0.76819
0.44727
021725
0.08418
091512
0.72027
0.70956
0.19922
0.18673
0.80851
0.65922
0.31006
0.72570
0.84023
059163
0.64159
0.19922
0.77075
0.91292
0.08418
0.21630
0.80433
0.42122
0.83613
059516
0.21339
0.40123
0.38587
0.35746
0.86502
0.32970
0.34289
0.59974
0.59974
0.62804
0.35746
0.66204
0.75964
0.79574
0.72684
0.89394
0.72684

0.86
0.63
0.55
111
0.91
0.67
0.78
1.00
0.86
1.00
0.78
0.67
0.86
1.00
0.78
0.67
1.00
0.67
0.86
0.71
0.83
0.75
0.75
1.00
1.00
1.14
1.20
0.86
171
0.69
0.89
0.67
0.86
1.00
1.00
0.89
0.78
1.13
0.88
0.75
163
0.60
1.00
0.63
0.67
0.86
0.67
0.67
1.33
0.70
0.86
0.64
1.00
1.20
0.89
1.25
1.29
0.55
1.29
1.00
0.89
0.86
0.83
0.86
0.88
0.63
1.50
0.57
1.20
0.57
0.60
0.80
0.83
0.67
1.00
0.80
1.00
0.80
0.60
1.33
0.57
0.80
1.00
0.83
0.67
0.80
0.67
0.67
0.60
0.67
1.10
0.78
1.14
0.78
0.78
1.14
1.60
0.83
0.67
147
0.75
0.75
0.80
1.25
1.25
1.29
0.80
0.75
1.50
1.25
1.25
1.00
0.60
1.00
1.00
147
1.50
1.40
1.00
0.75
1.00
1.20
1.40
1.00
0.80
1.40
1.00
1.00
0.67
0.71
1.20
1.00
0.86
1.40
1.33
0.80
0.57
0.80
0.60
0.60
1.33
1.40
1.25
1.00
1.25
1.25
0.75
0.75
0.60
1.25
1.25
1.25
1.25
0.67
1.00
0.67



5p|Q9IMG7|HDGR3_MOUSE
sp|Q56926|TR150_MOUSE
sp|QIDCFI|SSRG_MOUSE
spQ8BHE6|ATLAT_MOUSE
sp|QIROHOJACOX1_MOUSE
1/G3X972|G3X972_MOUSE
sp|QICXS4|CENPV_MOUSE
sp|QOJIF7|COPB_MOUSE
sp|Q71M36|CSPG5_MOUSE
splQ8BWY3|ERF1_MOUSE
sp|QICZWAIACSL3_MOUSE

Hepatoma-derived growth factor-related pro
Thyroid hormone receptor-associated protel
Translocon-associated protein subunit gami
Alastin-1 OS=Mus musculus (Mouse) GN=,
Peroxisomal acyl-coenzyme A oxidase 1 O.
Protein Sec2dc OS=Mus musculus (Mouse
Centromere protein V OS=Mus musculus (1
Coatomer subunit beta OS=Mus musculus
Chondroitin sulfate proteoglycan 5 OS=Mu
Eukaryotic peptide chain release factor sub
Long-chain-atty-acid-CoA ligase 3 OS=Mt

pl | _MOUSE
sp|Q8JZP2|SYN3_MOUSE
sp|008997|ATOX1_MOUSE
sp|Q3UHDI|AGAP2_MOUSE
sp|P17095|HMGA1_MOUSE
sp|Q61029|LAP2B_MOUSE
sp|Q9Z1F9|SAE2_MOUSE
sp|Q8BG51|MIRO1_MOUSE
sp|Q9Z0S1|BPNT1_MOUSE
sp|QBNVF9|CPSF6_MOUSE
sp|P56395|CYB5_MOUSE
sp|P63087|PP1G_MOUSE
sp|055125|NIPS1_MOUSE
sp|P62900|RL31_MOUSE
1r/Q3UAS2|Q3UAS2_MOUSE
sp|Q921G7|ETFD_MOUSE
splQ9IQXY6|EHD3_MOUSE
5p|Q9Z1Q9|SYVC_MOUSE
sp|P06801|MAOX_MOUSE
sp|QIDBL1|ACDSB_MOUSE
sp|Q5XJY5|COPD_MOUSE
tr/B2RX08|B2RX08_MOUSE
sp|088741|GDAP1_MOUSE
sp|Q80TZ3|AUXI_MOUSE
sp|Q810B6|ANFY1_MOUSE
sp|QICQH3|NDUB5_MOUSE
splQ9QZBI|DCTNS_MOUSE
trlQ7MOF3|Q7MOF3_MOUSE
Sp|Q6IRU2|TPM4_MOUSE
trE9Q1Z0|E9Q1Z0_MOUSE
$p|Q9DO23[MPC2_MOUSE
5p|P69I566|RANBI_MOUSE
$p|055100|SNG1_MOUSE
5p|Q62376|RU17_MOUSE
sp|Q60749]KHDR1_MOUSE
sp|QBP5F7|TTYH3_MOUSE
spIP61967|AP1S1_MOUSE
sp|QICWZ3|RBMBA_MOUSE
tr|F6ZFUO|F6ZFUO_MOUSE
sp|QBWVG3|KCD12_MOUSE
sp|P62849|RS24_MOUSE
trlE9PX29|E9PX29_MOUSE
$pIQIQUPS|HPLN1_MOUSE
5p|Q61074|PPM1G_MOUSE
splQ8BMJ2|SYLC_MOUSE
5p|035114|SCRB2_MOUSE
sp|P35282|RAB21_MOUSE
trlQ8BT38|QBBT38_MOUSE
sp|P60122|RUVB1_MOUSE
sp|Q8OY14|GLRX5_MOUSE
sp|Q7TPBO|LPPR3_MOUSE
sp|QBBFL6|SYMC_MOUSE
sp|088532|ZFR_MOUSE
sp|P61759|PFD3_MOUSE
sp|P55302|AMRP_MOUSE
sp|P46935|NEDD4_MOUSE
Sp|Q9JIWG|RALB_MOUSE
sp|QICPX6|ATG3_MOUSE
spIQ9EPK7|XPO7_MOUSE
sp|Q3UVL4|VPS51_MOUSE

