Supplementary Methods
Protein sample preparation and mass spectrometry
Plasma samples (14ul) from childhood cancer survivors were depleted from the 14 most abundant proteins using Sigma Seppro IgY14 Spin columns and following manufacturer’s instructions. Depleted plasmas sample and conditioned media from cultured fibroblasts and fibroblasts differentiated into adipocytes (only 0 and 3Gy and at 24h and 7 days post-irradiation) were were reduced with 5mM dithiothreitol, alkalyated with iodoacetimide followed by the tryptic digestion overnight at 37C. 
Digest peptides were separated by nanoLC using an Ultimate nanoRSLC UPLC and autosampler system (Dionex, Amsterdam, Netherlands).  Samples (2.5 µl) were concentrated and desalted onto a micro C18 precolumn (300 µm x 5 mm, Dionex) with H2O:CH3CN (98:2, 0.1 % TFA) at 15 µl/min. After a 4 min wash the pre-column was switched (Valco 10 port UPLC valve, Valco, Houston, TX) into line with a fritless nano column (75µ x ~15cm) containing C18AQ media (1.9µ, 120 Å Dr Maisch, Ammerbuch-Entringen Germany). Peptides were eluted using a linear gradient of H2O:CH3CN (98:2, 0.1 % formic acid) to H2O:CH3CN (64:36, 0.1 % formic acid) at 200 nl/min over 30 min.  High voltage 2000 V was applied to low volume Titanium union (Valco) and the tip positioned ~ 0.5 cm from the heated capillary (T=275°C) of a Orbitrap Fusion Lumos (Thermo Electron, Bremen, Germany) mass spectrometer.  Positive ions were generated by electrospray and the Fusion Lumos operated in data dependent acquisition mode (DDA). 
A survey scan m/z 350-1750 was acquired in the orbitrap (resolution = 120,000 at m/z 200, with an accumulation target value of 400,000 ions) and lockmass enabled (m/z 445.12003).  Data-dependent tandem MS analysis was performed using a top-speed approach (cycle time of 2s). MS2 spectra were fragmented by HCD (NCE=30) activation mode and the ion-trap was selected as the mass analyzer. The intensity threshold for fragmentation was set to 25,000. A dynamic exclusion of 20 s was applied with a mass tolerance of 10ppm . 
Peak lists were generated using Mascot Daemon, and submitted to the database search program Mascot (version 2.5.1, Matrix Science).  Search parameters were: Precursor tolerance 4 ppm and product ion tolerances ± 0.5 Da; Met (O) carboxyamidomethyl-Cys specified as variable modification, enzyme specificity was trypsin, 1 missed cleavage was possible and the Uniprot database was searched. Label-free quantitation was carried-out using the MaxQuant (version 1.5.6.5) and Perseus (version 1.5.6.0). Pathway analysis was performed on the open-source program G-Profiler.

Additional Figures Legend
Additional Figure 1. CD8+ cells polarized activation in childhood cancer survivors (CCS). a. The frequency of CD8+ cells producing interferon (IFN)-γ was higher in CCS treated with total body irradiation/haematopoietic stem cell transplant (TBI/HSCT) compared to non-IRR CCS (p<0·01). No difference was observed in the percentage of CD8+ cells producing interleukin (IL)-4 between the two groups (p>0·05). b. Upon mitogen stimulation, phosphorylated p38, phosphorylated ribosomal protein S6 kinase 1 (pS6k1), phosphorylated c Jun N terminal kinase (pJNK) and pAkt Ser473 were all significantly increased (*p<0·05, compared to resting condition) in CD8+ cells in both non-IRR and TBI/HSCT. Higher resting phosphorylation levels of both p38 and S6k1 were observed in CD4+ cells from TBI/HSCT CCS (p<0·01 and p=0·04 respectively). Peripheral blood mononuclear cells were isolated and treated as described in Figure 2 and data analysed as reported in Figure 2. c. DNA methylation was measured on sorted CD8+ T-cell at three specific CpG sites (ASPA, ITGA2B and PDE4C) and compared between the two groups, showing a significant hypermethylation on PDE4C in the TBI/HSCT group (p<0.01).

Additional Figure 2. Intracellular signaling pathways involved in T-cell polarization in response to direct and indirect irradiation. a. No significant effect of direct irradiation was observed on phosphorylated c Jun N terminal kinase (pJNK) and pAkt Ser473 in Jurkat cells at any time point (Day1, 14 or 28, p>0·05). b. No significant effect of direct irradiation was observed on the percentage of Jurkat cells producing interferon (IFN)-γ or interleukin (IL)-4 was observed at any time point (Day1, 14 or 28, p>0·05). c. Culture in conditioned media obtained from irradiated adipocytes did not affect pJNK in CD4+ cells (p>0·05) and resulted in lower pAkt Ser473 in CD4+ cells exposed to conditioned media from adipocytes irradiated with 6Gy (p<0·05). Cells were cultured and treated and data analysed as described in Figure 2.

Additional Figure 3. Intracellular signaling pathways and polarized activation in CD8+ cells exposed to conditioned media from irradiated adipocytes. a. Culture in conditioned media obtained from irradiated adipocytes did not affect p38 in CD8+ cells (p>0·05) but significantly reduced phosphorylated ribosomal protein S6 kinase 1, phosphorylated c Jun N terminal kinase and pAkt Ser473 in CD8+ cells exposed to conditioned media from adipocytes irradiated with 6Gy (p<0·05). b. Culture in conditioned media obtained from irradiated adipocytes did not affect the number of CD8+ cells producing interferon (IFN)-γ or interleukin (IL)-4 (p<0·05). Cells were cultured and treated and data analysed as described in Figure 3.
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[bookmark: _GoBack]Meth diff: difference in methylation, gene chr: gene chromosome, TSS: transcription start site, ENSEMBL: Ensembl identifier

Additional Table 2. Gene Ontology from differentially methylated genes
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FDR: false discovery rate.

Additional Table 3a. Genes differentially expressed
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logFC: log fold change, logCPM: log count per million, FDR: false discovery rate.

Additional Table 3b. Gene Ontology terms from 
differentially expressed genes 
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FDR: false discovery rate.

Additional Table 4.
[image: ]

Additional Table 4. (continued)
[image: ]

Additional Table 4. (continued)
[image: ]

Additional Table 4. (continued)
[image: ]

Additional Table 4. (continued)
[image: ]
image5.emf
GO _term

myeloid cell homeostasis

regulation of axon extension

hydrogen peroxide biosynthetic process

retrograde axon cargo transport

removal of superoxide radicals

response to superoxide

retina homeostasis

peripheral nervous system myelin maintenance
superoxide metabolic process

auditory receptor cell stereocilium organization

muscle cell cellular homeostasis

heart contraction

neurofilament cytoskeleton organization

relaxation of vascular smooth muscle

anterograde axon cargo transport

positive regulation of peripheral T cell tolerance induction
tolerance induction to self antigen

cellular iron ion homeostasis

response to heat

ovarian follicle development

regulation of multicellular organism growth

negative regulation of interleukin-5 production
response to hydrogen peroxide

glutathione metabolic process

regulation of blood pressure

response to axon injury

positive regulation of intrinsic apoptotic signaling pathway in response to oxidative stress
transmission of nerve impulse

positive regulation of CD4-positive, CD25-positive, alpha-beta regulatory T cell differentiation
response to copper ion

negative regulation of cholesterol biosynthetic process
cellular protein modification process

embryo implantation

negative regulation of chronic inflammatory response
protein deglycosylation

positive regulation of T cell anergy

superoxide anion generation

negative regulation of interferon-gamma biosynthetic process
regulation of T cell differentiation in thymus

positive regulation of transforming growth factor beta1 production
positive regulation of superoxide anion generation
negative regulation of isotype switching to IgE isotypes
double-strand break repair

response to ethanol

regulation of isotype switching to IgG isotypes
response to reactive oxygen species

positive regulation of endocytosis

establishment or maintenance of microtubule cytoskeleton polarity
negative regulation of T cell cytokine production
regulation of immunoglobulin production

regulation of protein kinase activity

negative regulation of interleukin-6 production
mannose metabolic process

locomotory behavior

cellular response to peptide

tolerance induction

regulation of mitochondrial membrane potential
response to nutrient levels

cell aging

phagocytosis, engulfment

positive regulation of cytokine production

positive regulation of histone acetylation

negative regulation of neuron apoptotic process

neural retina development

placenta development

chorionic trophoblast cell differentiation

negative regulation of histone acetylation

regulatory T cell differentiation

negative regulation of cardiac muscle hypertrophy
apoptotic DNA fragmentation

positive regulation of p38MAPK cascade

negative regulation of interleukin-2 biosynthetic process
microtubule cytoskeleton organization

reactive oxygen species metabolic process

positive regulation of interleukin-4 production

positive regulation of catalytic activity

regulation of Rac GTPase activity

oo oONPPOOONPANNPPOPOOP,PONODNO—~,~rOOODNNPPOOTOPDMANOPPOOP,PAOPDOPR,OWDS

354
88
245
263
385
285
295
321
471
352
420
491
529
538
849
16
21
1049
1059
1339
1080
26
843
850
1428
903
91
1072
45
265
141
2636
1564
69
18
87
212
94
226
111
255
125
1383
2585
134
303
308
157

362
669
74
2638
420
13
450
1092
490
260
514
290
4110
317
1291
26
328
29
967
632
355
33
1872
690
419
1134
756

442755
443021
442864
442846
442724
442824
442814
442788
442638
442757
442689
442618
442580
442571
442260
443093
443088
442060
442050
441770
442029
443083
442266
442259
441681
442206
443018
442037
443064
442844
442968
440473
441545
443040
443091
443022
442897
443015
442883
442998
442854
442984
441726
440524
442975
442806
442801
442952
443101
443101
442747
442440
443035
440471
442689
443096
442659
442017
442619
442849
442595
442819
438999
442792
441818
443083
442781
443080
442142
442477
442754
443076
441237
442419
442690
441975
442353

k

419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419
419

pvalue

1.178E-18
3.5964E-14
7.5081E-14
1.5222E-13
2.0632E-13
3.3824E-13
4.7614E-13
1.0979E-12
1.8103E-12
2.7236E-12
1.5367E-11
7.0132E-11
1.4412E-10
1.6957E-10
9.0591E-10
1.4215E-09
4.6571E-09
7.9428E-09
8.7471E-09
9.3588E-09
1.0677E-08
1.159E-08
1.2086E-08
1.3057E-08
1.885E-08
2.2943E-08
3.2104E-08
1.1165E-07
1.1387E-07
2.5485E-07
2.8705E-07
3.4134E-07
4.2441E-07
6.4895E-07
6.778E-07
1.6486E-06
2.1385E-06
2.2467E-06
2.9211E-06
4.3567E-06
5.25E-06
6.9767E-06
8.8171E-06
8.994E-06
9.182E-06
1.2057E-05
1.3042E-05
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GO_term q m n k pvalue FDR

myeloid cell homeostasis 14 354 442755 419 1.178E-18 1.033E-14

regulation of axon extension 8 88 443021 419 3.5964E-14 1.5768E-10

hydrogen peroxide biosynthetic process 10 245 442864 419 7.5081E-14 2.1946E-10

retrograde axon cargo transport 10 263 442846 419 1.5222E-13 3.337E-10

removal of superoxide radicals 11 385 442724 419 2.0632E-13 3.6185E-10

response to superoxide 10 285 442824 419 3.3824E-13 4.9434E-10

retina homeostasis 10 295 442814 419 4.7614E-13 5.9647E-10

peripheral nervous system myelin maintenance 10 321 442788 419 1.0979E-12 1.2035E-09

superoxide metabolic process 11 471 442638 419 1.8103E-12 1.7638E-09

auditory receptor cell stereocilium organization 10 352 442757 419 2.7236E-12 2.3883E-09

muscle cell cellular homeostasis 10 420 442689 419 1.5367E-11 1.2251E-08

heart contraction 10 491 442618 419 7.0132E-11 5.1249E-08

neurofilament cytoskeleton organization 10 529 442580 419 1.4412E-10 9.7217E-08

relaxation of vascular smooth muscle 10 538 442571 419 1.6957E-10 1.0621E-07

anterograde axon cargo transport 11 849 442260 419 9.0591E-10 5.2959E-07

positive regulation of peripheral T cell tolerance induction 4 16 443093 419 1.4215E-09 7.7907E-07

tolerance induction to self antigen 4 21 443088 419 4.6571E-09 2.4022E-06

cellular iron ion homeostasis 11 1049 442060 419 7.9428E-09 3.8695E-06

response to heat 11 1059 442050 419 8.7471E-09 4.037E-06

ovarian follicle development 12 1339 441770 419 9.3588E-09 4.1034E-06

regulation of multicellular organism growth 11 1080 442029 419 1.0677E-08 4.4584E-06

negative regulation of interleukin-5 production 4 26 443083 419 1.159E-08 4.6079E-06

response to hydrogen peroxide 10 843 442266 419 1.2086E-08 4.6079E-06

glutathione metabolic process 10 850 442259 419 1.3057E-08 4.7707E-06

regulation of blood pressure 12 1428 441681 419 1.885E-08 6.6117E-06

response to axon injury 10 903 442206 419 2.2943E-08 7.7381E-06

positive regulation of intrinsic apoptotic signaling pathway in response to oxidative stress 5 91 443018 419 3.2104E-08 1.0427E-05

transmission of nerve impulse 10 1072 442037 419 1.1165E-07 3.4433E-05

positive regulation of CD4-positive, CD25-positive, alpha-beta regulatory T cell differentiation 4 45 443064 419 1.1387E-07 3.4433E-05

response to copper ion 6 265 442844 419 2.5485E-07 7.4492E-05

negative regulation of cholesterol biosynthetic process 5 141 442968 419 2.8705E-07 8.1199E-05

cellular protein modification process 14 2636 440473 419 3.4134E-07 9.3538E-05

embryo implantation 11 1564 441545 419 4.2441E-07 0.00011278

negative regulation of chronic inflammatory response 4 69 443040 419 6.4895E-07 0.00016737

protein deglycosylation 3 18 443091 419 6.778E-07 0.00016982

positive regulation of T cell anergy 4 87 443022 419 1.6486E-06 0.00040156

superoxide anion generation 5 212 442897 419 2.1385E-06 0.00050683

negative regulation of interferon-gamma biosynthetic process 4 94 443015 419 2.2467E-06 0.00051847

regulation of T cell differentiation in thymus 5 226 442883 419 2.9211E-06 0.00065681

positive regulation of transforming growth factor beta1 production 4 111 442998 419 4.3567E-06 0.00095511

positive regulation of superoxide anion generation 5 255 442854 419 5.25E-06 0.00112287

negative regulation of isotype switching to IgE isotypes 4 125 442984 419 6.9767E-06 0.00145664

double-strand break repair 9 1383 441726 419 8.8171E-06 0.00178926

response to ethanol 12 2585 440524 419 8.994E-06 0.00178926

regulation of isotype switching to IgG isotypes 4 134 442975 419 9.182E-06 0.00178926

response to reactive oxygen species 5 303 442806 419 1.2057E-05 0.00229852

positive regulation of endocytosis 5 308 442801 419 1.3042E-05 0.00243334

establishment or maintenance of microtubule cytoskeleton polarity 4 157 442952 419 1.7122E-05 0.00312799

negative regulation of T cell cytokine production 2 8 443101 419 2.4882E-05 0.00436388

regulation of immunoglobulin production 2 8 443101 419 2.4882E-05 0.00436388

regulation of protein kinase activity 5 362 442747 419 2.8192E-05 0.00484733

negative regulation of interleukin-6 production 6 669 442440 419 4.9558E-05 0.00835722

mannose metabolic process 3 74 443035 419 5.1766E-05 0.00856491

locomotory behavior 11 2638 440471 419 5.5134E-05 0.0089532

cellular response to peptide 5 420 442689 419 5.689E-05 0.00907032

tolerance induction 2 13 443096 419 6.9098E-05 0.01082006

regulation of mitochondrial membrane potential 5 450 442659 419 7.8612E-05 0.01209385

response to nutrient levels 7 1092 442017 419 9.6321E-05 0.0145628

cell aging 5 490 442619 419 0.0001169 0.01737404

phagocytosis, engulfment 4 260 442849 419 0.00012111 0.01770029

positive regulation of cytokine production 5 514 442595 419 0.00014589 0.02097209

positive regulation of histone acetylation 4 290 442819 419 0.00018376 0.02598951

negative regulation of neuron apoptotic process 13 4110 438999 419 0.00018826 0.02620442

neural retina development 4 317 442792 419 0.0002576 0.03529526

placenta development 7 1291 441818 419 0.00026583 0.03586296

chorionic trophoblast cell differentiation 2 26 443083 419 0.00028557 0.03794234

negative regulation of histone acetylation 4 328 442781 419 0.00029305 0.03835406

regulatory T cell differentiation 2 29 443080 419 0.00035608 0.04572191

negative regulation of cardiac muscle hypertrophy 6 967 442142 419 0.00035977 0.04572191

apoptotic DNA fragmentation 5 632 442477 419 0.00037579 0.04707584

positive regulation of p38MAPK cascade 4 355 442754 419 0.0003947 0.04874778

negative regulation of interleukin-2 biosynthetic process 2 33 443076 419 0.00046192 0.05625772

microtubule cytoskeleton organization 8 1872 441237 419 0.00047964 0.0576164

reactive oxygen species metabolic process 5 690 442419 419 0.00055827 0.06615497

positive regulation of interleukin-4 production 4 419 442690 419 0.00073239 0.08563111

positive regulation of catalytic activity 6 1134 441975 419 0.00082253 0.09490428

regulation of Rac GTPase activity 5 756 442353 419 0.00083904 0.09555215
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8394341
8255514
7872852
8211306
85696730
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153361027
33067884
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57651284
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75611116
37017014
96919716
108593967
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134917963
83582303
18175222
51751893
74623738
176888647
17676414
36483278
54313139
153390976
70602759
113214393

210
1.74
2.22
1.82
1.38
1.38
1.33
-1.28
1.14
1.45
1.26
-1.54
-1.47
-0.99
-1.51
1.36
1.48
1.09
1.04
1.13
1.32
1.29
1.28
-1.10
1.24
1.22
1.10
0.81
1.16

logCPM LR

4.55
4.81
2.39
3.87
5.06
4.57
4.76
4.88
5.58
3.01
3.94
1.68
243
7.86
1.83
3.03
1.56
4.16
4.59
3.70
1.33
1.34
1.44
3.31
1.69
1.57
3.01
5.55
2.33

PValue
70.7 4.10E-17
52.8 3.77E-13
471 6.77E-12
46.0 1.17E-11
36.1 1.85E-09
32.2 1.40E-08
314 2.12E-08
30.1 4.18E-08
27.4 1.62E-07
23.5 1.23E-06
23.2 1.45E-06
22.3 2.37E-06
22.0 2.67E-06
21.6 3.37E-06
21.5 3.48E-06
21.0 4.64E-06
20.5 6.02E-06
18.7 1.54E-05
18.6 1.60E-05
17.7 2.60E-05
16.2 5.76E-05
15.4 8.63E-05
15.4 8.79E-05
15.1 1.04E-04
14.7 1.24E-04
14.2 1.66E-04
13.9 1.97E-04
13.8 2.05E-04
13.8 2.06E-04

FDR

5.6E-13
2.6E-09
3.1E-08
4.0E-08
5.0E-06
3.2E-05
4.1E-05
7.1E-05
2.5E-04
1.7E-03
1.8E-03
2.7E-03
2.8E-03
3.1E-03
3.1E-03
3.9E-03
4.8E-03
1.1E-02
1.1E-02
1.8E-02
3.7E-02
5.2E-02
5.2E-02
5.9E-02
6.7E-02
8.7E-02
9.6E-02
9.6E-02
9.6E-02

ensembl_gene_id

ENSG00000280614
ENSG00000281383
ENSG00000173262
ENSG00000280800
ENSG00000115523
ENSG00000105374
ENSG00000163220
ENSG00000248905
ENSG00000182871
ENSG00000205336
ENSG00000169896
ENSG00000137968
ENSG00000224858
ENSG00000164308
ENSG00000244245
ENSG00000080573
ENSG00000010327
ENSG00000085265
ENSG00000038427
ENSG00000216490
ENSG00000171051
ENSG00000186407
ENSG00000160883
ENSG00000129422
ENSG00000119535
ENSG00000187116
ENSG00000143546
ENSG00000180644
ENSG00000196656

hgnc_symbol description

SLC2A14

GNLY
NKG7
S100A9
FMN1
COL18A1
ADGRG1
ITGAM
SLC44A5
RPL29P11
ERAP2

COL5A3
STAB1
FCN1
VCAN
IFI30
FPR1
CD300E
HK3
MTUS1
CSF3R
LILRAS
S100A8
PRF1

solute carrier family 2 (facilitated glucose transporter), member 14

granulysin

natural killer cell granule protein 7

S100 calcium binding protein A9

formin 1

collagen, type XVIII, alpha 1

adhesion G protein-coupled receptor G1

integrin, alpha M (complement component 3 receptor 3 subunit)
solute carrier family 44, member 5

ribosomal protein L29 pseudogene 11

endoplasmic reticulum aminopeptidase 2

collagen, type V, alpha 3

stabilin 1

ficolin (collagen/fibrinogen domain containing) 1
versican

interferon, gamma-inducible protein 30

formyl peptide receptor 1

CD300e molecule

hexokinase 3 (white cell)

microtubule associated tumor suppressor 1
colony stimulating factor 3 receptor (granulocyte)

leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 5

S100 calcium binding protein A8
perforin 1 (pore forming protein)









chromosome_nametranscript_starttranscript_endlogFC logCPMLR PValue FDR ensembl_gene_id hgnc_symbol description

chr21 8393419 8394341 2.10 4.55 70.74.10E-17 5.6E-13ENSG00000280614

chr21 8254592 8255514 1.74 4.81 52.83.77E-13 2.6E-09ENSG00000281383

chr12 7812512 7872852 2.22 2.39 47.16.77E-12 3.1E-08ENSG00000173262 SLC2A14 solute carrier family 2 (facilitated glucose transporter), member 14

chr21 8210384 8211306 1.82 3.87 46.01.17E-11 4.0E-08ENSG00000280800

chr2 85685175 85696730 1.38 5.06 36.11.85E-09 5.0E-06ENSG00000115523 GNLY granulysin 

chr19 51371606 51372701 1.38 4.57 32.21.40E-08 3.2E-05ENSG00000105374 NKG7 natural killer cell granule protein 7 

chr1 153357854 153361027 1.33 4.76 31.42.12E-08 4.1E-05ENSG00000163220 S100A9 S100 calcium binding protein A9

chr15 32765546 33067884 -1.28 4.88 30.14.18E-08 7.1E-05ENSG00000248905 FMN1 formin 1

chr21 45405137 45513720 1.14 5.58 27.41.62E-07 2.5E-04ENSG00000182871 COL18A1 collagen, type XVIII, alpha 1

chr16 57610652 57651284 1.45 3.01 23.51.23E-06 1.7E-03ENSG00000205336 ADGRG1 adhesion G protein-coupled receptor G1

chr16 31259990 31331768 1.26 3.94 23.21.45E-06 1.8E-03ENSG00000169896 ITGAM integrin, alpha M (complement component 3 receptor 3 subunit)

chr1 75202131 75611116 -1.54 1.68 22.32.37E-06 2.7E-03ENSG00000137968 SLC44A5 solute carrier family 44, member 5

chr3 37016523 37017014 -1.47 2.43 22.02.67E-06 2.8E-03ENSG00000224858 RPL29P11 ribosomal protein L29 pseudogene 11

chr5 96875939 96919716 -0.99 7.86 21.63.37E-06 3.1E-03ENSG00000164308 ERAP2 endoplasmic reticulum aminopeptidase 2

chr5 108593609 108593967 -1.51 1.83 21.53.48E-06 3.1E-03ENSG00000244245

chr19 9959561 10010471 1.36 3.03 21.04.64E-06 3.9E-03ENSG00000080573 COL5A3 collagen, type V, alpha 3

chr3 52495338 52524495 1.48 1.56 20.56.02E-06 4.8E-03ENSG00000010327 STAB1 stabilin 1

chr9 134909585 134917963 1.09 4.16 18.71.54E-05 1.1E-02ENSG00000085265 FCN1 ficolin (collagen/fibrinogen domain containing) 1

chr5 83471465 83582303 1.04 4.59 18.61.60E-05 1.1E-02ENSG00000038427 VCAN versican

chr19 18173162 18175222 1.13 3.70 17.72.60E-05 1.8E-02ENSG00000216490 IFI30 interferon, gamma-inducible protein 30

chr19 51745172 51751893 1.32 1.33 16.25.76E-05 3.7E-02ENSG00000171051 FPR1 formyl peptide receptor 1

chr17 74609887 74623738 1.29 1.34 15.48.63E-05 5.2E-02ENSG00000186407 CD300E CD300e molecule

chr5 176880869 176888647 1.28 1.44 15.48.79E-05 5.2E-02ENSG00000160883 HK3 hexokinase 3 (white cell) 

chr8 17643799 17676414 -1.10 3.31 15.11.04E-04 5.9E-02ENSG00000129422 MTUS1 microtubule associated tumor suppressor 1 

chr1 36466043 36483278 1.24 1.69 14.71.24E-04 6.7E-02ENSG00000119535 CSF3R colony stimulating factor 3 receptor (granulocyte) 

chr19 54307070 54313139 1.22 1.57 14.21.66E-04 8.7E-02ENSG00000187116 LILRA5 leukocyte immunoglobulin-like receptor, subfamily A (with TM domain), member 5 

chr1 153390032 153390976 1.10 3.01 13.91.97E-04 9.6E-02ENSG00000143546 S100A8 S100 calcium binding protein A8

chr10 70597348 70602759 0.81 5.55 13.82.05E-04 9.6E-02ENSG00000180644 PRF1 perforin 1 (pore forming protein)

chr4 113214046 113214393 1.16 2.33 13.82.06E-04 9.6E-02ENSG00000196656
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GO term Description P-value FDR g-value Enrichment (N, B, n, b)
G0:0007155 cell adhesion 1.18E-10 1.35E-06 11.30 (9585,377,27,12)
G0:0022610 biological adhesion 1.21E-10 6.95E-07 11.27 (9585,378,27,12)
G0:0002523 leukocyte migration involved in inflammatory response  1.99E-07 7.59E-04 213.00 (9585,5,27,3)
GO0:0042742 defense response to bacterium 6.41E-07 1.84E-03 29.10 (9585,61,27,5)
G0:0050832 defense response to fungus 1.11E-06 2.54E-03 133.12 (9585,8,27,3)
GO0:0009617 response to bacterium 1.58E-06 3.02E-03 24.32 (9585,73,27,5)
GO0:0001816 cytokine production 5.20E-06 8.51E-03 33.81 (9585,42,27,4)
GO0:0009620 response to fungus 5.60E-06 8.02E-03 81.92 (9585,13,27,3)
GO0:0070488 neutrophil aggregation 7.64E-06 9.74E-03 355.00 (9585,2,27,2)
GO0:0030198 extracellular matrix organization 1.76E-05 2.02E-02 14.92 (9585,119,27,5)
GO0:0043062 extracellular structure organization 1.76E-05 1.83E-02 14.92 (9585,119,27,5)
G0:0032119 sequestering of zinc ion 2.29E-05 2.19E-02 236.67 (9585,3,27,2)
GO0:0030593 neutrophil chemotaxis 3.88E-05 3.42E-02 44.38 (9585,24,27,3)
G0:1990266 neutrophil migration 4.40E-05 3.60E-02 42.60 (9585,25,27,3)
GO0:0018119 peptidyl-cysteine S-nitrosylation 4.57E-05 3.49E-02 177.50 (9585,4,27,2)
GO0:0017014 protein nitrosylation 4 57E-05 3.27E-02 177.50 (9585,4,27,2)
GO0:0071621 granulocyte chemotaxis 4.96E-05 3.35E-02 40.96 (9585,26,27,3)
GO0:0097530 granulocyte migration 5.57E-05 3.55E-02 39.44 (9585,27,27,3)
G0:0098542 defense response to other organism 7.09E-05 4.28E-02 11.16 (9585,159,27,5)
G0:0032602 chemokine production 7.60E-05 4.36E-02 142.00 (9585,5,27,2)
G0:0002544 chronic inflammatory response 7.60E-05 4.15E-02 142.00 (9585,5,27,2)
G0:0051238 sequestering of metal ion 7.60E-05 3.96E-02 142.00 (9585,5,27,2)
GO0:0006952 defense response 8.30E-05 4.14E-02 4.54 (9585,704,27,9)
G0:0006954 inflammatory response 8.95E-05 4.28E-02 10.63 (9585,167,27,5)









GO term Description P-value FDR q-valueEnrichment (N, B, n, b)

GO:0007155 cell adhesion 1.18E-10 1.35E-0611.30 (9585,377,27,12)

GO:0022610 biological adhesion 1.21E-10 6.95E-0711.27 (9585,378,27,12)

GO:0002523 leukocyte migration involved in inflammatory response 1.99E-07 7.59E-04213.00 (9585,5,27,3)

GO:0042742 defense response to bacterium 6.41E-07 1.84E-0329.10 (9585,61,27,5)

GO:0050832 defense response to fungus 1.11E-06 2.54E-03133.12 (9585,8,27,3)

GO:0009617 response to bacterium 1.58E-06 3.02E-0324.32 (9585,73,27,5)

GO:0001816 cytokine production 5.20E-06 8.51E-0333.81 (9585,42,27,4)

GO:0009620 response to fungus 5.60E-06 8.02E-0381.92 (9585,13,27,3)

GO:0070488 neutrophil aggregation 7.64E-06 9.74E-03355.00 (9585,2,27,2)

GO:0030198 extracellular matrix organization 1.76E-05 2.02E-0214.92 (9585,119,27,5)

GO:0043062 extracellular structure organization 1.76E-05 1.83E-0214.92 (9585,119,27,5)

GO:0032119 sequestering of zinc ion 2.29E-05 2.19E-02236.67 (9585,3,27,2)

GO:0030593 neutrophil chemotaxis 3.88E-05 3.42E-0244.38 (9585,24,27,3)

GO:1990266 neutrophil migration 4.40E-05 3.60E-0242.60 (9585,25,27,3)

GO:0018119 peptidyl-cysteine S-nitrosylation 4.57E-05 3.49E-02177.50 (9585,4,27,2)

GO:0017014 protein nitrosylation 4.57E-05 3.27E-02177.50 (9585,4,27,2)

GO:0071621 granulocyte chemotaxis 4.96E-05 3.35E-0240.96 (9585,26,27,3)

GO:0097530 granulocyte migration 5.57E-05 3.55E-0239.44 (9585,27,27,3)

GO:0098542 defense response to other organism 7.09E-05 4.28E-0211.16 (9585,159,27,5)

GO:0032602 chemokine production 7.60E-05 4.36E-02142.00 (9585,5,27,2)

GO:0002544 chronic inflammatory response 7.60E-05 4.15E-02142.00 (9585,5,27,2)

GO:0051238 sequestering of metal ion 7.60E-05 3.96E-02142.00 (9585,5,27,2)

GO:0006952 defense response 8.30E-05 4.14E-024.54 (9585,704,27,9)

GO:0006954 inflammatory response 8.95E-05 4.28E-0210.63 (9585,167,27,5)
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Identified Proteins (255)

