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Supplementary Materials and Methods
Cell culture

BMSCs derived from C57BL/6 mice were obtained from Cyagen Biosciences Inc.
(Guangzhou, China). Mouse articular cartilage was obtained from the femoral
condyles and tibial plateaus of C57BL/6 mice during postnatal day 56 as described
previously [1]. Human OA cartilage was obtained from patients undergoing total knee
replacement surgery. Control normal cartilage was obtained postmortem from human
subjects with no history of OA. Informed consent from the patients and approval of
the local ethics committee were obtained prior to harvesting human tissue samples.
Human articular chondrocytes were harvested by overnight incubation of 1-mm?
cartilage slices with 2 mg/mL of collagenase P in Dulbecco’s modified Eagle’s
medium (DMEM) supplemented with 10% (v/v) fetal bovine serum (FBS) and 40
ug/mL gentamicin at 37 °C. After resuspension and filtration through a 0.7-um filter,
cells were maintained as a monolayer in DMEM supplemented with 10% FBS at

37 °C. Cells were utilized in experiments through the third passage.
1



10

11

12

13

14

15

16

17

18

19

20

21

22

Evaluation of DNA and collagen contents

Total genomic DNA in native and decellularized cartilage tissues was extracted
using the Genomic DNA Extraction Kit (Qiagen) according to manufacturer’s
instructions. DNA concentration was measured using a NanoDrop 8000
spectrophotometer (Thermo Fisher Scientific, Waltham, MA). Collagen levels were
determined by quantifying hydroxyproline content using a Hydroxyproline Assay Kit
(Sigma-Aldrich) according to manufacturer’s instructions.
Scaffold biosecurity test

The 3D printed GeIMA, ECM/GelMA, and ECM/GelMA/exosome scaffolds
were implanted in rat subcutaneous models (n =5 in each group). Subdermal pockets
for scaffold implantation were created on the dorsal midline. Samples were collected
after 1 and 2 weeks for immunofluorescence staining of the M2 macrophage markers
ARG-1 and CD163, M1 macrophage marker CD86, and T-cell marker CD3.
Antibodies used are summarized in Table S4. The myocardium, liver, and kidney
were collected for HE staining to evaluate systematic pathological changes.
Histology evaluation

After decalcification, the samples were dehydrated and embedded in paraffin.
Serial sections of 7 pum in thickness were cut and stained with HE to examine
morphology, safranin O as well as alcian blue to examine proteoglycans. For overall
evaluation of regenerated tissue in the defect regions, repaired tissues were graded
blindly by three observers using the ICRS Visual Histological Assessment Scale [2].

Immunohistochemistry was performed to detect type Il collagen and MMP13 and the
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synovial membranes were stained with HE to observe synovitis appearance. The
sections were also used for immunofluorescence staining of iINOS (M1 macrophage
marker) and CD163 (M2 macrophage marker). The antibodies used for
immunohistochemistry are listed in Table S4.
Proteomics profiling

Liquid chromatography-electrospray ionization-tandem mass spectrometry
(LC-ESI-MS/MS) analysis was performed on a NanoLC-MS/MS system (TripleTOF
5600+; AB Sciex, Darmstadt, Germany). Samples were chromatographed using a 90
min gradient from 2-30% [buffer A 0.1% (v/v) formic acid, 5% (v/v) acetonitrile;
buffer B 0.1% (v/v) formic acid, 95% (v/v) acetonitrile] after direct injection onto a
20-pum PicoFrit emitter (New Objective, Woburn, MA) packed to 12 cm with MAGIC
C18 AQ 3 um 120 A stationary phase. MS1 spectra were collected in the range
350-1,500 m/z for 250 ms. The 20 most intense precursors with charge states of 2-5
were selected for fragmentation and MS2 spectra were collected in the range
50-2,000 m/z for 100 ms; precursor ions were excluded from reselection for 15 s.
Proteomics data analysis

The original MS/MS file data were submitted to ProteinPilot Software v4.5 (AB
Sciex) for data analysis. For protein identification, the Paragon algorithm?, which was
integrated into ProteinPilot and employed against the Uniprot database for searching.
The parameters were set as follows, TripleTOF 5600 instrument, ITRAQ
quantification, and cysteine modified with iodoacetamide; biological modifications

were selected as ID focus, trypsin digestion, and quantitative, bias correction, and
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background correction, which were checked for protein quantification and
normalization. For false discovery rate (FDR) calculation, an automatic decoy
database search strategy was employed to estimate FDR using the Proteomics System
Performance Evaluation Pipeline software algorithm (PSPEP; integrated in the
ProteinPilot Software). Proteins with at least one unique peptide and unused value >
1.3 were considered for further analysis. Among the identified peptides, some were
excluded from quantitative analysis for one of the following reasons, (1) peaks
corresponding to iTRAQ labels were not detected, (2) peptides were identified with
low identification confidence, (3) peptides were claimed by more than one protein, (4)
the signal-to-noise (S/N) ratio for any peptide ratio was too low, and (5) peptides with
a combined feature probability < 30% because of semi-tryptic peptides, peptides
missing an iTRAQ reagent label, peptides with low probability modifications, and
peptides with large delta masses. For protein abundance ratios measured using iTRAQ
after normalization, we set 1.5-fold change and p value < 0.05 as the threshold for
identifying significant changes.
Proteomics bioinformatics and annotation

To determine the biological and functional properties of all identified proteins,
identified protein sequences were mapped with GO terms (http://geneontology.org/).
A homology search was first performed for all identified sequences with a localized
NCBI BLASTp program against the NCBI animal database. The e-value was set to
less than 1e-5 and the best hit for each query sequence was taken into account for GO

term matching. GO term matching was performed with Blast2GO software (v4.5
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pipeline5).  Clusters of  Orthologous  Groups (COGs) of proteins
(http://www.ncbi.nlm.nih.gov/COG/) was employed for the functional annotation of
genes from new genomes and for genome evolution research. To identify candidate
biomarkers, we employed hypergeometric tests to perform GO enrichment and KEGG
pathway enrichment. To highlight protein-protein interactions, STRING was
employed (http://www.string-db.org/). All other diagrams were drawn using FunRich
v3.1.3 software (http://www.funrich.org/).

Cell migration

Chondrocyte migration induced by the scaffold was evaluated using the
Transwell migration assay. Briefly, a 100-uL suspension of 10° chondrocytes in 10%
FBS was added to the top chamber insert and 600 pL 20% FBS mixed with scaffold
was added to the bottom chamber; no scaffold was added to control preparations.
After 6 h of culture at 37 °C and 5% CO,, the inserts were washed with PBS and cells
fixed with 4% paraformaldehyde for 30 min. The inserts were then inverted and the
membranes stained with 0.2% crystal violet solution (Sigma-Aldrich) to visualize
migrating cells. Cells in five randomly selected fields were counted.

Quantitative polymerase chain reaction (QPCR)

To evaluate stimulatory effects of ECM/GelMA hydrogel on chondrocytes, mouse
chondrocytes were cultured for 7 days in DMEM on GelMA or ECM/GelMA. The
chondrocytes cultured in DMEM without supplements were regarded as the control
group. Total RNA was extracted from chondrocytes using Trizol reagent (Invitrogen)

following the manufacturer's instructions. The cDNA was reversely transcribed with
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MMLV reverse transcription reagents (Takara). GAPDH were applied as
normalization control. gPCR was done using SYBR premix qPCR kit (Takara). The
following primer sequences were utilized: 5’-CGAGTGGAAGAGCGGAGACT-3’
and 5’-AACTTTCATGGCGTCCAAGGT-3’ (COL I);
5’-GAAGAGCCTCGAATCACCTG-3" and 5’-ATCCTGGGCACATTATGGAA-3’
(aggrecan); 5’-GGAGCTCGAAACTGACTGGAA-3’ and
5’-GAGGCGAATTGGAGGAGGA-3’ (SOX9). All experiments were performed in
triplicate on three separate occasions.
Assessment of mtDNA

Total mtDNA content was isolated from chondrocytes using a DNeasy Blood &
Tissue Kit (Qiagen, Hilden, Germany). The efficiency-adjusted AACt method was
used for gPCR using the following primers, mtDNA-encoded cytochrome ¢ oxidase
subunit I (COX1) forward, 5-GGCCTGACTGGCATTGTATT-3" and reverse,
5'-TGGCGTAGGTTTGGTCTAGG-3'; subunit II (COX2) forward,
5'-GCCGACTAAATCAAGCAACA-3' and reverse,
5-CAATGGGCATAAAGCTATGG-3"; nucleus-encoded 18S ribosomal DNA (rDNA)
genes forward 5'-TAGAGGGACAAGTGGCGTTC-3' and reverse,
5'-CGCTGAGCCAGTCAGTGTCGCTGAGCCAGTCAGTGT-3".  The  relative
mitochondrial copy number was represented by the ratio of COX1 or COX2 DNA
copies to nucleus-encoded 18S ribosomal DNA. All experiments were performed in

triplicate on three separate occasions.

Supplementary Results
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Cartilage ECM scaffold preparation

We first prepared decellularized cartilage ECM scaffolds. It appeared that
decellularized cartilage was more hyaline compared with native cartilage (Fig. S5A).
HE staining showed nuclei loss and cartilage ECM preservation after decellularization.
The loss of cells was also verified by DAPI staining (Fig. S5A). Compared with
native cartilage, over 95% of DNA content in the cartilage was eliminated after
decellularization (p < 0.05; Fig. S5B). The hydroxyproline test indicated that collagen
content of the cartilage was well preserved after decellularization (30.85 = 4.19 vs.
32.39 + 0.78 pg/mg, p>0.05; Fig. S5C). Furthermore, we analyzed cartilage
microstructure preservation through SEM and TEM imaging of the ultrastructure of
cartilage ECM. SEM showed the apparent removal of cells in decellularized ECM

while TEM showed the well preservation of the ECM microstructure (Fig. S5D, E).

The stimulatory effects of ECM/GelMA hydrogel on chondrocytes in vitro

To evaluate whether ECM/GelMA hydrogel could provide chondrocytes with an
appropriate microenvironment for chondrogenesis, the multiple gene expression of
chondrocytes cultured with the hydrogel were evaluated. The marker genes of
chondrocytes (Col 11, aggrecan, and SOX9) in the ECM/GelMA group were
significantly up-regulated compared with the GelMA group at 7 days of culture
(p<0.05, Fig. S8). The results suggested that ECM/GelMA might provide

chondrocytes with an appropriate microenvironment for chondrogenesis.
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The number of cells in the defect area in vivo

We then quantified the number of cells in the defect area at 6 and 12 weeks. The
results showed cell numbers were significantly increased in GelMA, ECM/GelMA,
and ECM/GelMA/exosome groups compared with the control group (p < 0.05). Cell
numbers were found significantly increased in the order GelMA < ECM/GelMA (p <
0.05) and ECM/GelMA < ECM/GelMA/exosomes (p < 0.05; Fig. S11). These results
were consistent with the results of in vitro experiments that the 3D printed scaffolds

had the ability to promote cell migration.
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Figure S1. LC-ESI-MS/MS-based proteomics analysis of normal and OA human

cartilage samples.
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Figure S5. Complete removal of cellular components and preservation of stratified
structure in decellularized cartilage ECM scaffolds. (A) Macroscopic images as well
as HE and DAPI staining before and after decellularization. Scale bar =200 um. (B, C)
Quantitative analysis of DNA and collagen content before and after decellularization.

Data represent the mean = SD (n = 5). *p < 0.05. (D, E) SEM and TEM images of

native and decellularized cartilage.
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Supplementary Tables

The differentially expressed proteins of human normal and OA samples are listed in
Table S1. Proteomics results of MSC exosomes and decellularized cartilage ECM are
listed in Table S2 and S3. The antibodies used for immunostaining are listed in Table

S4.

Table S1. The differentially expressed proteins of human normal and OA samples

No  Protein ID ratio: OA/Normal p value
1 AO0A0S2Z4H2 0.01491955 0.00052993
2 Q5T765 0.03222508 0.04253933
3 P02458 0.05975264 0.00017396
4 AO0A024RA96 0.12803816 0.00500613
5 QG6LETS6 0.13173884 0.00280855
6 G3XAP6 0.1500682 2.6924E-05
7 A0A024R3H3 0.16266309 0.00015021
8 Q99715 0.19286371 0.00132533
9 P12107 0.19519343 0.00401447
10 A4D1M3 0.19523144 0.02939282
11 VI9HWH2 0.20499619 8.5625E-05
12 P22413 0.2088774  0.0033822
13 Q9BUBY 0.20975461 0.03163317
14 AO0A286YF37 0.24385076 0.00011632
15 Q6UVK1 0.2573762 0.00935267
16 A0A024R7V4 0.25906191 0.03333709
17 B3KPX6 0.27698574 5.6516E-05
18 P02461 0.29979977 0.01504634
19 Q5TBUS 0.30057036 0.02186852
20 E9PR44 0.30321912 0.000189
21 AO0A024R8E5 0.30394001 0.00190422
22 P30837 0.30877629 0.00520721
23  A0A024R248 0.31526289 0.04929795
24 Q59FZ8 0.31551632 0.00020308
25 P02452 0.32693773 0.00085489
26 QS53FI7 0.33073077 0.00099862
27 H7C4B9 0.33881601 0.00112624

N
o

AGNLG9Y 0.34231322  0.0052215

22



29 Q96JY6 0.34822577 0.00324497
30 Q9BTZ2 0.34949743 0.00077652
31 AO0A024R215 0.34955444  0.00066098
32 P14927 0.35242275 0.00162654
33 P52895 0.35646826 0.02617624
34 ABKO9L2 0.36098394 0.00639609
35 Q8IVF2 0.36556748  0.0009479
36 000330 0.3659688 0.00315955
37 Q9UHSS8 0.36749121 0.00109999
38 E9PHF7 0.36771424 0.01188699
39 Q9Y5L4 0.38015995 0.00949367
40 Q8TD55 0.3842225 0.00759244
41 P51884 0.38712693 0.00061527
42  Q8WX93 0.38987327 0.00035682
43 H3BPJ9 0.39360242 0.00190104
44 ABKS8F9 0.39987197 0.00221688
45 Q8TBT6 0.40009031 0.02255605
46 A0AQ024R222 0.40349145 0.00228168
47 Q68CZ2 0.40401936 0.00027062
48 095168 0.40520805 0.00422912
49 Q96PQ9 0.40693314 0.00316945
50 Q53XX5 0.40787759  0.0087522
51 E9PE17 0.40793743 0.00045802
52 Q53TN4 0.40935374 0.00156766
53 060488 0.41549245 0.00914125
54 B4DUH1 0.41756676 0.00697385
55 A6H8W6 0.42029522 0.02955274
56 B7ZKM6 0.42122024 0.00235601
57 Q8TCS8 0.42747724 0.00040851
58 Q86222 0.42808418 0.01654903
59 Q9NZU5 0.43540331 0.03184506
60 D3DTX7 0.43952852 0.00011556
61 P43155 0.43981803 0.01025656
62 F6XEV2 0.4402346 0.01546113
63 D3DQHS8 0.44153519 0.00776787
64 P05997 0.444658 0.00060177
65 P13073 0.44641078 0.00117323
66 P06737 0.44835131 0.00469772
67 B3KMV8 0.45542339 0.00229578
68 Q6PGP7 0.4584251 0.00093639
69 P35270 0.46045008 0.02616043
70 AO0A024QZz62 0.46311837 0.00746571
71 015061 0.46430195  0.0008905

23



72 B4DKX4 0.46670027 0.00148151
73  AOAQ087WTAS 0.46690287 0.00167423
74 P20674 0.46750983 0.00035938
75 AOA218NOE7 0.46766465 0.00133391
76 Q961X5 0.46927915 0.03656663
77 AO0A088QCUG6 0.47507461 5.9226E-05
78 Q9NPK3 0.4775378 0.00084463
79 Q6FHLS8 0.48123407 0.00996227
80 P26447 0.48197825 0.00023499
81 P14854 0.48574182 0.00224561
82 Q6FGG4 0.48889377 0.03312552
83 Q08257 0.49015853 0.00208697
84 VI9HWBG6 0.4936257 0.00543454
85 Q8IVLS5 0.49457524  0.0001163
86 Q99584 0.4950977 0.00108375
87 AO0A024QZS3 0.49525099 0.00590586
88 B7Z314 0.49660132 0.01957737
89 AO0A024RAB6 0.49846657 0.01988937
90 Q9P299 0.49977161 0.01069261
91 Q7zZ4Y4 0.49978303 0.00149926
92 P17568 0.50090974 0.00391936
93 AO0A024RAJ7 0.50124785 0.00111177
94 B2RAWO 0.5015828 0.00500604
95 Q9Y6U3 0.50191368 0.01311678
96 P22695 0.50538245 0.00556047
97 Q9UBB6 0.50596751 0.02144469
98 P40763 0.51093912 0.01604576
99 AO0A024QZN7 0.51218362 0.00345076
100 Q9HD33 0.51266302 0.00225729
101 AOQOA024R9D7 0.5150382 0.00114082
102 B2RB23 0.51884274 0.00033836
103 Q9BT70 0.51930214 0.00413347
104 VIHWG9 0.52359704 0.00020827
105 015031 0.52368991 0.00560385
106 B2R9X3 0.52469829 0.00551469
107 B7ZA56 0.52571564 0.00467457
108 P52943 0.52699031 0.00236572
109 Q5U0D2 0.53099434 0.00232887
110 Q70E73 0.53335161 0.00086581
111 095139 0.5391111 0.00100949
112 B2R923 0.54277474 0.01003197
113 AOA024R1S8 0.54561848 0.00099759
114 094875 0.54618519 0.02756857
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115 AOA024RBY9 0.54719345 0.01091222
116 Q61B54 0.54755656 0.00484211
117 060783 0.54942994  0.0019604
118 A0A024QZU5 0.54951874 0.02917563
119 KY7EQ77 0.55014422 0.01842083
120 VI9HWA43 0.55042196 0.00208605
121 P60602 0.55086865 0.03161485
122 P30048 0.55163725 0.01651967
123 Q8WUH6 0.55249045 0.00062259
124 AO0A024R6B5 0.55326283 0.00539258
125 P82933 0.55515635 0.02883171
126 Q9BPWS 0.55516704 0.00118273
127 043678 0.55611977 0.00094472
128 Q6FGX9 0.556502 0.03292813
129 AOAOKOK1HY 0.55832644 6.5349E-05
130 A0A220K8HO 0.55883882  0.0131595
131 P51970 0.55911208 0.00213054
132 AQ0A0S2Z75U1 0.56258326  0.0255074
133 B1AKK2 0.56355328 0.01211863
134 BA4DNN4 0.56388197 0.00180746
135 Q7Z2W2 0.56645622  0.0005704
136 AO0A024RDT3 0.56728981 0.03022785
137 B7Z2S5 0.56822542 0.00127117
138 A0A024R084 0.56865326 0.00053634
139 P05091 0.57257842 0.00037027
140 VI9HWA59 0.5738454 0.00305612
141 P31930 0.57429777 0.00040536
142 Q9H9B4 0.57441099 0.00015327
143  Q8NS5SN7 0.57485324 0.01422819
144 A8KSI0 0.57888453 2.5945E-05
145 BA4E336 0.57910847 0.00424946
146 Q9HAT7 0.58130101 0.03004676
147 AOAO024R5F4 0.5814288 0.02429943
148 A0A024QZT4 0.58147739 0.00157358
149 P10606 0.58149401 0.02248928
150 VI9HWES9 0.58211625 0.00014633
151 H7C1uUs8 0.58220428 0.01724788
152 B1AK13 0.58295004 0.00192845
153 A8YXX5 0.58339235 0.01993951
154 D3YTG3 0.58502463 0.00393144
155 Q9H936 0.58525932 0.01055021
156 P82932 0.58655194 0.02224187
157 Q5BKZ1 0.58704301 0.02664158
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158 A0A0S274Q3 0.5883264 0.01262268
159 ES5KRKS5 0.5883674 0.00105427
160 HO9KV28 0.58860331 0.00240727
161 AO0AO024RDES 0.58899138 0.00325132
162 I3L1P8 0.58948775 0.00685588
163 AOAOAOMRO2 0.58978564 0.00909055
164 P38159 0.59103698 0.00946458
165 B7Z4Q0 0.59140403 0.02897106
166 B4E2K2 0.59174943 0.04580319
167 Q53TK1 0.59313812 0.00116765
168 C9JME2 0.59378441  0.0031125
169 B4DPPO 0.59494546  0.00201201
170 Q6P587 0.59581754 0.01519607
171 Q9Y277 0.5958315 0.00959766
172 S4R3Q9 0.59747264 0.02430408
173 A4DIN4 0.59812291 0.04106569
174 B72911 0.5981835 0.01695868
175 AO0A024R413 0.59846189 0.03260565
176 Q15113 0.59860315 0.01662557
177 P36551 0.59945432  0.00023461
178 QG6IBAO 0.59958358 0.00049122
179 Q9BZE1l 0.59969559 0.00023857
180 EO9PN17 0.60016137 0.01180275
181 Q5ST80 0.60283243 0.01255488
182 AO0A024RD41 0.60333611 0.00037637
183 Q7LOY3 0.60334482 0.00421837
184 F2Z2V0 0.60446269 0.01847989
185 Q96CV8 0.60476911 0.00393989
186 ES5KNDS5 0.60686522 0.00912412
187 AOA024RAV4 0.60752678 0.01010625
188 AO0A0S275D2 0.60785492  0.00379566
189 043491 0.60841406 0.00027199
190 Q07092 0.6091082 0.01929946
191 QI9NRX2 0.60972799 0.00710765
192  Q9H857 0.60992338 0.00065018
193  QI9NX20 0.61047251 0.00367868
194 Q9BU8BY 0.6106541 0.01600609
195 Q9BVG61 0.61194458 0.00653883
196 Q6IBK3 0.61204618  0.0406266
197 AOAl40CZL4 0.6121043 0.04117883
198 Q16891 0.61237111 0.00278022
199 A8K5M7 0.61238975 0.00129384
200 095831 0.61303415 0.00169497
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201 G3V0IS 0.61357441 0.003598
202 Q9BZK7 0.61429585 0.00044485
203 Q76LAl 0.61578968 0.00123329
204 AOAL1PT7ZIMS8 0.61578986 0.00207941
205 Q8WYJ5 0.61628592 0.00245188
206 AO0A024R884 0.61694628 0.00722734
207 H3BPBS 0.61732302 0.00367746
208 J3KPX7 0.61743077 0.00226865
209 Q92791 0.61752903 0.00658657
210 AOA140VKCS8 0.61785067 0.04286565
211 AO0A024R8D4 0.61832379 0.03858106
212  AOAQ0S2Z3H3 0.62042911 0.03888886
213 BA4DHL7 0.62078999 0.00239121
214 Q27J81 0.62084385 0.00066133
215 Q5THK1 0.62095971 0.02972902
216 B4DKM6 0.62129915 0.01725006
217 Q9UEH5 0.62165436 0.00827386
218 HOY9G6 0.62221895 0.003807
219 Q5TB52 0.62498447 0.00148869
220 Q09666 0.62586235 0.00064236
221 Q13442 0.62601166 0.03217834
222 D3DUJO 0.62733484 0.00213478
223 AOA140VJT8 0.62737081 0.01076213
224 Q96DV4 0.62776819 0.00894536
225 AG6NMQ3 0.62807009 0.02213012
226 Q16658 0.63025769 0.01254351
227 Q8NBY1 0.63050581 0.00090996
228 VI9HW?21 0.63052987 0.01161484
229 B3KM74 0.63074844 0.00191145
230 AO0A0S274C3 0.63123259 0.00243668
231 Q9Y3B7 0.63257275 0.03089347
232 Q14573 0.63470297 0.00296303
233  AO0A024R745 0.63472584 0.00309929
234 Q9NVH1 0.63482812 0.00373911
235 AO0A0S274Z0 0.6357081 0.03029069
236 AO0A2R3XZB7 0.63604907 5.1917E-05
237 J3KNL6 0.63691687 0.01160206
238 Q9GZX9 0.63707376 0.03964341
239 AO0A024R3X4 0.63737544 0.00206491
240 QB8NEO02 0.63763548 0.00088548
241 Q8NCF7 0.63818037 0.00054827
242 AOA024RDK9 0.63907227 0.03820216
243 Q96B49 0.63964368 0.02195244
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244 AOA140VK76 0.64012296 0.00246014
245 Q53HH2 0.64025341 0.00358073
246 Q9GZT3 0.64107931 0.00273336
247 075323 0.64171722  0.0033485
248 B7Z4V2 0.64208258 0.01100564
249 B7ZAH9 0.64210258 0.03381593
250 043252 0.64260099 0.00944206
251 P36405 0.64288599 0.02270403
252 P82909 0.64460249 0.00174144
253 Q9BXW7 0.64569168 0.02674445
254 P50402 0.64637004 0.00120602
255 AO0A1U9X8D3 0.64648374 0.02672077
256 B7Z2Y2 0.64661433 0.00294944
257 Q9Y3D9 0.64709049 0.04242007
258 AO0A0S275X1 0.6479554 0.02021051
259 P04040 0.64807077 0.00833895
260 Q53HG7 0.64848477 0.00675148
261 Q9BXKS 0.64938422 0.04522795
262 Q15056 0.65083451 0.00815893
263 P49411 0.65110474 0.00477857
264 AO0A140VJIX1 0.65189139 0.00466683
265 QINSE4 0.65199394 0.00170069
266 014495 0.65201836 0.00170449
267 B3KWPY7 0.65294585 0.00313599
268 P42126 0.65309144 0.00225098
269 AO0A024RASS8 0.65540504 0.01013167
270 P30049 0.65594095 0.03518518
271 Q9UHG5 0.65605214 0.00222598
272 B4E2V5 0.6578765 0.00042627
273 Q6FH11 0.65793451 0.01680769
274 E9PR0O4 0.65884171 0.03963468
275 AO0A140VJIUS 0.65943333  7.7392E-05
276 Q53HG1 0.65960729 0.01188685
277 BADSV8 0.66013804 0.02530641
278 AO0A2S1PH20 0.66099748 0.00076417
279 Q13867 0.66197273 0.01704508
280 Q15031 0.66264551 0.01393194
281 AOAIL1UHR1 0.66326721 0.01269713
282 060664 0.6644037 0.00053644
283 AOAOAOMRS5 0.66463245 0.00046535
284 Q96A35 0.66463513 0.03609847
285 P61604 0.66467412 0.00993345
286 AO0A024R850 0.66479072 0.01163803
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287 B3KMZ21 0.66522839 0.01220883
288 Q13011 0.66552149 0.01674785
289 B4DHO07 0.66666226 0.00568102
290 B4E2S3 1.50270692 0.03409977
291 MOR2A0 1.50287144 0.02403169
292 Q96KC8 1.50316204 0.00146632
293 AO0AQ024RE27 1.50412852 0.02737745
294 B4DF30 1.50419686 0.00108055
295 Q727518 1.50661371 0.03897768
296 Q5NDL2 1.50712955 0.01743296
297 Q96EMO 1.50916944 0.00607787
298 Q9H3N1 1.51236513 0.00838129
299 E9KL42 1.51440755 0.01500466
300 B4DL14 1.51830004 0.00648467
301 E7EV99 15219071  0.0164622
302 AO0A024RA4E7 1.52262254 0.00584507
303 P55084 1.52493768 0.00060916
304 Q96DPO 1.53053453 0.00432868
305 Q6IB11 1.53077026 0.00514513
306 B7Z6L8 1.53411448 0.02639144
307 Q5SWX8 1.53662829 0.00243935
308 AO0A024RAT5 1.53772447 0.00053783
309 AO0A024R576 1.53875847 0.01781254
310 QG6I9V5 1.54524873  0.0093526
311 Q567R6 1.54647532 0.00038685
312 Q9NRZ7 1.5472307 0.00955994
313 AOA1BOGUB2 1.55385529 0.02157751
314 B3KUZS8 1.55386953 0.01660545
315 AO0A024RDG9 1.55775371 0.01466873
316  J3QS48 1.5586978 0.04411551
317 Q6NTGO 1.56095096 0.01685536
318 Q96K19 1.56648672 0.03195444
319 AO0A024Qz30 1.56693374 0.00634387
320 A6XND1 1.56711218 0.02057245
321 Q72503 1.56748929 0.00603333
322 B4DDCS8 1.56921301 0.01881335
323 P21912 1.56937761 0.00035255
324 P49321 1.57091892 0.02286795
325 Q61B29 1.5713784 0.02070443
326  AOA024R1T5 1.57910747 0.00270357
327 Q53GL5 1.5840763 0.00078853
328 Q6FHU3 1.58891576  0.0016541
329 QG6LETO 1.59271243 0.02968793
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330 F8WI1A4 1.59350577 6.2545E-05
331 075306 1.59442974 0.00168869
332 095169 1.59594096 0.00958555
333 BT7Z6F7 1.5966759 0.00585274
334 Q8IWB1 1.59714222 0.00388039
335 B2R5N4 1.5975629 0.00640726
336 QI9Y3A6 1.59768577 0.00372389
337 AO0A024R6C9 1.59854077 0.00390985
338 HOY870 1.60014459 0.02471504
339 Q6LEU2 1.60221313 0.03436672
340 Q9Y680 1.60561334  0.0006045
341 B4DJV2 1.6086948 0.00053867
342 Q4G0J3 1.60875699 0.00115305
343 E5KLM1 1.60912534 0.00823269
344 AO0A024RC48 161158841  0.0006075
345 J3KNF8 1.6158057 0.01042067
346 P68032 1.61965419 0.02058904
347 QOQF37 1.62210173 0.00088973
348 AB8K401 1.63176578 0.00047793
349 AO0A024R8U1 1.63314806 0.00261658
350 Q7Z7M9 1.63497139 0.00667049
351 B3KWT9 1.63575477 0.00608393
352 AO0A024R6Q2 1.63621603 0.02719144
353 AO0A024R325 1.63863967 0.00015794
354  QO9NPJ3 1.64153018 0.00011135
355 Q01813 1.65079832 0.00255032
356 Q92522 1.65191385 0.03470503
357 AO0A024R488 1.65778825 0.00172029
358 AG6NHR9 1.66628908 0.03354858
359 QB8TAES 1.6700193 0.01128684
360 AOA087WZN1 1.67055551 0.01229747
361 B4DJX1 1.67958764 0.00096526
362 E7EWPO 1.67960004 0.01014017
363 AOAOR4J2G3 1.68324303 0.00544025
364 Q9Y6H1 1.68544941 0.00373601
365 B4E2J1 1.69263442 0.00264624
366 AOAIWZ2PPC6 1.69803501 8.1887E-05
367 AO0A024R2B1 1.69944673 0.03624522
368 P07305 1.69993112 0.00581818
369 B4DZM3 1.70063876 0.00561357
370 H3BUS86 1.70333621 0.04158094
371 Q9Y5S1 1.7037685 9.8192E-05
372 Q02952 1.70580399 0.01070542
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373 P62877 1.71490888 0.04362326
374  AO0A024RBX9 1.72217545 0.00010636
375 Q53T76 1.72570454 0.00801807
376  AO0A0S27433 1.73521076 0.03854318
377 P05141 1.73797387 0.00224539
378 K7ELQ9 1.74168719 0.02189849
379 Q96B26 1.74347338 0.00276338
380 Q0zZGT2 1.74796414 0.00271526
381 P11216 1.74814815 0.00039732
382 VI9HW38 1.75046284 0.00574515
383 B4DFL1 1.76739989 0.00021715
384 B3KPV5 1.76817001 0.00790174
385 AB8K548 1.77059555 0.00320469
386 AO0A024R968 1.77670885 0.00454025
387 DG6R938 1.77983206 0.00142336
388 P35610 1.78685138 0.03021164
389 Q9H1B7 1.78754784 0.00350332
390 075489 1.79326024 0.00074049
391 Q9H330 1.79504867 0.03080501
392 QG6IALS 1.79508397 0.00817363
393 Q4VXZ8 1.80128751 0.00100744
394 AOAO0AOMQV6 1.83065625 0.00311926
395 R9QGCO 1.83656098 0.00726049
396 AO0A024R5K6 1.84482475 0.02249352
397 VIHW74 1.87509487 0.00868957
398 Q9Y5Y5 1.87861489 0.01926942
399 Q13641 1.88733803 0.00798107
400 P11387 1.88889926 0.00469304
401 BA4DI81 1.90223206 0.00349393
402 Q5D1D5 1.90926378 0.01619316
403 AO0A024RDVS 1.91170072 0.00062642
404 Q86SZ7 1.91516122 0.00212283
405 Q12797 1.91783123 0.00117381
406 F5GZS6 1.93234332 0.00014133
407 Q01650 1.94524529 0.00252498
408 AO0A024RC61 1.9487612 0.00868215
409 AO0A024RBC7 1.95665269 0.00982515
410 Q9Y639 1.96310544 0.00445922
411 B3KPZ2 1.96682743 0.00197744
412 AO0A024R7A8 1.97019405 0.01359746
413 A8K489 1.97102242 0.02118495
414 A8K335 197673561 8.0803E-05
415 P29590 1.99995758 0.00262244
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416 AOAOAOMSTS 2.00587545 0.00246267
417 P48060 2.01798124 0.00160739
418 Q14258 2.03965464 0.00271929
419 ETEW69 2.03971505 0.00620797
420 P47985 2.06157969  0.0040951
421 AB8K2S1 2.06512235 0.00628964
422 K4DI93 2.07348028 0.00058638
423 P52209 2.08074612 0.00013553
424 P53794 2.09849892 0.00617896
425 AO0A024R5K3 2.11264965 0.00438978
426 P80217 2.14192348 0.03667726
427 Q15746 2.16076935 0.01352788
428 E5KRG5 2.17989617 0.00265512
429 Q1L857 2.19187917  0.0133287
430 B4DHY8 2.21975175 0.00553178
431 Q547S8 2.22548815 0.0111469
432 QG6PCE3 2.23619988 0.00339901
433 B4EOB1 2.24348613 0.00096644
434  AO0A140VIW3 2.36037866 0.00215919
435 C9JFR7 2.37221367 0.00012621
436 Q5TZTO 2.39702526 0.00828272
437 Q6FHUO 2.4160798 0.00571366
438 AO0A024R648 2.4166298 0.03364297
439 Q5K651 2.42470267 0.00881372
440 Q96PU4 242771629 0.00031843
441 AO0A024R1U8 2.43687351 0.01590312
442 Q7Z5U1 2.48239518 0.04066357
443 P17096 2.50746025 0.00974961
444  P42224 2.51737562 0.00538703
445 Q86UY8 2.5177341 0.00030135
446 F5GXJ9 2.57875077 0.00762634
447 P08842 2.59886614 0.00075707
448 B2R7K1 2.64914225 0.00860699
449 Q9HBL7 2.81023898  0.0196936
450 BT7ZKK7 2.82195079 0.00045298
451 F8W930 2.9530429  0.0002743
452 AOAOAOMRAS 2.98008872 0.00061717
453 P19474 3.08082666 0.00423534
454 P80723 3.17277008 0.00218439
455 AOA1U9XS8L5 3.21020755 1.0948E-05
456 AOAOAOMTRY 3.2163745 0.01120147
457 Q53TDO 3.29619161 0.00264469
458 Q8TDB6 3.47756871 0.01029911
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459 AO0A024R525 3.51572883 0.00723666
460 Q9Y3Z3 3.69030889 2.1641E-05
461 B4DJQS8 3.77311866 5.7953E-07
462 BA4EOX1 3.79225243 0.00249563
463 AOAO0AOMQV1 3.92330122 0.01925458
464 Q6QWC1 3.94345461 4.7737E-06
465 D3DUZ3 4.17082917 0.01958059
466 P35354 4.38313898 0.02922654
467 X5CMH5 4.38641743 0.00015585
468 AO0A024R210 4.45504831 0.00924993
469 A8K6H1 4.67426198 0.00078201
470 C9J7K9 5.26476547 0.00795232
471 Q6FHZ7 5.7895033 0.01488629
472  AO0A024RBQ5 6.13547714 0.00012678
473 BA4DNDA4 6.95288294 0.00495693
474 P27487 8.14813052 0.00082654
475 BA4DLRS 8.30603856 1.1788E-05
476 AO0A024R316 15.6027388 0.01469964
477 AOA087X0VS 18.1332541 0.02103352
478 P09914 20.0740869 0.00993293
479 P05161 22.8915096 0.00097854
480 P20591 74.2872714 0.008383

Table S2. Mass Spectrometry analysis of MSC exosomes.

#
# # # Unique
Accession Description Coverage Protein # AAs MW [kDa] calc. pl Score
Peptides PSMs Peptides
Groups

MKIAAO0034 protein (Fragment) OS=Mus musculus 55.81947 585.2285

Q80uU89 95 191 39 1 1684 192.355 5.6
GN=mKIAA0034 PE=4 SV=2 7 917
Clathrin heavy chain 1 0S=Mus musculus GN=Cltc 56.11940 585.2285

Q68FD5 95 191 39 1 1675 191.435 5.69
PE=1SV=3 3 917
Clathrin heavy chain 0S=Mus musculus GN=Cltc PE=1 55.98570 585.2285

Q5SXR6 95 191 39 1 1679 191.864 5.69
Sv=1 6 917
Uncharacterized protein OS=Mus musculus GN=Fn1 49.41324 456.2615

Q3UGY5 81 155 81 1 2386 262.679 5.8
PE=2 SV=1 4 277
ADA087TW 48.99413 449.6768

Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=1 80 152 80 1 2386 262.678 5.82
R50 2 521
46.26564 444.3402

P11276 Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=4 79 150 79 1 2477 272.368 5.59
4 654
48.19991 431.9221

Q3UHL6 Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=1 78 145 78 1 2361 259.966 5.88
5 357
ADA087TW Fibronectin 0S=Mus musculus GN=Fn1 PE=1 SV=1 48.43205 75 145 75 1 2296 252.853 6.07 430.6043
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SN6 6 235
Uncharacterized protein OS=Mus musculus GN=Fn1 48.43205 430.6043
Q3TCF1 75 145 75 2296 252.843 6.07
PE=2 SV=1 6 235
47.60017 412.8496
B9EHT6 Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=1 73 138 73 2271 250.141 6.15
6 071
Basement membrane-specific heparan sulfate
28.26830 390.2925
E9PZ16 proteoglycan core protein OS=Mus musculus 71 134 15 4383 469.486 6.47
9 86
GN=Hspg2 PE=1 SV=1
Basement membrane-specific heparan sulfate
27.93142 388.6709
B1B0OC7 proteoglycan core protein OS=Mus musculus 70 133 14 4375 468.725 6.48
9 362
GN=Hspg2 PE=1 SV=1
AOA087TW 47.52868 382.7071
Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=1 75 131 75 2266 249.396 5.82
S56 5 921
45.91836 381.5506
Q8VvDD5 Myosin-9 0S=Mus musculus GN=Myh9 PE=1 SV=4 87 132 71 1960 226.232 5.66
7 673
Uncharacterized protein OS=Mus musculus GN=Fn1 46.55781 379.2327
Q3UH17 74 130 74 2266 249.426 5.82
PE=2 SV=1 1 629
363.6346
B7ZNJ1 Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=1 46.875 70 124 70 2176 239571 6.1
635
Cytoplasmic dynein 1 heavy chain 1 0S=Mus musculus 27.56244 349.5393
Q9JHU4 96 133 96 4644 531.71 6.42
GN=Dync1hl PE=1 SV=2 6 844
Basement membrane-specific heparan sulfate
26.70623 320.3762
Q05793 proteoglycan core protein OS=Mus musculus 60 112 4 3707 398.039 6.32
1 916
GN=Hspg2 PE=1 SV=1
Uncharacterized protein (Fragment) OS=Mus musculus 301.6294
Q3UHR1 46.09375 58 108 58 1920 210.975 5.38
GN=Fn1 PE=2 SV=1 912
Uncharacterized protein (Fragment) OS=Mus musculus 58.08748 288.0193
Q3UPJ3 57 100 1 983 114171 5.45
GN=Cltc PE=2 SV=1 7 675
Uncharacterized protein (Fragment) OS=Mus musculus 44.15938 282.8750
Q3TBB4 54 93 54 1832 201.139 6.19
GN=Fnl PE=2 SV=1 9 49
Fatty acid synthase OS=Mus musculus GN=Fasn PE=1 269.4518
P19096 34.42492 66 97 66 2504 272.257 6.58
Sv=2 479
AODAQUIR Fatty acid synthase OS=Mus musculus GN=Fasn PE=1 34.45243 269.4518
66 97 66 2502 272,057 6.61
NJ1 Sv=1 8 479
Uncharacterized protein OS=Mus musculus GN=Fasn 33.86581 265.5020
Q3UHT6 65 96 65 2504 272.243 6.58
PE=2 SV=1 5 653
Uncharacterized protein (Fragment) OS=Mus musculus 58.73320 250.7848
Q3U0H2 32 78 32 521 58.127 7.88
GN=Cltc PE=2 SV=1 5 063
Uncharacterized protein (Fragment) OS=Mus musculus 60.59405 250.7848
Q3TYQ2 32 78 32 505 56.197 7.44
GN=Cltc PE=2 SV=1 9 063
Uncharacterized protein (Fragment) OS=Mus musculus 56.77725 241.7645
Q3UZF9 37 81 37 1055 115.822 5.8
GN=Fn1 PE=2 SV=1 1 769
Uncharacterized protein OS=Mus musculus GN=Actb 240.0675
Q3UBP6 63.2 26 74 1 375 41.742 5.48
PE=2 SV=1 173
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Uncharacterized protein OS=Mus musculus GN=Actb 60.69518 236.7553

Q3UBQ4 25 73 1 374 41.738 6.14
PE=2 SV=1 7 496
Uncharacterized protein (Fragment) OS=Mus musculus 34.37356 2335128

Q3TB22 56 84 56 2179 236.736 6.61
GN=Fasn PE=2 SV=1 6 18
Actin, cytoplasmic 2 0S=Mus musculus GN=Actgl 71.73333 233.2914

P63260 28 70 2 375 41.766 5.48
PE=1SV=1 3 374
Uncharacterized protein OS=Mus musculus GN=Actb 71.73333 233.2914

Q3UAF6 28 70 2 375 41.784 5.48
PE=2 SV=1 3 374
Actin, cytoplasmic 1 OS=Mus musculus GN=Actb PE=1 71.73333 233.2914

P60710 28 70 2 375 4171 5.48
sv=1 3 374
Uncharacterized protein OS=Mus musculus GN=Actb 71.73333 233.2914

Q3U5R4 28 70 2 375 41.682 5.48
PE=2 SV=1 3 374
Uncharacterized protein OS=Mus musculus GN=Actb 71.73333 233.2914

Q3UAF7 28 70 2 375 41.724 5.48
PE=2 SV=1 3 374
Uncharacterized protein OS=Mus musculus GN=Actb 69.25133 229.9792

Q3UCF8 27 69 2 374 41.704 6.46
PE=2 SV=1 7 697
69.06666 229.9792

Q61276 A-X actin 0S=Mus musculus GN=Actb PE=2 SV=1 27 69 2 375 41.667 5.38
7 697
Uncharacterized protein OS=Mus musculus GN=Actb 69.25133 229.9792

Q3U939 27 69 2 374 41.745 6.3
PE=2 SV=1 7 697
Uncharacterized protein OS=Mus musculus GN=Actb 69.06666 228.5425

Q3UA89 27 68 2 375 41.709 571
PE=2 SV=1 7 017
Uncharacterized protein OS=Mus musculus GN=Actb 68.71657 222.8586

Q3U804 25 66 2 374 41.773 6.3
PE=2 SV=1 8 557
Uncharacterized protein OS=Mus musculus GN=Actgl 71.46666 222.7344

Q3TSB7 26 66 2 375 41.711 5.38
PE=2 SV=1 7 258
Heat shock protein HSP 90-beta OS=Mus musculus 53.03867 210.3743

P11499 42 7 27 724 83.229 5.03
GN=Hsp90abl PE=1 SV=3 4 072
Uncharacterized protein OS=Mus musculus GN=Actb 68.53333 208.4273

Q3UGSs0 24 62 2 375 41738 5.59
PE=2 SV=1 3 667
Uncharacterized protein (Fragment) OS=Mus musculus 41.92336 205.3367

Q3TCL7 42 70 42 1331 146.905 5.85
GN=Fnl PE=2 SV=1 6 151
Uncharacterized protein OS=Mus musculus GN=Hspg2 22.34281 203.0963

Q3UHH3 40 70 7 2672 287.326 6.14
PE=2 SV=1 4 591
Uncharacterized protein (Fragment) OS=Mus musculus 65.46391 197.9454

Q3TAN1 26 62 26 388 42.966 6.99
GN=Cltc PE=2 SV=1 8 215
Uncharacterized protein OS=Mus musculus GN=Actb 1945135

Q3UAA9 62.4 24 59 2 375 41.652 5.48
PE=2 SV=1 994
Gamma actin-like protein OS=Mus musculus GN=Actgl 59.54198 188.6389

Q9Qz83 22 55 2 393 43.572 5.24
PE=2 SV=1 5 952
Galectin-3-binding protein OS=Mus musculus 41.24783 187.7111

Q07797 19 65 19 577 64.45 5.14
GN=Lgals3bp PE=1 SV=1 4 04
Filamin, alpha (Fragment) OS=Mus musculus GN=FIna 25.39682 179.1294

B7FAV1 48 68 45 2583 274.457 5.97
PE=1SV=1 5 022
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2478277 179.1294

Q8BTM8 Filamin-A OS=Mus musculus GN=FIna PE=1 SV=5 48 68 45 2647 281.046 6.04
3 022
24.85790 179.1294

B9EKP5 Filamin, alpha OS=Mus musculus GN=FIna PE=2 SV=1 48 68 45 2639 280.297 6.01
1 022
24.85790 179.1294

B7FAU9 Filamin, alpha OS=Mus musculus GN=FIna PE=1 SV=1 48 68 45 2639 280.325 6.01
1 022
Fn1 protein (Fragment) OS=Mus musculus GN=Fn1 54.44444 177.7272

Q8R3F3 29 61 29 810 89.173 5.87
PE=2 SV=1 4 322
Uncharacterized protein OS=Mus musculus GN=Eef2 41.37529 1775145

Q3uDC8 28 51 28 858 95.207 6.83
PE=2 SV=1 1 59
Uncharacterized protein OS=Mus musculus GN=Eef2 41.37529 1775145

Q8C153 28 51 28 858 95.197 6.93
PE=2 SV=1 1 59
Uncharacterized protein OS=Mus musculus GN=Eef2 41.37529 1775145

Q3TWX1 28 51 28 858 95.219 6.83
PE=2 SV=1 1 59
Uncharacterized protein OS=Mus musculus GN=Eef2 41.37529 1775145

Q3uUMI7 28 51 28 858 95.266 6.93
PE=2 SV=1 1 59
Eef2 protein (Fragment) OS=Mus musculus GN=Eef2 42.11150 1775145

Q6PILY 28 51 28 843 93.495 6.83
PE=2 SV=1 7 59
Elongation factor 2 0S=Mus musculus GN=Eef2 PE=1 41.37529 177.5145

P58252 28 51 28 858 95.253 6.83
SV=2 1 59
Actin, cytoplasmic 1 OS=Mus musculus GN=Actb PE=1 68.13559 174.9982

E9Q1F2 20 51 0 295 32.543 5.29
Sv=1 3 748
Uncharacterized protein OS=Mus musculus GN=Eef2 174.7896

Q8BMA8 39.97669 27 50 27 858 95.196 6.74
PE=2 SV=1 02
Uncharacterized protein OS=Mus musculus GN=Eef2 174.7299

Q3TK17 40.20979 27 50 27 858 95.154 6.74
PE=2 SV=1 287
Uncharacterized protein OS=Mus musculus GN=Eef2 39.27738 173.9304

Q3uzi4 27 50 27 858 95.252 717
PE=2 SV=1 9 998
Uncharacterized protein OS=Mus musculus GN=Eef2 173.7349

Q3TX47 39.74359 27 50 27 858 95.225 6.83
PE=2 SV=1 131
Uncharacterized protein OS=Mus musculus GN=Eef2 170.5033

Q3TZ1 39.74359 27 49 27 858 95.195 6.93
PE=2 SV=1 174
Uncharacterized protein OS=Mus musculus GN=Eef2 170.5033

Q3TLB1 39.74359 27 49 27 858 95.223 6.93
PE=2 SV=1 174
Glyceraldehyde-3-phosphate dehydrogenase OS=Mus 164.8567

P16858 60.06006 22 60 22 333 35.787 8.25
musculus GN=Gapdh PE=1 SV=2 084
ADA0AD Glyceraldehyde-3-phosphate dehydrogenase OS=Mus 55.71030 164.8567

22 60 22 359 38.629 8.97
MQF6 musculus GN=Gapdh PE=1 SV=1 6 084
Pyruvate kinase PKM OS=Mus musculus GN=Pkm 62.33521 162.7645

P52480 34 60 34 531 57.808 7.47
PE=1SV=4 7 423
Pdcd6ip protein OS=Mus musculus GN=Pdcd6ip PE=2 53.78440 161.1902

Q80Y09 46 66 46 872 96.251 6.52
sv=1 4 32
Programmed cell death 6-interacting protein OS=Mus 53.97008 161.1902

QIWU78 46 66 46 869 95.964 6.52
musculus GN=Pdcd6ip PE=1 SV=3 1 32
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Actin, alpha cardiac muscle 1 0S=Mus musculus 62.86472 159.6130
P68033 27 58 11 377 41.992 5.39
GN=Actcl PE=1 SV=1 1 451
Uncharacterized protein OS=Mus musculus GN=Actcl 62.86472 159.6130
Q3TG92 27 58 11 377 42.02 5.39
PE=2 SV=1 1 451
Uncharacterized protein OS=Mus musculus GN=Actcl 62.86472 159.6130
QICXK3 27 58 11 377 41.92 5.48
PE=2 SV=1 1 451
MKIAAO0325 protein (Fragment) OS=Mus musculus 27.51375 158.6648
Q80U36 42 62 42 1999 228.47 6.58
GN=Dync1hl PE=2 SV=1 7 276
Actin, cytoplasmic 1 (Fragment) OS=Mus musculus 65.28301 157.8953
E9Q5F4 16 46 2 265 29.424 511
GN=Actb PE=1 SV=1 9 943
Glyceraldehyde-3-phosphate dehydrogenase (Fragment) 67.14285 157.2068
S4R257 20 57 20 280 29.92 8.35
0S=Mus musculus GN=Gapdh PE=1 SV=1 7 39
Uncharacterized protein OS=Mus musculus GN=Actcl 60.21220 156.8637
Q3ul3 26 57 10 377 42.091 5.49
PE=2 SV=1 2 081
MKIAA1375 protein (Fragment) OS=Mus musculus 49.94499 154.9978
Q6ZPS9 44 63 44 909 100.147 8.15
GN=Pdcd6ip PE=2 SV=1 4 335
25.96232 153.0610
P37889 Fibulin-2 0S=Mus musculus GN=FbIn2 PE=1 SV=2 26 51 26 1221 131.746 4.68
6 309
Heat shock cognate 71 kDa protein OS=Mus musculus 152.7869
P63017 45.04644 29 52 24 646 70.827 5.52
GN=Hspa8 PE=1 SV=1 534
Uncharacterized protein OS=Mus musculus GN=Hspa8 152.7869
Q3TEK2 45.04644 29 52 24 646 70.813 5.41
PE=2 SV=1 534
Uncharacterized protein OS=Mus musculus GN=Hspa8 152.7869
Q3UBA6 45.04644 29 52 24 646 70.855 5.59
PE=2 SV=1 534
Heat shock protein 90, alpha (Cytosolic), class A
47.88540 152.0164
Q80Y52 member 1 0S=Mus musculus GN=Hsp90aal PE=1 35 59 22 733 84.735 5.01
2 856
SV=2
Actin, alpha skeletal muscle OS=Mus musculus 150.8026
P68134 57.29443 25 55 9 377 42.024 5.39
GN=Actal PE=1 SV=1 518
Uncharacterized protein OS=Mus musculus GN=Hspa8 43.03405 150.4021
Q3u9L2 28 51 24 646 70.852 5.59
PE=2 SV=1 6 983
Uncharacterized protein OS=Mus musculus GN=Hspa8 43.65325 150.3211
Q3TQ13 28 51 24 646 70.827 5.47
PE=2 SV=1 1 479
Uncharacterized protein OS=Mus musculus GN=Eef2 36.71328 150.0755
Q3TWS58 24 44 24 858 95.169 7.05
PE=2 SV=1 7 479
Alpha-actin (AA 27-375) (Fragment) OS=Mus musculus 61.03151 150.0472
Q61275 24 53 9 349 39.226 6.19
GN=Actcl PE=2 SV=1 9 019
Uncharacterized protein OS=Mus musculus GN=Hspa8 45.23424 149.5975
Q3uLM1 28 51 24 619 68.074 5.45
PE=2 SV=1 9 223
Uncharacterized protein OS=Mus musculus GN=Hspa8 43.49845 149.5338
Q372313 28 51 23 646 70.739 5.58
PE=2 SV=1 2 74
Tubulin beta-5 chain 0S=Mus musculus GN=Tubb5 56.98198 147.7229
P99024 20 48 5 444 49.639 4.89
PE=1SV=1 2 984
AOA1D5R Glyceraldehyde-3-phosphate dehydrogenase OS=Mus 55.85585 19 50 19 333 35.789 8.25 147.6342
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LD8 musculus GN=Gm10358 PE=1 SV=1 6 574
Uncharacterized protein OS=Mus musculus GN=Hspa8 43.65325 146.9653

Q3THS56 28 50 23 646 70.828 5.41
PE=2 SV=1 1 521
Uncharacterized protein OS=Mus musculus 45.97544 146.7283

Q3TKA2 33 56 20 733 84.736 5.02
GN=Hsp90aal PE=2 SV=1 3 188
Actin, aortic smooth muscle OS=Mus musculus 62.86472 146.4153

P62737 26 53 11 377 41.982 5.39
GN=Acta2 PE=1 SV=1 1 73
Uncharacterized protein OS=Mus musculus 4597544 1449785

Q3UIF3 33 56 22 733 84.763 5.01
GN=Hsp90aal PE=2 SV=1 3 163
Skeletal muscle alpha-actin mRNA (Fragment) OS=Mus 58.33333 1447411

Q61264 23 53 8 336 37.705 5.54
musculus GN=Actal PE=2 SV=1 3 472
Uncharacterized protein OS=Mus musculus GN=Eef2 37.29603 144.4694

Q3UBL9 24 42 24 858 95.262 6.8
PE=2 SV=1 7 686
AOAOR4] Low density lipoprotein receptor-related protein 1 12.65126 144.2902

39 53 39 4545 504.441 5.36
019 0S=Mus musculus GN=Lrp1 PE=1 SV=1 5 834
Prolow-density lipoprotein receptor-related protein 1 12.65126 144.2902

Q91ZX7 39 53 39 4545 504.411 5.36
0S=Mus musculus GN=Lrp1 PE=1 SV=1 5 834
Heat shock cognate 71 kDa protein OS=Mus musculus 144.0613

Q504P4 43.54067 28 49 23 627 68.736 5.52
GN=Hspa8 PE=1 SV=1 244
25.63884 143.2253

Q99K58 Fibulin 2 0S=Mus musculus GN=FbIn2 PE=2 SV=1 25 48 25 1174 126.378 4.65
2 444
Fibulin 2, isoform CRA_b OS=Mus musculus 25.63884 143.2253

Q3TGL4 25 48 25 1174 126.414 4.65
GN=FbIn2 PE=2 SV=1 2 444
Uncharacterized protein OS=Mus musculus GN=Hspa8 43.18885 142.1843

Q3TF16 26 48 21 646 70.841 5.52
PE=2 SV=1 4 946
Uncharacterized protein OS=Mus musculus GN=Acta2 59.15119 140.1616

Q3u122 24 49 9 377 41.968 5.39
PE=2 SV=1 4 974
Actin, gamma-enteric smooth muscle OS=Mus musculus 59.30851 140.1616

P63268 24 49 9 376 41.85 5.48
GN=Actg2 PE=1 SV=1 1 974
Uncharacterized protein OS=Mus musculus GN=Hspa8 42.41486 139.0176

Q3TRH3 27 46 23 646 70.857 5.59
PE=2 SV=1 1 88
Uncharacterized protein (Fragment) OS=Mus musculus 138.9207