protein HMG-17
Synapsin-3 0S=Mus musculus (Mouse) GN
Copper transport protein ATOX1 OS=Mus |
Arf-GAP with GTPase, ANK repeat and PH
High mobility group protein HMG-/HMG-Y ¢
Lamina-associated polypeptide 2, isoforms
SUMO-activating enzyme subunit 2 OS=M.
Mitochondrial Rho GTPase 1 OS=Mus mus
3/(2'),5"bisphosphate nucleotidase 1 0S=)
Cleavage and polyadenylation specifcity fa
Cytochrome b5 OS=Mus musculus (Mouse
Serine/threonine-protein phosphatase PP1
Protein NipSnap homolog 1 0S=Mus musc
60S ribosomal protein L31 OS=Mus muscu
Putative uncharacterized protein OS=Mus |
Electron transfer flavoprotein-ubiquinone o>
EH domain-containing protein 3 OS=Mus n
Valine~tRNA ligase OS=Mus musculus (Mo
NADP-dependent malic enzyme OS=Mus n
Short/branched chain specific acy-CoA def
Coatomer subunit delta OS=Mus musculus
Spectrin beta 1 0S=Mus musculus (Mouse
Ganglioside-induced differentiation-associa
Putative tyrosine-protein phosphatase auxil
Rabankyrin5 OS=Mus musculus (Mouse) C
NADH dehydrogenase [ubiquinone] 1 beta
Dynactin subunit 5 OS=Mus musculus (Mot
Glutathione transferase class mu chain YbE
Tropomyosin alpha-4 chain OS=Mus musct
Protein 4732456N10Rk OS=Mus musculu
Mitochondrial pyruvate carrier2 OS=Mus m
Ran-binding protein 9 OS=Mus musculus (I
Synaptogyrin-1 OS=Mus musculus (Mouse
U1 small nuclear ribonucleoprotein 70 kDa

KH domain-containing, RNA-binding, signal
Protein tweety homolog 3 OS=Mus muscul
AP-1 complex subunit sigma-1A_ OS=Mus n
RNA-binding protein 8A OS=Mus musculus
Elongation factor 1-delta OS=Mus musculu
BTB/POZ domain-containing protein KCTD*
408 ribosomal protein $24 OS=Mus musct
Protein Sptbn4 OS=Mus musculus (Mouse
Hyaluronan and proteoglycan link protein 1
Protein phosphatase 1G 0S=Mus musculu
Leucine~tRNA ligase, cytoplasmic OS=Mus
Lysosome membrane protein 2 OS=Mus m
Ras-related protein Rab-21 OS=Mus musct
Putative uncharacterized protein OS=Mus |
RuvB-ike 1 OS=Mus musculus (Mouse) GN
Glutaredoxin-related protein 5, mitochondric
Lipid phosphate phosphatase-related prote
Methionine~RNA ligase, cytoplasmic OS=1
Zinc finger RNA-binding protein OS=Mus m
Prefoldin subunit 3 OS=Mus musculus (Mol
Alpha-2-macroglobuiin receptor-associated
E3 ubiquitin-protein ligase NEDD4 OS=Mus
Ras-related protein Ra-8 OS=Mus muscult
Ubiquitin-like-conjugating enzyme ATG3 Ot
Exportin-7 0S=Mus musculus (Mouse) GN=
Vacuolar protein sorting-associated protein