Inter-alpha-trypsin inhibitor heavy chain H3 OS=Mus musculus GN=Itih3 PE=1 SV=3
L-lactate dehydrogenase B chain 0S=Mus musculus GN=Ldhb PE=1 SV=2
Beta-2-glycoprotein 1 OS=Mus musculus GN=Apoh PE=1 SV=1

Insulin-like growth factor-binding protein 7 0S=Mus musculus GN=Igfbp7 PE=1 SV=3
Apolipoprotein M 0S=Mus musculus GN=Apom PE=1 SV=1

Protein disulfide-isomerase OS=Mus musculus GN=P4hb PE=1 SV=2

Collagen alpha-1(lll) chain OS=Mus musculus GN=Col3al PE=1 SV=4

Metallothionein-2 OS=Mus musculus GN=Mt2 PE=1 SV=2

Inter-alpha-trypsin inhibitor heavy chain H2 OS=Mus musculus GN=Itih2 PE=1 SV=1
Murinoglobulin-1 0S=Mus musculus GN=Mug1 PE=1 SV=3

Complement C3 OS=Mus musculus GN=C3 PE=1 SV=3

Histone H2A type 1-F OS=Mus musculus GN=Hist1lh2af PE=1 SV=3

Biglycan OS=Mus musculus GN=Bgn PE=1 SV=1

Plasminogen OS=Mus musculus GN=PIg PE=1 SV=3

Tubulin alpha-1B chain 0S=Mus musculus GN=Tubalb PE=1 SV=2

Baculoviral IAP repeat-containing protein 6 0S=Mus musculus GN=Birc6 PE=1 SV=2

60S ribosomal protein L9 OS=Mus musculus GN=Rpl9 PE=1 SV=2

Tubulin beta-5 chain 0S=Mus musculus GN=Tubb5 PE=1 SV=1

Elongation factor 2 0S=Mus musculus GN=Eef2 PE=1 SV=2

ATP synthase subunit beta, mitochondrial 0S=Mus musculus GN=Atp5b PE=1 SV=2
Heterogeneous nuclear ribonucleoprotein H 0S=Mus musculus GN=Hnrnph1 PE=1 SV=3
Heat shock protein HSP 90-alpha OS=Mus musculus GN=Hsp90aal PE=1 SV=4

Matrin-3 OS=Mus musculus GN=Matr3 PE=1 SV=1

Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1

Heterogeneous nuclear ribonucleoprotein A3 OS=Mus musculus GN=Hnrnpa3 PE=1 SV=1
Pyruvate kinase PKM OS=Mus musculus GN=Pkm PE=1 SV=4

Cytoplasmic dynein 1 heavy chain 1 0S=Mus musculus GN=Dynclhl PE=1 SV=2
Polypyrimidine tract-binding protein 1 0S=Mus musculus GN=Ptbp1 PE=1 SV=2
Spliceosome RNA helicase Ddx39b OS=Mus musculus GN=Ddx39b PE=1 SV=1
Fructose-bisphosphate aldolase A 0S=Mus musculus GN=Aldoa PE=1 SV=2
Heterogeneous nuclear ribonucleoprotein F 0S=Mus musculus GN=Hnrnpf PE=1 SV=3
Clathrin heavy chain 1 0OS=Mus musculus GN=Cltc PE=1 SV=3

Heat shock cognate 71 kDa protein OS=Mus musculus GN=Hspa8 PE=1 SV=1
Heterogeneous nuclear ribonucleoprotein K 0S=Mus musculus GN=Hnrnpk PE=1 SV=1
Polyadenylate-binding protein 1 0S=Mus musculus GN=Pabpcl PE=1 SV=2
Histone-binding protein RBBP7 OS=Mus musculus GN=Rbbp7 PE=1 SV=1

60S ribosomal protein L10-like OS=Mus musculus GN=Rpl10l PE=2 SV=1
Pre-mRNA-processing factor 19 OS=Mus musculus GN=Prpf19 PE=1 SV=1

Dnal homolog subfamily A member 1 OS=Mus musculus GN=Dnajal PE=1 SV=1
Transcription factor BTF3 OS=Mus musculus GN=Btf3 PE=1 SV=3

RNA-binding protein FUS OS=Mus musculus GN=Fus PE=1 SV=1

Heterogeneous nuclear ribonucleoprotein U OS=Mus musculus GN=Hnrnpu PE=1 SV=1
Calreticulin OS=Mus musculus GN=Calr PE=1 SV=1

Plasminogen activator inhibitor 1 RNA-binding protein 0S=Mus musculus GN=Serbp1 PE=1 SV=2
Phosphoglycerate mutase 1 OS=Mus musculus GN=Pgam1 PE=1 SV=3

Splicing factor 3A subunit 3 0S=Mus musculus GN=Sf3a3 PE=1 SV=2

Nuclease-sensitive element-binding protein 1 0S=Mus musculus GN=Ybx1 PE=1 SV=3
60S acidic ribosomal protein P2 OS=Mus musculus GN=Rplp2 PE=1 SV=3
ADP-ribosylation factor 1 0S=Mus musculus GN=Arf1 PE=1 SV=2

GTP-binding nuclear protein Ran OS=Mus musculus GN=Ran PE=1 SV=3

14-3-3 protein epsilon 0S=Mus musculus GN=Ywhae PE=1 SV=1

Importin subunit beta-1 0S=Mus musculus GN=Kpnb1 PE=1 SV=2

Tropomyosin alpha-3 chain 0S=Mus musculus GN=Tpm3 PE=1 SV=3

Heterogeneous nuclear ribonucleoprotein M OS=Mus musculus GN=Hnrnpm PE=1 SV=3
ATP synthase subunit alpha, mitochondrial 0S=Mus musculus GN=Atp5al PE=1 SV=1
Eukaryotic translation initiation factor 3 subunit E 0S=Mus musculus GN=Eif3e PE=1 SV=1
Heterogeneous nuclear ribonucleoprotein AO OS=Mus musculus GN=Hnrnpa0 PE=1 SV=1
40S ribosomal protein S2 0S=Mus musculus GN=Rps2 PE=1 SV=3

T-complex protein 1 subunit beta 0S=Mus musculus GN=Cct2 PE=1 SV=4

T-complex protein 1 subunit eta 0S=Mus musculus GN=Cct7 PE=1 SV=1

T-complex protein 1 subunit gamma 0S=Mus musculus GN=Cct3 PE=1 SV=1

40S ribosomal protein S4, X isoform OS=Mus musculus GN=Rps4x PE=1 SV=2

Rab GDP dissociation inhibitor beta OS=Mus musculus GN=Gdi2 PE=1 SV=1

Elongation factor Tu, mitochondrial 0S=Mus musculus GN=Tufm PE=1 SV=1

Ran-specific GTPase-activating protein OS=Mus musculus GN=Ranbp1 PE=1 SV=2
Peptidyl-prolyl cis-trans isomerase A OS=Mus musculus GN=Ppia PE=1 SV=2

ATP-citrate synthase OS=Mus musculus GN=Acly PE=1 SV=1

40S ribosomal protein S17 OS=Mus musculus GN=Rps17 PE=1 SV=2

40S ribosomal protein S7 0S=Mus musculus GN=Rps7 PE=2 SV=1

E3 ubiquitin-protein ligase RNF8 OS=Mus musculus GN=Rnf8 PE=1 SV=1
TELO2-interacting protein 2 OS=Mus musculus GN=Tti2 PE=2 SV=1

Structural maintenance of chromosomes protein 2 0S=Mus musculus GN=Smc2 PE=1 SV=2
Ezrin OS=Mus musculus GN=Ezr PE=1 SV=3

Serine/threonine-protein phosphatase PP1-alpha catalytic subunit 0S=Mus musculus GN=Ppplca PE=1 SV=1
Protein RCC2 OS=Mus musculus GN=Rcc2 PE=1 SV=1

60S ribosomal protein L11 OS=Mus musculus GN=Rpl11 PE=1 SV=4

Septin-2 0S=Mus musculus GN=Sept2 PE=1 SV=2

DNA replication licensing factor MCM4 OS=Mus musculus GN=Mcm4 PE=1 SV=1
Triosephosphate isomerase OS=Mus musculus GN=Tpil PE=1 SV=4
Dolichyl-diphosphooligosaccharide--protein glycosyltransferase subunit 1 0S=Mus musculus GN=Rpn1 PE=1 SV=1
Nucleolar RNA helicase 2 0S=Mus musculus GN=Ddx21 PE=1 SV=3

Plastin-3 OS=Mus musculus GN=PIs3 PE=1 SV=3

Endoplasmin OS=Mus musculus GN=Hsp90b1 PE=1 SV=2

Eukaryotic initiation factor 4A- 0S=Mus musculus GN=Eif4al PE=1 SV=1
Inosine-5'-monophosphate dehydrogenase 2 OS=Mus musculus GN=Impdh2 PE=1 SV=2
Heterogeneous nuclear ribonucleoprotein Q OS=Mus musculus GN=Syncrip PE=1 SV=2
U5 small nuclear ribonucleoprotein 200 kDa helicase 0S=Mus musculus GN=Snrnp200 PE=1 SV=1
Fumarate hydratase, mitochondrial 0S=Mus musculus GN=Fh PE=1 SV=3

Transcription intermediary factor 1-beta OS=Mus musculus GN=Trim28 PE=1 SV=3
Alpha-actinin-4 OS=Mus musculus GN=Actn4 PE=1 SV=1

DNA-(apurinic or apyrimidinic site) lyase 0S=Mus musculus GN=Apex1 PE=1 SV=2

60S ribosomal protein L19 OS=Mus musculus GN=Rpl19 PE=1 SV=1

Importin-5 0S=Mus musculus GN=lpo5 PE=1 SV=3

Coatomer subunit beta' 0S=Mus musculus GN=Copb2 PE=1 SV=2

Keratin, type | cytoskeletal 18 OS=Mus musculus GN=Krt18 PE=1 SV=5

Non-POU domain-containing octamer-binding protein 0OS=Mus musculus GN=Nono PE=1 SV=3
10 kDa heat shock protein, mitochondrial 0S=Mus musculus GN=Hspel PE=1 SV=2

40S ribosomal protein S5 0S=Mus musculus GN=Rps5 PE=1 SV=3

Surfeit locus protein 4 0S=Mus musculus GN=Surf4 PE=1 SV=1

THO complex subunit 4 0S=Mus musculus GN=Alyref PE=1 SV=3

Nuclear autoantigenic sperm protein OS=Mus musculus GN=Nasp PE=1 SV=2

Keratin, type Il cytoskeletal 8 0S=Mus musculus GN=Krt8 PE=1 SV=4

Lumican OS=Mus musculus GN=Lum PE=1 SV=2

Small nuclear ribonucleoprotein-associated protein B 0S=Mus musculus GN=Snrpb PE=1 SV=1
Cold-inducible RNA-binding protein OS=Mus musculus GN=Cirbp PE=1 SV=1
Heterogeneous nuclear ribonucleoproteins C1/C2 0S=Mus musculus GN=Hnrnpc PE=1 SV=1
Macrophage migration inhibitory factor 0S=Mus musculus GN=Mif PE=1 SV=2

Midkine OS=Mus musculus GN=Mdk PE=2 SV=2

Nucleolin 0S=Mus musculus GN=Ncl PE=1 SV=2

Protein deglycase DJ-1 OS=Mus musculus GN=Park7 PE=1 SV=1

RNA binding motif protein, X-linked-like-1 OS=Mus musculus GN=RbmxI1 PE=2 SV=1

40S ribosomal protein S21 0S=Mus musculus GN=Rps21 PE=1 SV=1

Protein S100-A11 OS=Mus musculus GN=S100al11 PE=1 SV=1

Tumor protein D52 0S=Mus musculus GN=Tpd52 PE=1 SV=2

Coagulation factor V 0S=Mus musculus GN=F5 PE=1 SV=1

40S ribosomal protein S30 OS=Mus musculus GN=Fau PE=1 SV=1

High mobility group protein B1 OS=Mus musculus GN=Hmgb1 PE=1 SV=2

AP-1 complex subunit beta-1 0S=Mus musculus GN=Ap1b1 PE=1 SV=2

AP-2 complex subunit beta OS=Mus musculus GN=Ap2b1 PE=1 SV=1

Apoptosis inhibitor 5 0S=Mus musculus GN=Api5 PE=1 SV=2
Sodium/potassium-transporting ATPase subunit alpha-1 0S=Mus musculus GN=Atplal PE=1 SV=1
UPF0568 protein C140rf166 homolog OS=Mus musculus PE=1 SV=1

Hsc70-interacting protein OS=Mus musculus GN=St13 PE=1 SV=1

Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 0S=Mus musculus GN=Gnb1 PE=1 SV=3
Glutaredoxin-3 OS=Mus musculus GN=GIrx3 PE=1 SV=1

Histone H2B type 2-E OS=Mus musculus GN=Hist2h2be PE=1 SV=3

Heterogeneous nuclear ribonucleoprotein H2 0S=Mus musculus GN=Hnrnph2 PE=1 SV=1
Heat shock 70 kDa protein 4 OS=Mus musculus GN=Hspa4 PE=1 SV=1

Accession NU Alternate ID Molecular W T-Test (p-vall

ITIH3_MOUSE
LDHB_MOUSE
APOH_MOUSE
IBP7_MOUSE
APOM_MOUSE
PDIA1_MOUSE
CO3A1_MOUSE
MT2_MOUSE
ITIH2_ MOUSE
MUG1_MOUSE
CO3_MOUSE
H2A1F_MOUSE (+7)
PGS1_MOUSE
PLMN_MOUSE
TBA1B_MOUSE
BIRC6_MOUSE
RL9_MOUSE
TBB5_MOUSE
EF2_MOUSE
ATPB_MOUSE
HNRH1_MOUSE
HS90A_MOUSE
MATR3_MOUSE
TRFE_MOUSE
ROA3_MOUSE
KPYM_MOUSE
DYHC1_MOUSE
PTBP1_MOUSE
DX39B_MOUSE
ALDOA_MOUSE
HNRPF_MOUSE
CLH1_MOUSE
HSP7C_MOUSE
HNRPK_MOUSE
PABP1_MOUSE
RBBP7_MOUSE
RL10L_MOUSE (+1)
PRP19_MOUSE
DNJA1_MOUSE
BTF3_MOUSE
FUS_MOUSE
HNRPU_MOUSE
CALR_MOUSE
PAIRB_MOUSE
PGAM1_MOUSE
SF3A3_MOUSE
YBOX1_MOUSE (+2)
RLA2_MOUSE
ARF1_MOUSE (+4)
RAN_MOUSE
1433E_MOUSE
IMB1_MOUSE
TPM3_MOUSE
HNRPM_MOUSE
ATPA_MOUSE
EIF3E_MOUSE
ROAO_MOUSE
RS2_MOUSE
TCPB_MOUSE
TCPH_MOUSE
TCPG_MOUSE
RS4X_MOUSE
GDIB_MOUSE
EFTU_MOUSE
RANG_MOUSE
PPIA_MOUSE
ACLY_MOUSE
RS17_MOUSE
RS7_MOUSE
RNF8_MOUSE
TTI2_MOUSE
SMC2_MOUSE
EZRI_MOUSE
PP1A_MOUSE (+2)
RCC2_MOUSE
RL11_MOUSE
SEPT2_MOUSE
MCM4_MOUSE
TPIS_MOUSE
RPN1_MOUSE
DDX21_MOUSE
PLST_MOUSE
ENPL_MOUSE
IF4A1_MOUSE
IMDH2_MOUSE
HNRPQ_MOUSE
U520_MOUSE
FUMH_MOUSE
TIF1B_MOUSE
ACTN4_MOUSE
APEX1_MOUSE
RL19_MOUSE
IPO5_MOUSE
COPB2_MOUSE
K1C18_MOUSE
NONO_MOUSE
CH10_MOUSE
RS5_MOUSE
SURF4_MOUSE
THOC4_MOUSE
NASP_MOUSE
K2C8_MOUSE
LUM_MOUSE
RSMB_MOUSE (+1)
CIRBP_MOUSE
HNRPC_MOUSE
MIF_MOUSE
MK_MOUSE
NUCL_MOUSE
PARK7_MOUSE
RMXL1_MOUSE (+1)
RS21_MOUSE
S10AB_MOUSE
TPD52_MOUSE
FA5_MOUSE
RS30_MOUSE (+1)
HMGB1_MOUSE
AP1B1_MOUSE
AP2B1_MOUSE
API5_MOUSE
AT1A1_MOUSE (+3)
CN166_MOUSE
F10A1_MOUSE
GBB1_MOUSE (+1)
GLRX3_MOUSE
H2B2E_MOUSE (+2)
HNRH2_MOUSE
HSP74_MOUSE

99 kDa
37 kDa
39 kDa
29 kDa
21 kDa
57 kDa
139 kDa
6 kDa
106 kDa
165 kDa
?

14 kDa
42 kDa
91 kDa
50 kDa
?

22 kDa
50 kDa
95 kDa
56 kDa
49 kDa
85 kDa
95 kDa
77 kDa
?

?

532 kDa
56 kDa
49 kDa
39 kDa
?

192 kDa
71 kDa
?

71 kDa
48 kDa
25 kDa
?

45 kDa
?

53 kDa
88 kDa
48 kDa
?

29 kDa
59 kDa
36 kDa
12 kDa
21 kDa
24 kDa
29 kDa
97 kDa
?

?

60 kDa
52 kDa
31 kDa
31 kDa
57 kDa
60 kDa
61 kDa
30 kDa
?

?

24 kDa
18 kDa
120 kDa
16 kDa
22 kDa
56 kDa
57 kDa
134 kDa
69 kDa
38 kDa
56 kDa
20 kDa
42 kDa
97 kDa
32 kDa
69 kDa
94 kDa
71 kDa
92 kDa
46 kDa
56 kDa
?

245 kDa
?

?

105 kDa
35 kDa
23 kDa
?

102 kDa
48 kDa
?

11 kDa
23 kDa
30 kDa
?

?

55 kDa
38 kDa
24 kDa
19 kDa
?

13 kDa
15 kDa
77 kDa
20 kDa
42 kDa
9 kDa
11 kDa
?

247 kDa
7 kDa
25 kDa
104 kDa
?

57 kDa
113 kDa
28 kDa
42 kDa
37 kDa
38 kDa
14 kDa
49 kDa
94 kDa

0.092
0.096
0.12
0.12
0.12
0.12
0.12
0.16
0.18
0.19
0.23
0.26
0.26
0.3
0.34
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
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Inter-alpha-trypsin	inhibitor	heavy	chain	H3	OS=Mus	musculus	GN=Itih3	PE=1	SV=3 ITIH3_MOUSE 99	kDa 0.092

L-lactate	dehydrogenase	B	chain	OS=Mus	musculus	GN=Ldhb	PE=1	SV=2 LDHB_MOUSE 37	kDa 0.096

Beta-2-glycoprotein	1	OS=Mus	musculus	GN=Apoh	PE=1	SV=1 APOH_MOUSE 39	kDa 0.12

Insulin-like	growth	factor-binding	protein	7	OS=Mus	musculus	GN=Igfbp7	PE=1	SV=3 IBP7_MOUSE 29	kDa 0.12

Apolipoprotein	M	OS=Mus	musculus	GN=Apom	PE=1	SV=1 APOM_MOUSE 21	kDa 0.12

Protein	disulfide-isomerase	OS=Mus	musculus	GN=P4hb	PE=1	SV=2 PDIA1_MOUSE 57	kDa 0.12

Collagen	alpha-1(III)	chain	OS=Mus	musculus	GN=Col3a1	PE=1	SV=4 CO3A1_MOUSE 139	kDa 0.12

Metallothionein-2	OS=Mus	musculus	GN=Mt2	PE=1	SV=2 MT2_MOUSE 6	kDa 0.16

Inter-alpha-trypsin	inhibitor	heavy	chain	H2	OS=Mus	musculus	GN=Itih2	PE=1	SV=1 ITIH2_MOUSE 106	kDa 0.18

Murinoglobulin-1	OS=Mus	musculus	GN=Mug1	PE=1	SV=3 MUG1_MOUSE 165	kDa 0.19

Complement	C3	OS=Mus	musculus	GN=C3	PE=1	SV=3 CO3_MOUSE ? 0.23

Histone	H2A	type	1-F	OS=Mus	musculus	GN=Hist1h2af	PE=1	SV=3 H2A1F_MOUSE	(+7) 14	kDa 0.26

Biglycan	OS=Mus	musculus	GN=Bgn	PE=1	SV=1 PGS1_MOUSE 42	kDa 0.26

Plasminogen	OS=Mus	musculus	GN=Plg	PE=1	SV=3 PLMN_MOUSE 91	kDa 0.3

Tubulin	alpha-1B	chain	OS=Mus	musculus	GN=Tuba1b	PE=1	SV=2 TBA1B_MOUSE 50	kDa 0.34

Baculoviral	IAP	repeat-containing	protein	6	OS=Mus	musculus	GN=Birc6	PE=1	SV=2 BIRC6_MOUSE ? 0.37

60S	ribosomal	protein	L9	OS=Mus	musculus	GN=Rpl9	PE=1	SV=2 RL9_MOUSE 22	kDa 0.37

Tubulin	beta-5	chain	OS=Mus	musculus	GN=Tubb5	PE=1	SV=1 TBB5_MOUSE 50	kDa 0.37

Elongation	factor	2	OS=Mus	musculus	GN=Eef2	PE=1	SV=2 EF2_MOUSE 95	kDa 0.37

ATP	synthase	subunit	beta,	mitochondrial	OS=Mus	musculus	GN=Atp5b	PE=1	SV=2 ATPB_MOUSE 56	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	H	OS=Mus	musculus	GN=Hnrnph1	PE=1	SV=3 HNRH1_MOUSE 49	kDa 0.37

Heat	shock	protein	HSP	90-alpha	OS=Mus	musculus	GN=Hsp90aa1	PE=1	SV=4 HS90A_MOUSE 85	kDa 0.37

Matrin-3	OS=Mus	musculus	GN=Matr3	PE=1	SV=1 MATR3_MOUSE 95	kDa 0.37

Serotransferrin	OS=Mus	musculus	GN=Tf	PE=1	SV=1 TRFE_MOUSE 77	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	A3	OS=Mus	musculus	GN=Hnrnpa3	PE=1	SV=1 ROA3_MOUSE ? 0.37

Pyruvate	kinase	PKM	OS=Mus	musculus	GN=Pkm	PE=1	SV=4 KPYM_MOUSE ? 0.37

Cytoplasmic	dynein	1	heavy	chain	1	OS=Mus	musculus	GN=Dync1h1	PE=1	SV=2 DYHC1_MOUSE 532	kDa 0.37

Polypyrimidine	tract-binding	protein	1	OS=Mus	musculus	GN=Ptbp1	PE=1	SV=2 PTBP1_MOUSE 56	kDa 0.37

Spliceosome	RNA	helicase	Ddx39b	OS=Mus	musculus	GN=Ddx39b	PE=1	SV=1 DX39B_MOUSE 49	kDa 0.37

Fructose-bisphosphate	aldolase	A	OS=Mus	musculus	GN=Aldoa	PE=1	SV=2 ALDOA_MOUSE 39	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	F	OS=Mus	musculus	GN=Hnrnpf	PE=1	SV=3 HNRPF_MOUSE ? 0.37

Clathrin	heavy	chain	1	OS=Mus	musculus	GN=Cltc	PE=1	SV=3 CLH1_MOUSE 192	kDa 0.37

Heat	shock	cognate	71	kDa	protein	OS=Mus	musculus	GN=Hspa8	PE=1	SV=1 HSP7C_MOUSE 71	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	K	OS=Mus	musculus	GN=Hnrnpk	PE=1	SV=1 HNRPK_MOUSE ? 0.37

Polyadenylate-binding	protein	1	OS=Mus	musculus	GN=Pabpc1	PE=1	SV=2 PABP1_MOUSE 71	kDa 0.37

Histone-binding	protein	RBBP7	OS=Mus	musculus	GN=Rbbp7	PE=1	SV=1 RBBP7_MOUSE 48	kDa 0.37

60S	ribosomal	protein	L10-like	OS=Mus	musculus	GN=Rpl10l	PE=2	SV=1 RL10L_MOUSE	(+1) 25	kDa 0.37

Pre-mRNA-processing	factor	19	OS=Mus	musculus	GN=Prpf19	PE=1	SV=1 PRP19_MOUSE ? 0.37

DnaJ	homolog	subfamily	A	member	1	OS=Mus	musculus	GN=Dnaja1	PE=1	SV=1 DNJA1_MOUSE 45	kDa 0.37

Transcription	factor	BTF3	OS=Mus	musculus	GN=Btf3	PE=1	SV=3 BTF3_MOUSE ? 0.37

RNA-binding	protein	FUS	OS=Mus	musculus	GN=Fus	PE=1	SV=1 FUS_MOUSE 53	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	U	OS=Mus	musculus	GN=Hnrnpu	PE=1	SV=1 HNRPU_MOUSE 88	kDa 0.37

Calreticulin	OS=Mus	musculus	GN=Calr	PE=1	SV=1 CALR_MOUSE 48	kDa 0.37

Plasminogen	activator	inhibitor	1	RNA-binding	protein	OS=Mus	musculus	GN=Serbp1	PE=1	SV=2 PAIRB_MOUSE ? 0.37

Phosphoglycerate	mutase	1	OS=Mus	musculus	GN=Pgam1	PE=1	SV=3 PGAM1_MOUSE 29	kDa 0.37

Splicing	factor	3A	subunit	3	OS=Mus	musculus	GN=Sf3a3	PE=1	SV=2 SF3A3_MOUSE 59	kDa 0.37

Nuclease-sensitive	element-binding	protein	1	OS=Mus	musculus	GN=Ybx1	PE=1	SV=3 YBOX1_MOUSE	(+2) 36	kDa 0.37

60S	acidic	ribosomal	protein	P2	OS=Mus	musculus	GN=Rplp2	PE=1	SV=3 RLA2_MOUSE 12	kDa 0.37

ADP-ribosylation	factor	1	OS=Mus	musculus	GN=Arf1	PE=1	SV=2 ARF1_MOUSE	(+4) 21	kDa 0.37

GTP-binding	nuclear	protein	Ran	OS=Mus	musculus	GN=Ran	PE=1	SV=3 RAN_MOUSE 24	kDa 0.37

14-3-3	protein	epsilon	OS=Mus	musculus	GN=Ywhae	PE=1	SV=1 1433E_MOUSE 29	kDa 0.37

Importin	subunit	beta-1	OS=Mus	musculus	GN=Kpnb1	PE=1	SV=2 IMB1_MOUSE 97	kDa 0.37

Tropomyosin	alpha-3	chain	OS=Mus	musculus	GN=Tpm3	PE=1	SV=3 TPM3_MOUSE ? 0.37

Heterogeneous	nuclear	ribonucleoprotein	M	OS=Mus	musculus	GN=Hnrnpm	PE=1	SV=3 HNRPM_MOUSE ? 0.37

ATP	synthase	subunit	alpha,	mitochondrial	OS=Mus	musculus	GN=Atp5a1	PE=1	SV=1 ATPA_MOUSE 60	kDa 0.37

Eukaryotic	translation	initiation	factor	3	subunit	E	OS=Mus	musculus	GN=Eif3e	PE=1	SV=1 EIF3E_MOUSE 52	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	A0	OS=Mus	musculus	GN=Hnrnpa0	PE=1	SV=1 ROA0_MOUSE 31	kDa 0.37

40S	ribosomal	protein	S2	OS=Mus	musculus	GN=Rps2	PE=1	SV=3 RS2_MOUSE 31	kDa 0.37

T-complex	protein	1	subunit	beta	OS=Mus	musculus	GN=Cct2	PE=1	SV=4 TCPB_MOUSE 57	kDa 0.37

T-complex	protein	1	subunit	eta	OS=Mus	musculus	GN=Cct7	PE=1	SV=1 TCPH_MOUSE 60	kDa 0.37

T-complex	protein	1	subunit	gamma	OS=Mus	musculus	GN=Cct3	PE=1	SV=1 TCPG_MOUSE 61	kDa 0.37

40S	ribosomal	protein	S4,	X	isoform	OS=Mus	musculus	GN=Rps4x	PE=1	SV=2 RS4X_MOUSE 30	kDa 0.37

Rab	GDP	dissociation	inhibitor	beta	OS=Mus	musculus	GN=Gdi2	PE=1	SV=1 GDIB_MOUSE ? 0.37

Elongation	factor	Tu,	mitochondrial	OS=Mus	musculus	GN=Tufm	PE=1	SV=1 EFTU_MOUSE ? 0.37

Ran-specific	GTPase-activating	protein	OS=Mus	musculus	GN=Ranbp1	PE=1	SV=2 RANG_MOUSE 24	kDa 0.37

Peptidyl-prolyl	cis-trans	isomerase	A	OS=Mus	musculus	GN=Ppia	PE=1	SV=2 PPIA_MOUSE 18	kDa 0.37

ATP-citrate	synthase	OS=Mus	musculus	GN=Acly	PE=1	SV=1 ACLY_MOUSE 120	kDa 0.37

40S	ribosomal	protein	S17	OS=Mus	musculus	GN=Rps17	PE=1	SV=2 RS17_MOUSE 16	kDa 0.37

40S	ribosomal	protein	S7	OS=Mus	musculus	GN=Rps7	PE=2	SV=1 RS7_MOUSE 22	kDa 0.37

E3	ubiquitin-protein	ligase	RNF8	OS=Mus	musculus	GN=Rnf8	PE=1	SV=1 RNF8_MOUSE 56	kDa 0.37

TELO2-interacting	protein	2	OS=Mus	musculus	GN=Tti2	PE=2	SV=1 TTI2_MOUSE 57	kDa 0.37

Structural	maintenance	of	chromosomes	protein	2	OS=Mus	musculus	GN=Smc2	PE=1	SV=2 SMC2_MOUSE 134	kDa 0.37

Ezrin	OS=Mus	musculus	GN=Ezr	PE=1	SV=3 EZRI_MOUSE 69	kDa 0.37

Serine/threonine-protein	phosphatase	PP1-alpha	catalytic	subunit	OS=Mus	musculus	GN=Ppp1ca	PE=1	SV=1 PP1A_MOUSE	(+2) 38	kDa 0.37

Protein	RCC2	OS=Mus	musculus	GN=Rcc2	PE=1	SV=1 RCC2_MOUSE 56	kDa 0.37

60S	ribosomal	protein	L11	OS=Mus	musculus	GN=Rpl11	PE=1	SV=4 RL11_MOUSE 20	kDa 0.37

Septin-2	OS=Mus	musculus	GN=Sept2	PE=1	SV=2 SEPT2_MOUSE 42	kDa 0.37

DNA	replication	licensing	factor	MCM4	OS=Mus	musculus	GN=Mcm4	PE=1	SV=1 MCM4_MOUSE 97	kDa 0.37

Triosephosphate	isomerase	OS=Mus	musculus	GN=Tpi1	PE=1	SV=4 TPIS_MOUSE 32	kDa 0.37

Dolichyl-diphosphooligosaccharide--protein	glycosyltransferase	subunit	1	OS=Mus	musculus	GN=Rpn1	PE=1	SV=1 RPN1_MOUSE 69	kDa 0.37

Nucleolar	RNA	helicase	2	OS=Mus	musculus	GN=Ddx21	PE=1	SV=3 DDX21_MOUSE 94	kDa 0.37

Plastin-3	OS=Mus	musculus	GN=Pls3	PE=1	SV=3 PLST_MOUSE 71	kDa 0.37

Endoplasmin	OS=Mus	musculus	GN=Hsp90b1	PE=1	SV=2 ENPL_MOUSE 92	kDa 0.37

Eukaryotic	initiation	factor	4A-I	OS=Mus	musculus	GN=Eif4a1	PE=1	SV=1 IF4A1_MOUSE 46	kDa 0.37