Q3UDS0 4755877 26 48 21 553 60.764 6.4
GN=Hspa8 PE=2 SV=1 88
Uncharacterized protein (Fragment) OS=Mus musculus 51.97841 136.1864

Q3TIU7 29 51 19 556 65.233 5.16
GN=Hsp90aal PE=2 SV=1 7 245

Transitional endoplasmic reticulum ATPase OS=Mus 45.90570
Q01853 32 52 32 806 89.266 5.26 135.5976
musculus GN=Vcp PE=1 SV=4 7

Tubulin beta-4B chain OS=Mus musculus GN=Tubb4b 56.85393 133.9380

P68372 20 45 4 445 49.799 4.89
PE=1SV=1 3 071
Chaperonin subunit 2 (Beta), isoform CRA_a 0S=Mus 57.19626 133.6675

Q542X7 26 48 26 535 57.441 6.4
musculus GN=Cct2 PE=1 SV=1 2 065
Collagen alpha-1(l) chain OS=Mus musculus 30.21335 132.7896

P11087 27 44 27 1453 137.948 5.85
GN=Collal PE=1 SV=4 2 954
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Uncharacterized protein OS=Mus musculus GN=Actb 131.2288

Q3TN9 56.8 23 47 2 375 41.64 571
PE=2 SV=1 525
Hsp90aal protein (Fragment) OS=Mus musculus 52.03539 129.0589

AOPJ91 29 51 16 565 65.852 511
GN=Hsp90aal PE=2 SV=1 8 65
MFLJ00343 protein (Fragment) OS=Mus musculus 24.43647 128.6528

Q6KAMS8 32 48 32 1952 205.198 5.94
GN=Flna PE=2 SV=1 5 622
Hspa8 protein (Fragment) OS=Mus musculus 42.47787 128.3963

Q3KQJ4 23 44 20 565 62.117 5.43
GN=Hspa8 PE=2 SV=1 6 184
24.65423 128.3089

P01027 Complement C3 0S=Mus musculus GN=C3 PE=1 SV=3 33 49 33 1663 186.366 6.73
9 974
Glyceraldehyde-3-phosphate dehydrogenase OS=Mus 51.35135 127.9623

S4R1W1 17 44 17 333 35.789 8.03
musculus GN=Gm3839 PE=1 SV=1 1 908
Uncharacterized protein OS=Mus musculus GN=Vcp 48.40940 126.3515

Q8BNF8 31 49 31 723 80.099 5.24
PE=2 SV=1 5 041
Elongation factor 1-alpha OS=Mus musculus 125.6630

Q3UA81 50.21645 21 45 1 462 50.081 9.13
GN=Eeflal PE=2 SV=1 058
Elongation factor 1-alpha OS=Mus musculus 125.6630

Q58E64 50.21645 21 45 1 462 50.082 9.01
GN=Eeflal PE=1 SV=1 058
Uncharacterized protein (Fragment) 0S=Mus musculus 49.45533 125.3839

Q3TB63 22 43 18 459 50.433 6.6
GN=Hspa8 PE=2 SV=1 8 307
Phosphoglycerate kinase 1 OS=Mus musculus GN=Pgk1 71.22302 122.7776

P09411 24 43 24 417 44522 79
PE=1SV=4 2 936
Alpha-actin (Aa 40-375) (Fragment) OS=Mus musculus 56.54761 122.4533

Q61272 22 44 8 336 37.788 5.67
GN=Actal PE=2 SV=1 9 726
Uncharacterized protein (Fragment) OS=Mus musculus 50.35971 122.0209

Q3TKB9 27 48 16 556 64.698 4.98
GN=Hsp90aal PE=2 SV=1 2 957
Uncharacterized protein (Fragment) OS=Mus musculus 122.0209

Q3TKGO 50.2693 27 48 16 557 64.827 4.97
GN=Hsp90aal PE=2 SV=1 957
Smooth muscle gamma-actin OS=Mus musculus PE=3 50.63613 121.6987

Q61852 19 42 9 393 42.852 5.57
Sv=1 2 7
Uncharacterized protein OS=Mus musculus GN=Vars 26.60332 117.6913

Q3U3D3 25 42 25 1263 140.111 777
PE=2 SV=1 5 611
Valyl-tRNA synthetase 2, isoform CRA_b OS=Mus 26.60332 117.6913

Q79010 25 42 25 1263 140.127 .77
musculus GN=Vars PE=1 SV=1 5 611
Valyl-tRNA synthetase OS=Mus musculus GN=Vars 26.60332 117.6913

Q7TPT7 25 42 25 1263 140.141 .77
PE=2 SV=1 5 611
Elongation factor 1-alpha OS=Mus musculus 44.15584 117.1640

Q3TII3 20 43 1 462 50.072 9.01
GN=Eeflal PE=2 SV=1 4 105
Elongation factor 1-alpha OS=Mus musculus 116.9293

Q3UzQ3 50.21645 21 44 1 462 50.034 9.01
GN=Eeflal PE=2 SV=1 358
Cltc protein (Fragment) OS=Mus musculus GN=Cltc 44.04761 116.7786

Q8K2I5 23 39 2 504 58.518 5.52
PE=2 SV=1 9 667
Uncharacterized protein (Fragment) OS=Mus musculus 48.29443 116.1806

Q8C5U3 25 46 16 557 64.809 4.94
GN=Hsp90aal PE=2 SV=1 4 775

39




Uncharacterized protein (Fragment) OS=Mus musculus 48.80382 115.2282
Q3TSK4 15 30 15 418 46.495 6.34
GN=Eef2 PE=2 SV=1 8 903
Milk fat globule-EGF factor 8 protein, isoform CRA_a 49.29577 115.0361
Q3TDUS 17 36 17 426 47.167 7.05
0S=Mus musculus GN=Mfge8 PE=2 SV=1 5 744
Tubulin beta-2A chain 0S=Mus musculus GN=Tubb2a 114.1191
Q7TMM9 37.52809 15 39 3 445 49.875 4.89
PE=1SV=1 125
Tubulin beta chain 0S=Mus musculus GN=Tubb2b 114.1191
B2RSN3 37.52809 15 39 3 445 49.921 4.89
PE=1SV=1 125
Uncharacterized protein (Fragment) OS=Mus musculus 38.47758 112.5406
Q3UFTO 29 37 27 959 110.908 5.19
GN=Myh9 PE=2 SV=1 1 939
T-complex protein 1 subunit gamma OS=Mus musculus 59.08256 112.3558
Q3U4Us6 29 44 29 545 60.591 6.7
GN=Cct3 PE=1 SV=1 9 779
Uncharacterized protein OS=Mus musculus GN=Nid2 33.99857 111.0432
Q3TPNO 28 42 28 1403 153.846 5.38
PE=2 SV=1 4 701
33.99857 111.0432
088322 Nidogen-2 OS=Mus musculus GN=Nid2 PE=1 SV=2 28 42 28 1403 153.816 5.38
4 701
T-complex protein 1 subunit gamma OS=Mus musculus 60.15779 109.2530
E9Q133 27 41 27 507 56.491 6.7
GN=Cct3 PE=1 SV=1 1 029
Brain cDNA, clone MNCb-1272, similar to Mus
53.89344 108.9572
Q9JID8 musculus chaperonin subunit 2 (beta) (Cct2), MRNA 22 39 22 488 52.436 6.3
3 701
0S=Mus musculus GN=Cct2 PE=2 SV=1
Uncharacterized protein (Fragment) OS=Mus musculus 28.71508 108.7619
Q3Tl4 20 37 20 895 100.12 6.7
GN=Vars PE=2 SV=1 4 916
42.33261 108.7149
P21956 Lactadherin 0S=Mus musculus GN=Mfge8 PE=1 SV=3 16 34 16 463 51.208 6.52
3 616
Uncharacterized protein OS=Mus musculus GN=Nid2 32.78688 107.0607
Q3Us45 27 41 27 1403 153.728 5.35
PE=2 SV=1 5 586
Tubulin beta-4A chain 0S=Mus musculus GN=Tubb4a 46.62162 107.0275
Q9D6F9 15 37 2 444 49.554 4.88
PE=1SV=3 2 099
Uncharacterized protein (Fragment) OS=Mus musculus 48.77384 106.2454
Q3TPG2 14 28 14 367 40.824 6.54
GN=Eef2 PE=2 SV=1 2 123
16.87203 106.1985
Q80YX1 Tenascin 0S=Mus musculus GN=Tnc PE=1 SV=1 22 35 22 2110 231.659 4.89
8 279
Nidogen 2 protein OS=Mus musculus GN=Nid2 PE=2 32.43050 105.9250
Q8R5G0 27 41 27 1403 153.845 5.41
Sv=1 6 55
32.43050 105.9250
Q8CFA3 Nidogen-2 OS=Mus musculus GN=NID-2 PE=4 SV=1 27 41 27 1403 153.815 5.41
6 55
Valine--tRNA ligase (Fragment) OS=Mus musculus 2472613 105.0823
G3UY93 22 38 22 1278 141317 7.75
GN=Vars PE=1 SV=1 5 585
Tubulin alpha-1A chain 0S=Mus musculus GN=Tubala 46.78492 104.7447
P68369 18 34 3 451 50.104 5.06
PE=1SV=1 2 886
Eef2 protein (Fragment) OS=Mus musculus GN=Eef2 57.83972 102.8331
Q99LT6 13 27 13 287 32.036 6.79
PE=2 SV=1 1 723
Q8CIE6 Coatomer subunit alpha OS=Mus musculus GN=Copa 23.85620 21 34 21 1224 138.344 7.65 101.8394
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PE=1SV=2 9 694
Coatomer subunit alpha OS=Mus musculus GN=Copa 23.85620 101.8394

Q8BTFO 21 34 21 1224 138.434 7.66
PE=2 SV=1 9 694
Coatomer subunit alpha OS=Mus musculus GN=Copa 23.68207 101.8394

F8WHL2 21 34 21 1233 139.321 7.58
PE=1SV=1 6 694
Tubulin alpha-1B chain OS=Mus musculus GN=Tubalb 46.78492 101.3738

P05213 18 33 3 451 50.12 5.06
PE=1SV=2 2 754
T-complex protein 1 subunit gamma OS=Mus musculus 56.62188 100.0915

Q3uoI3 25 39 25 521 58.241 7.25
GN=Cct3 PE=1 SV=1 1 434
T-complex protein 1 subunit epsilon OS=Mus musculus 37.70794 99.78616

P80316 23 38 23 541 59.586 6.02
GN=Cct5 PE=1 SV=1 8 071
T-complex protein 1 subunit alpha OS=Mus musculus 50.35971 99.05049

P11983 27 41 27 556 60.411 6.16
GN=Tcpl PE=1SV=3 2 372
Uncharacterized protein OS=Mus musculus GN=Nid2 31.68469 97.64731

Q8C6z2 22 36 22 1294 141111 53
PE=2 SV=1 9 741
Tubulin alpha chain 0S=Mus musculus GN=Tubalc 46.99331 97.58944

Q3TIZ0 18 34 3 449 49.907 5.1
PE=2 SV=1 8 941
Tubulin alpha chain 0S=Mus musculus GN=Tubalc 46.99331 97.58944

Q52L87 18 34 3 449 49.877 5.1
PE=1SV=1 8 941
E3 ubiquitin-protein ligase UBR4 OS=Mus musculus 96.92279

A2AN08 7.027027 25 38 25 5180 571.927 6.06
GN=Ubr4 PE=1 SV=1 673
Elongation factor 2 (Fragment) OS=Mus musculus 50.74626 96.12635

Q61509 1 25 11 268 29.87 6.64
GN=Eef2 PE=2 SV=1 9 589
Uncharacterized protein (Fragment) OS=Mus musculus 28.93496 93.77062

Q3U7N9 24 35 22 1061 113.371 6.34
GN=Flna PE=2 SV=1 7 619
Uncharacterized protein (Fragment) OS=Mus musculus 36.87258 93.58180

Q3TH04 19 33 16 518 56.662 5.29
GN=Hspa8 PE=2 SV=1 7 547
Tenascin C, isoform CRA_a OS=Mus musculus 20.78005 92.83565

Q148T5 19 31 19 1564 172141 5
GN=Tnc PE=2 SV=1 1 056
20.78005 92.83565

Q148T4 Tnc protein 0S=Mus musculus GN=Tnc PE=2 SV=1 19 31 19 1564 172.199 4.98
1 056
10.28315 91.83479

Q3UH59 Myosin-10 0S=Mus musculus GN=Myh10 PE=1 SV=1 20 35 4 2013 233.305 5.57
9 44
10.31390 91.83479

Q5SV64 Myosin-10 0S=Mus musculus GN=Myh10 PE=1 SV=1 20 35 4 2007 232.329 5.54
1 44
10.47570 91.83479

Q61879 Myosin-10 0S=Mus musculus GN=Myh10 PE=1 SV=2 20 35 4 1976 228.855 5.54
9 44
Chaperonin subunit 8 (Theta), isoform CRA_a OS=Mus 91.77520

Q3uL22 50 25 34 25 548 59.518 5.62
musculus GN=Cct8 PE=1 SV=1 74
Uncharacterized protein OS=Mus musculus GN=Cct8 48.17518 91.77520

Q8BVY8 24 33 24 548 59.517 5.81
PE=2 SV=1 2 74
MKIAAO0002 protein (Fragment) OS=Mus musculus 49.36936 91.77520

Q6A0F1 25 34 25 555 60.19 5.62
GN=Cct8 PE=2 SV=1 9 74
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Tubulin alpha-3 chain OS=Mus musculus GN=Tuba3a 91.22599

P05214 40 15 30 3 450 49.928 5.1
PE=1SV=1 864
Hsp90ab1 protein (Fragment) OS=Mus musculus 54.26997 89.61532

Q8oyc2 19 31 15 363 41.702 5.07
GN=Hsp90abl PE=2 SV=1 2 342
Hsp90ab1 protein (Fragment) OS=Mus musculus 52.11640 89.61532

Q811H6 19 31 15 378 43.474 5.27
GN=Hsp90abl PE=2 SV=1 2 342
Uncharacterized protein OS=Mus musculus GN=Cct8 47.99270 89.21822

Q3UKQ2 24 33 24 548 59.518 5.54
PE=2 SV=1 1 345
Glutamyl-prolyl-tRNA synthetase OS=Mus musculus 25.39682 88.77371

B9EIUL 26 33 26 1512 169.856 7.59
GN=Eprs PE=2 SV=1 5 037
Bifunctional glutamate/proline--tRNA ligase OS=Mus 25.39682 88.77371

Q8CGC7 26 33 26 1512 169.972 7.66
musculus GN=Eprs PE=1 SV=4 5 037
47.25848 88.75819

Q4KL80 Fibronectin OS=Mus musculus GN=Fn1 PE=1 SV=1 15 28 15 383 42.259 8.4
6 182
Eukaryotic translation initiation factor 3 subunit A 17.41071 87.67767

P23116 21 31 21 1344 161.838 6.77
0S=Mus musculus GN=Eif3a PE=1 SV=5 4 847
Eukaryotic translation initiation factor 3 subunit A 31.75033 87.67767

Q3UM46 21 31 21 737 87.464 7.94
(Fragment) OS=Mus musculus GN=Eif3a PE=2 SV=1 9 847
Eukaryotic translation initiation factor 3 subunit A 87.67767

Q3TKF9 32.18707 21 31 21 727 85.899 7.44
(Fragment) OS=Mus musculus GN=Eif3a PE=2 SV=1 847
Eukaryotic translation initiation factor 3 subunit A 28.99628 87.67767

Q3UL99 21 31 21 807 96.032 7.94
(Fragment) OS=Mus musculus GN=Eif3a PE=2 SV=1 3 847
Eukaryotic translation initiation factor 3 subunit A 27.30455 87.67767

Q6A0B9 21 31 21 857 102.472 7.78
(Fragment) OS=Mus musculus GN=Eif3a PE=2 SV=1 1 847
Cytoskeletal beta-actin (Fragment) OS=Mus musculus 52.94117 87.66177

089054 6 22 0 136 15.199 4.65
GN=Actb PE=2 SV=1 6 201
Beta-actin FE-3 (Fragment) OS=Mus musculus 82.83582 87.65474

Q99NC5 12 27 0 134 14.973 5.92
GN=Actb PE=2 SV=1 1 772
Elongation factor 1-gamma OS=Mus musculus 87.46004

Q9D8NO 34.09611 15 31 15 437 50.029 6.74
GN=Eeflg PE=1 SV=3 987
MKIAA3005 protein (Fragment) OS=Mus musculus 86.85288

Q80T68 9.492635 18 33 3 1833 212.352 5.55
GN=Myh10 PE=2 SV=1 56
Elongation factor 1-alpha 1 (Fragment) OS=Mus 61.44578 86.44636

D3YZ68 14 31 0 249 27.568 8.65
musculus GN=Eeflal PE=1 SV=1 3 202
Tubulin beta-3 chain 0S=Mus musculus GN=Tubb3 25.33333 86.43621

Q9ERD7 11 30 1 450 50.386 4.93
PE=1SV=1 3 135
ADA1LL1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 65.08620 86.29078

19 29 19 232 25.132 5.85
us7 GN=Pkm PE=1 SV=1 7 948
Eukaryotic translation initiation factor 3 subunit A 33.53028 85.50834

Q3UEK3 20 30 20 677 79.611 7.62
(Fragment) OS=Mus musculus GN=Eif3a PE=2 SV=1 1 429
Uncharacterized protein OS=Mus musculus GN=Cct6a 35.02824 85.44736

Q3TIX8 17 29 17 531 58.067 6.9
PE=2 SV=1 9 314
Chaperonin containing Tcpl, subunit 6a (Zeta) OS=Mus 35.02824 85.44736

Q3TI05 17 29 17 531 57.968 7.08
musculus GN=Cct6a PE=2 SV=1 9 314
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Chaperonin containing Tcpl, subunit 6a (Zeta) 0S=Mus 35.02824 85.44736

Q52KG9 17 29 17 531 58.04 6.9
musculus GN=Cct6a PE=2 SV=1 9 314
Chaperonin containing TCP-1 theta subunit OS=Mus 46.80073 85.21894

Q9WVS5 23 31 23 547 59.531 5.62
musculus GN=Cctq PE=3 SV=1 1 503
Eeflg protein OS=Mus musculus GN=Eeflg PE=2 42.90220 84.97221

Q8RIN8 14 30 14 317 36.893 7.42
Sv=1 8 446
Collal protein (Fragment) OS=Mus musculus 41.59592 84.78239

Q99LL6 16 27 16 589 58.769 6.24
GN=Collal PE=2 SV=1 5 501
Integrin beta-1 OS=Mus musculus GN=Itgh1 PE=1 35.33834 84.72620

P09055 24 33 24 798 88.173 5.94
Sv=1 6 976
Uncharacterized protein (Fragment) OS=Mus musculus 16.83366 84.40672

Q8BLI1 17 32 3 998 115.661 6.68
GN=Myh10 PE=2 SV=1 7 338
Beta-actin (Fragment) OS=Mus GN=Actb 66.23376 84.28514

QBIWE2 4 21 0 7 8.588 4.49
PE=2 SV=1 6 051
AO0A1D5R Actin, alpha skeletal muscle (Fragment) OS=Mus 51.65562 83.56442

10 29 2 151 16.758 55
M20 musculus GN=Actal PE=3 SV=1 9 451
T-complex protein 1 subunit theta OS=Mus musculus 47.44376 83.41441

H3BL49 22 30 22 489 53.049 55
GN=Cct8 PE=1 SV=1 3 143
Adipocyte enhancer-binding protein 1 0S=Mus 21.36524 83.37228

Q640N1 20 31 20 1128 128.284 5.08
musculus GN=Aebp1 PE=1 SV=1 8 656
Eukaryotic translation initiation factor 3 subunit C 81.39389

Q8R1B4 21.29528 15 28 15 911 105.465 5.78
0S=Mus musculus GN=Eif3c PE=1 SV=1 205
Uncharacterized protein OS=Mus musculus GN=Cct6a 30.32015 80.76801

Q3TW97 16 28 16 531 58.068 6.9
PE=2 SV=1 1 753
Uncharacterized protein (Fragment) OS=Mus musculus 17.96610 80.06488

Q8BLI3 16 30 2 885 102.342 8.13
GN=Myh10 PE=2 SV=1 2 836
Elongation factor 1-alpha 1 (Fragment) OS=Mus 80.03749

D3Z318 50 12 29 0 186 20.695 8.59
musculus GN=Eeflal PE=1 SV=1 037
A0A0AD Tubulin alpha chain (Fragment) OS=Mus musculus 31.44654 79.98357

13 27 3 477 52.87 5.19
MQAS5 GN=Tubada PE=1 SV=1 1 987
Tubulin alpha-4A chain OS=Mus musculus GN=Tubada 33.48214 79.98357

P68368 13 27 3 448 49.892 5.06
PE=1SV=1 3 987
Ubiquitin-activating enzyme E1, Chr X OS=Mus 28.63894 79.90795

B9EHNO 22 28 22 1058 117.734 5.66
musculus GN=Ubal PE=1 SV=1 1 779
ADA1S6G Uncharacterized protein OS=Mus musculus GN=Ubal 27.10196 79.90795

22 28 22 1118 124.157 5.99
WH5 PE=2 SV=1 8 779
Copa protein (Fragment) OS=Mus musculus GN=Copa 21.22015 79.36969

Q63ZW9 18 27 18 1131 127.155 7.2
PE=2 SV=1 9 566
Thrombospondin-2 0S=Mus musculus GN=Thbs2 PE=1 20.90443 79.30179

Q03350 20 29 19 1172 129.798 4.82
Sv=2 7 572
Tubulin alpha chain (Fragment) OS=Mus musculus 44.66858 79.18240

Q99KA2 14 26 3 347 38.746 5.15
GN=Tubalb PE=2 SV=1 8 809
Actin, cytoplasmic 2 (Fragment) OS=Mus musculus 49.25373 78.35918

G3uzo7 13 27 2 268 29.233 6.35
GN=Actgl PE=1 SV=1 1 951
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Uncharacterized protein (Fragment) OS=Mus musculus 56.17021 78.35918

Q3uD81 13 27 2 235 26.062 5.22
GN=Actgl PE=2 SV=1 3 951
Uncharacterized protein OS=Mus musculus GN=Cct6a 31.07344 78.24204

Q3TI62 16 26 16 531 57.967 6.62
PE=2 SV=1 6 516
MKIAA1436 protein (Fragment) OS=Mus musculus 21.42857 78.20099

Q6926 17 27 17 812 91.533 6.54
GN=Ptgfrn PE=2 SV=1 1 938
Prostaglandin F2 receptor negative regulator OS=Mus 19.79522 78.20099

QIWVIl 17 27 17 879 98.66 6.61
musculus GN=Ptgfrn PE=1 SV=2 2 938
Actin, gamma-enteric smooth muscle (Fragment) 46.15384 77.86692

D3YZY0 12 28 3 221 24611 5.6
0S=Mus musculus GN=Actg2 PE=1 SV=2 6 047
Uncharacterized protein (Fragment) OS=Mus musculus 50.65502 77.67745

Q9Cs06 22 28 22 458 49.855 5.77
GN=Cct8 PE=2 SV=1 2 96
Hspg2 protein (Fragment) OS=Mus musculus 26.36363 77.29511

Q5RKM8 15 25 3 1100 117.786 6.6
GN=Hspg2 PE=2 SV=1 6 249
T-complex protein 1 subunit gamma OS=Mus musculus 77.09124

Q3uUJP4 42.93578 24 31 24 545 60.563 7.02
GN=Cct3 PE=2 SV=1 815
Myh9 protein (Fragment) OS=Mus musculus GN=Myh9 53.21100 76.47769

A2VCKO 14 22 14 218 26.152 5.39
PE=2 SV=1 9 237
Glycine--tRNA ligase 0S=Mus musculus GN=Gars 75.84070

Q9CzZD3 28.66941 16 26 16 729 81.826 6.65
PE=1SV=1 039
Actin, gamma-enteric smooth muscle (Fragment) 47.17948 75.11758

D372K3 11 27 2 195 21.555 5.54
0S=Mus musculus GN=Actg2 PE=1 SV=1 7 351
33.16455 74.95743

QID9Y2 Uncharacterized protein OS=Mus musculus PE=2 SV=1 11 24 3 395 44,021 6.07
7 632
Phosphoglycerate kinase OS=Mus musculus GN=Pgk1 65.88235 74.56131

S4R2M7 16 27 16 255 27.698 9.14
PE=1SV=1 3 148
Uncharacterized protein (Fragment) OS=Mus musculus 18.63753 74.15573

Q8BWI3 14 27 2 778 89.414 7.66
GN=Myh10 PE=2 SV=1 2 299
20.86206 73.67219

Q32P04 Keratin 5 0S=Mus musculus GN=Krt5 PE=1 SV=2 19 28 10 580 61.729 7.5
9 365
Uncharacterized protein (Fragment) OS=Mus musculus 73.23932

Q3TJ98 43.79085 15 25 2 306 35.565 5.34
GN=Cltc PE=2 SV=1 242
Thrombospondin 2 0S=Mus musculus GN=Thbs2 PE=2 19.70989 73.18080

Q7TMT3 19 27 18 1172 129.86 4.84
Sv=1 8 115
Eukaryotic translation initiation factor 3 subunit B 19.48453 72.24811

Q8CIJ3 11 23 11 970 108.914 5.54
0S=Mus musculus GN=Eif3b PE=2 SV=1 6 196
Eukaryotic translation initiation factor 3 subunit B 2353673 72.24811

Q8JZQ9 11 23 1 803 91.313 5.02
0S=Mus musculus GN=Eif3b PE=1 SV=1 7 196
Uncharacterized protein OS=Mus musculus GN=Psmd2 25.77092 71.69039

Q3TWL6 20 29 20 908 100.162 5.25
PE=2 SV=1 5 989
26S proteasome non-ATPase regulatory subunit 2 25.77092 71.69039

Q8VDM4 20 29 20 908 100.139 5.17
0S=Mus musculus GN=Psmd2 PE=1 SV=1 5 989
Uncharacterized protein OS=Mus musculus GN=Psmd2 25.77092 71.69039

Q3TW71 20 29 20 908 100.112 5.17
PE=2 SV=1 5 989
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Uncharacterized protein OS=Mus musculus GN=Psmd2 25.77092 71.69039

Q3TIeL 20 29 20 908 100.198 5.2
PE=2 SV=1 5 989
Uncharacterized protein OS=Mus musculus GN=Psmd2 25.77092 71.69039

Q3TXV1 20 29 20 908 100.081 5.2
PE=2 SV=1 5 989
Tubulin beta-6 chain 0S=Mus musculus GN=Tubb6 37.80760 71.38430

Q922F4 14 27 7 447 50.058 4.89
PE=1SV=1 6 882
Coatomer subunit beta OS=Mus musculus GN=Copb1 28.54144 70.78409

QIIF7 19 30 19 953 106.998 6
PE=1SV=1 8 195
Uncharacterized protein OS=Mus musculus GN=Col1a2 18.80466 70.77274

Q3TU64 14 22 14 1372 129.518 9.19
PE=2 SV=1 5 954
Procollagen, type I, alpha 2 0S=Mus musculus 18.80466 70.77274

Q3TX57 14 22 14 1372 129.478 9.19
GN=Colla2 PE=1 SV=1 5 954
Uncharacterized protein OS=Mus musculus GN=Aars 27.06611 70.17014

Q3UD67 19 25 19 968 106.811 5.72
PE=2 SV=1 6 599
Uncharacterized protein OS=Mus musculus GN=Aars 27.06611 70.17014

Q3TZ32 19 25 19 968 106.793 5.67
PE=2 SV=1 6 599
lanine--tRNA ligase, ic 0S=Mus 27.06611 70.17014

Q8BGQ7 19 25 19 968 106.841 5.67
GN=Aars PE=1 SV=1 6 599
Uncharacterized protein 0S=Mus musculus GN=Myh9 53.81818 69.19910

Q8BIE2 16 27 11 275 30.905 74
PE=2 SV=1 2 824
Actg2 protein OS=Mus musculus GN=Actg2 PE=2 36.63366 69.01566

16L.9D2 10 25 1 202 22.441 5.55
Sv=1 3 958
Uncharacterized protein (Fragment) OS=Mus musculus 19.58098 68.56479

Q3TUE2 13 21 13 1241 116.797 9.14
GN=Colla2 PE=2 SV=1 3 609
Fn1 protein (Fragment) OS=Mus musculus GN=Fn1 64.35185 68.22227

Q99KDO 11 25 11 216 24.408 5.62
PE=2 SV=1 2 407
Uncharacterized protein OS=Mus musculus GN=Eif4al 30.29556 67.87941

Q3uxcz2 13 21 12 406 46.155 5.48
PE=2 SV=1 7 217
Eif4al protein (Fragment) OS=Mus musculus 67.87941

Q4FZL1 30.37037 13 21 12 405 45.994 5.48
GN=Eif4al PE=2 SV=1 217
Uncharacterized protein OS=Mus musculus GN=Eif4al 30.29556 67.87941

Q3TGK7 13 21 12 406 46.111 5.48
PE=2 SV=1 7 217
Uncharacterized protein OS=Mus musculus GN=Eif4al 30.29556 67.87941

Q5F2A7 13 21 12 406 46.125 5.48
PE=1SV=1 7 217
MKIAA1027 protein (Fragment) OS=Mus musculus 11.89547 67.86451

Q80TM2 20 23 20 2564 271.963 6.27
GN=TIn1 PE=2 SV=4 6 161
12.00314 67.86451

P26039 Talin-1 OS=Mus musculus GN=TIn1 PE=1 SV=2 20 23 20 2541 269.653 6.18
8 161
Uncharacterized protein OS=Mus musculus GN=Psmd2 24.55947 67.36901

Q3U9Y8 19 27 19 908 100.067 52
PE=2 SV=1 1 999
11.64488 67.10523

Q80X90 Filamin-B OS=Mus musculus GN=FInb PE=1 SV=3 20 25 17 2602 277.651 571
9 605
S-formylglutathione hydrolase OS=Mus musculus 60.28368 67.02549

Q9ROP3 12 19 12 282 31.299 7.12
GN=Esd PE=1 SV=1 8 183
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S-formylglutathione hydrolase OS=Mus musculus 57.62711 67.02549

H3BKH6 12 19 12 295 32.808 7.83
GN=Esd PE=1 SV=1 9 183
26S proteasome regulatory subunit 8 0S=Mus musculus 41.13300 66.43415

P62196 13 21 12 406 45597 7.55
GN=Psmc5 PE=1 SV=1 5 117
A0A1S6G Uncharacterized protein OS=Mus musculus GN=Psmc5 40.14423 66.43415

13 21 12 416 46.648 7.88
WH1 PE=2 SV=1 1 117
Actin, cytoplasmic 2 (Fragment) OS=Mus musculus 81.90476 66.01422

F8WGM8 9 20 0 105 11.876 721
GN=Actgl PE=1 SV=1 2 381
T-complex protein 1 subunit gamma (Fragment) 54.24836 65.77329

F6Q609 13 24 13 306 34.251 5.49
0S=Mus musculus GN=Cct3 PE=1 SV=8 6 171
Serine protease HTRAL OS=Mus musculus GN=Htral 37.29166 65.71601

Q9R118 13 24 13 480 51.182 7.65
PE=1SV=2 7 617
8.251953 65.67182

QB9ZN7 Myoferlin 0S=Mus musculus GN=Myof PE=1 SV=2 12 21 12 2048 233.177 6.16
1 302
65.67182

BY9EK95 Myof protein OS=Mus musculus GN=Myof PE=2 SV=1 8.199903 12 21 12 2061 234.384 6.14
302
8.251953 65.67182

E9Q390 Myoferlin OS=Mus musculus GN=Myof PE=1 SV=2 12 21 12 2048 233.178 6.23
1 302
Alanyl-tRNA synthase 0S=Mus musculus GN=Aars 25.20661 65.47107

Q6XMP4 18 24 18 968 106.899 5.62
PE=2 SV=1 2 41
Uncharacterized protein (Fragment) OS=Mus musculus 64.91631

Q3UDB1 59.66736 21 24 1 481 52.871 8.05
GN=Cct7 PE=2 SV=1 603
Uncharacterized protein OS=Mus musculus GN=Cct7 52.75735 64.91631

Q3TETO 21 24 1 544 59.646 7.84
PE=2 SV=1 3 603
Uncharacterized protein OS=Mus musculus GN=Cct7 52.75735 64.91631

Q3TJN2 21 24 1 544 59.6 7.84
PE=2 SV=1 3 603
T-complex protein 1 subunit eta OS=Mus musculus 52.75735 64.91631

P80313 21 24 1 544 59.614 7.84
GN=Cct7 PE=1 SV=1 3 603
Uncharacterized protein OS=Mus musculus GN=Cct7 52.75735 64.91631

Q3uno 21 24 1 544 59.61 8.02
PE=2 SV=1 3 603
Uncharacterized protein OS=Mus musculus GN=Cct7 52.75735 64.78112

Q3THH8 21 24 1 544 59.614 8.02
PE=2 SV=1 3 674
Uncharacterized protein OS=Mus musculus GN=Prmt1 41.10787 64.69616

Q8c2D7 11 21 11 343 39.537 5.59
PE=2 SV=1 2 532
Uncharacterized protein OS=Mus musculus GN=Prmt1 40.86956 64.69616

Q3TPF5 11 21 11 345 39.33 5.58
PE=2 SV=1 5 532
Prmt1 protein (Fragment) OS=Mus musculus GN=Prmt1 40.28571 64.69616

Q80WB1 11 21 11 350 40.266 5.85
PE=2 SV=1 4 532
Uncharacterized protein OS=Mus musculus GN=Prmt1 39.94334 64.69616

Q3UIG8 11 21 11 353 40.496 5.6
PE=1SV=1 3 532
AO0A171K Protein arginine N-methyltransferase 1 0S=Mus 44.33962 64.69616

11 21 11 318 36.543 6.19
XD3 musculus GN=Prmt1 PE=1 SV=1 3 532
Prmt1 protein OS=Mus musculus GN=Prmt1 PE=2 39.83050 64.69616

Q80WV6E 11 21 11 354 40.732 571
sv=1 8 532
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Protein arginine N-methyltransferase 1 0S=Mus 38.00539 64.69616

Q9JIFO 11 21 11 371 42.408 5.43
musculus GN=Prmt1 PE=1 SV=1 1 532
Uncharacterized protein (Fragment) OS=Mus musculus 64.53132

Q3TP88 23.46194 12 20 12 959 91.803 8.28
GN=Colla2 PE=2 SV=1 689
Uncharacterized protein OS=Mus musculus GN=TIn1 11.37347 64.51400

Q3UHS6 19 22 19 2541 269.669 6.18
PE=2 SV=1 5 054
Uncharacterized protein OS=Mus musculus GN=Psmd2 24.22907 64.48940

Q3TIPO 19 27 19 908 100.155 5.2
PE=2 SV=1 5 563
Coatomer subunit beta' OS=Mus musculus GN=Copb2 20.33149 64.12839

055029 13 25 13 905 102.384 53
PE=1SV=2 2 711
Uncharacterized protein OS=Mus musculus GN=Psmd3 27.92452 63.56691

Q8BK46 14 22 14 530 60.684 8.44
PE=2 SV=1 8 432
268 proteasome non-ATPase regulatory subunit 3 27.92452 63.56691

P14685 14 22 14 530 60.68 8.44
0S=Mus musculus GN=Psmd3 PE=1 SV=3 8 432
Receptor of activated protein C kinase 1 0S=Mus 63.72239 63.20339

P68040 14 22 14 317 35.055 7.69
musculus GN=Rack1 PE=1 SV=3 7 68
Isoleucine--tRNA ligase, cytoplasmic OS=Mus musculus 18.85895 62.93359

Q8BU30 17 25 17 1262 144179 6.55
GN=lars PE=1 SV=2 4 065
Heat shock protein HSP 90-beta (Fragment) OS=Mus 52.38095 62.93226

E9Q3D6 11 24 6 189 22.468 479
musculus GN=Hsp90abl PE=1 SV=1 2 671
Actin, cytoplasmic 2 0S=Mus musculus GN=Actgl 49.67320 62.78035

BIATY1 11 20 0 153 16.723 6.76
PE=1SV=1 3 235
Proteasome (Prosome, macropain) 26S subunit, ATPase, 50.12853 62.44021

Q14AQ1 14 22 14 389 44.145 7.49
6 0S=Mus musculus GN=Psmc6 PE=1 SV=1 5 678
Tubulin beta chain (Fragment) OS=Mus musculus 51.89003 62.38212

QI9CVRO 12 23 2 291 32.238 5.85
GN=Tubb4b PE=2 SV=2 4 538
ADAIW2 T-complex protein 1 subunit beta (Fragment) OS=Mus 60.36866 62.19413

12 20 12 217 22.926 6.06
P7B7 musculus GN=Cct2 PE=1 SV=1 4 161
ATP-citrate synthase OS=Mus musculus GN=Acly PE=1 2279745 61.99381

Q3v117 20 27 20 1101 120.718 7.44
Sv=1 7 077
ATP-citrate synthase OS=Mus musculus GN=Acly PE=1 23.00641 61.99381

Q91V92 20 27 20 1091 119.651 7.44
Sv=1 6 077
Beta-actin (Fragment) OS=Mus musculus GN=Actb 61.60533

AlE281 64.46281 9 20 2 121 13.531 6.38
PE=2 SV=1 023
Actin, cytoplasmic 2 0S=Mus musculus GN=Actgl 59.09090 61.60533

G3UYGOo 9 20 2 132 14.569 5.76
PE=1SV=1 9 023
Actin, cytoplasmic 1 (Fragment) OS=Mus musculus 61.60533

E9Q606 52 9 20 2 150 16.645 5.77
GN=Actb PE=1 SV=1 023
Uncharacterized protein OS=Mus musculus GN=Eif4al 29.31034 61.54374

Q3TFG3 12 19 11 406 46.153 5.48
PE=2 SV=1 5 051
Uncharacterized protein OS=Mus musculus GN=Cct7 48.34558 61.44635

Q8C5Q5 20 23 1 544 59.598 7.84
PE=2 SV=1 8 558
Eukaryotic translation initiation factor 3 subunit L 35.99290 61.42741

Q8QzY1 15 22 15 564 66.57 6.44
0S=Mus musculus GN=Eif3l PE=1 SV=1 8 013
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Enolase 1, alpha non-neuron OS=Mus musculus 39.63133 61.17729

Q5FW97 14 18 14 434 47.111 6.8
GN=EG433182 PE=1 SV=1 6 318
S-formylglutathione hydrolase OS=Mus musculus 56.22641 60.53815

H3BJL6 1 17 11 265 29.328 7.3
GN=Esd PE=1 SV=1 5 854
S-formylglutathione hydrolase OS=Mus musculus 57.52895 60.53815

H3BLJ9 1 17 11 259 28.535 721
GN=Esd PE=1 SV=1 8 854
S-formylglutathione hydrolase (Fragment) OS=Mus 60.32388 60.53815

H3BJP2 1 17 11 247 27113 6.86
musculus GN=Esd PE=1 SV=1 7 854
Leucyl-tRNA synthetase OS=Mus musculus GN=Lars 22.75042 60.46798

Q7TSZ3 21 31 21 1178 134.106 7.05
PE=2 SV=1 4 277
MKIAA1352 protein (Fragment) OS=Mus musculus 60.46798

Q6ZPT2 22.14876 21 31 21 1210 137.687 73
GN=Lars PE=2 SV=1 277
ATP-citrate synthase OS=Mus musculus GN=Acly PE=2 22.27314 60.22649

Q3TED3 19 26 19 1091 119.549 7.55
Sv=1 4 77
Pre-mRNA-processing factor 19 0S=Mus musculus 39.88095 59.09330

Q99KP6 13 24 13 504 55.204 6.61
GN=Prpf19 PE=1 SV=1 2 642
Uncharacterized protein OS=Mus musculus GN=Psmd3 58.81137

Q3ULJ5 25.09434 12 20 12 530 60.676 8.44
PE=2 SV=1 776
Uncharacterized protein (Fragment) 0S=Mus musculus 32.82828 58.53437

Q3UXU1 14 20 12 396 43.517 5.24
GN=Hspa8 PE=2 SV=1 3 805
Uncharacterized protein OS=Mus musculus GN=Eif4al 35.31468 57.69022

Q3usio 1 18 10 286 33.048 6.44
PE=2 SV=1 5 465
Phosphoglycerate mutase OS=Mus musculus 51.57480 57.40486

Q3U7z6 10 19 10 254 28.814 7.18
GN=Pgam1 PE=1 SV=1 3 932
Uncharacterized protein (Fragment) OS=Mus musculus 59.02777 57.39878

Q3TUZ9 12 27 12 144 15.525 7.93
GN=Gm10481 PE=2 SV=1 8 047
T-complex protein 1 subunit delta OS=Mus musculus 37.84786 57.35518

Q3uJz8 16 21 16 539 58.011 7.84
GN=Cct4 PE=2 SV=1 6 622
T-complex protein 1 subunit delta OS=Mus musculus 37.84786 57.35518

Q3TIIO 16 21 16 539 58.048 8.02
GN=Cct4 PE=2 SV=1 6 622
T-complex protein 1 subunit delta OS=Mus musculus 37.84786 57.35518

P80315 16 21 16 539 58.03 8.02
GN=Cct4 PE=1 SV=3 6 622
Uncharacterized protein OS=Mus musculus GN=Eif4al 29.94505 57.07846

Q3TLL6 11 18 10 364 41.464 5.53
PE=2 SV=1 5 689
Uncharacterized protein OS=Mus musculus GN=Psmd3 23.39622 57.01260

Q3U5M8 12 20 12 530 60.577 8.24
PE=2 SV=1 6 71
42.18289 56.47557

Qoczi7 Annexin 0S=Mus musculus GN=Anxa2 PE=2 SV=1 11 19 11 339 38.585 7.65
1 604
42.18289 56.47557

P07356 Annexin A2 0S=Mus musculus GN=Anxa2 PE=1 SV=2 11 19 11 339 38.652 7.69
1 604
Beta-actin-like protein 2 0S=Mus musculus GN=Actbl2 23.40425 56.23672

Q8BFZ3 9 21 0 376 41.977 5.49
PE=1SV=1 5 986
Clathrin heavy chain 1 (Fragment) OS=Mus musculus 40.74074 56.17151

F6Z1R4 11 19 2 216 25.012 4.84
GN=Cltc PE=1 SV=1 1 642
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2493573 55.81594

Q8VEIL Cct6a protein OS=Mus musculus GN=Cctéa PE=2 SV=1 10 18 10 389 42911 6.93
3 181
Uncharacterized protein (Fragment) OS=Mus musculus 21.27659 55.76935

Q3UEA1L 18 24 18 1034 112,975 777
GN=Acly PE=2 SV=1 6 661
Procollagen C-endopeptidase enhancer 1 OS=Mus 27.99145 55.63974

Q61398 9 18 9 468 50.136 8.41
musculus GN=Pcolce PE=1 SV=2 3 118
Psmc6 protein (Fragment) OS=Mus musculus 59.04436 54.28785

Q8QZs9 12 19 12 293 33.032 6.07
GN=Psmc6 PE=2 SV=1 9 062
Myh9 protein (Fragment) OS=Mus musculus GN=Myh9 35.65217 53.65409

Q811)9 15 19 13 575 66.641 5.36
PE=2 SV=1 4 863
28.07625 53.62531

P26041 Moesin OS=Mus musculus GN=Msn PE=1 SV=3 19 22 15 577 67.725 6.6
6 698
Glyceraldehyde-3-phosphate-dehydrogenase (Fragment) 53.50455

QBIWE3 46.875 5 18 5 96 10.015 6.51
0S=Mus musculus GN=Gapd PE=2 SV=1 666
Annexin (Fragment) OS=Mus musculus GN=Anxa2 67.34693 53.46520

BOV2N7 10 18 10 196 21.843 5.35
PE=1SV=1 9 746
Elongation factor 1-alpha 2 0S=Mus musculus 53.41305

P62631 15.11879 7 20 0 463 50.422 9.03
GN=Eefla2 PE=1 SV=1 256
39.23303 53.31295

Q3ucCD3 Annexin 0S=Mus musculus GN=Anxa2 PE=2 SV=1 10 18 10 339 38.636 7.69
8 335
26S proteasome regulatory subunit 7 0S=Mus musculus 42.03233 53.11461

P46471 16 19 16 433 48.617 5.95
GN=Psmc2 PE=1 SV=5 3 389
26S proteasome regulatory subunit 7 OS=Mus musculus 38.31578 53.11461

Q8BVQ9 16 19 16 475 52.833 6.28
GN=Psmc2 PE=1 SV=1 9 389
Sodium/potassium-transporting ATPase subunit alpha-1 15.83577 52.90942

Q8VDN2 11 16 11 1023 112.91 5.45
0S=Mus musculus GN=Atplal PE=1 SV=1 7 299
Procollagen C-endopeptidase enhancer 1 0S=Mus 23.93509 52.70639

D3YUE2 8 17 8 493 53.101 8.51
musculus GN=Pcolce PE=1 SV=1 1 062
Adenosylhomocysteinase OS=Mus musculus PE=2 31.01851 52.48004

Q3U5U5 1 17 1 432 47.755 6.48
Sv=1 9 246
Adenosylhomocysteinase OS=Mus musculus PE=2 31.01851 52.48004

Q3u4D1 1 17 1 432 47.672 6.54
Sv=1 9 246
Adenosylhomocysteinase OS=Mus musculus GN=Ahcy 31.01851 52.48004

Q3TF14 11 17 11 432 47.657 6.54
PE=1SV=1 9 246
A0A068B Angiopoietin-like 4 0S=Mus musculus GN=Angptl4 26.34146 51.82081

9 15 9 410 45.511 7.94
EP2 PE=2 SV=1 3 044
Angiopoietin-related protein 4 0S=Mus musculus 26.34146 51.82081

Q9Z1P8 9 15 9 410 45.51 8.13
GN=Angptl4 PE=2 SV=1 3 044
Uncharacterized protein (Fragment) OS=Mus musculus 29.03225 51.82081

Q8CEZ7 9 15 9 372 41.681 7.56
GN=Angptl4 PE=2 SV=1 8 044
Uncharacterized protein OS=Mus musculus GN=Psmd11 43.83886 51.52801

Q3UWW9 14 21 14 422 47.335 6.48
PE=2 SV=1 3 752
26S proteasome non-ATPase regulatory subunit 11 43.83886 51.52801

Q8BG32 14 21 14 422 47.407 6.48
0S=Mus musculus GN=Psmd11 PE=1 SV=3 3 752
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Psmd11 protein (Fragment) OS=Mus musculus 44.47115 51.52801

Q7TMIO 14 21 14 416 46.893 6.48
GN=Psmd11 PE=2 SV=1 4 752
Uncharacterized protein OS=Mus musculus GN=Pcolce 51.44350

Q3UN82 2457265 8 16 8 468 50.204 8.41
PE=2 SV=1 767
AOAON4S T-complex protein 1 subunit eta OS=Mus musculus 50.99601 51.29305

19 20 0 502 55.023 7.83
Voo GN=Cct7 PE=1 SV=1 6 243
Alpha-enolase OS=Mus musculus GN=Enol PE=1 51.11015

Q6PHC1 35.79235 1 15 11 366 39.757 6.2
Sv=1 403
26S proteasome regulatory subunit 8 0S=Mus musculus 39.36781 51.09340

Q8K1K2 10 16 9 348 38.727 5.96
GN=Psmc5 PE=1 SV=1 6 978
Triosephosphate isomerase OS=Mus musculus GN=Tpil 44.81605 50.82129

P17751 1 17 1 299 32171 5.74
PE=1SV=4 4 669
Uncharacterized protein OS=Mus musculus GN=Psmc2 50.70831

Q3UIH5 39.26097 15 18 15 433 48.647 5.95
PE=2 SV=1 072
26S proteasome non-ATPase regulatory subunit 12 35.08771 50.37889

Q9D8WS5 14 19 14 456 52.861 7.06
0S=Mus musculus GN=Psmd12 PE=1 SV=4 9 85
Annexin (Fragment) OS=Mus musculus GN=Anxa2 64.77272 50.23504

BOV2N8 9 17 9 176 19.584 5.96
PE=1SV=1 7 293
MCG122657 OS=Mus musculus GN=Psmc1 PE=1 29.31818 49.93199

Q54219 10 15 9 440 49.154 6.21
Sv=1 2 718
DNA replication licensing factor MCM2 OS=Mus 11.83628 49.86352

P97310 9 15 9 904 102.013 5.72
musculus GN=Mcm2 PE=1 SV=3 3 491
DNA helicase 0S=Mus musculus GN=Mcm2 PE=2 11.71960 49.86352

Q3UJN1 9 15 9 913 103.085 5.76
Sv=1 6 491
DNA helicase 0S=Mus musculus GN=Mcm2 PE=2 11.83628 49.86352

Q3UK39 9 15 9 904 101.868 5.68
Sv=1 3 491
RuvB-like helicase OS=Mus musculus GN=RuvbI1 35.74561 49.68164

Q3UJN2 13 19 13 456 50.182 6.42
PE=2 SV=1 4 623
RuvB-like 1 0S=Mus musculus GN=Ruvbl1 PE=1 35.74561 49.68164

P60122 13 19 13 456 50.182 6.42
Sv=1 4 623
19.46508 49.65664

P14824 Annexin A6 0S=Mus musculus GN=Anxa6 PE=1 SV=3 10 16 10 673 75.837 55
2 697
19.46508 49.65664

Q3UI56 Annexin 0S=Mus musculus GN=Anxa6 PE=2 SV=1 10 16 10 673 75.864 55
2 697
49.65664

F8WIT2 Annexin OS=Mus musculus GN=Anxa6 PE=1 SV=1 19.64018 10 16 10 667 75.241 5.55
697
49.65664

Q3TUIl Annexin 0S=Mus musculus GN=Anxa6 PE=2 SV=1 19.64018 10 16 10 667 75.225 5.55
697
Uncharacterized protein OS=Mus musculus GN=Ubc 43.16546 49.55068

Q3TH47 4 17 4 278 31.25 8.97
PE=2 SV=1 8 696
48.10996 49.55068

Q92278 Ubc protein OS=Mus musculus GN=Ubc PE=2 SV=1 4 17 4 582 65.416 8.69
6 696
Polyubiquitin-B (Fragment) OS=Mus musculus 50.84745 49.55068

Q58X22 4 17 4 236 26.603 8.24
GN=Ubb PE=4 SV=2 8 696
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KxDL motif-containing protein 1 (Fragment) OS=Mus 20.72538 49.55068

E9Q4P0 4 17 4 193 22.22 9.23
musculus GN=Kxd1 PE=1 SV=1 9 696
49.55068

Q8R0Z9 Ubc protein 0S=Mus musculus GN=Ubc PE=2 SV=1 4519774 4 17 4 354 39.791 8.88
696
AODAOABY MCG23377, isoform CRA_b OS=Mus musculus 51.94805 49.55068

4 17 4 7 8.723 7.25
we7 GN=Gm8797 PE=4 SV=1 2 696
MCG23116, isoform CRA_a OS=Mus musculus 49.55068

Q5M9K3 31.25 4 17 4 128 14.719 9.83
GN=Uba52 PE=2 SV=1 696
Uncharacterized protein OS=Mus musculus 52.28758 49.55068

Q8C2K3 4 17 4 153 17.214 6.2
GN=Gm1821 PE=2 SV=1 2 696
Ubiquitin-60S ribosomal protein L40 (Fragment) 41.66666 49.55068

E9Q9J0 4 17 4 96 10.907 797
0S=Mus musculus GN=Uba52 PE=1 SV=1 7 696
49.55068

Q922B0 Ubc protein 0S=Mus musculus GN=Ubc PE=2 SV=1 39.60396 4 17 4 202 22.708 9.09
696
25.64102 49.55068

Q642L7 MCG13441 OS=Mus musculus GN=Rps27a PE=2 SV=1 4 17 4 156 17.939 9.64
6 696
Polyubiquitin-C OS=Mus musculus GN=Ubc PE=1 49.04632 49.55068

POCG50 4 17 4 734 82.499 8.62
Sv=2 2 696
Polyubiquitin-C (Fragment) OS=Mus musculus GN=Ubc | 55.22388 4955068

E9Q5F6 4 17 4 201 22.578 74
PE=4 SV=1 1 696
Ubiqutin subunit 1 (Fragment) OS=Mus musculus 52.63157 49.55068

A5JUZ1 4 17 4 76 8.56 7.25
GN=Ubc PE=2 SV=1 9 696
KxDL motif-containing protein 1 OS=Mus musculus 17.24137 49.55068

E9QNPO 4 17 4 232 26.839 9.83
GN=Kxd1 PE=1 SV=1 9 696
Polyubiquitin-B OS=Mus musculus GN=Ubb PE=2 52.45901 49.55068

POCG49 4 17 4 305 34.347 7.53
Sv=1 6 696
48.63221 49.55068

Q8VvC46 Ubc protein 0S=Mus musculus GN=Ubc PE=2 SV=1 4 17 4 658 73.958 8.65
9 696
Tubulin alpha-8 chain 0S=Mus musculus GN=Tuba8 2271714 49.41445

Q9Z2 10 17 2 449 50.02 51
PE=1SV=1 9 327
Uncharacterized protein OS=Mus musculus GN=Psmd11 38.86255 49.33049

Q8BK73 13 20 13 422 47.463 6.48
PE=2 SV=1 9 107
Tubb2a protein (Fragment) OS=Mus musculus 29.53020 49.22896

Q99J49 9 21 2 298 33.979 491
GN=Tubb2a PE=2 SV=1 1 719
Uncharacterized protein (Fragment) OS=Mus musculus 14.34454 48.81391

Q3u454 15 19 15 1457 161.664 5.21
GN=Lrpl PE=2 SV=1 4 716
S-formylglutathione hydrolase OS=Mus musculus 48.78677

H3BK43 55.02008 8 14 8 249 27.746 6.71
GN=Esd PE=1 SV=1 142
Uncharacterized protein OS=Mus musculus GN=Psmd12 33.55263 48.74833

Q3U8F5 13 17 13 456 52.833 7.06
PE=2 SV=1 2 369
Myh9 protein (Fragment) OS=Mus musculus GN=Myh9 34.02646 48.74675

Q99313 13 17 11 529 61.212 5.33
PE=2 SV=1 5 286
Adenosylhomocysteinase OS=Mus musculus GN=Ahcy 27.54629 48.43595