pIC _MOUSE
sp|QIDB83|U2AF1_MOUSE
$p|Q9Z0V1|KCND3_MOUSE
1r/Q8C2C6|Q8C2C6_MOUSE
sp|P54763|EPHB2_MOUSE
sp|Q8BTV2|CPSF7_MOUSE
sp|QBK354|CBR3_MOUSE

sp|QIDOF3|LMANT_MOUSE
Sp|Q99JX4EIF3M_MOUSE

sp|Q922E4|PCY2_MOUSE

h splicing factor 5 0S=M:
Splicing factor U2AF 35 kDa subunit OS=N
Potassium voltage-gated channel subfamily
Trkfused OS=Mus musculus (Mouse) GN=
Ephrin type-B receptor 2 0S=Mus musculu
Cleavage and polyadenylation specifcity fa
Carbonyl reductase [NADPH] 3 OS=Mus m
Protein ERGIC-53 OS=Mus musculus (Mou
Eukaryotic translation initiation factor 3 subt
Ethanolamine-phosphate cytidylyltransferas

splP: I L_MOUSE
sp|Q811D0|DLG1_MOUSE
sp|Q00612|GEPD1_MOUSE
sp|Q9JLRIIHIG1A_MOUSE
sp|P62855|RS26_MOUSE
5p|Q9Z0V2|KCND2_MOUSE
splQ8R2Y0|ABHD6_MOUSE
5p|055126|NIPS2_MOUSE

yI-CoA lyase, mitochonc
Disks large homolog 1 0S=Mus musculus (
Glucose-6-phosphate 1-dehydrogenase X
HIG1 domain family member 1A, mitochond
408 ribosomal protein $26 OS=Mus musct
Potassium voltage-gated channel subfamily
Monoacylglycerol lpase ABHDE OS=Mus n
Protein NipSnap homolog 2 0S=Mus musc
ide GM2 activator OS=Mus muscu

| _MOUSE
sp|Q8BWT5|DIP2A_MOUSE
spIPOCOA3|CHMP6_MOUSE
sp|QIEQQ2|YIPF5_MOUSE
SplQ5GHE7|XKR4_MOUSE

sp|Q922P9|GLYR1_MOUSE

Disco-interacting protein 2 homolog A 0S=
Charged multivesicular body protein 6 0S=
Protein YIPF5 OS=Mus musculus (Mouse)
XK-related protein 4 OS=Mus musculus (M
Putative oxidoreductase GLYR1 OS=Mus 1

splO DM_MOUSE
sp|Q3UA37|QRICT_MOUSE
sp|QBBLE6IEEAT_MOUSE
5p|088343|S4A4_MOUSE
spIP62075|TIM13_MOUSE
sp|P12787|COXSA_MOUSE
splQICQCY|SARTB_MOUSE
trlQ3TXJ4|Q3TXJ4_MOUSE
$p|035405|PLD3_MOUSE
sp|QJIATILGI1_MOUSE
tr/AOA0B7WQFO|AOAO87WQFO_
sp|P59648|FXYD7_MOUSE
splQ3UMY5|EMAL4_MOUSE
sp|Q62203|SF3A2_MOUSE
$p|Q91269|SRGP1_MOUSE
sp|Q8BTX9|HSDL1_MOUSE
sp|Q9JKY5|HIP1R_MOUSE
sp|PBOB70|NPL4_MOUSE
sp|Q61335|BAP31_MOUSE
sp|Q7M6Z0|R4RL2_MOUSE
sp|Q61361|PGCB_MOUSE
5p|Q91VUO|FAM3C_MOUSE
spQBCJ40|CROCC_MOUSE
5p|Q9IMK2|KC1E_MOUSE
p|QICQWO|EMC6_MOUSE
trlG3UWG2|G3UWG2_MOUSE
p|QBC3W1|CA198_MOUSE
trlA1BN54|A1BN54_MOUSE
$p|035474|EDIL3_MOUSE
sp|Q8CDN6|TXNL1_MOUSE
sp|Q60629]EPHAS_MOUSE
sp|Q8RAE6|PURG_MOUSE
splQ6PGN3|DCLK2_MOUSE
sp|Q8R1V4|TMED4_MOUSE
SpIQOIKF1|TMEDY_MOUSE
5p|Q03137|EPHA4_MOUSE
splQ9R1Q8|TAGL3_MOUSE
sp|Q6PEB6|PHOCN_MOUSE
sp|Q8BKZ9|ODPX_MOUSE
sp|QIDBC7|KAPO_MOUSE
tr|E9Q2WI|E9Q2W9_MOUSE
sp|Q3UGYB|BIG3_MOUSE
sp|QBOTR1|AGRL1_MOUSE
trlQ6ZWZ4|Q62WZ4_MOUSE
sp|P34152|FAK1_MOUSE
sp|Q8BHL8|PSMF1_MOUSE
pQ9QYI3|DNJC7_MOUSE
sp|P60824|CIRBP_MOUSE
sp|QBCJ67|STAUZ_MOUSE
sp|Q8JZQ2|AFG32_MOUSE
sp|P47759|NSG2_MOUSE
5p|QI9IKQ4|NAMPT_MOUSE
sp|Q8R48O|NUP85_MOUSE
sp|QID1N9|RM21_MOUSE
splQ8BFY9|TNPO1_MOUSE
sp|QIDIE0|S22AH_MOUSE
sp|QBPFR5|TRA2A_MOUSE
sp|QOJKF6|PVRL1_MOUSE