Inosine-5'-monophosphate	dehydrogenase	2	OS=Mus	musculus	GN=Impdh2	PE=1	SV=2 IMDH2_MOUSE 56	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	Q	OS=Mus	musculus	GN=Syncrip	PE=1	SV=2 HNRPQ_MOUSE ? 0.37

U5	small	nuclear	ribonucleoprotein	200	kDa	helicase	OS=Mus	musculus	GN=Snrnp200	PE=1	SV=1 U520_MOUSE 245	kDa 0.37

Fumarate	hydratase,	mitochondrial	OS=Mus	musculus	GN=Fh	PE=1	SV=3 FUMH_MOUSE ? 0.37

Transcription	intermediary	factor	1-beta	OS=Mus	musculus	GN=Trim28	PE=1	SV=3 TIF1B_MOUSE ? 0.37

Alpha-actinin-4	OS=Mus	musculus	GN=Actn4	PE=1	SV=1 ACTN4_MOUSE 105	kDa 0.37

DNA-(apurinic	or	apyrimidinic	site)	lyase	OS=Mus	musculus	GN=Apex1	PE=1	SV=2 APEX1_MOUSE 35	kDa 0.37

60S	ribosomal	protein	L19	OS=Mus	musculus	GN=Rpl19	PE=1	SV=1 RL19_MOUSE 23	kDa 0.37

Importin-5	OS=Mus	musculus	GN=Ipo5	PE=1	SV=3 IPO5_MOUSE ? 0.37

Coatomer	subunit	beta'	OS=Mus	musculus	GN=Copb2	PE=1	SV=2 COPB2_MOUSE 102	kDa 0.37

Keratin,	type	I	cytoskeletal	18	OS=Mus	musculus	GN=Krt18	PE=1	SV=5 K1C18_MOUSE 48	kDa 0.37

Non-POU	domain-containing	octamer-binding	protein	OS=Mus	musculus	GN=Nono	PE=1	SV=3 NONO_MOUSE ? 0.37

10	kDa	heat	shock	protein,	mitochondrial	OS=Mus	musculus	GN=Hspe1	PE=1	SV=2 CH10_MOUSE 11	kDa 0.37

40S	ribosomal	protein	S5	OS=Mus	musculus	GN=Rps5	PE=1	SV=3 RS5_MOUSE 23	kDa 0.37

Surfeit	locus	protein	4	OS=Mus	musculus	GN=Surf4	PE=1	SV=1 SURF4_MOUSE 30	kDa 0.37

THO	complex	subunit	4	OS=Mus	musculus	GN=Alyref	PE=1	SV=3 THOC4_MOUSE ? 0.37

Nuclear	autoantigenic	sperm	protein	OS=Mus	musculus	GN=Nasp	PE=1	SV=2 NASP_MOUSE ? 0.37

Keratin,	type	II	cytoskeletal	8	OS=Mus	musculus	GN=Krt8	PE=1	SV=4 K2C8_MOUSE 55	kDa 0.37

Lumican	OS=Mus	musculus	GN=Lum	PE=1	SV=2 LUM_MOUSE 38	kDa 0.37

Small	nuclear	ribonucleoprotein-associated	protein	B	OS=Mus	musculus	GN=Snrpb	PE=1	SV=1 RSMB_MOUSE	(+1) 24	kDa 0.37

Cold-inducible	RNA-binding	protein	OS=Mus	musculus	GN=Cirbp	PE=1	SV=1 CIRBP_MOUSE 19	kDa 0.37

Heterogeneous	nuclear	ribonucleoproteins	C1/C2	OS=Mus	musculus	GN=Hnrnpc	PE=1	SV=1 HNRPC_MOUSE ? 0.37

Macrophage	migration	inhibitory	factor	OS=Mus	musculus	GN=Mif	PE=1	SV=2 MIF_MOUSE 13	kDa 0.37

Midkine	OS=Mus	musculus	GN=Mdk	PE=2	SV=2 MK_MOUSE 15	kDa 0.37

Nucleolin	OS=Mus	musculus	GN=Ncl	PE=1	SV=2 NUCL_MOUSE 77	kDa 0.37

Protein	deglycase	DJ-1	OS=Mus	musculus	GN=Park7	PE=1	SV=1 PARK7_MOUSE 20	kDa 0.37

RNA	binding	motif	protein,	X-linked-like-1	OS=Mus	musculus	GN=Rbmxl1	PE=2	SV=1 RMXL1_MOUSE	(+1) 42	kDa 0.37

40S	ribosomal	protein	S21	OS=Mus	musculus	GN=Rps21	PE=1	SV=1 RS21_MOUSE 9	kDa 0.37

Protein	S100-A11	OS=Mus	musculus	GN=S100a11	PE=1	SV=1 S10AB_MOUSE 11	kDa 0.37

Tumor	protein	D52	OS=Mus	musculus	GN=Tpd52	PE=1	SV=2 TPD52_MOUSE ? 0.37

Coagulation	factor	V	OS=Mus	musculus	GN=F5	PE=1	SV=1 FA5_MOUSE 247	kDa 0.37

40S	ribosomal	protein	S30	OS=Mus	musculus	GN=Fau	PE=1	SV=1 RS30_MOUSE	(+1) 7	kDa 0.37

High	mobility	group	protein	B1	OS=Mus	musculus	GN=Hmgb1	PE=1	SV=2 HMGB1_MOUSE 25	kDa 0.37

AP-1	complex	subunit	beta-1	OS=Mus	musculus	GN=Ap1b1	PE=1	SV=2 AP1B1_MOUSE 104	kDa 0.37

AP-2	complex	subunit	beta	OS=Mus	musculus	GN=Ap2b1	PE=1	SV=1 AP2B1_MOUSE ? 0.37

Apoptosis	inhibitor	5	OS=Mus	musculus	GN=Api5	PE=1	SV=2 API5_MOUSE 57	kDa 0.37

Sodium/potassium-transporting	ATPase	subunit	alpha-1	OS=Mus	musculus	GN=Atp1a1	PE=1	SV=1 AT1A1_MOUSE	(+3) 113	kDa 0.37

UPF0568	protein	C14orf166	homolog	OS=Mus	musculus	PE=1	SV=1 CN166_MOUSE 28	kDa 0.37

Hsc70-interacting	protein	OS=Mus	musculus	GN=St13	PE=1	SV=1 F10A1_MOUSE 42	kDa 0.37

Guanine	nucleotide-binding	protein	G(I)/G(S)/G(T)	subunit	beta-1	OS=Mus	musculus	GN=Gnb1	PE=1	SV=3 GBB1_MOUSE	(+1) 37	kDa 0.37

Glutaredoxin-3	OS=Mus	musculus	GN=Glrx3	PE=1	SV=1 GLRX3_MOUSE 38	kDa 0.37

Histone	H2B	type	2-E	OS=Mus	musculus	GN=Hist2h2be	PE=1	SV=3 H2B2E_MOUSE	(+2) 14	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	H2	OS=Mus	musculus	GN=Hnrnph2	PE=1	SV=1 HNRH2_MOUSE 49	kDa 0.37

Heat	shock	70	kDa	protein	4	OS=Mus	musculus	GN=Hspa4	PE=1	SV=1 HSP74_MOUSE 94	kDa 0.37
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Interleukin enhancer-binding factor 2 0S=Mus musculus GN=IIf2 PE=1 SV=1
cAMP-dependent protein kinase catalytic subunit alpha OS=Mus musculus GN=Prkaca PE=1 SV=3
N-alpha-acetyltransferase 10 0S=Mus musculus GN=Naal0 PE=1 SV=1

Protein Drl OS=Mus musculus GN=Dr1 PE=1 SV=1

Nucleoplasmin-3 OS=Mus musculus GN=Npm3 PE=1 SV=3

Nuclear pore complex protein Nup93 OS=Mus musculus GN=Nup93 PE=1 SV=1

Ornithine aminotransferase, mitochondrial 0S=Mus musculus GN=0at PE=1 SV=1

Obg-like ATPase 1 OS=Mus musculus GN=0lal PE=1 SV=1

Delta-1-pyrroline-5-carboxylate synthase OS=Mus musculus GN=Aldh18a1 PE=1 SV=2
Prohibitin 0S=Mus musculus GN=Phb PE=1 SV=1

PHD finger protein 6 0S=Mus musculus GN=Phf6 PE=1 SV=1

Protein phosphatase 1 regulatory subunit 7 0S=Mus musculus GN=Ppp1r7 PE=1 SV=2
Peptidyl-prolyl cis-trans isomerase F, mitochondrial 0S=Mus musculus GN=Ppif PE=1 SV=1
26S protease regulatory subunit 8 0S=Mus musculus GN=Psmc5 PE=1 SV=1

26S proteasome non-ATPase regulatory subunit 13 OS=Mus musculus GN=Psmd13 PE=1 SV=1
26S proteasome non-ATPase regulatory subunit 2 OS=Mus musculus GN=Psmd2 PE=1 SV=1
60S ribosomal protein L14 OS=Mus musculus GN=Rpl14 PE=1 SV=3

60S ribosomal protein L30 OS=Mus musculus GN=RpI30 PE=1 SV=2

60S ribosomal protein L31 OS=Mus musculus GN=Rpl31 PE=1 SV=1

40S ribosomal protein S15 0S=Mus musculus GN=Rps15 PE=1 SV=2

40S ribosomal protein SA 0S=Mus musculus GN=Rpsa PE=1 SV=4

Histone deacetylase complex subunit SAP18 OS=Mus musculus GN=Sap18 PE=1 SV=1
Septin-7 OS=Mus musculus GN=Sept7 PE=1 SV=1

Small nuclear ribonucleoprotein Sm D3 OS=Mus musculus GN=Snrpd3 PE=1 SV=1
Pre-mRNA-splicing factor SPF27 OS=Mus musculus GN=Bcas2 PE=1 SV=1

Spectrin alpha chain, non-erythrocytic 1 0S=Mus musculus GN=Sptanl PE=1 SV=4
Bifunctional glutamate/proline--tRNA ligase OS=Mus musculus GN=Eprs PE=1 SV=4
Threonine--tRNA ligase, cytoplasmic OS=Mus musculus GN=Tars PE=1 SV=2

Tubulin beta-2A chain 0S=Mus musculus GN=Tubb2a PE=1 SV=1

Tubulin beta-4A chain 0S=Mus musculus GN=Tubb4a PE=1 SV=3

Tubulin beta-4B chain 0S=Mus musculus GN=Tubb4b PE=1 SV=1

T-complex protein 1 subunit epsilon 0S=Mus musculus GN=Cct5 PE=1 SV=1
Voltage-dependent anion-selective channel protein 2 0S=Mus musculus GN=Vdac2 PE=1 SV=2
Paraspeckle component 1 OS=Mus musculus GN=Pspc1 PE=1 SV=1

Serine/threonine-protein phosphatase 2A catalytic subunit alpha isoform OS=Mus musculus GN=Ppp2ca PE=1 SV=1

Heterogeneous nuclear ribonucleoprotein L 0S=Mus musculus GN=Hnrnpl PE=1 SV=2

Ilg gamma-1 chain C region, membrane-bound form OS=Mus musculus GN=Ighg1 PE=1 SV=2
Eukaryotic translation initiation factor 3 subunit D OS=Mus musculus GN=Eif3d PE=1 SV=2
Tubulin alpha-1C chain 0S=Mus musculus GN=Tubalc PE=1 SV=1

High mobility group protein B2 OS=Mus musculus GN=Hmgb2 PE=1 SV=3

DNA replication licensing factor MCM3 OS=Mus musculus GN=Mcm3 PE=1 SV=2
Ubiquitin-60S ribosomal protein L40 OS=Mus musculus GN=Uba52 PE=1 SV=2

YTH domain-containing family protein 1 0S=Mus musculus GN=Ythdfl PE=1 SV=1
Prohibitin-2 OS=Mus musculus GN=Phb2 PE=1 SV=1

Splicing factor U2AF 65 kDa subunit OS=Mus musculus GN=U2af2 PE=1 SV=3

Cellular nucleic acid-binding protein 0S=Mus musculus GN=Cnbp PE=1 SV=2
Serine/arginine-rich splicing factor 10 0S=Mus musculus GN=Srsf10 PE=1 SV=2
Ribonucleoside-diphosphate reductase large subunit 0S=Mus musculus GN=Rrm1 PE=1 SV=2
Polyadenylate-binding protein 2 0S=Mus musculus GN=Pabpn1 PE=1 SV=3

116 kDa U5 small nuclear ribonucleoprotein component OS=Mus musculus GN=Eftud2 PE=1 SV=1
Putative ATP-dependent RNA helicase PI10 OS=Mus musculus GN=D1Pas1 PE=1 SV=1

40S ribosomal protein S15a OS=Mus musculus GN=Rps15a PE=1 SV=2

Sideroflexin-1 OS=Mus musculus GN=Sfxn1 PE=1 SV=3

RNA-binding protein 3 0S=Mus musculus GN=Rbm3 PE=1 SV=1

Kinectin OS=Mus musculus GN=Ktn1 PE=1 SV=1

Dnal homolog subfamily C member 7 0S=Mus musculus GN=Dnajc7 PE=1 SV=2
Actin-related protein 2/3 complex subunit 1A OS=Mus musculus GN=Arpcla PE=1 SV=1
Ras GTPase-activating protein-binding protein 1 0S=Mus musculus GN=G3bp1 PE=1 SV=1
Cofilin-2 0S=Mus musculus GN=Cfl2 PE=1 SV=1

Eukaryotic translation initiation factor 2 subunit 3, X-linked OS=Mus musculus GN=Eif2s3x PE=1 SV=2
T-complex protein 1 subunit theta 0S=Mus musculus GN=Cct8 PE=1 SV=3

Eukaryotic peptide chain release factor subunit 1 0S=Mus musculus GN=Etf1 PE=1 SV=4
Splicing factor 3B subunit 1 0S=Mus musculus GN=Sf3b1 PE=1 SV=1

Kininogen-1 OS=Mus musculus GN=Kngl PE=1 SV=1

Histone H2A.V 0S=Mus musculus GN=H2afv PE=1 SV=3

Ubiquitin-conjugating enzyme E2 N OS=Mus musculus GN=Ube2n PE=1 SV=1

40S ribosomal protein S3 0S=Mus musculus GN=Rps3 PE=1 SV=1

Eukaryotic translation initiation factor 2 subunit 1 0S=Mus musculus GN=Eif2s1 PE=1 SV=3
Adenosylhomocysteinase OS=Mus musculus GN=Ahcy PE=1 SV=3

Protein piccolo OS=Mus musculus GN=Pclo PE=1 SV=4

Ubiquitin-associated domain-containing protein 2 OS=Mus musculus GN=Ubac2 PE=1 SV=1
Thrombospondin-1 0S=Mus musculus GN=Thbs1 PE=1 SV=1

Heterogeneous nuclear ribonucleoprotein DO OS=Mus musculus GN=Hnrnpd PE=1 SV=2
Nucleophosmin OS=Mus musculus GN=Npm1 PE=1 SV=1

Histone H2B type 1-M OS=Mus musculus GN=Hist1h2bm PE=1 SV=2

Protein SET OS=Mus musculus GN=Set PE=1 SV=1

Pantetheinase OS=Mus musculus GN=Vnn1 PE=1 SV=3

Chloride anion exchanger OS=Mus musculus GN=SIc26a3 PE=1 SV=1

Nucleoside diphosphate kinase B OS=Mus musculus GN=Nme2 PE=1 SV=1

Actin, cytoplasmic 1 OS=Mus musculus GN=Actb PE=1 SV=1

Protein FAM53C OS=Mus musculus GN=Fam53c PE=1 SV=1

Cystatin-C OS=Mus musculus GN=Cst3 PE=1 SV=2

Inter-alpha-trypsin inhibitor heavy chain H1 OS=Mus musculus GN=Itihl PE=1 SV=2
Hemoglobin subunit alpha 0S=Mus musculus GN=Hba PE=1 SV=2

Alpha-2-macroglobulin-P OS=Mus musculus GN=A2mp PE=2 SV=2

Heat shock protein HSP 90-beta OS=Mus musculus GN=Hsp90ab1 PE=1 SV=3

Hemoglobin subunit beta-1 0S=Mus musculus GN=Hbb-b1 PE=1 SV=2

Elongation factor 1-alpha 1 OS=Mus musculus GN=Eeflal PE=1 SV=3

Heterogeneous nuclear ribonucleoproteins A2/B1 0S=Mus musculus GN=Hnrnpa2b1 PE=1 SV=2
60 kDa heat shock protein, mitochondrial 0S=Mus musculus GN=Hspd1 PE=1 SV=1

14-3-3 protein zeta/delta OS=Mus musculus GN=Ywhaz PE=1 SV=1

Alpha-enolase OS=Mus musculus GN=Enol PE=1 SV=3

Splicing factor, proline- and glutamine-rich 0S=Mus musculus GN=Sfpq PE=1 SV=1

60S ribosomal protein L8 OS=Mus musculus GN=Rpl8 PE=1 SV=2

Multifunctional protein ADE2 OS=Mus musculus GN=Paics PE=1 SV=4

Eukaryotic translation initiation factor 5A-1 OS=Mus musculus GN=Eif5a PE=1 SV=2
Transgelin-2 OS=Mus musculus GN=TagIn2 PE=1 SV=4

SPARC OS=Mus musculus GN=Sparc PE=1 SV=1

Prothrombin OS=Mus musculus GN=F2 PE=1 SV=1

Fibulin-1 OS=Mus musculus GN=FbIn1 PE=1 SV=2

Dual specificity mitogen-activated protein kinase kinase 1 0S=Mus musculus GN=Map2k1 PE=1 SV=2
Heat shock 70 kDa protein 1A OS=Mus musculus GN=Hspala PE=1 SV=2

Antithrombin-Ill 0S=Mus musculus GN=Serpincl PE=1 SV=1

Creatine kinase B-type OS=Mus musculus GN=Ckb PE=1 SV=1

Histone H4 OS=Mus musculus GN=Hist1h4a PE=1 SV=2

Protein-tyrosine kinase 2-beta OS=Mus musculus GN=Ptk2b PE=1 SV=2

Gelsolin 0S=Mus musculus GN=Gsn PE=1 SV=3

Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus musculus GN=Itih4 PE=1 SV=2
Collagen alpha-1(l) chain 0S=Mus musculus GN=Collal PE=1 SV=4

Heterogeneous nuclear ribonucleoprotein A1 OS=Mus musculus GN=Hnrnpal PE=1 SV=2
Procollagen C-endopeptidase enhancer 1 OS=Mus musculus GN=Pcolce PE=1 SV=2
Fibulin-2 OS=Mus musculus GN=FbIn2 PE=1 SV=2

Pigment epithelium-derived factor 0S=Mus musculus GN=Serpinfl PE=1 SV=2

Heat shock 70 kDa protein 1-like 0S=Mus musculus GN=Hspall PE=1 SV=4
Glyceraldehyde-3-phosphate dehydrogenase OS=Mus musculus GN=Gapdh PE=1 SV=2
Guanine nucleotide-binding protein subunit beta-2-like 1 0S=Mus musculus GN=Gnb2l1 PE=1 SV=3
Collagen alpha-2(l) chain 0S=Mus musculus GN=Col1a2 PE=1 SV=2

Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=4

Beta-actin-like protein 2 OS=Mus musculus GN=Actbl2 PE=1 SV=1

Serum albumin OS=Mus musculus GN=Alb PE=1 SV=3

Complement factor B 0S=Mus musculus GN=Cfb PE=1 SV=2

Adenylyltransferase and sulfurtransferase MOCS3 OS=Mus musculus GN=Mocs3 PE=1 SV=1
Vitamin D-binding protein 0S=Mus musculus GN=Gc PE=1 SV=2

Ubinuclein-2 0S=Mus musculus GN=Ubn2 PE=1 SV=2

Probable JmjC domain-containing histone demethylation protein 2C OS=Mus musculus GN=Jmjd1c PE=1 SV=3

IQ and AAA domain-containing protein 1-like 0S=Mus musculus GN=Igcall PE=1 SV=3
Translation initiation factor IF-2, mitochondrial 0S=Mus musculus GN=Mtif2 PE=1 SV=2

ILF2_MOUSE
KAPCA_MOUSE (+1)
NAA10_MOUSE
NC2B_MOUSE
NPM3_MOUSE
NUP93_MOUSE
OAT_MOUSE
OLA1_MOUSE
P5CS_MOUSE
PHB_MOUSE
PHF6_MOUSE
PP1R7_MOUSE
PPIF_MOUSE
PRS8_MOUSE
PSD13_MOUSE
PSMD2_MOUSE
RL14_MOUSE
RL30_MOUSE
RL31_MOUSE
RS15_MOUSE
RSSA_MOUSE
SAP18_MOUSE
SEPT7_MOUSE
SMD3_MOUSE
SPF27_MOUSE
SPTN1_MOUSE
SYEP_MOUSE
SYTC_MOUSE
TBB2A_MOUSE (+1)
TBB4A_MOUSE
TBB4B_MOUSE
TCPE_MOUSE
VDAC2_MOUSE
PSPC1_MOUSE
PP2AA_MOUSE (+1)
HNRPL_MOUSE
IGHIM_MOUSE (+1)
EIF3D_MOUSE
TBA1C_MOUSE
HMGB2_MOUSE
MCM3_MOUSE
RL40_MOUSE (+3)
YTHD1_MOUSE (+1)
PHB2_MOUSE
U2AF2_MOUSE
CNBP_MOUSE
SRS10_MOUSE
RIR1_MOUSE
PABP2_MOUSE
U5S1_MOUSE
DDX3L_MOUSE (+1)
RS15A_MOUSE
SFXN1_MOUSE
RBM3_MOUSE
KTN1_MOUSE
DNJC7_MOUSE
ARCIA_MOUSE (+1)
G3BP1_MOUSE
COF2_MOUSE
IF2G_MOUSE (+1)
TCPQ_MOUSE
ERF1_MOUSE
SF3B1_MOUSE
KNG1_MOUSE
H2AV_MOUSE (+1)
UBE2N_MOUSE
RS3_MOUSE
IF2A_ MOUSE
SAHH_MOUSE
PCLO_MOUSE
UBAC2_MOUSE
TSP1_MOUSE
HNRPD_MOUSE
NPM_MOUSE
H2B1M_MOUSE
SET_MOUSE
VNN1_MOUSE
S26A3_MOUSE
NDKB_MOUSE
ACTB_MOUSE (+1)
FA53C_MOUSE
CYTC_MOUSE
ITIH1._ MOUSE
HBA_MOUSE
A2MP_MOUSE
HS90B_MOUSE
HBB1_MOUSE (+1)
EF1A1_MOUSE
ROA2_MOUSE
CH60_MOUSE
1433Z_MOUSE
ENOA_MOUSE
SFPQ_MOUSE
RL8_MOUSE
PUR6_MOUSE
IF5A1_MOUSE
TAGL2_MOUSE
SPRC_MOUSE
THRB_MOUSE
FBLN1_MOUSE
MP2K1_MOUSE
HS71A_MOUSE (+1)
ANT3_MOUSE
KCRB_MOUSE
H4_MOUSE
FAK2_MOUSE
GELS_MOUSE
ITIH4_MOUSE
CO1A1_MOUSE
ROA1_MOUSE
PCOC1_MOUSE
FBLN2_MOUSE
PEDF_MOUSE
HS71L_MOUSE
G3P_MOUSE
GBLP_MOUSE
CO1A2_MOUSE
FINC_MOUSE
ACTBL_MOUSE
ALBU_MOUSE
CFAB_MOUSE
MOCS3_MOUSE
VTDB_MOUSE
UBN2_MOUSE
JHD2C_MOUSE
IQCAL_MOUSE
IF2M_MOUSE
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?
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?
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?
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?
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Heat	shock	70	kDa	protein	4	OS=Mus	musculus	GN=Hspa4	PE=1	SV=1 HSP74_MOUSE 94	kDa 0.37

Interleukin	enhancer-binding	factor	2	OS=Mus	musculus	GN=Ilf2	PE=1	SV=1 ILF2_MOUSE 43	kDa 0.37

cAMP-dependent	protein	kinase	catalytic	subunit	alpha	OS=Mus	musculus	GN=Prkaca	PE=1	SV=3 KAPCA_MOUSE	(+1) ? 0.37

N-alpha-acetyltransferase	10	OS=Mus	musculus	GN=Naa10	PE=1	SV=1 NAA10_MOUSE 27	kDa 0.37

Protein	Dr1	OS=Mus	musculus	GN=Dr1	PE=1	SV=1 NC2B_MOUSE 19	kDa 0.37

Nucleoplasmin-3	OS=Mus	musculus	GN=Npm3	PE=1	SV=3 NPM3_MOUSE 19	kDa 0.37

Nuclear	pore	complex	protein	Nup93	OS=Mus	musculus	GN=Nup93	PE=1	SV=1 NUP93_MOUSE ? 0.37

Ornithine	aminotransferase,	mitochondrial	OS=Mus	musculus	GN=Oat	PE=1	SV=1 OAT_MOUSE 48	kDa 0.37

Obg-like	ATPase	1	OS=Mus	musculus	GN=Ola1	PE=1	SV=1 OLA1_MOUSE ? 0.37

Delta-1-pyrroline-5-carboxylate	synthase	OS=Mus	musculus	GN=Aldh18a1	PE=1	SV=2 P5CS_MOUSE ? 0.37

Prohibitin	OS=Mus	musculus	GN=Phb	PE=1	SV=1 PHB_MOUSE 30	kDa 0.37

PHD	finger	protein	6	OS=Mus	musculus	GN=Phf6	PE=1	SV=1 PHF6_MOUSE ? 0.37

Protein	phosphatase	1	regulatory	subunit	7	OS=Mus	musculus	GN=Ppp1r7	PE=1	SV=2 PP1R7_MOUSE 41	kDa 0.37

Peptidyl-prolyl	cis-trans	isomerase	F,	mitochondrial	OS=Mus	musculus	GN=Ppif	PE=1	SV=1 PPIF_MOUSE 22	kDa 0.37

26S	protease	regulatory	subunit	8	OS=Mus	musculus	GN=Psmc5	PE=1	SV=1 PRS8_MOUSE 46	kDa 0.37

26S	proteasome	non-ATPase	regulatory	subunit	13	OS=Mus	musculus	GN=Psmd13	PE=1	SV=1 PSD13_MOUSE 43	kDa 0.37

26S	proteasome	non-ATPase	regulatory	subunit	2	OS=Mus	musculus	GN=Psmd2	PE=1	SV=1 PSMD2_MOUSE 100	kDa 0.37

60S	ribosomal	protein	L14	OS=Mus	musculus	GN=Rpl14	PE=1	SV=3 RL14_MOUSE 24	kDa 0.37

60S	ribosomal	protein	L30	OS=Mus	musculus	GN=Rpl30	PE=1	SV=2 RL30_MOUSE 13	kDa 0.37

60S	ribosomal	protein	L31	OS=Mus	musculus	GN=Rpl31	PE=1	SV=1 RL31_MOUSE 14	kDa 0.37

40S	ribosomal	protein	S15	OS=Mus	musculus	GN=Rps15	PE=1	SV=2 RS15_MOUSE 17	kDa 0.37

40S	ribosomal	protein	SA	OS=Mus	musculus	GN=Rpsa	PE=1	SV=4 RSSA_MOUSE 33	kDa 0.37

Histone	deacetylase	complex	subunit	SAP18	OS=Mus	musculus	GN=Sap18	PE=1	SV=1 SAP18_MOUSE 18	kDa 0.37

Septin-7	OS=Mus	musculus	GN=Sept7	PE=1	SV=1 SEPT7_MOUSE 51	kDa 0.37

Small	nuclear	ribonucleoprotein	Sm	D3	OS=Mus	musculus	GN=Snrpd3	PE=1	SV=1 SMD3_MOUSE 14	kDa 0.37

Pre-mRNA-splicing	factor	SPF27	OS=Mus	musculus	GN=Bcas2	PE=1	SV=1 SPF27_MOUSE 26	kDa 0.37

Spectrin	alpha	chain,	non-erythrocytic	1	OS=Mus	musculus	GN=Sptan1	PE=1	SV=4 SPTN1_MOUSE ? 0.37

Bifunctional	glutamate/proline--tRNA	ligase	OS=Mus	musculus	GN=Eprs	PE=1	SV=4 SYEP_MOUSE 170	kDa 0.37

Threonine--tRNA	ligase,	cytoplasmic	OS=Mus	musculus	GN=Tars	PE=1	SV=2 SYTC_MOUSE 83	kDa 0.37

Tubulin	beta-2A	chain	OS=Mus	musculus	GN=Tubb2a	PE=1	SV=1 TBB2A_MOUSE	(+1) 50	kDa 0.37

Tubulin	beta-4A	chain	OS=Mus	musculus	GN=Tubb4a	PE=1	SV=3 TBB4A_MOUSE 50	kDa 0.37

Tubulin	beta-4B	chain	OS=Mus	musculus	GN=Tubb4b	PE=1	SV=1 TBB4B_MOUSE 50	kDa 0.37

T-complex	protein	1	subunit	epsilon	OS=Mus	musculus	GN=Cct5	PE=1	SV=1 TCPE_MOUSE 60	kDa 0.37

Voltage-dependent	anion-selective	channel	protein	2	OS=Mus	musculus	GN=Vdac2	PE=1	SV=2 VDAC2_MOUSE 32	kDa 0.37

Paraspeckle	component	1	OS=Mus	musculus	GN=Pspc1	PE=1	SV=1 PSPC1_MOUSE ? 0.37

Serine/threonine-protein	phosphatase	2A	catalytic	subunit	alpha	isoform	OS=Mus	musculus	GN=Ppp2ca	PE=1	SV=1 PP2AA_MOUSE	(+1) 36	kDa 0.37

Heterogeneous	nuclear	ribonucleoprotein	L	OS=Mus	musculus	GN=Hnrnpl	PE=1	SV=2 HNRPL_MOUSE 64	kDa 0.37

Ig	gamma-1	chain	C	region,	membrane-bound	form	OS=Mus	musculus	GN=Ighg1	PE=1	SV=2 IGH1M_MOUSE	(+1) 43	kDa 0.37

Eukaryotic	translation	initiation	factor	3	subunit	D	OS=Mus	musculus	GN=Eif3d	PE=1	SV=2 EIF3D_MOUSE 64	kDa 0.37

Tubulin	alpha-1C	chain	OS=Mus	musculus	GN=Tuba1c	PE=1	SV=1 TBA1C_MOUSE 50	kDa 0.37

High	mobility	group	protein	B2	OS=Mus	musculus	GN=Hmgb2	PE=1	SV=3 HMGB2_MOUSE 24	kDa 0.37

DNA	replication	licensing	factor	MCM3	OS=Mus	musculus	GN=Mcm3	PE=1	SV=2 MCM3_MOUSE 92	kDa 0.37

Ubiquitin-60S	ribosomal	protein	L40	OS=Mus	musculus	GN=Uba52	PE=1	SV=2 RL40_MOUSE	(+3) 15	kDa 0.37

YTH	domain-containing	family	protein	1	OS=Mus	musculus	GN=Ythdf1	PE=1	SV=1 YTHD1_MOUSE	(+1) 61	kDa 0.37