Q5M9P0 10 15 10 432 47.643 6.42
PE=2 SV=1 6 839
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Heterogenous nuclear ribonucleoprotein U OS=Mus 23.30827 48.39862
088568 11 17 11 798 87.837 6.3
musculus GN=Hnrnpu PE=2 SV=1 1 931
Uncharacterized protein OS=Mus musculus GN=Hnrnpu 48.39862
Q3ULH5 23.25 1 17 11 800 87.791 6.33
PE=2 SV=1 931
Uncharacterized protein OS=Mus musculus GN=Hnrnpu 27.11370 48.39862
Q3TGN5 1 17 11 686 76.353 8.07
PE=2 SV=1 3 931
Uncharacterized protein OS=Mus musculus GN=Hnrnpu 48.39862
Q3TXW2 23.25 1 17 11 800 87.962 6.33
PE=2 SV=1 931
Uncharacterized protein OS=Mus musculus GN=Hnrnpu 48.39862
Q3TWNS5 23.25 1 17 1 800 87.865 6.07
PE=2 SV=1 931
Heterogeneous nuclear ribonucleoprotein U OS=Mus 48.39862
Q8VEK3 23.25 1 17 1 800 87.863 6.24
musculus GN=Hnrnpu PE=1 SV=1 931
Uncharacterized protein OS=Mus musculus GN=Hnrnpu 48.39862
Q3TVV6 23.25 1 17 1 800 87.891 6.24
PE=2 SV=1 931
Uncharacterized protein OS=Mus musculus GN=Msn 26.16984 48.26129
Q3TZQ2 17 20 13 577 67.694 6.74
PE=2 SV=1 4 735
Heat shock cognate 71 kDa protein (Fragment) OS=Mus 64.65517 48.26025
D3Z5E2 8 16 6 116 12.806 8.13
musculus GN=Hspa8 PE=1 SV=1 2 105
26S proteasome regulatory subunit 6A OS=Mus 38.23529 48.04816
088685 11 15 11 442 49.518 5.19
musculus GN=Psmc3 PE=1 SV=2 4 389
26S proteasome regulatory subunit 6A OS=Mus 37.47228 48.04816
B7ZCF1 11 15 11 451 50.364 5.48
musculus GN=Psmc3 PE=1 SV=1 4 389
Uncharacterized protein OS=Mus musculus GN=Psmc3 37.47228 48.04816
Q8BUP7 11 15 11 451 50.35 5.48
PE=2 SV=1 4 389
Uncharacterized protein OS=Mus musculus GN=Psmc3 41.83168 48.04816
Q3THI5 11 15 11 404 45.208 5.53
PE=2 SV=1 3 389
Uncharacterized protein OS=Mus musculus GN=Psmc3 39.95271 48.04816
Q3u8y7 1 15 1 423 47.308 5.22
PE=2 SV=1 9 389
Uncharacterized protein (Fragment) OS=Mus musculus 33.66533 48.04816
Q3TKG4 1 15 1 502 55.603 5.24
GN=Psmc3 PE=2 SV=1 9 389
Sodium/potassium-transporting ATPase subunit alpha 14.56500 47.83376
Q3TXF9 10 14 10 1023 112911 5.39
0S=Mus musculus GN=Atplal PE=2 SV=1 5 181
Uncharacterized protein OS=Mus musculus GN=Pcolce 24.35897 47.55929
Q3TX39 8 16 8 468 50.137 8.19
PE=2 SV=1 4 446
Aars protein (Fragment) OS=Mus musculus GN=Aars 31.75542 47.26303
Q6PDM7 11 15 11 507 55.028 6.2
PE=2 SV=1 4 291
GTP-binding nuclear protein Ran OS=Mus musculus 30.55555 47.07417
P62827 11 17 11 216 24.408 7.49
GN=Ran PE=1 SV=3 6 154
GTP-binding nuclear protein Ran 0S=Mus musculus 30.55555 47.07417
Q3ULWO 11 17 11 216 24.336 79
GN=Ran PE=2 SV=1 6 154
Proteasome (Prosome, macropain) 26S subunit,
36.01895 47.02490
Q497E8 non-ATPase, 11 0S=Mus musculus GN=Psmd11 PE=2 12 17 12 422 47.433 6.48
7 652
sv=1
Q3TRK9 Uncharacterized protein OS=Mus musculus GN=SIc16al 13.38742 7 12 7 493 53.266 7.47 46.97645
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PE=2 SV=1 4 593
Uncharacterized protein OS=Mus musculus GN=SIc16al 18.91117 46.97645

Q8BPS5 7 12 7 349 38.133 6.37
PE=2 SV=2 5 593
Uncharacterized protein OS=Mus musculus GN=SIc16al 13.38742 46.97645

Q8C2E6 7 12 7 493 53.202 7.47
PE=2 SV=1 4 593
Monocarboxylate transporter 1 OS=Mus musculus 13.38742 46.97645

P53986 7 12 7 493 53.232 7.47
GN=Slcl6al PE=1 SV=1 4 593
17.23625 46.54278

Q3UDK4 Annexin OS=Mus musculus GN=Anxa6 PE=2 SV=1 9 15 9 673 75.935 5.62
6 278
Uncharacterized protein OS=Mus musculus GN=Dhx15 13.20754 46.27997

Q3TFES 8 15 8 795 90.965 7.44
PE=2 SV=1 7 375
DEAH (Asp-Glu-Ala-His) box polypeptide 15, isoform 13.20754 46.27997

Q3UKJ6 8 15 8 795 90.949 7.46
CRA_a 0S=Mus musculus GN=Dhx15 PE=1 SV=1 7 375
Disintegrin and metalloproteinase domain-containing 22.02937 46.08054

035598 13 16 13 749 83.914 7.94
protein 10 0S=Mus musculus GN=Adam10 PE=1 SV=2 2 721
Importin subunit beta-1 0S=Mus musculus GN=Kpnb1 20.20547 45.96329

P70168 12 18 12 876 97.122 478
PE=1SV=2 9 844
Uncharacterized protein 0S=Mus musculus GN=Kpnb1 20.22857 45.96329

Q3TFE8 12 18 12 875 97.051 478
PE=2 SV=1 1 844
Uncharacterized protein OS=Mus musculus GN=Kpnb1 20.20547 45.96329

Q3UHW8 12 18 12 876 97.095 478
PE=2 SV=1 9 844
Karyopherin (Importin) beta 1 OS=Mus musculus 20.20547 45.96329

Q7TSzZ6 12 18 12 876 97.106 478
GN=Kpnbl PE=2 SV=1 9 844
Triosephosphate isomerase OS=Mus musculus GN=Tpil 64.67065 45.89636

H7BXC3 9 15 9 167 17.986 5.58
PE=1SV=1 9 397
16.47785 45.77884

Q9ERK4 Exportin-2 0S=Mus musculus GN=Csell PE=1 SV=1 13 16 13 971 110.384 5.77
8 042
Hspg2 protein (Fragment) OS=Mus musculus 21.82254 45.71092

Q52KG8 9 13 1 834 89.403 6.48
GN=Hspg2 PE=2 SV=1 2 319
T-complex protein 1 subunit delta OS=Mus musculus 36.14931 45.70622

G5E839 15 18 15 509 54.827 8.02
GN=Cct4 PE=1 SV=1 2 301
Tubulin beta chain 0S=Mus musculus GN=Tubb6é PE=2 45.60842

Q3u9u3 29.6 9 18 2 375 42127 4.87
Sv=1 013
Ribosomal protein S3 0S=Mus musculus GN=Rps3 60.49382 45.52096

Q5YLW3 12 18 12 243 26.657 9.66
PE=1SV=1 7 939
Peroxiredoxin-1 0S=Mus musculus GN=Prdx1 PE=1 64.32160 45.44793

P35700 11 18 1 199 22.162 8.12
Sv=1 8 427
AOA1DSR Tubulin beta-3 chain 0S=Mus musculus GN=Tubb3 27.86885 45.10873

3 13 1 122 13.649 6.15
M76 PE=1SV=1 2 842
AOA087W FAT atypical cadherin 1 0S=Mus musculus GN=Fat1 3.302911 45.05519

12 16 12 4602 507.216 5
RT4 PE=1SV=2 8 867
AO0A1L1S FAT atypical cadherin 1 0S=Mus musculus GN=Fat1 3.272335 45.05519

12 16 12 4645 511.875 5
Qu7 PE=1SV=1 8 867
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Fat 1 cadherin (Fragment) OS=Mus musculus GN=Fat1 3.313712 45.05519

Q9QXA3 12 16 12 4587 505.732 497
PE=2 SV=1 7 867
FAT atypical cadherin 1 0S=Mus musculus GN=Fat1 3.311546 45.05519

F2Z4A3 12 16 12 4590 505.951 5
PE=1SV=1 8 867
Immunoglobulin superfamily member 8 OS=Mus 26.67757 45.03256

Q8R366 8 14 8 611 64.97 7.99
musculus GN=Igsf8 PE=1 SV=2 8 392
Eif3c protein (Fragment) OS=Mus musculus GN=Eif3c 22.63681 45.00826

Q66JU1 7 15 7 402 46.818 7.65
PE=2 SV=1 6 764
Aars protein (Fragment) OS=Mus N= 32.96943 44.62930

Q8R346 10 14 10 458 49.589 7.06
PE=2 SV=2 2 918
Uncharacterized protein OS=Mus musculus GN=Psmc3 3461538 4458301

Q3TKC2 10 14 10 442 49.519 511
PE=2 SV=1 5 258
Proteasome (Prosome, macropain) 26S subunit, ATPase, 33.25358 4456139

Q569X4 12 16 12 418 47.353 5.26
4 0S=Mus musculus GN=Psmc4 PE=2 SV=1 9 517
26S proteasome regulatory subunit 6B OS=Mus 33.25358 4456139

P54775 12 16 12 418 47.379 5.21
musculus GN=Psmc4 PE=1 SV=2 9 517
Uncharacterized protein OS=Mus musculus GN=Psmc4 33.25358 4456139

Q3TFAS 12 16 12 418 47.369 5.21
PE=2 SV=1 9 517
Uncharacterized protein 0S=Mus musculus GN=Psmc4 33.25358 4456139

Q3TUNS5 12 16 12 418 47.439 5.21
PE=2 SV=1 9 517
RuvB-like 2 0S=Mus musculus GN=RuvbI2 PE=1 20.30237 44.50994

QIWTMS5 8 16 8 463 51.081 5.64
Sv=3 6 301
RuvB-like helicase OS=Mus musculus GN=RuvbI2 20.30237 44.50994

Q3UXP2 8 16 8 463 51.112 5.64
PE=2 SV=1 6 301
Uncharacterized protein (Fragment) OS=Mus musculus 26.64165 44.21947

Q3TS50 8 14 8 533 57.956 4.82
GN=Hnrnpu PE=2 SV=1 1 145
Uncharacterized protein OS=Mus musculus GN=Psmc2 33.94919 43.98655

Q3U5Vv3 14 17 14 433 48.654 5.67
PE=2 SV=1 2 26
AO0A140L Protein arginine N-methyltransferase 1 0S=Mus 48.55769 43.97566

8 15 8 208 24.403 5.64
HF7 musculus GN=Prmt1 PE=1 SV=1 2 628
Psmc5 protein (Fragment) OS=Mus musculus 37.90849 43.92704

Q99KR1 10 15 9 306 34.144 7.9
GN=Psmc5 PE=2 SV=1 7 391
Keratin, type 11 cytoskeletal 6A OS=Mus musculus 19.89150 43.89270

P50446 12 16 4 553 59.299 7.94
GN=Krt6a PE=1 SV=3 1 806
ATP-dependent 6-phosphofructokinase, liver type 16.28205 43.72213

P12382 9 17 9 780 85.305 717
0S=Mus musculus GN=Pfkl PE=1 SV=4 1 018
E3 ubiquitin-protein ligase UBR4 (Fragment) OS=Mus 7.941888 43.69109

F6SSP6 11 18 11 2065 225.197 5.55
musculus GN=Ubr4 PE=1 SV=1 6 941
Uncharacterized protein OS=Mus musculus GN=Psmd11 36.25592 43.41051

Q3THG2 12 18 12 422 47.367 6.48
PE=2 SV=1 4 173
Uncharacterized protein OS=Mus musculus GN=Rps3 56.37860 43.25286

Q3ucCL7 11 17 11 243 26.658 9.52
PE=2 SV=1 1 722
5.679513 43.24673

008638 Myosin-11 0S=Mus musculus GN=Myh11 PE=1 SV=1 10 15 5 1972 226.888 5.45
2 665
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MKIAAO0866 protein (Fragment) OS=Mus musculus 5.645161 43.24673
Q69ZX3 10 15 5 1984 228.127 5.45
GN=Myhll PE=2 SV=1 3 665
5.779153 43.24673
E9QPE7 Myosin-11 0S=Mus musculus GN=Myh11 PE=1 SV=1 10 15 5 1938 223.219 55
8 665
Uncharacterized protein OS=Mus musculus GN=Rps3 56.79012 43.23023
Q9D0A2 1 17 11 243 26.623 9.66
PE=2 SV=1 3 248
25.19230 43.19159
Q8BK67 Protein RCC2 0S=Mus musculus GN=Rcc2 PE=1 SV=1 9 13 9 520 55.948 8.72
8 889
Acetyl-CoA carboxylase 1 OS=Mus musculus 43.19035
Q5SWU9 6.652452 10 15 10 2345 265.088 6.39
GN=Acaca PE=1 SV=1 709
16.04197 43.11009
Q99JX6 Annexin 0S=Mus musculus GN=Anxa6 PE=2 SV=1 8 14 8 667 75.213 55
9 836
AOA087W Fibronectin (Fragment) OS=Mus musculus GN=Fn1 42.86594
62 7 16 7 200 21.681 6.95
S99 PE=1SV=1 653
16.06557 42.83331
E9Q1T9 Exportin-2 0S=Mus musculus GN=Csell PE=1 SV=1 12 15 12 915 103.823 6.05
4 811
Prolow-density lipoprotein receptor-related protein 1 15.74697 42.59784
Q3U5J2 8 13 8 743 82.992 6.29
0S=Mus musculus GN=Lrp1 PE=1 SV=1 2 627
ADA1L1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 57.21925 42.46301
11 16 11 187 20.58 6.29
Qvs GN=Pkm PE=1 SV=1 1 496
9.759547 42.41558
B2RTP7 Krt2 protein OS=Mus musculus GN=Krt2 PE=2 SV=1 10 17 6 707 70.88 8.06
4 576
Keratin, type 11 cytoskeletal 2 epidermal OS=Mus 9.759547 42.41558
Q3TTYS 10 17 6 707 70.88 8.06
musculus GN=Krt2 PE=1 SV=1 4 576
Serine/threonine-protein phosphatase 2A catalytic
48.54368 42.35444
P62715 subunit beta isoform OS=Mus musculus GN=Ppp2ch 11 13 11 309 35.552 5.43
9 021
PE=1SV=1
Uncharacterized protein OS=Mus musculus GN=Psmc4 31.10047 42.28215
Q3TJ97 1 15 1 418 47319 5.26
PE=2 SV=1 8 48
Heat shock-related 70 kDa protein 2 OS=Mus musculus 14.37598 42.21309
P17156 10 16 6 633 69.599 5.67
GN=Hspa2 PE=1 SV=2 7 114
14.37598 42.21309
B7U582 Heat shock protein 70-2 0S=Mus musculus PE=3 SV=1 10 16 6 633 69.681 5.68
7 114
Transcription intermediary factor 1-beta OS=Mus 42.15266
Q62318 15.58753 8 14 8 834 88.791 5.77
musculus GN=Trim28 PE=1 SV=3 18
Uncharacterized protein (Fragment) OS=Mus musculus 20.60221 42.15266
Q3UDNS8 8 14 8 631 68.643 6.02
GN=Trim28 PE=2 SV=1 9 18
Serine hydroxymethyltransferase OS=Mus musculus 42.71457 41.98924
Q3TFDO 12 17 11 501 55.385 8.47
GN=Shmt2 PE=1 SV=1 1 923
Serine hydroxymethyltransferase OS=Mus musculus 42.46031 41.98924
QI9CZN7 12 17 11 504 55.724 8.47
GN=Shmt2 PE=1 SV=1 7 923
Serine hydroxymethyltransferase OS=Mus musculus 42.46031 41.98924
Q99K87 12 17 11 504 55.726 8.46
GN=Shmt2 PE=2 SV=1 7 923
QI1vVL4 Col1a2 protein (Fragment) OS=Mus musculus 21.37809 8 14 8 566 56.628 7.44 41.76904
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GN=Colla2 PE=2 SV=1 2 738
Collagen alpha-1(XI1) chain OS=Mus musculus 5.287206 41.74701

E9PX70 12 17 12 3064 333.524 5.8
GN=Col12al PE=1 SV=1 3 619
Collagen alpha-1(XI1) chain OS=Mus musculus 5.192307 41.74701

Q60847 12 17 12 3120 340.004 5.64
GN=Col12al PE=2 SV=3 7 619
26S proteasome non-ATPase regulatory subunit 12 31.42201 41.72267

B1AT36 12 16 12 436 50.537 7.36
0S=Mus musculus GN=Psmd12 PE=1 SV=1 8 139
Uncharacterized protein (Fragment) OS=Mus musculus 34.44816 41.64131

Q9DCR1 10 18 1 299 34.123 4.86
GN=Tubb4b PE=2 SV=2 1 26
Immunoglobulin superfamily member 8 0S=Mus 27.18978 4157622

G3UYZ1 7 13 7 548 58.096 791
musculus GN=Igsf8 PE=1 SV=1 1 123
AODAOR4] Immunoglobulin superfamily member 8 0S=Mus 24.38625 4157622

7 13 7 611 64.965 7.84
117 musculus GN=Igsf8 PE=1 SV=1 2 123
Pentraxin-related protein PTX3 OS=Mus musculus 38.58267 4156816

P48759 12 17 12 381 41.785 5.38
GN=Ptx3 PE=1 SV=2 7 983
26S proteasome regulatory subunit 6A OS=Mus 41.12613

A2AGN7 39.5 10 13 10 400 44.641 5.02
musculus GN=Psmc3 PE=1 SV=1 726
Angiopoietin-related protein 4 0S=Mus musculus 36.36363 41.08126

G3UWT7 6 12 6 154 16.911 9.6
GN=Angptl4 PE=4 SV=1 6 318
33.23699 40.75897

Q4FK88 Annexin 0S=Mus musculus GN=Anxal PE=2 SV=1 11 14 11 346 38.71 7.72
4 884
33.23699 40.75897

B7STB7 Annexin OS=Mus musculus GN=Anxal PE=2 SV=1 1 14 11 346 38.726 7.37
4 884
32.39436 40.75897

Q3uUs43 Annexin 0S=Mus musculus GN=Anxal PE=2 SV=1 11 14 11 355 40.264 9.03
6 884
33.23699 40.75897

Q3U5N9 Annexin 0S=Mus musculus GN=Anxal PE=2 SV=1 1 14 1 346 38.651 7.02
4 884
33.23699 40.75897

P10107 Annexin A1 0S=Mus musculus GN=Anxal PE=1 SV=2 1 14 1 346 38.71 7.37
4 884
Sodium/potassium-transporting ATPase subunit alpha 15.82278 40.66363

Q3UCH8 8 12 8 790 86.996 55
(Fragment) OS=Mus musculus GN=Atplal PE=2 SV=1 5 704
Sodium/potassium-transporting ATPase subunit alpha 17.36111 40.66363

Q8R3M4 8 12 8 720 79.89 5.45
(Fragment) OS=Mus musculus GN=Atplal PE=2 SV=1 1 704
17.43772 40.55053

QOVDR7 Krt6b protein OS=Mus musculus GN=Krt6éb PE=2 SV=1 11 15 3 562 60.236 8.15
2 401
Keratin, type 11 cytoskeletal 6B OS=Mus musculus 17.43772 40.55053

Q9z331 11 15 3 562 60.285 8.32
GN=Krt6b PE=1 SV=3 2 401
Krt6b protein (Fragment) OS=Mus musculus GN=Krt6b 17.46880 40.55053

Q05B38 11 15 3 561 60.154 8.32
PE=2 SV=1 6 401
Keratin, type 1 cytoskeletal 6B OS=Mus musculus 17.68953 40.55053

Q3uvil 11 15 3 554 59.49 8.15
GN=Krtéb PE=1 SV=1 1 401
18.70503 40.49174

Q3vaza Annexin OS=Mus musculus PE=2 SV=1 8 13 8 556 62.251 5.36
6 261
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Uncharacterized protein OS=Mus musculus GN=Rps3 40.46926
Q3UK56 53.08642 10 16 10 243 26.684 9.77
PE=2 SV=1 737
Msn protein (Fragment) OS=Mus musculus GN=Msn 28.92938 40.26537
Q05DU4 15 17 11 439 51.882 8.79
PE=2 SV=1 5 812
Thbs2 protein (Fragment) OS=Mus musculus GN=Thbs2 23.80106 39.83184
Q8K2B7 1 15 10 563 63.128 4.45
PE=2 SV=1 6 552
Uncharacterized protein OS=Mus musculus GN=Prdx1 55.77889 39.60073
Q3U9J9 10 16 10 199 22.13 8.12
PE=2 SV=1 4 65
Serine/threonine-protein phosphatase 2A 55 kDa
39.59682
Q3TT94 regulatory subunit B OS=Mus musculus GN=Ppp2r2a 21.47651 7 15 7 447 51.659 6.2
381
PE=1SV=1
Serine/threonine-protein phosphatase 2A 55 kDa
26.15803 39.59682
QICwWU3 regulatory subunit B OS=Mus musculus GN=Ppp2r2a 7 15 7 367 42579 5.36
8 381
PE=2 SV=1
Serine/threonine-protein phosphatase 2A 55 kDa
39.59682
Q3TPC5 regulatory subunit B (Fragment) OS=Mus musculus 23.82134 7 15 7 403 46.568 6.01
381
GN=Ppp2r2a PE=2 SV=1
Serine/threonine-protein phosphatase 2A 55 kDa
18.86051 39.59682
Q57137 regulatory subunit B (Fragment) 0S=Mus musculus 7 15 7 509 58.357 7.36
1 381
GN=Ppp2r2a PE=2 SV=1
Inosine-5'-monophosphate dehydrogenase 2 0S=Mus 21.98443 39.51758
P24547 8 13 8 514 55.78 7.28
musculus GN=Impdh2 PE=1 SV=2 6 361
Inosine-5'-monophosphate dehydrogenase 0S=Mus 21.98443 39.51758
Q3UPJ2 8 13 8 514 55.829 7.28
musculus GN=Impdh2 PE=2 SV=1 6 361
Inosine-5'-monophosphate dehydrogenase OS=Mus 21.98443 39.51758
Q3U9N8 8 13 8 514 55.72 7.28
musculus GN=Impdh2 PE=2 SV=1 6 361
Serine/threonine-protein phosphatase OS=Mus musculus 26.00619 39.50607
Q6ZWM8 8 12 1 323 36.96 6.54
GN=mCG_126872 PE=2 SV=1 2 038
Serine/threonine-protein phosphatase OS=Mus musculus 26.00619 39.50607
Q3U7K1 8 12 1 323 37.009 6.54
PE=2 SV=1 2 038
Uncharacterized protein OS=Mus musculus GN=Sdcbp 42.47491 39.32556
Q3u902 7 17 7 299 32.386 715
PE=2 SV=1 6 021
Uncharacterized protein OS=Mus musculus GN=Sdcbp 39.32556
Q3uce8 4261745 7 17 7 298 32.235 715
PE=2 SV=1 021
MCG4375, isoform CRA_b OS=Mus musculus 39.32556
Q3TMX0 4261745 7 17 7 298 32.231 715
GN=Sdcbp PE=1 SV=1 021
Uncharacterized protein OS=Mus musculus GN=Sdcbp 42.47491 39.32556
Q3TET7 7 17 7 299 32317 7.15
PE=2 SV=1 6 021
Uncharacterized protein OS=Mus musculus GN=Sdcbp 42.47491 39.32556
Q3uU724 7 17 7 299 32.301 7.49
PE=2 SV=1 6 021
Uncharacterized protein OS=Mus musculus GN=Sdcbp 39.32556
Q3TWV1 4261745 7 17 7 298 32.255 721
PE=2 SV=1 021
Uncharacterized protein OS=Mus musculus GN=Sdcbp 42.47491 39.32556
Q3UBE4 7 17 7 299 32.358 7.49
PE=2 SV=1 6 021
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39.32556

088601 Syntenin OS=Mus musculus GN=Sdchp PE=2 SV=1 42.61745 7 17 7 298 32.243 7.15
021
42.47491 39.32556

008992 Syntenin-1 0S=Mus musculus GN=Sdcbp PE=1 SV=1 7 17 7 299 32.359 715
6 021
AO0A1L1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 51.08695 39.30041

10 15 10 184 20.224 6.28
TV8 GN=Pkm PE=1 SV=1 7 73
AO0A1L1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 53.40909 39.30041

10 15 10 176 19.383 6.79
SN6 GN=Pkm PE=1 SV=1 1 73
Keratin, type | cytoskeletal 14 OS=Mus musculus 39.29799

Q61781 22.31405 10 15 5 484 52.834 517
GN=Krt14 PE=1 SV=2 008
Vacuolar protein sorting-associated protein 35 0OS=Mus 17.21105 39.20797

Q9EQH3 10 14 10 796 91.655 5.44
musculus GN=Vps35 PE=1 SV=1 5 729
Vacuolar protein sorting-associated protein 35 OS=Mus 17.21105 39.20797

Q3TJ43 10 14 10 796 91.632 54
musculus GN=Vps35 PE=2 SV=1 5 729
Serine/threonine-protein phosphatase PP1-alpha catalytic 25.75757 39.18505

P62137 8 12 1 330 37.516 6.33
subunit 0S=Mus musculus GN=Ppplca PE=1 SV=1 6 716
Protein-serine/threonine phosphatase OS=Mus musculus 25.75757 39.18505

Q3UsWO0 8 12 1 330 37.502 6.33
GN=Ppplca PE=2 SV=1 6 716
Serine/threonine-protein phosphatase 0S=Mus musculus 46.40287 39.18033

Q8VED4 10 12 10 278 32.038 5.78
GN=Ppp2cb PE=2 SV=1 8 552
Phosphoserine aminotransferase OS=Mus musculus 39.04343

Q543K5 30.27027 9 14 9 370 40.447 8.03
GN=Psatl PE=1 SV=1 259
Phosphoserine aminotransferase OS=Mus musculus 39.04343

Q3uLz3 30.27027 9 14 9 370 40.42 8.03
GN=Psatl PE=2 SV=1 259
Uncharacterized protein OS=Mus musculus GN=Tsg101 21.22762 38.87624

Q3UKO08 7 12 7 391 44.036 6.57
PE=2 SV=1 1 073
Tumor susceptibility gene 101 protein OS=Mus 21.22762 38.87624

Q61187 7 12 7 391 44.096 6.71
musculus GN=Tsg101 PE=1 SV=2 1 073
Uncharacterized protein (Fragment) OS=Mus musculus 35.03649 38.87254

Q8C2A9 10 14 4 274 31.035 451
GN=Hsp90aal PE=2 SV=1 6 345
Laminin subunit gamma-1 OS=Mus musculus 4.915992 38.62437

F8vQJ3 6 14 6 1607 177.074 5.19
GN=Lamcl PE=1 SV=1 5 201
Uncharacterized protein (Fragment) OS=Mus musculus 37.62993 38.61209

Q8C6T5 13 16 13 481 54.476 7.33
GN=Dync1hl PE=2 SV=1 8 631
A0A140L Protein arginine N-methyltransferase 1 0S=Mus 33.85826 38.35623

6 12 6 254 28.89 6.18
J70 musculus GN=Prmt1 PE=1 SV=1 8 455
Psmd2 protein OS=Mus musculus GN=Psmd2 PE=2 20.48780 38.28308

Q8ov77 10 16 10 615 66.78 55
Sv=1 5 034
34.48275 38.21118

P48036 Annexin A5 0S=Mus musculus GN=Anxa5 PE=1 SV=1 11 14 11 319 35.73 4.96
9 522
38.06263

Q8BKC5 Importin-5 0OS=Mus musculus GN=Ipo5 PE=1 SV=3 15.86144 13 14 13 1097 123511 493
173
Interferon-induced transmembrane protein 3 OS=Mus 48.17518 38.00086

QICQW9 4 9 3 137 14.945 74
musculus GN=Ifitm3 PE=1 SV=1 2 868
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AOAOU1R Actin, gamma-enteric smooth muscle (Fragment) 47.17948 37.99515
7 14 4 195 22.044 5.12
Q96 0S=Mus musculus GN=Actg2 PE=3 SV=1 7 629
Transferrin receptor protein 1 OS=Mus musculus 17.82437 37.99362
Q62351 9 14 9 763 85.677 6.57
GN=Tfrc PE=1 SV=1 7 445
Betal subnuit of GTP-binding protein OS=Mus 28.52941 37.85764
Q3TQ70 7 12 2 340 37.353 6
musculus GN=Gnb1 PE=1 SV=1 2 647
Pgam1 protein (Fragment) OS=Mus musculus 51.26903 37.50403
Q6NWV5 8 13 8 197 22.401 8.56
GN=Pgaml PE=2 SV=1 6 881
Uncharacterized protein (Fragment) OS=Mus musculus 37.34507
QICRW7 44.86692 10 14 10 263 28.553 543
GN=Cct8 PE=2 SV=1 751
Serine/threonine-protein phosphatase 2A 65 kDa
24.44821 37.21927
Q76MZ3 regulatory subunit A alpha isoform OS=Mus musculus 9 12 9 589 65.281 511
7 845
GN=Ppp2rla PE=1 SV=3
Uncharacterized protein OS=Mus musculus 24.44821 37.21927
Q8C2E1 9 12 9 589 65.278 511
GN=Ppp2rla PE=2 SV=1 7 845
Uncharacterized protein (Fragment) OS=Mus musculus 36.62420 37.12919
Q3UBF0O 9 13 9 314 35.243 5.03
GN=Psmc4 PE=2 SV=1 4 283
18.54419 37.00286
Q9DC53 Copine-8 OS=Mus musculus GN=Cpne8 PE=2 SV=3 7 13 7 577 64.626 5.97
4 09
36.85280
Q65392 Plectin 3 0S=Mus musculus GN=Plec PE=2 SV=1 2.720637 10 12 10 4521 514572 5.77
585
36.85280
Q65387 Plectin 8 0S=Mus musculus GN=Plec PE=2 SV=1 2.707462 10 12 10 4543 517.012 5.8
585
2.764666 36.85280
Q65390 Plectin 4 0S=Mus musculus GN=Plec PE=2 SV=1 10 12 10 4449 506.145 571
2 585
2.622042 36.85280
Q9QXs1 Plectin OS=Mus musculus GN=Plec PE=1 SV=3 10 12 10 4691 533.861 5.96
2 585
2.726668 36.85280
Q65388 Plectin 7 0S=Mus musculus GN=Plec PE=2 SV=1 10 12 10 4511 513.447 5.77
1 585
2.804377 36.85280
E9Q3w4 Plectin OS=Mus musculus GN=Plec PE=1 SV=1 10 12 10 4386 498.8 5.68
6 585
2.712836 36.85280
Q65393 Plectin 2 0S=Mus musculus GN=Plec PE=2 SV=1 10 12 10 4534 516.152 573
3 585
2.703296 36.85280
Q65385 Plectin 10 0S=Mus musculus GN=Plec PE=2 SV=1 10 12 10 4550 517.809 5.77
7 585
Serine/threonine-protein phosphatase (Fragment) 22.49240 36.66112
Q3TYF5 7 11 0 329 37.101 7.01
0S=Mus musculus GN=Ppplca PE=2 SV=1 1 828
Uncharacterized protein (Fragment) OS=Mus musculus 43.38983 36.58547
Q8C0z6 10 15 10 295 33.316 7.47
GN=Psmd11 PE=2 SV=1 1 27
Psmd11 protein (Fragment) OS=Mus musculus 39.62848 36.58547
Q8K2N7 10 15 10 323 36.558 7.14
GN=Psmd11 PE=2 SV=1 3 27
DNA-directed RNA polymerase 11 subunit RPB2 9.880749 36.53541
Q8CFI7 7 13 7 1174 133.825 6.87
0S=Mus musculus GN=Polr2b PE=1 SV=2 6 446
D3YYZ2 MCG1031578 OS=Mus musculus GN=Gm5239 PE=1 19.67213 3 13 3 122 14.063 9.64 36.52147
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sv=1 1 686
Ubiquitin A-52 residue ribosomal protein fusion product
33.80281 36.52147
BOLAC2 1 (Fragment) OS=Mus musculus GN=Uba52 PE=2 3 13 3 71 8.033 7.25
7 686
Sv=1
17.90865 36.47750
QBOYX0 Tenascin 0S=Mus musculus GN=Tnc PE=1 SV=1 8 11 8 832 91.148 4.77
4 854
Uncharacterized protein OS=Mus musculus GN=Asns 24.42067 36.34432
Q3TV20 1 16 11 561 64.245 6.58
PE=2 SV=1 7 971
Asparagine synthetase [glutamine-hydrolyzing] 0S=Mus 24.42067 36.34432
Q61024 1 16 1 561 64.241 6.58
musculus GN=Asns PE=1 SV=3 7 971
Phosphoserine aminotransferase OS=Mus musculus 2752043 36.25812
Q3U6K9 8 13 8 367 40.15 7.65
GN=Psatl PE=1 SV=1 6 066
EH domain-containing protein 1 0S=Mus musculus 32.39700 36.19646
Q9WVK4 10 15 10 534 60.565 6.83
GN=Ehd1 PE=1 SV=1 4 978
Uncharacterized protein OS=Mus musculus GN=Ehd1 32.39700 36.19646
Q3TIT3 10 15 10 534 60.564 7.09
PE=2 SV=1 4 978
Uncharacterized protein OS=Mus musculus GN=Ehd1 32.39700 36.19646
Q3TUW9 10 15 10 534 60.607 6.83
PE=2 SV=1 4 978
Uncharacterized protein OS=Mus musculus GN=Ehd1 32.39700 36.19646
Q3TGS1 10 15 10 534 60.507 6.95
PE=2 SV=1 4 978
EH-domain containing 1 (Fragment) OS=Mus musculus 31.11510 36.19646
Q8K1X5 10 15 10 556 62.923 7.5
GN=Ehd1 PE=2 SV=1 8 978
Coatomer subunit gamma-1 OS=Mus musculus 22.31121 36.15776
Q9QZES5 12 13 12 874 97.45 5.35
GN=Copgl PE=1 SV=1 3 491
Psmd1 protein (Fragment) OS=Mus musculus 21.30750 36.13802
Q5HZG6 11 17 11 826 91.137 6.18
GN=Psmd1 PE=2 SV=1 6 719
Psmd1 protein (Fragment) OS=Mus musculus 21.35922 36.13802
Q8CGI9 1 17 1 824 90.881 6.04
GN=Psmd1 PE=2 SV=1 3 719
Psmd1 protein (Fragment) OS=Mus musculus 23.22274 36.13802
Q8CGG2 12 18 12 844 93.078 6.25
GN=Psmd1 PE=2 SV=1 9 719
26S proteasome non-ATPase regulatory subunit 1 20.56663 36.13802
Q3TXs7 12 18 12 953 105.663 5.39
0S=Mus musculus GN=Psmd1 PE=1 SV=1 2 719
Uncharacterized protein (Fragment) OS=Mus musculus 23.36114 36.13802
Q8BU34 12 18 12 839 92.41 5.9
GN=Psmd1 PE=2 SV=2 4 719
Psmd1 protein (Fragment) OS=Mus musculus 23.22274 36.13802
Q05CG9 12 18 12 844 93.05 6.25
GN=Psmd1 PE=2 SV=1 9 719
ATP-dependent RNA helicase A OS=Mus musculus 11.48843 36.12305
E9QNN1 13 14 13 1384 149.596 6.83
GN=Dhx9 PE=1 SV=1 9 307
AOA087W ATP-dependent RNA helicase A OS=Mus musculus 11.49674 36.12305
13 14 13 1383 149.525 6.83
PL5 GN=Dhx9 PE=1 SV=1 6 307
ATP-dependent RNA helicase A OS=Mus musculus 1152173 36.12305
070133 13 14 13 1380 149.381 6.83
GN=Dhx9 PE=1 SV=2 9 307
Uncharacterized protein OS=Mus musculus GN=Psmc4 29.90430 35.92347
Q8BKU2 10 13 10 418 47.365 5.21
PE=2 SV=1 6 145
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Integrin alpha-5 OS=Mus musculus GN=Itga5 PE=1 10.35137 35.79227

P11688 8 15 8 1053 114971 5.95
Sv=3 7 221
Integrin alpha 5 (Fibronectin receptor alpha) OS=Mus 10.35137 35.79227

Q80YP5 8 15 8 1053 114.944 5.95
musculus GN=Itga5 PE=2 SV=1 7 221
Heat shock protein 90, beta (Grp94), member 1 OS=Mus 16.08478 35.73580

Q91Vv38 1 14 9 802 92.432 4.82
musculus GN=Hsp90b1 PE=2 SV=1 8 265
Uncharacterized protein OS=Mus musculus 16.08478 35.73580

Q3uBUO 1 14 9 802 92.418 4.82
GN=Hsp90b1 PE=2 SV=1 8 265
Heat shock protein 90kDa beta (Grp94), member 1 16.08478 35.73580

Q3UAD6 1 14 9 802 92.418 4.82
0S=Mus musculus GN=Hsp90b1 PE=1 SV=1 8 265
Uncharacterized protein OS=Mus musculus GN=Hnrnpu 35.69083

Q8C290 20 10 13 10 800 87.923 6.24
PE=2 SV=1 107
Serine/threonine-protein phosphatase PP1-beta catalytic 25.68807 35.44759

P62141 8 11 2 327 37.163 6.19
subunit 0S=Mus musculus GN=Ppplch PE=1 SV=3 3 703
U5 small nuclear ribonucleoprotein 200 kDa helicase 7.116104 35.33927

Q6PAT2 10 11 10 2136 244.392 6.06
0S=Mus musculus GN=Snrnp200 PE=1 SV=1 9 631
Keratin, type | cytoskeletal 10 OS=Mus musculus 12.12121 35.24223

A2A513 7 12 4 561 57.007 5.07
GN=Krt10 PE=1 SV=1 2 375
Keratin, type | cytoskeletal 10 0S=Mus musculus 11.92982 35.24223

P02535 7 12 4 570 57.735 5.11
GN=Krt10 PE=1 SV=3 5 375
26S proteasome non-ATPase regulatory subunit 7 35.22611

P26516 45.17134 10 13 10 321 36.517 6.77
0S=Mus musculus GN=Psmd7 PE=1 SV=2 403
Uncharacterized protein OS=Mus musculus GN=Emilinl 12.78269 35.20329

Q3uU254 9 12 9 1017 107.517 5.36
PE=2 SV=1 4 845
Uncharacterized protein (Fragment) OS=Mus musculus 15.25821 35.20329

Q3USG5 9 12 9 852 89.664 4.97
GN=Emilinl PE=2 SV=1 6 845
12.78269 35.20329

Q99K41 EMILIN-1 0S=Mus musculus GN=Emilinl PE=1 SV=1 9 12 9 1017 107.518 53
4 845
Uncharacterized protein OS=Mus musculus GN=Emilinl 19.63746 35.20329

Q3uUuuo 9 12 9 662 70.688 5.19
PE=2 SV=1 2 845
26S proteasome non-ATPase regulatory subunit 13 27.92553 35.18363

QIWVI2 10 14 10 376 42782 571
0S=Mus musculus GN=Psmd13 PE=1 SV=1 2 607
ADA1BOG Tumor susceptibility gene 101 protein (Fragment) 26.08695 35.16354

6 11 6 253 28.839 5.74
S09 0S=Mus musculus GN=Tsg101 PE=1 SV=1 7 203
Fructose-bisphosphate aldolase OS=Mus musculus 32.41758 35.15581

Q5FWB7 7 11 7 364 39.331 8.09
GN=Aldoa PE=1 SV=1 2 536
Fructose-bisphosphate aldolase OS=Mus musculus 28.22966 35.15581

ABZ144 7 11 7 418 45.092 791
GN=Aldoa PE=1 SV=1 5 536
Uncharacterized protein OS=Mus musculus GN=Rps3 49.79423 35.01137

Q9CZP6 10 13 10 243 26.585 9.73
PE=2 SV=1 9 4
26S proteasome non-ATPase regulatory subunit 12 26.79425 34.97298

Q3TRH2 10 14 10 418 48.298 7.28
0S=Mus musculus GN=Psmd12 PE=1 SV=1 8 36
Galectin-3-binding protein (Fragment) OS=Mus 37.74509 34.93863

E9Q5X5 5 9 5 204 21.926 4.65
musculus GN=Lgals3bp PE=1 SV=1 8 44
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Probable ubiquitin carboxyl-terminal hydrolase FAF-X 4.659357 34.93440
QAFES56 9 11 9 2554 290.031 5.83
0S=Mus musculus GN=Usp9x PE=1 SV=1 9 58
Probable ubiquitin carboxyl-terminal hydrolase FAF-X 34.93440
P70398 4.650254 9 11 9 2559 290.526 5.87
0S=Mus musculus GN=Usp9x PE=1 SV=2 58
UDP-glucose 6-dehydrogenase OS=Mus musculus 28.80324 34.91970
Q3T71 10 16 10 493 54,813 753
GN=Ugdh PE=2 SV=1 5 706
UDP-glucose 6-dehydrogenase OS=Mus musculus 28.80324 34.91970
Q3uIz1 10 16 10 493 54,783 7.56
GN=Ugdh PE=2 SV=1 5 706
UDP-glucose 6-dehydrogenase OS=Mus musculus 28.80324 34.91970
Q3TS38 10 16 10 493 54,797 7.56
GN=Ugdh PE=1 SV=1 5 706
4.255319 34.91311
Q8VHX6 Filamin-C OS=Mus musculus GN=FInc PE=1 SV=3 9 12 5 2726 290.937 5.95
1 86
Aldose reductase OS=Mus musculus GN=Akr1b1 PE=1 34.79074
P45376 45.56962 1 17 1 316 35.709 7.18
Sv=3 526
Aldo-keto reductase family 1, member B3 (Aldose 34.79074
Q5U415 45.56962 11 17 11 316 35.723 7.18
reductase) OS=Mus musculus GN=Akr1b3 PE=2 SV=1 526
25.30120 34.63885
E9QAX7 Exportin-2 0S=Mus musculus GN=Csell PE=1 SV=1 8 11 8 415 47.979 5.11
5 51
Bone morphogenetic protein 1 0S=Mus musculus 34.61257
P98063 10.49445 9 12 9 991 111.595 6.95
GN=Bmp1 PE=1 SV=2 923
GTP-binding nuclear protein Ran OS=Mus musculus 21.77777 34.60148
Q14AA6 9 12 9 216 24.342 7.97
GN=1700009N14Rik PE=2 SV=1 8 12
Protein phosphatase 2 (Formerly 2A), regulatory subunit
22.58064 34.50223
Q7TMX2 A (PR 65), alpha isoform OS=Mus musculus 8 11 8 589 65.225 5.08
5 982
GN=Ppp2rla PE=2 SV=1
AO0A0G2]) Procollagen C-endopeptidase enhancer 1 (Fragment) 30.08130 34.49477
5 12 5 246 26.407 9.38
E29 0S=Mus musculus GN=Pcolce PE=1 SV=1 1 458
Uncharacterized protein OS=Mus musculus GN=Dars 2415169 34.45175
Q3TMC5 10 13 10 501 57.145 6.49
PE=2 SV=1 7 91
Uncharacterized protein OS=Mus musculus GN=Dars 2415169 34.45175
Q3uJQ3 10 13 10 501 57.109 6.61
PE=2 SV=1 7 91
Aspartate--tRNA ligase, cytoplasmic OS=Mus musculus 2415169 34.45175
Q922B2 10 13 10 501 57.111 6.49
GN=Dars PE=1 SV=2 7 91
Uncharacterized protein OS=Mus musculus GN=Dars 24.15169 34.45175
Q3TF87 10 13 10 501 57.067 6.49
PE=2 SV=1 7 91
A0A140L Protein arginine N-methyltransferase 1 (Fragment) 42.48704 34.42926
7 12 7 193 22.427 5.85
JF4 0S=Mus musculus GN=Prmt1 PE=1 SV=1 7 955
Eukaryotic translation initiation factor 2, subunit 3,
27.75423 34.37588
Q3TML6 structural gene X-linked OS=Mus musculus GN=Eif2s3x 8 15 8 472 51.033 8.4
7 358
PE=1SV=1
Uncharacterized protein OS=Mus musculus GN=Eif2s3x 29.30648 34.37588
Q3UDF8 8 15 8 447 48.078 8.28
PE=2 SV=1 8 358
Uncharacterized protein OS=Mus musculus GN=Eif2s3x 27.75423 34.37588
Q3u2 8 15 8 472 51.073 8.4
PE=2 SV=1 7 358
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Versican core protein OS=Mus musculus GN=Vcan 34.19302
E9QMK3 17.40458 7 11 7 655 74.27 6.92
PE=1SV=1 368
MCG116562, isoform CRA_a OS=Mus musculus 4.761904 34.19302
G3XA35 7 11 7 2394 262.55 4.65
GN=Vcan PE=1 SV=1 8 368
Versican core protein OS=Mus musculus GN=Vcan 3.395889 34.19302
Q62059 7 11 7 3357 366.56 4.64
PE=1SV=2 2 368
Versican core protein OS=Mus musculus GN=Vcan 7.058823 34.19302
E9QMK2 7 11 7 1615 178.387 4.96
PE=1SV=1 5 368
Versican core protein OS=Mus musculus GN=Vcan 3.398926 34.19302
E9PYHO 7 11 7 3354 366.667 4.63
PE=1SV=1 7 368
Uncharacterized protein OS=Mus musculus GN=Cct3 50.54151 34.16381
Q3TBM6 10 12 10 217 31.461 6.11
PE=2 SV=1 6 514
Uncharacterized protein OS=Mus musculus GN=Gnb1 21.76470 33.85887
Q3uiB1l 6 11 2 340 37.38 6.18
PE=2 SV=1 6 623
Immunoglobulin superfamily member 10 OS=Mus 3.816499 33.80860
Q3ViM1 7 12 7 2594 285.419 9.29
musculus GN=Igsf10 PE=2 SV=2 6 043
Uncharacterized protein OS=Mus musculus GN=Pfkl 20.43010 33.78747
Q8CD98 6 13 6 465 51.668 7.72
PE=2 SV=1 8 296
Vacuolar protein sorting-associated protein 35 0S=Mus 15.45226 33.55002
Q3TKUG 9 12 9 796 91.641 5.44
musculus GN=Vps35 PE=2 SV=1 1 427
Uncharacterized protein OS=Mus musculus GN=Ctsb 20.35398 33.43223
Q3TVsS6 6 10 6 339 37.296 6.02
PE=2 SV=1 2 262
Uncharacterized protein OS=Mus musculus GN=Ctsb 20.35398 33.43223
Q3TC17 6 10 6 339 37.242 5.91
PE=2 SV=1 2 262
20.35398 33.43223
P10605 Cathepsin B 0S=Mus musculus GN=Ctsh PE=1 SV=2 6 10 6 339 37.256 591
2 262
Olfactomedin-like protein 3 OS=Mus musculus 25.61576 33.37231
Q8BK62 6 11 6 406 45717 6.23
GN=0Ifml3 PE=2 SV=2 4 898
ADA087TW 26S proteasome regulatory subunit 6A (Fragment) 40.65573 33.30838
8 10 8 305 33.999 4.98
PH7 0S=Mus musculus GN=Psmc3 PE=1 SV=6 8 537
Serine/threonine-protein phosphatase (Fragment) 45.26315 33.22423
Q8BNO07 9 10 9 285 32,623 5.63
0S=Mus musculus GN=Ppp2cb PE=2 SV=1 8 792
Serine/threonine-protein phosphatase 2A catalytic
41.74757 33.22423
P63330 subunit alpha isoform OS=Mus musculus GN=Ppp2ca 9 10 9 309 35.585 5.54
3 792
PE=1SV=1
Uncharacterized protein OS=Mus musculus GN=Sdcbp 34.78260 33.15685
Q3U6Q3 6 15 6 299 32.345 715
PE=2 SV=1 9 856
Fructose-bisphosphate aldolase OS=Mus musculus 30.49450 33.13909
QB6NY00 6 10 6 364 39.287 8.25
GN=Aldoa PE=2 SV=1 5 435
Basigin (Fragment) OS=Mus musculus GN=Bsg PE=2 24.36363 33.05528
055107 8 11 8 275 30.255 5.29
sv=1 6 069
30.73394 33.05528
K3w4Q8 Basigin OS=Mus musculus GN=Bsg PE=1 SV=1 8 11 8 218 24101 5.36
5 069
J3QP71 Basigin (Fragment) OS=Mus musculus GN=Bsg PE=1 34.01015 8 11 8 197 21.699 6.2 33.05528
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sv=1 2 069
33.05528

P18572 Basigin 0S=Mus musculus GN=Bsg PE=1 SV=2 17.22365 8 11 8 389 42.418 5.85
069
Basigin (Fragment) OS=Mus musculus GN=Bsg PE=1 26.07003 33.05528

055108 8 11 8 257 28.237 5.96
Sv=1 9 069
21.68141 32.87287

P40240 CD9 antigen 0S=Mus musculus GN=Cd9 PE=1 SV=2 4 10 4 226 25.241 7.23
6 021
Uncharacterized protein (Fragment) OS=Mus musculus 35.61253 32.67084

Q3UDY%4 8 10 8 351 39.12 5
GN=Psmc3 PE=2 SV=1 6 646
AO0A140LI 26S proteasome regulatory subunit 6B OS=Mus 27.90697 3257215

10 12 10 387 43523 5.26
Z5 musculus GN=Psmc4 PE=1 SV=1 7 762
Keratin, type 11 cytoskeletal 75 OS=Mus musculus 1252268 32.56283

Q8BGZ7 8 12 1 551 59.704 8.31
GN=Krt75 PE=1 SV=1 6 307
Inter-alpha trypsin inhibitor, heavy chain 2 0S=Mus 32.55137

G3X977 6 8 13 8 950 106.295 74
musculus GN=Itih2 PE=1 SV=1 205
Inter-alpha-trypsin inhibitor heavy chain H2 OS=Mus 32.55137

Q61703 6.02537 8 13 8 946 105.861 7.27
musculus GN=Itih2 PE=1 SV=1 205
Inter-alpha trypsin inhibitor, heavy chain 2 0S=Mus 3255137

Q8K016 6.02537 8 13 8 946 105.879 7.27
musculus GN=Itih2 PE=2 SV=1 205
AO0A0G2]) Serine/threonine-protein phosphatase OS=Mus musculus 25.64102 32.47038

7 10 1 273 31.347 5.96
GC1 GN=Ppplcc PE=1 SV=1 6 126
Syntenin-1 (Fragment) OS=Mus musculus GN=Sdcbp 42.57028 32.29097

H3BLGS 6 14 6 249 26.841 7.42
PE=1SV=1 1 14
Filamin-A (Fragment) OS=Mus musculus GN=FIna 22.50489 32.28810

F6XC15 11 12 9 511 56.295 7.49
PE=1SV=1 2 906
54.36893 32.26176

B2RTMO Histone H4 OS=Mus musculus GN=Hist2h4 PE=1 SV=1 10 16 10 103 11.36 11.36
2 977
Uncharacterized protein OS=Mus musculus GN=Dars 22.15568 32.24452

Q8BK18 9 12 9 501 57.111 6.61
PE=2 SV=1 9 066
Laminin subunit gamma-1 OS=Mus musculus 4.107031 32.12894

P02468 5 12 5 1607 177.185 521
GN=Lamcl PE=1 SV=2 7 273
Uncharacterized protein (Fragment) OS=Mus musculus 30.41474 32.07933

Q3TI06 9 15 9 434 48.432 7.87
GN=Ugdh PE=2 SV=1 7 068
26S proteasome non-ATPase regulatory subunit 13 26.64756 32.03360

E9Q5I9 9 13 9 349 39.669 53
0S=Mus musculus GN=Psmd13 PE=1 SV=1 4 617
Metalloendopeptidase (Fragment) OS=Mus musculus 32.00374

Q6P550 12 8 11 8 775 87.803 6.4
GN=Bmp1 PE=2 SV=1 472
DEAH (Asp-Glu-Ala-His) box polypeptide 15 OS=Mus 10.81081 31.78357

Q497W9 6 10 6 703 79.921 73
musculus GN=Dhx15 PE=1 SV=1 1 72
Uncharacterized protein (Fragment) OS=Mus musculus 11.72839 31.78357

Q3UDX4 6 10 6 648 73.346 6.8
GN=Dhx15 PE=2 SV=1 5 72
Uncharacterized protein (Fragment) OS=Mus musculus 26.97841 31.69954

Q9Cv72 8 11 3 278 29.993 5.55
GN=Krtéb PE=2 SV=1 7 586
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17.49598 31.66436

P40142 Transketolase OS=Mus musculus GN=Tkt PE=1 SV=1 7 11 7 623 67.588 75
7 005
Proteasome subunit alpha type-1 OS=Mus musculus 26.23574 31.63702

Q9R1P4 6 10 6 263 29.528 6.46
GN=Psmal PE=1 SV=1 1 142
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3UBE9 8 12 8 474 53.018 8.02
Sv=1 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3ucs1 8 12 8 474 53.091 7.87
Sv=1 3 605
Lipoprotein lipase 0S=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3uc44 8 12 8 474 52.933 8.02
Sv=1 3 605
Lipoprotein lipase 0S=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q4FJQ8 8 12 8 474 53.093 8.02
Sv=1 3 605
Lipoprotein lipase 0S=Mus musculus GN=Lpl PE=1 24.05063 31.51622

P11152 8 12 8 474 53.076 7.87
Sv=3 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 3151622

Q3uczz2 8 12 8 474 53.062 7.87
Sv=1 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 3151622

Q8C562 8 12 8 474 53.134 7.71
Sv=1 3 605
Lipoprotein lipase 0S=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3UsU0 8 12 8 474 53.116 7.87
Sv=1 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.56896 31.51622

Q3UAX2 8 12 8 464 51.992 7.53
Sv=1 6 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3us4l 8 12 8 474 53.076 7.87
Sv=1 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3UCH4 8 12 8 474 52.875 8.15
Sv=1 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3uB54 8 12 8 474 53.046 7.87
Sv=1 3 605
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 24.05063 31.51622

Q3uB98 8 12 8 474 53.004 8.02
Sv=1 3 605
T-complex protein 1 (Fragment) OS=Mus musculus 37.44680 31.49245

WOTY14 9 12 9 235 256 573
GN=Tcpl PE=3 SV=1 9 501
P tRNA ligase, ic 0S=Mus 19.49910 31.42270

Q8BP47 7 11 7 559 64.238 5.86
musculus GN=Nars PE=1 SV=2 6 851
60S acidic ribosomal protein PO OS=Mus musculus 4258675 31.38056

Q5FWB6 9 12 9 317 34.165 6.25
GN=Rplp0 PE=2 SV=1 1 409
16.17647 31.15036

Q8CEX0 Annexin 0S=Mus musculus GN=Anxa6 PE=2 SV=1 6 10 6 476 53.635 5.38
1 75
UDP-glucose 6-dehydrogenase OS=Mus musculus 26.16632 31.12965

Q3TJES 9 15 9 493 54.725 7.75
GN=Ugdh PE=2 SV=1 9 298
11.34453 31.04669

QOV930 TIn1 protein OS=Mus musculus GN=TIn1 PE=2 SV=1 9 11 9 1190 125.462 5.62
8 726
Uncharacterized protein OS=Mus musculus GN=Asns 20.85561 31.01926

Q3TIA9 10 15 10 561 64.377 6.65
PE=2 SV=1 5 553
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Eukaryotic translation initiation factor 2 subunit 3, 23.94067 30.94610

Q9ZON2 7 14 7 472 51.098 85
Y-linked OS=Mus musculus GN=Eif2s3y PE=1 SV=2 8 786
Uncharacterized protein (Fragment) OS=Mus musculus 24.60850 30.94159

Q3TAZ3 8 11 8 447 51.922 6.49
GN=Dync1hl PE=2 SV=1 1 234
Keratin, type | cytoskeletal 42 OS=Mus musculus 18.14159 30.85371

QBIFX2 9 12 5 452 50.102 5.16
GN=Krt42 PE=1 SV=1 3 566
Uncharacterized protein OS=Mus musculus GN=Eif4al 27.55555 30.80683

Q3TsJ4 5 9 5 225 24.855 5.06
PE=2 SV=1 6 494
Uncharacterized protein (Fragment) OS=Mus musculus 26.27118 30.80683

Q78WR5 5 9 5 236 26.21 533
GN=Eif4al PE=2 SV=1 6 494
Uncharacterized protein (Fragment) OS=Mus musculus 35.05976 30.63804

Q3UBRO 8 10 6 251 27.392 5.01
GN=Hspa8 PE=2 SV=1 1 746
Uncharacterized protein OS=Mus musculus GN=Sdcbp 34.78260 30.61420

Q3U6J5 5 14 5 299 32.332 715
PE=2 SV=1 9 178
Uncharacterized protein OS=Mus musculus GN=Sdcbp 34.89932 30.61420

Q3TXC7 5 14 5 298 32.219 7.15
PE=2 SV=1 9 178
S-formylglutathione hydrolase (Fragment) OS=Mus 48.14814 30.56460

H3BJC6 4 8 4 135 14.964 5.48
musculus GN=Esd PE=1 SV=1 8 762
AO0AORA4] Olfactomedin-like protein 3 0S=Mus musculus 23.15270 30.53003

5 10 5 406 45.769 6.37
086 GN=0Ifml3 PE=1 SV=1 9 764
Lysyl oxidase homolog 2 0S=Mus musculus GN=LoxI2 13.27319 30.42416

P58022 9 10 9 776 86.947 6.57
PE=1SV=2 6 31
RAB2, member RAS oncogene family OS=Mus 38.20754 30.42192

QOPD65 7 10 7 212 23.533 6.54
musculus GN=Rab2a PE=1 SV=1 7 841
Myh9 protein (Fragment) OS=Mus musculus GN=Myh9 24.86772 30.31000

Q7TQJ6 7 11 7 378 43.568 5.92
PE=2 SV=1 5 388
Probable 28S rRNA (cytosine-C(5))-methyltransferase 10.07556 30.18991