Myeloid: iated marker C
Glutamine-rich protein 1 OS=Mus musculus
Early endosome antigen 1 OS=Mus muscu
Electrogenic sodium bicarbonate cotranspo
Mitochondrial import inner membrane transic
Cytochrome ¢ oxidase subunit 5A, mitochor
GTP-binding protein SAR1b OS=Mus musc
Putative uncharacterized protein OS=Mus |
Phospholipase D3 0S=Mus musculus (Mot
Leucine-ich glioma-inactivated protein 1 O
Lipid phosphate phosphatase-related prote
FXYD domain-containing ion transport regu
Echinoderm microtubule-associated protein
Splicing factor 3A subunit 2 OS=Mus musc
SLIT-ROBO Rho GTPase-activating protein
Inactive hydroxysteroid dehydrogenase-iike
Huntingtin-interacting protein 1-related prote
Nuclear protein localization protein 4 homol
B-cell receptor-associated protein 31 OS=h
Retioulon-4 receptor-ike 2 OS=Mus muscul
Brevican core protein OS=Mus musculus (A
Protein FAM3C OS=Mus musculus (Mouse
Rootletin OS=Mus musculus (Mouse) GN=(
Casein kinase | isoform epsilon 0S=Mus m
ER membrane protein complex subunit 6 (T
T-cell lymphoma invasion and metastasis 1

Uncharacterized protein C1orf198 homolog
Alpha actinin 1a OS=Mus musculus (Mous«
EGF-like repeat and discoidin ke domain-
Thioredoxin-like protein 1 0S=Mus muscult
Ephrin type-A receptor 5 OS=Mus musculu
Purine-fich element-binding protein gamma
Serine/threonine-protein kinase DCLK2 OS
Transmembrane emp24 domain-containing
Transmembrane emp24 domain-containing
Ephrin type-A receptor 4 0S=Mus musculu
Transgelin-3 0S=Mus musculus (Mouse) G
MOB-ike protein phocein OS=Mus muscul.
Pyruvate dehydrogenase protein X compor
GAMP-dependent protein kinase type I-alph
Alpha-actinin4 0S=Mus musculus (Mouse]
Brefeldin A-inhibited guanine nucleotide-ex:
Adhesion G protein-coupled receptor L1 O
60S ribosomal protein L36 OS=Mus muscu
Focal adhesion kinase 1 0S=Mus musculu
Proteasome inhibitor PI31 subunit OS=Mut
DnaJ homolog subfamily C member 7 O
Cold-inducible RNA-binding protein OS=M.
Double-stranded RNA-binding protein Stauf
AFG3-like protein 2 OS=Mus musculus (Mo
Neuron-specific protein family member 2 Ot
Nicotinamide phosphoribosyltransferase Ot
Nuclear pore complex protein Nup85 OS
39 ribosomal protein L21, mitochondrial C
Transportin-1 OS=Mus musculus (Mouse) C
Solute carier family 22 member 17 0S=Mu
Transformer-2 protein homolog alpha O
Nectin-1 OS=Mus musculus (Mouse) GN=P
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594.54
670.62
495.05
344.07
817.95
449.78
342.29
569.18
213.73
449.74
121.45
377.64
88.92
430.11
531.95
341.2
395.57
297.36
346.26
1017.14
465.74
358.81
313.82
624.34
757.66
1077.41
563.92
522.52
481.84
388.79
355.5
622.17
304.88
154.62
278.89
171.62
279.83
308.35
261.43
172.9
243.64
356.03
485.03
363.83
282.25
21117
377.84
156.48
311.53
322.92
777.79
344.4
830.91
260.32
408.89
484.53
486.55
161.82
442.83
543.76
377.02
342.83
389.68
590.49
297.76
288.31
376.31
271.33
244.09
307.05
94.25
263.5
520.88
121.72
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113.95
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110.54
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78.91
99.35
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117.89
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216.07
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103.66
185.1
77.09
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101.74
132.86
357.39
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144.92
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57.77
66.04
82.32
78.04
64.16
12217
1897.39
534.3
392.71
361.59
217.21
552.71
230.88
335.63
359.17
627.55
374.93
378.67
367.84
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434.53
483.35
174.51
302.84
143.8
362.45
469.4
228.69
381.92
14253
382.13
40.35
50.62
217.52
82.65
113.79
308.41
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0.76640
0.70133
0.69653
0.94277
0.62686
0.44796
0.31088
0.69156
0.45065
0.76206
0.90716
0.82539
0.68028
0.74873
0.76646
0.96818
0.75380
0.78358
0.77885
0.72977
0.72977
0.82617
059164
0.94071
0.25670
0.40960
0.59933
0.69502
0.56883
0.08652
0.85275
0.26121
0.13679
0.71836
0.10689
0.70906
0.83994
0.43271
0.92648
0.43271
0.96324
0.66908
0.29628
0.31439
0.12857
0.20088
0.12857
0.10476
0.12857
0.76757
0.76757
0.82451
0.99052
0.48071
0.52851
0.84780
0.88534
0.84780
0.72382
0.29407
0.29407
0.46036
0.35990
0.99969
0.39361
0.73944
0.44648
0.28741
0.85943
0.85943
0.85943
0.75538
0.88310
0.34098
0.34098
0.56213
0.14753
0.14753
0.15992
0.47062
0.47062
0.98632
0.98632
0.11175
0.11175
0.11175
0.11175
0.41149
0.28226
0.28226
0.28226
0.28226
0.28226
0.28226
0.28226
0.28226
0.28226
0.28226
0.32661
0.32661
0.34727
0.34727
0.34727
0.88622
0.28369
0.28369
0.28369
0.41753
0.41753
0.41753
0.93454
0.55076
0.60186
0.67274
0.68214
0.46475
0.46475
0.89895
0.99759
0.99759
0.94510
0.96500
0.32046
0.65326
0.68408
0.28347
0.56400
0.64967
0.62811
0.52888
0.63403
0.45104
070147
0.81796
0.39922
0.48940
0.95904
0.75404
0.97304
0.73451
0.75363
0.77095
0.80672
0.72330
0.83949
0.67707
0.96133
0.98036
0.98036
0.92270
0.97304
0.96951
0.99076