Prohibitin-2	OS=Mus	musculus	GN=Phb2	PE=1	SV=1 PHB2_MOUSE 33	kDa 0.37

Splicing	factor	U2AF	65	kDa	subunit	OS=Mus	musculus	GN=U2af2	PE=1	SV=3 U2AF2_MOUSE 54	kDa 0.37

Cellular	nucleic	acid-binding	protein	OS=Mus	musculus	GN=Cnbp	PE=1	SV=2 CNBP_MOUSE ? 0.37

Serine/arginine-rich	splicing	factor	10	OS=Mus	musculus	GN=Srsf10	PE=1	SV=2 SRS10_MOUSE ? 0.37

Ribonucleoside-diphosphate	reductase	large	subunit	OS=Mus	musculus	GN=Rrm1	PE=1	SV=2 RIR1_MOUSE 90	kDa 0.37

Polyadenylate-binding	protein	2	OS=Mus	musculus	GN=Pabpn1	PE=1	SV=3 PABP2_MOUSE ? 0.37

116	kDa	U5	small	nuclear	ribonucleoprotein	component	OS=Mus	musculus	GN=Eftud2	PE=1	SV=1 U5S1_MOUSE 109	kDa 0.37

Putative	ATP-dependent	RNA	helicase	Pl10	OS=Mus	musculus	GN=D1Pas1	PE=1	SV=1 DDX3L_MOUSE	(+1) 73	kDa 0.37

40S	ribosomal	protein	S15a	OS=Mus	musculus	GN=Rps15a	PE=1	SV=2 RS15A_MOUSE 15	kDa 0.37

Sideroflexin-1	OS=Mus	musculus	GN=Sfxn1	PE=1	SV=3 SFXN1_MOUSE 36	kDa 0.37

RNA-binding	protein	3	OS=Mus	musculus	GN=Rbm3	PE=1	SV=1 RBM3_MOUSE 17	kDa 0.37

Kinectin	OS=Mus	musculus	GN=Ktn1	PE=1	SV=1 KTN1_MOUSE ? 0.37

DnaJ	homolog	subfamily	C	member	7	OS=Mus	musculus	GN=Dnajc7	PE=1	SV=2 DNJC7_MOUSE 56	kDa 0.37

Actin-related	protein	2/3	complex	subunit	1A	OS=Mus	musculus	GN=Arpc1a	PE=1	SV=1 ARC1A_MOUSE	(+1) 42	kDa 0.37

Ras	GTPase-activating	protein-binding	protein	1	OS=Mus	musculus	GN=G3bp1	PE=1	SV=1 G3BP1_MOUSE 52	kDa 0.37

Cofilin-2	OS=Mus	musculus	GN=Cfl2	PE=1	SV=1 COF2_MOUSE 19	kDa 0.37

Eukaryotic	translation	initiation	factor	2	subunit	3,	X-linked	OS=Mus	musculus	GN=Eif2s3x	PE=1	SV=2 IF2G_MOUSE	(+1) 51	kDa 0.37

T-complex	protein	1	subunit	theta	OS=Mus	musculus	GN=Cct8	PE=1	SV=3 TCPQ_MOUSE 60	kDa 0.37

Eukaryotic	peptide	chain	release	factor	subunit	1	OS=Mus	musculus	GN=Etf1	PE=1	SV=4 ERF1_MOUSE 49	kDa 0.37

Splicing	factor	3B	subunit	1	OS=Mus	musculus	GN=Sf3b1	PE=1	SV=1 SF3B1_MOUSE 146	kDa 0.37

Kininogen-1	OS=Mus	musculus	GN=Kng1	PE=1	SV=1 KNG1_MOUSE ? 0.37

Histone	H2A.V	OS=Mus	musculus	GN=H2afv	PE=1	SV=3 H2AV_MOUSE	(+1) 14	kDa 0.37

Ubiquitin-conjugating	enzyme	E2	N	OS=Mus	musculus	GN=Ube2n	PE=1	SV=1 UBE2N_MOUSE 17	kDa 0.37

40S	ribosomal	protein	S3	OS=Mus	musculus	GN=Rps3	PE=1	SV=1 RS3_MOUSE 27	kDa 0.37

Eukaryotic	translation	initiation	factor	2	subunit	1	OS=Mus	musculus	GN=Eif2s1	PE=1	SV=3 IF2A_MOUSE 36	kDa 0.37

Adenosylhomocysteinase	OS=Mus	musculus	GN=Ahcy	PE=1	SV=3 SAHH_MOUSE 48	kDa 0.37

Protein	piccolo	OS=Mus	musculus	GN=Pclo	PE=1	SV=4 PCLO_MOUSE ? 0.41

Ubiquitin-associated	domain-containing	protein	2	OS=Mus	musculus	GN=Ubac2	PE=1	SV=1 UBAC2_MOUSE 39	kDa 0.42

Thrombospondin-1	OS=Mus	musculus	GN=Thbs1	PE=1	SV=1 TSP1_MOUSE 130	kDa 0.43

Heterogeneous	nuclear	ribonucleoprotein	D0	OS=Mus	musculus	GN=Hnrnpd	PE=1	SV=2 HNRPD_MOUSE ? 0.43

Nucleophosmin	OS=Mus	musculus	GN=Npm1	PE=1	SV=1 NPM_MOUSE 33	kDa 0.45

Histone	H2B	type	1-M	OS=Mus	musculus	GN=Hist1h2bm	PE=1	SV=2 H2B1M_MOUSE 14	kDa 0.49

Protein	SET	OS=Mus	musculus	GN=Set	PE=1	SV=1 SET_MOUSE ? 0.49

Pantetheinase	OS=Mus	musculus	GN=Vnn1	PE=1	SV=3 VNN1_MOUSE 57	kDa 0.49

Chloride	anion	exchanger	OS=Mus	musculus	GN=Slc26a3	PE=1	SV=1 S26A3_MOUSE 84	kDa 0.49

Nucleoside	diphosphate	kinase	B	OS=Mus	musculus	GN=Nme2	PE=1	SV=1 NDKB_MOUSE 17	kDa 0.49

Actin,	cytoplasmic	1	OS=Mus	musculus	GN=Actb	PE=1	SV=1 ACTB_MOUSE	(+1) 42	kDa 0.5

Protein	FAM53C	OS=Mus	musculus	GN=Fam53c	PE=1	SV=1 FA53C_MOUSE 43	kDa 0.53

Cystatin-C	OS=Mus	musculus	GN=Cst3	PE=1	SV=2 CYTC_MOUSE 16	kDa 0.53

Inter-alpha-trypsin	inhibitor	heavy	chain	H1	OS=Mus	musculus	GN=Itih1	PE=1	SV=2 ITIH1_MOUSE 101	kDa 0.53

Hemoglobin	subunit	alpha	OS=Mus	musculus	GN=Hba	PE=1	SV=2 HBA_MOUSE 15	kDa 0.57

Alpha-2-macroglobulin-P	OS=Mus	musculus	GN=A2mp	PE=2	SV=2 A2MP_MOUSE ? 0.57

Heat	shock	protein	HSP	90-beta	OS=Mus	musculus	GN=Hsp90ab1	PE=1	SV=3 HS90B_MOUSE 83	kDa 0.61

Hemoglobin	subunit	beta-1	OS=Mus	musculus	GN=Hbb-b1	PE=1	SV=2 HBB1_MOUSE	(+1) 16	kDa 0.62

Elongation	factor	1-alpha	1	OS=Mus	musculus	GN=Eef1a1	PE=1	SV=3 EF1A1_MOUSE 50	kDa 0.64

Heterogeneous	nuclear	ribonucleoproteins	A2/B1	OS=Mus	musculus	GN=Hnrnpa2b1	PE=1	SV=2 ROA2_MOUSE ? 0.64

60	kDa	heat	shock	protein,	mitochondrial	OS=Mus	musculus	GN=Hspd1	PE=1	SV=1 CH60_MOUSE ? 0.64

14-3-3	protein	zeta/delta	OS=Mus	musculus	GN=Ywhaz	PE=1	SV=1 1433Z_MOUSE 28	kDa 0.64

Alpha-enolase	OS=Mus	musculus	GN=Eno1	PE=1	SV=3 ENOA_MOUSE 47	kDa 0.64

Splicing	factor,	proline-	and	glutamine-rich	OS=Mus	musculus	GN=Sfpq	PE=1	SV=1 SFPQ_MOUSE 75	kDa 0.64

60S	ribosomal	protein	L8	OS=Mus	musculus	GN=Rpl8	PE=1	SV=2 RL8_MOUSE 28	kDa 0.64

Multifunctional	protein	ADE2	OS=Mus	musculus	GN=Paics	PE=1	SV=4 PUR6_MOUSE 47	kDa 0.64

Eukaryotic	translation	initiation	factor	5A-1	OS=Mus	musculus	GN=Eif5a	PE=1	SV=2 IF5A1_MOUSE 17	kDa 0.64

Transgelin-2	OS=Mus	musculus	GN=Tagln2	PE=1	SV=4 TAGL2_MOUSE 22	kDa 0.64

SPARC	OS=Mus	musculus	GN=Sparc	PE=1	SV=1 SPRC_MOUSE 34	kDa 0.65

Prothrombin	OS=Mus	musculus	GN=F2	PE=1	SV=1 THRB_MOUSE 70	kDa 0.66

Fibulin-1	OS=Mus	musculus	GN=Fbln1	PE=1	SV=2 FBLN1_MOUSE ? 0.7

Dual	specificity	mitogen-activated	protein	kinase	kinase	1	OS=Mus	musculus	GN=Map2k1	PE=1	SV=2 MP2K1_MOUSE 43	kDa 0.77

Heat	shock	70	kDa	protein	1A	OS=Mus	musculus	GN=Hspa1a	PE=1	SV=2 HS71A_MOUSE	(+1) 70	kDa 0.78

Antithrombin-III	OS=Mus	musculus	GN=Serpinc1	PE=1	SV=1 ANT3_MOUSE 52	kDa 0.78

Creatine	kinase	B-type	OS=Mus	musculus	GN=Ckb	PE=1	SV=1 KCRB_MOUSE 43	kDa 0.79

Histone	H4	OS=Mus	musculus	GN=Hist1h4a	PE=1	SV=2 H4_MOUSE 11	kDa 0.79

Protein-tyrosine	kinase	2-beta	OS=Mus	musculus	GN=Ptk2b	PE=1	SV=2 FAK2_MOUSE 116	kDa 0.8

Gelsolin	OS=Mus	musculus	GN=Gsn	PE=1	SV=3 GELS_MOUSE ? 0.81

Inter	alpha-trypsin	inhibitor,	heavy	chain	4	OS=Mus	musculus	GN=Itih4	PE=1	SV=2 ITIH4_MOUSE ? 0.81

Collagen	alpha-1(I)	chain	OS=Mus	musculus	GN=Col1a1	PE=1	SV=4 CO1A1_MOUSE ? 0.84

Heterogeneous	nuclear	ribonucleoprotein	A1	OS=Mus	musculus	GN=Hnrnpa1	PE=1	SV=2 ROA1_MOUSE ? 0.84

Procollagen	C-endopeptidase	enhancer	1	OS=Mus	musculus	GN=Pcolce	PE=1	SV=2 PCOC1_MOUSE 50	kDa 0.86

Fibulin-2	OS=Mus	musculus	GN=Fbln2	PE=1	SV=2 FBLN2_MOUSE ? 0.9

Pigment	epithelium-derived	factor	OS=Mus	musculus	GN=Serpinf1	PE=1	SV=2 PEDF_MOUSE 46	kDa 0.93

Heat	shock	70	kDa	protein	1-like	OS=Mus	musculus	GN=Hspa1l	PE=1	SV=4 HS71L_MOUSE 71	kDa 0.94

Glyceraldehyde-3-phosphate	dehydrogenase	OS=Mus	musculus	GN=Gapdh	PE=1	SV=2 G3P_MOUSE 36	kDa 0.94

Guanine	nucleotide-binding	protein	subunit	beta-2-like	1	OS=Mus	musculus	GN=Gnb2l1	PE=1	SV=3 GBLP_MOUSE ? 0.94

Collagen	alpha-2(I)	chain	OS=Mus	musculus	GN=Col1a2	PE=1	SV=2 CO1A2_MOUSE 130	kDa 0.96

Fibronectin	OS=Mus	musculus	GN=Fn1	PE=1	SV=4 FINC_MOUSE 273	kDa 0.97

Beta-actin-like	protein	2	OS=Mus	musculus	GN=Actbl2	PE=1	SV=1 ACTBL_MOUSE 42	kDa 0.97

Serum	albumin	OS=Mus	musculus	GN=Alb	PE=1	SV=3 ALBU_MOUSE 69	kDa 0.98

Complement	factor	B	OS=Mus	musculus	GN=Cfb	PE=1	SV=2 CFAB_MOUSE 85	kDa 0.98

Adenylyltransferase	and	sulfurtransferase	MOCS3	OS=Mus	musculus	GN=Mocs3	PE=1	SV=1 MOCS3_MOUSE 49	kDa 0.98

Vitamin	D-binding	protein	OS=Mus	musculus	GN=Gc	PE=1	SV=2 VTDB_MOUSE 54	kDa 0.98

Ubinuclein-2	OS=Mus	musculus	GN=Ubn2	PE=1	SV=2 UBN2_MOUSE ? 0.99

Probable	JmjC	domain-containing	histone	demethylation	protein	2C	OS=Mus	musculus	GN=Jmjd1c	PE=1	SV=3 JHD2C_MOUSE 261	kDa 0.99

IQ	and	AAA	domain-containing	protein	1-like	OS=Mus	musculus	GN=Iqca1l	PE=1	SV=3 IQCAL_MOUSE ? 0.99

Translation	initiation	factor	IF-2,	mitochondrial	OS=Mus	musculus	GN=Mtif2	PE=1	SV=2 IF2M_MOUSE 81	kDa 0.99
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Identified Proteins (100)

Zinc finger B-box domain-containing protein 1 0S=Mus musculus GN=Zbbx PE=1 SV=1
Alpha-enolase OS=Mus musculus GN=Enol PE=1 SV=3

72 kDa type IV collagenase OS=Mus musculus GN=Mmp2 PE=1 SV=1

Collagen alpha-1(l) chain 0S=Mus musculus GN=Collal PE=1 SV=4

Collagen alpha-1(lIl) chain 0S=Mus musculus GN=Col3al PE=1 SV=4

Heat shock cognate 71 kDa protein OS=Mus musculus GN=Hspa8 PE=1 SV=1
Glyceraldehyde-3-phosphate dehydrogenase OS=Mus musculus GN=Gapdh PE=1 SV=2
Hemoglobin subunit beta-1 0S=Mus musculus GN=Hbb-b1 PE=1 SV=2

L-lactate dehydrogenase C chain OS=Mus musculus GN=Ldhc PE=1 SV=2

Insulin-like growth factor-binding protein 2 0S=Mus musculus GN=Igfbp2 PE=2 SV=2
Chloride anion exchanger OS=Mus musculus GN=SIc26a3 PE=1 SV=1

Peptidyl-prolyl cis-trans isomerase A OS=Mus musculus GN=Ppia PE=1 SV=2

14-3-3 protein zeta/delta 0S=Mus musculus GN=Ywhaz PE=1 SV=1

Hemoglobin subunit alpha 0OS=Mus musculus GN=Hba PE=1 SV=2

Collagen alpha-2(l) chain 0S=Mus musculus GN=Colla2 PE=1 SV=2

Magnesium transporter protein 1 0S=Mus musculus GN=Magt1 PE=1 SV=1
Protocadherin alpha-10 OS=Mus musculus GN=Pcdhal0 PE=2 SV=1

Protein FAM53C OS=Mus musculus GN=Fam53c PE=1 SV=1

T-cell activation Rho GTPase-activating protein OS=Mus musculus GN=Tagap PE=2 SV=2
Small proline-rich protein 2B OS=Mus musculus GN=Sprr2b PE=2 SV=1

Histone H4 OS=Mus musculus GN=Hist1h4a PE=1 SV=2

Heat shock 70 kDa protein 1A OS=Mus musculus GN=Hspala PE=1 SV=2

Collagen alpha-1(VI) chain 0S=Mus musculus GN=Col6al PE=1 SV=1

14-3-3 protein gamma 0S=Mus musculus GN=Ywhag PE=1 SV=2

Keratin, type | cytoskeletal 16 OS=Mus musculus GN=Krt16 PE=1 SV=3

Pyruvate kinase PKM OS=Mus musculus GN=Pkm PE=1 SV=4

Keratin, type | cytoskeletal 42 OS=Mus musculus GN=Krt42 PE=1 SV=1
Fructose-bisphosphate aldolase A 0S=Mus musculus GN=Aldoa PE=1 SV=2
Pre-mRNA-processing factor 40 homolog A OS=Mus musculus GN=Prpf40a PE=1 SV=1
Decorin OS=Mus musculus GN=Dcn PE=1 SV=1

Complement factor B 0S=Mus musculus GN=Cfb PE=1 SV=2

Collagen alpha-1(Il) chain 0S=Mus musculus GN=Col2al PE=1 SV=2

Annexin A2 0S=Mus musculus GN=Anxa2 PE=1 SV=2

Keratin, type Il cytoskeletal 2 oral 0S=Mus musculus GN=Krt76 PE=1 SV=1

Protein disulfide-isomerase OS=Mus musculus GN=P4hb PE=1 SV=2

Peroxiredoxin-2 OS=Mus musculus GN=Prdx2 PE=1 SV=3

40S ribosomal protein S3 0S=Mus musculus GN=Rps3 PE=1 SV=1

SH3 domain-binding glutamic acid-rich-like protein 3 0S=Mus musculus GN=Sh3bgriI3 PE=1 SV=1

Complement Cl1s-A subcomponent OS=Mus musculus GN=Clsa PE=2 SV=2
Tubulin beta-5 chain 0S=Mus musculus GN=Tubb5 PE=1 SV=1

Reticulocalbin-3 OS=Mus musculus GN=Rcn3 PE=1 SV=1

Polypeptide N-acetylgalactosaminyltransferase 5 0S=Mus musculus GN=Galnt5 PE=2 SV=2
Alpha-2-macroglobulin-P 0S=Mus musculus GN=A2mp PE=2 SV=2

Prosaposin OS=Mus musculus GN=Psap PE=1 SV=2

Procollagen C-endopeptidase enhancer 1 0S=Mus musculus GN=Pcolce PE=1 SV=2
Periostin OS=Mus musculus GN=Postn PE=1 SV=2

Cartilage oligomeric matrix protein OS=Mus musculus GN=Comp PE=1 SV=2
Keratin, type | cytoskeletal 17 OS=Mus musculus GN=Krt17 PE=1 SV=3

Fibulin-1 OS=Mus musculus GN=FbIn1 PE=1 SV=2

Suppression of tumorigenicity 18 protein 0S=Mus musculus GN=St18 PE=2 SV=2
Integral membrane protein 2B OS=Mus musculus GN=Itm2b PE=1 SV=1

Stromal cell-derived factor 1 0S=Mus musculus GN=Cxcl12 PE=2 SV=2

Adipocyte enhancer-binding protein 1 0S=Mus musculus GN=Aebp1 PE=1 SV=1
Protein-tyrosine kinase 2-beta OS=Mus musculus GN=Ptk2b PE=1 SV=2

Profilin-1 0OS=Mus musculus GN=Pfn1 PE=1 SV=2

Pigment epithelium-derived factor 0S=Mus musculus GN=Serpinfl PE=1 SV=2
Complement C3 OS=Mus musculus GN=C3 PE=1 SV=3

Elongation factor 1-alpha 1 OS=Mus musculus GN=Eeflal PE=1 SV=3

Keratin, type | cytoskeletal 14 OS=Mus musculus GN=Krt14 PE=1 SV=2

Keratin, type Il cytoskeletal 6A OS=Mus musculus GN=Krt6a PE=1 SV=3

Biglycan OS=Mus musculus GN=Bgn PE=1 SV=1

Follistatin-related protein 1 OS=Mus musculus GN=Fstl1 PE=1 SV=2
Antithrombin-Ill 0S=Mus musculus GN=Serpincl PE=1 SV=1

Histone H2B type 1-M OS=Mus musculus GN=Hist1h2bm PE=1 SV=2

Cystatin-C OS=Mus musculus GN=Cst3 PE=1 SV=2

Tubulin alpha-1A chain OS=Mus musculus GN=Tubala PE=1 SV=1

Prelamin-A/C OS=Mus musculus GN=Lmna PE=1 SV=2

Thrombospondin-2 0S=Mus musculus GN=Thbs2 PE=1 SV=2

Adenylyltransferase and sulfurtransferase MOCS3 OS=Mus musculus GN=Mocs3 PE=1 SV=1
Plasminogen OS=Mus musculus GN=Plg PE=1 SV=3

Heat shock 70 kDa protein 1-like 0S=Mus musculus GN=Hspall PE=1 SV=4
Gelsolin 0OS=Mus musculus GN=Gsn PE=1 SV=3

Keratin, type Il cytoskeletal 2 epidermal OS=Mus musculus GN=Krt2 PE=1 SV=1
SPARC OS=Mus musculus GN=Sparc PE=1 SV=1

Keratin, type Il cytoskeletal 79 OS=Mus musculus GN=Krt79 PE=1 SV=2

Galectin-1 OS=Mus musculus GN=Lgals1 PE=1 SV=3

Vimentin OS=Mus musculus GN=Vim PE=1 SV=3

Keratin, type | cytoskeletal 10 OS=Mus musculus GN=Krt10 PE=1 SV=3

Actin, cytoplasmic 2 OS=Mus musculus GN=Actg1 PE=1 SV=1

Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus musculus GN=Itih4 PE=1 SV=2
Histone H2A type 1-F OS=Mus musculus GN=Hist1lh2af PE=1 SV=3

Fibulin-2 0S=Mus musculus GN=FbIn2 PE=1 SV=2

Beta-2-microglobulin 0S=Mus musculus GN=B2m PE=1 SV=2

Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=4

Heat shock protein HSP 90-alpha OS=Mus musculus GN=Hsp90aal PE=1 SV=4
Keratin, type Il cytoskeletal 1 OS=Mus musculus GN=Krt1 PE=1 SV=4
Metallothionein-2 OS=Mus musculus GN=Mt2 PE=1 SV=2

Insulin-like growth factor-binding protein 7 0S=Mus musculus GN=Igfbp7 PE=1 SV=3

Arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein 2 0S=Mus musculus GN=Asap2 PE=1 SV=3

Inter-alpha-trypsin inhibitor heavy chain H2 OS=Mus musculus GN=Itih2 PE=1 SV=1
Apolipoprotein A-l 0S=Mus musculus GN=Apoal PE=1 SV=2

Protein S100-A10 OS=Mus musculus GN=S100a10 PE=1 SV=2

Prothrombin OS=Mus musculus GN=F2 PE=1 SV=1

Serpin B12 0OS=Mus musculus GN=Serpinb12 PE=2 SV=1

Keratin, type Il cytoskeletal 5 OS=Mus musculus GN=Krt5 PE=1 SV=1
Thrombospondin-1 OS=Mus musculus GN=Thbs1 PE=1 SV=1

Inter-alpha-trypsin inhibitor heavy chain H3 OS=Mus musculus GN=Itih3 PE=1 SV=3
Brain acid soluble protein 1 0S=Mus musculus GN=Basp1 PE=1 SV=3
Murinoglobulin-1 OS=Mus musculus GN=Mugl PE=1 SV=3

Serum albumin OS=Mus musculus GN=Alb PE=1 SV=3

Accession Number
ZBBX_MOUSE
ENOA_MOUSE
MMP2_MOUSE
CO1A1_MOUSE
CO3A1_MOUSE
HSP7C_MOUSE
G3P_MOUSE
HBB1_MOUSE (+1)
LDHC_MOUSE
IBP2_MOUSE
S26A3_MOUSE
PPIA_MOUSE
1433Z_MOUSE
HBA_ MOUSE
CO1A2_MOUSE
MAGT1_MOUSE
PCDAA_MOUSE
FA53C_MOUSE
TAGAP_MOUSE
SPR2B_MOUSE (+4)
H4_MOUSE
HS71A_MOUSE (+1)
CO6A1_MOUSE
1433G_MOUSE
K1C16_MOUSE
KPYM_MOUSE
K1C42_MOUSE
ALDOA_MOUSE
PR40A_MOUSE
PGS2_MOUSE
CFAB_MOUSE
CO2A1_MOUSE
ANXA2_MOUSE
K220_MOUSE
PDIA1_MOUSE
PRDX2_MOUSE
RS3_MOUSE
SH3L3_MOUSE
CS1A_MOUSE (+1)
TBB5_MOUSE
RCN3_MOUSE
GALT5_MOUSE
A2MP_MOUSE
SAP_MOUSE
PCOC1_MOUSE
POSTN_MOUSE
COMP_MOUSE (+1)
K1C17_MOUSE
FBLN1_MOUSE
ST18_MOUSE
ITM2B_MOUSE
SDF1_MOUSE
AEBP1_MOUSE
FAK2_MOUSE
PROF1_MOUSE
PEDF_MOUSE
CO3_MOUSE
EF1A1_MOUSE
K1C14_MOUSE
K2C6A_MOUSE
PGS1_MOUSE
FSTL1 _MOUSE
ANT3_MOUSE
H2B1M_MOUSE
CYTC_MOUSE
TBA1A_MOUSE (+2)
LMNA_MOUSE
TSP2_MOUSE
MOCS3_MOUSE
PLMN_MOUSE
HS71L_MOUSE
GELS_MOUSE
K22E_MOUSE
SPRC_MOUSE
K2C79_MOUSE
LEG1_MOUSE
VIME_MOUSE
K1C10_MOUSE
ACTG_MOUSE
ITIH4A_MOUSE
H2A1F_MOUSE (+7)
FBLN2_MOUSE
B2MG_MOUSE
FINC_MOUSE
HS90A_MOUSE
K2C1_MOUSE
MT2_MOUSE
IBP7_MOUSE
ASAP2_MOUSE
ITIH2_MOUSE
APOA1_MOUSE
S10AA_MOUSE
THRB_MOUSE
SPB12_MOUSE
K2C5_MOUSE
TSP1_MOUSE
ITIH3_MOUSE
BASP1_MOUSE
MUG1_MOUSE
ALBU_MOUSE

Alternate ID Molecular W T-Test (p-valt

213234 80 kDa
13806 47 kDa
17390 74 kDa
12842 138 kDa
12825 139 kDa
15481 71 kDa

100042025 36 kDa
100503605 16 kDa
16833 36 kDa
16008 33 kDa
13487 84 kDa
268373 18 kDa
22631 28 kDa
15 kDa
12843 130 kDa
38 kDa
12943 102 kDa
66306 43 kDa
72536 79 kDa
11 kDa
100041230 11 kDa

193740 70 kDa
12833 108 kDa
22628 28 kDa
16666 52 kDa
18746 58 kDa
68239 50 kDa
11674 39 kDa
56194 108 kDa
13179 40 kDa

85 kDa
12824 ?
12306 39 kDa
77055 63 kDa
18453 57 kDa
21672 22 kDa
27050 27 kDa
73723 10 kDa
50908 77 kDa
22154 50 kDa
52377 38 kDa

241391 106 kDa

?
19156 61 kDa
18542 50 kDa
50706 93 kDa
12845 82 kDa
16667 48 kDa
14114 78 kDa

240690 115 kDa
16432 30 kDa
20315 11 kDa
11568 128 kDa
19229 116 kDa
18643 15 kDa
20317 46 kDa
12266 186 kDa
13627 50 kDa
16664 53 kDa
16687 59 kDa
12111 42 kDa
14314 35 kDa
11905 52 kDa

319186 14 kDa
13010 16 kDa
22142 50 kDa
16905 74 kDa
21826 130 kDa
69372 49 kDa
18815 91 kDa
15482 71 kDa

227753 86 kDa
16681 71 kDa
20692 34 kDa

223917 58 kDa
16852 15 kDa
22352 54 kDa
16661 58 kDa
11465 42 kDa
16427 105 kDa

319173 14 kDa
14115 132 kDa
12010 14 kDa
14268 273 kDa
15519 85 kDa
16678 66 kDa
17750 6 kDa
29817 29 kDa

211914 107 kDa
16425 106 kDa
11806 31 kDa
20194 11 kDa
14061 70 kDa
71869 48 kDa

110308 62 kDa

130 kDa
16426 99 kDa
70350 22 kDa
17836 165 kDa
11657 69 kDa

0.00053
0.037
0.041
0.062
0.062
0.065
0.065

0.07
0.097
0.12
0.12
0.15
0.21
0.35
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.38
0.39
0.4
0.46
0.46
0.47
0.48
0.48
0.48
0.51
0.51
0.52
0.56
0.57
0.58
0.58
0.59
0.59
0.6
0.62
0.62
0.62
0.62
0.63
0.66
0.68
0.69
0.69
0.71
0.74
0.74
0.77
0.78
0.79
0.8
0.82
0.83
0.85
0.85
0.88
0.9
0.91
0.91
0.91
0.94
0.94
0.94
0.95
0.95
0.96
0.96
0.96
0.97
0.98
0.98
0.98
0.99
1
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Identified	Proteins	(100) Accession	Number Alternate	IDMolecular	W

e

i g h tT-Test	(p-value )

Zinc	finger	B-box	domain-containing	protein	1	OS=Mus	musculus	GN=Zbbx	PE=1	SV=1 ZBBX_MOUSE 21323480	kDa 0.00053

Alpha-enolase	OS=Mus	musculus	GN=Eno1	PE=1	SV=3 ENOA_MOUSE 1380647	kDa 0.037

72	kDa	type	IV	collagenase	OS=Mus	musculus	GN=Mmp2	PE=1	SV=1 MMP2_MOUSE 1739074	kDa 0.041

Collagen	alpha-1(I)	chain	OS=Mus	musculus	GN=Col1a1	PE=1	SV=4 CO1A1_MOUSE 12842138	kDa 0.062

Collagen	alpha-1(III)	chain	OS=Mus	musculus	GN=Col3a1	PE=1	SV=4 CO3A1_MOUSE 12825139	kDa 0.062

Heat	shock	cognate	71	kDa	protein	OS=Mus	musculus	GN=Hspa8	PE=1	SV=1 HSP7C_MOUSE 1548171	kDa 0.065

Glyceraldehyde-3-phosphate	dehydrogenase	OS=Mus	musculus	GN=Gapdh	PE=1	SV=2 G3P_MOUSE 10004202536	kDa 0.065

Hemoglobin	subunit	beta-1	OS=Mus	musculus	GN=Hbb-b1	PE=1	SV=2 HBB1_MOUSE	(+1) 10050360516	kDa 0.07

L-lactate	dehydrogenase	C	chain	OS=Mus	musculus	GN=Ldhc	PE=1	SV=2 LDHC_MOUSE 1683336	kDa 0.097

Insulin-like	growth	factor-binding	protein	2	OS=Mus	musculus	GN=Igfbp2	PE=2	SV=2 IBP2_MOUSE 1600833	kDa 0.12

Chloride	anion	exchanger	OS=Mus	musculus	GN=Slc26a3	PE=1	SV=1 S26A3_MOUSE 1348784	kDa 0.12

Peptidyl-prolyl	cis-trans	isomerase	A	OS=Mus	musculus	GN=Ppia	PE=1	SV=2 PPIA_MOUSE 26837318	kDa 0.15

14-3-3	protein	zeta/delta	OS=Mus	musculus	GN=Ywhaz	PE=1	SV=1 1433Z_MOUSE 2263128	kDa 0.21