E9QN31 7 11 7 794 86.854 9.19
0S=Mus musculus GN=Nop2 PE=1 SV=1 7 995
Probable 28S rRNA (cytosine-C(5))-methyltransferase 10.08827 30.18991

Q922K7 7 11 7 793 86.699 9.22
0S=Mus musculus GN=Nop2 PE=1 SV=1 2 995
D-3-phosphoglycerate dehydrogenase OS=Mus 16.69793 30.07264

Q61753 7 10 7 533 56.549 6.54
musculus GN=Phgdh PE=1 SV=3 6 221
Phosphoserine aminotransferase OS=Mus musculus 26.75675 30.03810

Q8BTJL 8 11 8 370 40.448 7.42
GN=Psatl PE=2 SV=1 7 918
Eukaryotic translation initiation factor 2 subunit 3, 26.74418 29.97840

A2AAW9 6 12 6 344 37171 7.24
X-linked 0S=Mus musculus GN=Eif2s3x PE=1 SV=1 6 142
ADA1LL1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 49.03225 29.97361

7 12 7 155 16.919 6.52
uvo GN=Pkm PE=1 SV=1 8 612
Keratin, type | cytoskeletal 17 OS=Mus musculus 20.32332 29.93521

QIQWL7 9 12 6 433 48.132 5.06
GN=Krt17 PE=1 SV=3 6 643
Cytokeratin KRT2-6HF (Fragment) OS=Mus musculus 16.27296 29.91947

Q99MH7 7 11 1 381 42.357 52
GN=Krt75 PE=2 SV=1 6 746
T-complex protein 1 subunit theta (Fragment) OS=Mus 42.67782 29.85617

H3BJB6 10 11 10 239 25.91 5.26
musculus GN=Cct8 PE=1 SV=1 4 161
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Uncharacterized protein OS=Mus musculus GN=Sdcbp 38.79598 29.75743
Q3uUB97 6 12 6 299 32.375 7.14

PE=2 SV=1 7 616

26S proteasome non-ATPase regulatory subunit 11 29.71969
G3UYH2 56.45933 9 13 9 209 23.648 6.23

(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 45

Clathrin light chain OS=Mus musculus GN=Clta PE=1 30.09259 29.64654
B1AWEO 7 11 7 216 23.464 4.5

Sv=1 3 398

Clathrin light chain OS=Mus musculus GN=Clta PE=1 29.81651 29.64654
Q6PFA2 7 11 7 218 23618 4.5

Sv=1 4 398

Clathrin light chain OS=Mus musculus GN=Clta PE=2 29.81651 29.64654
Q3THU7 7 11 7 218 23.549 4.46

Sv=1 4 398

Uncharacterized protein (Fragment) OS=Mus musculus 43.22580 29.63166
Q3TCL2 10 15 10 310 35.029 743

GN=Akr1b3 PE=2 SV=1 6 428

Ribosomal protein 0S=Mus musculus GN=Rpl10a PE=1 31.33640 29.57493
Q5XJF6 7 13 7 217 24816 9.94

Sv=1 6 484

Ribosomal protein OS=Mus musculus GN=Rpl10a PE=2 31.33640 29.57493
Q3U561 7 13 7 217 248 9.94

Sv=1 6 484

Uncharacterized protein OS=Mus musculus GN=Prep 12.99589 29.51980
Q8C6A3 7 10 7 731 82.746 59

PE=2 SV=1 6 925

Prolyl endopeptidase OS=Mus musculus GN=Prep PE=1 13.38028 29.51980
Q9QUR6 7 10 7 710 80.7 5.73

Sv=1 2 925

Uncharacterized protein OS=Mus musculus GN=Prep 13.38028 29.51980
Q3TCS0 7 10 7 710 80.631 5.67

PE=2 SV=1 2 925

Proteasome subunit alpha type-7 OS=Mus musculus 31.04838 29.49931
Q9Z2uU0 6 11 6 248 27.838 8.46

GN=Psma7 PE=1 SV=1 7 765

Proteasome subunit alpha type OS=Mus musculus 31.04838 29.49931
Q3uUIT9 6 11 6 248 27.81 8.46

GN=Psma7 PE=2 SV=1 7 765

Proteasome subunit alpha type OS=Mus musculus 31.04838 29.49931
Q3TN31 6 11 6 248 27.891 8.78

GN=Psma7 PE=2 SV=1 7 765

Transferrin receptor protein 1 OS=Mus musculus 29.34006
Q8c872 15.92233 5 10 5 515 57.305 6.48

GN=Tfrc PE=1 SV=1 381

Adenosylhomocysteinase (Fragment) OS=Mus musculus 27.16049 29.33762
Q8BPI7 8 10 8 324 36.017 6.54

PE=2 SV=1 4 455

Cytoplasmic dynein 1 heavy chain 1 (Fragment) 29.36507 29.17227
F6ZX84 6 9 6 252 28.535 5.2

0S=Mus musculus GN=Dync1hl PE=1 SV=1 9 912

Uncharacterized protein OS=Mus musculus GN=Prmt1 29.13385 29.15783
QICX58 5 9 5 254 28.891 5.82

PE=2 SV=1 8 072

Uncharacterized protein (Fragment) OS=Mus musculus 29.48453 29.09024
Q3TCK3 9 12 9 485 54.641 6.57

GN=Ehd1 PE=2 SV=1 6 239

Fructose-bisphosphate aldolase OS=Mus musculus 19.33174 28.76716
A6Z146 5 9 5 419 45.315 7.05

GN=Aldoartl PE=1 SV=1 2 208

Fructose-bisphosphate aldolase OS=Mus musculus 22.25274 28.76716
Q9CPQ9 5 9 5 364 39.26 7.37

GN=Aldoartl PE=1 SV=1 7 208

Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 22.15189 28.75030
Q3u784 7 11 7 474 53.106 7.87

sv=1 9 637
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60S acidic ribosomal protein PO OS=Mus musculus 37.22397 28.66202
Q5M8R8 8 11 317 34.195 6.25
GN=Rplp0 PE=2 SV=1 5 724
Galectin-3-binding protein (Fragment) OS=Mus 23.74100 28.62878
F6VRP8 2 9 139 15.419 8.47
musculus GN=Lgals3bp PE=1 SV=1 7 776
Uncharacterized protein OS=Mus musculus GN=Rps2 26.96245 28.60787
Q3TLES 7 12 293 31.236 10.18
PE=2 SV=1 7 952
40S ribosomal protein S2 OS=Mus musculus GN=Rps2 26.96245 28.60787
P25444 7 12 293 31.212 10.24
PE=1SV=3 7 952
Predicted gene 6576 OS=Mus musculus GN=Gm6576 28.83211 28.60787
F6YTZ4 7 12 274 30.082 9.92
PE=3 SV=2 7 952
Uncharacterized protein OS=Mus musculus GN=Rps2 26.96245 28.60787
Q3TXs9 7 12 293 31.169 10.18
PE=2 SV=1 7 952
Uncharacterized protein OS=Mus musculus GN=Rps2 26.96245 28.60787
Q3TL20 7 12 293 31.211 10.3
PE=2 SV=1 7 952
DnaJ homolog subfamily A member 1 0S=Mus 22.16624 28.58933
P63037 5 8 397 44.839 7.08
musculus GN=Dnajal PE=1 SV=1 7 449
Uncharacterized protein OS=Mus musculus GN=Dnajal 22.16624 28.58933
Q3TK61 5 8 397 44.871 7.08
PE=2 SV=1 7 449
6.969205 28.54879
H7BX99 Prothrombin OS=Mus musculus GN=F2 PE=1 SV=1 5 11 617 70.167 6.43
8 618
6.957928 28.54879
Q3TJ94 Prothrombin OS=Mus musculus GN=F2 PE=1 SV=1 5 11 618 70.224 6.43
8 618
Tubb5 protein (Fragment) OS=Mus musculus 43.01075 28.53237
Q80zVv2 7 10 186 21.44 4.82
GN=Tubb5 PE=2 SV=1 3 7
Uncharacterized protein (Fragment) OS=Mus musculus 31.27962 28.47926
QI9CUN8 6 13 211 24.179 4.86
GN=Tubb6 PE=2 SV=1 1 855
Uncharacterized protein OS=Mus musculus GN=Rhoa 31.60621 28.45923
Q3TN61 6 9 193 21.782 6.1
PE=2 SV=1 8 829
AOADABY Transforming protein RhoA (Fragment) OS=Mus 36.96969 28.45923
6 9 165 18.698 5.07
XF6 musculus GN=Rhoa PE=1 SV=1 7 829
Ras family member A OS=Mus musculus GN=Rhoa 31.60621 28.45923
Q4VAE6 6 9 193 21.768 6.1
PE=1SV=1 8 829
Uncharacterized protein OS=Mus musculus GN=1po5 13.53658 28.38557
Q3TT04 9 10 820 92.558 491
PE=2 SV=1 5 541
Alpha-1 type | procollagen (Fragment) OS=Mus 21.53846 28.36911
Q60785 6 9 325 35.207 5.97
musculus GN=Collal PE=2 SV=1 2 225
Lipoprotein lipase OS=Mus musculus GN=Lpl PE=2 21.94092 28.31883
Q3U6S8 7 11 474 52.889 8.27
Sv=1 8 454
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
23.44322 28.23713
H3BKR2 subunit beta-1 (Fragment) OS=Mus musculus GN=Gnb1 5 9 273 30.18 6.21
3 994
PE=1SV=8
Uncharacterized protein OS=Mus musculus GN=Thbs1 10.51282 28.20866
Q3TR40 10 11 1170 129.536 4.94
PE=2 SV=1 1 203
P35441 Thrombospondin-1 0S=Mus musculus GN=Thbs1 PE=1 10.51282 10 11 1170 129.564 4.96 28.20866
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sv=1 1 203
Thrombospondin 1 OS=Mus musculus GN=Thbs1 PE=2 10.50384 28.20866

Q8CGB2 10 11 171 129.635 4.96
Sv=1 3 203
Thrombospondin-1 OS=Mus musculus GN=Thbs1 PE=1 10.50384 28.20866

Q80YQ1 10 11 171 129.607 4.94
Sv=1 3 203
Uncharacterized protein (Fragment) OS=Mus musculus 29.88047 28.13584

Q3T9A1 9 13 502 56.344 9.36
GN=Ehd1 PE=2 SV=1 8 9
Glycogen [starch] synthase, muscle OS=Mus musculus 28.03400

Q9Z1E4 15.98916 7 9 738 83.874 6.11
GN=Gysl PE=1 SV=2 838
A0A1BOG Glycogen [starch] synthase OS=Mus musculus 17.50741 28.03400

7 9 674 76.576 6.47
T92 GN=Gys1 PE=1 SV=1 8 838
Nucleolar protein 58 OS=Mus musculus GN=Nop58 16.60447 28.01982

Q6DFW4 7 10 536 60.305 8.34
PE=1SV=1 8 903
Uncharacterized protein (Fragment) OS=Mus musculus 11.51284 27.99664

Q3TBC3 8 10 1051 110.773 6.3
GN=TIn1 PE=2 SV=1 5 032
Cathepsin B (Fragment) OS=Mus musculus GN=Ctsh 18.55670 27.90909

Q6LAF6 4 8 194 20.91 6.11
PE=2 SV=1 1 696
Uncharacterized protein (Fragment) 0S=Mus musculus 28.37837 27.82121

Q9CRE9 6 12 370 40.052 8.07
GN=Eif2s3x PE=2 SV=1 8 134
AO0A140L Protein arginine N-methyltransferase 1 (Fragment) 25.34562 27.79912

4 8 217 24.664 6.15
Hs4 0S=Mus musculus GN=Prmt1 PE=1 SV=1 2 043
Uncharacterized protein OS=Mus musculus GN=Rpl5 25.58922 27.71189

Q3U8s0 7 12 297 34.335 9.82
PE=2 SV=1 6 249
60S ribosomal protein L5 OS=Mus musculus GN=Rpl5 25.58922 27.71189

P47962 7 12 297 34.379 9.77
PE=1SV=3 6 249
Eukaryotic initiation factor 4A-11 OS=Mus musculus 18.23204 27.70720

Q8BTU6 7 9 362 41.264 5.64
GN=Eif4a2 PE=1 SV=1 4 363
Eukaryotic translation initiation factor 4A2 OS=Mus 16.21621 27.70720

Q52KC1 7 9 407 46.373 5.48
musculus GN=Eif4a2 PE=2 SV=1 6 363
Beta-centractin OS=Mus musculus GN=Actrlb PE=1 35.10638 27.67845

Q8R5C5 8 11 376 42.255 6.4
Sv=1 3 857
Lipoprotein lipase 0S=Mus musculus GN=Lpl PE=2 1751054 27.65662

Q3uUCD4 7 11 474 53.035 7.68
Sv=1 9 575
Nucleolar protein 56 OS=Mus musculus GN=Nop56 27.50442

Q9D6Z1 20 7 9 580 64.424 9.14
PE=1SV=2 386
Psmc4 protein (Fragment) OS=Mus musculus 30.69767 27.34523

Q52L53 7 9 215 24.421 7.37
GN=Psmc4 PE=2 SV=1 4 654
Multifunctional protein ADE2 OS=Mus musculus 22.58823 27.21517

Q9DCL9 8 11 425 46.976 7.23
GN=Paics PE=1 SV=4 5 491
ATP-citrate synthase OS=Mus musculus GN=Acly PE=1 18.53360 27.17265

Q3TS02 8 12 491 53.672 7.06
sv=1 5 201
Uncharacterized protein (Fragment) OS=Mus musculus 16.16438 27.08863

Q3UQJ1 9 11 730 83.905 5.6
GN=Vps35 PE=2 SV=1 4 759
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Proteasome subunit alpha type OS=Mus musculus 31.57894 27.05916
Q3UWT6 5 9 247 27.492 8.22
GN=Psma2 PE=2 SV=1 7 691
Proteasome subunit alpha type-2 OS=Mus musculus 33.33333 27.05916
P49722 5 9 234 25.91 743
GN=Psma2 PE=1 SV=3 3 691
Lipopolysaccharide-binding protein OS=Mus musculus 15.38461 27.04705
Q61805 6 8 481 53.022 8.5
GN=Lbp PE=1 SV=2 5 667
T-complex protein 1 subunit epsilon (Fragment) 25.62814 26.89283
EOCZA1 8 10 199 21512 5.05
0S=Mus musculus GN=Cct5 PE=1 SV=1 1 872
Lipoprotein lipase 0S=Mus musculus GN=Lpl PE=2 20.04219 26.84817
Q3uU715 7 11 474 53.106 7.87
Sv=1 4 958
Proteasome subunit alpha type OS=Mus musculus 2213740 26.83713
Q8BTUS 4 8 262 29.448 6.18
GN=Psmal PE=2 SV=1 5 472
Uncharacterized protein (Fragment) OS=Mus musculus 17.69911 26.75177
Q3UwWP4 3 7 226 24.845 5.64
GN=Slc16al PE=2 SV=1 5 026
Eukaryotic translation initiation factor 3 subunit D 26.59430
070194 11.49635 7 9 548 63.948 6.05
0S=Mus musculus GN=Eif3d PE=1 SV=2 337
Peroxiredoxin-1 (Fragment) OS=Mus musculus 60.22727 26.52009
B1AXW6 9 11 176 19.471 6.77
GN=Prdx1 PE=1 SV=1 3 189
Peroxiredoxin-1 (Fragment) OS=Mus musculus 62.72189 26.52009
B1AXWS5 9 11 169 18.858 7.33
GN=Prdx1 PE=1 SV=8 3 189
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
31.17647 26.41549
P62880 subunit beta-2 0S=Mus musculus GN=Gnb2 PE=1 7 10 340 37.307 6
1 85
Sv=3
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
27.74869 26.41549
E9QKRO subunit beta-2 0S=Mus musculus GN=Gnb2 PE=1 7 10 382 41.382 6.6
1 85
Sv=1
Proteasome subunit alpha type-6 OS=Mus musculus 36.58536 26.41318
QIQUM9 9 10 246 27.355 6.76
GN=Psma6 PE=1 SV=1 6 655
Psmd2 protein (Fragment) OS=Mus musculus 31.06796 26.38517
Q99JX8 5 9 206 22.594 8.19
GN=Psmd2 PE=2 SV=1 1 427
Heat shock protein HSP 90-alpha (Fragment) OS=Mus 26.34650
B7ZC50 38.80597 8 11 201 22372 4.61
musculus GN=Hsp90aal PE=1 SV=1 266
Heat shock protein HSP 90-beta (Fragment) OS=Mus 31.67701 26.17352
E9Q0C3 5 8 161 18.9 4.91
musculus GN=Hsp90ab1 PE=1 SV=1 9 08
Disco-interacting protein 2 homolog B OS=Mus 7.052096 26.16781
Q3UH60 7 12 1574 171.017 8.09
musculus GN=Dip2b PE=1 SV=1 6 402
Uncharacterized protein OS=Mus musculus GN=Lox 26.27737 26.16616
Q3TP83 5 9 411 46.743 8.32
PE=2 SV=1 2 893
Uncharacterized protein OS=Mus musculus GN=Lox 26.27737 26.16616
Q3TWIL 5 9 411 46.644 8.43
PE=2 SV=1 2 893
Uncharacterized protein (Fragment) OS=Mus musculus 37.76223 26.16616
Q3UXV2 5 9 286 32.925 6.79
GN=Lox PE=2 SV=1 8 893
Uncharacterized protein OS=Mus musculus GN=Lox 26.27737 26.16616
Q3TLP7 5 9 411 46.701 8.43
PE=2 SV=1 2 893
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Uncharacterized protein OS=Mus musculus GN=Lox 26.27737 26.16616

Q3TX90 5 9 411 46.657 8.43
PE=2 SV=1 2 893
Protein-lysine 6-oxidase OS=Mus musculus GN=Lox 26.27737 26.16616

P28301 5 9 411 46.671 8.43
PE=1SV=1 2 893
Peptidyl-prolyl cis-trans isomerase A OS=Mus musculus 41.46341 26.15658

P17742 4 8 164 17.96 7.9
GN=Ppia PE=1 SV=2 5 712
Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 41.46341 26.15658

Q3UAIL 4 8 164 17.932 7.9
GN=Ppia PE=2 SV=1 5 712
Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 41.46341 26.15658

Q3TE63 4 8 164 17.933 79
GN=Ppia PE=2 SV=1 5 712
Cdc2a protein (Fragment) OS=Mus musculus GN=Cdk1 34.23728 26.11716

Q9IW7 7 11 295 33.811 8.68
PE=2 SV=1 8 39
Cyclin-dependent kinase 1 0S=Mus musculus GN=Cdk1 34.00673 26.11716

P11440 7 11 297 34.085 8.43
PE=1SV=3 4 39
Cell cycle p34 CDC2 kinase protein (Fragment) 52.87958 26.11716

Q8R4A4 7 11 191 21.907 8.85
0S=Mus musculus PE=4 SV=1 1 39
Uncharacterized protein OS=Mus musculus GN=Psmd14 26.10054

Q3UD26 24.83871 6 9 310 34.525 6.52
PE=2 SV=1 576
265 proteasome non-ATPase regulatory subunit 14 26.10054

035593 24.83871 6 9 310 34.555 6.52
0S=Mus musculus GN=Psmd14 PE=1 SV=2 576
Alpha-enolase (Fragment) OS=Mus musculus GN=Enol 41.17647 26.00635

B0QZL1 6 7 221 23.92 7.96
PE=1SV=1 1 231
26S proteasome non-ATPase regulatory subunit 6 25.96493

Q99J14 25.96401 9 12 389 45.507 5.52
0S=Mus musculus GN=Psmd6 PE=1 SV=1 196
AO0A140T Ribosomal protein S2, pseudogene 6 OS=Mus musculus 30.76923 25.88370

6 10 221 24.185 9.79
8L5 GN=Rps2-ps6 PE=3 SV=1 1 287
Uncharacterized protein OS=Mus musculus GN=Rps2 30.76923 25.88370

Q3TXR5 6 10 221 24191 9.79
PE=2 SV=1 1 287
Uncharacterized protein OS=Mus musculus GN=Rps2 23.20819 25.84027

Q3TI78 6 11 293 31.19 10.24
PE=2 SV=1 1 064
Disintegrin and metalloproteinase domain-containing 16.17933 25.83235

E9PYF2 5 8 513 57.755 7.42
protein 10 0S=Mus musculus GN=Adam10 PE=1 SV=1 7 717
CC2 protein (Fragment) OS=Mus musculus GN=Tsg101 48.19277 25.80745

Q6LBE4 4 8 83 9.519 4.65
PE=2 SV=1 1 721
Uncharacterized protein OS=Mus musculus GN=Krt5 25.80113

QICRS6 19.69697 7 10 198 20.283 9.32
PE=2 SV=2 328
Ipo5 protein (Fragment) OS=Mus musculus GN=1po5 14.91228 25.66756

Q7TN23 8 9 798 90.003 4.79
PE=2 SV=1 1 38
Perlecan (Fragment) OS=Mus musculus GN=Hspg2 31.18279 25.65447

Q2XQV0 4 8 279 29.828 8.31
PE=2 SV=1 6 044
28.57142 25.52180

Q8K3G7 Reticulon OS=Mus musculus GN=Rtn4 PE=2 SV=1 5 9 357 38.543 478
9 6
25.52180

Q8BHF5 Reticulon OS=Mus musculus GN=Rtn4 PE=1 SV=1 272 5 9 375 40.276 4.7
6

71




28.65168 25.52180

Q8BH78 Reticulon OS=Mus musculus GN=Rtn4 PE=1 SV=1 5 9 356 38.38 478
5 6
25.52180

Q99P72 Reticulon-4 0S=Mus musculus GN=Rtn4 PE=1 SV=2 8.777969 5 9 1162 126.535 4.54
6
25.26371

Q3UWG5 Tetraspanin OS=Mus musculus GN=Cd81 PE=2 SV=1 17.79661 2 7 236 25.811 5.83
765
25.26371

P35762 CD81 antigen 0S=Mus musculus GN=Cd81 PE=1 SV=2 17.79661 2 7 236 25.797 5.83
765
DNA helicase 0S=Mus musculus GN=Mcmé PE=1 10.71863 25.16143

Q54212 6 8 821 92.809 5.45
Sv=1 6 894
DNA helicase 0S=Mus musculus GN=Mcmé PE=1 11.08312 25.16143

Q3ULG5 6 8 794 89.728 59
Sv=1 3 894
Cpne8 protein 0S=Mus musculus GN=Cpne8 PE=2 16.13636 25.13440

Q05D9%4 4 9 440 49.012 6.86
Sv=1 4 382
Transmembrane protein 176B OS=Mus musculus 25.08857

Q9R1Q6 22.43346 6 9 263 28.349 7.84
GN=Tmem176b PE=1 SV=1 799
Heat shock protein HSP 90-beta OS=Mus musculus 36.60714 25.07123

E9PX27 6 12 112 12.95 5.1
GN=Hsp90abl PE=1 SV=1 3 923
Uncharacterized protein OS=Mus musculus GN=Racl 40.10416 25.03939

Q9D859 7 11 192 21.45 85
PE=2 SV=1 7 033
RAS-related C3 botulinum substrate 1, isoform CRA_a 36.49289 25.03939

Q3TLP8 7 11 211 23.417 8.69
0S=Mus musculus GN=Racl PE=1 SV=1 1 033
Uncharacterized protein OS=Mus musculus GN=Racl 40.10416 25.03939

Q8BPG5 7 11 192 21.41 85
PE=2 SV=1 7 033
Ras-related C3 botulinum toxin substrate 1 OS=Mus 40.10416 25.03939

P63001 7 11 192 21.436 85
musculus GN=Racl PE=1 SV=1 7 033
Metalloreductase STEAP4 OS=Mus musculus 8.297872 25.00567

Q923B6 3 8 470 52.96 9.17
GN=Steap4 PE=1 SV=1 3 651
ADA1BOG L-lactate dehydrogenase OS=Mus musculus GN=Ldha 36.56509 24.92977

9 11 361 39.733 8.35
SX0 PE=1SV=1 7 715
L-lactate dehydrogenase A chain OS=Mus musculus 39.75903 24.92977

P06151 9 11 332 36.475 7.74
GN=Ldha PE=1 SV=3 6 715
ADA1BOG L-lactate dehydrogenase OS=Mus musculus GN=Ldha 41.90476 24.92977

9 11 315 34577 8.56
SR9 PE=1SV=1 2 715
L-lactate dehydrogenase OS=Mus musculus GN=Ldha 39.75903 24.92977

Q3TI99 9 11 332 36.461 7.74
PE=2 SV=1 6 715
L-lactate dehydrogenase OS=Mus musculus GN=Ldha 37.34939 24.92977

Q3TCI7 8 10 332 36.476 743
PE=2 SV=1 8 715
Proteasome subunit alpha type OS=Mus musculus 24.35897 24.81809

Q9CZ58 4 8 234 25.995 7.94
GN=Psma2 PE=2 SV=1 4 258
Peptidyl-prolyl cis-trans isomerase FKBP4 OS=Mus 16.81222 24.78882

P30416 5 7 458 51.54 5.72
musculus GN=Fkbp4 PE=1 SV=5 7 623
Alpha-centractin OS=Mus musculus GN=Actrla PE=1 28.98936 24.75830

P61164 7 11 376 42.587 6.64
sv=1 2 162
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Lysine--tRNA ligase OS=Mus musculus GN=Kars PE=2 11.41479 24.61866
Q8CFK5 5 8 622 71.001 6.43
sv=1 1 57
Lysine--tRNA ligase OS=Mus musculus GN=Kars PE=1 11.37820 24.61866
Q8R2P8 5 8 624 71.245 6.43
Sv=1 5 57
Lysine--tRNA ligase OS=Mus musculus GN=Kars PE=2 11.93277 24.61866
Q8C292 5 8 595 67.84 5.86
Sv=1 3 57
Lysine--tRNA ligase OS=Mus musculus GN=Kars PE=1 11.93277 24.61866
Q3TIVE 5 8 595 67.796 5.94
Sv=1 3 57
Serine/threonine-protein phosphatase 2A 55 kDa
21.54471 24.60144
Q7TPQ7 regulatory subunit B (Fragment) OS=Mus musculus 4 10 246 28.861 5.68
5 067
GN=Ppp2r2a PE=2 SV=1
RuvB-like helicase (Fragment) OS=Mus musculus 55.22388 2457214
D3YW60 7 9 134 14.504 6.14
GN=Ruvbl1 PE=1 SV=1 1 272
Ras-related protein Rab-7a OS=Mus musculus 50.72463 2455434
P51150 7 8 207 23.475 6.7
GN=Rab7a PE=1 SV=2 8 203
Eukaryotic translation initiation factor 3 subunit H 21.30681 2453103
Q8BTX5 5 6 352 39.821 6.67
0S=Mus musculus GN=Eif3h PE=2 SV=1 8 995
Eukaryotic translation initiation factor 3 subunit H 21.30681 2453103
Q3TI2 5 6 352 39.793 6.67
0S=Mus musculus GN=Eif3h PE=2 SV=1 8 995
Eukaryotic translation initiation factor 3 subunit H 21.30681 2453103
Q3THW7 5 6 352 39.779 6.54
0S=Mus musculus GN=Eif3h PE=2 SV=1 8 995
Eukaryotic translation initiation factor 3 subunit H 21.30681 24.53103
Q5M9L0 5 6 352 39.807 6.67
0S=Mus musculus GN=Eif3h PE=1 SV=1 8 995
Uncharacterized protein OS=Mus musculus GN=Nop56 17.75862 24.47573
Q3uJz7 6 8 580 64.546 9.19
PE=2 SV=1 1 757
General vesicular transport factor p115 OS=Mus 6.047966 24.46179
Q92120 4 7 959 106.917 4.93
musculus GN=Usol PE=1 SV=2 6 819
Uncharacterized protein (Fragment) OS=Mus musculus 20.85106 24.41812
QICRTO 5 12 235 26.671 4.97
GN=Tubb3 PE=2 SV=1 4 754
Uncharacterized protein (Fragment) OS=Mus musculus 26.36363 24.39143
Q3U5H6 5 11 330 35.739 8.54
GN=Eif2s3x PE=2 SV=1 6 562
Uncharacterized protein (Fragment) OS=Mus musculus 43.06569 24.37609
Q3THE1 6 11 137 15.986 9.7
GN=Rpl5 PE=2 SV=1 3 088
RAB2A, member RAS oncogene family 0S=Mus 31.60377 24.17570
Q6PDZ3 6 8 212 23532 711
musculus GN=Rab2a PE=2 SV=1 4 09
35.58558 24.16969
Q99KH3 Annexin 0S=Mus musculus GN=Anxa2 PE=2 SV=1 7 10 222 25.861 7.69
6 883
Metalloendopeptidase (Fragment) OS=Mus musculus 13.30724 23.84076
Q570Z4 6 9 511 57.638 7.36
GN=Bmp1 PE=2 SV=1 1 321
Heterogeneous nuclear ribonucleoprotein K OS=Mus 19.54545 23.77522
B2M1R6 7 8 440 48.532 5.54
musculus GN=Hnrnpk PE=1 SV=1 5 326
Heterogeneous nuclear ribonucleoprotein K OS=Mus 18.57451 23.77522
P61979 7 8 463 50.944 5.54
musculus GN=Hnrnpk PE=1 SV=1 4 326
Q3TL71 Uncharacterized protein OS=Mus musculus GN=Hnrnpk 18.53448 7 8 464 50.976 5.45 23.77522
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PE=2 SV=1 3 326
Heterogeneous nuclear ribonucleoprotein K (Fragment) 23.77522
H3BK96 33.59375 7 8 256 28.54 5.02
0S=Mus musculus GN=Hnrnpk PE=1 SV=8 326
Heter nuclear ribont otein K (Fragment) 28.76254 23.77522
H3BKDO 7 8 299 33.177 7.31
0S=Mus musculus GN=Hnrnpk PE=1 SV=1 2 326
Uncharacterized protein OS=Mus musculus GN=Hnrnpk 18.57451 23.77522
Q3TJ38 7 8 463 50.986 5.54
PE=2 SV=1 4 326
Uncharacterized protein OS=Mus musculus GN=Hnrnpk 18.57451 23.77522
Q3TUAL 7 8 463 50.974 5.54
PE=2 SV=1 4 326
Hnrpk protein 0S=Mus musculus GN=Hnrnpk PE=2 18.53448 23.77522
Q5FWIJ5 7 8 464 50.996 533
Sv=1 3 326
Heterogeneous nuclear ribonucleoprotein K (Fragment) 48.31460 23.77522
H3BKI8 7 8 178 19.774 533
0S=Mus musculus GN=Hnrnpk PE=1 SV=1 7 326
Proteasome endopeptidase complex OS=Mus musculus 30.33707 2376284
Q3THL2 4 8 178 20.177 8.51
GN=Psma7 PE=2 SV=1 9 695
Proteasome subunit beta type-5 OS=Mus musculus 21.59090 23.71069
055234 6 8 264 28.514 7.02
GN=Psmb5 PE=1 SV=3 9 157
Ribosomal protein L5 0S=Mus musculus GN=Rpl5 20.94594 23.65848
Q3TKR5 5 10 296 34.248 9.77
PE=2 SV=1 6 684
26S proteasome non-ATPase regulatory subunit 11 23.63980
G3UXL5 43.75 6 9 160 18.026 6.8
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 734
Arginine--tRNA ligase, cytoplasmic OS=Mus musculus 19.24242 23.59278
Q9D0I9 9 10 660 75.625 7.55
GN=Rars PE=1 SV=2 4 738
26.83982 23.57399
Q8BXF2 Myosin-10 0S=Mus musculus GN=Myh10 PE=1 SV=1 5 11 231 26.275 7.14
7 344
Uncharacterized protein (Fragment) OS=Mus musculus 18.16443 2354174
Q3Usz5 6 8 523 58.139 8.9
GN=Nop56 PE=2 SV=1 6 352
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
48.14814 23.50275
H3BLF7 subunit beta-1 (Fragment) OS=Mus musculus GN=Gnb1 4 7 108 12.277 9.57
8 278
PE=1SV=1
408 ribosomal protein S3 0S=Mus musculus GN=Rps3 43.45549 23.43134
D3YV43 8 9 191 20.981 9.45
PE=1SV=1 7 689
Uncharacterized protein OS=Mus musculus GN=Rab2a 38.69047 23.40117
Q8BXY4 6 8 168 19.145 6.95
PE=2 SV=1 6 788
Dihydropyrimidinase-related protein 2 0S=Mus 20.80419 23.33536
008553 6 8 572 62.239 6.38
musculus GN=Dpysl2 PE=1 SV=2 6 673
Clathrin light chain A OS=Mus musculus GN=Clta 18.72340 23.22665
008585 6 9 235 25.588 4.58
PE=1SV=2 4 334
Clathrin light chain OS=Mus musculus GN=Clta PE=1 19.13043 23.22665
B1AWE1L 6 9 230 24.949 4.49
sv=1 5 334
Clathrin light chain OS=Mus musculus GN=Clta PE=1 17.74193 23.22665
B1AWD9 6 9 248 27.045 45
sv=1 5 334
Clathrin light chain OS=Mus musculus GN=Clta PE=1 18.64406 23.22665
B1AWDS8 6 9 236 25.645 4.48
sv=1 8 334
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Uncharacterized protein OS=Mus musculus GN=Rps2 29.36170 23.17080
Q9DC49 6 10 235 25.088 10.24
PE=2 SV=1 2 796
Integrin alpha-3 OS=Mus musculus GN=Itga3 PE=1 7.502374 23.08721
Q62470 7 10 1053 116.671 6.57
Sv=1 2 089
Tubulin beta chain (Fragment) OS=Mus musculus 23.08329
D5MR34 24.06015 4 12 133 14.518 5.39
GN=Tubb3 PE=3 SV=1 201
AO0AIW2 Myosin light polypeptide 6 OS=Mus musculus 47.36842 23.06420
6 7 152 16.994 4.5
P6F6 GN=Myl6 PE=1 SV=1 1 159
ADAIW2 Myosin light polypeptide 6 OS=Mus musculus 23.06420
45.56962 6 7 158 17.661 4.65
P7Q9 GN=Myl6 PE=1 SV=1 159
Myosin light polypeptide 6 OS=Mus musculus 47.68211 23.06420
Q60605 6 7 151 16.919 4.65
GN=Myl6 PE=1 SV=3 9 159
MCG140959, isoform CRA_a OS=Mus musculus 4768211 23.06420
Q642K0 6 7 151 16.95 4.55
GN=Myl6 PE=2 SV=1 9 159
Sodium/potassium-transporting ATPase subunit alpha 6.863780 23.04693
D3YYN7 4 6 947 103.52 5.44
0S=Mus musculus GN=Atpla2 PE=1 SV=1 4 389
Sodium/potassium-transporting ATPase subunit alpha 23.04693
Q3UHKS5 6.372549 4 6 1020 112.145 5.55
0S=Mus musculus GN=Atpla2 PE=1 SV=1 389
Sodium/potassium-transporting ATPase subunit alpha 6.172839 23.04693
Q8VCEO 4 6 1053 115.894 5.64
0S=Mus musculus GN=Atpla3 PE=1 SV=1 5 389
AO0A0G2]) Sodium/potassium-transporting ATPase subunit alpha 6.335282 23.04693
4 6 1026 112.916 5.41
GX4 0S=Mus musculus GN=Atpla3 PE=1 SV=1 7 389
Sodium/potassium-transporting ATPase subunit alpha-3 6.416584 23.04693
Q6PIC6 4 6 1013 111.62 5.41
0S=Mus musculus GN=Atpla3 PE=1 SV=1 4 389
Sodium/potassium-transporting ATPase subunit alpha 6.360078 23.04693
Q6ZQ49 4 6 1022 112.22 5.6
(Fragment) OS=Mus musculus GN=Atpla2 PE=2 SV=1 3 389
Niban-like protein 1 OS=Mus musculus GN=Fam129b 4.672897 23.02587
Q8RIF1 3 10 749 84.765 5.94
PE=1SV=2 2 39
Elongation factor 2 (Fragment) OS=Mus musculus 27.02702 22.94516
089069 6 8 259 28.639 5.29
GN=Eef2 PE=2 SV=1 7 706
22.94009
Q61667 Histone H4 (Fragment) OS=Mus musculus PE=3 SV=1 60 7 12 55 6.231 9.52
113
Ribosomal protein S3 (Fragment) OS=Mus musculus 54.47154 22.86910
089068 5 8 123 13.475 9.88
GN=Rps3 PE=2 SV=1 5 892
SWI/SNF-related matrix-associated actin-dependent
22.75814
Q91ZW3 regulator of chromatin subfamily A member 5 0S=Mus 8.943863 7 9 1051 12155 8.15
7
musculus GN=Smarca5 PE=1 SV=1
Syntenin-1 (Fragment) OS=Mus musculus GN=Sdcbp 45.45454 22.72284
A2AKI6 5 9 209 22592 6.79
PE=1SV=1 5 734
47.73869 22.72284
A2AKI9 Syntenin-1 0S=Mus musculus GN=Sdcbp PE=1 SV=1 5 9 199 21.495 6.18
3 734
Uncharacterized protein (Fragment) OS=Mus musculus 14.47154 22.70800
Q8CCY5 7 8 615 71.439 4.84
GN=Hsp90b1 PE=2 SV=1 5 9
Q3TUD6 Uncharacterized protein OS=Mus musculus 14.54248 7 8 612 70.871 5.38 22.70800
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GN=Hsp90b1 PE=2 SV=1 4 9

60S ribosomal protein L10a OS=Mus musculus 23.96313 22.66813
P53026 6 11 217 24.901 9.98

GN=Rpl10a PE=1 SV=3 4 052

Uncharacterized protein (Fragment) OS=Mus musculus 22.60670
Q8C4N8 66 6 10 100 11.401 9.66

GN=Racl PE=2 SV=1 447

Sodium/potassium-transporting ATPase subunit alpha 16.62817 22.59720
Q8K2R2 4 5 433 48.109 5.66

0S=Mus musculus GN=Atplal PE=2 SV=1 6 922

Coatomer protein complex subunit alpha, isoform 40.31007 22.46977
Q3TAU7 3 7 129 15.534 9.13

CRA_b 0S=Mus musculus GN=Copa PE=2 SV=1 8 377

Keratin (Fragment) OS=Mus musculus GN=Krt2 PE=2 7.777777 22.46262
Q61764 4 8 270 25.272 8.82

Sv=1 8 383

ADP-ribosylation factor 3 0S=Mus musculus GN=Arf3 43.09392 22.43095
Q3U344 6 9 181 20.588 743

PE=2 SV=1 3 613

ADP-ribosylation factor 1 0S=Mus musculus GN=Arfl 43.09392 22.43095
P84078 6 9 181 20.684 6.8

PE=1SV=2 3 613

Lysine--tRNA ligase 0S=Mus musculus GN=Kars PE=2 10.58823 2237116
Q8C1v4 4 7 595 67.754 5.94

Sv=1 5 408

DNA helicase (Fragment) 0S=Mus musculus 10.78286 22.36692
Q5DTS8 6 7 677 76.839 7.31

GN=Mcm4 PE=2 SV=1 6 071

DNA helicase 0S=Mus musculus GN=Mcm4 PE=2 8.468677 22.36692
Q9D077 6 7 862 96.705 7.31

Sv=1 5 071

DNA helicase 0S=Mus musculus GN=Mcm4 PE=1 8.468677 22.36692
Q542F4 6 7 862 96.676 72

Sv=1 5 071

DNA helicase 0S=Mus musculus GN=Mcm4 PE=2 8.468677 22.36692
Q921D5 6 7 862 96.66 721

Sv=1 5 071

DNA helicase 0S=Mus musculus GN=Mcm4 PE=2 8.468677 22.36692
Q3UA65 6 7 862 96.604 7.31

Sv=1 5 071

DNA helicase 0S=Mus musculus GN=Mcm4 PE=2 8.468677 22.36692
Q8c1z0 6 7 862 96.693 7.31

Sv=1 5 071

Histone H2B type 1-P OS=Mus musculus 41.26984 22.36674
Q8CGP2 6 9 126 13.984 10.32

GN=Hist1h2bp PE=1 SV=3 1 404

Histone H2B type 1-F/J/L OS=Mus musculus 41.26984 22.36674
P10853 6 9 126 13.928 10.32

GN=Hist1h2bf PE=1 SV=2 1 404

Histone H2B type 2-B OS=Mus musculus 41.26984 22.36674
Q64525 6 9 126 13.912 10.32

GN=Hist2h2bb PE=1 SV=3 1 404

Histone H2B type 1-H OS=Mus musculus 41.26984 22.36674
Q64478 6 9 126 13.912 10.32

GN=Hist1h2bh PE=1 SV=3 1 404

Histone H2B type 1-B OS=Mus musculus 41.26984 22.36674
Q64475 6 9 126 13.944 10.32

GN=Hist1h2bb PE=1 SV=3 1 404

Histone H2B type 1-C/E/G OS=Mus musculus 41.26984 22.36674
Q6ZWY9 6 9 126 13.898 10.32

GN=Hist1h2bc PE=1 SV=3 1 404

Histone H2B OS=Mus musculus GN=LOC665622 PE=2 38.51851 22.36674
Q921L4 6 9 135 14.93 10.13

sv=1 9 404
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Histone H2B (Fragment) OS=Mus musculus 42.27642 22.36674

A0JLV3 6 9 123 13.57 10.39
GN=Hist1h2bj PE=2 SV=1 3 404
Histone H2B OS=Mus musculus GN=Hist1h2bk PE=2 41.26984 22.36674

B2RVDS 6 9 126 13.912 10.32
Sv=1 1 404
Histone H2B OS=Mus musculus GN=Hist1h2bq PE=2 22.36674

Q8CBB6 38.80597 6 9 134 14.879 10.37
Sv=1 404
Histone H2B OS=Mus musculus GN=Hist1h2bm PE=1 41.26984 22.36674

B2RTK3 6 9 126 13.928 10.32
Sv=1 1 404
Eukaryotic translation initiation factor 3 subunit E 22.32044

Q3UIGO 17.52809 7 8 445 52.187 6.04
0S=Mus musculus GN=Eif3e PE=1 SV=1 542
Alpha-tubulin (Fragment) OS=Mus musculus 56.56565 22.19146

089052 4 7 99 10.944 4.98
GN=Tubalb PE=2 SV=1 7 729
Annexin (Fragment) 0S=Mus musculus GN=Anxa2 23.16176 22.17259

BOV2N5 6 9 272 31.243 8.29
PE=1SV=1 5 479
L-lactate dehydrogenase (Fragment) OS=Mus musculus 47.03389 22.07193

D3YZQ9 7 9 236 25.863 7.78
GN=Ldha PE=1 SV=2 8 804
22.04249

Q4FIWT Tetraspanin OS=Mus musculus GN=Tspan4 PE=1 SV=1 23.94958 4 6 238 26.036 5.48
549
Proteasome endopeptidase complex (Fragment) OS=Mus 23.49726 22.02504

Q8BKEO 3 7 183 20.774 6.54
musculus GN=Psma2 PE=2 SV=1 8 539
Complement C1s-A subcomponent OS=Mus musculus 10.31976 21.93055

Q8CG14 5 7 688 76.808 5.08
GN=Clsa PE=2 SV=2 7 391
Uncharacterized protein OS=Mus musculus GN=C1s1 10.31976 21.93055

Q3T9K7 5 7 688 76.436 5.05
PE=2 SV=1 7 391
Complement component 1, s subcomponent OS=Mus 10.23054 21.93055

Q14DT6 5 7 694 77.365 5.12
musculus GN=C1s1 PE=2 SV=1 8 391
Complement component 1, s subcomponent 1 OS=Mus 10.23054 21.93055

E9Q6C2 5 7 694 77.45 512
musculus GN=C1s1 PE=1 SV=1 8 391
MKIAA4025 protein (Fragment) OS=Mus musculus 10.32258 21.89595

Q571M2 7 8 930 103.195 5.88
GN=Hspa4 PE=2 SV=1 1 819
Heat shock protein 4 OS=Mus musculus GN=Hspa4 11.41498 21.89595

Q99L75 7 8 841 94.021 521
PE=2 SV=1 2 819
Heat shock 70 kDa protein 4 OS=Mus musculus 11.41498 21.89595

Q61316 7 8 841 94.073 5.24
GN=Hspa4 PE=1 SV=1 2 819
Heat shock 70 kDa protein 4 OS=Mus musculus 11.40142 21.89595

Q3U2G2 7 8 842 94.149 5.21
GN=Hspa4 PE=1 SV=1 5 819
11.34751 21.87535

Q08879 Fibulin-1 0S=Mus musculus GN=FbIn1 PE=1 SV=2 6 8 705 77.981 5.16
8 214
11.34751 21.87535

Q3TWK8 Fibulin-1 0OS=Mus musculus GN=FbIn1 PE=2 SV=1 6 8 705 78.009 52
8 214
E3 ubiquitin-protein ligase UBR4 (Fragment) OS=Mus 8.301306 21.78434

ZAYMAT 7 11 1301 146.604 8.09
musculus GN=Ubr4 PE=1 SV=1 7 825
Copa protein (Fragment) OS=Mus musculus GN=Copa 13.44827 21.77152

Q8R393 5 8 580 64.635 5.44
PE=2 SV=1 6 562
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26S proteasome non-ATPase regulatory subunit 11 47.46835 21.72599

G3UwWw7 6 158 17.89 6.58
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 4 351
26S proteasome regulatory subunit 6A (Fragment) 33.00492 21.69234

F6Q2E3 4 203 22.929 4.73
0S=Mus musculus GN=Psmc3 PE=1 SV=1 6 514
DNA-directed RNA polymerase subunit OS=Mus 5.442522 21.67273

008847 6 1966 216.625 75
musculus GN=Polr2a PE=2 SV=1 9 927
AOAOR4) DNA-directed RNA polymerase subunit OS=Mus 5.538302 21.67273

6 1932 213.346 743
0v5 musculus GN=Polr2a PE=1 SV=1 3 927
DNA-directed RNA polymerase 11 subunit RPB1 5.431472 21.67273

P08775 6 1970 217.039 7.37
0S=Mus musculus GN=Polr2a PE=1 SV=3 1 927
Keratin, type 11 cytoskeletal 79 OS=Mus musculus 7.721280 21.63194

Q8VEDS5 6 531 57517 7.69
GN=Krt79 PE=1 SV=2 6 752
60S ribosomal protein L5 (Fragment) OS=Mus musculus 30.67484 21.62671

D3YYV8 4 163 17.986 7.36
GN=Rpl5 PE=1 SV=1 7 614
Heterogeneous nuclear ribonucleoprotein L (Fragment) 13.49593 21.56269

G5E924 5 615 66.89 8.18
0S=Mus musculus GN=Hnrnpl PE=1 SV=1 5 717
Heterogeneous nuclear ribonucleoprotein L OS=Mus 18.20175 21.56269

G3UY38 5 456 50.532 75
musculus GN=Hnrnpl PE=1 SV=1 4 77
Heterogeneous nuclear ribonucleoprotein L 0S=Mus 14.16382 21.56269

Q8R081 5 586 63.923 8.1
musculus GN=Hnrnpl PE=1 SV=2 3 77
Proteasome endopeptidase complex OS=Mus musculus 31.27753 21.53886

EOCXB1 7 227 25.248 7.85
GN=Psma6 PE=1 SV=1 3 139
Uncharacterized protein (Fragment) OS=Mus musculus 10.27190 21.45850

Q3u11l 7 662 77.415 8.94
GN=Rdx PE=2 SV=1 3 658
11.66380 21.45850

P26043 Radixin OS=Mus musculus GN=Rdx PE=1 SV=3 7 583 68.5 6.2
8 658
Uncharacterized protein (Fragment) OS=Mus musculus 10.42944 21.45850

Q3uJi8 7 652 76.322 8.85
GN=Rdx PE=2 SV=1 8 658
Uncharacterized protein (Fragment) OS=Mus musculus 10.35007 21.45850

Q3TH46 7 657 76.805 8.72
GN=Rdx PE=2 SV=1 6 658
6.506024 21.45198

P10493 Nidogen-1 0S=Mus musculus GN=Nid1 PE=1 SV=2 6 1245 136.45 5.44
1 762
23.83900 21.41891

035639 Annexin A3 0S=Mus musculus GN=Anxa3 PE=1 SV=4 6 323 36.362 5.76
9 646
23.83900 21.41891

Q3TLP4 Annexin 0S=Mus musculus GN=Anxa3 PE=2 SV=1 6 323 36.318 5.76
9 646
23.83900 21.41891

Q3U737 Annexin 0S=Mus musculus GN=Anxa3 PE=2 SV=1 6 323 36.346 5.76
9 646
23.83900 21.41891

Q8C1X9 Annexin OS=Mus musculus GN=Anxa3 PE=2 SV=1 6 323 36.334 5.76
9 646
Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 33.53293 21.41568

Q9CZK9 3 167 18.302 79
GN=Ppia PE=2 SV=1 4 445
AO0A1L1S Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 35.89743 21.41568

3 156 17.037 9.26
STO GN=Ppia PE=1 SV=1 6 446
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Alpha-2-macroglobulin-P 0S=Mus musculus GN=A2m 2.374491 21.40280

Q6GQT1 3 9 1474 164.248 6.61
PE=2 SV=2 2 819
Aconitate hydratase OS=Mus musculus GN=acol PE=3 12.34705 21.30270

Q8VvDC3 7 7 899 99.04 7.34
Sv=1 2 91
Cytoplasmic aconitate hydratase OS=Mus musculus 12.48593 21.30270

P28271 7 7 889 98.063 75
GN=Acol PE=1SV=3 9 91
Actin, cytoplasmic 1 (Fragment) OS=Mus musculus 19.44444 21.08779

E9Q2D1 2 7 108 11.394 4.93
GN=Actb PE=1 SV=1 4 263
20.86819

Q61553 Fascin 0S=Mus musculus GN=Fscnl PE=1 SV=4 16.63286 6 9 493 54.474 6.89
077
Eukaryotic translation initiation factor 3 subunit M 2272727 20.83627

Q99JX4 5 7 374 42.49 5.74
0S=Mus musculus GN=Eif3m PE=1 SV=1 3 272
Heat shock 70 kDa protein 1B OS=Mus musculus 13.70716 20.82770

P17879 6 7 642 70.133 5.72
GN=Hspalb PE=1 SV=3 5 92
Inducible heat shock protein 70 OS=Mus musculus PE=3 13.72854 20.82770

AlE2B8 6 7 641 70.088 5.72
Sv=1 9 92
13.72854 20.82770

Q3TAI8 Uncharacterized protein OS=Mus musculus PE=2 SV=1 6 7 641 70.05 5.72
9 92
Heat shock protein 1B 0OS=Mus musculus GN=Hspalb 13.72854 20.82770

Q3TU8S 6 7 641 70.036 5.72
PE=1SV=1 9 92
AOAIW2 Myosin light polypeptide 6 OS=Mus musculus 46.04316 20.76616

5 6 139 15.438 454
P6G5 GN=Myl6 PE=1 SV=1 5 454
L-lactate dehydrogenase OS=Mus musculus GN=Ldha 34.84848 20.75773

Q3UDU4 8 10 330 36.242 7.74
PE=2 SV=1 5 764
L-lactate dehydrogenase OS=Mus musculus GN=Ldha 34.63855 20.75773

Q3THB4 8 10 332 36.476 7.43
PE=2 SV=1 4 764
L-lactate dehydrogenase (Fragment) OS=Mus musculus 36.50793 20.75773

Q99K20 8 10 315 34.481 7.99
GN=Ldha PE=2 SV=1 7 764
Angiopoietin-related protein 7 0OS=Mus musculus 18.39762 20.69809

Q8R1Q3 6 7 337 38.989 7.85
GN=Angptl7 PE=2 SV=1 6 699
ATP-dependent RNA helicase A (Fragment) OS=Mus 11.83673 20.69075

Q3UR42 7 8 735 82.419 5.24
musculus GN=Dhx9 PE=1 SV=1 5 632
AO0A140LI 408 ribosomal protein S3 0S=Mus musculus GN=Rps3 51.38888 20.67038

7 8 144 15.787 9.77
7 PE=1SV=1 9 178
Dync1hl protein (Fragment) OS=Mus musculus 29.14979 20.58117

Q923F5 6 8 247 27.424 8.22
GN=Dync1hl PE=2 SV=1 8 616
Uncharacterized protein OS=Mus musculus GN=Acly 25.22935 20.57295

Q3UVY4 9 11 436 47.915 6.32
PE=2 SV=1 8 239
Proteasome subunit beta type-1 OS=Mus musculus 20.55433

009061 21.25 3 6 240 26.355 7.81
GN=Psmbl PE=1 SV=1 035
NIPI-like protein OS=Mus musculus GN=Eif3c PE=2 6.811145 20.50069

P97398 2 8 323 37.682 7.97
sv=1 5 213
Gap junction protein OS=Mus musculus GN=Gjal PE=2 17.74193 20.49731

Q7TMQ1 4 6 434 49.492 9.51
sv=1 5 278
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Gap junction alpha-1 protein OS=Mus musculus 20.15706 20.49731
P23242 4 382 42.977 8.76
GN=Gjal PE=1 SV=2 8 278
Uncharacterized protein OS=Mus musculus GN=Hnrnpk 15.68627 20.45693
Q3U6X2 6 459 51.031 5.94
PE=2 SV=1 5 159
Uncharacterized protein OS=Mus musculus GN=Hnrnpk 20.45693
Q3U9Q3 16 6 450 49.849 5.64
PE=2 SV=1 159
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
29.05405 20.42987
D3YZX3 subunit beta-2 0S=Mus musculus GN=Gnb2 PE=1 6 296 32.388 6.15
4 49
Sv=1
Leucyl-cystinyl aminopeptidase OS=Mus musculus 4.878048 20.33210
Q8C129 5 1025 117.229 5.96
GN=Lnpep PE=1 SV=1 8 921
tRNA-splicing ligase RtcB homolog OS=Mus musculus 12.27722 20.27532
Q99LF4 6 505 55.214 7.23
GN=Rtch PE=1 SV=1 8 077
tRNA-splicing ligase RtcB homolog OS=Mus musculus 12.27722 20.27532
Q3TJ01 6 505 55.218 7.23
GN=Rtch PE=2 SV=1 8 077
Uncharacterized protein (Fragment) OS=Mus musculus 5.777777 20.22468
Q8C571 4 450 48.525 8.46
GN=Slc16al PE=2 SV=1 8 567
Exosome complex exonuclease RRP44 OS=Mus 6.889352 20.19681
QI9CSH3 6 958 108.769 7.53
musculus GN=Dis3 PE=1 SV=4 8 764
ADP-ribosylation factor 2 0S=Mus musculus GN=Arf2 37.56906 20.16149
Q8BSL7 5 181 20.733 6.58
PE=1SV=2 1 02
Eukaryotic translation initiation factor 3 subunit H 15.90909 20.11269
Q3TIKS 4 352 39.837 6.67
0S=Mus musculus GN=Eif3h PE=2 SV=1 1 641
Proteasome subunit beta type-4 OS=Mus musculus 18.93939 20.07509
P99026 4 264 29.097 5.64
GN=Psmb4 PE=1 SV=1 4 983
20.03957
Q6URWE Myosin-14 0S=Mus musculus GN=Myh14 PE=1 SV=1 335 6 2000 228.446 5.55
736
20.03957
K3W4R2 Myosin-14 0S=Mus musculus GN=Myh14 PE=1 SV=1 335 6 2000 228.422 5.58
736
Serine-threonine kinase receptor-associated protein 17.71428 19.90116
Q9z122 5 350 38.418 512
0S=Mus musculus GN=Strap PE=1 SV=2 6 715
Poly(rC)-binding protein 1 OS=Mus musculus 19.66292 19.84820
P60335 4 356 37.474 7.09
GN=Pcbpl PE=1 SV=1 1 008
Uncharacterized protein (Fragment) OS=Mus musculus 2355212 19.84422
QIcsu2 5 259 28.754 7.06
GN=Psmd14 PE=2 SV=1 4 719
Tubulin beta-5 chain (Fragment) OS=Mus musculus 68.18181 19.78140
G3UZR1 3 66 7.202 4.94
GN=Tubb5 PE=1 SV=8 8 688
Nucleophosmin OS=Mus musculus GN=Npm1 PE=1 27.62645 19.74652
QIDAY9 5 257 28.368 4.69
Sv=1 9 839
Nucleophosmin 1 OS=Mus musculus GN=Npm1 PE=2 24.31506 19.74652
Q5U438 5 292 32.568 477
sv=1 8 839
Nucleophosmin OS=Mus musculus GN=Npm1 PE=1 26.89393 19.74652
Q55QB0 5 264 29.506 459
sv=1 9 839
Q5SQB5 Nucleophosmin OS=Mus musculus GN=Npm1 PE=1 24.91228 5 285 31.703 477 19.74652
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sv=1 1 839
24.31506 19.74652