0.80930
0.98640
0.68267
0.96744
0.68526
0.88077
0.80231
0.38406
0.99592
0.63754
0.55264
0.85103
0.76621
0.82564
0.97860
0.96559
0.76621
0.98402
0.97860
0.72061
0.92822
0.70632
0.70984
0.90868
0.72799
0.83749
0.85707
0.42073
0.32634
0.82204
0.95415
0.52681
0.72018
0.53562
0.35475
0.56920
0.85143
0.86220
0.91612
0.54767
0.37489
0.77610
0.14585
0.86220
0.06940
0.34418
0.39090
0.89976
0.44287
0.29286
0.79966
0.71163
0.48805
0.99789
0.06940
0.32418
0.50654
0.57105
0.44287
0.89976
0.44287
0.71163
0.82051
0.97033
0.54449
0.72149
0.10731
0.54319
0.45763
0.62305
0.47788
0.10731
0.47788
0.47788
0.86894
0.10919
0.22141
0.58808
0.53068
0.39275
0.39275
0.13547
0.43260
0.09559
0.07873
0.29540
0.39275
0.99353
0.22141
0.22141
0.39275
0.39275
0.39275
0.39275
0.39275
0.43260
0.40516
0.53068
0.29540
0.39275
0.60731
0.53068
0.53068
0.53068
0.22141
0.39275
0.40516
0.94262
0.61499
0.86833
0.86833
0.92472
0.92472
0.64441
0.63719
0.63719
0.33231
0.33231
0.96559
0.93674
0.96559
0.95504
0.64901
0.66158
0.69409
0.70768
0.60264
0.92567
0.54594
0.22438
0.71449
0.83122
0.90587
0.92879
0.76005
0.74958
0.69409
0.74958
0.78678
0.94668
0.99012
0.71697
0.81669
0.70132
0.67310
0.88004
0.30703
0.95449
0.97426
0.95449
0.99012
0.99012
0.95400

075
1.00
0.67
1.00
1.29
0.83
075
1.60
1.00
1.25
175
0.80
0.67
1.50
1.00
1.00
0.67
1.00
1.00
1.33
1.00
1.50
077
0.92
1.14
111
0.86
1.33
150
1.00
1.00
0.80
0.80
0.67
0.60
1.20
147
1.00
1.00
1.20
167
0.83
0.60
1.00
150
1.60
1.25
1.00
075
1.40
0.80
0.80
0.60
1.00
150
1.40
150
0.60
075
1.00
075
0.80
1.25
1.00
1.33
1.25
175
1.50
1.25
0.75
075
1.75
075
0.75
1.00
1.50
1.33
0.67
0.67
1.00
1.00
1.67
0.67
1.67
167
1.67
1.00
1.00
1.33
1.33
1.00
1.00
1.00
1.00
1.00
0.67
0.67
0.67
167
1.00
167
0.67
067
0.67
1.33
1.00
0.67
1.00
150
1.00
1.00
1.00
1.00
0.67
150
1.50
150
1.50
1.00
1.00
1.00
1.00
1.35
0.70
0.67
0.75
0.60
1.00
1.33
1.80
0.71
1.25
1.00
1.00
1.33
1.20
0.67
1.20
0.67
1.00
1.00
1.33
075
1.33
0.67
1.00
150
1.00
1.00
1.00
1.00
1.00
1.00