Hemoglobin	subunit	alpha	OS=Mus	musculus	GN=Hba	PE=1	SV=2 HBA_MOUSE 15	kDa 0.35

Collagen	alpha-2(I)	chain	OS=Mus	musculus	GN=Col1a2	PE=1	SV=2 CO1A2_MOUSE 12843130	kDa 0.37

Magnesium	transporter	protein	1	OS=Mus	musculus	GN=Magt1	PE=1	SV=1 MAGT1_MOUSE 38	kDa 0.37

Protocadherin	alpha-10	OS=Mus	musculus	GN=Pcdha10	PE=2	SV=1 PCDAA_MOUSE 12943102	kDa 0.37

Protein	FAM53C	OS=Mus	musculus	GN=Fam53c	PE=1	SV=1 FA53C_MOUSE 6630643	kDa 0.37

T-cell	activation	Rho	GTPase-activating	protein	OS=Mus	musculus	GN=Tagap	PE=2	SV=2 TAGAP_MOUSE 7253679	kDa 0.37

Small	proline-rich	protein	2B	OS=Mus	musculus	GN=Sprr2b	PE=2	SV=1 SPR2B_MOUSE	(+4) 11	kDa 0.37

Histone	H4	OS=Mus	musculus	GN=Hist1h4a	PE=1	SV=2 H4_MOUSE 10004123011	kDa 0.37

Heat	shock	70	kDa	protein	1A	OS=Mus	musculus	GN=Hspa1a	PE=1	SV=2 HS71A_MOUSE	(+1) 19374070	kDa 0.37

Collagen	alpha-1(VI)	chain	OS=Mus	musculus	GN=Col6a1	PE=1	SV=1 CO6A1_MOUSE 12833108	kDa 0.37

14-3-3	protein	gamma	OS=Mus	musculus	GN=Ywhag	PE=1	SV=2 1433G_MOUSE 2262828	kDa 0.37

Keratin,	type	I	cytoskeletal	16	OS=Mus	musculus	GN=Krt16	PE=1	SV=3 K1C16_MOUSE 1666652	kDa 0.37

Pyruvate	kinase	PKM	OS=Mus	musculus	GN=Pkm	PE=1	SV=4 KPYM_MOUSE 1874658	kDa 0.37

Keratin,	type	I	cytoskeletal	42	OS=Mus	musculus	GN=Krt42	PE=1	SV=1 K1C42_MOUSE 6823950	kDa 0.37

Fructose-bisphosphate	aldolase	A	OS=Mus	musculus	GN=Aldoa	PE=1	SV=2 ALDOA_MOUSE 1167439	kDa 0.37

Pre-mRNA-processing	factor	40	homolog	A	OS=Mus	musculus	GN=Prpf40a	PE=1	SV=1 PR40A_MOUSE 56194108	kDa 0.37

Decorin	OS=Mus	musculus	GN=Dcn	PE=1	SV=1 PGS2_MOUSE 1317940	kDa 0.37

Complement	factor	B	OS=Mus	musculus	GN=Cfb	PE=1	SV=2 CFAB_MOUSE 85	kDa 0.37

Collagen	alpha-1(II)	chain	OS=Mus	musculus	GN=Col2a1	PE=1	SV=2 CO2A1_MOUSE 12824? 0.37

Annexin	A2	OS=Mus	musculus	GN=Anxa2	PE=1	SV=2 ANXA2_MOUSE 1230639	kDa 0.37

Keratin,	type	II	cytoskeletal	2	oral	OS=Mus	musculus	GN=Krt76	PE=1	SV=1 K22O_MOUSE 7705563	kDa 0.37

Protein	disulfide-isomerase	OS=Mus	musculus	GN=P4hb	PE=1	SV=2 PDIA1_MOUSE 1845357	kDa 0.37

Peroxiredoxin-2	OS=Mus	musculus	GN=Prdx2	PE=1	SV=3 PRDX2_MOUSE 2167222	kDa 0.37

40S	ribosomal	protein	S3	OS=Mus	musculus	GN=Rps3	PE=1	SV=1 RS3_MOUSE 2705027	kDa 0.37

SH3	domain-binding	glutamic	acid-rich-like	protein	3	OS=Mus	musculus	GN=Sh3bgrl3	PE=1	SV=1 SH3L3_MOUSE 7372310	kDa 0.37

Complement	C1s-A	subcomponent	OS=Mus	musculus	GN=C1sa	PE=2	SV=2 CS1A_MOUSE	(+1) 5090877	kDa 0.37

Tubulin	beta-5	chain	OS=Mus	musculus	GN=Tubb5	PE=1	SV=1 TBB5_MOUSE 2215450	kDa 0.37

Reticulocalbin-3	OS=Mus	musculus	GN=Rcn3	PE=1	SV=1 RCN3_MOUSE 5237738	kDa 0.37

Polypeptide	N-acetylgalactosaminyltransferase	5	OS=Mus	musculus	GN=Galnt5	PE=2	SV=2 GALT5_MOUSE 241391106	kDa 0.37

Alpha-2-macroglobulin-P	OS=Mus	musculus	GN=A2mp	PE=2	SV=2 A2MP_MOUSE ? 0.38

Prosaposin	OS=Mus	musculus	GN=Psap	PE=1	SV=2 SAP_MOUSE 1915661	kDa 0.39

Procollagen	C-endopeptidase	enhancer	1	OS=Mus	musculus	GN=Pcolce	PE=1	SV=2 PCOC1_MOUSE 1854250	kDa 0.4

Periostin	OS=Mus	musculus	GN=Postn	PE=1	SV=2 POSTN_MOUSE 5070693	kDa 0.46

Cartilage	oligomeric	matrix	protein	OS=Mus	musculus	GN=Comp	PE=1	SV=2 COMP_MOUSE	(+1) 1284582	kDa 0.46

Keratin,	type	I	cytoskeletal	17	OS=Mus	musculus	GN=Krt17	PE=1	SV=3 K1C17_MOUSE 1666748	kDa 0.47

Fibulin-1	OS=Mus	musculus	GN=Fbln1	PE=1	SV=2 FBLN1_MOUSE 1411478	kDa 0.48

Suppression	of	tumorigenicity	18	protein	OS=Mus	musculus	GN=St18	PE=2	SV=2 ST18_MOUSE 240690115	kDa 0.48

Integral	membrane	protein	2B	OS=Mus	musculus	GN=Itm2b	PE=1	SV=1 ITM2B_MOUSE 1643230	kDa 0.48

Stromal	cell-derived	factor	1	OS=Mus	musculus	GN=Cxcl12	PE=2	SV=2 SDF1_MOUSE 2031511	kDa 0.51

Adipocyte	enhancer-binding	protein	1	OS=Mus	musculus	GN=Aebp1	PE=1	SV=1 AEBP1_MOUSE 11568128	kDa 0.51

Protein-tyrosine	kinase	2-beta	OS=Mus	musculus	GN=Ptk2b	PE=1	SV=2 FAK2_MOUSE 19229116	kDa 0.52

Profilin-1	OS=Mus	musculus	GN=Pfn1	PE=1	SV=2 PROF1_MOUSE 1864315	kDa 0.56

Pigment	epithelium-derived	factor	OS=Mus	musculus	GN=Serpinf1	PE=1	SV=2 PEDF_MOUSE 2031746	kDa 0.57

Complement	C3	OS=Mus	musculus	GN=C3	PE=1	SV=3 CO3_MOUSE 12266186	kDa 0.58

Elongation	factor	1-alpha	1	OS=Mus	musculus	GN=Eef1a1	PE=1	SV=3 EF1A1_MOUSE 1362750	kDa 0.58

Keratin,	type	I	cytoskeletal	14	OS=Mus	musculus	GN=Krt14	PE=1	SV=2 K1C14_MOUSE 1666453	kDa 0.59

Keratin,	type	II	cytoskeletal	6A	OS=Mus	musculus	GN=Krt6a	PE=1	SV=3 K2C6A_MOUSE 1668759	kDa 0.59

Biglycan	OS=Mus	musculus	GN=Bgn	PE=1	SV=1 PGS1_MOUSE 1211142	kDa 0.6

Follistatin-related	protein	1	OS=Mus	musculus	GN=Fstl1	PE=1	SV=2 FSTL1_MOUSE 1431435	kDa 0.62

Antithrombin-III	OS=Mus	musculus	GN=Serpinc1	PE=1	SV=1 ANT3_MOUSE 1190552	kDa 0.62

Histone	H2B	type	1-M	OS=Mus	musculus	GN=Hist1h2bm	PE=1	SV=2 H2B1M_MOUSE 31918614	kDa 0.62

Cystatin-C	OS=Mus	musculus	GN=Cst3	PE=1	SV=2 CYTC_MOUSE 1301016	kDa 0.62

Tubulin	alpha-1A	chain	OS=Mus	musculus	GN=Tuba1a	PE=1	SV=1 TBA1A_MOUSE	(+2) 2214250	kDa 0.63

Prelamin-A/C	OS=Mus	musculus	GN=Lmna	PE=1	SV=2 LMNA_MOUSE 1690574	kDa 0.66

Thrombospondin-2	OS=Mus	musculus	GN=Thbs2	PE=1	SV=2 TSP2_MOUSE 21826130	kDa 0.68

Adenylyltransferase	and	sulfurtransferase	MOCS3	OS=Mus	musculus	GN=Mocs3	PE=1	SV=1 MOCS3_MOUSE 6937249	kDa 0.69

Plasminogen	OS=Mus	musculus	GN=Plg	PE=1	SV=3 PLMN_MOUSE 1881591	kDa 0.69

Heat	shock	70	kDa	protein	1-like	OS=Mus	musculus	GN=Hspa1l	PE=1	SV=4 HS71L_MOUSE 1548271	kDa 0.71

Gelsolin	OS=Mus	musculus	GN=Gsn	PE=1	SV=3 GELS_MOUSE 22775386	kDa 0.74

Keratin,	type	II	cytoskeletal	2	epidermal	OS=Mus	musculus	GN=Krt2	PE=1	SV=1 K22E_MOUSE 1668171	kDa 0.74

SPARC	OS=Mus	musculus	GN=Sparc	PE=1	SV=1 SPRC_MOUSE 2069234	kDa 0.77

Keratin,	type	II	cytoskeletal	79	OS=Mus	musculus	GN=Krt79	PE=1	SV=2 K2C79_MOUSE 22391758	kDa 0.78

Galectin-1	OS=Mus	musculus	GN=Lgals1	PE=1	SV=3 LEG1_MOUSE 1685215	kDa 0.79

Vimentin	OS=Mus	musculus	GN=Vim	PE=1	SV=3 VIME_MOUSE 2235254	kDa 0.8

Keratin,	type	I	cytoskeletal	10	OS=Mus	musculus	GN=Krt10	PE=1	SV=3 K1C10_MOUSE 1666158	kDa 0.82

Actin,	cytoplasmic	2	OS=Mus	musculus	GN=Actg1	PE=1	SV=1 ACTG_MOUSE 1146542	kDa 0.83

Inter	alpha-trypsin	inhibitor,	heavy	chain	4	OS=Mus	musculus	GN=Itih4	PE=1	SV=2 ITIH4_MOUSE 16427105	kDa 0.85

Histone	H2A	type	1-F	OS=Mus	musculus	GN=Hist1h2af	PE=1	SV=3 H2A1F_MOUSE	(+7) 31917314	kDa 0.85

Fibulin-2	OS=Mus	musculus	GN=Fbln2	PE=1	SV=2 FBLN2_MOUSE 14115132	kDa 0.88

Beta-2-microglobulin	OS=Mus	musculus	GN=B2m	PE=1	SV=2 B2MG_MOUSE 1201014	kDa 0.9

Fibronectin	OS=Mus	musculus	GN=Fn1	PE=1	SV=4 FINC_MOUSE 14268273	kDa 0.91

Heat	shock	protein	HSP	90-alpha	OS=Mus	musculus	GN=Hsp90aa1	PE=1	SV=4 HS90A_MOUSE 1551985	kDa 0.91

Keratin,	type	II	cytoskeletal	1	OS=Mus	musculus	GN=Krt1	PE=1	SV=4 K2C1_MOUSE 1667866	kDa 0.91

Metallothionein-2	OS=Mus	musculus	GN=Mt2	PE=1	SV=2 MT2_MOUSE 177506	kDa 0.94

Insulin-like	growth	factor-binding	protein	7	OS=Mus	musculus	GN=Igfbp7	PE=1	SV=3 IBP7_MOUSE 2981729	kDa 0.94

Arf-GAP	with	SH3	domain,	ANK	repeat	and	PH	domain-containing	protein	2	OS=Mus	musculus	GN=Asap2	PE=1	SV=3 ASAP2_MOUSE 211914107	kDa 0.94

Inter-alpha-trypsin	inhibitor	heavy	chain	H2	OS=Mus	musculus	GN=Itih2	PE=1	SV=1 ITIH2_MOUSE 16425106	kDa 0.95

Apolipoprotein	A-I	OS=Mus	musculus	GN=Apoa1	PE=1	SV=2 APOA1_MOUSE 1180631	kDa 0.95

Protein	S100-A10	OS=Mus	musculus	GN=S100a10	PE=1	SV=2 S10AA_MOUSE 2019411	kDa 0.96

Prothrombin	OS=Mus	musculus	GN=F2	PE=1	SV=1 THRB_MOUSE 1406170	kDa 0.96

Serpin	B12	OS=Mus	musculus	GN=Serpinb12	PE=2	SV=1 SPB12_MOUSE 7186948	kDa 0.96

Keratin,	type	II	cytoskeletal	5	OS=Mus	musculus	GN=Krt5	PE=1	SV=1 K2C5_MOUSE 11030862	kDa 0.97

Thrombospondin-1	OS=Mus	musculus	GN=Thbs1	PE=1	SV=1 TSP1_MOUSE 130	kDa 0.98

Inter-alpha-trypsin	inhibitor	heavy	chain	H3	OS=Mus	musculus	GN=Itih3	PE=1	SV=3 ITIH3_MOUSE 1642699	kDa 0.98

Brain	acid	soluble	protein	1	OS=Mus	musculus	GN=Basp1	PE=1	SV=3 BASP1_MOUSE 7035022	kDa 0.98

Murinoglobulin-1	OS=Mus	musculus	GN=Mug1	PE=1	SV=3 MUG1_MOUSE 17836165	kDa 0.99

Serum	albumin	OS=Mus	musculus	GN=Alb	PE=1	SV=3 ALBU_MOUSE 1165769	kDa 1
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Identified Proteins (147) Accession Number Alternate ID Molecular W T-Test (p-valt
Superoxide dismutase [Cu-Zn] OS=Mus musculus GN=Sod1 PE=1 SV=2 SODC_MOUSE 20655 16 kDa 0.032
Gelsolin 0S=Mus musculus GN=Gsn PE=1 SV=3 GELS_MOUSE 227753 86 kDa 0.042
Transmembrane protein 202 0S=Mus musculus GN=Tmem?202 PE=2 SV=1 TM202_MOUSE 73893 32 kDa 0.12
Uncharacterized protein C17orf47 homolog OS=Mus musculus GN=Gm11492 PE=4 SV=1 CQ047_MOUSE 59 kDa 0.12
Collagen alpha-2(VI) chain 0S=Mus musculus GN=Col6a2 PE=1 SV=3 CO6A2_MOUSE 12834 110 kDa 0.12
Thrombospondin-2 0S=Mus musculus GN=Thbs2 PE=1 SV=2 TSP2_MOUSE 21826 130 kDa 0.12
Peroxiredoxin-2 OS=Mus musculus GN=Prdx2 PE=1 SV=3 PRDX2_MOUSE 21672 22 kDa 0.12
L-lactate dehydrogenase A chain OS=Mus musculus GN=Ldha PE=1 SV=3 LDHA_MOUSE 16828 36 kDa 0.13
Insulin-like growth factor-binding protein 2 0S=Mus musculus GN=Igfbp2 PE=2 SV=2 IBP2_MOUSE 16008 33 kDa 0.13
Vinculin 0S=Mus musculus GN=Vcl PE=1 SV=4 VINC_MOUSE 22330 117 kDa 0.15
Prosaposin OS=Mus musculus GN=Psap PE=1 SV=2 SAP_MOUSE 19156 61 kDa 0.16
Hemoglobin subunit beta-1 OS=Mus musculus GN=Hbb-b1 PE=1 SV=2 HBB1_MOUSE (+1) 100503605 16 kDa 0.18
Hemoglobin subunit alpha 0S=Mus musculus GN=Hba PE=1 SV=2 HBA_MOUSE 15 kDa 0.19
Heat shock protein HSP 90-beta OS=Mus musculus GN=Hsp90ab1 PE=1 SV=3 HS90B_MOUSE 15516 83 kDa 0.19
Pyruvate kinase PKM 0S=Mus musculus GN=Pkm PE=1 SV=4 KPYM_MOUSE 18746 58 kDa 0.2
Collagen alpha-1(l) chain 0S=Mus musculus GN=Collal PE=1 SV=4 CO1A1_MOUSE 12842 138 kDa 0.21
Beta-2-microglobulin 0S=Mus musculus GN=B2m PE=1 SV=2 B2MG_MOUSE 12010 14 kDa 0.21
Elongation factor 2 0OS=Mus musculus GN=Eef2 PE=1 SV=2 EF2_MOUSE 13629 95 kDa 0.22
Periostin OS=Mus musculus GN=Postn PE=1 SV=2 POSTN_MOUSE 50706 93 kDa 0.23
Galectin-1 OS=Mus musculus GN=Lgals1 PE=1 SV=3 LEG1_MOUSE 16852 15 kDa 0.26
14-3-3 protein beta/alpha 0S=Mus musculus GN=Ywhab PE=1 SV=3 1433B_MOUSE 54401 28 kDa 0.28
Collagen alpha-2(l) chain 0S=Mus musculus GN=Col1a2 PE=1 SV=2 CO1A2_MOUSE 12843 130 kDa 0.3
Histone H2A type 1-F OS=Mus musculus GN=Hist1h2af PE=1 SV=3 H2A1F_MOUSE (+7) 319173 14 kDa 0.32
Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1 TRFE_MOUSE 22041 77 kDa 0.33
Centrosomal protein of 162 kDa OS=Mus musculus GN=Cep162 PE=1 SV=2 CE162_MOUSE 382090 161 kDa 0.35
Thrombospondin-1 OS=Mus musculus GN=Thbs1 PE=1 SV=1 TSP1_MOUSE 130 kDa 0.35
Follistatin-related protein 1 OS=Mus musculus GN=Fstl1 PE=1 SV=2 FSTL1_MOUSE 14314 35 kDa 0.36
Sacsin OS=Mus musculus GN=Sacs PE=1 SV=2 SACS_MOUSE 50720 521 kDa 0.37
Pleiotrophin OS=Mus musculus GN=Ptn PE=1 SV=1 PTN_MOUSE 19242 19 kDa 0.37
Thrombospondin-4 0S=Mus musculus GN=Thbs4 PE=1 SV=1 TSP4_MOUSE 21828 106 kDa 0.37
Translation initiation factor IF-2, mitochondrial 0S=Mus musculus GN=Mtif2 PE=1 SV=2 IF2M_MOUSE 76784 81 kDa 0.37
60S ribosomal protein L12 OS=Mus musculus GN=Rpl12 PE=1 SV=2 RL12_MOUSE 269261 18 kDa 0.37
Histone H4 OS=Mus musculus GN=Hist1h4a PE=1 SV=2 H4_MOUSE 100041230 11 kDa 0.37
Transitional endoplasmic reticulum ATPase OS=Mus musculus GN=Vcp PE=1 SV=4 TERA_MOUSE 269523 89 kDa 0.37
T-complex protein 1 subunit beta 0S=Mus musculus GN=Cct2 PE=1 SV=4 TCPB_MOUSE 12461 57 kDa 0.37
Adenylyltransferase and sulfurtransferase MOCS3 OS=Mus musculus GN=Mocs3 PE=1 SV=1 MOCS3_MOUSE 69372 49 kDa 0.37
Keratin, type Il cytoskeletal 5 OS=Mus musculus GN=Krt5 PE=1 SV=1 K2C5_MOUSE 110308 62 kDa 0.37
Eukaryotic translation initiation factor 5A-1 OS=Mus musculus GN=Eif5a PE=1 SV=2 IF5A1_MOUSE 276770 17 kDa 0.37
Myosin light chain 6B 0S=Mus musculus GN=Myl6b PE=1 SV=1 MYL6B_MOUSE (+1) 216459 23 kDa 0.37
Pantetheinase OS=Mus musculus GN=Vnn1 PE=1 SV=3 VNN1_MOUSE 22361 57 kDa 0.37
Adipocyte enhancer-binding protein 1 0S=Mus musculus GN=Aebp1 PE=1 SV=1 AEBP1_MOUSE 11568 128 kDa 0.37
Myosin-9 0S=Mus musculus GN=Myh9 PE=1 SV=4 MYHS_MOUSE 17886 226 kDa 0.37
Thymosin beta-4 0S=Mus musculus GN=Tmsb4x PE=1 SV=1 TYB4_MOUSE 19241 6 kDa 0.37
14-3-3 protein theta OS=Mus musculus GN=Ywhaq PE=1 SV=1 1433T_MOUSE 22630 ? 0.37
6-phosphogluconate dehydrogenase, decarboxylating OS=Mus musculus GN=Pgd PE=1 SV=3 6PGD_MOUSE 110208 53 kDa 0.37
Thioredoxin 0S=Mus musculus GN=Txn PE=1 SV=3 THIO_MOUSE 22166 12 kDa 0.37
Metallothionein-1 OS=Mus musculus GN=Mt1 PE=1 SV=1 MT1_MOUSE 17748 6 kDa 0.37
Serpin H1 OS=Mus musculus GN=Serpinh1 PE=1 SV=3 SERPH_MOUSE 12406 47 kDa 0.37
Acyl-CoA-binding protein 0S=Mus musculus GN=Dbi PE=1 SV=2 ACBP_MOUSE 13167 10 kDa 0.37
Basement membrane-specific heparan sulfate proteoglycan core protein OS=Mus musculus GN=Hspg2 PE=1SV=1 PGBM_MOUSE 15530 398 kDa 0.37
Thymosin beta-10 0S=Mus musculus GN=Tmsb10 PE=1 SV=3 TYB10_MOUSE 19240 5 kDa 0.37
GTP-binding nuclear protein Ran, testis-specific isoform 0S=Mus musculus GN=Rasl|2-9 PE=2 SV=1 RANT_MOUSE (+1) 19428 24 kDa 0.37
Collagen alpha-1(VI) chain 0S=Mus musculus GN=Col6al PE=1 SV=1 CO6A1_MOUSE 12833 108 kDa 0.38
Triosephosphate isomerase OS=Mus musculus GN=Tpil PE=1 SV=4 TPIS_MOUSE 21991 32 kDa 0.4
Heat shock 70 kDa protein 1-like 0S=Mus musculus GN=Hspall PE=1 SV=4 HS71L_MOUSE 15482 71 kDa 0.41
Actin, cytoplasmic 2 OS=Mus musculus GN=Actgl PE=1 SV=1 ACTG_MOUSE 11465 42 kDa 0.41
Protein piccolo OS=Mus musculus GN=Pclo PE=1 SV=4 PCLO_MOUSE 26875 551 kDa 0.41
Fatty acid synthase OS=Mus musculus GN=Fasn PE=1 SV=2 FAS MOUSE 14104 272 kDa 0.42
Glycerol-3-phosphate dehydrogenase [NAD(+)], cytoplasmic OS=Mus musculus GN=Gpd1 PE=1 SV=3 GPDA_MOUSE 14555 38 kDa 0.44
Ubinuclein-2 OS=Mus musculus GN=Ubn2 PE=1 SV=2 UBN2_MOUSE 320538 142 kDa 0.44
14-3-3 protein epsilon 0S=Mus musculus GN=Ywhae PE=1 SV=1 1433E_MOUSE 22627 29 kDa 0.44
Tubulin beta-5 chain 0S=Mus musculus GN=Tubb5 PE=1 SV=1 TBB5_MOUSE 22154 50 kDa 0.45
Inter-alpha-trypsin inhibitor heavy chain H2 OS=Mus musculus GN=Itih2 PE=1 SV=1 ITIH2_MOUSE 16425 106 kDa 0.46
Collagen alpha-1(lll) chain 0S=Mus musculus GN=Col3al PE=1 SV=4 CO3A1_MOUSE 12825 139 kDa 0.46
Integral membrane protein 2B 0OS=Mus musculus GN=Itm2b PE=1 SV=1 ITM2B_MOUSE 16432 30 kDa 0.47
Protein S100-A10 OS=Mus musculus GN=5100a10 PE=1 SV=2 S10AA_MOUSE 20194 11 kDa 0.47
Vimentin OS=Mus musculus GN=Vim PE=1 SV=3 VIME_MOUSE 22352 54 kDa 0.51
Lactotransferrin OS=Mus musculus GN=Ltf PE=1 SV=4 TRFL_MOUSE 17002 78 kDa 0.52
Fatty acid-binding protein, adipocyte OS=Mus musculus GN=Fabp4 PE=1 SV=3 FABP4_MOUSE 11770 15 kDa 0.53
Antithrombin-IIl 0S=Mus musculus GN=Serpincl PE=1 SV=1 ANT3_MOUSE 11905 52 kDa 0.54
14-3-3 protein zeta/delta 0S=Mus musculus GN=Ywhaz PE=1 SV=1 1433Z_MOUSE 22631 28 kDa 0.56
Alpha-2-macroglobulin-P OS=Mus musculus GN=A2mp PE=2 SV=2 A2MP_MOUSE ? 0.57
Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus musculus GN=Itih4 PE=1 SV=2 ITIH4_MOUSE 16427 105 kDa 0.57
Procollagen C-endopeptidase enhancer 1 0S=Mus musculus GN=Pcolce PE=1 SV=2 PCOC1_MOUSE 18542 50 kDa 0.58
Malate dehydrogenase, cytoplasmic OS=Mus musculus GN=Mdh1 PE=1 SV=3 MDHC_MOUSE 17449 37 kDa 0.58
Keratin, type Il cytoskeletal 2 epidermal OS=Mus musculus GN=Krt2 PE=1 SV=1 K22E_MOUSE 16681 71 kDa 0.58
Phosphoglycerate kinase 1 0S=Mus musculus GN=Pgk1 PE=1 SV=4 PGK1_MOUSE 18655 45 kDa 0.58
Protein-tyrosine kinase 2-beta OS=Mus musculus GN=Ptk2b PE=1 SV=2 FAK2_ _MOUSE 19229 116 kDa 0.6
Alpha-actinin-1 0OS=Mus musculus GN=Actn1 PE=1 SV=1 ACTN1_MOUSE 109711 103 kDa 0.6
Alpha-enolase OS=Mus musculus GN=Enol PE=1 SV=3 ENOA_MOUSE 13806 47 kDa 0.61
Heterogeneous nuclear ribonucleoproteins A2/B1 0S=Mus musculus GN=Hnrnpa2b1 PE=1 SV=2 ROA2_MOUSE 53379 37 kDa 0.62
L-lactate dehydrogenase B chain 0S=Mus musculus GN=Ldhb PE=1 SV=2 LDHB_MOUSE 16832 37 kDa 0.63
Fibulin-2 OS=Mus musculus GN=FbIn2 PE=1 SV=2 FBLN2_MOUSE 14115 132 kDa 0.64
78 kDa glucose-regulated protein 0S=Mus musculus GN=Hspa5 PE=1 SV=3 GRP78_MOUSE 14828 72 kDa 0.65
Protein disulfide-isomerase A3 OS=Mus musculus GN=Pdia3 PE=1 SV=2 PDIA3_MOUSE 14827 57 kDa 0.65
Malate dehydrogenase, mitochondrial 0S=Mus musculus GN=Mdh2 PE=1 SV=3 MDHM_MOUSE 17448 36 kDa 0.66
Pigment epithelium-derived factor 0S=Mus musculus GN=Serpinfl PE=1 SV=2 PEDF_MOUSE 20317 46 kDa 0.66
Prelamin-A/C OS=Mus musculus GN=Lmna PE=1 SV=2 LMNA_MOUSE 16905 74 kDa 0.67
Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=4 FINC_MOUSE 14268 273 kDa 0.68
14-3-3 protein gamma 0S=Mus musculus GN=Ywhag PE=1 SV=2 1433G_MOUSE 22628 28 kDa 0.74
Biglycan OS=Mus musculus GN=Bgn PE=1 SV=1 PGS1_MOUSE 12111 42 kDa 0.74
Keratin, type Il cytoskeletal 8 0S=Mus musculus GN=Krt8 PE=1 SV=4 K2C8 MOUSE 16691 55 kDa 0.75
Keratin, type Il cytoskeletal 1 OS=Mus musculus GN=Krt1 PE=1 SV=4 K2C1_MOUSE 16678 66 kDa 0.75
Peptidyl-prolyl cis-trans isomerase A 0S=Mus musculus GN=Ppia PE=1 SV=2 PPIA_MOUSE 268373 18 kDa 0.76
Serpin B12 OS=Mus musculus GN=Serpinb12 PE=2 SV=1 SPB12_MOUSE 71869 48 kDa 0.76
Phosphatidylethanolamine-binding protein 1 0S=Mus musculus GN=Pebpl1 PE=1 SV=3 PEBP1_MOUSE 23980 21 kDa 0.76
Elongation factor 1-alpha 1 OS=Mus musculus GN=Eeflal PE=1 SV=3 EF1A1_MOUSE 13627 50 kDa 0.77
Peroxiredoxin-1 OS=Mus musculus GN=Prdx1 PE=1 SV=1 PRDX1_MOUSE 18477 22 kDa 0.77
Heat shock cognate 71 kDa protein OS=Mus musculus GN=Hspa8 PE=1 SV=1 HSP7C_MOUSE 15481 71 kDa 0.78
Glyceraldehyde-3-phosphate dehydrogenase OS=Mus musculus GN=Gapdh PE=1 SV=2 G3P_MOUSE 100042025 36 kDa 0.78
Tubulin alpha-1A chain OS=Mus musculus GN=Tubala PE=1 SV=1 TBA1A_MOUSE (+2) 22142 50 kDa 0.8
Complement C3 OS=Mus musculus GN=C3 PE=1 SV=3 CO3_MOUSE 12266 186 kDa 0.81
Serum albumin OS=Mus musculus GN=Alb PE=1 SV=3 ALBU_MOUSE 11657 69 kDa 0.82
Brain acid soluble protein 1 OS=Mus musculus GN=Basp1 PE=1 SV=3 BASP1_MOUSE 70350 22 kDa 0.83
Profilin-1 0S=Mus musculus GN=Pfn1 PE=1 SV=2 PROF1_MOUSE 18643 15 kDa 0.84
Keratin, type | cytoskeletal 10 OS=Mus musculus GN=Krt10 PE=1 SV=3 K1C10_MOUSE 16661 58 kDa 0.84
Keratin, type | cytoskeletal 14 OS=Mus musculus GN=Krt14 PE=1 SV=2 K1C14_MOUSE 16664 53 kDa 0.84
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=1 SV=3 LIPL_MOUSE 16956 53 kDa 0.85
Fructose-bisphosphate aldolase A 0S=Mus musculus GN=Aldoa PE=1 SV=2 ALDOA_MOUSE 11674 39 kDa 0.86
Alpha-2-macroglobulin 0S=Mus musculus GN=A2m PE=1 SV=3 A2M_MOUSE ? 0.86
72 kDa type IV collagenase OS=Mus musculus GN=Mmp2 PE=1 SV=1 MMP2_MOUSE 17390 74 kDa 0.87
Protein disulfide-isomerase OS=Mus musculus GN=P4hb PE=1 SV=2 PDIA1_MOUSE 18453 57 kDa 0.88
Inter-alpha-trypsin inhibitor heavy chain H3 OS=Mus musculus GN=Itih3 PE=1 SV=3 ITIH3_MOUSE 16426 99 kDa 0.88
Suppression of tumorigenicity 18 protein 0S=Mus musculus GN=5St18 PE=2 SV=2 ST18 MOUSE 240690 115 kDa 0.88
10 kDa heat shock protein, mitochondrial 0S=Mus musculus GN=Hspel PE=1 SV=2 CH10_MOUSE 15528 11 kDa 0.88
Fatty acid-binding protein, epidermal OS=Mus musculus GN=Fabp5 PE=1 SV=3 FABP5 MOUSE 16592 15 kDa 0.88
Macrophage migration inhibitory factor 0S=Mus musculus GN=Mif PE=1 SV=2 MIF_MOUSE 17319 13 kDa 0.88
N-myc proto-oncogene protein 0S=Mus musculus GN=Mycn PE=2 SV=2 MYCN_MOUSE 18109 50 kDa 0.88
Protein disulfide-isomerase A4 OS=Mus musculus GN=Pdia4 PE=1 SV=3 PDIA4_MOUSE 12304 72 kDa 0.89
Nucleolin 0S=Mus musculus GN=Ncl PE=1 SV=2 NUCL_MOUSE 17975 77 kDa 0.91
T-cell activation Rho GTPase-activating protein OS=Mus musculus GN=Tagap PE=2 SV=2 TAGAP_MOUSE 72536 79 kDa 0.91
Stromal cell-derived factor 1 OS=Mus musculus GN=Cxcl12 PE=2 SV=2 SDF1_MOUSE 20315 11 kDa 0.91
Reticulocalbin-3 OS=Mus musculus GN=Rcn3 PE=1 SV=1 RCN3_MOUSE 52377 38 kDa 0.91
Cytochrome ¢, somatic 0S=Mus musculus GN=Cycs PE=1 SV=2 CYC_MOUSE 13063 12 kDa 0.91
ATP synthase subunit beta, mitochondrial 0S=Mus musculus GN=Atp5b PE=1 SV=2 ATPB_MOUSE 11947 56 kDa 0.91
Tropomyosin alpha-4 chain 0S=Mus musculus GN=Tpm4 PE=1 SV=3 TPM4_MOUSE 326618 28 kDa 0.91
Plasminogen OS=Mus musculus GN=Plg PE=1 SV=3 PLMN_MOUSE 18815 91 kDa 0.94
Zinc finger B-box domain-containing protein 1 0S=Mus musculus GN=Zbbx PE=1 SV=1 ZBBX_MOUSE 213234 80 kDa 0.94
Tropomyosin alpha-3 chain 0S=Mus musculus GN=Tpm3 PE=1 SV=3 TPM3_MOUSE 59069 33 kDa 0.95
Keratin, type Il cytoskeletal 2 oral 0S=Mus musculus GN=Krt76 PE=1 SV=1 K220_MOUSE 77055 63 kDa 0.95
Metallothionein-2 0S=Mus musculus GN=Mt2 PE=1 SV=2 MT2_MOUSE 17750 6 kDa 0.95
Complement factor B 0S=Mus musculus GN=Cfb PE=1 SV=2 CFAB_MOUSE 85 kDa 0.95
Histone H2B type 1-M OS=Mus musculus GN=Hist1h2bm PE=1 SV=2 H2B1M_MOUSE 319186 14 kDa 0.95
SPARC OS=Mus musculus GN=Sparc PE=1 SV=1 SPRC_MOUSE 20692 34 kDa 0.96
Apolipoprotein A-l 0S=Mus musculus GN=Apoal PE=1 SV=2 APOA1_MOUSE 11806 31 kDa 0.96
Fibulin-1 OS=Mus musculus GN=FbIn1 PE=1 SV=2 FBLN1_MOUSE 14114 78 kDa 0.96
Citrate synthase, mitochondrial 0S=Mus musculus GN=Cs PE=1 SV=1 CISY_MOUSE 12974 52 kDa 0.96
Granulins 0S=Mus musculus GN=Grn PE=1 SV=2 GRN_MOUSE 63 kDa 0.96
60S ribosomal protein L14 OS=Mus musculus GN=Rpl14 PE=1 SV=3 RL14_MOUSE 67115 24 kDa 0.96
Pre-mRNA-processing factor 40 homolog A OS=Mus musculus GN=Prpf40a PE=1 SV=1 PR40A_MOUSE 56194 108 kDa 0.96
Chloride anion exchanger OS=Mus musculus GN=SIc26a3 PE=1 SV=1 S26A3_MOUSE 13487 84 kDa 0.96
Cystatin-C 0S=Mus musculus GN=Cst3 PE=1 SV=2 CYTC_MOUSE 13010 16 kDa 0.98
60 kDa heat shock protein, mitochondrial 0S=Mus musculus GN=Hspd1 PE=1 SV=1 CH60_MOUSE 15510 61 kDa 0.98
Murinoglobulin-1 OS=Mus musculus GN=Mugl PE=1 SV=3 MUG1_MOUSE 17836 165 kDa 0.98
Insulin-like growth factor-binding protein 7 0S=Mus musculus GN=Igfbp7 PE=1 SV=3 IBP7_MOUSE 29817 29 kDa 0.98
Collagen alpha-2(IV) chain 0S=Mus musculus GN=Col4a2 PE=1 SV=4 CO4A2_MOUSE 12827 167 kDa 0.99
Angiotensinogen OS=Mus musculus GN=Agt PE=1 SV=1 ANGT_MOUSE 52 kDa <0.00010