Q5SQB7 MCG68069 OS=Mus musculus GN=Npm1 PE=1 SV=1 5 292 32.54 4.77
8 839
Npm1 protein OS=Mus musculus GN=Npm1 PE=2 27.62645 19.74652

Q5BL09 5 257 28.367 4.72
Sv=1 9 839
Procollagen C-endopeptidase enhancer 1 (Fragment) 30.84112 19.71810

D3YZE3 5 214 23.233 5.9
0S=Mus musculus GN=Pcolce PE=1 SV=1 1 508
Endoplasmin (Fragment) OS=Mus musculus 20.64343 19.64404

F7C312 6 373 43.449 5.66
GN=Hsp90b1 PE=1 SV=1 2 702
28.66043 19.54106

Q8CF78 Uncharacterized protein OS=Mus musculus PE=2 SV=1 6 321 35.086 9.76
6 295
408 ribosomal protein S2 0S=Mus musculus GN=Rps2 19.52851

D3YWJ3 22.18543 6 302 32.085 9.92
PE=1SV=1 76
Uncharacterized protein OS=Mus musculus GN=Rps2 22.55892 19.52851

Q3UB36 6 297 31.662 10.24
PE=2 SV=1 3 76
408S ribosomal protein S2 (Fragment) OS=Mus musculus 24.90706 19.52851

D3YVC1 6 269 28.583 10.23
GN=Rps2 PE=1 SV=1 3 76
19.81424 19.52812

Q3TFK4 Annexin 0S=Mus musculus GN=Anxa3 PE=2 SV=1 5 323 36.304 59
1 099
60S acidic ribosomal protein P2 OS=Mus musculus 70.43478 19.51227

P99027 5 115 11.644 454
GN=Rplp2 PE=1 SV=3 3 88
Keratin, type 11 cytoskeletal 1 OS=Mus musculus 19.46341

P04104 6.122449 5 637 65.565 8.15
GN=Krtl PE=1 SV=4 801
Uncharacterized protein OS=Mus musculus GN=Hspa5 19.43615

Q3T147 12.21374 7 655 72.301 5.16
PE=2 SV=1 913
Uncharacterized protein OS=Mus musculus GN=Hspa5 19.43615

Q3TWF2 12.21374 7 655 72.419 5.22
PE=2 SV=1 913
Uncharacterized protein OS=Mus musculus GN=Hspa5 19.43615

Q9DC41 12.21374 7 655 72378 511
PE=2 SV=1 913
Uncharacterized protein OS=Mus musculus GN=Hspa5 19.43615

Q3U9G2 12.21374 7 655 72.361 5.16
PE=2 SV=1 913
Uncharacterized protein (Fragment) OS=Mus musculus 12.92407 19.43615

Q3U7T8 7 619 68.455 5.26
GN=Hspa5 PE=2 SV=1 1 913
Uncharacterized protein OS=Mus musculus GN=Hspa5 19.43615

Q3TKF8 12.21374 7 655 72.305 5.2
PE=2 SV=1 913
78 kDa glucose-regulated protein OS=Mus musculus 19.43615

P20029 12.21374 7 655 72377 5.16
GN=Hspa5 PE=1 SV=3 913
Brain acid soluble protein 1 0OS=Mus musculus 31.85840 19.41844

Q91XV3 5 226 22.074 451
GN=Baspl PE=1 SV=3 7 225
14.81481 19.36018

Q99KC3 Nop2 protein 0S=Mus musculus GN=Nop2 PE=2 SV=1 5 432 46.787 9.99
5 205
AOAIW2 Complement component 1, s subcomponent 2 0S=Mus 7.348703 19.35892

4 694 77.208 4.94
P7F1 musculus GN=C1s2 PE=1 SV=1 2 01
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Complement C1s-B subcomponent OS=Mus musculus 7.412790 19.35892
Q8CFG8 4 688 76.651 4.92
GN=C1sb PE=2 SV=1 7 01
Uncharacterized protein (Fragment) OS=Mus musculus 16.11374 19.31280
Q9CT23 6 422 49.536 6.02
GN=Eif3e PE=2 SV=1 4 315
Pre-mRNA-splicing factor ATP-dependent RNA
ADA0G2) 19.22778
helicase DHX15 OS=Mus musculus GN=Dhx15 PE=1 9.375 5 608 68.535 6.8
G10 487
Sv=1
Uncharacterized protein (Fragment) OS=Mus musculus 19.22651
Q3UF49 14.53202 3 406 45.332 5.4
GN=Atplal PE=2 SV=1 339
Uncharacterized protein OS=Mus musculus GN=Hnrnpl 12.33108 19.15521
Q3UMT7 4 592 64.035 753
PE=2 SV=1 1 073
Keratin, type | cytoskeletal 15 OS=Mus musculus 9.955752 19.12908
Q61414 5 452 49.107 4.86
GN=Krt15 PE=1 SV=2 2 125
Keratin 15, isoform CRA_a OS=Mus musculus 9.868421 19.12908
B1AQ77 5 456 49.463 4.86
GN=Krt15 PE=1 SV=1 1 125
ADA087TW Fibronectin (Fragment) OS=Mus musculus GN=Fn1 19.11082
28.75 5 160 17.733 8.54
Qws PE=1SV=1 935
19.07252
Q97178 Fibronectin (Fragment) OS=Mus musculus PE=4 SV=1 30 5 190 20.699 4.63
86
Poly(RC) binding protein 2 0S=Mus musculus 18.28254 19.00358
B2M1R7 5 361 38.126 6.79
GN=Pcbp2 PE=2 SV=1 8 248
Poly(rC)-binding protein 2 0S=Mus musculus 18.23204 19.00358
Q61990 5 362 38.197 6.79
GN=Pcbp2 PE=1 SV=1 4 248
Uncharacterized protein OS=Mus musculus GN=Pcbp2 20.49689 19.00358
Q3TT81 5 322 33.905 8.24
PE=2 SV=1 4 248
Putative ubiquitin-specific protease OS=Mus musculus 1.877934 18.99854
Q91XW2 4 2556 291.991 6.09
GN=Usp9y PE=2 SV=1 3 326
Ubiquitin-specific peptidase 9, Y chromosome OS=Mus 1.877934 18.99854
F8VPUB 4 2556 292,081 6.07
musculus GN=Usp9y PE=1 SV=1 3 326
Uncharacterized protein OS=Mus musculus GN=Vim 13.94849 18.99726
Q3TFD9 4 466 53.656 51
PE=2 SV=1 8 963
Uncharacterized protein OS=Mus musculus GN=Vim 13.94849 18.99726
Q3u6s1 4 466 53.641 512
PE=2 SV=1 8 963
Uncharacterized protein OS=Mus musculus GN=Vim 13.94849 18.99726
Q3Vv2s4 4 466 53.715 5.12
PE=2 SV=1 8 963
13.94849 18.99726
P20152 Vimentin OS=Mus musculus GN=Vim PE=1 SV=3 4 466 53.655 5.12
8 963
Uncharacterized protein (Fragment) OS=Mus musculus 16.04938 18.99726
Q3UD36 4 405 47.148 4.89
GN=Vim PE=2 SV=1 3 963
Uncharacterized protein (Fragment) OS=Mus musculus 20.19704 18.96917
Q9Ccvis 5 203 21.35 8.38
GN=Krt6a PE=2 SV=1 4 844
Proteasome subunit alpha type-7-like OS=Mus musculus 18.90601
QICWH6 248 5 250 27.849 8.69
GN=Psma8 PE=1 SV=1 921
Q6P5F9 Exportin-1 0S=Mus musculus GN=Xpol PE=1 SV=1 7.843137 7 1071 123.013 6.07 18.88219
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3 166
DNA helicase 0S=Mus musculus GN=Mcm6 PE=2 7.673568 18.85610
Q3ucio 5 6 821 92.806 5.54
Sv=1 8 652
Uncharacterized protein OS=Mus musculus GN=Eif2s3y 18.64406 18.75271
Q9D791 6 10 472 51.238 8.6
PE=2 SV=1 8 988
AOAO0AD Nucleolar protein 58 OS=Mus musculus GN=Nop58 11.03603 18.75201
4 7 444 50.032 9.42
MQ76 PE=1SV=1 6 821
Uncharacterized protein OS=Mus musculus GN=Psmd8 21.17263 18.69734
Q3TVYOD 4 7 307 34.805 8.87
PE=2 SV=1 8 859
Uncharacterized protein OS=Mus musculus GN=Psmd8 2249134 18.69734
Q3TW90 4 7 289 32721 6.38
PE=2 SV=1 9 859
Uncharacterized protein OS=Mus musculus GN=Psmd8 2249134 18.69734
Q8BKP5 4 7 289 32.688 6.37
PE=2 SV=1 9 859
26S proteasome non-ATPase regulatory subunit 8 22.49134 18.69734
Q9CPS5 4 7 289 32.748 6.38
0S=Mus musculus GN=Psmd8 PE=1 SV=2 9 859
26S proteasome non-ATPase regulatory subunit 8 18.41359 18.69734
QI9CX56 4 7 353 39.905 9.58
0S=Mus musculus GN=Psmd8 PE=1 SV=2 8 859
Uncharacterized protein 0S=Mus musculus GN=Psmd8 35.51912 18.69734
Q3us17 4 7 183 21.306 5.39
PE=2 SV=1 6 859
Proteasome (Prosome, macropain) 26S subunit,
25.29182 18.69734
Q99JB5 non-ATPase, 8 0S=Mus musculus GN=Psmd8 PE=2 4 7 257 29.919 6.38
9 859
Sv=1
Uncharacterized protein (Fragment) OS=Mus musculus 30.53097 18.65099
QICQM4 4 10 226 25.861 8.25
GN=Lars PE=2 SV=1 3 287
Heat shock protein HSP 90-beta (Fragment) OS=Mus 40.78947 18.62338
D3Z1R1 4 9 76 8.71 453
musculus GN=Hsp90ab1 PE=1 SV=1 4 471
60S acidic ribosomal protein PO (Fragment) OS=Mus 42.75862 1858113
D3YVM5 5 8 145 16.046 9.67
musculus GN=Rplp0 PE=1 SV=1 1 492
A0A0G2] Serine/threonine-protein phosphatase (Fragment) 12.32876 18.52187
4 6 292 3329 573
FF1 0S=Mus musculus GN=Ppplcc PE=1 SV=1 7 681
Inter-alpha-trypsin inhibitor heavy chain H2 (Fragment) 10.17699 18.50437
Q3UEG7 4 7 452 50.711 6.21
0S=Mus musculus GN=Itih2 PE=1 SV=1 1 546
28.46153 18.49677
Q99JU9 Psatl protein OS=Mus musculus GN=Psat1 PE=2 SV=1 3 6 130 14.797 8.43
8 563
Ubiquitin-like modifier-activating enzyme 1 Y OS=Mus 18.46931
P31254 4.442344 5 7 1058 117.962 5.55
musculus GN=Ubaly PE=1 SV=2 243
ADA1BOG Proteasome endopeptidase complex OS=Mus musculus 22.68907 18.42057
5 6 238 26.479 6.54
S70 GN=Psmal PE=1 SV=1 6 264
GTP-binding nuclear protein Ran, testis-specific isoform 16.66666 18.36439
Q61820 4 6 216 24.436 6.54
0S=Mus musculus GN=Rasl2-9 PE=2 SV=1 7 323
60S acidic ribosomal protein PO (Fragment) OS=Mus 29.41176 18.32339
S4RIN1 5 7 221 24.063 8.78
musculus GN=Rplp0 PE=1 SV=1 5 907
AO0A087W Nucleolar protein 58 (Fragment) OS=Mus musculus 30.98591 18.32116
5 6 213 23.928 7.47
Q46 GN=Nop58 PE=1 SV=1 5 961
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Integrin alpha-V OS=Mus musculus GN=Itgav PE=1 9.099616 18.30349

P43406 5 1044 115.287 5.63
sv=2 9 66
Integrin alpha-V OS=Mus musculus GN=Itgav PE=1 9.424603 18.30349

A2AKIS 5 1008 111.441 5.67
Sv=1 2 66
AOAOF7I Alpha v integrin OS=Mus musculus GN=Itgav PE=2 9.099616 18.30349

5 1044 115.205 5.68
Q06 Sv=1 9 66
Aminopeptidase (Fragment) OS=Mus musculus 4.797979 18.25997

Q3TTA8 4 792 91.189 6.28
GN=Lnpep PE=2 SV=1 8 376
ADAIW2 T-complex protein 1 subunit beta (Fragment) OS=Mus 54.11764 18.21716

4 85 9.069 4.93
P828 musculus GN=Cct2 PE=1 SV=1 7 428
Guanine nucleotide-binding protein G(i) subunit alpha-2 22.81690 18.21476

P08752 5 355 40.463 5.45
0S=Mus musculus GN=Gnai2 PE=1 SV=5 1 889
Keratin, type 11 cytoskeletal 2 oral 0S=Mus musculus 6.060606 18.20925

Q3uv17 5 594 62.806 8.43
GN=Krt76 PE=1 SV=1 1 999
Hist2h2bb protein OS=Mus musculus GN=Hist2h2bb 31.66666 18.17258

Q8VEE3 4 120 13.302 10.29
PE=2 SV=1 7 072
26S proteasome non-ATPase regulatory subunit 3 21.62162 18.15685

F7B7L8 4 222 25.452 10.11
(Fragment) OS=Mus musculus GN=Psmd3 PE=1 SV=1 2 463
Platelet-activating factor acetylhydrolase 1B subunit 16.82926 18.09567

Q3TIKO 4 410 46.776 7.37
alpha OS=Mus musculus GN=Pafahlbl PE=2 SV=1 8 38
Platelet-activating factor acetylhydrolase IB subunit 16.82926 18.09567

Q3UGR6 4 410 46.712 7.21
alpha OS=Mus musculus GN=Pafah1bl PE=2 SV=1 8 38
Platelet-activating factor acetylhydrolase 1B subunit 16.82926 18.09567

Q3TJG1 4 410 46.624 7.37
alpha OS=Mus musculus GN=Pafah1bl PE=2 SV=1 8 38
Platelet-activating factor acetylhydrolase IB subunit 16.82926 18.09567

P63005 4 410 46.64 7.37
alpha OS=Mus musculus GN=Pafah1bl PE=1 SV=2 8 38
Heat shock protein 1-like protein OS=Mus musculus 10.14040 18.09299

B2CSK2 5 641 70.563 6.24
PE=3 SV=1 6 755
Heat shock 70 kDa protein 1-like OS=Mus musculus 10.14040 18.09299

P16627 5 641 70.593 6.24
GN=Hspall PE=1 SV=4 6 755
Keratin, type 11 cytoskeletal 1b OS=Mus musculus 5.069930 18.05658

Q6IFZ6 5 572 61.322 8.02
GN=Krt77 PE=1 SV=1 1 412
5.078809 18.05658

QOBEK4 Keratin 77 OS=Mus musculus GN=Krt77 PE=2 SV=1 5 571 61.265 8.02
1 412
Cytoplasmic dynein heavy chain (Fragment) OS=Mus 16.43192 18.05513

008821 3 213 23.69 7.58
musculus GN=Dync1hl PE=2 SV=1 5 763
Nucleolar protein 56 (Fragment) OS=Mus musculus 25.22522 18.02398

F7CHQ7 4 222 24.435 9.44
GN=Nop56 PE=1 SV=1 5 133
Uncharacterized protein (Fragment) OS=Mus musculus 9.710144 17.97964

Q3Vv0z8 6 690 76.71 8.6
GN=Ddx5 PE=2 SV=1 9 12
Probable ATP-dependent RNA helicase DDX5 OS=Mus 10.91205 17.97964

Q61656 6 614 69.247 8.92
musculus GN=Ddx5 PE=1 SV=2 2 12
DEAD (Asp-Glu-Ala-Asp) box polypeptide 5 OS=Mus 10.89430 17.97964

Q8BTS0 6 615 69.223 8.92
musculus GN=Ddx5 PE=1 SV=1 9 12
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DEAD (Asp-Glu-Ala-Asp) box polypeptide 5 OS=Mus 10.89430 17.97964

A1L333 6 615 69.237 8.98
musculus GN=Ddx5 PE=2 SV=1 9 12
Ddx5 protein (Fragment) OS=Mus musculus GN=Ddx5 10.33950 17.97964

Q5U222 6 648 72.872 9
PE=2 SV=1 6 12
Programmed cell death protein 6 OS=Mus musculus 26.70157 17.95421

P12815 4 191 21.854 5.4
GN=Pdcd6 PE=1 SV=2 1 767
AO0AIW2 T-complex protein 1 subunit beta OS=Mus musculus 35.35911 17.93367

4 181 19.559 7.31
P6Q3 GN=Cct2 PE=1 SV=1 6 577
DIP2 disco-interacting protein 2 homolog B (Drosophila) 4.477611 17.87460

B2RQC7 4 1340 146.603 8.03
0S=Mus musculus GN=Dip2b PE=1 SV=1 9 017
Disco-interacting protein 2 homolog B 0S=Mus 4.474272 17.87460

D375G8 4 1341 146.674 8.03
musculus GN=Dip2b PE=1 SV=1 9 017
Probable ubiquitin carboxyl-terminal hydrolase FAF-X 5.033112 17.84316

E9PWA9 3 755 86.459 5.77
(Fragment) OS=Mus musculus GN=Usp9x PE=1 SV=8 6 778
Uncharacterized protein (Fragment) OS=Mus musculus 17.84316

Q8C7T5 5.026455 3 756 86.574 5.72
GN=Usp9x PE=2 SV=2 778
Fatty acid synthase (Fragment) OS=Mus musculus 27.81065 17.81399

089060 3 169 18.315 5.06
GN=Fasn PE=2 SV=1 1 989
DnaJ homolog subfamily A member 1 (Fragment) 2158273 17.71231

B1AXY1 3 278 30.977 8.35
0S=Mus musculus GN=Dnajal PE=1 SV=1 4 651
Uncharacterized protein (Fragment) OS=Mus musculus 20.35794 17.69260

Q3TVCsS 6 447 50.742 6.93
GN=Rars PE=2 SV=1 2 728
4F2 cell-surface antigen heavy chain OS=Mus musculus 16.73003 17.67563

P10852 7 526 58.3 5.91
GN=Slc3a2 PE=1 SV=1 8 403
Uncharacterized protein OS=Mus musculus GN=SIc3a2 16.73003 17.67563

Q8BTJ9 7 526 58.197 5.91
PE=2 SV=1 8 403
Uncharacterized protein OS=Mus musculus GN=SIc3a2 16.73003 17.67563

Q3TN39 7 526 58.291 5.81
PE=2 SV=1 8 403
DNA replication licensing factor MCM5 OS=Mus 4.911323 17.66927

P49718 3 733 82.29 8.43
musculus GN=Mcm5 PE=1 SV=1 3 624
DNA helicase 0S=Mus musculus GN=Mcm5 PE=1 4.904632 17.66927

Q52KC3 3 734 82.354 8.29
Sv=1 2 624
DNA helicase 0S=Mus musculus GN=Mcm5 PE=2 4.904632 17.66927

Q8BQ03 3 734 82.296 8.38
Sv=1 2 624
Structural maintenance of chromosomes protein 4 4.510108 17.65145

Q8CG47 5 1286 146.803 73
0S=Mus musculus GN=Smc4 PE=1 SV=1 9 504
Structural maintenance of chromosomes protein 4.769736 17.65145

Q6P7V9 5 1216 139.433 8.05
0S=Mus musculus GN=Smc4 PE=2 SV=1 8 504
Structural maintenance of chromosomes protein 4.599524 17.65145

E9Q2X6 5 1261 144117 7.58
0S=Mus musculus GN=Smc4 PE=1 SV=1 2 504
Uncharacterized protein OS=Mus musculus GN=Wars 20.42105 17.63794

Q3UDG2 6 475 53.591 7.27
PE=2 SV=1 3 398
17.63794

Q4F)Z4 Wars protein OS=Mus musculus GN=Wars PE=2 SV=1 20.16632 6 481 54.291 6.89
398
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Uncharacterized protein OS=Mus musculus GN=Wars 20.42105 17.63794

Q3usU7 6 475 53.607 7.08
PE=2 SV=1 3 398
Tryptophan--tRNA ligase, cytoplasmic OS=Mus 17.63794

P32921 20.16632 6 481 54.323 6.89
musculus GN=Wars PE=1 SV=2 398
Peroxiredoxin-1 (Fragment) OS=Mus musculus 56.09756 17.54889

B1AXW4 5 123 13.623 7.24
GN=Prdx1 PE=1 SV=1 1 25
Eukaryotic initiation factor 4A-11 OS=Mus musculus 14.10256 17.51801

E9Q561 5 312 36.143 7.49
GN=Eif4a2 PE=1 SV=1 4 61
21.46118 17.47384

Q99JK2 Lars protein OS=Mus musculus GN=Lars PE=2 SV=1 8 438 49.808 6.89
7 727
Splicing factor 3B subunit 1 OS=Mus musculus 6.365030 17.42149

G5E866 6 1304 145.738 7.09
GN=Sf3bl PE=1 SV=1 7 806
Splicing factor 3B subunit 1 OS=Mus musculus 6.365030 17.42149

Q99NB9 6 1304 145.724 7.09
GN=Sf3bl PE=1 SV=1 7 806
ADA1BOG RuvB-like helicase (Fragment) OS=Mus musculus 20.25316 17.41274

4 237 25.666 8.12
RW3 GN=Ruvbl2 PE=1 SV=1 5 071
Keratin, type 11 cytoskeletal 72 0S=Mus musculus 3.653846 17.33019

Q6IME9 2 520 56.715 74
GN=Krt72 PE=3 SV=1 2 495
Rho-related GTP-binding protein RhoC OS=Mus 18.79194 17.30260

H3BL56 3 149 17.04 5
musculus GN=Rhoc PE=1 SV=1 6 444
Rho-related GTP-binding protein RhoC OS=Mus 1450777 17.30260

Q62159 3 193 21.992 6.58
musculus GN=Rhoc PE=1 SV=2 2 444
Exportin-2 (Fragment) OS=Mus musculus GN=Cse1l 13.22188 17.28444

F6ZEW4 7 658 74.36 6.18
PE=1SV=1 4 29
Sodium/potassium-transporting ATPase subunit alpha 6.711409 17.22360

Q8ROE8 3 745 82.381 5.36
(Fragment) OS=Mus musculus GN=Atpla3 PE=2 SV=1 4 539
Sodium/potassium-transporting ATPase subunit alpha 11.16071 17.22360

Q8ROBO 3 448 49.541 533
(Fragment) OS=Mus musculus GN=Atpla3 PE=2 SV=1 4 539
Sodium/potassium-transporting ATPase subunit alpha 10.28806 17.22360

Q8R3A9 3 486 53.816 531
(Fragment) OS=Mus musculus GN=Atpla2 PE=2 SV=1 6 539
Erythrocyte protein band 4.1-like 3 0S=Mus musculus 8.288482 17.10248

B6ZHD1 6 929 103.305 5.29
GN=Epb4113 PE=2 SV=1 2 041
Band 4.1-like protein 3 0S=Mus musculus GN=Epb4113 8.288482 17.10248

QIWV92 6 929 103.274 531
PE=1SV=1 2 041
Erythrocyte protein band 4.1-like 3 isoform B OS=Mus 8.452250 17.10248

DOVYV6 6 911 101.356 533
musculus GN=Epb4113 PE=2 SV=1 3 041
130kDa Protein 4.1B MEF cell isoform OS=Mus 8.789954 17.10248

ATYY80 6 876 97.538 543
musculus GN=Epb41I3 PE=2 SV=1 3 041
Citrate synthase, mitochondrial 0S=Mus musculus 13.14655 17.08248

Q9CzZuU6 5 464 51.703 8.57
GN=Cs PE=1 SV=1 2 067
Myh9 protein OS=Mus musculus GN=Myh9 PE=2 17.08038

Q14B05 31.06383 7 235 26.33 5.63
sv=1 592
Uncharacterized protein OS=Mus musculus GN=Myh9 17.08038

Q8BIM8 36.5 7 200 22.309 6.99
PE=2 SV=1 592
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28.88888 17.00199
Q3TET3 Annexin OS=Mus musculus GN=Anxa3 PE=1 SV=1 4 180 19.991 8.09
9 175
AO0A140L Mitotic checkpoint protein BUB3 OS=Mus musculus 30.24691 16.99953
6 324 36.743 6.84
HA2 GN=Bub3 PE=1 SV=1 4 723
Mitotic checkpoint protein BUB3 OS=Mus musculus 16.99953
QI9WVA3 30.06135 6 326 36.931 6.84
GN=Bub3 PE=1 SV=2 723
Uncharacterized protein (Fragment) OS=Mus musculus 27.43362 16.95472
Q8BSzZ3 4 226 24.967 4.49
GN=Npm1 PE=2 SV=1 8 074
Uncharacterized protein OS=Mus musculus GN=Npm1 21.23287 16.95472
Q3U536 4 292 32.544 4.77
PE=2 SV=1 7 074
Uncharacterized protein (Fragment) OS=Mus musculus 16.95472
Q3UDA7 31 4 200 2211 4.36
GN=Npm1 PE=2 SV=1 074
Glutamine--fructose-6-phosphate aminotransferase
7.604017 16.94628
P47856 [isomerizing] 1 OS=Mus musculus GN=Gfpt1 PE=1 4 697 78.489 6.84
2 62
Sv=3
Uncharacterized protein OS=Mus musculus GN=Copa 8.085106 16.94385
Q8BTF3 3 470 51.971 5.69
PE=2 SV=1 4 457
Uncharacterized protein (Fragment) 0S=Mus musculus 16.87874
Q3uws7 15.89404 6 604 69.514 5.87
GN=lars PE=2 SV=1 866
Uncharacterized protein (Fragment) 0S=Mus musculus 13.26923 16.87199
Q3UEMS8 6 520 56.858 5.59
GN=Hspa5 PE=2 SV=1 1 807
29.95594 16.80415
F8WGL3 Cofilin-1 0S=Mus musculus GN=Cfl1 PE=1 SV=1 5 227 24.561 8.03
7 13
40.96385 16.80415
P18760 Cofilin-1 0S=Mus musculus GN=Cfl1 PE=1 SV=3 5 166 18.548 8.09
5 13
Uncharacterized protein OS=Mus musculus GN=Cfl1 29.69432 16.80415
Q9CX22 5 229 24.78 8.34
PE=2 SV=1 3 13
Aminoacyl tRNA synthase complex-interacting
16.70949
Q8R010 multifunctional protein 2 0S=Mus musculus GN=Aimp2 21.875 4 320 35.355 7.83
221
PE=1SV=2
Tubulin beta-1 chain 0S=Mus musculus GN=Tubb1 2.439024 16.68179
A2AQ07 2 451 50.409 5.07
PE=1SV=1 4 893
Carbo: i E 0S=Mus GN=Cpe PE=1 13.86554 16.53221
Q00493 5 476 53.222 5.19
Sv=2 6 369
Proteasome subunit alpha type OS=Mus musculus 28.73563 16.51990
Q3UCF0 6 261 29.434 7.72
GN=Psma4 PE=2 SV=1 2 271
Proteasome subunit alpha type-4 OS=Mus musculus 37.93103 16.51990
Q9R1PO 7 261 29.452 7.72
GN=Psma4 PE=1 SV=1 4 271
Uncharacterized protein OS=Mus musculus GN=Vim 9.442060 16.50971
Q3UAX1 3 466 53.525 5.2
PE=2 SV=1 1 031
Uncharacterized protein OS=Mus musculus GN=M6pr 20.86330 16.49723
Q3UF03 4 278 31.182 5.39
PE=2 SV=1 9 244
Cation-dependent mannose-6-phosphate receptor 20.86330 16.49723
P24668 4 278 31.152 5.39
0S=Mus musculus GN=M6pr PE=1 SV=1 9 244
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26S proteasome non-ATPase regulatory subunit 8 13.43873 16.39285

Q3TG45 3 253 28.508 6.79
0S=Mus musculus GN=Psmd8 PE=1 SV=1 5 827
Nucleolar protein 56 (Fragment) OS=Mus musculus 16.30917

A2APD7 17.22973 3 296 32.962 9.29
GN=Nop56 PE=1 SV=1 263
Poly(rC)-binding protein 3 0S=Mus musculus 11.32075 16.28364

P57722 3 371 39.269 7.52
GN=Pcbp3 PE=1 SV=3 5 396
Uncharacterized protein OS=Mus musculus GN=Pcbp2 19.78417 16.28364

Q3TF69 4 278 29.564 6.68
PE=2 SV=1 3 396
Poly(rC)-binding protein 3 0S=Mus musculus 18.58407 16.28364

E9Q7D8 3 226 24102 8.87
GN=Pcbp3 PE=1 SV=1 1 396
Pchp3 protein OS=Mus musculus GN=Pcbp3 PE=2 16.28364

Q8CFQ6 16.86747 3 249 26.477 8.87
Sv=1 396
Uncharacterized protein OS=Mus musculus GN=Hspa5 9.618320 16.26943

Q3U6V3 6 655 72.337 5.08
PE=2 SV=1 6 946
Uncharacterized protein 0S=Mus musculus GN=Myl6 4571428 16.25617

Q3TIGY 4 105 11.718 4.87
PE=2 SV=1 6 552
Alpha actinin 1a 0S=Mus musculus GN=Actn1 PE=1 16.24998

A1BN54 8.680947 6 887 102.655 5.48
Sv=1 415
Alpha-actinin-1 0S=Mus musculus GN=Actnl PE=1 16.24998

Q7TPR4 8.632287 6 892 103.004 5.38
Sv=1 415
9.242144 16.23036

QI1YH5 Atlastin-3 0S=Mus musculus GN=AtI3 PE=1 SV=1 3 541 60.537 6.1
2 385
9.328358 16.23036

E9PYT3 Atlastin-3 0S=Mus musculus GN=AtI3 PE=1 SV=1 3 536 60.193 5.81
2 385
Protein transport protein Sec31A OS=Mus musculus 6.341463 16.20213

Q3UPLO 5 1230 133.486 6.76
GN=Sec31a PE=1 SV=2 4 151
Lysosomal alpha-glucosidase OS=Mus musculus 7.974816 16.19655

P70699 4 953 106.18 5.83
GN=Gaa PE=1 SV=2 4 943
AO0A140LI Protein arginine N-methyltransferase 1 (Fragment) 15.68627 16.18288

2 153 17.418 6.28
33 0S=Mus musculus GN=Prmt1 PE=1 SV=1 5 803
Predicted gene 15294 OS=Mus musculus GN=Gm15294 14.04958 16.15890

VIGXAT 1 121 12.957 7.66
PE=1SV=1 7 574
Eukaryotic translation initiation factor 3 subunit M 23.14049 16.12261

A2AT702 3 242 27.861 717
0S=Mus musculus GN=Eif3m PE=1 SV=1 6 248
Keratin, type 11 cytoskeletal 4 OS=Mus musculus 5.142857 16.09461

P07744 4 525 56.248 8.15
GN=Krt4 PE=1 SV=2 1 188
Bifunctional purine biosynthesis protein PURH OS=Mus 14.18918 16.02709

QICwi9 4 592 64.177 6.76
musculus GN=Atic PE=1 SV=2 9 079
Phosphoglycerate mutase 2 0S=Mus musculus 10.67193 16.00107

070250 3 253 28.809 85
GN=Pgam2 PE=1 SV=3 7 36
13.15789 15.87310

Q3un2 Tetraspanin OS=Mus musculus GN=Cd82 PE=1 SV=1 4 266 29.609 5.02
5 135
Gapdh protein OS=Mus musculus GN=Gapdh PE=2 15.86282

Q4vBD1 25 4 136 14.92 5.48
sv=1 945
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Methionine--tRNA ligase, cytoplasmic OS=Mus 6.651884 15.84816

Q68FL6 4 902 101.366 7.14
musculus GN=Mars PE=1 SV=1 7 408
Methionine--tRNA ligase, cytoplasmic OS=Mus 6.593406 15.84816

E9QB02 4 910 102.308 6.92
musculus GN=Mars PE=1 SV=1 6 408
Uncharacterized protein OS=Mus musculus GN=Dnm2 7.019562 15.79732

Q3TBU6 3 869 97.942 7.44
PE=2 SV=1 7 776
7.011494 15.79732

G3X9G4 Dynamin-2 OS=Mus musculus GN=Dnm2 PE=1 SV=1 3 870 98.013 7.44
3 776
7.093023 15.79732

Q3T9X3 Dynamin-2 0S=Mus musculus GN=Dnm2 PE=1 SV=1 3 860 97.135 7.62
3 776
Dynamin-2 (Fragment) OS=Mus musculus GN=Dnm2 15.79732

G3Uzz3 7.55886 3 807 91.614 8.19
PE=1SV=1 776
7.011494 15.79732

P39054 Dynamin-2 0S=Mus musculus GN=Dnm2 PE=1 SV=2 3 870 98.084 7.43
3 776
7.011494 15.79732

F8WIV5 Dynamin-2 0S=Mus musculus GN=Dnm2 PE=1 SV=2 3 870 98.036 7.64
3 776
7.019562 15.79732

Q3TCR7 Dynamin-2 0S=Mus musculus GN=Dnm2 PE=1 SV=1 3 869 97.926 7.44
7 776
Ubiquitin carboxyl-terminal hydrolase 5 0S=Mus 4.545454 15.73966

P56399 3 858 95.772 5.01
musculus GN=Usp5 PE=1 SV=1 5 98
Ubiquitinyl hydrolase 1 OS=Mus musculus GN=Usp5 4.670658 15.73966

Q3u4ws 3 835 93.295 5.06
PE=1SV=1 7 98
Uncharacterized protein (Fragment) OS=Mus musculus 19.64735 15.72654

Q3UAZ3 6 397 45.89 6.98
GN=Rars PE=2 SV=1 5 271
Nckap1 protein (Fragment) OS=Mus musculus 3.442188 15.67045

A1LOUG 3 1133 129.296 6.68
GN=Nckap1 PE=2 SV=1 9 116
Nck-associated protein 1 OS=Mus musculus 3.457446 15.67045

P28660 3 1128 128.7 6.62
GN=Nckapl PE=1 SV=2 8 116
Nck-associated protein 1 OS=Mus musculus 3.439153 15.67045

A2AS98 3 1134 129.427 6.68
GN=Nckap1 PE=1 SV=1 4 116
GDP-mannose 4,6 dehydratase OS=Mus musculus 23.92473 15.67011

Q8KO0C9 7 372 41.958 7.03
GN=Gmds PE=1 SV=1 1 833
Platelet-activating factor acetylhydrolase 1B subunit 13.17073 15.64955

Q3UH92 3 410 46.612 7.37
alpha OS=Mus musculus GN=Pafahlbl PE=2 SV=1 2 711
Platelet-activating factor acetylhydrolase 1B subunit 13.81074 15.64955

Q3UHMO 3 391 44.459 7.36
alpha OS=Mus musculus GN=Pafahlbl PE=2 SV=1 2 711
Complement component 1, r subcomponent OS=Mus 6.930693 15.62858

Q56616 4 707 80.045 5.72
musculus GN=C1lra PE=2 SV=1 1 939
Complement C1r-A subcomponent OS=Mus musculus 6.930693 15.62858

Q8CG16 4 707 80.022 5.66
GN=Clra PE=1 SV=1 1 939
Uncharacterized protein (Fragment) OS=Mus musculus 23.18840 15.60445

Q3UAT73 4 207 22.737 8.54
GN=Dync1hl PE=2 SV=1 6 547
Ras-related protein R-Ras2 OS=Mus musculus 17.15686 15.59821

P62071 3 204 23.385 6.01
GN=Rras2 PE=1 SV=1 3 725
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Uncharacterized protein (Fragment) OS=Mus musculus 15.58687

Q8c9z1 50 2 56 6.831 10.36
GN=Tnc PE=2 SV=1 901
Keratin intermediate filament 16a OS=Mus musculus 11.60337 15.57753

Q9EQD6 6 474 52.021 5.2
GN=K16 PE=3 SV=1 6 825
Keratin intermediate filament 16b OS=Mus musculus 11.62790 15.57753

Q9EQD7 6 473 51.933 5.2
GN=K16 PE=3 SV=1 7 825
11.72707 15.57753

Q3SYP5 Keratin 16 0S=Mus musculus GN=Krt16 PE=1 SV=1 6 469 51.574 5.2
9 825
11.70212 15.57753

Q3ZAWS8 Keratin 16 OS=Mus musculus GN=Krt16 PE=2 SV=1 6 470 51.661 5.2
8 825
Uncharacterized protein OS=Mus musculus GN=Ddx5 9.593495 15.55167

Q3UXW3 5 615 69.183 8.92
PE=2 SV=1 9 961
Acly protein (Fragment) 0S=Mus musculus GN=Acly 45.64102 15.51655

Q99KO05 7 195 21.679 8.4
PE=2 SV=1 6 626
ADA0ABY Inosine-5'-monophosphate dehydrogenase 2 (Fragment) 10.88709 15.50898

2 248 27.192 5.14
Xs4 0S=Mus musculus GN=Impdh2 PE=1 SV=1 7 433
Ferritin heavy chain 0S=Mus musculus GN=Fth1 PE=1 51.64835 15.46778

P09528 6 182 21.053 5.88
Sv=2 2 059
Tetraspanin (Fragment) 0S=Mus musculus GN=Tspan4 16.88311 15.41219

D3z0B7 2 154 16.607 8
PE=1SV=1 7 854
Tetraspanin (Fragment) OS=Mus musculus GN=Tspan4 16.45569 15.41219

D3z0T3 2 158 17.184 6.98
PE=1SV=1 6 854
Ribosomal protein L15 OS=Mus musculus GN=Rpl15 19.11764 15.38643

Q5M8Q0 3 204 24.131 11.62
PE=2 SV=1 7 789
Ribosomal protein L15 OS=Mus musculus GN=Rpl15 19.11764 15.38643

Q3U7D2 3 204 24.131 11.62
PE=2 SV=1 7 789
Ribosomal protein L15 OS=Mus musculus 19.11764 15.38643

E9QAZ2 3 204 24.062 11.58
GN=Gm10020 PE=3 SV=1 7 789
Ras-related protein Rab-35 OS=Mus musculus 29.35323 15.34412

Q6PHN9 5 201 23.011 8.29
GN=Rab35 PE=1 SV=1 4 193
C-1-tetrahydrofolate synthase, cytoplasmic OS=Mus 9.304812 15.31934

Q922D8 6 935 101.136 7.14
musculus GN=Mthfd1l PE=1 SV=4 8 5
ADAIW2 C-1-tetrahydrofolate synthase, cytoplasmic OS=Mus 8.476821 15.31934

5 755 81.99 7.23
P733 musculus GN=Mthfd1 PE=1 SV=1 2 5
Uncharacterized protein OS=Mus musculus GN=Mthfd1 9.304812 15.31934

Q3TW74 6 935 101.106 7.27
PE=2 SV=1 8 5
Uncharacterized protein (Fragment) OS=Mus musculus 15.31934

Q3UZH3 9.284952 6 937 101.404 6.99
GN=Mthfdl PE=2 SV=1 5
FlIna protein (Fragment) OS=Mus musculus GN=FIna 23.28244 15.31360

QAFZG4 4 262 27.658 8.75
PE=2 SV=1 3 292
Lnpep protein OS=Mus musculus GN=Lnpep PE=2 6.722689 15.29359

Q6NY09 4 595 67.603 5.16
sv=1 1 484
Uncharacterized protein OS=Mus musculus GN=Lnpep 15.29359

Q8BZ14 5.788712 4 691 78.913 5.43
PE=2 SV=1 484
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Proteasome subunit alpha type OS=Mus musculus 27.05882 15.28958
Q58EV4 6 255 28.387 5.44
GN=Psma3 PE=1 SV=1 4 69
Proteasome subunit alpha type OS=Mus musculus 27.05882 15.28958
Q9DCD8 6 255 28.472 5.57
GN=Psma3 PE=2 SV=1 4 69
T-complex polypeptide 1 (Fragment) OS=Mus musculus 40.15151 15.26021
Q6LBLY 4 132 14.546 5.59
GN=Tcp-1 PE=4 SV=1 5 242
T-complex polypeptide 1 (Fragment) OS=Mus musculus 41.73228 15.26021
Q62291 4 127 13.967 5.34
GN=Tcp-1 PE=4 SV=1 3 242
Histone H2B type 3-B OS=Mus musculus 26.19047 15.24752
Q8CGPO 3 126 13.9 10.32
GN=Hist3h2bb PE=1 SV=3 6 164
Histone H2B type 3-A OS=Mus musculus 26.19047 15.24752
Q9D2U9 3 126 13.986 10.37
GN=Hist3h2ba PE=1 SV=3 6 164
Histone H2B type 2-E OS=Mus musculus 26.19047 15.24752
Q64524 3 126 13.985 10.32
GN=Hist2h2be PE=1 SV=3 6 164
Prostacyclin synthase OS=Mus musculus GN=Ptgis 11.19842 15.24589
Q8BXCO0 3 509 57.733 8.65
PE=1SV=1 8 014
Prostacyclin synthase OS=Mus musculus GN=Ptgis 11.37724 15.24589
035074 3 501 57.011 6.73
PE=1SV=1 6 014
Laminin B1 subunit 1 0S=Mus musculus GN=Lamb1 2.617230 15.21043
BY9EKBO 4 1834 202.283 5.01
PE=2 SV=1 1 1
Laminin subunit beta-1 OS=Mus musculus GN=Lamb1 15.21043
P02469 2.68757 4 1786 196.961 4.94
PE=1SV=3 11
Lamb1-1 protein (Fragment) OS=Mus musculus 4.878048 15.21043
Q8K271 4 984 107.714 4.88
GN=Lamb1 PE=2 SV=1 8 11
Uncharacterized protein (Fragment) OS=Mus musculus 5.268935 15.21043
QICRX6 4 911 99.728 479
GN=Lamb1 PE=2 SV=1 2 11
Uncharacterized protein OS=Mus musculus GN=Lamb1 2.617230 15.21043
Q3UHL7 4 1834 202.313 5.01
PE=2 SV=1 1 11
Laminin subunit beta-1 0S=Mus musculus GN=Lamb1 2.617230 15.21043
E9QN70 4 1834 202.309 5.01
PE=1SV=1 1 11
Aldo-keto reductase family 1, member B3 (aldose
27.27272 15.15908
D3YVJ7 reductase) (Fragment) OS=Mus musculus GN=Akr1b3 4 176 19.648 5.21
7 158
PE=1SV=1
Uncharacterized protein OS=Mus musculus GN=Akr1b3 25.94594 15.15908
Q3ULPO 4 185 20.597 5.78
PE=2 SV=1 6 158
Uncharacterized protein OS=Mus musculus GN=Lamp2 17.59036 15.12353
Q9czur 6 415 45.644 7.84
PE=2 SV=1 1 265
Lysosomal membrane glycoprotein 2, isoform CRA_a 17.54807 15.12353
Q8C5K0 6 416 45.768 8.03
0S=Mus musculus GN=Lamp2 PE=2 SV=1 7 265
Uncharacterized protein OS=Mus musculus GN=Lamp2 17.59036 15.12353
Q8C876 6 415 45.64 7.84
PE=2 SV=1 1 265
Lysosome-associated membrane glycoprotein 2 0S=Mus 17.59036 15.12353
P17047 6 415 45.652 7.39
musculus GN=Lamp2 PE=1 SV=2 1 265
Q3UIw3 Uncharacterized protein OS=Mus musculus GN=Lamp2 17.59036 6 415 45.652 7.64 15.12353
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PE=2 SV=1 1 265
Uncharacterized protein OS=Mus musculus GN=Lamp2 17.59036 15.12353
Q3TWE1L 6 415 45.724 7.14
PE=2 SV=1 1 265
Uncharacterized protein OS=Mus musculus GN=Krt42 14.65517 15.12239
QICwWC9 4 232 26.301 4.87
PE=2 SV=1 2 575
Nonmuscle myosin heavy chain-A (Fragment) OS=Mus 24.20382 15.12138
089055 3 157 18.167 5.39
musculus GN=Myh9 PE=2 SV=1 2 581
Prolow-density lipoprotein receptor-related protein 1 14.38596 15.08433
D3Z5M3 2 285 30.801 5.44
0S=Mus musculus GN=Lrpl PE=1 SV=1 5 7
Eukaryotic translation initiation factor 3 subunit F 15.83333 15.00135
Q6IRT4 5 360 37.857 5.58
0S=Mus musculus GN=Eif3f PE=2 SV=1 3 851
Eukaryotic translation initiation factor 3 subunit F 15.78947 15.00135
Q3usXx1 5 361 37.964 5.58
0S=Mus musculus GN=Eif3f PE=2 SV=1 4 851
Eukaryotic translation initiation factor 3 subunit F 15.78947 15.00135
Q9DCH4 5 361 37.96 5.58
0S=Mus musculus GN=Eif3f PE=1 SV=2 4 851
Eukaryotic translation initiation factor 3 subunit F 15.78947 15.00135
Q8BTW2 5 361 37.901 5.58
0S=Mus musculus GN=Eif3f PE=2 SV=1 4 851
Ras-related protein Rap-1b OS=Mus musculus 39.67391 14.95717
Q99J16 6 184 20.812 5.78
GN=Rap1b PE=1 SV=2 3 502
Citrate synthase (Fragment) OS=Mus musculus GN=Cs 22.86995 14.94918
QOQEL9 4 223 24.874 73
PE=2 SV=1 5 013
26S proteasome non-ATPase regulatory subunit 11 14.94254
G3UX15 57 4 100 10.938 521
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 482
26S proteasome non-ATPase regulatory subunit 11 50.44247 14.94254
G3uYI4 4 113 12.24 5.03
0S=Mus musculus GN=Psmd11 PE=1 SV=1 8 482
26S proteasome non-ATPase regulatory subunit 11 14.94254
G3UYL8 57 4 100 11.071 5.22
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 482
26S proteasome non-ATPase regulatory subunit 11 49.13793 14.94254
G3UYL3 4 116 12.688 5.22
0S=Mus musculus GN=Psmd11 PE=1 SV=1 1 482
Serine/threonine-protein phosphatase 2A 55 kDa
6.843267 14.92534
Q925E7 regulatory subunit B delta isoform OS=Mus musculus 2 453 51.925 6.49
1 232
GN=Ppp2r2d PE=1 SV=1
Keratin 1b (Fragment) OS=Mus musculus GN=Krt77 14.91463
Q678L1 9.375 4 224 25.979 4.92
PE=2 SV=1 685
Type Il cytokeratin Kb39 (Fragment) OS=Mus musculus 9.459459 14.91463
Q4LOE7 4 222 25.785 4.87
GN=Krt77 PE=2 SV=1 5 685
Phosphoserine aminotransferase (Fragment) OS=Mus 34.39490 14.91452
E9Q6P1 4 157 16.822 7.37
musculus GN=Psat1 PE=1 SV=1 4 825
Glycerophosphoinositol inositolphosphodiesterase 9.276437 14.89122
Q9ESM6 4 539 61.125 8.16
GDPD2 O0S=Mus musculus GN=Gdpd2 PE=1 SV=1 8 188
Uncharacterized protein OS=Mus musculus GN=Hnrnpk 11.67512 14.88692
Q3TG17 4 394 43.228 6.06
PE=2 SV=1 7 498
Heterogeneous nuclear ribonucleoprotein K OS=Mus 11.67512 14.88692
H3BLL4 4 394 43.214 6.06
musculus GN=Hnrnpk PE=1 SV=1 7 498
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Serine--tRNA ligase, cytoplasmic OS=Mus musculus 16.79104 14.87061
Q8C483 6 536 61.128 7.43
GN=Sars PE=1 SV=1 5 965
Uncharacterized protein OS=Mus musculus GN=Sars 17.57812 14.87061
Q3U6F6 6 512 58.322 6.3
PE=2 SV=1 5 965
Uncharacterized protein OS=Mus musculus GN=Sars 17.61252 14.87061
Q3U8N1 6 511 58.195 6.3
PE=2 SV=1 4 965
Serine--tRNA ligase, cytoplasmic OS=Mus musculus 17.57812 14.87061
P26638 6 512 58.352 6.3
GN=Sars PE=1 SV=3 5 965
Uncharacterized protein OS=Mus musculus GN=Capza2 12.23776 14.86728
Q3ucCD2 2 286 32.888 6.01
PE=2 SV=1 2 859
Uncharacterized protein (Fragment) OS=Mus musculus 15.55555 14.86728
Q3U7G3 2 225 26.033 7.44
GN=Capza2 PE=2 SV=1 6 859
Capping protein (Actin filament) muscle Z-line, alpha 2,
12.23776 14.86728
Q5DQJ3 isoform CRA_c 0S=Mus musculus GN=Capza2 PE=1 2 286 32.947 5.85
2 859
Sv=1
Uncharacterized protein OS=Mus musculus GN=Capza2 12.23776 14.86728
Q3UBZ3 2 286 32.965 5.85
PE=2 SV=1 2 859
265 proteasome non-ATPase regulatory subunit 13 14.85124
E9QOU1 20.33195 5 241 26.266 5.45
0S=Mus musculus GN=Psmd13 PE=1 SV=1 338
DnaJ homolog subfamily A member 1 (Fragment) 16.82692 14.84635
B1AXY0 2 208 23.159 9.23
0S=Mus musculus GN=Dnajal PE=1 SV=1 3 782
Vacuolar protein sorting-associated protein 37B 18.94736 14.83224
Q8R0OJ7 4 285 31.036 7.05
0S=Mus musculus GN=Vps37b PE=1 SV=1 8 535
Uncharacterized protein OS=Mus musculus GN=Rbbp7 25.83120 14.81437
Q3UX53 4 391 43.584 511
PE=2 SV=1 2 933
Histone-binding protein RBBP7 OS=Mus musculus 23.76470 14.81437
Q60973 4 425 47.76 5.05
GN=Rbbp7 PE=1 SV=1 6 933
Uncharacterized protein OS=Mus musculus GN=Rbbp7 23.76470 14.81437
Q3uJI2 4 425 47.746 5.05
PE=2 SV=1 6 933
Histone-binding protein RBBP7 OS=Mus musculus 24.27884 14.81437
A2AFIL 4 416 46.879 5.07
GN=Rbbp7 PE=1 SV=1 6 933
Uncharacterized protein OS=Mus musculus GN=Rbbp7 23.76470 14.81437
Q8C5H3 4 425 47.787 5.05
PE=2 SV=1 6 933
Uncharacterized protein (Fragment) OS=Mus musculus 14.75140
Qsuics 42.60355 4 169 18.621 6.39
GN=Ldha PE=2 SV=1 071
21.76870 14.72424
A8DUN2 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 4 147 15.708 7.69
7 71
Ribosomal protein S2 (Fragment) OS=Mus musculus 2402234 14.71610
089072 4 179 19.356 9.85
GN=Rps2 PE=2 SV=1 6 177
Uncharacterized protein (Fragment) OS=Mus musculus 28.81355 14.68980
QI9CRK7 2 118 12.854 6.79
GN=Psmd2 PE=2 SV=1 9 527
Uncharacterized protein (Fragment) OS=Mus musculus 10.42780 14.61258
Q3TQ97 3 374 41.719 7.53
GN=Prep PE=2 SV=1 7 316
Q9Csw4 Uncharacterized protein (Fragment) OS=Mus musculus 25.72815 5 206 23.596 5.6 14.60064
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GN=Psmd12 PE=2 SV=1 5 793
11.54499 14.59423
Q8BGK4 Uncharacterized protein OS=Mus musculus PE=2 SV=1 5 589 66.512 7.47
2 661
Erythrocyte protein band 4.1-like 3 isoform C OS=Mus 8.374384 14.59423
DOVYV7 5 812 90.12 5.57
musculus GN=Epb41I3 PE=2 SV=1 2 661
A0A0JY General vesicular transport factor p115 OS=Mus 27.02702 14.57144
1 74 8.429 9.38
uGo musculus GN=Usol PE=1 SV=1 7 403
Predicted gene 8225 OS=Mus musculus GN=Gm8225 15.41095 14.56184
D3Z7536 4 292 31.486 9.89
PE=3 SV=1 9 471
AOAOR4] ATP-dependent RNA helicase A OS=Mus musculus 14.55185
13.72549 5 459 50.993 5.57
2C3 GN=Dhx9 PE=1 SV=1 413
ADP-ribosylation factor 5 0S=Mus musculus GN=Arf5 36.66666 14.48536
P84084 5 180 20517 6.79
PE=1SV=2 7 825
Disintegrin and metalloproteinase domain-containing
29.16666 14.46192
D3Z1E6 protein 10 (Fragment) OS=Mus musculus GN=Adam10 3 144 16.293 9.03
7 193
PE=1SV=8
3.977798 14.44697
E9QAI5 CAD protein OS=Mus musculus GN=Cad PE=1 SV=1 5 2162 236.099 6.49
3 857
3.865168 14.44697
B2RQC6 CAD protein OS=Mus musculus GN=Cad PE=1 SV=1 5 2225 243.084 6.43
5 857
Cytoplasmic FMR1-interacting protein 1 OS=Mus 14.42252
Q7TMB8 3.990423 4 1253 145.148 6.9
musculus GN=Cyfipl PE=1 SV=1 827
AO0AOR4) Cytoplasmic FMR1-interacting protein 1 OS=Mus 3.996802 14.42252
4 1251 144.824 6.95
119 musculus GN=Cyfipl PE=1 SV=1 6 827
Uncharacterized protein OS=Mus musculus GN=Stom 24.11347 14.41967
Q8BPAL 3 282 31.402 8.63
PE=2 SV=1 5 463
Erythrocyte band 7 integral membrane protein OS=Mus 23.94366 14.41967
P54116 3 284 31.355 6.93
musculus GN=Stom PE=1 SV=3 2 463
ADA0IY Serine/threonine-protein phosphatase PP1-beta catalytic 33.89830 14.35201
2 59 6.582 4.42
uG2 subunit 0S=Mus musculus GN=Ppplch PE=1 SV=1 5 406
Keratin, type 1 cytoskeletal 8 OS=Mus musculus 3.469387 14.33185
P11679 4 490 54531 5.82
GN=Krt8 PE=1 SV=4 8 863
Fermitin family homolog 2 0S=Mus musculus 4.705882 14.32492
Q8CIB5 2 680 77.751 6.7
GN=Fermt2 PE=1 SV=1 4 518
Uncharacterized protein OS=Mus musculus GN=Fermt2 4.705882 14.32492
Q3UMA4 2 680 77.439 6.15
PE=2 SV=1 4 518
T-complex protein 1 subunit delta OS=Mus musculus 23.33333 14.32084
G3UYW5 2 120 12.944 9.99
GN=Cct4 PE=1 SV=1 3 918
Uncharacterized protein OS=Mus musculus GN=Farsa 23.75886 14.26614
Q8BXNO 4 282 31.888 6.46
PE=2 SV=1 5 451
23.75886 14.26614
Q4FJQ2 Farsla protein OS=Mus musculus GN=Farsa PE=2 SV=1 4 282 31.914 6.9
5 451
Uncharacterized protein OS=Mus musculus GN=Farsa 23.75886 14.26614
Q8BJG2 4 282 31.914 6.46
PE=2 SV=1 5 451
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Phenylalanine--tRNA ligase alpha subunit 0S=Mus 14.26614
E9PWY9 13.21499 4 507 57.435 8.02
musculus GN=Farsa PE=1 SV=1 451
Phenylalanine--tRNA ligase alpha subunit OS=Mus 13.18897 14.26614
Q8coc7 4 508 57.563 8.28
musculus GN=Farsa PE=1 SV=1 6 451
36.02150 14.26614
Q3U0Y9 Uncharacterized protein OS=Mus musculus PE=2 SV=1 4 186 20.719 6.95
5 451
MCG18564, isoform CRA_a OS=Mus musculus 14.26318
Q5BLKO 40 4 165 17.794 9.42
GN=Rpl12 PE=1 SV=1 884
Uncharacterized protein OS=Mus musculus GN=Rpl12 14.26318
Q3TIQ2 40 4 165 17.764 9.42
PE=2 SV=1 884
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
27.65957 14.26088
D3z1T4 subunit beta-2 (Fragment) OS=Mus musculus GN=Gnb2 4 188 20.772 7.69
4 023
PE=1SV=1
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
22.90748 14.26088
D3Z1M1 subunit beta-2 (Fragment) OS=Mus musculus GN=Gnb2 4 227 25.009 7.34
9 023
PE=1SV=1
ADA087TW Nucleolar protein 58 (Fragment) OS=Mus musculus 26.66666 14.24477
4 195 21.356 9.76
P00 GN=Nop58 PE=1 SV=1 7 839
Procollagen-lysine,2-oxoglutarate 5-dioxygenase 3 1.889338 14.23684
Q9ROEL 1 741 84.869 6.23
0S=Mus musculus GN=Plod3 PE=1 SV=1 7 454
Uncharacterized protein (Fragment) 0S=Mus musculus 15.55555 14.21112
Q3ussl 3 180 19.775 6.19
GN=Lpl PE=2 SV=1 6 537
Uncharacterized protein (Fragment) OS=Mus musculus 15.55555 14.21112
Q3U9P4 3 180 19.858 5.95
GN=Lpl PE=2 SV=1 6 537
T-complex protein 1 subunit gamma (Fragment) 44.70588 14.20343
F6ZVG8 5 85 9.424 5.91
0S=Mus musculus GN=Cct3 PE=1 SV=1 2 769
FERM, RhoGEF and pleckstrin domain-containing 7.347328 14.14922
F8VPU2 5 1048 118.801 7.88
protein 1 0S=Mus musculus GN=Farpl PE=1 SV=1 2 094
LoxI2 protein OS=Mus musculus GN=LoxI2 PE=2 14.14328
Q5PR71 10.43257 5 393 43.834 8.22
Sv=1 98
Aspartate--tRNA ligase, cytoplasmic OS=Mus musculus 26.43678 14.06575
Q8BJY7 2 87 10.212 9.09
GN=Dars PE=1 SV=1 2 322
Phosphoglycerate kinase 2 0S=Mus musculus GN=Pgk2 7.913669 14.01430
P09041 4 417 44.824 6.8
PE=1SV=4 1 726
Uncharacterized protein (Fragment) OS=Mus musculus 14.01380
Q3U144 18.75 6 400 44.282 6.02
GN=Slc3a2 PE=2 SV=1 694
CD98 heavy chain OS=Mus musculus GN=Slc3a2 PE=2 14.09774 14.01380
Q60849 6 532 58.785 5.99
Sv=1 4 694
S-formylglutathione hydrolase (Fragment) OS=Mus 20.95238 14.00422
H3BL99 1 105 11.871 535
musculus GN=Esd PE=1 SV=1 1 001
13.99587
E9PZD8 Ceruloplasmin OS=Mus musculus GN=Cp PE=1 SV=1 5.985267 4 1086 124.132 5.88
786
6.126295 13.99587
Q61147 Ceruloplasmin OS=Mus musculus GN=Cp PE=1 SV=2 4 1061 121.074 5.85
9 786