0.95367
0.68375
0.81672
0.72684
0.66580
0.70186
0.15151
0.94943
0.81992
0.93052
0.90006
0.87612
0.78864
0.99229
0.99229
0.80194
0.96835
0.84412
0.99229
0.88142
0.88142
0.91525
0.75847
0.88422
0.32564
0.91640
0.47620
0.20769
0.86620
0.43302
0.96335
0.41271
0.42628
0.51559
0.42628
0.83987
0.58860
0.65413
0.37986
0.41271
0.60592
0.60063
0.55478
0.84480
027727
0.26642
0.17001
0.29336
0.58760
0.42599
0.85312
0.75847
0.81058
054117
0.30971
0.60393
0.65479
0.81058
0.87718
0.72864
0.58760
0.81058
0.82671
0.74503
0.92578
0.85942
0.69479
0.30507
0.10113
0.88353
0.69479
0.74283
0.35922
0.60438
0.79094
0.74283
0.14609
0.63688
0.77471
0.14609
0.49697
0.78319
0.65731
0.14574
0.14609
0.30249
0.14609
0.14574
0.07923
0.49697
0.63688
0.14609
0.14609
0.14609
0.49697
0.49697
0.14609
0.14609
0.14609
0.14609
0.99487
0.14609
0.14609
0.92639
0.49697
0.14609
0.49697
0.22632
0.89525
0.78745
0.22632
0.91955
071186
0.82491
0.98271
0.25769
0.25769
0.93052
0.99229
0.89308
0.99229
0.91525
0.85003
0.89768
0.90261
0.85346
0.58484
057574
0.82318
0.32296
0.59096
0.86828
0.83902
0.94265
0.73740
0.92387
0.91673
0.97227
0.84256
0.64284
0.98315
0.83868
0.65427
0.64295
0.70759
0.23685
0.90700
0.90700
0.23685
0.90700
0.98315
0.89145
0.98065

1.00
0.60
1.00
0.67
1.14
147
1.75
0.80
0.80
1.00
0.75
0.80
0.67
1.00
1.00
1.50
1.00
0.75
1.00
1.00
1.00
1.00
1.08
0.83
1.29
0.89
1.14
1.33
1.00
1.33
0.86
0.60
0.60
0.67
0.60
0.80
0.67
1.00
1.33
0.60
147
0.67
0.60
1.00
1.50
1.80
175
1.25
0.75
1.40
0.80
1.00
0.80
0.60
1.25
0.60
1.25
0.80
1.00
1.00
0.75
0.80
0.75
0.67
1.00
0.75
0.75
1.50
1.75
0.75
0.75
1.00
1.25
0.75
1.00
1.00
1.00
0.67
1.00
1.00
0.67
1.00
0.67
1.33
1.00
1.33
1.00
1.33
167
0.67
0.67
1.00
1.00
1.00
0.67
0.67
1.00
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.67
1.00
0.67
1.50
1.00
1.00
1.50
1.00
0.67
0.67
1.00
1.50
1.50
1.00
1.00
1.00
1.00
1.00
1.00
1.00
0.83
1.00
0.60
1.20
1.00
1.60
0.57
0.75
1.00
0.80
0.67
0.80
1.00
0.80
0.67
1.50
1.00
1.00
1.25
1.33
0.67
1.50
1.00
1.00
1.50
1.00
1.00
1.00
1.00



Table S2. Gene Ontology classification of differentially expressed, rescued proteins.