Adipocytes	24h

Identified	Proteins	(147) Accession	Number Alternate	IDMolecular	Wei g h tT-Test	(p-value )

Superoxide	dismutase	[Cu-Zn]	OS=Mus	musculus	GN=Sod1	PE=1	SV=2 SODC_MOUSE 2065516	kDa 0.032

Gelsolin	OS=Mus	musculus	GN=Gsn	PE=1	SV=3 GELS_MOUSE 22775386	kDa 0.042

Transmembrane	protein	202	OS=Mus	musculus	GN=Tmem202	PE=2	SV=1 TM202_MOUSE 7389332	kDa 0.12

Uncharacterized	protein	C17orf47	homolog	OS=Mus	musculus	GN=Gm11492	PE=4	SV=1 CQ047_MOUSE 59	kDa 0.12

Collagen	alpha-2(VI)	chain	OS=Mus	musculus	GN=Col6a2	PE=1	SV=3 CO6A2_MOUSE 12834110	kDa 0.12

Thrombospondin-2	OS=Mus	musculus	GN=Thbs2	PE=1	SV=2 TSP2_MOUSE 21826130	kDa 0.12

Peroxiredoxin-2	OS=Mus	musculus	GN=Prdx2	PE=1	SV=3 PRDX2_MOUSE 2167222	kDa 0.12

L-lactate	dehydrogenase	A	chain	OS=Mus	musculus	GN=Ldha	PE=1	SV=3 LDHA_MOUSE 1682836	kDa 0.13

Insulin-like	growth	factor-binding	protein	2	OS=Mus	musculus	GN=Igfbp2	PE=2	SV=2 IBP2_MOUSE 1600833	kDa 0.13

Vinculin	OS=Mus	musculus	GN=Vcl	PE=1	SV=4 VINC_MOUSE 22330117	kDa 0.15

Prosaposin	OS=Mus	musculus	GN=Psap	PE=1	SV=2 SAP_MOUSE 1915661	kDa 0.16

Hemoglobin	subunit	beta-1	OS=Mus	musculus	GN=Hbb-b1	PE=1	SV=2 HBB1_MOUSE	(+1) 10050360516	kDa 0.18

Hemoglobin	subunit	alpha	OS=Mus	musculus	GN=Hba	PE=1	SV=2 HBA_MOUSE 15	kDa 0.19

Heat	shock	protein	HSP	90-beta	OS=Mus	musculus	GN=Hsp90ab1	PE=1	SV=3 HS90B_MOUSE 1551683	kDa 0.19

Pyruvate	kinase	PKM	OS=Mus	musculus	GN=Pkm	PE=1	SV=4 KPYM_MOUSE 1874658	kDa 0.2

Collagen	alpha-1(I)	chain	OS=Mus	musculus	GN=Col1a1	PE=1	SV=4 CO1A1_MOUSE 12842138	kDa 0.21

Beta-2-microglobulin	OS=Mus	musculus	GN=B2m	PE=1	SV=2 B2MG_MOUSE 1201014	kDa 0.21

Elongation	factor	2	OS=Mus	musculus	GN=Eef2	PE=1	SV=2 EF2_MOUSE 1362995	kDa 0.22

Periostin	OS=Mus	musculus	GN=Postn	PE=1	SV=2 POSTN_MOUSE 5070693	kDa 0.23

Galectin-1	OS=Mus	musculus	GN=Lgals1	PE=1	SV=3 LEG1_MOUSE 1685215	kDa 0.26

14-3-3	protein	beta/alpha	OS=Mus	musculus	GN=Ywhab	PE=1	SV=3 1433B_MOUSE 5440128	kDa 0.28

Collagen	alpha-2(I)	chain	OS=Mus	musculus	GN=Col1a2	PE=1	SV=2 CO1A2_MOUSE 12843130	kDa 0.3

Histone	H2A	type	1-F	OS=Mus	musculus	GN=Hist1h2af	PE=1	SV=3 H2A1F_MOUSE	(+7) 31917314	kDa 0.32

Serotransferrin	OS=Mus	musculus	GN=Tf	PE=1	SV=1 TRFE_MOUSE 2204177	kDa 0.33

Centrosomal	protein	of	162	kDa	OS=Mus	musculus	GN=Cep162	PE=1	SV=2 CE162_MOUSE 382090161	kDa 0.35

Thrombospondin-1	OS=Mus	musculus	GN=Thbs1	PE=1	SV=1 TSP1_MOUSE 130	kDa 0.35

Follistatin-related	protein	1	OS=Mus	musculus	GN=Fstl1	PE=1	SV=2 FSTL1_MOUSE 1431435	kDa 0.36

Sacsin	OS=Mus	musculus	GN=Sacs	PE=1	SV=2 SACS_MOUSE 50720521	kDa 0.37

Pleiotrophin	OS=Mus	musculus	GN=Ptn	PE=1	SV=1 PTN_MOUSE 1924219	kDa 0.37

Thrombospondin-4	OS=Mus	musculus	GN=Thbs4	PE=1	SV=1 TSP4_MOUSE 21828106	kDa 0.37

Translation	initiation	factor	IF-2,	mitochondrial	OS=Mus	musculus	GN=Mtif2	PE=1	SV=2 IF2M_MOUSE 7678481	kDa 0.37

60S	ribosomal	protein	L12	OS=Mus	musculus	GN=Rpl12	PE=1	SV=2 RL12_MOUSE 26926118	kDa 0.37

Histone	H4	OS=Mus	musculus	GN=Hist1h4a	PE=1	SV=2 H4_MOUSE 10004123011	kDa 0.37

Transitional	endoplasmic	reticulum	ATPase	OS=Mus	musculus	GN=Vcp	PE=1	SV=4 TERA_MOUSE 26952389	kDa 0.37

T-complex	protein	1	subunit	beta	OS=Mus	musculus	GN=Cct2	PE=1	SV=4 TCPB_MOUSE 1246157	kDa 0.37

Adenylyltransferase	and	sulfurtransferase	MOCS3	OS=Mus	musculus	GN=Mocs3	PE=1	SV=1 MOCS3_MOUSE 6937249	kDa 0.37

Keratin,	type	II	cytoskeletal	5	OS=Mus	musculus	GN=Krt5	PE=1	SV=1 K2C5_MOUSE 11030862	kDa 0.37

Eukaryotic	translation	initiation	factor	5A-1	OS=Mus	musculus	GN=Eif5a	PE=1	SV=2 IF5A1_MOUSE 27677017	kDa 0.37

Myosin	light	chain	6B	OS=Mus	musculus	GN=Myl6b	PE=1	SV=1 MYL6B_MOUSE	(+1) 21645923	kDa 0.37

Pantetheinase	OS=Mus	musculus	GN=Vnn1	PE=1	SV=3 VNN1_MOUSE 2236157	kDa 0.37

Adipocyte	enhancer-binding	protein	1	OS=Mus	musculus	GN=Aebp1	PE=1	SV=1 AEBP1_MOUSE 11568128	kDa 0.37

Myosin-9	OS=Mus	musculus	GN=Myh9	PE=1	SV=4 MYH9_MOUSE 17886226	kDa 0.37

Thymosin	beta-4	OS=Mus	musculus	GN=Tmsb4x	PE=1	SV=1 TYB4_MOUSE 192416	kDa 0.37

14-3-3	protein	theta	OS=Mus	musculus	GN=Ywhaq	PE=1	SV=1 1433T_MOUSE 22630? 0.37

6-phosphogluconate	dehydrogenase,	decarboxylating	OS=Mus	musculus	GN=Pgd	PE=1	SV=3 6PGD_MOUSE 11020853	kDa 0.37

Thioredoxin	OS=Mus	musculus	GN=Txn	PE=1	SV=3 THIO_MOUSE 2216612	kDa 0.37

Metallothionein-1	OS=Mus	musculus	GN=Mt1	PE=1	SV=1 MT1_MOUSE 177486	kDa 0.37

Serpin	H1	OS=Mus	musculus	GN=Serpinh1	PE=1	SV=3 SERPH_MOUSE 1240647	kDa 0.37

Acyl-CoA-binding	protein	OS=Mus	musculus	GN=Dbi	PE=1	SV=2 ACBP_MOUSE 1316710	kDa 0.37

Basement	membrane-specific	heparan	sulfate	proteoglycan	core	protein	OS=Mus	musculus	GN=Hspg2	PE=1	SV=1 PGBM_MOUSE 15530398	kDa 0.37

Thymosin	beta-10	OS=Mus	musculus	GN=Tmsb10	PE=1	SV=3 TYB10_MOUSE 192405	kDa 0.37

GTP-binding	nuclear	protein	Ran,	testis-specific	isoform	OS=Mus	musculus	GN=Rasl2-9	PE=2	SV=1 RANT_MOUSE	(+1) 1942824	kDa 0.37

Collagen	alpha-1(VI)	chain	OS=Mus	musculus	GN=Col6a1	PE=1	SV=1 CO6A1_MOUSE 12833108	kDa 0.38

Triosephosphate	isomerase	OS=Mus	musculus	GN=Tpi1	PE=1	SV=4 TPIS_MOUSE 2199132	kDa 0.4

Heat	shock	70	kDa	protein	1-like	OS=Mus	musculus	GN=Hspa1l	PE=1	SV=4 HS71L_MOUSE 1548271	kDa 0.41

Actin,	cytoplasmic	2	OS=Mus	musculus	GN=Actg1	PE=1	SV=1 ACTG_MOUSE 1146542	kDa 0.41

Protein	piccolo	OS=Mus	musculus	GN=Pclo	PE=1	SV=4 PCLO_MOUSE 26875551	kDa 0.41

Fatty	acid	synthase	OS=Mus	musculus	GN=Fasn	PE=1	SV=2 FAS_MOUSE 14104272	kDa 0.42

Glycerol-3-phosphate	dehydrogenase	[NAD(+)],	cytoplasmic	OS=Mus	musculus	GN=Gpd1	PE=1	SV=3 GPDA_MOUSE 1455538	kDa 0.44

Ubinuclein-2	OS=Mus	musculus	GN=Ubn2	PE=1	SV=2 UBN2_MOUSE 320538142	kDa 0.44

14-3-3	protein	epsilon	OS=Mus	musculus	GN=Ywhae	PE=1	SV=1 1433E_MOUSE 2262729	kDa 0.44

Tubulin	beta-5	chain	OS=Mus	musculus	GN=Tubb5	PE=1	SV=1 TBB5_MOUSE 2215450	kDa 0.45

Inter-alpha-trypsin	inhibitor	heavy	chain	H2	OS=Mus	musculus	GN=Itih2	PE=1	SV=1 ITIH2_MOUSE 16425106	kDa 0.46

Collagen	alpha-1(III)	chain	OS=Mus	musculus	GN=Col3a1	PE=1	SV=4 CO3A1_MOUSE 12825139	kDa 0.46

Integral	membrane	protein	2B	OS=Mus	musculus	GN=Itm2b	PE=1	SV=1 ITM2B_MOUSE 1643230	kDa 0.47

Protein	S100-A10	OS=Mus	musculus	GN=S100a10	PE=1	SV=2 S10AA_MOUSE 2019411	kDa 0.47

Vimentin	OS=Mus	musculus	GN=Vim	PE=1	SV=3 VIME_MOUSE 2235254	kDa 0.51

Lactotransferrin	OS=Mus	musculus	GN=Ltf	PE=1	SV=4 TRFL_MOUSE 1700278	kDa 0.52

Fatty	acid-binding	protein,	adipocyte	OS=Mus	musculus	GN=Fabp4	PE=1	SV=3 FABP4_MOUSE 1177015	kDa 0.53

Antithrombin-III	OS=Mus	musculus	GN=Serpinc1	PE=1	SV=1 ANT3_MOUSE 1190552	kDa 0.54

14-3-3	protein	zeta/delta	OS=Mus	musculus	GN=Ywhaz	PE=1	SV=1 1433Z_MOUSE 2263128	kDa 0.56

Alpha-2-macroglobulin-P	OS=Mus	musculus	GN=A2mp	PE=2	SV=2 A2MP_MOUSE ? 0.57

Inter	alpha-trypsin	inhibitor,	heavy	chain	4	OS=Mus	musculus	GN=Itih4	PE=1	SV=2 ITIH4_MOUSE 16427105	kDa 0.57

Procollagen	C-endopeptidase	enhancer	1	OS=Mus	musculus	GN=Pcolce	PE=1	SV=2 PCOC1_MOUSE 1854250	kDa 0.58

Malate	dehydrogenase,	cytoplasmic	OS=Mus	musculus	GN=Mdh1	PE=1	SV=3 MDHC_MOUSE 1744937	kDa 0.58

Keratin,	type	II	cytoskeletal	2	epidermal	OS=Mus	musculus	GN=Krt2	PE=1	SV=1 K22E_MOUSE 1668171	kDa 0.58

Phosphoglycerate	kinase	1	OS=Mus	musculus	GN=Pgk1	PE=1	SV=4 PGK1_MOUSE 1865545	kDa 0.58

Protein-tyrosine	kinase	2-beta	OS=Mus	musculus	GN=Ptk2b	PE=1	SV=2 FAK2_MOUSE 19229116	kDa 0.6

Alpha-actinin-1	OS=Mus	musculus	GN=Actn1	PE=1	SV=1 ACTN1_MOUSE 109711103	kDa 0.6

Alpha-enolase	OS=Mus	musculus	GN=Eno1	PE=1	SV=3 ENOA_MOUSE 1380647	kDa 0.61

Heterogeneous	nuclear	ribonucleoproteins	A2/B1	OS=Mus	musculus	GN=Hnrnpa2b1	PE=1	SV=2 ROA2_MOUSE 5337937	kDa 0.62

L-lactate	dehydrogenase	B	chain	OS=Mus	musculus	GN=Ldhb	PE=1	SV=2 LDHB_MOUSE 1683237	kDa 0.63

Fibulin-2	OS=Mus	musculus	GN=Fbln2	PE=1	SV=2 FBLN2_MOUSE 14115132	kDa 0.64

78	kDa	glucose-regulated	protein	OS=Mus	musculus	GN=Hspa5	PE=1	SV=3 GRP78_MOUSE 1482872	kDa 0.65

Protein	disulfide-isomerase	A3	OS=Mus	musculus	GN=Pdia3	PE=1	SV=2 PDIA3_MOUSE 1482757	kDa 0.65

Malate	dehydrogenase,	mitochondrial	OS=Mus	musculus	GN=Mdh2	PE=1	SV=3 MDHM_MOUSE 1744836	kDa 0.66

Pigment	epithelium-derived	factor	OS=Mus	musculus	GN=Serpinf1	PE=1	SV=2 PEDF_MOUSE 2031746	kDa 0.66

Prelamin-A/C	OS=Mus	musculus	GN=Lmna	PE=1	SV=2 LMNA_MOUSE 1690574	kDa 0.67

Fibronectin	OS=Mus	musculus	GN=Fn1	PE=1	SV=4 FINC_MOUSE 14268273	kDa 0.68

14-3-3	protein	gamma	OS=Mus	musculus	GN=Ywhag	PE=1	SV=2 1433G_MOUSE 2262828	kDa 0.74

Biglycan	OS=Mus	musculus	GN=Bgn	PE=1	SV=1 PGS1_MOUSE 1211142	kDa 0.74

Keratin,	type	II	cytoskeletal	8	OS=Mus	musculus	GN=Krt8	PE=1	SV=4 K2C8_MOUSE 1669155	kDa 0.75

Keratin,	type	II	cytoskeletal	1	OS=Mus	musculus	GN=Krt1	PE=1	SV=4 K2C1_MOUSE 1667866	kDa 0.75

Peptidyl-prolyl	cis-trans	isomerase	A	OS=Mus	musculus	GN=Ppia	PE=1	SV=2 PPIA_MOUSE 26837318	kDa 0.76

Serpin	B12	OS=Mus	musculus	GN=Serpinb12	PE=2	SV=1 SPB12_MOUSE 7186948	kDa 0.76

Phosphatidylethanolamine-binding	protein	1	OS=Mus	musculus	GN=Pebp1	PE=1	SV=3 PEBP1_MOUSE 2398021	kDa 0.76

Elongation	factor	1-alpha	1	OS=Mus	musculus	GN=Eef1a1	PE=1	SV=3 EF1A1_MOUSE 1362750	kDa 0.77

Peroxiredoxin-1	OS=Mus	musculus	GN=Prdx1	PE=1	SV=1 PRDX1_MOUSE 1847722	kDa 0.77

Heat	shock	cognate	71	kDa	protein	OS=Mus	musculus	GN=Hspa8	PE=1	SV=1 HSP7C_MOUSE 1548171	kDa 0.78

Glyceraldehyde-3-phosphate	dehydrogenase	OS=Mus	musculus	GN=Gapdh	PE=1	SV=2 G3P_MOUSE 10004202536	kDa 0.78

Tubulin	alpha-1A	chain	OS=Mus	musculus	GN=Tuba1a	PE=1	SV=1 TBA1A_MOUSE	(+2) 2214250	kDa 0.8

Complement	C3	OS=Mus	musculus	GN=C3	PE=1	SV=3 CO3_MOUSE 12266186	kDa 0.81

Serum	albumin	OS=Mus	musculus	GN=Alb	PE=1	SV=3 ALBU_MOUSE 1165769	kDa 0.82

Brain	acid	soluble	protein	1	OS=Mus	musculus	GN=Basp1	PE=1	SV=3 BASP1_MOUSE 7035022	kDa 0.83

Profilin-1	OS=Mus	musculus	GN=Pfn1	PE=1	SV=2 PROF1_MOUSE 1864315	kDa 0.84

Keratin,	type	I	cytoskeletal	10	OS=Mus	musculus	GN=Krt10	PE=1	SV=3 K1C10_MOUSE 1666158	kDa 0.84

Keratin,	type	I	cytoskeletal	14	OS=Mus	musculus	GN=Krt14	PE=1	SV=2 K1C14_MOUSE 1666453	kDa 0.84

Lipoprotein	lipase	OS=Mus	musculus	GN=Lpl	PE=1	SV=3 LIPL_MOUSE 1695653	kDa 0.85

Fructose-bisphosphate	aldolase	A	OS=Mus	musculus	GN=Aldoa	PE=1	SV=2 ALDOA_MOUSE 1167439	kDa 0.86

Alpha-2-macroglobulin	OS=Mus	musculus	GN=A2m	PE=1	SV=3 A2M_MOUSE ? 0.86

72	kDa	type	IV	collagenase	OS=Mus	musculus	GN=Mmp2	PE=1	SV=1 MMP2_MOUSE 1739074	kDa 0.87

Protein	disulfide-isomerase	OS=Mus	musculus	GN=P4hb	PE=1	SV=2 PDIA1_MOUSE 1845357	kDa 0.88

Inter-alpha-trypsin	inhibitor	heavy	chain	H3	OS=Mus	musculus	GN=Itih3	PE=1	SV=3 ITIH3_MOUSE 1642699	kDa 0.88

Suppression	of	tumorigenicity	18	protein	OS=Mus	musculus	GN=St18	PE=2	SV=2 ST18_MOUSE 240690115	kDa 0.88

10	kDa	heat	shock	protein,	mitochondrial	OS=Mus	musculus	GN=Hspe1	PE=1	SV=2 CH10_MOUSE 1552811	kDa 0.88

Fatty	acid-binding	protein,	epidermal	OS=Mus	musculus	GN=Fabp5	PE=1	SV=3 FABP5_MOUSE 1659215	kDa 0.88

Macrophage	migration	inhibitory	factor	OS=Mus	musculus	GN=Mif	PE=1	SV=2 MIF_MOUSE 1731913	kDa 0.88

N-myc	proto-oncogene	protein	OS=Mus	musculus	GN=Mycn	PE=2	SV=2 MYCN_MOUSE 1810950	kDa 0.88

Protein	disulfide-isomerase	A4	OS=Mus	musculus	GN=Pdia4	PE=1	SV=3 PDIA4_MOUSE 1230472	kDa 0.89

Nucleolin	OS=Mus	musculus	GN=Ncl	PE=1	SV=2 NUCL_MOUSE 1797577	kDa 0.91

T-cell	activation	Rho	GTPase-activating	protein	OS=Mus	musculus	GN=Tagap	PE=2	SV=2 TAGAP_MOUSE 7253679	kDa 0.91

Stromal	cell-derived	factor	1	OS=Mus	musculus	GN=Cxcl12	PE=2	SV=2 SDF1_MOUSE 2031511	kDa 0.91

Reticulocalbin-3	OS=Mus	musculus	GN=Rcn3	PE=1	SV=1 RCN3_MOUSE 5237738	kDa 0.91

Cytochrome	c,	somatic	OS=Mus	musculus	GN=Cycs	PE=1	SV=2 CYC_MOUSE 1306312	kDa 0.91

ATP	synthase	subunit	beta,	mitochondrial	OS=Mus	musculus	GN=Atp5b	PE=1	SV=2 ATPB_MOUSE 1194756	kDa 0.91

Tropomyosin	alpha-4	chain	OS=Mus	musculus	GN=Tpm4	PE=1	SV=3 TPM4_MOUSE 32661828	kDa 0.91

Plasminogen	OS=Mus	musculus	GN=Plg	PE=1	SV=3 PLMN_MOUSE 1881591	kDa 0.94

Zinc	finger	B-box	domain-containing	protein	1	OS=Mus	musculus	GN=Zbbx	PE=1	SV=1 ZBBX_MOUSE 21323480	kDa 0.94

Tropomyosin	alpha-3	chain	OS=Mus	musculus	GN=Tpm3	PE=1	SV=3 TPM3_MOUSE 5906933	kDa 0.95

Keratin,	type	II	cytoskeletal	2	oral	OS=Mus	musculus	GN=Krt76	PE=1	SV=1 K22O_MOUSE 7705563	kDa 0.95

Metallothionein-2	OS=Mus	musculus	GN=Mt2	PE=1	SV=2 MT2_MOUSE 177506	kDa 0.95

Complement	factor	B	OS=Mus	musculus	GN=Cfb	PE=1	SV=2 CFAB_MOUSE 85	kDa 0.95

Histone	H2B	type	1-M	OS=Mus	musculus	GN=Hist1h2bm	PE=1	SV=2 H2B1M_MOUSE 31918614	kDa 0.95

SPARC	OS=Mus	musculus	GN=Sparc	PE=1	SV=1 SPRC_MOUSE 2069234	kDa 0.96

Apolipoprotein	A-I	OS=Mus	musculus	GN=Apoa1	PE=1	SV=2 APOA1_MOUSE 1180631	kDa 0.96

Fibulin-1	OS=Mus	musculus	GN=Fbln1	PE=1	SV=2 FBLN1_MOUSE 1411478	kDa 0.96

Citrate	synthase,	mitochondrial	OS=Mus	musculus	GN=Cs	PE=1	SV=1 CISY_MOUSE 1297452	kDa 0.96

Granulins	OS=Mus	musculus	GN=Grn	PE=1	SV=2 GRN_MOUSE 63	kDa 0.96

60S	ribosomal	protein	L14	OS=Mus	musculus	GN=Rpl14	PE=1	SV=3 RL14_MOUSE 6711524	kDa 0.96

Pre-mRNA-processing	factor	40	homolog	A	OS=Mus	musculus	GN=Prpf40a	PE=1	SV=1 PR40A_MOUSE 56194108	kDa 0.96

Chloride	anion	exchanger	OS=Mus	musculus	GN=Slc26a3	PE=1	SV=1 S26A3_MOUSE 1348784	kDa 0.96

Cystatin-C	OS=Mus	musculus	GN=Cst3	PE=1	SV=2 CYTC_MOUSE 1301016	kDa 0.98

60	kDa	heat	shock	protein,	mitochondrial	OS=Mus	musculus	GN=Hspd1	PE=1	SV=1 CH60_MOUSE 1551061	kDa 0.98

Murinoglobulin-1	OS=Mus	musculus	GN=Mug1	PE=1	SV=3 MUG1_MOUSE 17836165	kDa 0.98

Insulin-like	growth	factor-binding	protein	7	OS=Mus	musculus	GN=Igfbp7	PE=1	SV=3 IBP7_MOUSE 2981729	kDa 0.98

Collagen	alpha-2(IV)	chain	OS=Mus	musculus	GN=Col4a2	PE=1	SV=4 CO4A2_MOUSE 12827167	kDa 0.99

Angiotensinogen	OS=Mus	musculus	GN=Agt	PE=1	SV=1 ANGT_MOUSE 52	kDa <	0.00010
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Ubinuclein-2 0S=Mus musculus GN=Ubn2 PE=1 SV=2

Thrombospondin-2 0S=Mus musculus GN=Thbs2 PE=1 SV=2

Hemoglobin subunit alpha OS=Mus musculus GN=Hba PE=1 SV=2

Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=4

Procollagen C-endopeptidase enhancer 1 0S=Mus musculus GN=Pcolce PE=1 SV=2
Serpin B12 OS=Mus musculus GN=Serpinb12 PE=2 SV=1

Zinc finger B-box domain-containing protein 1 0S=Mus musculus GN=Zbbx PE=1 SV=1
IQ and AAA domain-containing protein 1-like OS=Mus musculus GN=Iqcall PE=1 SV=3
Tropomyosin alpha-4 chain 0S=Mus musculus GN=Tpm4 PE=1 SV=3

Lactotransferrin OS=Mus musculus GN=Ltf PE=1 SV=4

Transmembrane protein 202 0S=Mus musculus GN=Tmem?202 PE=2 SV=1

Elongation factor 2 0OS=Mus musculus GN=Eef2 PE=1 SV=2

Protein disulfide-isomerase OS=Mus musculus GN=P4hb PE=1 SV=2

Prothrombin OS=Mus musculus GN=F2 PE=1 SV=1

T-cell activation Rho GTPase-activating protein OS=Mus musculus GN=Tagap PE=2 SV=2
Phosphatidylethanolamine-binding protein 1 0S=Mus musculus GN=Pebp1 PE=1 SV=3
Beta-actin-like protein 2 OS=Mus musculus GN=Actbl2 PE=1 SV=1