95




6.132075 13.99587
G3X9T8 Ceruloplasmin OS=Mus musculus GN=Cp PE=1 SV=1 4 1060 121.003 5.85
5 786
5.990783 13.99587
G3X8Q5 Ceruloplasmin OS=Mus musculus GN=Cp PE=1 SV=1 4 1085 124061 5.88
4 786
14-3-3 protein zeta/delta OS=Mus musculus GN=Ywhaz 25.30612 13.97320
P63101 5 245 27.754 4.79
PE=1SV=1 2 652
Uncharacterized protein (Fragment) OS=Mus musculus 6.072351 13.96749
Q3UxJ8 4 774 82.565 6.96
GN=FInc PE=2 SV=1 4 496
Calmodulin-1 0S=Mus musculus GN=Calm1 PE=1 16.75126 13.96029
Q3UKW2 2 197 21.546 4.35
Sv=1 9 735
Calmodulin-3 0S=Mus musculus GN=Calm3 PE=1 22.14765 13.96029
PODP28 2 149 16.827 4.22
Sv=1 1 735
Uncharacterized protein OS=Mus musculus GN=Psmd8 19.03114 13.94445
Q3TI95 3 289 32.657 7.36
PE=2 SV=1 2 133
Dedicator of cytokinesis protein 7 0S=Mus musculus 2.584586 13.91930
A2A9M5 4 2128 241.025 6.79
GN=Dock7 PE=1 SV=1 5 974
Dedicator of cytokinesis protein 7 0S=Mus musculus 2.582159 13.91930
Q8R1A4 4 2130 241.286 6.71
GN=Dock7 PE=1 SV=3 6 974
Dedicator of cytokinesis protein 7 0S=Mus musculus 2.619047 13.91930
E9PX48 4 2100 238.205 6.76
GN=Dock7 PE=1 SV=2 6 974
AOAOUIR Dedicator of cytokinesis protein 7 OS=Mus musculus 2.621544 13.91930
4 2098 237.945 6.79
NK7 GN=Dock7 PE=1 SV=1 3 974
Dedicator of cytokinesis protein 7 OS=Mus musculus 2.582159 13.91930
A2A9M4 4 2130 241.285 6.76
GN=Dock7 PE=1 SV=2 6 974
Proteasome subunit alpha type (Fragment) OS=Mus 30.92369 13.91316
Q3TL95 6 249 27.87 7.33
musculus GN=Psma4 PE=2 SV=1 5 72
AOADABY Inosine-5'-monophosphate dehydrogenase 2 (Fragment) 13.83679
12.8125 4 320 34.108 8.79
Y72 0S=Mus musculus GN=Impdh2 PE=1 SV=1 962
Aminoacyl tRNA synthase complex-interacting
16.07142 13.83273
Q8R3V2 multifunctional protein 2 0S=Mus musculus GN=Aimp2 3 280 31.078 7.46
9 292
PE=1SV=1
ADA1BOG RuvB-like helicase (Fragment) OS=Mus musculus 16.28959 13.81891
3 221 23512 8.88
SR4 GN=Ruvbl2 PE=1 SV=1 3 704
Uncharacterized protein OS=Mus musculus GN=Pa2g4 18.02030 13.78049
Q3UMW2 4 394 43.683 6.86
PE=2 SV=1 5 803
Pa2g4 protein (Fragment) OS=Mus musculus GN=Pa2g4 19.08602 13.78049
QO5BN2 4 372 41.482 75
PE=2 SV=1 2 803
Proliferation-associated 2G4 OS=Mus musculus 18.02030 13.78049
Q3TGU7 4 394 43671 6.86
GN=Pa2g4 PE=1 SV=1 5 803
Ribosomal protein OS=Mus musculus GN=Rpl10a PE=2 22.55639 13.75442
Q99JL6 3 133 15.098 9.99
sv=1 1 767
18.09045 13.71543
Q78NS1 Reticulon OS=Mus musculus GN=Rtn4 PE=2 SV=1 3 199 22.452 9.41
2 562
Q3TCP5 Uncharacterized protein OS=Mus musculus GN=Ezr 6.484641 4 586 69.363 6.3 13.70976
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PE=2 SV=1 6 901
Uncharacterized protein OS=Mus musculus GN=Ezr 6.484641 13.70976

Q3UXR4 4 586 69.35 6.1
PE=2 SV=1 6 901
Uncharacterized protein OS=Mus musculus GN=Ezr 6.484641 13.70976

Q3uL48 4 586 69.338 6.1
PE=2 SV=1 6 901
6.484641 13.70976

Q4KML7 Ezrin 0S=Mus musculus GN=Ezr PE=1 SV=1 4 586 69.364 6.1
6 901
Inosine-5'-monophosphate dehydrogenase 2 (Fragment) 57.31707 13.69402

089058 3 82 8.25 8.54
0S=Mus musculus GN=Impdh2 PE=2 SV=1 3 099
49.16666 13.68553

F2z494 Myosin-9 OS=Mus musculus GN=Myh9 PE=1 SV=1 6 120 13.57 5.57
7 901
408 ribosomal protein S8 OS=Mus musculus GN=Rps8 16.34615 13.65991

Q497E9 4 208 24.19 10.32
PE=1SV=1 4 092
AO0AOUIR 4F2 cell-surface antigen heavy chain (Fragment) 27.70562 13.65471

5 231 25.579 6.95
P98 0S=Mus musculus GN=Slc3a2 PE=1 SV=1 8 625
DIS3 mitotic control homolog (S. cerevisiae) 0S=Mus 7.597173 13.63554

Q8R2P7 4 566 64.565 6.92
musculus GN=Dis3 PE=2 SV=1 1 239
9.511568 13.60336

Q7TSG6 Radixin 0S=Mus musculus GN=Rdx PE=1 SV=1 4 389 46.338 85
1 185
Uncharacterized protein (Fragment) OS=Mus musculus 11.11111 13.60336

Q8C2N4 4 333 39.577 8.79
GN=Rdx PE=2 SV=2 1 185
Rdx protein (Fragment) OS=Mus musculus GN=Rdx 8.958837 13.60336

QO5CE6 4 413 48.564 9.69
PE=2 SV=1 8 185
Heterogeneous nuclear ribonucleoprotein H OS=Mus 9.110169 13.59211

Q8C2Q7 3 472 51.185 6.8
musculus GN=Hnrnphl PE=1 SV=1 5 278
Heterogeneous nuclear ribonucleoprotein H1 OS=Mus 9.576837 1359211

Q811L7 3 449 49.168 6.3
musculus GN=Hnrnphl PE=1 SV=2 4 278
Heterogeneous nuclear ribonucleoprotein H2 OS=Mus 9.576837 1359211

P70333 3 449 49.248 6.3
musculus GN=Hnrnph2 PE=1 SV=1 4 278
Uncharacterized protein OS=Mus musculus GN=Vim 10.51502 13.50301

Q3TWVO0 3 466 53.633 5.16
PE=2 SV=1 1 337
ADA0ABY 13.50301

Vimentin OS=Mus musculus GN=Vim PE=1 SV=1 11.47541 3 427 49.163 5.12
\\e:) 337
Filamin, alpha (Fragment) OS=Mus musculus GN=FIna 26.07142 13.44171

17THPX4 4 280 30.236 7.06
PE=4 SV=1 9 989
Filamin-A (Fragment) OS=Mus musculus GN=FIna 26.07142 13.44171

F6Z2C0 4 280 30.289 7.06
PE=1SV=8 9 989
A0A0AIH 12.29773 13.38255

80K protein 0S=Mus musculus GN=Marcks PE=2 SV=1 3 309 29.704 4.34
AM8 5 191
Myristoylated alanine-rich C-kinase substrate OS=Mus 12.29773 13.38255

P26645 3 309 29.644 434
musculus GN=Marcks PE=1 SV=2 5 191
Marcks protein (Fragment) OS=Mus musculus 25.50335 13.38255

QO05BL6 3 149 14.214 4.65
GN=Marcks PE=2 SV=1 6 191
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Histone deacetylase OS=Mus musculus GN=Hdacl 8.298755 13.37778

Q58E49 3 482 55.04 5.48
PE=2 SV=1 2 33
Histone deacetylase OS=Mus musculus GN=Gm10093 8.298755 13.37778

D3YYI8 3 482 55.013 5.43
PE=3 SV=1 2 33
4.440789 13.36800

Q546G4 Albumin 1 0S=Mus musculus GN=Alb PE=1 SV=1 2 608 68.648 6.07
5 718
Uncharacterized protein (Fragment) OS=Mus musculus 13.35993

Q3UF33 25 4 140 16.117 514
GN=Msn PE=2 SV=1 886
Programmed cell death 6, isoform CRA_a OS=Mus 30.76923 13.31985

Q3UGE5 3 130 14.375 5.49
musculus GN=Pdcd6é PE=2 SV=1 1 569
Uncharacterized protein OS=Mus musculus GN=Pabpcl 35.11904 13.31850

Q9DBE3 4 168 18.827 7.85
PE=2 SV=1 8 278
Polyadenylate-binding protein 1 0S=Mus musculus 9.276729 13.31850

P29341 4 636 70.626 9.5
GN=Pabpcl PE=1 SV=2 6 278
Polyadenylate-binding protein OS=Mus musculus 9.276729 13.31850

Q3usU8 4 636 70.596 95
GN=Pabpcl PE=2 SV=1 6 278
Polyadenylate-binding protein OS=Mus musculus 9.276729 13.31850

Q8BN32 4 636 70.625 9.55
GN=Pabpcl PE=2 SV=1 6 278
Probable ubiquitin carboxyl-terminal hydrolase FAF-X 13.79310 13.24576

G3UY52 2 174 20.503 6.64
(Fragment) 0S=Mus musculus GN=Usp9x PE=1 SV=1 3 283
Proteasome subunit alpha type (Fragment) OS=Mus 42.38095 13.21728

E9PW69 6 210 23.37 7.25
musculus GN=Psma4 PE=1 SV=1 2 325
9.012875 13.21561

Q80X68 Citrate synthase OS=Mus musculus GN=Csl PE=1 SV=1 3 466 52.292 8.79
5 599
9.012875 13.21561

QIDAM4 Citrate synthase OS=Mus musculus GN=Cs| PE=2 SV=1 3 466 52.32 8.79
5 599
4.017857 13.19372

E9PXY1 Cullin-4B 0S=Mus musculus GN=Cul4b PE=1 SV=2 3 896 102.345 7.96
1 201
3.711340 13.19372

A2A432 Cullin-4B 0S=Mus musculus GN=Cul4b PE=1 SV=1 3 970 110.63 8.37
2 201
RABI1A, member RAS oncogene family OS=Mus 33.16831 13.19317

Q55wW88 5 202 22.358 6.21
musculus GN=Rabla PE=1 SV=1 7 436
RAB1, member RAS oncogene family, isoform CRA_a 32.68292 13.19317

QOPD67 5 205 22.663 6.21
0S=Mus musculus GN=Rabla PE=1 SV=1 7 436
14-3-3 protein beta/alpha OS=Mus musculus 13.19224

QICQvs 28.04878 5 246 28.069 4.83
GN=Ywhab PE=1 SV=3 787
A0A140L CD8L1 antigen (Fragment) OS=Mus musculus GN=Cd81 16.52892 13.18547

1 121 13.167 5
JLo PE=1SV=1 6 368
Proteasome endopeptidase complex OS=Mus musculus 21.91011 13.16954

B7ZMS3 3 178 19.952 8.53
GN=Psma8 PE=2 SV=1 2 851
Ras-related protein Rab-1B OS=Mus musculus 13.14000

Q9D1G1 18.40796 3 201 22.173 5.73
GN=Rab1b PE=1 SV=1 32
Valine--tRNA ligase (Fragment) OS=Mus musculus 26.92307 13.07394

G3UzZX1 3 130 14.23 7.64
GN=Vars PE=1 SV=1 7 886
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Uncharacterized protein OS=Mus musculus GN=Psmd6 13.05467

Q8C1T2 31.53527 6 241 28.048 5.01
PE=2 SV=1 033
Uncharacterized protein (Fragment) OS=Mus musculus 8.179959 13.04196

Q8C5L1 3 489 55.276 5.62
GN=Mcm6 PE=2 SV=1 1 644
Uncharacterized protein (Fragment) OS=Mus musculus 14.44043 13.02779

Q8C2R2 4 277 31.547 4.77
GN=Hsp90b1 PE=2 SV=1 3 365
20.19867 13.00739

Q543H0 MCG16662 OS=Mus musculus GN=Srm PE=1 SV=1 3 302 33.973 55
5 288
Uncharacterized protein OS=Mus musculus GN=Srm 20.19867 13.00739

Q3uiL7 3 302 34.044 5.63
PE=2 SV=1 5 288
MCG2872, isoform CRA_b OS=Mus musculus 12.31527 12.96644

S4R116 4 406 46.044 8.34
GN=Ddx5 PE=1 SV=1 1 235
14-3-3 protein theta (Fragment) OS=Mus musculus 1473684 12.95750

F6YY69 4 285 32311 5.94
GN=Ywhaq PE=1 SV=1 2 07
MCG126220 OS=Mus musculus GN=Ywhaq PE=2 17.14285 12.95750

A3KML3 4 245 27.761 478
Sv=1 7 07
14-3-3 protein theta (Fragment) OS=Mus musculus 13.86138 12.95750

F6VW30 4 303 34.327 6.38
GN=Ywhaq PE=1 SV=1 6 07
Heterogeneous nuclear ribonucleoprotein D, isoform 10.71428 12.89785

G3X9W0 3 336 36.185 8.1
CRA_a 0S=Mus musculus GN=Hnrnpd PE=1 SV=1 6 6
Heterogeneous nuclear ribonucleoprotein D, isoform 12.54355 12.89785

G5E8G0 3 287 30.589 8.41
CRA_b 0S=Mus musculus GN=Hnrnpd PE=1 SV=1 4 6
Heterogeneous nuclear ribonucleoprotein DO OS=Mus 10.14084 12.89785

Q60668 3 355 38.33 7.81
musculus GN=Hnrnpd PE=1 SV=2 5 6
Heter nuclear ribc otein DO (Fragment) 12.89785

E9Q5B6 33.64486 3 107 12,131 9.13
0S=Mus musculus GN=Hnrnpd PE=1 SV=1 6
Heterogeneous nuclear ribonucleoprotein DO (Fragment) 16.66666 12.89785

F6ZV59 3 216 24.706 9.52
0S=Mus musculus GN=Hnrnpd PE=1 SV=1 7 6
Milk fat globule glycoprotein (Fragment) OS=Mus 31.77083 12.82594

QIQWQ1L 6 192 21.12 56
musculus GN=MFG-E8 PE=4 SV=1 3 204
Proteasome subunit alpha type OS=Mus musculus 24.28571 12.82190

B7ZMs4 4 210 23.434 8.75
GN=Psma8 PE=2 SV=1 4 967
ADA1LL1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 26.47058 12.79261

2 102 11.205 6.51
T52 GN=Pkm PE=1 SV=1 8 446
ADA0JY High mobility group protein B1 (Fragment) OS=Mus 12.77561

29.85782 4 211 24218 9.25
uza musculus GN=Hmgb1 PE=1 SV=1 641
ADA0JY High mobility group protein B1 OS=Mus musculus 36.84210 12.77561

4 171 19.761 9.72
uD8 GN=Hmgb1 PE=1 SV=1 5 641
High mobility group box 1 0S=Mus musculus 29.30232 12.77561

Q49726 4 215 24.892 5.74
GN=Hmgb1 PE=2 SV=1 6 641
29.30232 12.77561

Q3UBK2 Uncharacterized protein OS=Mus musculus PE=2 SV=1 4 215 24.906 5.74
6 641
Uncharacterized protein (Fragment) OS=Mus musculus 12.77561

Q8BNMO 34.80663 4 181 20.635 9.77
PE=2 SV=1 641
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High mobility group box 1 0S=Mus musculus 29.30232 12.77561
Q58EV5 4 215 24.878 5.74

GN=Hmgb1 PE=1 SV=1 6 641

Uncharacterized protein (Fragment) OS=Mus musculus 35.39325 12.77561
Q8C7C4 4 178 20.29 9.79

PE=2 SV=1 8 641

Chaperonin containing TCP-1 gamma subunit 12.71564
Q9R1UL 68.75 4 48 5.265 11.05

(Fragment) OS=Mus musculus GN=Cctg PE=4 SV=1 937

Serine/threonine-protein phosphatase PP1-beta catalytic
ADA0IY 12.70649

subunit (Fragment) OS=Mus musculus GN=Ppplch 26 3 100 11.235 8.63
uus 743

PE=1SV=1

Translationally-controlled tumor protein OS=Mus 15.69767 12.70000
P63028 2 172 19.45 4.86

musculus GN=Tptl PE=1 SV=1 4 124

DNA helicase 0S=Mus musculus GN=Mcm7 PE=2 7.371349 12.69969
Q3uDI8 4 719 81.145 6.37

Sv=1 1 13

DNA helicase 0S=Mus musculus GN=Mcm7 PE=2 7.361111 12.69969
Q3vi122 4 720 81.273 6.37

Sv=1 1 13

DNA replication licensing factor MCM7 OS=Mus 7.371349 12.69969
Q61881 4 719 81.16 6.37

musculus GN=Mcm7 PE=1 SV=1 1 13

Tetraspanin-9 OS=Mus musculus GN=Tspan9 PE=1 15.48117 12.69884
Q8BJU2 3 239 26.719 7.42

Sv=1 2 992

EH domain-containing protein 3 0S=Mus musculus 14.76635 12.64288
Q9QXY6 4 535 60.783 6.46

GN=Ehd3 PE=1 SV=2 5 354

Lipopolysaccharide-binding protein OS=Mus musculus 12.62136
A2AC65 21.95122 2 123 13.126 9.8

GN=Lbp PE=1 SV=1 579

Mas-related G-protein coupled receptor member F 11.66180 12.62112
Q8VvCJ6 2 343 38.497 8.62

0S=Mus musculus GN=Mrgprf PE=2 SV=1 8 474

Mas-related G protein-coupled receptor c OS=Mus 12.23241 12.62112
Q3TZA7 2 327 36.738 8.69

musculus GN=Mrgprf PE=2 SV=1 6 474

Filamin, alpha (Fragment) OS=Mus musculus GN=FIna 24.90974 12.60734
J3Js91 3 277 29.454 511

PE=1SV=1 7 439

Ribosomal protein L7A OS=Mus musculus GN=Rpl7a 13.53383 12.59843
Q6P1A9 4 266 30.006 10.56

PE=2 SV=1 5 612

Ribosomal protein L7A OS=Mus musculus GN=Rpl7a 13.53383 12.59843
Q5EBGS 4 266 29.886 10.61

PE=2 SV=1 5 612

Rpl7a protein (Fragment) OS=Mus musculus GN=Rpl7a 13.33333 12.59843
Q80UT7 4 270 30.455 10.55

PE=2 SV=1 3 612
A0A140T Ribosomal protein L7A, pseudogene 5 0S=Mus 13.43283 12.59843

4 268 30.318 10.52

8L3 musculus GN=Rpl7a-ps5 PE=4 SV=1 6 612

60S ribosomal protein L7a OS=Mus musculus 13.53383 12.59843
P12970 4 266 29.958 10.56

GN=Rpl7a PE=1 SV=2 5 612
AO0A140T Ribosomal protein L7A, pseudogene 3 0S=Mus 13.33333 12.59843

4 270 30.412 10.55

8L1 musculus GN=Rpl7a-ps3 PE=4 SV=1 3 612

GMP synthase [glutamine-hydrolyzing] OS=Mus 10.53391 12.59215
Q3THK7 4 693 76.675 6.73

musculus GN=Gmps PE=1 SV=2 1 331
Q50HX3 RAB14 protein variant OS=Mus musculus GN=Rab14 28.42639 3 197 21.875 5.63 12.59106
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PE=2 SV=1 6 481
RAB14 protein OS=Mus musculus GN=Rab14 PE=1 26.04651 12.59106
Q50HX4 3 215 23.882 6.21
Sv=1 2 481
Chaperonin containing Tcpl, subunit 6b (Zeta) OS=Mus 7.532956 12.56556
Q497NO 3 531 58.148 7.36
musculus GN=Cctéb PE=1 SV=1 7 058
Threonine--tRNA ligase, cytoplasmic OS=Mus musculus 6.786703 12.56419
Q9DOR2 4 722 83.303 7.36
GN=Tars PE=1 SV=2 6 992
Uncharacterized protein OS=Mus musculus GN=Tars 6.786703 12.56419
Q3U630 4 722 83.344 7.47
PE=2 SV=1 6 992
Heat shock cognate hsc73 (Fragment) OS=Mus 44.82758 12.55253
Q9QZ38 2 58 6.369 4.65
musculus GN=Hspa8 PE=2 SV=1 6 291
Eukaryotic translation initiation factor 3 subunit F 12.74238 12.53344
Q3UVvYs 4 361 37.941 5.57
0S=Mus musculus GN=Eif3f PE=2 SV=1 2 417
7.427536 12.51881
QIQWU1L Hsc70t (Fragment) OS=Mus musculus PE=3 SV=1 3 552 60.982 6.14
2 123
Uncharacterized protein OS=Mus musculus 6.543624 12.51861
Q8BUOL 3 596 65.922 7.96
GN=D17H6S56E-5 PE=2 SV=1 2 572
DNA segment, Chr 17, human D6S56E 5 0S=Mus 6.543624 12.51861
Q8R067 3 596 65.868 8.05
musculus GN=D17H6S56E-5 PE=2 SV=1 2 572
Uncharacterized protein OS=Mus musculus 6.543624 12.51861
Q3TTS2 3 596 65.806 8.05
GN=D17H6S56E-5 PE=2 SV=1 2 572
Envelope protein OS=Mus musculus GN=D17H6S56E-5 6.543624 12.51861
P97406 3 596 65.897 8.13
PE=2 SV=1 2 572
DNA segment, Chr 17, human D6S56E 5, isoform
6.543624 12.51861
Q91UZ6 CRA_c OS=Mus musculus GN=D17H6S56E-5 PE=2 3 596 65.878 8.05
2 572
Sv=1
DnaJ homolog subfamily A member 2 0S=Mus 11.16504 12.50514
Q9IQYJo 4 412 45717 6.48
musculus GN=Dnaja2 PE=1 SV=1 9 507
Uncharacterized protein OS=Mus musculus GN=Dnaja2 11.16504 12.50514
Q3TFFO 4 412 45718 6.35
PE=2 SV=1 9 507
Beta-centractin (Fragment) OS=Mus musculus 26.76056 12.48208
EOCZD4 3 142 15.974 5.27
GN=Actrlb PE=1 SV=1 3 702
Beta-centractin (Fragment) OS=Mus musculus 2550335 12.48208
EOCYB4 3 149 16.807 55
GN=Actrlb PE=1 SV=1 6 702
Uncharacterized protein OS=Mus musculus GN=Mvp 5.057471 12.43905
Q3THX5 2 870 96.699 5.59
PE=2 SV=1 3 163
Major vault protein OS=Mus musculus GN=Mvp PE=1 5.110336 12.43905
QIEQKS5 2 861 95.865 559
Sv=4 8 163
Major vault protein OS=Mus musculus GN=Mvp PE=1 5.057471 12.43905
E9Q3X0 2 870 96.798 5.64
sv=1 3 163
Uncharacterized protein OS=Mus musculus GN=Mvp 5.057471 12.43905
Q8C2s89 2 870 96.77 5.59
PE=2 SV=1 3 163
CD151 antigen 0S=Mus musculus GN=Cd151 PE=1 12.25296 12.42607
035566 3 253 28.227 7.47
Sv=2 4 88
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AOA140L Mitotic checkpoint protein BUB3 (Fragment) OS=Mus 33.63636 12.42386

4 220 23.736 5.87
J21 musculus GN=Bub3 PE=1 SV=1 4 58
Ubiquitin thioesterase OTUB1 OS=Mus musculus 15.12915 12.42033

Q7TQI3 3 271 31.25 4.94
GN=0Otubl PE=1 SV=2 1 97
Ubiquitin thioesterase OTUB1 OS=Mus musculus 17.01244 12.42033

D3YWF6 3 241 28.019 5.29
GN=Otubl PE=1 SV=1 8 97
Aldose reductase-related protein 2 OS=Mus musculus 5.696202 12.41860

P45377 1 316 36.098 6.37
GN=Akr1b8 PE=1 SV=2 5 676
Uncharacterized protein OS=Mus musculus 5.696202 12.41860

Q8BIV6 1 316 35.826 7.56
GN=Akr1b10 PE=2 SV=1 5 676
Aldo-keto reductase family 1, member B10 (aldose 12.41860

D37494 6.25 1 288 32.725 7.01
reductase) OS=Mus musculus GN=Akr1b10 PE=1 SV=1 676
Aldo-keto reductase family 1, member B10 (aldose 5.696202 12.41860

G5E895 1 316 35.826 7.28
reductase) OS=Mus musculus GN=Akr1b10 PE=1 SV=1 5 676
Copa protein (Fragment) OS=Mus musculus GN=Copa 9.333333 12.39657

Q99IW9 2 300 34.109 8.98
PE=2 SV=1 3 974
Phospholipid scramblase 1 OS=Mus musculus 17.37804 12.37175

Q9JJ00 5 328 35.89 5.06
GN=Plscrl PE=1 SV=1 9 763
Phospholipid scramblase 0S=Mus musculus GN=Plscr1 17.43119 12.37175

Q3UDV5 5 327 35.762 5.06
PE=2 SV=1 3 763
Phospholipid scramblase OS=Mus musculus GN=Plscr1 24.35897 12.37175

QAFK16 5 234 26.328 4.86
PE=2 SV=1 4 763
Phospholipid scramblase OS=Mus musculus GN=Plscr1 17.43119 12.37175

Q99M50 5 327 35.79 5.06
PE=2 SV=1 3 763
Eukaryotic initiation factor 4A-111 (Fragment) OS=Mus 15.38461 12.36102

A2AFKT 4 299 33.936 6.01
musculus GN=Eif4a3 PE=1 SV=1 5 152
Eukaryotic initiation factor 4A-111 OS=Mus musculus 11.19221 12.36102

Q91ves 4 411 46.81 6.73
GN=Eif4a3 PE=1 SV=3 4 152
AOAON4S Predicted pseudogene 5580 OS=Mus musculus 11.19221 12.36102

4 411 46.929 7.5
VP8 GN=Gm5580 PE=3 SV=1 4 152
Nucleolar protein 56 (Fragment) OS=Mus musculus 12.34649

F6V095 17.34104 2 173 19.155 8.92
GN=Nop56 PE=1 SV=1 229
Nucleolar protein 56 (Fragment) OS=Mus musculus 22.22222 12.34649

F6U250 2 135 15.488 9.66
GN=Nop56 PE=1 SV=1 2 229
Sodium-coupled neutral amino acid transporter 2 4.166666 12.31250

Q8CFE6 1 504 55.467 7.94
0S=Mus musculus GN=Slc38a2 PE=1 SV=1 7 477
Uncharacterized protein OS=Mus musculus GN=SIc38a2 16.53543 12.31250

Q8CD9% 1 127 14.683 4.88
PE=2 SV=1 3 477
Junction plakoglobin 0S=Mus musculus GN=Jup PE=1 12.27358

Q02257 4.966443 3 745 81.749 6.14
Sv=3 294
Transmembrane 9 superfamily member OS=Mus 2.835820 12.27023

Q3TWB8 1 670 76 73
musculus GN=Tm9sf2 PE=2 SV=1 9 864
Transmembrane 9 superfamily member OS=Mus 2.870090 12.27023

Q8C7F9 1 662 75.308 7.43
musculus GN=Tm9sf2 PE=2 SV=1 6 864
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Transmembrane 9 superfamily member OS=Mus 2.870090 12.27023
Q8C6H4 1 662 75.314 7.43
musculus GN=Tm9sf2 PE=2 SV=1 6 864
Transmembrane 9 superfamily member 2 OS=Mus 2.870090 12.27023
P58021 1 662 75.28 743
musculus GN=Tm9sf2 PE=1 SV=1 6 864
High mobility group protein HMG-I/HMG-Y OS=Mus 17.75700 12.21622
P17095 1 107 11.607 10.32
musculus GN=Hmgal PE=1 SV=4 9 586
MCG120563, isoform CRA_a OS=Mus musculus 19.79166 12.21622
Q3TVPO 1 96 10.611 10.32
GN=mCG_120563 PE=2 SV=1 7 586
Cell division control protein 42 homolog OS=Mus 42.40837 12.17701
P60766 6 191 21.245 6.55
musculus GN=Cdc42 PE=1 SV=2 7 471
26S proteasome non-ATPase regulatory subunit 11 28.42105 12.16118
G3uz28 2 95 10.598 8.16
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 3 121
Guanine nucleotide-binding protein G(1)/G(S)/G(T)
12.15461
E9PWM7 subunit beta-2 0S=Mus musculus GN=Gnb2 PE=1 225 3 240 25914 4.89
826
Sv=1
Uncharacterized protein (Fragment) OS=Mus musculus 16.18257 12.13750
Q9CsD3 4 241 27.746 475
GN=Eif3c PE=2 SV=1 3 339
Uncharacterized protein (Fragment) 0S=Mus musculus 16.18257 12.13750
Q3TL08 4 241 27.661 473
GN=Eif3c PE=2 SV=1 3 339
Eukaryotic translation initiation factor 3 subunit C 15.66265 12.13750
MOQWV3 4 249 28.562 4.69
(Fragment) OS=Mus musculus GN=Eif3c PE=1 SV=2 1 339
Uncharacterized protein (Fragment) OS=Mus musculus 1455223 12.13750
Q8BVX3 4 268 30.646 4.83
GN=Eif3c PE=2 SV=1 9 339
WD repeat-containing protein 82 OS=Mus musculus 15.01597 12.11339
Q8BFQ4 3 313 35.056 7.69
GN=Wdr82 PE=1 SV=1 4 474
A0A0G2] 13.55421 12.10401
Fascin 0S=Mus musculus GN=Fscn1 PE=1 SV=1 3 332 36.179 6.87
bu7 7 44
Alpha-enolase (Fragment) OS=Mus musculus GN=Enol 43.69747 12.06162
B1ARR7 4 119 12.928 8.13
PE=1SV=1 9 226
Calcium/calmodulin-dependent protein kinase type I1
8.401639 12.04239
E9Q1V9 subunit delta OS=Mus musculus GN=Camk2d PE=1 3 488 55.258 7.56
3 583
Sv=2
Calcium/calmodulin-dependent protein kinase type Il
8.216432 12.04239
Q6PHZ2 subunit delta OS=Mus musculus GN=Camk2d PE=1 3 499 56.334 7.25
9 583
Sv=1
Calcium/calmodulin-dependent protein kinase type I1
ADA0G2) 7.692307 12.04239
subunit delta OS=Mus musculus GN=Camk2d PE=1 3 533 59.965 727
GSs4 7 583
Sv=1
Calcium/calmodulin-dependent protein kinase type I1
7.692307 12.04239
E9Q1T1 subunit delta OS=Mus musculus GN=Camk2d PE=1 3 533 59.966 7.27
7 583
Sv=1
Calcium/calmodulin-dependent protein kinase type I1
8.007812 12.04239
E9Q1W0 subunit delta OS=Mus musculus GN=Camk2d PE=1 3 512 57.712 7.15
5 583

sv=2
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Uncharacterized protein OS=Mus musculus GN=Ptges3 21.42857 12.01714

QI9CRH1 2 140 16.561 5
PE=2 SV=2 1 468
Prostaglandin E synthase 3 OS=Mus musculus 23.07692 12.01714

D3Z7C6 2 130 14.973 4.79
GN=Ptges3 PE=1 SV=1 3 468
Uncharacterized protein OS=Mus musculus GN=Ptges3 12.01714

Q3TJG6 18.75 2 160 18.735 4.55
PE=2 SV=1 468
Prostaglandin E synthase 3 OS=Mus musculus 12.01714

Q9R0Q7 18.75 2 160 18.709 4.55
GN=Ptges3 PE=1 SV=1 468
6-phosphogluconate dehydrogenase, decarboxylating 6.625258 11.99020

Q3UAG2 2 483 53.212 7.23
0S=Mus musculus GN=Pgd PE=2 SV=1 8 755
6-phosphogluconate dehydrogenase, decarboxylating 6.625258 11.99020

Q9DCDO 2 483 53.213 7.23
0S=Mus musculus GN=Pgd PE=1 SV=3 8 755
6-phosphogluconate dehydrogenase, decarboxylating 10.35598 11.99020

Q91YT9 2 309 33.683 6.73
0S=Mus musculus GN=Pgd PE=2 SV=1 7 755
6-phosphogluconate dehydrogenase, decarboxylating 6.625258 11.99020

Q91v28 2 483 53.227 7.23
0S=Mus musculus GN=Pgd PE=2 SV=1 8 755
16.90140 11.98761

QICY06 Uncharacterized protein OS=Mus musculus PE=2 SV=1 2 142 15.103 8.22
8 106
Alpha-1-globin (Fragment) 0S=Mus musculus PE=2 19.67213 11.98761

Q9IQWI3 2 122 12.899 7.34
Sv=1 1 106
Alpha globin 1 0S=Mus musculus GN=Hba-al PE=1 16.90140 11.98761

Q91VvB8 2 142 15.103 8.22
Sv=1 8 106
16.90140 11.98761

ABDUV3 Alpha-globin 0S=Mus musculus GN=Hbat1 PE=3 SV=1 2 142 15.076 8.22
8 106
16.90140 11.98761

QICY10 Uncharacterized protein OS=Mus musculus PE=2 SV=1 2 142 15.193 8.82
8 106
16.90140 11.98761

Q8BPF4 Uncharacterized protein OS=Mus musculus PE=2 SV=1 2 142 15.172 8.68
8 106
Uncharacterized protein (Fragment) OS=Mus musculus 9.433962 11.96934

Q3U7M6 3 477 50.957 4.77
GN=ltga5 PE=2 SV=1 3 879
Lysosomal membrane glycoprotein 1, isoform CRA_a 8.353808 11.93469

Q9DC13 3 407 43.908 8.4
0S=Mus musculus GN=Lamp1 PE=2 SV=1 4 906
8.374384 11.93469

Q8VH34 LAMP-1 OS=Mus musculus GN=Lamp1 PE=2 SV=1 3 406 43.851 8.4
2 906
Lysosome-associated membrane glycoprotein 1 OS=Mus 8.374384 11.93469

P11438 3 406 43.837 8.4
musculus GN=Lamp1 PE=1 SV=2 2 906
Uncharacterized protein OS=Mus musculus GN=Lamp1 8.374384 11.93469

Q3TX84 3 406 43.838 8.25
PE=2 SV=1 2 906
Vesicle-associated membrane protein 3 0S=Mus 23.30097 11.88477

P63024 2 103 11.473 85
musculus GN=Vamp3 PE=1 SV=1 1 087
Vesicle associated membrane protein 2 0S=Mus 20.68965 11.88477

035619 2 116 12.669 8.13
musculus GN=Vamp2 PE=2 SV=1 5 087
Vesicle-associated membrane protein 2 0S=Mus 14.72392 11.88477

BOQZN5 2 163 17.851 9.38
musculus GN=Vamp2 PE=1 SV=1 6 087
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Vesicle-associated membrane protein 2 0S=Mus 20.68965 11.88477

Q8CHR4 2 116 12.683 8.13
musculus GN=Vamp2 PE=1 SV=2 5 087
Uncharacterized protein (Fragment) OS=Mus musculus 4.484304 11.84414

Q3TRH4 2 446 49.492 4.96
GN=Lamcl PE=2 SV=1 9 458
Uncharacterized protein (Fragment) OS=Mus musculus 3.780718 11.84414

Q3URV4 2 529 58.857 5.01
GN=Lamcl PE=2 SV=1 3 458
A0A1BOG RuvB-like helicase (Fragment) OS=Mus musculus 17.16417 11.79204

2 134 14.203 10.43
T54 GN=RuvbI2 PE=1 SV=1 9 798
Psmd5 protein (Fragment) OS=Mus musculus 21.65898 11.72687

Q921U5 3 217 24232 53
GN=Psmd5 PE=2 SV=1 6 65
26S proteasome non-ATPase regulatory subunit 5 9.325396 11.72687

Q8BJY1 3 504 55.937 521
0S=Mus musculus GN=Psmd5 PE=1 SV=4 8 65
Glutaminyl-tRNA synthetase OS=Mus musculus 3.328894 11.72517

D3Z7158 3 751 85 73
GN=Qars PE=1 SV=2 8 991
4.125412 11.72517

Q8R1V9 Qars protein OS=Mus musculus GN=Qars PE=1 SV=1 3 606 68.784 7.39
5 991
Glutamine--tRNA ligase 0OS=Mus musculus GN=Qars 3.225806 11.72517

Q8BML9 3 775 87.621 7.31
PE=1SV=1 5 991
Uncharacterized protein OS=Mus musculus GN=Qars 3.225806 11.72517

Q3TIN2 3 775 87.687 7.21
PE=2 SV=1 5 991
AOA1BOG Transaldolase OS=Mus musculus GN=Taldol PE=1 13.61256 11.65374

4 382 42.125 7.02
R11 Sv=1 5 374
Transaldolase OS=Mus musculus GN=Taldol PE=1 15.43026 11.65374

Q93092 4 337 37.363 7.03
Sv=2 7 374
AOAIW2 T-complex protein 1 subunit beta (Fragment) OS=Mus 11.64293

57.8125 2 64 6.681 4.59
P871 musculus GN=Cct2 PE=1 SV=1 575
Cytosol aminopeptidase OS=Mus musculus GN=Lap3 13.29479 11.63081

QICPY7 5 519 56.106 7.72
PE=1SV=3 8 884
Keratin, type | cytoskeletal 19 OS=Mus musculus 6.203473 11.61949

P19001 3 403 44,515 5.39
GN=Krt19 PE=1 SV=1 9 42
Uncharacterized protein OS=Mus musculus 11.59810

Q3TJK3 19.42446 5 417 46.505 8.5
GN=Serpinhl PE=2 SV=1 138
Uncharacterized protein OS=Mus musculus 11.59810

Q8BVU9 19.42446 5 417 46.481 8.82
GN=Serpinhl PE=2 SV=1 138
Uncharacterized protein OS=Mus musculus 11.59810

Q8BV87 19.42446 5 417 46.49 8.82
GN=Serpinhl PE=2 SV=1 138
Uncharacterized protein OS=Mus musculus 11.59810

Q3TWG9Y 19.42446 5 417 465 8.82
GN=Serpinh1 PE=2 SV=1 138
11.59810

P19324 Serpin H1 OS=Mus musculus GN=Serpinh1 PE=1 SV=3 19.42446 5 417 46.504 8.82
138
Phospholipid scramblase OS=Mus musculus GN=Plscr3 33.78378 11.57353

Q5F283 4 296 31.782 6.38
PE=1SV=1 4 377
Uncharacterized protein (Fragment) OS=Mus musculus 7.363420 11.54074

Q8CBU4 3 421 50.243 5.8
GN=Ezr PE=2 SV=1 4 812
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Protein $100-A11 OS=Mus musculus GN=S100a1l 34.69387 11.49216

P50543 3 98 11.075 5.45
PE=1SV=1 8 712
T-complex protein 1 subunit theta (Fragment) OS=Mus 39.39393 11.48024

H3BLL1 4 132 14.497 5.08
musculus GN=Cct8 PE=1 SV=1 9 416
T-complex protein 1 subunit theta (Fragment) OS=Mus 32.91139 11.48024

H3BKG2 4 158 17.245 514
musculus GN=Cct8 PE=1 SV=1 2 416
Uncharacterized protein (Fragment) OS=Mus musculus 26.08695 11.40641

QICTF6 2 92 10.83 8.31
GN=Rras2 PE=2 SV=1 7 713
Actn1 protein (Fragment) OS=Mus musculus GN=Actnl 11.38765

Q99LI3 8.25 3 400 45.89 5.03
PE=2 SV=1 109
Uncharacterized protein OS=Mus musculus 11.37720

Q3TIK8 13.125 4 320 34.145 9.23
GN=Hnrnpal PE=2 SV=1 656
Heterogeneous nuclear ribonucleoprotein A1 OS=Mus 11.37720

P49312 13.125 4 320 34175 9.23
musculus GN=Hnrnpal PE=1 SV=2 656
Uncharacterized protein OS=Mus musculus 11.37720

Q3U7F3 13.125 4 320 34.217 9.23
GN=Hnrnpal PE=2 SV=1 656
Heterogeneous nuclear ribonucleoprotein A1 OS=Mus 11.26005 11.37720

Q5EBP8 4 373 38.81 9.13
musculus GN=Hnrnpal PE=1 SV=1 4 656
Uncharacterized protein OS=Mus musculus 11.26005 11.37720

Q3UK83 4 373 38.78 9.13
GN=Hnrnpal PE=2 SV=1 4 656
AOALY7V MCG116671 OS=Mus musculus GN=mCG_116671 20.39473 11.37714

3 152 17.738 10.86
KY1 PE=4 SV=1 7 934
Uncharacterized protein OS=Mus musculus GN=Rps18 20.39473 11.37714

Q3TW65 3 152 17.736 11.09
PE=2 SV=1 7 934
Predicted gene 10260 OS=Mus musculus GN=Gm10260 20.39473 11.37714

F6YVP7 3 152 17.661 10.74
PE=3 SV=2 7 934
MCG23000, isoform CRA_b OS=Mus musculus 20.39473 11.37714

Q561N5 3 152 17.708 10.99
GN=Rps18 PE=2 SV=1 7 934
Keratin, type 1 cytoskeletal 73 OS=Mus musculus 5.194805 11.37612

QBNXH9 4 539 58.875 8.09
GN=Krt73 PE=1 SV=1 2 7
Complement C3 (Fragment) OS=Mus musculus GN=C3 12.43243 11.37162

H3BKW9 2 185 20.539 7.85
PE=1SV=1 2 936
Protein tweety homolog 2 0S=Mus musculus GN=Ttyh2 6.390977 11.36090

Q3TH73 3 532 58.969 6.07
PE=1SV=1 4 016
Uncharacterized protein (Fragment) OS=Mus musculus 11.36041

Q3u4cs 7.073955 3 622 69.502 6.67
GN=Itgav PE=2 SV=1 236
8.717948 11.33315

P13020 Gelsolin 0S=Mus musculus GN=Gsn PE=1 SV=3 4 780 85.888 6.18
7 897
Uncharacterized protein OS=Mus musculus GN=Gsn 9.302325 11.33315

Q3U9Q8 4 731 80.712 5.68
PE=2 SV=1 6 897
Uncharacterized protein OS=Mus musculus GN=Gsn 9.302325 11.33315

Q3TGJ9 4 731 80.798 5.69
PE=2 SV=1 6 897
Gelsolin, isoform CRA_c OS=Mus musculus GN=Gsn 9.302325 11.33315

Q6PAC1 4 731 80.712 5.76
PE=2 SV=1 6 897
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Uncharacterized protein OS=Mus musculus GN=Lamc1 5.316455 11.32354

Q3UNGO 3 790 86.661 5.47
PE=2 SV=1 7 164
Uncharacterized protein OS=Mus musculus GN=Snd1 4.065934 11.29470

Q3TW51 2 910 101.967 7.56
PE=2 SV=1 1 134
Uncharacterized protein OS=Mus musculus GN=Snd1 4.065934 11.29470

Q3uzi3 2 910 102.024 7.69
PE=2 SV=1 1 134
Staphylococcal nuclease domain-containing protein 1 6.085526 11.29470

Q3TJ56 2 608 67.65 9.2
0S=Mus musculus GN=Snd1 PE=1 SV=1 3 134
Uncharacterized protein OS=Mus musculus GN=Snd1 4.065934 11.29470

Q3TRW3 2 910 101.992 7.56
PE=2 SV=1 1 134
Staphylococcal nuclease domain-containing protein 1 4.065934 11.29470

Q78PY7 2 910 102.025 743
0S=Mus musculus GN=Snd1 PE=1 SV=1 1 134
Heat shock protein 105 kDa OS=Mus musculus 3.729603 11.26487

Q61699 3 858 96.346 5.53
GN=Hsphl PE=1 SV=2 7 184
Heat shock protein 105 kDa OS=Mus musculus 3.916768 11.26487

E9QOU7 3 817 91.62 5.59
GN=Hsphl PE=1 SV=1 7 184
Uncharacterized protein OS=Mus musculus GN=Sept7 5.023923 11.25753

Q8C2A3 2 418 48.724 8.63
PE=2 SV=1 4 26
11.25753

E9QIF5 Septin-7 OS=Mus musculus GN=Sept7 PE=1 SV=2 4.805492 2 437 50.649 85
26
Uncharacterized protein OS=Mus musculus GN=Sept7 5.023923 11.25753

Q3UNN1 2 418 48.646 8.63
PE=2 SV=1 4 26
11.25753

E9Q1G8 Septin-7 OS=Mus musculus GN=Sept7 PE=1 SV=2 4.805492 2 437 50.617 8.57
26
4.816513 11.25753

055131 Septin-7 OS=Mus musculus GN=Sept7 PE=1 SV=1 2 436 50.518 8.57
8 26
DNA replication licensing factor MCM3 OS=Mus 5.172413 11.23498

P25206 3 812 91.489 5.55
musculus GN=Mcm3 PE=1 SV=2 8 154
DNA helicase 0S=Mus musculus GN=Mcm3 PE=2 5.172413 11.23498

Q3ULD6 3 812 91.521 5.55
Sv=1 8 154
DNA helicase 0S=Mus musculus GN=Mcm3 PE=2 5.172413 11.23498

Q3UZH2 3 812 91.488 5.6
Sv=1 8 154
Uncharacterized protein OS=Mus musculus GN=Pdcd6 18.32460 11.23307

Q8C5M4 3 191 21.84 5.4
PE=2 SV=1 7 562
ADAIW2 T-complex protein 1 subunit beta (Fragment) OS=Mus 26.08695 11.20408

2 115 12.245 5.39
P8B6 musculus GN=Cct2 PE=1 SV=1 7 869
MCG1050941 OS=Mus musculus GN=Gm5414 PE=1 11.20070

Q6IFZ8 6.884058 4 552 60.191 73
Sv=1 004
Prostacyclin synthase (Fragment) OS=Mus musculus 20.23809 11.16218

Q7TSX2 2 168 18.884 7.61
GN=Ptgis PE=2 SV=1 5 281
11.05769 11.11936

P14211 Calreticulin OS=Mus musculus GN=Calr PE=1 SV=1 3 416 47.965 4.49
2 879
Uncharacterized protein (Fragment) OS=Mus musculus 11.11936

Q3UwP8 125 3 368 42.17 474
GN=Calr PE=2 SV=1 879
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Uncharacterized protein OS=Mus musculus GN=Rab1b 12.93532 11.11131

Q3vac2 2 201 22.191 5.73
PE=2 SV=1 3 883
Uncharacterized protein (Fragment) OS=Mus musculus 13.48684 11.11071

Q9CsD9 4 304 34219 9.07
GN=Ddx5 PE=2 SV=1 2 038
Uncharacterized protein OS=Mus musculus GN=Ncl 5.940594 11.10757

Q3TGR3 4 707 76.707 4.74
PE=2 SV=1 1 804
Uncharacterized protein OS=Mus musculus GN=Ncl 5.940594 11.10757

Q3TL52 4 707 76.705 4.75
PE=2 SV=1 1 804
Uncharacterized protein OS=Mus musculus GN=Ncl 5.940594 11.10757

Q8cD23 4 707 76.819 4.79
PE=2 SV=1 1 804
Uncharacterized protein OS=Mus musculus GN=Ncl 5.940594 11.10757

Q8CE30 4 707 76.666 4.77
PE=2 SV=1 1 804
Uncharacterized protein OS=Mus musculus GN=Ncl 5.940594 11.10757

Q3TT41 4 707 76.691 4.75
PE=2 SV=1 1 804
5.940594 11.10757

P09405 Nucleolin OS=Mus musculus GN=Ncl PE=1 SV=2 4 707 76.677 4.75
1 804
Uncharacterized protein OS=Mus musculus GN=Krt90 11.09145

Q148Q7 5.204461 4 538 58.204 8.25
PE=2 SV=1 069
11.09145

E9Q1Z0 Keratin 90 OS=Mus musculus GN=Krt90 PE=1 SV=1 5.204461 4 538 58.188 8.25
069
Uncharacterized protein OS=Mus musculus GN=Krt90 11.09145

Q8BIS2 5.204461 4 538 58.23 8.25
PE=2 SV=1 069
Dynactin subunit 1 OS=Mus musculus GN=Dctnl PE=1 2.744148 11.04853

E9Q586 3 1239 136.763 5.45
Sv=1 5 392
Uncharacterized protein OS=Mus musculus GN=Dctn1 2.744148 11.04853

Q3TB96 3 1239 136.727 5.45
PE=2 SV=1 5 392
Dctn1 protein OS=Mus musculus GN=Dctn1 PE=2 2.689873 11.04853

Q6NZM3 3 1264 139.691 571
Sv=1 4 392
Dynactin subunit 1 0OS=Mus musculus GN=Dctnl PE=1 2977232 11.04853

D3YX34 3 1142 126.742 5.48
Sv=1 9 392
Dynactin subunit 1 0OS=Mus musculus GN=Dctnl PE=1 2.689873 11.04853

E9Q3M3 3 1264 139.675 571
Sv=1 4 392
Uncharacterized protein OS=Mus musculus GN=Dctnl 2.744148 11.04853

Q3T9V8 3 1239 136.793 543
PE=2 SV=1 5 392
Dynactin subunit 1 0OS=Mus musculus GN=Dctn1 PE=1 2.654176 11.04853

008788 3 1281 141.588 5.9
Sv=3 4 392
C-X-C motif chemokine OS=Mus musculus GN=Cxcl5 33.33333 11.04078

Q790R4 4 132 14.181 9.58
PE=3 SV=1 3 794
C-X-C motif chemokine 5 0S=Mus musculus 33.33333 11.04078

P50228 4 132 14.226 9.73
GN=Cxcl5 PE=1 SV=2 3 794
Histone H2A 0S=Mus musculus GN=HistLlh2ah PE=2 11.03658

A3KPDO 32.8125 4 128 13.942 11.03
sv=1 938
Histone H2A (Fragment) OS=Mus musculus 33.07086 11.03658

AOAUV1 4 127 13.811 11.03
GN=Hist1h2ah PE=2 SV=1 6 938
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Histone H2A type 1-K OS=Mus musculus 32.30769 11.03658

Q8CGP7 4 130 14.141 11.05
GN=Hist1h2ak PE=1 SV=3 2 938
Histone H2A type 3 0S=Mus musculus GN=Hist3h2a 32.30769 11.03658

Q8BFU2 4 130 14.113 11.05
PE=1SV=3 2 938
Histone H2A type 1-F OS=Mus musculus GN=Hist1h2af 32.30769 11.03658

Q8CGP5 4 130 14.153 11.05
PE=1SV=3 2 938
Histone H2A type 1-1 0S=Mus musculus GN=Hist1h2ai 32.30769 11.03658

COHKE6 4 130 14.127 11.05
PE=1SV=1 2 938
Integrin-linked protein kinase 0S=Mus musculus 10.99182

055222 14.60177 5 452 51.34 8.07
GN=Ilk PE=1 SV=2 284
Proteasome subunit beta type-2 OS=Mus musculus 17.41293 10.98463

Q9R1P3 3 201 22.892 7.02
GN=Psmb2 PE=1 SV=1 5 869
36.29629 10.96665

P16045 Galectin-1 OS=Mus musculus GN=Lgals1 PE=1 SV=3 4 135 14.856 5.49
6 525
14-3-3 protein beta/alpha (Fragment) OS=Mus musculus 10.94056

A2A5N1 30.81761 4 159 18.337 5.48
GN=Ywhab PE=1 SV=1 535
26S proteasome non-ATPase regulatory subunit 2 10.92482

E9Q2S8 45 3 60 6.527 5.4
0S=Mus musculus GN=Psmd2 PE=1 SV=1 829
Hnrpa3 protein (Fragment) OS=Mus musculus 2053231 10.91830

Q58E39 4 263 26.358 9.14
GN=Hnrnpa3 PE=2 SV=1 9 456
Hnrpa3 protein 0S=Mus musculus GN=Hnrnpa3 PE=2 17.25239 10.91830

Q5U3M2 4 313 31.992 9.13
Sv=1 6 456
Heterogeneous nuclear ribonucleoprotein A3 OS=Mus 10.91830

QOVG47 15.12605 4 357 37.063 8.31
musculus GN=Hnrnpa3 PE=2 SV=1 456
Heterogeneous nuclear ribonucleoprotein A3 OS=Mus 14.24802 10.91830

Q8BG05 4 379 39.628 9.01
musculus GN=Hnrnpa3 PE=1 SV=1 1 456
EG627828 protein OS=Mus musculus GN=Gm6793 15.38461 10.91830

B2RXM2 4 351 36.587 8.07
PE=1SV=1 5 456
Hnrpa3 protein OS=Mus musculus GN=Hnrnpa3 PE=2 16.98113 10.91830

Q6P6I7 4 318 34.355 8.98
Sv=1 2 456
Uncharacterized protein OS=Mus musculus 14.24802 10.91830

Q3uUzZG3 4 379 39.727 9.1
GN=Hnrnpa3 PE=2 SV=1 1 456
Predicted pseudogene 9242 OS=Mus musculus 10.91830

J3QNY1 15.12605 4 357 37.117 8.31
GN=Gm9242 PE=4 SV=1 456
Heterogeneous nuclear ribonucleoprotein A3 OS=Mus 16.98113 10.91830