Category Term
GOTERM_M G0:0000166
INTERPRO  IPR027417:P-

UP_KEYWOR Nucleotide-t
UP_KEYWOR GTP-binding
UP_SEQ_FE/ nucleotide pl
GOTERM_M G0:0005525
UP_KEYWOF Phosphoprot
UP_KEYWOR Acetylation
UP_KEYWOR Cytoplasm
GOTERM_CC GO:0005739
GOTERM_CC GO:0070062
UP_KEYWOR Lipoprotein
GOTERM_M GO0:0003924
INTERPRO  IPR000654:G
GOTERM_CC GO:0005737
UP_SEQ_FE/ short sequen
GOTERM_CC GO:0005829
UP_SEQ_FE/ lipid moiety-
GOTERM_CC GO:0032593
GOTERM_M G0:0005515
INTERPRO  IPR001806:S
UP_SEQ_FE/ domain:RRV
UP_SEQ_FE/ domain:RRV
GOTERM_BF GO:0060158
GOTERM_CC GO:0048471
UP_KEYWOR Prenylation
KEGG_PATH' mmu05146:/
INTERPRO  IPR005225:S
SMART SM00275:SM
COG_ONTOL Coenzyme m
INTERPRO  IPR001019:G
INTERPRO  IPR011025:G
UP_KEYWOR Magnesium
UP_KEYWOR Methylation
GOTERM_M GO0:0044822
GOTERM_CC GO:0016020
GOTERM_M G0:0019001
SMART SMO00360:RR
UP_KEYWOR RNA-binding
GOTERM_M G0:0031683
GOTERM_BF GO:0030100
INTERPRO  IPRO00504:R
KEGG_PATH' mmu04020:(
GOTERM_BF GO:0007264
UP_SEQ_FE/ nucleotide pl
GOTERM_CC GO:0005834
INTERPRO  IPR012677:N
UP_SEQ_FE/ domain:RRV
GOTERM_CC GO:0030529
UP_KEYWOR ATP-binding
KEGG_PATH' mmu00330:/
KEGG_PATH' mmu00520:/
GOTERM_M G0:0019003
UP_SEQ_FE/ mutagenesis
GOTERM_M GO0:0001664
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50
32.1428571
39.2857143
21.4285714
21.4285714
21.4285714
67.8571429
42.8571429

50
32.1428571
39.2857143
21.4285714
14.2857143
7.14285714
60.7142857
10.7142857
28.5714286
10.7142857
7.14285714
46.4285714
10.7142857
10.7142857
10.7142857
7.14285714
17.8571429
10.7142857
10.7142857
10.7142857
7.14285714
7.14285714
7.14285714
7.14285714
14.2857143
17.8571429
21.4285714
57.1428571
7.14285714
10.7142857
14.2857143
7.14285714
7.14285714
10.7142857
10.7142857
10.7142857
17.8571429
7.14285714
10.7142857
7.14285714
10.7142857
17.8571429
7.14285714
7.14285714
7.14285714
14.2857143
7.14285714

PValue

Proteins
1.66E-06 Q9CWO03, Q99020, Q91ZR1, Q921F4, P30
1.47E-05 Q9CWO03, Q91ZR1, P21278, S4R232, P30¢
1.85E-05 P05132, Q9CWO03, Q91ZR1, Q99PUS5, P21
4.04E-05 Q91ZR1, P21278, S4R232, P30677, P352¢
6.70E-05 Q91ZR1, P21278, S4R232, P30677, P352¢
2.69E-04 Q91ZR1, P21278, S4R232, P30677, P352¢
4.48E-04 Q9DCN2, Q9CW03, 099020, P21126, Q91
5.16E-04 Q9CYR6, Q9CW03, Q9DCN2, Q99020, Q9
7.04E-04 Q9DCN2, Q99020, P21126, P56371, PO51
0.00165395 P05132, Q9DCN2, Q8BGH2, 089023, Q91
0.0019703 P05132, Q9DCN2, Q8BGH2, 089023, P24
0.00204304 P05132, Q9DCN2, Q91ZR1, P21278, S4R2
0.00401014 P21278, P30677, D3YZ68, P56371
0.00523432 P21278, P30677
0.00570778 Q9CWO03, Q9DCN2, Q99020, P21126, P56
0.00842407 Q91ZR1, S4R232, P35283, P56371
0.00876123 Q9CYR6, P05132, P21126, P21278, Q922(
0.01011654 Q91ZR1, S4R232, P35283, P56371
0.01229368 Q917ZR1, S4R232, P56371
0.01304464 Q9DCN2, Q9CW03, 099020, 089023, A0/
0.01326132 Q917ZR1, S4R232, P35283, P56371
0.01350891 Q99020, Q921F4, P52912
0.01350891 Q99020, Q921F4, P52912
0.0137436 P21278, P30677
0.01401921 P05132, Q9WTX2, Q91ZR1, P24369, S4R:
0.0149212 Q91ZR1, S4R232, P35283, P56371
0.01853061 P05132, P21278, P30677
0.01964105 Q91ZR1, S4R232, P35283, P56371
0.01978062 P21278, P30677
0.02055046 Q8BHC4, Q922D8
0.02077947 P21278, P30677
0.02077947 P21278, P30677
0.02341931 Q9CYR6, P21278, P30677, Q9CPY7
0.02577614 Q8BGH2, Q99020, Q91ZR1, S4R232, D3Y.
0.02612478 Q9WTX2, Q99020, P24369, Q921F4, P52¢
0.02671011 Q9DCN2, P21126, Q91ZR1, Q921F4, Q8B
0.02750716 P21278, P30677
0.03195314 Q99020, Q921F4, P52912
0.03378888 Q9WTX2, Q99020, Q921F4, P52912
0.03800639 P21278, P30677
0.03802642 Q917ZR1, S4R232, P56371
0.03950976 Q99020, Q921F4, P52912
0.04121417 P05132, P21278, P30677
0.04179136 Q91ZR1, S4R232, P35283, P56371
0.04192923 P05132, Q9CWO03, Q99PUS5, Q8BHC4, Q9:
0.05092453 P21278, P30677
0.0520625 Q99020, Q921F4, P52912
0.06717819 Q921F4, P52912
0.07099296 Q99020, Q921F4, P52912
0.07575569 P05132, Q9CWO03, Q99PUS5, Q8BHC4, Q9:
0.08566337 Q8CHTO, QSCPY7
0.08566337 Q9CYR6, Q9DCN2
0.08888623 P35283, P56371
0.08970462 P05132, Q9CWO03, Q921F4, Q99PU5
0.09453329 P21278, P30677