14-3-3 protein beta/alpha 0S=Mus musculus GN=Ywhab PE=1 SV=3
Follistatin-related protein 1 0S=Mus musculus GN=Fstl1 PE=1 SV=2

Plasminogen OS=Mus musculus GN=PIg PE=1 SV=3

Pigment epithelium-derived factor 0S=Mus musculus GN=Serpinfl PE=1 SV=2
Fibulin-1 OS=Mus musculus GN=FbIn1 PE=1 SV=2

Complement C3 OS=Mus musculus GN=C3 PE=1 SV=3

Prosaposin OS=Mus musculus GN=Psap PE=1 SV=2

Collagen alpha-1(l) chain 0S=Mus musculus GN=Collal PE=1 SV=4

72 kDa type IV collagenase OS=Mus musculus GN=Mmp2 PE=1 SV=1

14-3-3 protein gamma 0S=Mus musculus GN=Ywhag PE=1 SV=2

Probable JmjC domain-containing histone demethylation protein 2C OS=Mus musculus GN=Jmjd1c PE=1 SV=3

Centrosomal protein of 162 kDa OS=Mus musculus GN=Cep162 PE=1 SV=2
Gelsolin 0OS=Mus musculus GN=Gsn PE=1 SV=3

Sacsin OS=Mus musculus GN=Sacs PE=1 SV=2

Magnesium transporter protein 1 0S=Mus musculus GN=Magt1 PE=1 SV=1
Calumenin OS=Mus musculus GN=Calu PE=1 SV=1

Stromelysin-2 OS=Mus musculus GN=Mmp10 PE=2 SV=1

Protein FAM53C OS=Mus musculus GN=Fam53c PE=1 SV=1

Protein S100-A10 OS=Mus musculus GN=5100a10 PE=1 SV=2

Arf-GAP with SH3 domain, ANK repeat and PH domain-containing protein 2 0S=Mus musculus GN=Asap2 PE=1 SV=3

Protein-lysine 6-oxidase OS=Mus musculus GN=Lox PE=1 SV=1

Macrophage migration inhibitory factor 0S=Mus musculus GN=Mif PE=1 SV=2
Adipocyte enhancer-binding protein 1 0S=Mus musculus GN=Aebp1 PE=1 SV=1
Peroxiredoxin-1 OS=Mus musculus GN=Prdx1 PE=1 SV=1

Pyruvate kinase PKM 0S=Mus musculus GN=Pkm PE=1 SV=4

Hepatocyte growth factor activator 0S=Mus musculus GN=Hgfac PE=1 SV=1
Triosephosphate isomerase OS=Mus musculus GN=Tpil PE=1 SV=4

Granulins 0S=Mus musculus GN=Grn PE=1 SV=2

Complement factor B 0S=Mus musculus GN=Cfb PE=1 SV=2

Keratin, type | cytoskeletal 14 OS=Mus musculus GN=Krt14 PE=1 SV=2
Keratin, type | cytoskeletal 16 OS=Mus musculus GN=Krt16 PE=1 SV=3

Basement membrane-specific heparan sulfate proteoglycan core protein 0S=Mus musculus GN=Hspg2 PE=1 SV=1

Matrix Gla protein OS=Mus musculus GN=Mgp PE=3 SV=1

Prelamin-A/C OS=Mus musculus GN=Lmna PE=1 SV=2

Coagulation factor V 0S=Mus musculus GN=F5 PE=1 SV=1

Eukaryotic initiation factor 4A- 0S=Mus musculus GN=Eif4al PE=1 SV=1

Cathepsin L1 OS=Mus musculus GN=Cts| PE=1 SV=2

ATP-binding cassette sub-family A member 1 0S=Mus musculus GN=Abcal PE=1 SV=4
Antithrombin-Ill 0S=Mus musculus GN=Serpincl PE=1 SV=1

L-lactate dehydrogenase A chain OS=Mus musculus GN=Ldha PE=1 SV=3
Insulin-like growth factor-binding protein 2 0S=Mus musculus GN=Igfbp2 PE=2 SV=2
Alpha-2-macroglobulin 0S=Mus musculus GN=A2m PE=1 SV=3

Inter-alpha-trypsin inhibitor heavy chain H2 OS=Mus musculus GN=Itih2 PE=1 SV=1
Elongation factor 1-alpha 1 OS=Mus musculus GN=Eeflal PE=1 SV=3

Decorin OS=Mus musculus GN=Dcn PE=1 SV=1

Fibulin-2 OS=Mus musculus GN=FbIn2 PE=1 SV=2

Heat shock 70 kDa protein 1-like 0S=Mus musculus GN=Hspall PE=1 SV=4
Hemoglobin subunit beta-1 0S=Mus musculus GN=Hbb-b1 PE=1 SV=2

Vimentin OS=Mus musculus GN=Vim PE=1 SV=3

Protein-tyrosine kinase 2-beta OS=Mus musculus GN=Ptk2b PE=1 SV=2

Biglycan OS=Mus musculus GN=Bgn PE=1 SV=1

Collagen alpha-2(IV) chain 0S=Mus musculus GN=Col4a2 PE=1 SV=4

Keratin, type Il cytoskeletal 5 OS=Mus musculus GN=Krt5 PE=1 SV=1

Protein piccolo OS=Mus musculus GN=Pclo PE=1 SV=4

Malate dehydrogenase, mitochondrial 0S=Mus musculus GN=Mdh2 PE=1 SV=3
Cystatin-C 0OS=Mus musculus GN=Cst3 PE=1 SV=2

SPARC OS=Mus musculus GN=Sparc PE=1 SV=1

Glyceraldehyde-3-phosphate dehydrogenase OS=Mus musculus GN=Gapdh PE=1 SV=2
Alpha-2-macroglobulin-P 0S=Mus musculus GN=A2mp PE=2 SV=2

Keratin, type Il cytoskeletal 2 epidermal OS=Mus musculus GN=Krt2 PE=1 SV=1
Peptidyl-prolyl cis-trans isomerase A OS=Mus musculus GN=Ppia PE=1 SV=2
Keratin, type | cytoskeletal 10 OS=Mus musculus GN=Krt10 PE=1 SV=3
Murinoglobulin-1 OS=Mus musculus GN=Mug1 PE=1 SV=3

Thrombospondin-1 0S=Mus musculus GN=Thbs1 PE=1 SV=1

Apolipoprotein A-l 0S=Mus musculus GN=Apoal PE=1 SV=2

Suppression of tumorigenicity 18 protein 0S=Mus musculus GN=St18 PE=2 SV=2
Pre-mRNA-processing factor 40 homolog A OS=Mus musculus GN=Prpf40a PE=1 SV=1
Collagen alpha-2(l) chain 0S=Mus musculus GN=Col1a2 PE=1 SV=2
Beta-2-glycoprotein 1 OS=Mus musculus GN=Apoh PE=1 SV=1

Tubulin alpha-1A chain OS=Mus musculus GN=Tubala PE=1 SV=1
Inter-alpha-trypsin inhibitor heavy chain H3 OS=Mus musculus GN=Itih3 PE=1 SV=3
Beta-2-microglobulin 0S=Mus musculus GN=B2m PE=1 SV=2

Integral membrane protein 2B 0S=Mus musculus GN=Itm2b PE=1 SV=1

Actin, cytoplasmic 2 OS=Mus musculus GN=Actg1 PE=1 SV=1

Galectin-1 OS=Mus musculus GN=Lgals1 PE=1 SV=3

Heat shock protein HSP 90-beta OS=Mus musculus GN=Hsp90ab1 PE=1 SV=3

Heat shock cognate 71 kDa protein OS=Mus musculus GN=Hspa8 PE=1 SV=1
Periostin OS=Mus musculus GN=Postn PE=1 SV=2

Stromal cell-derived factor 1 OS=Mus musculus GN=Cxcl12 PE=2 SV=2
Fructose-bisphosphate aldolase A 0S=Mus musculus GN=Aldoa PE=1 SV=2
Collagen alpha-2(V) chain 0S=Mus musculus GN=Col5a2 PE=1 SV=1

Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1

Insulin-like growth factor-binding protein 7 0S=Mus musculus GN=Igfbp7 PE=1 SV=3
Tubulin beta-5 chain 0OS=Mus musculus GN=Tubb5 PE=1 SV=1

Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus musculus GN=Itih4 PE=1 SV=2
Brain acid soluble protein 1 0S=Mus musculus GN=Basp1 PE=1 SV=3

60 kDa heat shock protein, mitochondrial 0S=Mus musculus GN=Hspd1 PE=1 SV=1
Protocadherin alpha-10 OS=Mus musculus GN=Pcdhal0 PE=2 SV=1

Fatty acid-binding protein, adipocyte 0S=Mus musculus GN=Fabp4 PE=1 SV=3
Metallothionein-2 OS=Mus musculus GN=Mt2 PE=1 SV=2

Histone H2A type 1-F OS=Mus musculus GN=Hist1lh2af PE=1 SV=3

Keratin, type Il cytoskeletal 2 oral 0S=Mus musculus GN=Krt76 PE=1 SV=1

Serum albumin OS=Mus musculus GN=Alb PE=1 SV=3

Keratin, type Il cytoskeletal 1 OS=Mus musculus GN=Krt1 PE=1 SV=4

Collagen alpha-1(lll) chain OS=Mus musculus GN=Col3al PE=1 SV=4

14-3-3 protein zeta/delta OS=Mus musculus GN=Ywhaz PE=1 SV=1

Superoxide dismutase [Cu-Zn] OS=Mus musculus GN=Sod1 PE=1 SV=2

Profilin-1 OS=Mus musculus GN=Pfn1 PE=1 SV=2

Accession Number
UBN2_MOUSE
TSP2_MOUSE
HBA_MOUSE
FINC_MOUSE
PCOC1_MOUSE
SPB12_MOUSE
ZBBX_MOUSE
IQCAL_MOUSE
TPM4_MOUSE
TRFL_MOUSE
TM202_MOUSE
EF2_MOUSE
PDIA1_MOUSE
THRB_MOUSE
TAGAP_MOUSE
PEBP1_MOUSE
ACTBL_MOUSE
1433B_MOUSE
FSTL1_MOUSE
PLMN_MOUSE
PEDF_MOUSE
FBLN1_MOUSE
CO3_MOUSE
SAP_MOUSE
CO1A1_MOUSE
MMP2_MOUSE
1433G_MOUSE
JHD2C_MOUSE
CE162_MOUSE
GELS_MOUSE
SACS_MOUSE
MAGT1_MOUSE
CALU_MOUSE
MMP10_MOUSE
FA53C_MOUSE
S10AA_MOUSE
ASAP2_MOUSE
LYOX_MOUSE
MIF_MOUSE
AEBP1_MOUSE
PRDX1_MOUSE (+1)
KPYM_MOUSE
HGFA_MOUSE
TPIS_MOUSE
GRN_MOUSE
CFAB_MOUSE
K1C14_MOUSE
K1C16_MOUSE
PGBM_MOUSE
MGP_MOUSE
LMNA_MOUSE
FA5_MOUSE
IFAA1_MOUSE (+1)
CATL1_MOUSE
ABCA1_MOUSE
ANT3_MOUSE
LDHA_MOUSE
IBP2_MOUSE
A2M_MOUSE
ITIH2_MOUSE
EF1A1_MOUSE
PGS2_MOUSE
FBLN2_MOUSE
HS71L_MOUSE
HBB1_MOUSE (+2)
VIME_MOUSE
FAK2_MOUSE
PGS1_MOUSE
CO4A2_MOUSE
K2C5_MOUSE
PCLO_MOUSE
MDHM_MOUSE
CYTC_MOUSE
SPRC_MOUSE
G3P_MOUSE
A2MP_MOUSE
K22E_MOUSE
PPIA_MOUSE
K1C10_MOUSE
MUG1_MOUSE
TSP1_MOUSE
APOA1_MOUSE
ST18_MOUSE
PR40A_MOUSE
CO1A2_MOUSE
APOH_MOUSE
TBA1A_MOUSE (+2)
ITIH3_MOUSE
B2MG_MOUSE
ITM2B_MOUSE
ACTG_MOUSE
LEG1_MOUSE
HS90B_MOUSE
HSP7C_MOUSE
POSTN_MOUSE
SDF1_MOUSE
ALDOA_MOUSE
CO5A2_MOUSE
TRFE_MOUSE
IBP7_MOUSE
TBB5_MOUSE
ITIH4_MOUSE
BASP1_MOUSE
CH60_MOUSE
PCDAA_MOUSE
FABP4_MOUSE
MT2_MOUSE
H2A1F_MOUSE (+7)
K220_MOUSE
ALBU_MOUSE
K2C1_MOUSE
CO3A1_MOUSE
1433Z_MOUSE
SODC_MOUSE
PROF1_MOUSE

320538 142 kDa
21826 130 kDa
15 kDa
14268 273 kDa
18542 50 kDa
71869 48 kDa
213234 80 kDa
231045 96 kDa
326618 28 kDa
17002 78 kDa
73893 32 kDa
13629 95 kDa
18453 57 kDa
14061 70 kDa
72536 79 kDa
23980 21 kDa
238880 42 kDa
54401 28 kDa
14314 35 kDa
18815 91 kDa
20317 46 kDa
14114 78 kDa
12266 186 kDa
19156 61 kDa
12842 138 kDa
17390 74 kDa
22628 28 kDa
108829 261 kDa
382090 161 kDa
227753 86 kDa
50720 521 kDa
38 kDa
12321 37 kDa
17384 54 kDa
66306 43 kDa
20194 11 kDa
211914 107 kDa
16948 47 kDa
17319 13 kDa
11568 128 kDa
18477 22 kDa
18746 58 kDa
54426 71 kDa
21991 32 kDa
63 kDa
85 kDa
16664 53 kDa
16666 52 kDa
15530 398 kDa
17313 12 kDa
16905 74 kDa
14067 247 kDa
13681 46 kDa
13039 38 kDa
11303 254 kDa
11905 52 kDa
16828 36 kDa
16008 33 kDa
?
16425 106 kDa
13627 50 kDa
13179 40 kDa
14115 132 kDa
15482 71 kDa
100503605 16 kDa
22352 54 kDa
19229 116 kDa
12111 42 kDa
12827 167 kDa
110308 62 kDa
26875 551 kDa
17448 36 kDa
13010 16 kDa
20692 34 kDa
100042025 36 kDa
?
16681 71 kDa
268373 18 kDa
16661 58 kDa
17836 165 kDa
130 kDa
11806 31 kDa
240690 115 kDa
56194 108 kDa
12843 130 kDa
11818 39 kDa
22142 50 kDa
16426 99 kDa
12010 14 kDa
16432 30 kDa
11465 42 kDa
16852 15 kDa
15516 83 kDa
15481 71 kDa
50706 93 kDa
20315 11 kDa
11674 39 kDa
12832 145 kDa
22041 77 kDa
29817 29 kDa
22154 50 kDa
16427 105 kDa
70350 22 kDa
15510 61 kDa
12943 102 kDa
11770 15 kDa
17750 6 kDa
319173 14 kDa
77055 63 kDa
11657 69 kDa
16678 66 kDa
12825 139 kDa
22631 28 kDa
20655 16 kDa
18643 15 kDa

Alternate ID Molecular W T-Test (p-valt

<0.00010
0.0061
0.024
0.038
0.085
0.11
0.12
0.12
0.12
0.12
0.12
0.12
0.12
0.12
0.12
0.12
0.12
0.16
0.17
0.26
0.28
0.31
0.33
0.33
0.34
0.34
0.34
0.36
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.37
0.38
0.38
0.39
0.39
0.4
0.41
0.42
0.46
0.47
0.48
0.51
0.51
0.53
0.53
0.54
0.55
0.55
0.57
0.59
0.59
0.6
0.61
0.63
0.66
0.67
0.68
0.68
0.68
0.68
0.69
0.7
0.73
0.73
0.73
0.73
0.75
0.76
0.76
0.79
0.81
0.82
0.82
0.85
0.86
0.86
0.86
0.87
0.87
0.87
0.87
0.91
0.91
0.91
0.91
0.92
0.94
0.98
0.98
0.99
0.99









Adipocytes	7	days

Identified	Proteins	(115) Accession	Number Alternate	IDMolecular	W

e

i g h tT-Test	(p-value )

Ubinuclein-2	OS=Mus	musculus	GN=Ubn2	PE=1	SV=2 UBN2_MOUSE 320538142	kDa <	0.00010

Thrombospondin-2	OS=Mus	musculus	GN=Thbs2	PE=1	SV=2 TSP2_MOUSE 21826130	kDa 0.0061

Hemoglobin	subunit	alpha	OS=Mus	musculus	GN=Hba	PE=1	SV=2 HBA_MOUSE 15	kDa 0.024

Fibronectin	OS=Mus	musculus	GN=Fn1	PE=1	SV=4 FINC_MOUSE 14268273	kDa 0.038

Procollagen	C-endopeptidase	enhancer	1	OS=Mus	musculus	GN=Pcolce	PE=1	SV=2 PCOC1_MOUSE 1854250	kDa 0.085

Serpin	B12	OS=Mus	musculus	GN=Serpinb12	PE=2	SV=1 SPB12_MOUSE 7186948	kDa 0.11

Zinc	finger	B-box	domain-containing	protein	1	OS=Mus	musculus	GN=Zbbx	PE=1	SV=1 ZBBX_MOUSE 21323480	kDa 0.12

IQ	and	AAA	domain-containing	protein	1-like	OS=Mus	musculus	GN=Iqca1l	PE=1	SV=3 IQCAL_MOUSE 23104596	kDa 0.12

Tropomyosin	alpha-4	chain	OS=Mus	musculus	GN=Tpm4	PE=1	SV=3 TPM4_MOUSE 32661828	kDa 0.12

Lactotransferrin	OS=Mus	musculus	GN=Ltf	PE=1	SV=4 TRFL_MOUSE 1700278	kDa 0.12

Transmembrane	protein	202	OS=Mus	musculus	GN=Tmem202	PE=2	SV=1 TM202_MOUSE 7389332	kDa 0.12

Elongation	factor	2	OS=Mus	musculus	GN=Eef2	PE=1	SV=2 EF2_MOUSE 1362995	kDa 0.12

Protein	disulfide-isomerase	OS=Mus	musculus	GN=P4hb	PE=1	SV=2 PDIA1_MOUSE 1845357	kDa 0.12

Prothrombin	OS=Mus	musculus	GN=F2	PE=1	SV=1 THRB_MOUSE 1406170	kDa 0.12

T-cell	activation	Rho	GTPase-activating	protein	OS=Mus	musculus	GN=Tagap	PE=2	SV=2 TAGAP_MOUSE 7253679	kDa 0.12

Phosphatidylethanolamine-binding	protein	1	OS=Mus	musculus	GN=Pebp1	PE=1	SV=3 PEBP1_MOUSE 2398021	kDa 0.12

Beta-actin-like	protein	2	OS=Mus	musculus	GN=Actbl2	PE=1	SV=1 ACTBL_MOUSE 23888042	kDa 0.12

14-3-3	protein	beta/alpha	OS=Mus	musculus	GN=Ywhab	PE=1	SV=3 1433B_MOUSE 5440128	kDa 0.16

Follistatin-related	protein	1	OS=Mus	musculus	GN=Fstl1	PE=1	SV=2 FSTL1_MOUSE 1431435	kDa 0.17

Plasminogen	OS=Mus	musculus	GN=Plg	PE=1	SV=3 PLMN_MOUSE 1881591	kDa 0.26

Pigment	epithelium-derived	factor	OS=Mus	musculus	GN=Serpinf1	PE=1	SV=2 PEDF_MOUSE 2031746	kDa 0.28

Fibulin-1	OS=Mus	musculus	GN=Fbln1	PE=1	SV=2 FBLN1_MOUSE 1411478	kDa 0.31

Complement	C3	OS=Mus	musculus	GN=C3	PE=1	SV=3 CO3_MOUSE 12266186	kDa 0.33

Prosaposin	OS=Mus	musculus	GN=Psap	PE=1	SV=2 SAP_MOUSE 1915661	kDa 0.33

Collagen	alpha-1(I)	chain	OS=Mus	musculus	GN=Col1a1	PE=1	SV=4 CO1A1_MOUSE 12842138	kDa 0.34

72	kDa	type	IV	collagenase	OS=Mus	musculus	GN=Mmp2	PE=1	SV=1 MMP2_MOUSE 1739074	kDa 0.34

14-3-3	protein	gamma	OS=Mus	musculus	GN=Ywhag	PE=1	SV=2 1433G_MOUSE 2262828	kDa 0.34

Probable	JmjC	domain-containing	histone	demethylation	protein	2C	OS=Mus	musculus	GN=Jmjd1c	PE=1	SV=3 JHD2C_MOUSE 108829261	kDa 0.36

Centrosomal	protein	of	162	kDa	OS=Mus	musculus	GN=Cep162	PE=1	SV=2 CE162_MOUSE 382090161	kDa 0.37

Gelsolin	OS=Mus	musculus	GN=Gsn	PE=1	SV=3 GELS_MOUSE 22775386	kDa 0.37

Sacsin	OS=Mus	musculus	GN=Sacs	PE=1	SV=2 SACS_MOUSE 50720521	kDa 0.37

Magnesium	transporter	protein	1	OS=Mus	musculus	GN=Magt1	PE=1	SV=1 MAGT1_MOUSE 38	kDa 0.37

Calumenin	OS=Mus	musculus	GN=Calu	PE=1	SV=1 CALU_MOUSE 1232137	kDa 0.37

Stromelysin-2	OS=Mus	musculus	GN=Mmp10	PE=2	SV=1 MMP10_MOUSE 1738454	kDa 0.37

Protein	FAM53C	OS=Mus	musculus	GN=Fam53c	PE=1	SV=1 FA53C_MOUSE 6630643	kDa 0.37

Protein	S100-A10	OS=Mus	musculus	GN=S100a10	PE=1	SV=2 S10AA_MOUSE 2019411	kDa 0.37

Arf-GAP	with	SH3	domain,	ANK	repeat	and	PH	domain-containing	protein	2	OS=Mus	musculus	GN=Asap2	PE=1	SV=3 ASAP2_MOUSE 211914107	kDa 0.37

Protein-lysine	6-oxidase	OS=Mus	musculus	GN=Lox	PE=1	SV=1 LYOX_MOUSE 1694847	kDa 0.37

Macrophage	migration	inhibitory	factor	OS=Mus	musculus	GN=Mif	PE=1	SV=2 MIF_MOUSE 1731913	kDa 0.37

Adipocyte	enhancer-binding	protein	1	OS=Mus	musculus	GN=Aebp1	PE=1	SV=1 AEBP1_MOUSE 11568128	kDa 0.37

Peroxiredoxin-1	OS=Mus	musculus	GN=Prdx1	PE=1	SV=1 PRDX1_MOUSE	(+1) 1847722	kDa 0.37

Pyruvate	kinase	PKM	OS=Mus	musculus	GN=Pkm	PE=1	SV=4 KPYM_MOUSE 1874658	kDa 0.37

Hepatocyte	growth	factor	activator	OS=Mus	musculus	GN=Hgfac	PE=1	SV=1 HGFA_MOUSE 5442671	kDa 0.37

Triosephosphate	isomerase	OS=Mus	musculus	GN=Tpi1	PE=1	SV=4 TPIS_MOUSE 2199132	kDa 0.37

Granulins	OS=Mus	musculus	GN=Grn	PE=1	SV=2 GRN_MOUSE 63	kDa 0.37

Complement	factor	B	OS=Mus	musculus	GN=Cfb	PE=1	SV=2 CFAB_MOUSE 85	kDa 0.37

Keratin,	type	I	cytoskeletal	14	OS=Mus	musculus	GN=Krt14	PE=1	SV=2 K1C14_MOUSE 1666453	kDa 0.37

Keratin,	type	I	cytoskeletal	16	OS=Mus	musculus	GN=Krt16	PE=1	SV=3 K1C16_MOUSE 1666652	kDa 0.37

Basement	membrane-specific	heparan	sulfate	proteoglycan	core	protein	OS=Mus	musculus	GN=Hspg2	PE=1	SV=1 PGBM_MOUSE 15530398	kDa 0.37

Matrix	Gla	protein	OS=Mus	musculus	GN=Mgp	PE=3	SV=1 MGP_MOUSE 1731312	kDa 0.37

Prelamin-A/C	OS=Mus	musculus	GN=Lmna	PE=1	SV=2 LMNA_MOUSE 1690574	kDa 0.37

Coagulation	factor	V	OS=Mus	musculus	GN=F5	PE=1	SV=1 FA5_MOUSE 14067247	kDa 0.37

Eukaryotic	initiation	factor	4A-I	OS=Mus	musculus	GN=Eif4a1	PE=1	SV=1 IF4A1_MOUSE	(+1) 1368146	kDa 0.37

Cathepsin	L1	OS=Mus	musculus	GN=Ctsl	PE=1	SV=2 CATL1_MOUSE 1303938	kDa 0.37

ATP-binding	cassette	sub-family	A	member	1	OS=Mus	musculus	GN=Abca1	PE=1	SV=4 ABCA1_MOUSE 11303254	kDa 0.37

Antithrombin-III	OS=Mus	musculus	GN=Serpinc1	PE=1	SV=1 ANT3_MOUSE 1190552	kDa 0.38

L-lactate	dehydrogenase	A	chain	OS=Mus	musculus	GN=Ldha	PE=1	SV=3 LDHA_MOUSE 1682836	kDa 0.38

Insulin-like	growth	factor-binding	protein	2	OS=Mus	musculus	GN=Igfbp2	PE=2	SV=2 IBP2_MOUSE 1600833	kDa 0.39

Alpha-2-macroglobulin	OS=Mus	musculus	GN=A2m	PE=1	SV=3 A2M_MOUSE ? 0.39

Inter-alpha-trypsin	inhibitor	heavy	chain	H2	OS=Mus	musculus	GN=Itih2	PE=1	SV=1 ITIH2_MOUSE 16425106	kDa 0.4

Elongation	factor	1-alpha	1	OS=Mus	musculus	GN=Eef1a1	PE=1	SV=3 EF1A1_MOUSE 1362750	kDa 0.41

Decorin	OS=Mus	musculus	GN=Dcn	PE=1	SV=1 PGS2_MOUSE 1317940	kDa 0.42

Fibulin-2	OS=Mus	musculus	GN=Fbln2	PE=1	SV=2 FBLN2_MOUSE 14115132	kDa 0.46

Heat	shock	70	kDa	protein	1-like	OS=Mus	musculus	GN=Hspa1l	PE=1	SV=4 HS71L_MOUSE 1548271	kDa 0.47

Hemoglobin	subunit	beta-1	OS=Mus	musculus	GN=Hbb-b1	PE=1	SV=2 HBB1_MOUSE	(+2) 10050360516	kDa 0.48

Vimentin	OS=Mus	musculus	GN=Vim	PE=1	SV=3 VIME_MOUSE 2235254	kDa 0.51

Protein-tyrosine	kinase	2-beta	OS=Mus	musculus	GN=Ptk2b	PE=1	SV=2 FAK2_MOUSE 19229116	kDa 0.51

Biglycan	OS=Mus	musculus	GN=Bgn	PE=1	SV=1 PGS1_MOUSE 1211142	kDa 0.53

Collagen	alpha-2(IV)	chain	OS=Mus	musculus	GN=Col4a2	PE=1	SV=4 CO4A2_MOUSE 12827167	kDa 0.53

Keratin,	type	II	cytoskeletal	5	OS=Mus	musculus	GN=Krt5	PE=1	SV=1 K2C5_MOUSE 11030862	kDa 0.54

Protein	piccolo	OS=Mus	musculus	GN=Pclo	PE=1	SV=4 PCLO_MOUSE 26875551	kDa 0.55

Malate	dehydrogenase,	mitochondrial	OS=Mus	musculus	GN=Mdh2	PE=1	SV=3 MDHM_MOUSE 1744836	kDa 0.55

Cystatin-C	OS=Mus	musculus	GN=Cst3	PE=1	SV=2 CYTC_MOUSE 1301016	kDa 0.57

SPARC	OS=Mus	musculus	GN=Sparc	PE=1	SV=1 SPRC_MOUSE 2069234	kDa 0.59

Glyceraldehyde-3-phosphate	dehydrogenase	OS=Mus	musculus	GN=Gapdh	PE=1	SV=2 G3P_MOUSE 10004202536	kDa 0.59

Alpha-2-macroglobulin-P	OS=Mus	musculus	GN=A2mp	PE=2	SV=2 A2MP_MOUSE ? 0.6

Keratin,	type	II	cytoskeletal	2	epidermal	OS=Mus	musculus	GN=Krt2	PE=1	SV=1 K22E_MOUSE 1668171	kDa 0.61

Peptidyl-prolyl	cis-trans	isomerase	A	OS=Mus	musculus	GN=Ppia	PE=1	SV=2 PPIA_MOUSE 26837318	kDa 0.63

Keratin,	type	I	cytoskeletal	10	OS=Mus	musculus	GN=Krt10	PE=1	SV=3 K1C10_MOUSE 1666158	kDa 0.66

Murinoglobulin-1	OS=Mus	musculus	GN=Mug1	PE=1	SV=3 MUG1_MOUSE 17836165	kDa 0.67

Thrombospondin-1	OS=Mus	musculus	GN=Thbs1	PE=1	SV=1 TSP1_MOUSE 130	kDa 0.68

Apolipoprotein	A-I	OS=Mus	musculus	GN=Apoa1	PE=1	SV=2 APOA1_MOUSE 1180631	kDa 0.68

Suppression	of	tumorigenicity	18	protein	OS=Mus	musculus	GN=St18	PE=2	SV=2 ST18_MOUSE 240690115	kDa 0.68

Pre-mRNA-processing	factor	40	homolog	A	OS=Mus	musculus	GN=Prpf40a	PE=1	SV=1 PR40A_MOUSE 56194108	kDa 0.68

Collagen	alpha-2(I)	chain	OS=Mus	musculus	GN=Col1a2	PE=1	SV=2 CO1A2_MOUSE 12843130	kDa 0.69

Beta-2-glycoprotein	1	OS=Mus	musculus	GN=Apoh	PE=1	SV=1 APOH_MOUSE 1181839	kDa 0.7

Tubulin	alpha-1A	chain	OS=Mus	musculus	GN=Tuba1a	PE=1	SV=1 TBA1A_MOUSE	(+2) 2214250	kDa 0.73

Inter-alpha-trypsin	inhibitor	heavy	chain	H3	OS=Mus	musculus	GN=Itih3	PE=1	SV=3 ITIH3_MOUSE 1642699	kDa 0.73

Beta-2-microglobulin	OS=Mus	musculus	GN=B2m	PE=1	SV=2 B2MG_MOUSE 1201014	kDa 0.73

Integral	membrane	protein	2B	OS=Mus	musculus	GN=Itm2b	PE=1	SV=1 ITM2B_MOUSE 1643230	kDa 0.73

Actin,	cytoplasmic	2	OS=Mus	musculus	GN=Actg1	PE=1	SV=1 ACTG_MOUSE 1146542	kDa 0.75

Galectin-1	OS=Mus	musculus	GN=Lgals1	PE=1	SV=3 LEG1_MOUSE 1685215	kDa 0.76

Heat	shock	protein	HSP	90-beta	OS=Mus	musculus	GN=Hsp90ab1	PE=1	SV=3 HS90B_MOUSE 1551683	kDa 0.76