A2AL12 4 318 34.455 9.1
musculus GN=Hnrnpa3 PE=1 SV=1 2 456
Hnrpa3 protein (Fragment) OS=Mus musculus 17.82178 10.91830

Q6PFAT7 4 303 32.187 9.17
GN=Hnrnpa3 PE=2 SV=1 2 456
Adenylyl cyclase-associated protein OS=Mus musculus 8.860759 10.90719

Q3TC53 3 474 51.572 7.52
GN=Capl PE=2 SV=1 5 485
Adenylyl cyclase-associated protein OS=Mus musculus 8.860759 10.90719

Q3UNQO 3 474 51.53 7.77
GN=Capl PE=2 SV=1 5 485
Adenylyl cyclase-associated protein OS=Mus musculus 8.860759 10.90719

Q3U0Us 3 474 51.542 7.52
GN=Capl PE=2 SV=1 5 485
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Adenylyl cyclase-associated protein OS=Mus musculus 8.860759 10.90719

Q3uUVI2 3 474 51.518 7.52
GN=Capl PE=2 SV=1 5 485
Adenylyl cyclase-associated protein 1 0S=Mus 8.860759 10.90719

P40124 3 474 51.532 7.52
musculus GN=Capl PE=1 SV=4 5 485
Tubulin alpha chain-like 3 0S=Mus musculus 2.466367 10.90594

Q3UX10 2 446 49.956 5.58
GN=Tubal3 PE=2 SV=2 7 745
40S ribosomal protein S3a OS=Mus musculus 14.77272 10.89634

Q3UAC2 3 264 29.894 9.74
GN=Rps3al PE=2 SV=1 7 323
408 ribosomal protein S3a OS=Mus musculus 14.77272 10.89634

Q9D1S3 3 264 29.867 9.66
GN=Rps3al PE=2 SV=1 7 323
408 ribosomal protein S3a OS=Mus musculus 14.77272 10.89634

Q3UJus 3 264 29.924 9.69
GN=Rps3al PE=2 SV=1 7 323
408 ribosomal protein S3a OS=Mus musculus 14.77272 10.89634

P97351 3 264 29.866 9.73
GN=Rps3a PE=1 SV=3 7 323
40S ribosomal protein S3a OS=Mus musculus 14.77272 10.89634

Q3UsP8 3 264 29.808 9.77
GN=Rps3al PE=2 SV=1 7 323
Uncharacterized protein (Fragment) OS=Mus musculus 18.54304 10.88272

Q3TTS3 2 151 17.776 9.48
GN=Vcan PE=2 SV=1 6 142
3.419593 10.83341

G3UWN2 CAD protein OS=Mus musculus GN=Cad PE=1 SV=1 4 2164 236.845 6.44
3 05
Cad protein (Fragment) OS=Mus musculus GN=Cad 3.467406 10.83341

Q6PIL1 3 1442 158.292 6.42
PE=2 SV=1 4 05
Eif4al protein (Fragment) OS=Mus musculus 20.58823 10.80094

Q99LRO 2 68 7.877 6
GN=Eif4al PE=2 SV=1 5 528
Glutathione S-transferase P 1 0S=Mus musculus 18.09523 10.79861

P19157 3 210 23.594 7.87
GN=Gstpl PE=1 SV=2 8 808
NAD(P)-dependent steroid dehydrogenase-like protein 4.143646 10.79331

U3M993 2 362 40.661 7.39
0S=Mus musculus GN=Nsdhl PE=2 SV=1 4 47
NAD(P) dependent steroid dehydrogenase-like OS=Mus 4.143646 10.79331

Q3Us15 2 362 40.66 7.85
musculus GN=Nsdhl PE=1 SV=1 4 47
NAD(P) dependent steroid dehydrogenase-like OS=Mus 4.143646 10.79331

Q7TPY3 2 362 40.672 7.85
musculus GN=Nsdhl PE=2 SV=1 4 47
Uncharacterized protein (Fragment) OS=Mus musculus 19.29824 10.78144

Q3UR26 2 171 19.173 5.44
GN=Hnrnph2 PE=2 SV=1 6 217
Uncharacterized protein OS=Mus musculus 4.202898 10.74495

Q8BYH6 2 690 78.981 511
GN=Snrnp200 PE=2 SV=1 6 625
Uncharacterized protein OS=Mus musculus GN=Rpl12 28.65853 10.70943

Q8C2K0 3 164 17.796 9.55
PE=2 SV=1 7 236
Uncharacterized protein OS=Mus musculus GN=Rps11 30.72289 10.70480

Q9DB79 4 166 19.402 10.14
PE=2 SV=1 2 537
40S ribosomal protein S11 OS=Mus musculus 32.27848 10.70480

P62281 4 158 18.419 10.3
GN=Rpsl1 PE=1SV=3 1 537
Histone H2A type 2-C OS=Mus musculus 35.65891 10.70130

Q64523 5 129 13.98 10.9
GN=Hist2h2ac PE=1 SV=3 5 73
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Histone H2A 0S=Mus musculus GN=Hist2h2aal PE=2 35.38461 10.70130

B2RWH3 5 130 14.087 10.9
sv=1 5 73
A0A0G2] Annexin A3 (Fragment) OS=Mus musculus GN=Anxa3 23.80952 10.70062

2 84 9.412 6.54
GL7 PE=1SV=1 4 923
40S ribosomal protein S16 OS=Mus musculus 30.13698 10.67730

P14131 5 146 16.435 10.21
GN=Rps16 PE=1 SV=4 6 796
Rps16 protein (Fragment) OS=Mus musculus 28.02547 10.67730

Q641N3 5 157 17.542 10.21
GN=Rps16 PE=2 SV=1 8 796
Rps16 protein 0S=Mus musculus GN=Rps16 PE=2 25.58139 10.67730

Q5CZY9 5 172 19.262 10.2
Sv=1 5 796
Proteasome subunit alpha type OS=Mus musculus 39.41908 10.67121

Q3TUX3 5 241 26.38 4.79
GN=Psma5 PE=2 SV=1 7 41
Proteasome subunit alpha type OS=Mus musculus 39.41908 10.67121

Q3TUI9 5 241 26.394 4.86
GN=Psma5 PE=2 SV=1 7 41
Proteasome subunit alpha type-5 OS=Mus musculus 39.41908 10.67121

Q9z2u1 5 241 26.394 4.79
GN=Psma5 PE=1 SV=1 7 41
Eeflal protein (Fragment) OS=Mus musculus 32.40740 10.65446

QAFZES 2 108 11.538 9.61
GN=Eeflal PE=2 SV=1 7 21
1po5 protein (Fragment) 0S=Mus musculus GN=Ipo5 8.080808 10.64398

Q6NZC1 2 396 44.946 4.84
PE=2 SV=1 1 861
Gamma-tubulin complex component 3 0S=Mus 10.63655

P58854 6.961326 4 905 103.404 8.32
musculus GN=Tubgcp3 PE=1 SV=2 519
Gamma-tubulin complex component OS=Mus musculus 10.63655

Q3TAJ6 6.961326 4 905 103.346 8.4
GN=Tubgcp3 PE=2 SV=1 519
2400003C14Rik protein OS=Mus musculus GN=Ist1 10.87719 10.59302

Q8BHC2 3 285 31.181 6.39
PE=2 SV=1 3 986
8.563535 10.59302

Q9CX00 IST1 homolog OS=Mus musculus GN=Istl PE=1 SV=1 3 362 39.443 5.44
9 986
Uncharacterized protein OS=Mus musculus GN=Lamb1 7.309941 10.58643

Q3UR38 2 342 38.367 4.77
PE=2 SV=1 5 174
RABI1A, member RAS oncogene family OS=Mus 10.58132

Q55wW87 40.57971 4 138 15.016 8.13
musculus GN=Rabla PE=1 SV=1 863
Uncharacterized protein OS=Mus musculus GN=Rabla 27.31707 10.58132

Q3UB66 4 205 22.664 573
PE=2 SV=1 3 863
MKIAA3012 protein (Fragment) OS=Mus musculus 2213438 10.58132

Q6ZPF0 4 253 27317 7.59
GN=Rabla PE=2 SV=1 7 863
Transgelin-2 OS=Mus musculus GN=TagIn2 PE=1 22.11055 10.57754

QIWVA4L 3 199 22.381 8.24
Sv=4 3 087
Glyceraldehyde-3-phosphate dehydrogenase (Fragment) 45.45454 10.57230

S4R1IW8 3 55 6.219 5.91
0S=Mus musculus GN=Gapdh PE=1 SV=1 5 425
Glyceraldehyde-3-phosphate dehydrogenase OS=Mus 4.772727 10.56572

S4R2G5 2 440 47.612 7.88
musculus GN=Gapdhs PE=1 SV=1 3 282
Glyceraldehyde-3-phosphate dehydrogenase, 4.772727 10.56572

Q64467 2 440 47.626 7.88
testis-specific OS=Mus musculus GN=Gapdhs PE=1 3 282
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sv=1

AO0AOR4J Glyceraldehyde-3-phosphate dehydrogenase OS=Mus 4.794520 10.56572

2 438 47.412 791
0X7 musculus GN=Gapdhs PE=1 SV=1 5 282
Uncharacterized protein (Fragment) OS=Mus musculus 8.898305 10.56572

Q3v2Is 2 236 25.169 8.75
GN=Gapdhs PE=2 SV=1 1 282
AO0A140L Protein arginine N-methyltransferase 1 OS=Mus 25.40983 10.55711

2 122 14.14 5.49
J68 musculus GN=Prmtl PE=1 SV=1 6 412
Asparagine synthetase [glutamine-hydrolyzing] 1255605 10.53205

D3zoc2 2 223 25.378 6.77
(Fragment) OS=Mus musculus GN=Asns PE=1 SV=8 4 752
Versican core protein (Fragment) OS=Mus musculus 16.31205 10.47470

F7B603 2 141 16.714 9.09
GN=Vcan PE=1 SV=1 7 927
AOAOUIR Dedicator of cytokinesis protein 7 (Fragment) OS=Mus 4562268 10.45187

3 811 90.815 7.99
NY4 musculus GN=Dock7 PE=1 SV=1 8 986
Dedicator of cytokinesis protein 7 (Fragment) OS=Mus 14.50980 10.45187

F6Z)55 3 255 28.333 6.86
musculus GN=Dock7 PE=1 SV=1 4 986
Dedicator of cytokinesis protein 7 (Fragment) OS=Mus 14.97975 10.45187

A2AWT9 3 247 26.936 6.96
musculus GN=Dock7 PE=1 SV=2 7 986
8.433734 10.43171

Q8BT06 Tetraspanin OS=Mus musculus GN=Cd63 PE=2 SV=1 3 249 26.766 7.37
9 573
AOAIW2 Tetraspanin (Fragment) OS=Mus musculus GN=Cd63 12.80487 10.43171

3 164 17.853 75
P8C6 PE=1SV=1 8 573
8.823529 10.43171

Q549D0 Tetraspanin OS=Mus musculus GN=Cd63 PE=1 SV=1 3 238 25.749 6.98
4 573
8.823529 10.43171

Q3ucso Tetraspanin OS=Mus musculus GN=Cd63 PE=2 SV=1 3 238 25.777 6.98
4 573
Eukaryotic translation initiation factor 2 subunit 1 2412698 10.42772

Q6ZWX6 5 315 36.085 5.08
0S=Mus musculus GN=Eif2s1 PE=1 SV=3 4 007
Heat shock protein HSP 90-alpha (Fragment) OS=Mus 39.80582 10.40263

B7ZC49 4 103 11.704 4.41
musculus GN=Hsp90aal PE=1 SV=1 5 283
Predicted gene 11214 (Fragment) OS=Mus musculus 10.92896 10.36901

VIGX06 3 183 19.852 7.42
GN=Gm11214 PE=1 SV=1 2 617
Chloride intracellular channel protein OS=Mus musculus 10.35400

Q3TIP8 16.59751 4 241 27.055 5.27
GN=Clicl PE=2 SV=1 009
Chloride intracellular channel protein 1 OS=Mus 10.35400

Q9Z1Q5 16.59751 4 241 26.996 5.17
musculus GN=Clic1 PE=1 SV=3 009
Cyclin-dependent kinase 1 (Fragment) OS=Mus 10.34313

D3z2T9 13 2 200 22.879 8.54
musculus GN=Cdk1 PE=1 SV=1 083
Actrlb protein (Fragment) OS=Mus musculus 47.70114 10.33527

Q8R1B2 4 174 19.597 6.55
GN=Actrlb PE=2 SV=1 9 207
40S ribosomal protein SA OS=Mus musculus GN=Rpsa 16.27118 10.32174

P14206 3 295 32.817 4.87
PE=1SV=4 6 516
Laminin receptor (Fragment) OS=Mus musculus 16.27118 10.32174

B2CY77 3 295 32.829 4.87
GN=Rpsa PE=2 SV=1 6 516
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T-complex protein 1 subunit alpha OS=Mus musculus 10.28912
F27483 64.07767 5 103 10.957 4.67
GN=Tcpl PE=1 SV=1 449
AOAON4S Myeloid-associated differentiation marker (Fragment) 20.98765 10.22744
1 81 8.635 8.38
W94 0S=Mus musculus GN=Myadm PE=1 SV=1 4 346
Myadm protein OS=Mus musculus GN=Myadm PE=1 10.22744
QOVEA46 5.3125 1 320 35.261 8.31
Sv=1 346
RAB10, member RAS oncogene family OS=Mus 10.21562
Q4FJLO 225 4 200 22527 8.38
musculus GN=Rab10 PE=1 SV=1 314
Capping protein (Actin filament) muscle Z-line, beta 11.02941 10.19406
Q923G3 2 272 30.609 6
0S=Mus musculus GN=Capzb PE=2 SV=1 2 104
Uncharacterized protein OS=Mus musculus GN=Capzb 11.53846 10.19406
Q3TRH8 2 260 29.178 6.57
PE=2 SV=1 2 104
Capping protein (Actin filament) muscle Z-line, beta,
11.53846 10.19406
A2AMWO isoform CRA_a OS=Mus musculus GN=Capzb PE=1 2 260 29.277 6.92
2 104
Sv=1
F-actin-capping protein subunit beta OS=Mus musculus 10.83032 10.19406
P47757 2 277 31.326 5.74
GN=Capzb PE=1 SV=3 5 104
3.293807 10.17975
Q3TCH7 Cullin-4A OS=Mus musculus GN=Cul4a PE=1 SV=1 2 759 87.697 8.35
6 736
Cul4a protein OS=Mus musculus GN=Cul4a PE=2 4.208754 10.17975
Q8R1T2 2 594 68.992 7.31
Sv=1 2 736
A0A1BOG L-lactate dehydrogenase OS=Mus musculus GN=Ldha 29.85074 10.17837
5 201 22.077 8.54
QX5 PE=1SV=1 6 644
A0A1BOG L-lactate dehydrogenase A chain (Fragment) OS=Mus 34.09090 10.17837
5 176 19.425 8.66
T41 musculus GN=Ldha PE=1 SV=1 9 644
Protein transport protein Sec31A (Fragment) OS=Mus 5.460385 10.13423
S4R2A9 3 934 101.032 8.41
musculus GN=Sec31a PE=1 SV=1 4 491
Actin-like 6A, isoform CRA_a OS=Mus musculus 12.35431 10.12697
Q505L1 3 429 47.417 5.6
GN=Actl6a PE=1 SV=1 2 458
Uncharacterized protein (Fragment) OS=Mus musculus 3.434343 10.11334
Q3U7s9 1 495 55.701 5.88
GN=Mvp PE=2 SV=1 4 848
Fascin (Fragment) OS=Mus musculus GN=Fscn1 PE=1 8.713692 10.07881
F7BDR1 2 241 26.752 6.14
Sv=1 9 165
AOAON4S RAB7, member RAS oncogene family (Fragment) 42.85714 10.07209
3 98 10.957 9.13
VG9 0S=Mus musculus GN=Rab7 PE=1 SV=3 3 063
Glycylpeptide N-tetradecanoyltransferase 1 OS=Mus 10.05843
070310 8.266129 3 496 56.852 8
musculus GN=Nmt1 PE=1 SV=1 139
Peptidylprolyl isomerase (Fragment) OS=Mus musculus 8.846153 10.04679
F6S2D5 1 260 29.621 5.38
GN=Fkbp4 PE=1 SV=9 8 012
Peptidylprolyl isomerase (Fragment) OS=Mus musculus 12.29946 10.04679
F7CAT1 1 187 20.919 5
GN=Fkbp4 PE=1 SV=2 5 012
T-complex protein 1 subunit zeta-2 OS=Mus musculus 10.03215
B1ATO05 6.097561 2 492 54.282 6.7
GN=Cct6b PE=1 SV=1 003
Q8BVT1 Uncharacterized protein OS=Mus musculus GN=Cct6b 6.097561 2 492 54.21 6.8 10.03215
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PE=2 SV=1 003
Histone H2AX OS=Mus musculus GN=H2afx PE=1 32.16783 10.03143

P27661 3 143 15.133 10.74
Sv=2 2 74
Uncharacterized protein (Fragment) OS=Mus musculus 16.03053 10.00384

Q3TP59 4 262 30.004 5.39
GN=Thbs1 PE=2 SV=1 4 808
Uncharacterized protein (Fragment) OS=Mus musculus 16.21621 10.00384

Q3TPD3 4 259 29.631 5.29
GN=Thbs1 PE=2 SV=1 6 808
AOAOUIR 4F2 cell-surface antigen heavy chain (Fragment) 9.992889

63.75 4 80 8.838 9.11
PL8 0S=Mus musculus GN=Slc3a2 PE=1 SV=1 166
RAB14 protein 0S=Mus musculus GN=Rab14 PE=2 20.93023 9.979219

Q50HX2 2 215 2381 6.54
Sv=1 3 079
RAB14 protein variant 0S=Mus musculus GN=Rab14 9.979219

Q50HX1 22.84264 2 197 21.803 5.94
PE=2 SV=1 079
Uncharacterized protein OS=Mus musculus GN=P4ha2 2.056074 9.976938

Q5SX74 1 535 60.774 6
PE=2 SV=1 8 009
Uncharacterized protein (Fragment) OS=Mus musculus 5.882352 9.976938

Q3uUQs1 1 187 21.055 79
GN=P4ha2 PE=2 SV=1 9 009
Prolyl 4-hydroxylase subunit alpha-2 0S=Mus musculus 2.048417 9.976938

Q60716 1 537 60.964 58
GN=P4ha2 PE=1 SV=1 1 009

Procollagen-proline, 2-oxoglutarate 4-dioxygenase

2.048417 9.976938

Q5SX75 (Proline 4-hydroxylase), alpha I polypeptide, isoform 1 537 60.977 59
1 009

CRA_f 0S=Mus musculus GN=P4ha2 PE=1 SV=1

Mitogen-activated protein kinase OS=Mus musculus 9.943181 9.975439

Q3UF82 2 352 40.627 6.84
GN=Mapkl PE=2 SV=1 8 548
Mitogen-activated protein kinase OS=Mus musculus 12.02749 9.975439

035558 2 291 33.579 8.73
GN=Erk2 PE=3 SV=1 1 548
Mitogen-activated protein kinase 1 OS=Mus musculus 9.776536 9.975439

P63085 2 358 41.249 6.98
GN=Mapkl PE=1 SV=3 3 548
Uncharacterized protein OS=Mus musculus GN=Actr3 13.15789 9.925244

Q3TWJ4 3 418 47.293 5.88
PE=2 SV=1 5 093
Uncharacterized protein OS=Mus musculus GN=Actr3 13.15789 9.925244

Q3TGE1 3 418 47.369 5.88
PE=2 SV=1 5 093
13.15789 9.925244

Q3ULF7 MCG1196 OS=Mus musculus GN=Actr3 PE=1 SV=1 3 418 47.327 5.88
5 093
Uncharacterized protein OS=Mus musculus GN=Actr3 13.15789 9.925244

Q3TGWO 3 418 47.346 5.92
PE=2 SV=1 5 093
Heterogeneous nuclear ribonucleoprotein K (Fragment) 2758620 9.915520

H3BJS9 2 87 9.608 5.87
0S=Mus musculus GN=Hnrnpk PE=1 SV=1 7 668
Predicted gene 8994 OS=Mus musculus GN=Gm8994 8.029197 9.852240

E9PV04 3 411 46.824 7.43
PE=3 SV=2 1 086
Uncharacterized protein (Fragment) OS=Mus musculus 23.96694 9.841107

QICVv26 3 121 13.876 5.22
GN=Eif3c PE=2 SV=1 2 368
Tyrosine 3-monooxygenase/tryptophan 21.96078 9.823621

Q58540 4 255 29.155 474
5-monooxygenase activation protein, epsilon 4 75
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polypeptide, isoform CRA_c OS=Mus musculus

GN=Ywhae PE=1 SV=1

Uncharacterized protein (Fragment) OS=Mus musculus 8.880308 9.800656

Q3UXs4 2 518 56.988 5.16
GN=Vcan PE=2 SV=1 9 319
Vcan protein (Fragment) OS=Mus musculus GN=Vcan 9.800656

QO5CR7 5.469679 2 841 92.724 5.06
PE=2 SV=1 319
Versican core protein OS=Mus musculus GN=Vcan 9.800656

Q8Bs97 125 2 368 41.108 6.61
PE=1SV=1 319
Uncharacterized protein (Fragment) OS=Mus musculus 12.36559 9.800656

Q3TNR6 2 372 41.202 5.47
GN=Vcan PE=2 SV=1 1 319
9.800656

Q4VA9L Versican 0S=Mus musculus GN=Vcan PE=2 SV=1 125 2 368 41.016 6.77
319
Uncharacterized protein (Fragment) OS=Mus musculus 7.419354 9.800656

Q3TQ47 2 620 68.384 5.01
GN=Vcan PE=2 SV=1 8 319
Fructose-bisphosphate aldolase (Fragment) OS=Mus 24.15254 9.778893

D3YWI1 4 236 25.78 7.14
musculus GN=Aldoa PE=1 SV=8 2 232
Metastasis-associated protein MTA2 OS=Mus musculus 6.287425 9.778227

Q9R190 4 668 74.983 9.67
GN=Mta2 PE=1 SV=1 1 448
Uncharacterized protein OS=Mus musculus GN=Mta2 6.287425 9.778227

Q3TZP3 4 668 75.045 9.72
PE=2 SV=1 1 448
Uncharacterized protein (Fragment) OS=Mus musculus 8.061420 9.778227

Q3uDz8 4 521 59.175 9.04
GN=Mta2 PE=2 SV=1 3 448
Uncharacterized protein OS=Mus musculus GN=Cdc42 47.61904 9.744328

Q3UL78 5 147 16.493 6.55
PE=2 SV=1 8 856
A0A087W Nucleolar protein 58 (Fragment) OS=Mus musculus 15.75342 9.698659

2 146 16.423 7.75
SuUs GN=Nop58 PE=1 SV=1 5 42
Transmembrane protein 106B OS=Mus musculus 19.63636 9.695842

Q80X71 4 275 31.153 6.68
GN=Tmem106b PE=1 SV=1 4 981
Transmembrane protein 106B (Fragment) OS=Mus 29.18918 9.695842

D3Z191 4 185 20.726 8.56
musculus GN=Tmem106b PE=1 SV=8 9 981
Coatomer subunit alpha (Fragment) OS=Mus musculus 11.18881 9.673093

F6XIN3 1 143 16.965 9.41
GN=Copa PE=1 SV=1 1 796
26S proteasome non-ATPase regulatory subunit 13 18.93203 9.647473

F6ZQQ3 3 206 23.306 6.89
(Fragment) OS=Mus musculus GN=Psmd13 PE=1 SV=1 9 097
Prdx2 protein OS=Mus musculus GN=Prdx2 PE=2 25.25252 9.644334

Q5M9IN9 2 198 21777 5.41
Sv=1 5 912
Peroxiredoxin-2 0S=Mus musculus GN=Prdx2 PE=1 25.25252 9.644334

Q61171 2 198 21.765 5.41
Sv=3 5 912
Vacuolar protein sorting-associated protein 28 homolog 18.55203 9.640506

Q9D1C8 3 221 25.436 5.54
0S=Mus musculus GN=Vps28 PE=1 SV=1 6 029
14-3-3 protein gamma subtype OS=Mus musculus 23.48178 9.623740

ABIP69 5 247 28.285 4.89
GN=Ywhag PE=1 SV=1 1 911
26S proteasome non-ATPase regulatory subunit 11 18.42105 9.615549

G3UZz33 2 114 12.934 7.87
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 3 564
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Uncharacterized protein OS=Mus musculus GN=Srm 12.25165 9.612915

Q8BSZ8 2 302 33.997 5.63
PE=2 SV=1 6 516
Tars protein (Fragment) OS=Mus musculus GN=Tars 7.877461 9.604585

Q99KJ4 3 457 53.59 8.24
PE=2 SV=1 7 648
Uncharacterized protein OS=Mus musculus 10.99290 9.591314

Q8C8X9 2 282 32.072 7.55
GN=Camk2d PE=2 SV=1 8 554
CTP synthase 1 OS=Mus musculus GN=Ctps1 PE=1 7.275803 9.588668

P70698 4 591 66.64 6.58
Sv=2 7 585
Coatomer protein alpha subunit (Fragment) OS=Mus 26.66666 9.587934

Q9ET41 1 60 6.998 8.92
musculus GN=Copa PE=2 SV=1 7 256
Procollagen C-endopeptidase enhancer 1 (Fragment) 31.45161 9.586935

D3YWHO0 3 124 13.451 73
0S=Mus musculus GN=Pcolce PE=1 SV=1 3 759
Uncharacterized protein OS=Mus musculus GN=Mthfd1 8.689655 9.585117

Q8BXX7 4 725 78.107 8.18
PE=2 SV=1 2 817
15.28662 9.581724

QICYR4 Copine-8 OS=Mus musculus GN=Cpne8 PE=1 SV=1 2 157 18.007 5.66
4 167
21.86046 9.579857

Q6P202 Hmgb1 protein OS=Mus musculus PE=2 SV=1 3 215 24.904 5.74
5 111
21.86046 9.579857

Q8BQO2 Uncharacterized protein OS=Mus musculus PE=2 SV=1 3 215 24.889 5.91
5 111
18.24817 9.567597

Q5M9J8 MCG13936 OS=Mus musculus GN=Rpl28 PE=1 SV=1 3 137 15.724 12.02
5 866
Ribosomal protein L28 OS=Mus musculus GN=Rpl28 18.24817 9.567597

Q5M9N5 3 137 15.7 12.02
PE=2 SV=1 5 866
Histone cluster 1, H1d OS=Mus musculus GN=Hist1h1d 14.47963 9.556611

Q14979 3 221 22.086 11.03
PE=1SV=1 8 061
Uncharacterized protein OS=Mus musculus 14.47963 9.556611

Q3uU292 3 221 22.068 11.03
GN=Histlhld PE=2 SV=1 8 061
Uncharacterized protein OS=Mus musculus GN=Rapla 24.45652 9.525895

Q3u7uU8 4 184 20.833 6.65
PE=2 SV=1 2 119
Rap1A-retrol OS=Mus musculus GN=Gm9392 PE=2 24.45652 9.525895

C5HOE8 4 184 21.002 6.67
Sv=1 2 119
A0A0G2] MCG10748, isoform CRA_b OS=Mus musculus 38.13559 9.525895

4 118 13.417 9.22
DL9 GN=Rapla PE=1SV=1 3 119
Ras-related protein Rap-1A OS=Mus musculus 24.45652 9.525895

P62835 4 184 20.974 6.67
GN=Rapla PE=1 SV=1 2 119
Ras-related C3 botulinum toxin substrate 2 0S=Mus 16.14583 9.493267

Q05144 3 192 21.427 7.61
musculus GN=Rac2 PE=1 SV=1 3 775
Uncharacterized protein OS=Mus musculus 16.30695 9.478391

Q3TMD2 4 417 46.49 8.82
GN=Serpinhl PE=2 SV=1 4 409
Lamp1 protein (Fragment) OS=Mus musculus 11.64021 9.464545

Q92279 2 189 20.444 8.46
GN=Lampl PE=2 SV=1 2 488
Gnai2 protein OS=Mus musculus GN=Gnai2 PE=2 31.81818 9.452455

Q8JZT4 2 132 15.279 493
sv=1 2 521
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Keratin, type | cytoskeletal 13 0S=Mus musculus 8.695652 9.434207

P08730 4 437 47.724 4.86
GN=Krt13 PE=1 SV=2 2 678
ADP-ribosylation factor 4 OS=Mus musculus GN=Arf4 22.77777 9.406679

P61750 3 180 20.384 7.14
PE=1SV=2 8 869
Protein tweety homolog 3 OS=Mus musculus GN=Ttyh3 9.541984 9.370627

Q6P5F7 4 524 57.677 5.85
PE=1SV=1 7 642
Histone H2B OS=Mus musculus GN=Hist1h2ba PE=2 19.68503 9.359502

AO0INS9 3 127 14.17 10.37
Sv=1 9 077
Histone H2B type 1-A OS=Mus musculus 19.68503 9.359502

P70696 3 127 14.228 10.29
GN=Hist1h2ba PE=1 SV=3 9 077
ADA0G2) Annexin A5 (Fragment) OS=Mus musculus GN=Anxa5 24.08759 9.351834

4 137 15.344 4.82
GQO PE=1SV=1 1 297
Proteasome subunit beta type-6 OS=Mus musculus 25.21008 9.320312

Q60692 3 238 25.362 511
GN=Psmb6 PE=1 SV=3 4 738
Type | epidermal keratin mRNA, 3'end (Fragment) 23.65591 9.315422

Q61782 2 93 10.655 6.3
0S=Mus musculus PE=2 SV=1 4 058
$100 calcium binding protein A10 (Calpactin), isoform 9.307671

Q3TC45 23.71134 3 97 11179 6.77
CRA_a 0S=Mus musculus GN=S100a10 PE=1 SV=1 07
Uncharacterized protein OS=Mus musculus 9.307671

Q3UF30 23.71134 3 97 11.206 6.77
GN=S100a10 PE=2 SV=1 07
Ras-related protein Rap-2c OS=Mus musculus 21.85792 9.285931

Q8BU31 2 183 20.731 4.94
GN=Rap2c PE=1 SV=1 3 11
Annexin (Fragment) OS=Mus musculus GN=Anxa4 24.18604 9.265878

F7ANVE 4 215 24.211 7.83
PE=1SV=1 7 439
9.265878

Q7TMN7 Annexin OS=Mus musculus GN=Anxa4 PE=2 SV=1 16.30094 4 319 35.907 5.57
439
9.265878

P97429 Annexin A4 0S=Mus musculus GN=Anxa4 PE=1 SV=4 16.30094 4 319 35.893 5.57
439
Ras GTPase-activating-like protein IQGAP1 OS=Mus 2.776101 9.253290

Q9IKF1 3 1657 188.624 6.48
musculus GN=Iqgap1 PE=1 SV=2 4 176
MKIAAQ051 protein (Fragment) OS=Mus musculus 2.736466 9.253290

Q6ZQK2 3 1681 191.193 6.57
GN=Iqgapl PE=2 SV=1 4 176
1Q motif containing GTPase activating protein 1 2.776101 9.253290

Q80UWT 3 1657 188.652 6.44
0S=Mus musculus GN=lqgap1 PE=2 SV=1 4 176
Uncharacterized protein OS=Mus musculus GN=Memol 16.22516 9.251461

Q3TWT2 3 302 34.279 7.14
PE=2 SV=1 6 744
Protein MEMO1 OS=Mus musculus GN=Memo1l PE=1 16.49831 9.251461

Q91VH6 3 297 33.67 7.14
Sv=1 6 744
Phenylalanine--tRNA ligase alpha subunit 0S=Mus 41.90476 9.242702

D6R1J2 2 105 11.178 5.16
musculus GN=Farsa PE=1 SV=1 2 961
Ribonucleoside-diphosphate reductase (Fragment) 7.874015 9.218089

Q05DU8 4 762 86.782 7.47
0S=Mus musculus GN=Rrm1 PE=2 SV=1 7 819
Ribonucleoside-diphosphate reductase large subunit 8.838383 9.218089

P07742 5 792 90.153 6.7
0S=Mus musculus GN=Rrm1 PE=1 SV=2 8 819
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Ribonucleoside-diphosphate reductase OS=Mus 8.838383 9.218089
Q6NZB3 5 792 90.093 6.6
musculus GN=Rrm1 PE=2 SV=1 8 819
Predicted gene 20425 OS=Mus musculus GN=Gm20425 2.862985 9.215573
E9Q035 3 978 107.727 777
PE=4 SV=1 7 549
4.017216 9.215573
Q92111 Serotransferrin OS=Mus musculus GN=Tf PE=1 SV=1 3 697 76.674 718
6 549
Uncharacterized protein OS=Mus musculus 9.212945
Q3TFB1 10 3 320 34.176 9
GN=Hnrnpal PE=2 SV=1 223
RAB5C, member RAS oncogene family, isoform CRA_a 9.210243
Q3TJ39 17.12963 3 216 23.398 8.41
0S=Mus musculus GN=Rab5c PE=1 SV=1 106
Ras-related protein Rab-5C OS=Mus musculus 15.81196 9.210243
Q8C266 3 234 25.336 8.16
GN=Rab5¢ PE=1 SV=1 6 106
Uncharacterized protein OS=Mus musculus GN=Rab5c 9.210243
Q3TCT9 17.12963 3 216 23.397 8.41
PE=2 SV=1 106
22.32558 9.210145
Q3UJKO Uncharacterized protein OS=Mus musculus PE=2 SV=1 3 215 24.877 6.15
1 712
Protein arginine N-methyltransferase 8 0S=Mus 3.045685 9.198403
Q6PAK3 1 394 45.247 6.93
musculus GN=Prmt8 PE=1 SV=2 3 835
Sodium/potassium-transporting ATPase subunit alpha 2.731707 9.194024
Q91WH7 2 1025 112.963 5.81
0S=Mus musculus GN=Atp4a PE=1 SV=1 3 324
Potassium-transporting ATPase alpha chain 1 0S=Mus 2.710551 9.194024
Q64436 2 1033 113.942 5.88
musculus GN=Atp4a PE=1 SV=3 8 324
Sodium/potassium-transporting ATPase subunit alpha 2.707930 9.194024
E9QNX7 2 1034 113.991 5.81
0S=Mus musculus GN=Atp4a PE=1 SV=1 4 324
Regulator of nonsense transcripts 1 OS=Mus musculus 4.181494 9.125401
Q9EPUO 3 1124 123.889 6.61
GN=Upfl PE=1 SV=2 7 974
BRO1 domain-containing protein BROX OS=Mus 9.489051 9.124670
Q8K2Q7 3 411 46.172 7.69
musculus GN=Brox PE=1 SV=1 1 744
26S proteasome non-ATPase regulatory subunit 5 22.14285 9.119545
F7BA91 2 140 15.456 8.94
(Fragment) OS=Mus musculus GN=Psmd5 PE=1 SV=1 7 221
Probable ATP-dependent RNA helicase DDX6 OS=Mus 7.453416 9.109437
P54823 2 483 54.157 8.66
musculus GN=Ddx6 PE=1 SV=1 1 943
Calcium/calmodulin-dependent protein kinase type I1
9.107700
Q8CCMO subunit delta OS=Mus musculus GN=Camk2d PE=1 8.033241 2 361 40.652 7.78
109
Sv=1
26.49572 9.100692
Q8BWNO Uncharacterized protein OS=Mus musculus PE=2 SV=1 3 117 13.328 5.06
6 987
14-3-3 protein zeta/delta (Fragment) OS=Mus musculus 35.22727 9.100692
D3YXN6 3 88 10.092 6.73
GN=Ywhaz PE=1 SV=1 3 987
Translationally-controlled tumor protein OS=Mus 9.420289 9.079557
D3YU75 1 138 15.472 4.96
musculus GN=Tptl PE=1 SV=1 9 419
Uncharacterized protein (Fragment) OS=Mus musculus 7.317073 9.070919
Q3uzy7 3 451 51.369 78
GN=Smc4 PE=2 SV=1 2 514
P08030 Adenine phosphoribosy 0S=Mus 24.44444 3 180 19.712 6.79 9.057847
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GN=Aprt PE=1 SV=2 4 023
AO0A140LI Glutaminyl-tRNA synthetase (Fragment) OS=Mus 9.003813
8.125 2 160 17.879 5.85
N2 musculus GN=Qars PE=1 SV=1 028
AO0A140L Glutaminyl-tRNA synthetase (Fragment) OS=Mus 9.701492 9.003813
2 134 15.103 6.38
JH2 musculus GN=Qars PE=1 SV=1 5 028
AOAO0ABY Glutaminyl-tRNA synthetase (Fragment) OS=Mus 8.552631 9.003813
2 152 16.818 6.9
Y08 musculus GN=Qars PE=1 SV=2 6 028
AOA140LI Glutaminyl-tRNA synthetase (Fragment) OS=Mus 10.74380 9.003813
2 121 13.544 8.32
RO musculus GN=Qars PE=1 SV=1 2 028
AOA140LI Glutaminyl-tRNA synthetase (Fragment) OS=Mus 9.003813
8.496732 2 153 17.193 6.54
D3 musculus GN=Qars PE=1 SV=1 028
EGF-containing fibulin-like extracellular matrix protein 8.457711 8.999777
E9Q3N9 2 402 44.858 4.92
2 0S=Mus musculus GN=Efemp2 PE=1 SV=1 4 317
EGF-containing fibulin-like extracellular matrix protein 7.359307 8.999777
G5E8D6 2 462 51.315 4.88
2 0S=Mus musculus GN=Efemp2 PE=1 SV=1 4 317
Epidermal growth factor-containing fibulin-like
7.674943 8.999777
Q542X5 extracellular matrix protein 2, isoform CRA_a OS=Mus 2 443 49.392 4.89
6 317
musculus GN=Efemp2 PE=2 SV=1
EGF-containing fibulin-like extracellular matrix protein 7.674943 8.999777
Q9JMO06 2 443 49.419 4.89
2 0S=Mus musculus GN=Efemp2 PE=2 SV=1 6 317
Elongation factor 2 (Fragment) OS=Mus musculus 8.982877
089070 2293578 1 109 12.058 8.84
GN=Eef2 PE=2 SV=1 97
40S ribosomal protein S8 OS=Mus musculus GN=Rps8 12.01923 8.927651
Q5M9L9 3 208 24.248 10.27
PE=2 SV=1 1 167
Heterogeneous nuclear ribonucleoprotein K OS=Mus 41.23711 8.888298
Q8BT23 3 97 10.759 4.7
musculus GN=Hnrnpk PE=1 SV=1 3 273
Talin-1 (Fragment) OS=Mus musculus GN=TIn1 PE=1 31.96721 8.853135
F6S1V7 3 122 12.58 5.81
Sv=1 3 586
Platelet-activating factor acetylhydrolase 1B subunit
17.52577 8.838034
Q55W16 alpha (Fragment) OS=Mus musculus GN=Pafahlbl 1 97 11.416 6.81
3 63
PE=1SV=1
ADA087TW Tubulin alpha-4A chain (Fragment) OS=Mus musculus 8.837851
21 2 100 11.094 4.98
RB4 GN=Tubada PE=1 SV=1 524
ADA087TW Tubulin alpha-4A chain (Fragment) OS=Mus musculus 8.837851
16.8 2 125 13.841 5.8
Qs4 GN=Tubada PE=1 SV=1 524
17.76649 8.826185
Q99L68 Stom protein OS=Mus musculus GN=Stom PE=2 SV=1 2 197 22.208 9.33
7 465
Polyadenylate-binding protein OS=Mus musculus 5.365853 8.788570
Q91YZ8 2 615 67.81 9.5
GN=Pabpc4 PE=1 SV=1 7 166
Polyadenylate-binding protein OS=Mus musculus 8.788570
A3KFU5 5.229794 2 631 69.387 9.57
GN=Pabpc4 PE=1 SV=1 166
Poly(A)-binding protein, cytoplasmic 4 0S=Mus 19.64285 8.788570
VIGXG3 2 168 18.741 7.85
musculus GN=Pabpc4 PE=4 SV=1 7 166
Q99LF8 Polyadenylate-binding protein OS=Mus musculus 5 2 660 72.169 9.38 8.788570
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GN=Pabpc4 PE=2 SV=1 166
Polyadenylate-binding protein OS=Mus musculus 8.788570

Q6PHQ9 5 2 660 72197 9.39
GN=Pabpc4 PE=1 SV=1 166
Polyadenylate-binding protein OS=Mus musculus 5.124223 8.788570

A3KFU8 2 644 70.62 9.31
GN=Pabpc4 PE=1 SV=1 6 166
Polyadenylate-binding protein OS=Mus musculus 5.365853 8.788570

D3Z5M2 2 615 67.716 9.5
GN=Gm10110 PE=3 SV=1 7 166
408 ribosomal protein S18 OS=Mus musculus 17.75700 8.780180

S4R1N6 2 107 12.476 10.13
GN=Rps18 PE=3 SV=1 9 216
9.813084 8.756948

008917 Flotillin-1 0S=Mus musculus GN=Flot1 PE=1 SV=1 3 428 47.484 715
1 948
Uncharacterized protein OS=Mus musculus GN=Flot1 9.813084 8.756948

Q3TJSO 3 428 47502 715
PE=2 SV=1 1 948
Uncharacterized protein OS=Mus musculus GN=Grem1 12.91666 8.743657

Q3UY25 2 240 26.692 9.79
PE=2 SV=1 7 589
16.84782 8.743657

070326 Gremlin-1 0S=Mus musculus GN=Grem1 PE=2 SV=1 2 184 20.696 9.39
6 589
Farp1 protein (Fragment) 0S=Mus musculus GN=Farp1 8.743484

Q8K2R0O 5.988024 3 835 94.708 8.59
PE=2 SV=1 02
DEAD (Asp-Glu-Ala-Asp) box polypeptide 17, isoform 5.368098 8.738140

Q3u741 3 652 72539 8.68
CRA_a 0S=Mus musculus GN=Ddx17 PE=1 SV=1 2 583
Probable ATP-dependent RNA helicase DDX17 5.384615 8.738140

Q5016 3 650 72.354 8.59
0S=Mus musculus GN=Ddx17 PE=1 SV=1 4 583
3.679852 8.735306

Q9EPK7 Exportin-7 0S=Mus musculus GN=Xpo7 PE=1 SV=3 3 1087 123.731 6.38
8 501
3.676470 8.735306

E9PUWT7 Exportin-7 0S=Mus musculus GN=Xpo7 PE=1 SV=1 3 1088 123.818 6.38
6 501
F-actin-capping protein subunit alpha-2 0S=Mus 11.49425 8.711820

D6RCW7 1 174 19.983 5.27
musculus GN=Capza2 PE=1 SV=1 3 602
RABI1A, member RAS oncogene family OS=Mus 31.74603 8.698433

Q5SW86 3 126 13.589 5.55
musculus GN=Rabla PE=1 SV=1 2 399
ATP-binding cassette sub-family E member 1 0S=Mus 2.003338 8.692537

P61222 1 599 67.271 8.34
musculus GN=Abcel PE=1 SV=1 9 308
Uncharacterized protein OS=Mus musculus GN=Abcel 2.003338 8.692537

Q3TIM9 1 599 67.237 8.34
PE=2 SV=1 9 308
Uncharacterized protein OS=Mus musculus GN=Abcel 2.003338 8.692537

Q3TIU8 1 599 67.172 8.27
PE=2 SV=1 9 308
Abcel protein (Fragment) OS=Mus musculus 2.086956 8.692537

QBNXX7 1 575 64.465 8.05
GN=Abcel PE=2 SV=1 5 308
Serine (or cysteine) peptidase inhibitor, clade B, member 6.265664 8.671448

F8WIV2 2 399 44.745 6.38
6a OS=Mus musculus GN=Serpinb6a PE=1 SV=1 2 469
Uncharacterized protein OS=Mus musculus 6.613756 8.671448

Q3u3L3 2 378 42.541 5.74
GN=Serpinb6a PE=2 SV=1 6 469
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Serine (Or cysteine) peptidase inhibitor, clade B,

6.613756 8.671448
Q4FJQ6 member 6a, isoform CRA_a OS=Mus musculus 2 378 42,571 5.74
6 469
GN=Serpinb6a PE=1 SV=1
Proteasome subunit beta type (Fragment) OS=Mus 14.85507 8.643137
Q5D098 4 276 29.741 7.99
musculus GN=Psmb7 PE=2 SV=1 2 693
Proteasome subunit beta type-7 OS=Mus musculus 14.80144 8.643137
P70195 4 277 29.872 7.99
GN=Psmb7 PE=1 SV=1 4 693
Gamma-tubulin complex component OS=Mus musculus 8.620689 8.641791
Q3TN67 3 580 65.241 9.1
GN=Tubgcp3 PE=2 SV=1 7 344
Heat shock protein Hsc70t (Fragment) OS=Mus 5.422993 8.641771
Q91ZuU4 2 461 50.951 5.76
musculus GN=Hsc70t PE=3 SV=1 5 793
Ras-related C3 botulinum toxin substrate 3 0S=Mus 8.640460
P60764 18.75 4 192 21.365 8.15
musculus GN=Rac3 PE=1 SV=1 968
Multifunctional protein ADE2 (Fragment) OS=Mus 42.16867 8.620947
D3z6P1 3 83 8.989 9.33
musculus GN=Paics PE=1 SV=1 5 838
Heterogeneous nuclear ribonucleoproteins A2/B1 8.589987
088569 10.1983 3 353 37.38 8.95
0S=Mus musculus GN=Hnrnpa2b1 PE=1 SV=2 993
Heterogeneous nuclear ribonucleoprotein A2/B1 10.55718 8.589987
B7ZP22 3 341 35.943 8.65
0S=Mus musculus GN=Hnrnpa2b1 PE=2 SV=1 5 993
AOAON4S 2177777 8.566834
Histone H2A OS=Mus musculus GN=H2afj PE=1 SV=1 3 126 13.652 11.02
V66 8 45
Histone H2A.J OS=Mus musculus GN=H2afj PE=1 27.13178 8.566834
Q8R1IM2 3 129 14.037 11.05
Sv=1 3 45
Histone H2A OS=Mus musculus GN=Histlh2aa PE=1 27.13178 8.566834
Q8CGP4 3 129 14.048 1121
Sv=1 3 45
Cleavage and polyadenylation specificity factor subunit 2.081887 8.557079
Q9EPU4 2 1441 160.716 6.39
1 0S=Mus musculus GN=Cpsfl PE=1 SV=1 6 792
Serine/threonine-protein phosphatase 2A 55 kDa
3.819444 8.545023
F6RV17 regulatory subunit B OS=Mus musculus GN=Ppp2r2d 1 288 33.359 6.65
4 203
PE=1SV=2
T-complex polypeptide 1 (Fragment) OS=Mus musculus 24.24242 8.537610
Q62289 3 132 14.532 5.59
GN=Tcp-1 PE=4 SV=1 4 531
T-complex polypeptide 1 (Fragment) OS=Mus musculus 23.88059 8.537610
Q9QZ33 3 134 14.611 5.34
GN=Tcp-1 PE=4 SV=1 7 531
T-complex polypeptide 1 (Fragment) OS=Mus musculus 8.537610
Q9QZ36 24.06015 3 133 14.551 5.63
GN=Tcp-1 PE=4 SV=1 531
T-complex polypeptide 1 (Fragment) OS=Mus musculus 24.24242 8.537610
Q9Qz34 3 132 14.438 563
GN=Tcp-1 PE=4 SV=1 4 531
T-complex polypeptide 1 (Fragment) OS=Mus musculus 8.537610
Q62290 24.06015 3 133 14.512 5.34
GN=Tcp-1 PE=4 SV=1 531
T-complex polypeptide 1 (Fragment) OS=Mus musculus 8.537610
Q9QZ35 24.06015 3 133 14.589 5.63
GN=Tcp-1 PE=4 SV=1 531
Eukaryotic translation initiation factor 3 subunit | 15.69230 8.535771
Q9QzD9 3 325 36.438 5.64
0S=Mus musculus GN=Eif3i PE=1 SV=1 8 847
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Eukaryotic translation initiation factor 3 subunit | 15.69230 8.535771

Q3T9Y8 3 325 36.366 5.77
0S=Mus musculus GN=Eif3i PE=2 SV=1 8 847
Heat shock protein HSP 90-alpha (Fragment) OS=Mus 28.57142 8.511272

A2A6A2 3 98 11.176 4.37
musculus GN=Hsp90aal PE=1 SV=2 9 43
Cullin-associated NEDD8-dissociated protein 1 OS=Mus 3577235 8.490173

Q6ZQ38 4 1230 136.245 578
musculus GN=Cand1 PE=1 SV=2 8 578
40S ribosomal protein S9 OS=Mus musculus GN=Rps9 22.05882 8.479339

D3YWH9 4 136 16.277 10.93
PE=1SV=1 4 48
408 ribosomal protein S9 (Fragment) OS=Mus musculus 2222222 8.479339

F7CJs8 4 135 16.196 10.8
GN=Rps9 PE=1 SV=1 2 48
408 ribosomal protein S9 OS=Mus musculus GN=Rps9 15.46391 8.479339

Q6ZWN5 4 194 22578 10.65
PE=1SV=3 8 48
Rps9 protein (Fragment) OS=Mus musculus GN=Rps9 8.479339

Q96ECO 2173913 4 138 16.463 10.8
PE=2 SV=1 48
40S ribosomal protein S9 OS=Mus musculus GN=Rps9 2158273 8.479339

QICXW7 4 139 16.594 10.8
PE=1SV=1 4 48
ADA1BOG Aldehyde dehydrogenase family 16 member Al 8.445740

2.244389 1 802 84.745 6.32
suo 0S=Mus musculus GN=Aldh16al PE=1 SV=1 461
Aldehyde dehydrogenase family 16 member Al 8.445740

Q57119 2.244389 1 802 84.703 6.32
0S=Mus musculus GN=Aldh16al PE=1 SV=2 461
Aldehyde dehydrogenase family 16 member A1 2.387267 8.445740

D3Z0B9 1 754 79.439 6.25
0S=Mus musculus GN=Aldh16al PE=1 SV=3 9 461
Uncharacterized protein (Fragment) OS=Mus musculus 14.91228 8.440575

Q3TW70 2 228 25.716 5.81
GN=FbInl PE=2 SV=1 1 6
Tubulin--tyrosine ligase-like protein 12 OS=Mus 6.259780 8.438087

Q3UDE2 3 639 73.996 5.63
musculus GN=Ttll12 PE=1 SV=1 9 225
Coagulation factor V OS=Mus musculus GN=F5 PE=1 1.694915 8.425416

088783 3 2183 247.076 6.05
Sv=1 3 47
Uncharacterized protein OS=Mus musculus GN=Gsn 6.976744 8.406997

Q3ucws 3 731 80.781 5.85
PE=2 SV=1 2 442
A0A1BOG 60S ribosomal protein L18 OS=Mus musculus 21.29032 8.406736

3 155 17.947 11.91
SS8 GN=Rpl18 PE=1 SV=1 3 135
MCG132477, isoform CRA_a OS=Mus musculus 24.46808 8.406736

Q58EW0 4 188 21.631 11.78
GN=Rpl18 PE=1 SV=1 5 135
Ribosomal protein L18 OS=Mus musculus GN=Rpl18 24.46808 8.406736

Q642K1 4 188 21.63 11.84
PE=2 SV=1 5 135
ADA1BOG 60S ribosomal protein L18 OS=Mus musculus 28.93081 8.406736

4 159 18.09 11.91
Qus GN=Rpl18 PE=1 SV=1 8 135
Ribosomal protein L18 (Fragment) OS=Mus musculus 27.21893 8.406736

QOQEW9 4 169 19.219 11.88
GN=Rpl18 PE=2 SV=1 5 135
AO0A1B0G 40S ribosomal protein S11 (Fragment) OS=Mus 28.88888 8.393539

3 135 15.814 10.27
SE8 musculus GN=Rps11 PE=1 SV=1 9 906
Uncharacterized protein OS=Mus musculus GN=Arpclb 8.602150 8.388365

Q3TCE7 2 372 41.065 8.35
PE=2 SV=1 5 984
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Actin-related protein 2/3 complex subunit 1B OS=Mus 8.602150 8.388365

QIWV32 2 372 41.037 8.35
musculus GN=Arpclb PE=1 SV=4 5 984
Actin-related protein 2/3 complex subunit 1B OS=Mus 8.510638 8.388365

Q91725 2 376 41.472 8.35
musculus GN=Arpclb PE=1 SV=1 3 984
Uncharacterized protein OS=Mus musculus GN=Arpclb 8.602150 8.388365

Q3U094 2 372 41.038 8.15
PE=2 SV=1 5 984
60S ribosomal protein L6 OS=Mus musculus GN=Rpl6 11.82432 8.366832

P47911 3 296 33.489 10.7
PE=1SV=3 4 733
Beta-tubulin gene M-beta-2, 3' end (Fragment) OS=Mus 8.300164

Q62363 26 2 100 11.479 4.26
musculus GN=Tubb2a PE=2 SV=1 938
Complement C3 (Fragment) OS=Mus musculus GN=C3 21.56862 8.298569

H3BL60 3 102 11.274 6.07
PE=1SV=1 7 798
Histone H2A type 2-B OS=Mus musculus 8.283537

Q64522 30 2 130 14.005 10.89
GN=Hist2h2ab PE=1 SV=3 626
MKIAAO0357 protein (Fragment) OS=Mus musculus 8.237158

Q80U29 2.039429 2 1471 168.938 7.09
GN=mKIAA0357 PE=2 SV=1 537
Putative ATP-dependent RNA helicase PI10 OS=Mus 5.606060 8.231503

P16381 3 660 73.095 7.18
musculus GN=D1Pas1 PE=1 SV=1 6 725
Uncharacterized protein OS=Mus musculus GN=Ddx3x 5.589123 8.231503

Q3TQX5 3 662 73.056 7.18
PE=1SV=1 9 725
Uncharacterized protein OS=Mus musculus GN=Ddx3y 5.623100 8.231503

Q3u484 3 658 73.339 7.34
PE=2 SV=1 3 725
Ddx3x protein OS=Mus musculus GN=Ddx3x PE=2 5.597579 8.231503

BY9EKE9 3 661 72.969 7.18
Sv=1 4 725
Ddx3x protein OS=Mus musculus GN=Ddx3x PE=2 5.597579 8.231503

B7ZWF1 3 661 73.027 7.18
Sv=1 4 725
ATP-dependent RNA helicase DDX3Y OS=Mus 5.623100 8.231503

Q62095 3 658 73.382 753
musculus GN=Ddx3y PE=1 SV=2 3 725
Glutathione S-transferase pi 2 (Fragment) OS=Mus 10.63829 8.229510

K9JA74 1 188 21.051 6.92
musculus GN=Gstp2 PE=2 SV=1 8 784
Glutathione S-transferase P 2 0S=Mus musculus 9.523809 8.229510

P46425 1 210 23.522 7.87
GN=Gstp2 PE=1 SV=2 5 784
Glyceraldehyde-3-phosphate dehydrogenase (Fragment) 28.57142 8.212960

W8QM43 2 7 8.556 4.65
0S=Mus musculus PE=2 SV=1 9 005
Protein $100-A4 OS=Mus musculus GN=S100a4 PE=1 25.74257 8.204961

P07091 3 101 11.714 531
sv=1 4 3
A0A0G2] Protein S100-A4 (Fragment) OS=Mus musculus 33.33333 8.204961

3 78 9.057 5.21
GD2 GN=S100a4 PE=1 SV=1 3 3
Uncharacterized protein OS=Mus musculus 11.29707 8.129465

Q3UYs5 2 239 26.817 6.33
GN=Angptl4 PE=2 SV=1 1 342
LOC72520 protein (Fragment) OS=Mus musculus 7.258064 8.090997

Q8112 2 496 55.889 9.35
GN=LOC72520 PE=2 SV=2 5 1
ATP synthase subunit beta, mitochondrial 0S=Mus 8.884688 8.090360

P56480 3 529 56.265 5.34
musculus GN=Atp5b PE=1 SV=2 1 165
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D-3-phosphoglycerate dehydrogenase (Fragment) 23.48993 8.059023

F6ZSB7 3 149 15.826 8.94
0S=Mus musculus GN=Phgdh PE=1 SV=1 3 738
AO0A140LI Mitotic checkpoint protein BUB3 OS=Mus musculus 8.054134