Pop Hits

1936
909
1754
332
319
383
7617
3125
4404
1721
2674
780
209

6631
100
1784
110

4092
134
128
128

10
692
157
117
165

16

11

16

16
521
960

1113

6998

18
229
601

25

28
241
180

963
38
281
50
320
1363
49
49
60
772
64

Pop Total

17446
20594
22680
22680
18012
17446
22680
22680
22680
19662
19662
22680
17446
20594
19662
18012
19662
18012
19662
17446
20594
18012
18012
18082
19662
22680

7691
20594
10425

2126
20594
20594
22680
22680
17446
19662
17446
10425
22680
17446
18082
20594

7691
18082
18012
19662
20594
18012
19662
22680

7691

7691
17446
18012
17446

Fold Enrichm Bonferroni

4.50568182
7.28217822
5.07981756
14.6385542
13.0301423
9.76091011
2.0204805
3.1104
2.57493188
3.67224205
2.88869003
6.23076923
11.924812
367.75
1.80027792
20.7830769
3.14894299
18.8937063
156.047619
1.97945469
16.4664179
16.2367788
16.2367788
139.092308
5.07380264
15.477707
13.1470085
13.3727273
93.0803571
77.3090909
91.9375
91.9375
6.21880998
4.21875
3.35887563
1.60551994
69.2301587
9.7551466
5.39101498
49.8457143
49.6758242
9.15560166
8.54555556
8.84061278
3.59693266
36.9586466
7.85231317
27.7107692
6.58325893
2.97138665
20.9278912
20.9278912
20.7690476
3.58947788
19.4709821

1.64E-04
0.00127464
0.00203303
0.00443471
0.006216
0.02630855
0.04813435
0.05519451
0.07452646
0.14551396
0.1708572
0.20145504
0.32820502
0.36655495
0.41945738
0.54468102
0.56655248
0.61156522
0.69122372
0.72744554
0.68696909
0.71773016
0.71773016
0.90618729
0.73848116
0.80865936
0.74945815
0.82196502
0.258947
0.07970247
0.83908207
0.83908207
0.92622747
0.94344595
0.9272508
0.92361463
0.93679453
0.3856078
0.9772006
0.97842024
0.99867902
0.97001615
0.95559836
0.99932442
0.98138017
0.99302457
0.99045372
0.99844662
0.99908419
0.9998276
0.99867611
0.99867611
0.99990053
0.99984006
0.99994625

Benjamini
1.64E-04
0.00127464
0.00203303
0.00221982
0.006216
0.01324195
0.01630933
0.01409379
0.0153706
0.14551396
0.08942722
0.0367998
0.12418526
0.20410739
0.16578492
0.32522672
0.18860163
0.27036437
0.20945101
0.27745762
0.32101152
0.27110307
0.27110307
0.90618729
0.20031829
0.21041111
0.74945815
0.35042944
0.258947
0.07970247
0.30606165
0.30606165
0.27808373
0.27325031
0.4079401
0.30748366
0.3688599
0.21616826
0.31483947
0.42189507
0.96365464
0.44262447
0.78928302
0.91225453
0.54918834
0.46241596
0.48547687
0.65968609
0.54035468
0.54515037
0.89019613
0.89019613
0.68398258
0.71311474
0.66457351

FDR
0.00183826
0.01584308
0.02090064
0.04564041
0.07337298
0.29789629
0.50540779

0.581459
0.79234111
1.80307883

2.1445667
2.28414508
4.35387531
5.51404488
6.09812944
8.84538121
9.21973172
10.5342867
12.7131425
13.5378819
13.4356186
13.8341783
13.8341783
15.5490801
14.3747733
15.6211807
17.7801684

19.296218
12.9689304
7.62193054
20.3033091
20.3033091
23.4896967
25.5501458
25.4176864
25.7395063
26.5821652
20.2109578
32.1827649

34.900773
37.7140911
35.3168661
35.6296644
40.6265678
37.4322709
43.7025512
43.8894472
53.2941109
55.4894065
58.9370112
60.8339399
60.8339399
64.3440741
64.2604308
66.7172763