Heat	shock	cognate	71	kDa	protein	OS=Mus	musculus	GN=Hspa8	PE=1	SV=1 HSP7C_MOUSE 1548171	kDa 0.79

Periostin	OS=Mus	musculus	GN=Postn	PE=1	SV=2 POSTN_MOUSE 5070693	kDa 0.81

Stromal	cell-derived	factor	1	OS=Mus	musculus	GN=Cxcl12	PE=2	SV=2 SDF1_MOUSE 2031511	kDa 0.82

Fructose-bisphosphate	aldolase	A	OS=Mus	musculus	GN=Aldoa	PE=1	SV=2 ALDOA_MOUSE 1167439	kDa 0.82

Collagen	alpha-2(V)	chain	OS=Mus	musculus	GN=Col5a2	PE=1	SV=1 CO5A2_MOUSE 12832145	kDa 0.85

Serotransferrin	OS=Mus	musculus	GN=Tf	PE=1	SV=1 TRFE_MOUSE 2204177	kDa 0.86

Insulin-like	growth	factor-binding	protein	7	OS=Mus	musculus	GN=Igfbp7	PE=1	SV=3 IBP7_MOUSE 2981729	kDa 0.86

Tubulin	beta-5	chain	OS=Mus	musculus	GN=Tubb5	PE=1	SV=1 TBB5_MOUSE 2215450	kDa 0.86

Inter	alpha-trypsin	inhibitor,	heavy	chain	4	OS=Mus	musculus	GN=Itih4	PE=1	SV=2 ITIH4_MOUSE 16427105	kDa 0.87

Brain	acid	soluble	protein	1	OS=Mus	musculus	GN=Basp1	PE=1	SV=3 BASP1_MOUSE 7035022	kDa 0.87

60	kDa	heat	shock	protein,	mitochondrial	OS=Mus	musculus	GN=Hspd1	PE=1	SV=1 CH60_MOUSE 1551061	kDa 0.87

Protocadherin	alpha-10	OS=Mus	musculus	GN=Pcdha10	PE=2	SV=1 PCDAA_MOUSE 12943102	kDa 0.87

Fatty	acid-binding	protein,	adipocyte	OS=Mus	musculus	GN=Fabp4	PE=1	SV=3 FABP4_MOUSE 1177015	kDa 0.91

Metallothionein-2	OS=Mus	musculus	GN=Mt2	PE=1	SV=2 MT2_MOUSE 177506	kDa 0.91

Histone	H2A	type	1-F	OS=Mus	musculus	GN=Hist1h2af	PE=1	SV=3 H2A1F_MOUSE	(+7) 31917314	kDa 0.91

Keratin,	type	II	cytoskeletal	2	oral	OS=Mus	musculus	GN=Krt76	PE=1	SV=1 K22O_MOUSE 7705563	kDa 0.91

Serum	albumin	OS=Mus	musculus	GN=Alb	PE=1	SV=3 ALBU_MOUSE 1165769	kDa 0.92

Keratin,	type	II	cytoskeletal	1	OS=Mus	musculus	GN=Krt1	PE=1	SV=4 K2C1_MOUSE 1667866	kDa 0.94

Collagen	alpha-1(III)	chain	OS=Mus	musculus	GN=Col3a1	PE=1	SV=4 CO3A1_MOUSE 12825139	kDa 0.98

14-3-3	protein	zeta/delta	OS=Mus	musculus	GN=Ywhaz	PE=1	SV=1 1433Z_MOUSE 2263128	kDa 0.98

Superoxide	dismutase	[Cu-Zn]	OS=Mus	musculus	GN=Sod1	PE=1	SV=2 SODC_MOUSE 2065516	kDa 0.99

Profilin-1	OS=Mus	musculus	GN=Pfn1	PE=1	SV=2 PROF1_MOUSE 1864315	kDa 0.99
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GENENAME Feature
ublguitn-conjugating enzyme E2, J2

eyclinL2

ATPase family, AAA domain containing 3A

NAD kinase

‘gamma-aminobutyric acid (GABA) A receptor, delta Promoter
retention in endoplasmic reliculum sorting receplor 1

microRNA 4251

microRNA 4251

microRNA 4251

‘adherens junctions associated protein 1

acyl.CoA thioesterase 7

castor zinc finger 1

F-box protein 2

mitofusin 2

ubiguitn protein igase E3 component n-recognin 4

RCAN family member 3

RCAN family member 3

argininelserine-rich protein 1 Promoter
AT rich interactive domain 1A (SWike)

family with sequence similariy 46, member B

WD and tetratrcopeptide repeats 1

Nav/Kr transporling ATPase interaciing 1

NaviK+ transporting ATPase interaciing 1

2yg-11 family member A, cellcycle regqulator

vav 3 guanine nucleolide exchange factor

microRNA 042

Solute carrer family 27 (faty acid ransporter), member 3

tamin AIC

tamin AIC

tenascin R

small Cajal body-specific RNA 3

neuron navigator 1

synaptotagmin I

Solute carrer family 26 (anion exchanger), member 8
inhibitor of kappa light polypeptide gens enhancer in B-cell, kinase epsilon
complement component (3d/Epstein Barr virus) eceplor 2
beta-1,3-N-acetylgalactosaminylliansferase 2

phosphalipase D family, member 5

disco-interacting protein 2 homolog C Enhancer
long intergenic non-protein coding RNA 200

pitrilysin metallopeptdase 1

calmodulindike 3

enoyl CoA hydratase domain containing 3 Promoter
armadillo repeat containing 3

Iysozyme-ike 1

family with sequence similarity 21, member C

storkhead box 1

chromosome 10 open reading frame 11

tankyrase, TRF1-interacting ankyrin-related ADP-ribose polymerase 2
Sortiin-related VPS10 domain containing receptor 3

TruB pseudouridine (psi)synthase family member 1

deleted in malignant brain tumars 1 pseudogene 1

ADAM metaliopeptdase domain 12

dedicator of ylokinesis 1

0-6-methylguanine-DNA methyltransferase

glutaredoxin 3

glutaredoxin 3

glutaredoxin 3

microRNA 878c

MRPL23 antisense RNA 1

INS-IGF2 readihrough

INS-IGF2 readihrough

KCNQ1 downsiream neighbor (non-protein coding)

ripartte motf containing 21 Promoter
leucine zipper protein 2
proline rich § like Promoter

leucine rich repeat containing 4C
D82 molecule

mitogen-activated protein kinase & nteracting protein 1

ferritin, heavy polypeptide 1

keralin associated protein 511

keralin associated protein 511

family with sequence similarity 86, member C1

asparaginyl-tRNA synthetase 2, mitochondrial (putative)

olfactory receptor, family 7, sublamily E, member 2 pseudogene
progesterone receptor

glutamate receptor, ionotropic, kainate 4

tubulin folding cofactor E-like

KIRREL3 antisense RNA 2

ransmembrane protein 458

beta-1,4-N-acetyl-galactosaminy transferase 3
beta-1,4-N-acetyl-galactosaminy transferase 3
beta-1,4-N-acetyl-galactosaminy transferase 3

long intergenic non-protein coding RNA 942

long intergenic non-protein coding RNA 942

wingless-type MMTV integration site family, member 56
wingless-ype MMTV integration site family, member 58
wingless-type MMTV integration site family, member 58
anactamin 2, calcium activated chioride channel

anactamin 2, calcium activated chioride channel

complement component 1,5 subcompanent Promoter
olfactory receptor, family 8, subfamily S, member 1

FYVE, RhoGEF and PH domain containing 6

nuclear ranscripton factor Y, beta

cutlke homeobox 2

Iysine (K)-specific demethylase 28

ransmembrane protein 1320

adhesion G protein-coupled receptor D1

splicing factor, suppressor of white-apricot family

N-6 adenine-specific DNA methyllransferase 2 (putative)

N-6 adenine-specific DNA methyllransferase 2 (putative)

G protein-coupled receptor 12

Kruppel-like factor § (intestinal) Promoter
MYO16 antisense RNA 1

MYO16 antisense RNA 1

insulin receplor substrate 2

insulin receplor substrate 2

inhibtor of growth family, member 1

sperm acrosome associated 7

sperm acrosome associated 7

coagulation factor VI (serum prothrombin conversion accelerator)
dehydrogenaseireductase (SDR family) member 4
thioredoxin-related transmembrane protein 1

guanine nucleotide binding protein (G protein), gamma 2 Enhancer
estrogen-elated receptor beta

chromosome 14 open reading frame 178

SET domain containing 3

dlta(4)-desaturase, sphingolipid 2

microRNA 345 Promoter
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-33.8 chrl6
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522 chr16
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-49.0 chr16
356 chrl6
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37.0 chrt7
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37.1 chrt?
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39.9 chr17
30,0 chrt7
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33.8 chri7
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281 chrig
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315 chr1g
335 chr19
277 chrtg
26,0 chr19
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312 chr19
299 chrig
34.4 chr19
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268 chr19
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346 chr19
34.9 chr19
313 chr1g
-30.9 chr19
291 chrig
-32.4 chr19
261 chrig
252 chr19
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264 chr19
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32,0 chr19
292 chr2
275 chr2
256 chr2
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318 chr2
322 chr2
281 chr2
266 chr2
333 chr2
26.1 chr2
305 chr2
252 chr2
2556 chr2
282 chr2
28.1 chr2
-34.9 chr2
-34.9 chr2
258 chr2
252 chr2
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30.1 chr2
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260 chr2
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76640527
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98503933
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101464716
577856
577856
1961465
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39032141
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19105175
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55361898
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104995308
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105880196
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98517068
101084476
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89007608
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89604129
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3704537
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12921381
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36561846
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39041495
45823485
50237377
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64066119
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81188573
7232042
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36253929
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41034635
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-34608
20284

ENSEMBL
ENSG00000166183
ENSG00000066735
ENSG00000226174
ENSG00000258710
ENSG00000114062
ENSG00000166206

ENSG00000171766
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SYMBOL
ASPG
KIF26A
TEX22
LINCO1193
UBE3A
GABRB3
HERC2P10
GATM
2NFs09
NRG4
SCAPER
LINC00930
ARRDCA
CERS3
LRRK1
CAPNTS
CAPN1S
HS3STE
SNX29
SHISAS
ADGRG1
CcDHg,
JPH3
SLCTAS
2NFas9
SNAI-AST
CBFA2TS
LOC100287036
sPG7
CPNE7
VP53
NXN

ABR
BHLHAQ
TLep2
SMG6
ITGAE
LOC100130950
scivp
ALOX12P2
ELAC2
SREBF1
usP22
socs?
NEUROD2
KRT20
TBX21
CcA10
KIF28
CEP112
MGATSE
RPL23APS7
LRRC30
PSMG2
CEP192
LINCO0669
MIR4744
COH?
ADNP2
THEG
ODF3L2
HMHAT
ATPEB3
GADDA45B
TLE2
LRG1
€D320
cap1
capt
MAN2B1
MAN2B1
MAN2B1
ccoe13o
LOC100507373
KLF2
KLF2
suGP2
CONE1
sceB282
PROSER3
cypast
BIGNTS
PSG7
CABPS
CARDS
SYNGR4
DHDH
TEAD2
2NF473
KIR3DL2
KIR3DL2
MYTIL
MIR47S7
CAPN14
LHCGR
SPR
DOK1
LOC100287010
LOC100287010
SLCSAT
™

™

™

™

™

™

™

™
TFCP2LY
GYpC
Gvpe
BINT
BINT
BINT
BINT
BINT
R3HDM1
CREB1
KCNE4
SP110

GENENAME Feature
asparaginase

Kinesin family member 26A

testis expressed 22

long intergenic non-protein cading RNA 1193

ubiquitin protein ligase E3A

‘gamma-aminobutyric acid (GABA) A receplor, beta 3

hect domain and RLD 2 pseudogene 10

glycine amidinotiansferase (L-arginineglycine amidinotransferase)

zinc finger protein 609

neuregulin 4

S-phase cyclin A-associated protein in the ER

long intergenic non-protein cading RNA 930

arrestin domain containing 4

ceramide synthase 3

leucine-rich repeat kinase 1

calpain 15

calpain 15

heparan sulfate (glucosamine) 3-O-sulforansferase 6

sorting nexin 29

shisa family member 9

‘adhesion G protein-coupled receptor G1 Promoter
cadherin 8, type 2

junctophilin 3

Solute carier family 7 (amino acid ransporter light chain, L system), member §

zinc finger protein 469

SNAI3 antisense RNA 1

core-binding factor, runt domain, alpha subunit2; ranslocated to, 3

uncharacterized LOC100287036

spasic paraplegia 7 (pure and complicated autosomal recessive)

copine Vil

vacuolar protein sorting 53 homolog (S. cerevisiae)

nucleoredoxin Promoter
active BCR-related

basic helix-loop-helix family, member a9

TLC domain containing 2

SMG6 nonsense mediated mRNA decay faclor

integrin, alpha E (antigen CD103, human mucosal lymphocyle antigen 1; alpha polypeptide)
uncharacterized LOC100130950

SLP adaptor and CSK interacting membrane protein

arachidonate 12-lipoxygenase pseudogene 2 Promoter &
elaC ribonuclease 22
sterol regulatory element binding transcription factor 1 Promoter

ubiquitin specifc peptidase 22
suppressor of ylokine signaling 7

neuronal differentiation 2

keratin 20, type |

Tbox 21

carbonic anhydrase X

Kinesin family member 28

centrasomal prolein 112kDa

mannosyl (alpha-1 6--glycoprolein beta-1 6-N-aceyl-glucosaminyltransferase, isozyme B

ribosomal protein L23a pseudogene 87

leucine rich repeat containing 30

proteasome (prosome, macropain) assembly chaperone 2

centrosomal profein 192kDa

long intergenic non-protein coding RNA 669

microRNA 4744

cadherin 7, type 2

ADNP homeobox 2

theg spermatid protein Promoter
outer dense fiber of sperm tails 3-1ke 2

histocompativilty (minor) HA-1 Promoter
ATPase, aminophospholipid transporter, class |, type 88, member 3 Promoter
growth arrest and DNA-damage-inducible, beta

ransducin-like enhancer of split 2

leucine-rich alpha-2-glycoprotein 1

D320 molecule

complement component 3 precursor pseudogene

‘complement component 3 precursor pseudogene

mannosidase, alpha, class 26, member 1

mannosidase, alpha, class 26, member 1

mannosidase, alpha, class 26, member 1

coiled-coll domain containing 130

uncharacerized LOC100507373

Kruppel-ike factor 2

Kruppel-ike factor 2

SURP and G patch domain containing 2

eyelin E1

secreloglobin, family 28, member 2 Promoter
proline and serine rch 3

cytochrome P450, family 2, subfamily S, polypeptide 1

UDP-GIcNACbetaGal beta-1,3-N-acetylglucosaminyllransferase & Promoter
pregnancy specific beta-1-glycoprolein 7 (genelpseudogene)

calcium binding protein 5

caspase recruitment domain family, member 8

synaptogyrin 4

dinydrodiol dehycrogenase (dimeric) Promoter
TEA domain family member 2

zinc finger protein 473

Killr cell immunoglobulin-ike receptor, three domains, long cyloplasmic tail, 2 Promoter
Killr cell immunoglobulin-like receptor, three domains, long cyloplasmic tal, 2

myelin transcription factr 1-ike

microRNA 4757
calpain 14

luteinizing hormone/choriogonadotrapin receplor

sepiapterin reductase (7,8-dihydrobiopterin:NADP+ oxidoreductase) Promoter &
docking protein 1, 62kDa (downsiream of tyrosine kinase 1) Promoter

uncharacterized LOC100287010
uncharacterized LOC100287010
solute carier family 5 (sodiumicholine cotransporter), member 7

tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter
tubulin tyrosine ligase Promoter

transcription factor CP2-lke 1
glycophorin C (Gerbich blood group)

glycophorin C (Gerbich blood group)

bridging integrator 1

bridging integrator 1

bridging integrator 1

bridging integrator 1

bridging integrator 1

R3H domain containing 1

CAMP responsive element binding protein 1

potassium channel, voltage gated subfamily E regulatory beta subunit 4
SP110 nuclear body protein
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275 chr2
29.1 chr2
259 chr2
280 chr2
28.1 chr20
34.1 chr20
410 chr20
32.3 chr20
207 chr20
-25.3 chr20
27.4 chr20
-42.1 chr20
282 chr20
-26.1 chr20
262 chr20
27.0 chr20
294 chr20
28.1 chr20
407 chr20
392 chr20
257 chr21
257 chr21
357 chr21
37.0 chr21
27.9 chi21
367 chr21
33.8 chr21
27.4 chr21
327 chr21
297 chr21
30.4 chr21
288 chi21
307 chr22
205 chr22
357 chr22
4.7 chr22
32,0 chr22
-43.9 chr22
-30.9 chr22
413 chr22
297 chr22
282 chr3
287 chr3
262 chr3
413 chr3
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312 chr3
262 chr3
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290 chr3
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326 chr3
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35.4 chrd
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-25.9 chr§
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28.9 chr§
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425 chr§
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46,0 chr§
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267 chr§
27.0 chrs
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281 chrs
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27.1 chis
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27.4 chis
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-31.8 chrb
-33.0 chrb
-32.9 chrb
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35.0 chrb
263 chrb
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237074307
238232655
241804036
241804036
2361554,
2673524,
3087557
23608534
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33031935
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33031935
33031935
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41755011
41755011
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39214456
41601313
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49262582
50296854
12938542
39183342
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171318195
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2065343
4387584,
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53739151
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28026077
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28026077
28026077
28026077
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56242753
67511584
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134670071
135548999
140810158
149900430
158690089
167181993
169675088
179527795
179527795
179527795
391739
1390069
4706393
8652442
30152232
31582994
32162620
39071840
66011311
70637801
86386725
88054571
88054571
107018903
144612873
158244294
159185603
161412822
161412822
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238252157
241906868
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2413399
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3131513
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ENSG00000235123
ENSG00000235123
ENSG00000157617
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ENSG00000273311
ENSGO0000040608
ENSG00000169184
ENSG00000100330
ENSG00000221890
ENSG00000100395
ENSG00000107182

ENSG00000182858
ENSG00000144711
ENSG00000144655
ENSG00000272886
ENSG00000151276
ENSG00000154175
ENSG00000163515
ENSG00000114554
ENSG00000114656
ENSG00000172752
ENSG00000174564
ENSG00000075651
ENSG00000073792
ENSG00000173950
ENSG00000168993
ENSG00000090316
ENSG00000125388
ENSG00000168824
ENSG00000087008
ENSG00000137441
ENSG00000109610
ENSG00000250317
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ENSG00000153395
ENSG00000153395
ENSG00000263746
ENSG00000170561
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SYMBOL
cex2
COLEA3
L0C200772
L0Cc200772
TaMs
EBF4
UBOXS-AST
csT3
MIR663AHG
DEFB115
SRSF6
MIR3616
SNAI1
ATPOA
TSHZ2
PPPARIL
APCDDIL
MIR298
MIRAS33
MIR124-3
TEKT4P2
TEKT4P2
sop1
sopt
sopt
sopt
sopt
CBR3-AST
DSCAM-AST
DSCAM-AST
cacb2
AGPAT3
DGCR11
RTNAR
N1
MTMRS
NPTXR
L3MBTL2
MIRLET7BHG.
LINC01310
ALG12
IQSECT
CSRNP1
DCP1A
MAGH
ABI3BP
RETNLE
PLXNAT
KIAAT257
COLEAS
IL20RB
PLD1
1GF28P2
XXYLTH
CPLX1
MAEA
GRK4
NSG1
ACOX3
FGFEP2
sop3
SMIM20
TMEM33
SPATA1E
sCFD2
1GFBP7
ADGRL3
TECRL
GRID2
DKK2
GALNTLG
LINC01060
MIR4456
SLC6A1S
SLC6A3
LPCAT1
LPCAT1
MIR4277
IRX2
PAPD7
PAPD7
LsP1P3
LsPiP3
LsPiP3
LsPiP3
LsPiP3
LsPiP3
LsPiP3
MIERS
PIK3R1
LINC00992
H2AFY
TRPCT
PCDHGAT2
NDST1
UBLCP1
TENM2
[
RASGEF1C
RASGEF1C
RASGEF1C
IRF4
FOXF2
covL
HULC
TRIM2E
AF1
NOTCH4
SAYSD1
LOC441155
COL19A1
SNHG5
Céorf163
Céorf163
RTN4IPT
UTRN
SNX9
MIR3918
MAP3KA
MAP3K4

GENENAME
gastrulation brain homeobox 2

collagen, type VI, alpha 3

uncharacterized LOC200772

uncharacterized LOC200772

transglutaminase 6

arly B-cell factor 4

UBOXS antisense RNA 1

cystatin C

MIR663A host gene.

defensin, beta 115

serinefarginine-ich splicing factor 6

microRNA 3616

snail family zinc finger 1

ATPase, dlass I, type 9A

teashirt zinc finger homeobox 2

protein phosphatase 4, regulatory subunit 1-fike (pseudogene)
‘adenomatosis polyposis coli down-regulated 1-like
microRNA 298

microRNA 4533

microRNA 124-3

tektin 4 pseudogene 2

tektin 4 pseudogene 2

superoxide dismutase 1, soluble

superoxide dismutase 1, soluble

superoxide dismutase 1, soluble

superoxide dismutase 1, soluble

superoxide dismutase 1, soluble

CBR3 antisense RNA 1

DSCAM antisense RNA 1

DSCAM antisense RNA 1

€2 calcium-dependent domain containing 2
1-acylglycerol-3-phosphate O-acylransferase 3
DiGeorge syndrome critcal region gene 11 (non-protein coding)
reticulon 4 receplor

meningioma (disrupted in balanced ransiocation) 1
myotubularin related protein 3

neuronal pentraxin receplor

(3)mbtlike 2 (Drosophila)

MIRLET7E host gene

long intergenic non-protein cading RNA 1310

ALG12, alpha-1 6-mannosylranslerase

1Qmolifand Sec? domain 1

cysteine-serine-rich nuclear protein 1

decapping mRNA 1A

membrane assaciated guanylate kinase, WW and PDZ domain containing 1
ABIfamily, member 3 (NESH) binding protein

resistin like beta

plexin A1

KIAAT257

collagen, type VI, alpha 5

interleukin 20 receplor beta

phospholipase D1, phosphatidylcholine-specific
insulin-like growth factor 2 mRNA binding protein 2
xyloside xylosyltransferase 1

‘complexin 1

macrophage erythroblast attacher

G protein-coupled receptor kinase 4

neuron specific gene family member 1

‘acyl-CoA oxidase 3, pristanoy!

fibroblast growth factor binding protein 2

superoxide dismutase 3, extracellular

smallintegral membrane protein 20

transmembrane protein 33

spermalogenesis associated 18

sect family domain containing 2

insulin-like growth factor binding protein 7

‘adhesion G protein-coupled receptor L3
trans-2,3-enoyl-CoA reductase-like

glutamate receptor, ionotropic, delta 2

dickkopf WNT signaling pathway inhibitor 2
polypeptide N-acetylgalactosaminyliransferase-like 6
long intergenic non-protein cading RNA 1060
microRNA 4456

Solute carrier family 6 (neulral amino acid transporter), member 19
Solute cartier family 6 (neurotransmitter ransporter), member 3
Ilysophosphatidyicholine acyltransferase 1
lysophosphatidyicholine acyltransferase 1

microRNA 4277

iroguois homeobox 2

PAP associated domain containing 7

PAP associated domain containing 7
lymphocyle-specific protein 1 pseudogene 3
lymphocyle-specific protein 1 pseudogene 3
lymphocyle-specific protein 1 pseudogene 3
lymphocyle-specific protein 1 pseudogene 3
lymphocyle-specific protein 1 pseudogene 3
lymphocyle-specific protein 1 pseudogene 3
lymphocyle-specific protein 1 pseudogene 3
mesoderm induction early response 1, family member 3
phosphoinositide-3-kinase, regulatory subunit 1 (alpha)
long intergenic non-protein cading RNA 992

H2A histone family, member Y

transient receptor potential cation channel, subfamily C, member 7
protocadherin gamma subfamily A, 12
N-deacetylase/N-sulloransferase (heparan glucosaminy) 1
ubiquitin-ike domain containing CTD phosphatase 1
teneurin transmembrane protein 2

lymphocyle cytosolic protein 2 (SH2 domain containing leukocyle protein of 76kDa)

RasGEF domain family, member 1C
RasGEF domain family, member 1C

RasGEF domain family, member 1C

interferon regulatory factor 4

forkhead box F2

chromodomain protein, Y-like

hepatocellular carcinoma up-regulated long non-coding RNA
ripartte motf containing 26
allograftinflammatory factor 1

notch 4

SAYSVFN motif domain containing 1

zine finger CCCH-type domain-containing-like
collagen, type XIX, alpha 1

small nucleolar RNA host gene 5

chromosome 6 open reading frame 163
chromosome 6 open reading frame 163

reticulon 4 interacting protein 1

utrophin

sorting nexin &

microRNA 3918

mitogen-activated protein kinase kinase kinase 4
‘mitogen-activated protein kinase kinase kinase 4

Feature

Promoter

Promoter

Promoter

Promoter
Promoter

Promoter &

Promoter

Promoter

Promoter
Promoter
Promoter

Promoter

Enhancer
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312 chro
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292 chrd
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268 chrx
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167536250
169615875
410301
916101
916101
1272654
1272654
1855428
24323807
56078744
76057955
98246597
100849258
131808091
134576151
150811765
150936059
150936059
157367028
157647277
157647277
158325410
687587
687587
6912829
11700034
16850334
28748225
47752508
48685669
110979233
132916356
132916356
139600478
140613082
141522081
142138720
142350648
142443929
143953773
27524312
37877572
74298282
92219027
107543284
113431051
127640573
128108169
134467486
135136827
135285611
136336216
136379708
136528684
49106897
49106897
105855160
135044231
135067586
9748407

geneEnd
167552629
169654137
422845
936071
936071
1276613
1276613
1980185
24331484
56119268
76071388
98250181
100861011
131830097
134655480
150820725
150973820
150973820
157367114
157658782
157658782
158325505
1087777
1087777
6914259
11725646
16859674
28910242
47765991
48872743
110988076
133025886
133025886
139926236
140631342
141527252
142152610
142354720
142517330
143961236
27526496
37904350
74319743
92221469
107690527
113563278
127703386
128127290
134501809
135205886
135448675
136344276
136390068
136568823
49121288
49121288
105881604
135053281
135129428
9749571

distanceToTSS
10762
315024
29603
6711
6673
39470
74386
90113
181657
3913
5736
51136
-4858
227366
27052
-10087
13659
13639
61574
33251
-33207
67244
398
434
-103880
-46085
90876
30276
1722896
656
-482538
220717
220673
132326
236411
44856
32151
23224
153049
1670
14440
40142
24352
-3040
52999
134169
-16938
37596
13419
12128
61821
20149
4731
-8809
2320
2323
33273
30710
31975
1574364

ENSEMBL
ENSG00000112486
ENSG00000186340
ENSG00000249574
ENSG00000239857
ENSG00000239857
ENSG00000164853
ENSG00000164853
ENSG00000002822
ENSG00000122585
ENSG00000146733
ENSG00000188372
ENSG00000106236
ENSG00000106397
ENSG00000221866
ENSG00000122786
ENSG00000133612
ENSG00000082014
ENSG00000082014
ENSG00000207960
ENSG00000233038
ENSG00000233038
ENSG00000207637
ENSG00000237647
ENSG00000237647
ENSG00000164816
ENSG00000164733
ENSG00000078579
ENSG00000147421
ENSG00000253314
ENSG00000253729
ENSG00000164794
ENSG00000132294
ENSG00000132294
ENSG00000169436
ENSG00000169427
ENSG00000104472
ENSG00000105339
ENSG00000253595
ENSG00000226807
ENSG00000160882
ENSG00000147896
ENSG00000122696
ENSG00000135048
ENSG00000130222
ENSG00000165029
ENSG00000030304
ENSG00000136935
ENSG00000165219
ENSG00000107263
ENSG00000107290
ENSG00000188523
ENSG00000160326
ENSG00000187616
ENSG00000123453
ENSG00000049768
ENSG00000049768
ENSG00000147231
ENSG00000169446
ENSG00000198689
ENSG00000239225

SYMBOL
CCRs
THBS2
LOC442497
GET4
GET4
UNCX
UNCX
MADIL1
NPY

PSPH

23
NPTX2
PLOD3
PLXNA4
CALD1
AGAP3
SMARCD3
SMARCD3
MIR153-2
LOC100506585
LOC100506585
MIRS95
ERICH1-AS1
ERICH1-AS1
DEFAS
cTsB
FGF20
HMBOX1
LINC00293
PRKDC
KCNV1
EFR3A
EFR3A
coL22A1
KCNKS
CHRAC1
DENND3
LINC01300
MROHS
cypi1B1
IFNK
SLC25A51
TMEM2
GADD45G.
ABCAT
MUSK
GOLGAT
GAPVD1
RAPGEF1
SETX
Corf171
SLC2A6
TMEMBC
SARDH
FOXP3
FOXP3
CXors7
MMGTT
SLCOAG
TTTY23

GENENAME
chemokine (C-C molif) receptor &

thrombospondin 2

uncharacterized LOC442497

golgi to ER traffic protein 4

golgi to ER raffic protein 4

UNC homeobox

UNC homeobox

MAD1 mioti arrest deficientlike 1 (yeast)

neuropepiide Y

phosphoserine phosphatase

zona pellucida glycoprotein 3 (sperm receptor)

neuronal pentrasin Il

procollagen-lysine, 2-oxoglutarate 5-dioxygenase 3

plexin A4

caldesmon 1

AIGAP with GTPase domain, ankyrin repeat and PH domain 3
SWUSNF related, matrix associated, actin dependent regulator of chromatin, subfarmily d, member 3
SWUSNF related, matrix associated, actin dependent regulator of chromatin, subfarmily d, member 3
microRNA 1532

uncharacterized LOC100506585

uncharacterized LOC100506585

microRNA 595

ERICH? antisense RNA 1

ERICH? antisense RNA 1

defensin, alpha 5, Paneth cell-specific

cathepsin B

fibroblast growth factor 20

homeobox containing 1

long intergenic non-protein cading RNA 203

protein kinase, DNA-activated, caalytc polypeptide
polassium channel, voltage gated modifier subfamily V, member 1
EFR3 homolog A

EFR3 homolog A

collagen, type XXIl, alpha 1

potassium channel, wo pore domain subfarily K, member 9
chromatin accessibilty complex 1

DENN/MADD domain containing 3

long intergenic non-protein cading RNA 1300

maestro heatlike repeat family member 5

cylochrome P450, family 11, subfamily B, polypeptide 1
interferon, kappa

Solute carrier family 25, member 51

transmembrane protein 2

growth arrest and DNA-damage-inducible, gamma
ATP-binding cassette, sub-family A (ABC1), member 1

muscle, skeletal, receptor tyrosine kinase

golgin A1

GTPase activating protein and VPSS domains 1

Rap guanine nucleotide exchange factor (GEF) 1

senataxin

chromosome 8 open reading frame 171

Solute carrier family 2 (faciltated glucose transporter), member 6
transmembrane protein 8C

sarcosine dehydrogenase

forkhead box P3

forkhead box P3

chromosome X open reading frame 57

membrane magnesium transporter 1

Solute carrier family 9, subfamily A (NHES, cation proton antiporler 6), member 6
testis-specific transcript, Y-linked 23 (non-protein coding)

Feature

Enhancer
Enhancer

Promoter

Promoter
Promoter

Enhancer

Promoter

Promoter
Promoter