2173913 3 184 20.84 6.38
M5 GN=Bub3 PE=1 SV=1 13
Uncharacterized protein (Fragment) OS=Mus musculus 38.88888 8.046878

Q8C4N2 2 108 11.766 8.19
GN=Gjal PE=2 SV=1 9 815
Uncharacterized protein OS=Mus musculus 11.40350 8.021129

Q3TLX9 3 456 51.567 6.43
GN=SmpdI3b PE=1 SV=1 9 847
Metalloendopeptidase OS=Mus musculus GN=TII2 2.412060 8.006794

E9Q5B9 2 995 11118 591
PE=1SV=1 3 453
Tolloid-like protein 2 0S=Mus musculus GN=TII2 PE=1 2.371541 8.006794

QIWVME 2 1012 11318 5.96
Sv=1 5 453
Metalloendopeptidase OS=Mus musculus GN=TII2 2.412060 8.006794

B7ZNA8 2 995 111.155 5.86
PE=2 SV=1 3 453
Adaptor protein complex AP-2, alpha 2 subunit 0S=Mus 7.569296 7.998897

Q6PEE6 4 938 103.937 6.83
musculus GN=Ap2a2 PE=2 SV=1 4 552
Uncharacterized protein OS=Mus musculus GN=Ap2a2 7.569296 7.998897

Q3U7X9 4 938 103.986 6.83
PE=2 SV=1 4 552
MKIAA0899 protein (Fragment) OS=Mus musculus 7.342295 7.998897

Q69ZwW4 4 967 107.275 8.29
GN=Ap2a2 PE=2 SV=1 8 552
AP-2 complex subunit alpha-2 OS=Mus musculus 7.569296 7.998897

P17427 4 938 103.951 6.93
GN=Ap2a2 PE=1 SV=2 4 552
AOAOUIR Cytoplasmic FMR1-interacting protein 1 (Fragment) 2.889576 7.998404

2 969 112.723 6.96
Q05 0S=Mus musculus GN=Cyfipl PE=1 SV=1 9 98
Uncharacterized protein OS=Mus musculus GN=Cyfipl 6.208425 7.998404

Q8C8R2 2 451 51.739 5.74
PE=2 SV=1 7 98
Proteasome subunit alpha type (Fragment) OS=Mus 7.959035

E9Q0X0 46.76259 4 139 15.69 5.94
musculus GN=Psma4 PE=1 SV=1 397
SEC23-interacting protein OS=Mus musculus 4.208416 7.937411

G3X928 3 998 110.694 5.72
GN=Sec23ip PE=1 SV=1 8 547
SEC23-interacting protein OS=Mus musculus 4.208416 7.937411

QB6NZC7 3 998 110711 5.94
GN=Sec23ip PE=1 SV=2 8 547
Sec23ip protein (Fragment) OS=Mus musculus 4.988123 7.937411

AOAUNO 3 842 95.057 6
GN=Sec23ip PE=2 SV=1 5 547
Sec23 interacting protein OS=Mus musculus 4.208416 7.937411

Q4G0C0o 3 998 110.681 5.72
GN=Sec23ip PE=2 SV=1 8 547
Uncharacterized protein (Fragment) OS=Mus musculus 7.903034

Q8BTR1 16.59751 3 241 26.493 7.25
GN=Eprs PE=2 SV=2 568
AO0A0JY Gelsolin (Fragment) OS=Mus musculus GN=Gsn PE=1 9.330985 7.896322

3 568 62.316 6.92
uQs sv=1 9 012
Histone deacetylase complex subunit SAP18 OS=Mus 14.13043 7.862792

D3YY73 1 92 10.377 9.7
musculus GN=Sap18 PE=1 SV=1 5 73
Histone deacetylase complex subunit SAP18 OS=Mus 11.71171 7.862792

D3Z2N9 1 111 12.617 9.28
musculus GN=Sap18 PE=1 SV=1 2 73
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Histone deacetylase complex subunit SAP18 OS=Mus 7.558139 7.862792
E9Q317 1 172 19.574 9.8
musculus GN=Sap18b PE=1 SV=1 5 73
Histone deacetylase complex subunit SAP18 OS=Mus 7.862792
055128 8.496732 1 153 17.584 9.35
musculus GN=Sap18 PE=1 SV=1 73
Histone-binding protein RBBP7 OS=Mus musculus 19.17098 7.861105
A2AFI9 3 386 43.569 5.45
GN=Rbbp7 PE=1 SV=1 4 084
Uncharacterized protein OS=Mus musculus 6.796116 7.847689
Q8CDE3 2 206 23.181 10.08
GN=Gmb5766 PE=2 SV=1 5 867
Epidermal growth factor receptor OS=Mus musculus 1.735537 7.841496
Q01279 2 1210 134.766 6.86
GN=Egfr PE=1 SV=1 2 944
Receptor protein-tyrosine kinase OS=Mus musculus 1.735537 7.841496
Q9EP98 2 1210 134.754 6.86
GN=Egfr PE=2 SV=1 2 944
Fructose-bisphosphate aldolase A (Fragment) OS=Mus 25.90673 7.762172
D3YV98 3 193 20.823 7.44
musculus GN=Aldoa PE=1 SV=1 6 222
AOAOUIR Fructose-bisphosphate aldolase A (Fragment) OS=Mus 26.31578 7.762172
3 190 20.609 7.37
PN8 musculus GN=Aldoa PE=1 SV=1 9 222
AOAOUIR Fructose-bisphosphate aldolase A (Fragment) OS=Mus 23.92344 7.762172
3 209 22.611 8.27
PT5 musculus GN=Aldoa PE=1 SV=1 5 222
7.603686 7.750992
P21550 Beta-enolase 0S=Mus musculus GN=Eno3 PE=1 SV=3 2 434 46.995 7.18
6 06
7.603686 7.750992
Q4FK59 Eno3 protein 0S=Mus musculus GN=Eno3 PE=2 SV=1 2 434 46.968 6.74
6 06
Uncharacterized protein (Fragment) OS=Mus musculus 7.737450
Q3TNZ7 4.107425 2 633 70.148 5.27
GN=Col12al PE=2 SV=1 6
cAMP-dependent protein kinase type 11-beta regulatory 6.730769 7.728077
P31324 2 416 46.138 498
subunit OS=Mus musculus GN=Prkar2b PE=1 SV=3 2 173
ADA087TW ATP-dependent RNA helicase A (Fragment) OS=Mus 36.17021 7.684278
2 47 5.677 9.99
RT3 musculus GN=Dhx9 PE=1 SV=1 3 965
4.633204 7.646333
Q3UK30 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 518 52.584 9.42
6 456
RNA-binding protein FUS (Fragment) OS=Mus 18.46153 7.646333
G3UXT7 1 130 13.999 8.97
musculus GN=Fus PE=1 SV=1 8 456
RNA-binding protein FUS (Fragment) OS=Mus 23.07692 7.646333
G3uzDb2 1 104 10.582 9.67
musculus GN=Fus PE=1 SV=1 3 456
Fusion, derived from t(12;16) malignant liposarcoma
4.633204 7.646333
Q564D0 (Human), isoform CRA_a OS=Mus musculus GN=Fus 1 518 52.642 9.36
6 456
PE=1SV=1
Fusion, derived from t(1216) malignant liposarcoma 4.642166 7.646333
QBCFQ9 1 517 5257 9.36
(Human) OS=Mus musculus GN=Fus PE=1 SV=1 3 456
4.633204 7.646333
Q3usy4 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 518 52.598 9.31
6 456
8.571428 7.646333
Q91VQ2 Fus protein OS=Mus musculus GN=Fus PE=1 SV=1 1 280 29.12 8.88
6 456
Q9D3D8 Transmembrane protein 106B, isoform CRA_b OS=Mus 35.53719 3 121 136 8.05 7.570380
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musculus GN=Tmem106b PE=2 SV=1 449
Transmembrane protein 106B (Fragment) OS=Mus 46.23655 7.570380
D3Z0M2 3 93 10.285 6.28
musculus GN=Tmem106b PE=1 SV=1 9 449
6.521739 7.551444
Q3UHG5 Tetraspanin OS=Mus musculus GN=Tspan7 PE=1 SV=1 1 230 25.396 7.58
1 292
Tspan7 protein OS=Mus musculus GN=Tspan7 PE=2 9.554140 7.551444
Q8R0OQ6 1 157 17.466 5.4
Sv=1 1 292
7.551444
Q6PDN6 Tetraspanin OS=Mus musculus GN=Tspan7 PE=2 SV=1 6.147541 1 244 26.924 6.49
292
Tetraspanin-7 OS=Mus musculus GN=Tspan7 PE=1 6.024096 7.551444
Q62283 1 249 27526 7.2
Sv=2 4 292
Uncharacterized protein OS=Mus musculus GN=Rpl4 10.46153 7.547276
Q9CsSM5 3 325 37.076 10.98
PE=2 SV=2 8 258
Ribosomal protein L4 OS=Mus musculus GN=Rpl4 8.114558 7.547276
Q564E8 3 419 47.124 11
PE=1SV=1 5 258
Uncharacterized protein OS=Mus musculus 13.10344 7.545659
Q8C622 3 145 16.297 10.49
GN=Hist1h2bp PE=2 SV=1 8 781
Proteasome subunit beta type-3 OS=Mus musculus 14.63414 7.542899
Q9R1P1 2 205 22.949 6.55
GN=Psmb3 PE=1 SV=1 6 37
Histone cluster 1, H1c OS=Mus musculus GN=Hist1hlc 10.84905 7.523943
Q5SZA3 2 212 21.254 11
PE=1SV=1 7 186
Uncharacterized protein OS=Mus musculus GN=Arf4 17.12707 7.503685
Q9DD04 2 181 20.465 6.01
PE=2 SV=1 2 713
Annexin (Fragment) OS=Mus musculus GN=Anxa4 16.92913 7.450042
D3z0s1 3 254 28.527 5.35
PE=1SV=1 4 486
AOAON4S Annexin (Fragment) OS=Mus musculus GN=Anxa4 15.75091 7.450042
3 273 30.74 5.38
ws9 PE=1SV=3 6 486
Histone H1.4 OS=Mus musculus GN=Histlhle PE=1 14.15525 7.445627
P43274 3 219 21.964 1111
Sv=2 1 213
A0A0G2] Adhesion G protein-coupled receptor L2 OS=Mus 0.975609 7.433829
1 1435 160.872 6.64
G66 musculus GN=Adgrl2 PE=1 SV=1 8 188
AODA0G2) Adhesion G protein-coupled receptor L2 OS=Mus 0.941492 7.433829
1 1487 166.528 6.65
GM8 musculus GN=Adgrl2 PE=1 SV=1 9 188
Adhesion G protein-coupled receptor L2 0S=Mus 0.941492 7.433829
Q8Jzz7 1 1487 166.471 6.71
musculus GN=Adgrl2 PE=1 SV=3 9 188
ADA0G2) Adhesion G protein-coupled receptor L2 OS=Mus 0.954328 7.433829
1 1467 164.263 6.71
FF5 musculus GN=Adgrl2 PE=1 SV=1 6 188
AO0A0G2]) Adhesion G protein-coupled receptor L2 0S=Mus 0.997861 7.433829
1 1403 157.035 6.54
DE3 musculus GN=Adgrl2 PE=1 SV=1 7 188
AO0A0G2]) Adhesion G protein-coupled receptor L2 0S=Mus 0.964187 7.433829
1 1452 162.546 6.81
DF4 musculus GN=Adgrl2 PE=1 SV=1 3 188
AO0A0G2]) Adhesion G protein-coupled receptor L2 0S=Mus 7.433829
0.947226 1 1478 165.393 6.65
DK6 musculus GN=Adgrl2 PE=1 SV=1 188
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AO0A0G2]) Adhesion G protein-coupled receptor L2 0S=Mus 1.246660 7.433829
1 1123 125.977 6.96
EQ8 musculus GN=Adgrl2 PE=1 SV=1 7 188
A0A0G2] Adhesion G protein-coupled receptor L2 OS=Mus 7.433829
1.043997 1 1341 150.95 6.38
FVv3 musculus GN=Adgrl2 PE=1 SV=1 188
A0A0G2]) Adhesion G protein-coupled receptor L2 OS=Mus 1.189464 7.433829
1 1177 132.04 718
H16 musculus GN=Adgrl2 PE=1 SV=1 7 188
Myh10 protein (Fragment) OS=Mus musculus 3.367875 7.428071
Q4KMN4 3 1158 133.905 5.07
GN=Myh10 PE=2 SV=1 6 022
Uncharacterized protein OS=Mus musculus GN=Rab10 7.423816
Q3u621 16.5 3 200 22.559 8.38
PE=2 SV=1 681
Dynein cytoplasmic 1 light intermediate chain 1 7.648183 7.403262
Q3TWG5 3 523 56.579 6.42
0S=Mus musculus GN=Dync1li1 PE=1 SV=1 6 615
F-actin-capping protein subunit beta (Fragment) 9.803921 7.401643
F7CAZ6 1 204 22.826 6.23
0S=Mus musculus GN=Capzb PE=1 SV=1 6 276
14-3-3 protein zeta/delta (Fragment) OS=Mus musculus 52.27272 7.374600
D3YXF4 2 44 4.998 4.59
GN=Ywhaz PE=1 SV=8 7 172
Histone H2A.Z OS=Mus musculus GN=H2afz PE=1 7.354561
POC0S6 23.4375 3 128 13.545 10.58
Sv=2 567
7.354561
B2RVP5 Histone H2A OS=Mus musculus GN=H2afv PE=2 SV=1 23.4375 3 128 13.501 10.58
567
A0A087W Actin-related protein 3 (Fragment) OS=Mus musculus 7.347945
20.37037 2 216 24.099 5
RAL GN=Actr3 PE=1 SV=1 69
Serine/threonine-protein phosphatase 2A 65 kDa
26.57342 7.315378
G3UWL2 regulatory subunit A alpha isoform (Fragment) OS=Mus 3 143 15.914 473
7 07
musculus GN=Ppp2rla PE=1 SV=1
Lysosomal alpha-glucosidase (Fragment) OS=Mus 9.558823 7.312133
A2AFL5 1 272 30.632 4.86
musculus GN=Gaa PE=1 SV=1 5 312
RAB14 protein variant OS=Mus musculus GN=Rab14 7.310062
Q50HW9 13.19797 2 197 21.888 541
PE=2 SV=1 528
RAB14 protein OS=Mus musculus GN=Rab14 PE=2 12.09302 7.310062
Q50HX0 2 215 23.895 5.9
Sv=1 3 528
ADA1BOG Tetraspanin (Fragment) OS=Mus musculus GN=Cd151 7.425742 7.309319
1 202 22.56 7.2
SK8 PE=1SV=1 6 973
ADA1BOG CD151 antigen (Fragment) OS=Mus musculus 7.309319
10 1 150 16.773 8.24
RG3 GN=Cd151 PE=1 SV=1 973
Uncharacterized protein OS=Mus musculus GN=Bgn 10.84010 7.303302
Q3TAF9 4 369 41.615 6.89
PE=2 SV=1 8 765
10.84010 7.303302
P28653 Biglycan OS=Mus musculus GN=Bgn PE=1 SV=1 4 369 41.613 7.27
8 765
10.84010 7.303302
Q7TMW3 Biglycan OS=Mus musculus GN=Bgn PE=2 SV=1 4 369 41.583 7.27
8 765
Uncharacterized protein OS=Mus musculus GN=Bgn 10.84010 7.303302
Q3UXK8 4 369 41.631 7.49
PE=2 SV=1 8 765
Q3V2N5 Uncharacterized protein OS=Mus musculus GN=Sntb2 4.230769 2 520 56.374 8.81 7.282315
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PE=2 SV=1 2 85
Beta-2-syntrophin OS=Mus musculus GN=Snth2 PE=1 4.230769 7.282315

Q61235 2 520 56.346 8.69
Sv=2 2 85
Beta-2-syntrophin OS=Mus musculus GN=Snth2 PE=1 4.143126 7.282315

B7ZNU9 2 531 57.392 9.33
Sv=1 2 85
Serine hydroxymethyltransferase (Fragment) OS=Mus 5.668934 7.259576

G3UYY1 2 441 48.492 6.64
musculus GN=Shmt1 PE=1 SV=1 2 559
Serine hydroxymethyltransferase OS=Mus musculus 5.230125 7.259576

QICWRS5 2 478 52.597 6.83
GN=Shmtl PE=2 SV=1 5 559
Serine hydroxymethyltransferase, cytosolic OS=Mus 5.230125 7.259576

P50431 2 478 52.567 6.95
musculus GN=Shmtl PE=1 SV=3 5 559
Serine hydroxymethyltransferase, cytosolic (Fragment) 5.694760 7.259576

G3UZ26 2 439 48.413 7.01
0S=Mus musculus GN=Shmt1 PE=1 SV=1 8 559
Histone deacetylase 2 0S=Mus musculus GN=Hdac2 4.098360 7.254858

P70288 2 488 55.267 5.91
PE=1SV=1 7 375
Histone deacetylase 2 0S=Mus musculus GN=Hdac2 6.578947 7.254858

Q8BQ10 2 304 34.668 7.91
PE=1SV=1 4 375
AO0AOR4] Histone deacetylase OS=Mus musculus GN=Hdac2 4.098360 7.254858

2 488 55.295 5.91
008 PE=1SV=1 7 375
AOAON4S Predicted gene 8994 (Fragment) OS=Mus musculus 9.022556 7.223265

2 266 29.988 6.57
VM5 GN=Gm8994 PE=4 SV=1 4 886
Uncharacterized protein (Fragment) OS=Mus musculus 7.215903

Q3T9V9 14.40678 3 354 37.558 7.08
GN=FInb PE=2 SV=1 64
MHC class | H2-K gene (haplotype d) (Fragment) 11.79775 7.209115

Q31191 3 356 39.863 7.83
0S=Mus musculus GN=H2-K1 PE=2 SV=1 3 386
MHC class | heavy chain OS=Mus musculus 11.41304 7.209115

Q5KTQ2 3 368 41.464 6.62
GN=H2-K1 PE=2 SV=1 3 386
MHC class | heavy chain maturation peptide H-2K(D) 12.06896 7.209115

Q6RJ37 3 348 39.475 6.46
(Fragment) OS=Mus musculus GN=H2-K1 PE=2 SV=1 6 386
H-2K(D) antigen OS=Mus musculus GN=mCG_129835 11.41304 7.209115

035641 3 368 41.465 6.46
PE=3 SV=1 3 386
MHC class | heavy chain H2-K OS=Mus musculus 11.41304 7.209115

Q5KTQ1 3 368 41.451 7.05
GN=H2-K PE=3 SV=1 3 386
Uncharacterized protein OS=Mus musculus GN=Psmb5 10.73446 7.194240

Q8BTY5 2 177 18.902 5.29
PE=2 SV=1 3 332
Heterogeneous nuclear ribonucleoprotein DO (Fragment) 9.333333 7.169444

F6SHF3 1 150 17.105 9.82
0S=Mus musculus GN=Hnrnpd PE=1 SV=1 3 799
Uncharacterized protein OS=Mus musculus GN=Ipo5 18.91891 7.162426

QICYG6 3 222 24.932 5.99
PE=2 SV=1 9 7
Sialic acid synthase OS=Mus musculus GN=Nans PE=1 3.899721 7.158093

Q99377 1 359 39.998 7.06
sv=1 4 929
Uncharacterized protein OS=Mus musculus GN=Nans 5.054151 7.158093

Q3TFB5 1 277 31.225 7.52
PE=2 SV=1 6 929
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3.157894 7.146031

P28658 Ataxin-10 0S=Mus musculus GN=Atxn10 PE=1 SV=2 1 475 53.673 5.25
7 141
Uncharacterized protein OS=Mus musculus GN=Atxn10 3.157894 7.146031

Q3TCF4 1 475 53.643 53
PE=2 SV=1 7 141
Uncharacterized protein OS=Mus musculus GN=Atxn10 3.157894 7.146031

Q3TKP3 1 475 53.677 525
PE=2 SV=1 7 141
14-3-3 protein epsilon (Fragment) OS=Mus musculus 28.57142 7.139858

F6WA09 3 154 17.351 9.16
GN=Ywhae PE=1 SV=1 9 007
RaplA-retro2 0S=Mus musculus GN=Rapla PE=2 18.47826 7.130139

C5HOE9 3 184 20.99 6.67
Sv=1 1 828
Dnm2 protein 0S=Mus musculus GN=Dnm2 PE=2 6.387665 7.121556

Q91739 1 454 51.268 7.88
Sv=1 2 997
Plectin (Fragment) OS=Mus musculus GN=Plec PE=1 0.607533 7.097220

F6R059 1 1646 186.394 6.16
Sv=1 4 182
Phospholipid scramblase OS=Mus musculus GN=Plscr3 27.02702 7.087842

Q3T9B7 3 296 31.767 6.11
PE=2 SV=1 7 226
AO0AON4S Transmembrane protein 176B (Fragment) OS=Mus 19.18604 7.078561

2 172 18.119 8.4
um?7 musculus GN=Tmem176b PE=1 SV=1 7 068
AOAON4S Transmembrane protein 176B (Fragment) OS=Mus 16.92307 7.078561

2 195 21.03 8.13
VT4 musculus GN=Tmem176b PE=1 SV=1 7 068
AOAON4S Transmembrane protein 176B (Fragment) OS=Mus 16.83673 7.078561

2 196 21.144 8.13
V46 musculus GN=Tmem176b PE=1 SV=1 5 068
AOAON4S Transmembrane protein 176B (Fragment) OS=Mus 17.01030 7.078561

2 194 20.899 8.13
uY1l musculus GN=Tmem176b PE=1 SV=1 9 068
Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 19.72789 7.077052

F8VPN3 2 147 16.304 6.77
GN=Gm5160 PE=3 SV=2 1 116
Uncharacterized protein OS=Mus musculus GN=Actl6a 9.324009 7.065134

Q3TF62 2 429 47.489 55
PE=2 SV=1 3 048
Structural maintenance of chromosomes protein 2 1.847187 7.056126

Q8CG48 2 1191 134.156 8.41
0S=Mus musculus GN=Smc2 PE=1 SV=2 2 595
Structural maintenance of chromosomes protein 7.056126

Q3uULs2 1.784266 2 1233 139.205 8.4
0S=Mus musculus GN=Smc2 PE=2 SV=1 595
AP complex subunit beta OS=Mus musculus GN=Ap2b1 3.154574 7.051229

Q5SWR1 3 951 105.655 5.34
PE=2 SV=1 1 477
AP-2 complex subunit beta OS=Mus musculus 3.201707 7.051229

QIDBG3 3 937 104.516 5.38
GN=Ap2b1 PE=1 SV=1 6 477
AP complex subunit beta OS=Mus musculus GN=Ap2b1 3.184713 7.051229

H3BIY9 3 942 104.765 5.41
PE=1SV=1 4 477
Truncated ceruloplasmin OS=Mus musculus GN=Cp 8.064516 7.017616

Q2F3J4 2 434 49.461 5.52
PE=2 SV=1 1 034
Ceruloplasmin (Fragment) OS=Mus musculus GN=Cp 6.978261

G3UXG1 25 2 120 13.556 9.66
PE=1SV=1 828
Uncharacterized protein (Fragment) OS=Mus musculus 5.964214 6.978261

Q8BV37 2 503 58.03 5.81
GN=Cp PE=2 SV=1 7 828
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Transketolase (Fragment) OS=Mus musculus PE=4 27.69230 6.972994
Q9Z2L5 1 65 7.359 472
sv=1 8 328
Alpha-globin mRNA (Fragment) OS=Mus musculus 25.86206 6.972125
Q61649 1 58 6.212 7.52
PE=2 SV=1 9 053
ADP-ribosylation factor 4 OS=Mus musculus GN=Arf4 19.60784 6.961564
E9Q798 2 153 17.574 6.14
PE=1SV=1 3 779
A0A1BOG 40S ribosomal protein S11 OS=Mus musculus 25.38461 6.961314
3 130 15.188 10.15
RR3 GN=Rpsl1l PE=1 SV=1 5 678
Proliferating cell nuclear antigen 0S=Mus musculus 5.747126 6.958902
Q91ZH2 1 261 28.826 4.77
GN=Pcna PE=2 SV=1 4 121
ADA140T Proliferating cell nuclear antigen 0S=Mus musculus 5.747126 6.958902
1 261 28.766 4.77
8V5 GN=Pcna-ps2 PE=3 SV=1 4 121
Proliferating cell nuclear antigen 0S=Mus musculus 5.747126 6.958902
P17918 1 261 28.766 4.77
GN=Pcna PE=1 SV=2 4 121
Histone-binding protein RBBP7 (Fragment) OS=Mus 35.52631 6.953274
F6U539 1 76 8.504 435
musculus GN=Rbbp7 PE=1 SV=1 6 25
2.093023 6.920342
QIDA97 Septin-14 OS=Mus musculus GN=Sept14 PE=1 SV=3 1 430 49.779 7.27
3 922
ADA0IY Septin-11 (Fragment) OS=Mus musculus GN=Sept11 4.411764 6.920342
1 204 23.14 6.8
VA6 PE=1SV=1 7 922
ADAIW2 1.991150 6.920342
Septin-10 0S=Mus musculus GN=Sept10 PE=1 SV=1 1 452 52.402 6.6
P6J7 4 922
2.097902 6.920342
QB8CHH9 Septin-8 OS=Mus musculus GN=Sept8 PE=1 SV=4 1 429 49.781 6
1 922
2.045454 6.920342
B7ZC46 Septin-8 0S=Mus musculus GN=Sept8 PE=1 SV=1 1 440 50.864 6.09
5 922
AOAOR4) 2.107728 6.920342
Septin-10 0S=Mus musculus GN=Sept10 PE=1 SV=1 1 427 49.797 6.71
233 3 922
A0A0JY 2.117647 6.920342
Septin-11 0S=Mus musculus GN=Sept11 PE=1 SV=1 1 425 48.948 6.96
TYO 1 922
MKIAA4020 protein (Fragment) OS=Mus musculus 2.301790 6.920342
Q5DTS3 1 391 44.985 7.96
GN=Sept7 PE=2 SV=1 3 922
1.991150 6.920342
Q8C650 Septin-10 OS=Mus musculus GN=Sept10 PE=1 SV=1 1 452 52.388 6.6
4 922
2.088167 6.920342
Q8C1B7 Septin-11 OS=Mus musculus GN=Sept11 PE=1 SV=4 1 431 49.663 6.68
1 922
ADA0JY Septin 11, isoform CRA_b OS=Mus musculus 2.083333 6.920342
1 432 49.75 6.68
uL3 GN=Septl1 PE=1 SV=1 3 922
2.097902 6.920342
S4R2P6 Septin-14 OS=Mus musculus GN=Sept14 PE=1 SV=1 1 429 49.65 7.47
1 922
2.036199 6.920342
B1AQY9 Septin-8 OS=Mus musculus GN=Sept8 PE=1 SV=1 1 442 51.114 6.09
1 922
1.859504 6.920342
B1AQZ0 Septin-8 OS=Mus musculus GN=Sept8 PE=1 SV=1 1 484 55.839 6.1
1 922
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AO0A1B0G L-lactate dehydrogenase A chain (Fragment) OS=Mus 6.908713
375 4 128 14.067 7.96
sL7 musculus GN=Ldha PE=1 SV=1 341
38.46153 6.908713
QBNXW3 Ldha protein OS=Mus musculus GN=Ldha PE=2 SV=1 3 104 11.164 5.45
8 341
Guanine nucleotide-binding protein G(s) subunit alpha
3.530450 6.899595
Q6ROH7 isoforms XLas OS=Mus musculus GN=Gnas PE=1 3 1133 121.429 4.81
1 737
Sv=1
Guanine nucleotide-binding protein G(s) subunit alpha 10.15228 6.899595
P63094 3 394 45.635 5.96
isoforms short 0S=Mus musculus GN=Gnas PE=1 SV=1 4 737
Guanine nucleotide-binding protein G(s) subunit alpha 6.899595
Z4YKV1 10.55409 3 379 44.15 6.47
isoforms short 0S=Mus musculus GN=Gnas PE=1 SV=1 737
Uncharacterized protein OS=Mus musculus GN=Prss23 3.403141 6.872792
Q8BZs4 1 382 43.12 9.48
PE=2 SV=1 4 959
Serine protease 23 OS=Mus musculus GN=Prss23 PE=2 3.403141 6.872792
Q9D6X6 1 382 43.044 9.5
Sv=2 4 959
Peroxidasin homolog OS=Mus musculus GN=Pxdn 2.508474 6.869784
Q3UQ28 2 1475 164.998 7.14
PE=1SV=2 6 713
MKIAA0230 protein (Fragment) OS=Mus musculus 2.585604 6.869784
Q80U60 2 1431 160.49 7.09
GN=Pxdn PE=2 SV=1 5 713
ADAIW2 Peroxidasin homolog OS=Mus musculus GN=Pxdn 2.857142 6.869784
2 1295 144.264 6.74
P6L9 PE=1SV=1 9 713
Peroxidasin homolog (Drosophila) OS=Mus musculus 2508474 6.869784
B2RX13 2 1475 165.014 7.14
GN=Pxdn PE=2 SV=1 6 713
44.18604 6.846822
Q6B822 Histone H4 (Fragment) OS=Mus musculus PE=3 SV=1 3 43 4.913 10.92
7 977
Adenylyl cyclase-associated protein 1 (Fragment) 9.756097 6.846064
B1ARSO 1 164 17.883 6.38
0S=Mus musculus GN=Capl PE=1 SV=1 6 329
Predicted pseudogene 2035 OS=Mus musculus 6.944444 6.843310
J3QP87 1 144 16.51 5.22
GN=Gm2035 PE=3 SV=1 4 475
ADALY7V Predicted gene, 21936 OS=Mus musculus 6.944444 6.843310
1 144 16.587 535
JE9 GN=Gm21936 PE=4 SV=1 4 475
Predicted gene 5039 OS=Mus musculus GN=Gm5039 6.944444 6.843310
J3QNT6 1 144 16.488 535
PE=3 SV=1 4 475
Uncharacterized protein OS=Mus musculus GN=Eifla 6.944444 6.843310
Q3UCT76 1 144 16.465 5.24
PE=2 SV=1 4 475
ADALY7V 6.944444 6.843310
Uncharacterized protein OS=Mus musculus PE=4 SV=1 1 144 16.526 5.21
NG9 4 475
Predicted gene 6803 OS=Mus musculus GN=Gm6803 6.944444 6.843310
J3QPI8 1 144 16.506 5.2
PE=3 SV=1 4 475
Expressed sequence BB287469 OS=Mus musculus 6.944444 6.843310
Q3UTs3 1 144 16.634 5.22
GN=Gm4027 PE=2 SV=1 4 475
Eukaryotic translation initiation factor 1A,
6.944444 6.843310
Q8BMJ3 X-chromosomal OS=Mus musculus GN=Eiflax PE=2 1 144 16.45 5.24
4 475

Sv=3
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Uncharacterized protein OS=Mus musculus 6.944444 6.843310

Q3UJQ5 1 144 16.542 5.35
GN=Gm2022 PE=2 SV=1 4 475
Predicted gene 5662 OS=Mus musculus GN=Gm5662 6.944444 6.843310

Q8BX20 1 144 16.546 535
PE=2 SV=1 4 475
Predicted gene 2056 OS=Mus musculus GN=Gm2056 6.944444 6.843310

J3QQ02 1 144 16.56 535
PE=3 SV=1 4 475
Predicted gene 2075 OS=Mus musculus GN=Gm2075 6.944444 6.843310

J3QMWS5 1 144 16.581 5.22
PE=3 SV=1 4 475
Predicted gene 8300 OS=Mus musculus GN=Gm8332 6.944444 6.843310

Q3UTA4 1 144 16.558 535
PE=2 SV=1 4 475
ADALY7V MCG118780 OS=Mus musculus GN=mCG_118780 6.944444 6.843310

1 144 16.555 535
K80 PE=4 SV=1 4 475
Predicted gene, 21319 OS=Mus musculus 6.944444 6.843310

F6YNI8 1 144 16.454 511
GN=Gm21319 PE=3 SV=1 4 475
ADALYTV Uncharacterized protein OS=Mus musculus 6.944444 6.843310

1 144 16.619 5.22
LT7 GN=Gm2022 PE=4 SV=1 4 475
Predicted gene 2016 OS=Mus musculus GN=Gm2016 6.944444 6.843310

Q3TQz4 1 144 16.631 5.52
PE=2 SV=1 4 475
6.944444 6.843310

Q4FJR7 Eifla protein OS=Mus musculus GN=Eifla PE=2 SV=1 1 144 16.492 5.24
4 475
Transmembrane protein 181A OS=Mus musculus 3.375527 6.825779

Q3U3wW2 1 474 54.947 6.68
GN=Tmem181a PE=1 SV=1 4 915
Predicted gene, 547127 OS=Mus musculus 3.375527 6.825779

B2RVR2 1 474 54.936 6.79
GN=Tmem181b-ps PE=2 SV=1 4 915
MKIAA1423 protein (Fragment) OS=Mus musculus 6.825779

Q80TD8 3.652968 1 438 50.802 6.3
GN=mKIAA1423 PE=4 SV=3 915
Uncharacterized protein (Fragment) OS=Mus musculus 8.421052 6.825779

Q3TM85 1 190 21.855 8.69
GN=Tmem181b-ps PE=2 SV=1 6 915
Polyadenylate-binding protein (Fragment) OS=Mus 5.882352 6.825031

Q99KL3 2 527 58.444 9.52
musculus GN=Pabpcl PE=2 SV=1 9 281
Alcohol dehydrogenase class-3 OS=Mus musculus 9.358288 6.817994

P28474 3 374 39.522 7.25
GN=Adh5 PE=1 SV=3 8 952
Vacuolar protein sorting-associated protein 28 homolog 8.743169 6.809180

Q8BMZ7 2 183 21.136 5.68
0S=Mus musculus PE=2 SV=1 4 26
Uncharacterized protein (Fragment) OS=Mus musculus 3.181818 6.803446

Q3TU98 2 880 101.595 8.91
GN=lqgapl PE=2 SV=1 2 77
Uncharacterized protein (Fragment) OS=Mus musculus 2.997858 6.803446

Q8CDT3 2 934 107.818 9.1
GN=lqgapl PE=2 SV=1 7 77
Large neutral amino acids transporter small subunit 1 6.795977

Q9z127 3.125 1 512 55.836 79
0S=Mus musculus GN=Slc7a5 PE=1 SV=2 354
Uncharacterized protein OS=Mus musculus GN=SIc7a5 6.795977

Q3uUQM7 3.125 1 512 55.836 79
PE=2 SV=1 354
High mobility group protein B1 (Fragment) OS=Mus 24.19354 6.784300

D3YZ18 2 124 14.318 9.76
musculus GN=Hmgb1 PE=1 SV=8 8 566
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Uncharacterized protein OS=Mus musculus GN=Rpl7 6.771710
Q3TK73 7.037037 1 270 31.37 10.89
PE=2 SV=1 157
Uncharacterized protein OS=Mus musculus GN=Rpl7 6.771710
Q3UBI6 7.037037 1 270 31.331 10.83
PE=2 SV=1 157
60S ribosomal protein L7 OS=Mus musculus GN=Rpl7 6.771710
P14148 7.037037 1 270 314 10.89
PE=1SV=2 157
Transferrin (Fragment) OS=Mus musculus GN=Trf 4.819277 6.760082
F7CIN9 2 249 27.37 7.49
PE=4 SV=1 1 245
Transferrin (Fragment) OS=Mus musculus GN=Trf 4.316546 6.760082
F7BAE9 2 278 30.454 5.52
PE=1SV=1 8 245
6.746183
Q9Z0K8 Pantetheinase OS=Mus musculus GN=Vnnl PE=1 SV=3 5.078125 2 512 57.054 5.94
872
Uncharacterized protein OS=Mus musculus GN=Vnn1 7.926829 6.746183
Q3UEKO 2 328 36.751 5.87
PE=2 SV=1 3 872
Uncharacterized protein (Fragment) OS=Mus musculus 11.02040 6.728993
Q8C6R3 2 245 26.703 7.62
GN=Hspa4 PE=2 SV=1 8 177
Pre-mRNA-splicing factor ATP-dependent RNA
AO0A0G2) 6.692708
helicase DHX15 (Fragment) OS=Mus musculus 13.44086 2 186 21.163 4.86
GQ5 254
GN=Dhx15 PE=1 SV=1
Serine-tRNA ligase, cytoplasmic (Fragment) 0S=Mus 8.806818 6.682880
A2AFSO 2 352 40.138 5.33
musculus GN=Sars PE=1 SV=1 2 402
Protein RCC2 (Fragment) OS=Mus musculus GN=Rcc2 11.17647 6.677960
A2AWQ2 1 170 17.816 10.11
PE=1SV=1 1 873
Uncharacterized protein OS=Mus musculus GN=Ywhae 6.674380
Q8BPH1 12.54902 3 255 29.17 474
PE=2 SV=1 541
Uncharacterized protein OS=Mus musculus 3.505535 6.656618
Q8BL41 1 542 60.457 7.33
GN=Camk2b PE=2 SV=1 1 834
Calcium/calmodulin-dependent protein kinase type I1
3.667953 6.656618
Q5SVI3 subunit beta OS=Mus musculus GN=Camk2b PE=1 1 518 58.074 7.06
7 834
Sv=1
MKIAAQ968 protein (Fragment) OS=Mus musculus 3.901437 6.656618
Q80TN1 1 487 54.979 718
GN=Camk2a PE=2 SV=3 4 834
Calcium/calmodulin-dependent protein kinase type 11
6.656618
Q5sVI1 subunit beta OS=Mus musculus GN=Camk2b PE=1 3.777336 1 503 56.418 74
834
Sv=1
Calcium/calmodulin-dependent protein kinase type I1
3.591682 6.656618
Q92379 subunit gamma OS=Mus musculus GN=Camk2g PE=1 1 529 59.569 7.58
4 834
sv=1
Uncharacterized protein OS=Mus musculus 10.79545 6.656618
Q8C4I3 1 176 19.948 9.52
GN=Camk2d PE=2 SV=1 5 834
Calcium/calmodulin-dependent protein kinase 11, beta,
2.852852 6.656618
Q5SVJ0 isoform CRA_b OS=Mus musculus GN=Camk2b PE=1 1 666 72.857 7.27
9 834
Sv=1
F8WIS9 Calcium/calmodulin-dependent protein kinase type II 3.885480 1 489 55.312 7.44 6.656618
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subunit alpha OS=Mus musculus GN=Camk2a PE=1 6 834
sv=1
Uncharacterized protein OS=Mus musculus 5.080213 6.656618
Q3TY93 1 374 41.598 7.97
GN=Camk2b PE=2 SV=1 9 834
Calcium/calmodulin-dependent protein kinase type I1
3.591682 6.656618
Q5SVI2 subunit beta OS=Mus musculus GN=Camk2b PE=1 1 529 59.254 7.3
4 834
Sv=1
Calcium/calmodulin-dependent protein kinase type I1
3.974895 6.656618
P11798 subunit alpha OS=Mus musculus GN=Camk2a PE=1 1 478 54.081 7.08
4 834
Sv=2
Calcium/calmodulin-dependent protein kinase type Il
3.505535 6.656618
P28652 subunit beta 0S=Mus musculus GN=Camk2b PE=1 1 542 60.423 7.28
1 834
Sv=2
Calcium/calmodulin-dependent protein kinase type Il
3.486238 6.656618
QB6BEG2 subunit beta 0S=Mus musculus GN=Camk2b PE=1 1 545 60.638 7.39
5 834
Sv=1
Calcium/calmodulin-dependent protein kinase type Il
3.225806 6.656618
Q5sVI1 subunit beta 0S=Mus musculus GN=Camk2b PE=1 1 589 64.994 7.37
5 834
Sv=1
Calcium/calmodulin-dependent protein kinase type I1
3.966597 6.656618
Q5sVI9 subunit beta OS=Mus musculus GN=Camk2b PE=1 1 479 54.069 715
1 834
Sv=1
Calcium/calmodulin-dependent protein kinase type II
3.667953 6.656618
Q5sVI0 subunit beta OS=Mus musculus GN=Camk2b PE=1 1 518 58.047 7.28
7 834
Sv=1
Uncharacterized protein OS=Mus musculus 3.838383 6.656618
Q6ZWS7 1 495 55.925 7.18
GN=Camk2g PE=2 SV=1 8 834
Alpha glucosidase 2 alpha neutral subunit OS=Mus 3.519668 6.629066
ALA4T2 2 966 109.335 6.15
musculus GN=Ganab PE=2 SV=1 7 706
Neutral alpha-glucosidase AB OS=Mus musculus 3.601694 6.629066
Q8BHN3 2 944 106.844 6.06
GN=Ganab PE=1 SV=1 9 706
Rab GDP dissociation inhibitor (Fragment) OS=Mus 6.054687 6.628072
Q3UPA3 2 512 57.7 7.94
musculus GN=Gdi2 PE=2 SV=1 5 5
Rab GDP dissociation inhibitor (Fragment) OS=Mus 6.090373 6.628072
Q3UCT72 2 509 57.402 7.94
musculus GN=Gdi2 PE=2 SV=1 3 5
Rab GDP dissociation inhibitor OS=Mus musculus 6.966292 6.628072
Q3UUX9 2 445 50.475 6.47
GN=Gdi2 PE=2 SV=1 1 5
Rab GDP dissociation inhibitor beta OS=Mus musculus 6.966292 6.628072
Q61598 2 445 50.505 6.25
GN=Gdi2 PE=1 SV=1 1 5
Rab GDP dissociation inhibitor OS=Mus musculus 6.966292 6.628072
Q3TIY6 2 445 50.576 6.25
GN=Gdi2 PE=2 SV=1 1 5
Rad23b protein OS=Mus musculus GN=Rad23b PE=2 6.506024 6.601871
QB6NVC3 2 415 43.389 4.83
Sv=1 1 49
P54728 UV excision repair protein RAD23 homolog B OS=Mus 6.490384 2 416 43.486 4.83 6.601871
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musculus GN=Rad23b PE=1 SV=2 6 49
Uncharacterized protein OS=Mus musculus GN=Rad23b 6.569343 6.601871

Q3UQN3 2 411 43.201 4.83
PE=2 SV=1 1 49
Uncharacterized protein OS=Mus musculus GN=Rad23b 8.256880 6.601871

Q3TI52 2 327 34592 522
PE=2 SV=1 7 49
Uncharacterized protein OS=Mus musculus GN=Rad23b 6.490384 6.601871

Q3u041 2 416 43.558 4.79
PE=2 SV=1 6 49
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3u825 2 554 61.044 5.24
PE=2 SV=1 4 575
4.537205 6.601442

E9PZ00 Prosaposin OS=Mus musculus GN=Psap PE=1 SV=1 2 551 60.632 5.24
1 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3usc4 2 554 60.982 5.24
PE=2 SV=1 4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.537205 6.601442

Q3UE29 2 551 60.544 5.27
PE=2 SV=1 1 575
4.488330 6.601442

J3QPG5 Prosaposin OS=Mus musculus GN=Psap PE=1 SV=1 2 557 61.322 529
3 575
Uncharacterized protein 0S=Mus musculus GN=Psap 6.601442

Q3UAS4 4.587156 2 545 59.938 5.19
PE=2 SV=1 575
4.488330 6.601442

Q61207 Prosaposin 0S=Mus musculus GN=Psap PE=1 SV=2 2 557 61.381 5.19
3 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3TWE9 2 554 60.994 5.27
PE=2 SV=1 4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3TID4 2 554 61.086 5.24
PE=2 SV=1 4 575
4.512635 6.601442

Q8BFQ1 Prosaposin 0S=Mus musculus GN=Psap PE=1 SV=1 2 554 61.01 5.24
4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4512635 6.601442

Q3TWLS 2 554 60.968 5.24
PE=2 SV=1 4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4512635 6.601442

Q3TWF9 2 554 60.994 5.27
PE=2 SV=1 4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3TXP9 2 554 61.026 5.24
PE=2 SV=1 4 575
Uncharacterized protein (Fragment) OS=Mus musculus 6.601442

Q3TWM9 4.743833 2 527 58.26 5.22
GN=Psap PE=2 SV=1 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3UsW2 2 554 61.025 5.24
PE=2 SV=1 4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3TKB2 2 554 61.024 5.29
PE=2 SV=1 4 575
4.496402 6.601442

K3W4L3 Prosaposin OS=Mus musculus GN=Psap PE=1 SV=1 2 556 61.251 5.24
9 575
4.496402 6.601442

B2RUD7 Psap protein OS=Mus musculus GN=Psap PE=2 SV=1 2 556 61.253 5.19
9 575
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Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3TITS 2 554 60.983 5.24
PE=2 SV=1 4 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.520795 6.601442

Q3TXJ0 2 553 60.882 5.24
PE=2 SV=1 7 575
Uncharacterized protein OS=Mus musculus GN=Psap 4.512635 6.601442

Q3u897 2 554 60.986 5.27
PE=2 SV=1 4 575
Multifunctional protein ADE2 OS=Mus musculus 19.41747 6.589432

D6RCU8 2 103 1141 7.72
GN=Paics PE=1 SV=1 6 24
2.531645 6.524441

Q1RLL3 Copine-9 OS=Mus musculus GN=Cpne9 PE=1 SV=1 1 553 61.813 5.4
6 242
Uncharacterized protein OS=Mus musculus GN=Cpne9 2.616822 6.524441

Q8BRJ6 1 535 60.016 5.39
PE=2 SV=1 4 242
AOAOR4) 2.531645 6.524441

Copine-9 OS=Mus musculus GN=Cpne9 PE=1 SV=1 1 553 61.785 5.4
0J1 6 242
2.360876 6.524441

Q8Jzw4 Copine-5 OS=Mus musculus GN=Cpne5 PE=1 SV=1 1 593 65.551 5.77
9 242
Copine-5 (Fragment) OS=Mus musculus GN=Cpne5 6.542056 6.524441

E9Q1V2 1 214 23.692 5.11
PE=1SV=1 1 242
Multivesicular body subunit 12A OS=Mus musculus 11.80811 6.497667

Q78HU3 2 271 28.687 9.11
GN=Mvb12a PE=1 SV=1 8 789
Thrombospondin type-1 domain-containing protein 7A 0.911854 6.497649

Q69ZU6 1 1645 183.406 72
0S=Mus musculus GN=Thsd7a PE=1 SV=2 1 908
Thrombospondin type-1 domain-containing protein 7A 0.911300 6.497649

E9PWD2 1 1646 183.509 7.2
0S=Mus musculus GN=Thsd7a PE=1 SV=1 1 908
Thrombospondin type-1 domain-containing protein 7A 0.911300 6.497649

E9QNRS5 1 1646 183.534 7.2
0S=Mus musculus GN=Thsd7a PE=1 SV=2 1 908
AOADABY Guanine nucleotide-binding protein G(i) subunit alpha-2 6.455996

175 2 160 18.463 5.87
WA9 (Fragment) OS=Mus musculus GN=Gnai2 PE=1 SV=1 752
Transportin-1 OS=Mus musculus GN=Tnpol PE=1 4.120267 6.439545

Q8BFY9 2 898 102.291 4.98
Sv=2 3 87
Exportin-1 (Fragment) OS=Mus musculus GN=Xpol 54.23728 6.425498

A2AKT6 2 59 6.652 5.62
PE=1SV=1 8 247
Krt78 protein (Fragment) OS=Mus musculus GN=Krt78 2.729044 6.404857

QOVDNO 2 513 56.744 6.38
PE=2 SV=1 8 635
1.310861 6.404857

E9QOF0 Keratin 78 OS=Mus musculus GN=Krt78 PE=1 SV=1 2 1068 112.194 7.97
4 635
Krt78 protein (Fragment) OS=Mus musculus GN=Krt78 2.845528 6.404857

QOVDM9 2 492 54.73 6.19
PE=2 SV=1 5 635
Krt78 protein (Fragment) OS=Mus musculus GN=Krt78 2.845528 6.404857

A1LOX5 2 492 54.739 6.3
PE=2 SV=1 5 635
6.404857

Q6IFT3 Keratin Kb40 OS=Mus musculus GN=Krt78 PE=2 SV=1 1.75 2 800 85.186 8.31
635
Serine/threonine-protein phosphatase 2A 55 kDa 6.380319

G3UXs9 15.625 1 128 15.008 75
regulatory subunit B delta isoform (Fragment) OS=Mus 118
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musculus GN=Ppp2r2d PE=1 SV=1

Serine/threonine-protein phosphatase 2A 55 kDa

4.484304 6.380319
Q8BVB4 regulatory subunit B OS=Mus musculus GN=Ppp2r2b 1 446 51.482 5.81
9 118
PE=2 SV=1
Serine/threonine-protein phosphatase 2A 55 kDa
4.514672 6.380319
Q6ZWR4 regulatory subunit B beta isoform OS=Mus musculus 1 443 51.678 6.44
7 118
GN=Ppp2r2b PE=1 SV=1
Keratin, type 11 cytoskeletal 71 OS=Mus musculus 3.625954 6.368081
QI9ROHS 2 524 57.347 6.99
GN=Krt71 PE=1 SV=1 2 093
Keratin, type 11 cytoskeletal 74 OS=Mus musculus 3.838383 6.368081
Q6IFZ9 2 495 54712 5.72
GN=Krt74 PE=3 SV=1 8 093
Serine (or cysteine) peptidase inhibitor, clade B, member
9.259259 6.337062
E9Q6X2 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 162 17.511 5.02
3 836
Sv=1
Serine (or cysteine) peptidase inhibitor, clade B, member
8.021390 6.337062
E9Q108 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 187 20.586 5.39
4 836
Sv=8
Serine (or cysteine) peptidase inhibitor, clade B, member
22.05882 6.337062
E9PZQ9 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 68 6.904 5.02
4 836
Sv=1
Serine (or cysteine) peptidase inhibitor, clade B, member
10.41666 6.337062
E9Q3Y1 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 144 15.611 525
7 836
Sv=1
Serine (or cysteine) peptidase inhibitor, clade B, member
20.83333 6.337062
E9Q4R2 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 72 7.384 51
3 836
Sv=8
Uncharacterized protein OS=Mus musculus 9.615384 6.337062
Q8BZR2 1 156 17.014 5.29
GN=Serpinb6a PE=2 SV=1 6 836
Serine (or cysteine) peptidase inhibitor, clade B, member
6.337062
E9PYYO 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 125 1 120 12.812 5.41
836
Sv=1
Serine (or cysteine) peptidase inhibitor, clade B, member
6.578947 6.337062
K7E6F1 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 228 25.395 6.79
4 836
Sv=1
Serine (or cysteine) peptidase inhibitor, clade B, member
7.772020 6.337062
E9QOP9 6a (Fragment) OS=Mus musculus GN=Serpinb6a PE=1 1 193 21.273 5.95
7 836
Sv=1
Cytoplasmic dynein intermediate chain 2 isoform 2.5 6.472491 6.308644
D6QOF7 2 618 69.163 5.26
0S=Mus musculus GN=Dync1i2 PE=2 SV=1 9 056
Cytoplasmic dynein 1 intermediate chain 2 0S=Mus 6.279434 6.308644
A2BFF5 2 637 71.252 5.2
musculus GN=Dync1i2 PE=1 SV=1 9 056
Cytoplasmic dynein 1 intermediate chain 2 0S=Mus 6.546644 6.308644
A2BFF8 2 611 68.224 529
musculus GN=Dyncli2 PE=1 SV=1 8 056
Q3TPJ8 Cytoplasmic dynein 1 intermediate chain 2 0S=Mus 6.329113 2 632 70.569 5.24 6.308644
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musculus GN=Dyncli2 PE=1 SV=1 9 056
Cytoplasmic dynein intermediate chain 2 isoform 2.1 6.106870 6.308644

D6QOF5 2 655 73.273 515
0S=Mus musculus GN=Dync1i2 PE=2 SV=1 2 056
Dynein cytoplasmic 1 intermediate chain 2 0S=Mus 6.535947 6.308644

A2BFF7 2 612 68.352 5.29
musculus GN=Dyncli2 PE=1 SV=1 7 056
Cytoplasmic dynein 1 intermediate chain 2 OS=Mus 6.269592 6.308644

A2BFF9 2 638 71.38 5.2
musculus GN=Dyncli2 PE=1 SV=1 5 056
Cytoplasmic dynein intermediate chain 2 isoform 2.2 6.153846 6.308644

D6QOF6 2 650 72.756 515
0S=Mus musculus GN=Dync1i2 PE=2 SV=1 2 056
ADA0G2) Annexin (Fragment) 0S=Mus musculus GN=Anxa3 41.02564 6.301362

2 78 8.558 6.71
DV9 PE=1SV=1 1 514
A0A0JY Tetraspanin (Fragment) OS=Mus musculus GN=Tspan9 15.56886 6.276545

2 167 18.471 4.88
TS4 PE=1SV=1 2 525
Tetraspanin (Fragment) OS=Mus musculus GN=Tspan9 15.11627 6.276545

D3YXN7 2 172 19.093 493
PE=1SV=1 9 525
Lipopolysaccharide-binding protein (Fragment) OS=Mus 16.55172 6.273141

FEXKX9 2 145 16.272 5.21
musculus GN=Lbp PE=1 SV=8 4 384
Serine/threonine-protein kinase Nek7 OS=Mus musculus 6.622516 6.244165

QOES74 1 302 34.514 8.25
GN=Nek7 PE=1 SV=1 6 421
ATP-dependent 6-phosphofructokinase OS=Mus 2.564102 6.243785

Q99K08 2 780 85.249 8
musculus GN=Pfkm PE=2 SV=1 6 501
ATP-dependent 6-phosphofructokinase, muscle type 2.564102 6.243785

P47857 2 780 85.215 8
0S=Mus musculus GN=Pfkm PE=1 SV=3 6 501
3.341902 6.228518

P15379 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=3 1 778 85.565 4.96
3 009
5.990783 6.228518

A2APM5 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 1 434 47.388 541
4 009
4.506065 6.228518

E9QKM8 CD44 antigen 0S=Mus musculus GN=Cd44 PE=1 SV=1 1 577 62.968 5.03
9 009
Uncharacterized protein OS=Mus musculus GN=Cd44 7.123287 6.228518

Q3u468 1 365 40.208 6.02
PE=2 SV=1 7 009
4.482758 6.228518

Q80X37 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 1 580 63.225 52
6 009
6.228518

A2APM1 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 3.957382 1 657 72.043 5.12
009
5.603448 6.228518

A2APM3 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 1 464 50.676 5.29
3 009
7.123287 6.228518

Q3uss1 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 1 365 40.238 6.02
7 009
Uncharacterized protein OS=Mus musculus GN=Cd44 7.123287 6.228518

Q3UNN2 1 365 40.222 6.02
PE=2 SV=1 7 009
5.220883 6.228518

A2APM4 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 1 498 54.228 53
5 009
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3.333333 6.228518

A2APM2 CD44 antigen OS=Mus musculus GN=Cd44 PE=1 SV=1 1 780 85.786 5.02
3 009
Valine--tRNA ligase (Fragment) OS=Mus musculus 17.39130 6.212726

G3Uz22 3 230 24.24 8.32
GN=Vars PE=1 SV=8 4 831
RAS-related C3 botulinum substrate 3, isoform CRA_a 13.51351 6.207775

A2AC13 3 185 20.722 8.22
(Fragment) OS=Mus musculus GN=Rac3 PE=1 SV=1 4 116
Rac3 protein (Fragment) OS=Mus musculus GN=Rac3 12.82051 6.207775

Q8QZs2 3 195 21314 8.12
PE=2 SV=1 3 116
19.20529 6.198910

Q9DOP6 Uncharacterized protein OS=Mus musculus PE=2 SV=1 2 151 17.486 10.55
8 952
6.193842

D3z641 Tetraspanin OS=Mus musculus GN=Tspan5 PE=1 SV=1 13.19797 2 197 22.447 4.6
411
9.774436 6.193842

Q9CYTO Tetraspanin OS=Mus musculus GN=Tspan5 PE=2 SV=1 2 266 30.021 4.7
1 411
Tetraspanin-5 0S=Mus musculus GN=Tspan5 PE=1 9.701492 6.193842

P62080 2 268 30.317 478
Sv=1 5 411
Charged multivesicular body protein 4b OS=Mus 10.71428 6.166724

Q9D8B3 2 224 24.921 4.82
musculus GN=Chmp4b PE=1 SV=2 6 92
Heterogeneous nuclear ribonucleoprotein A/B 0S=Mus 7.228915 6.101163

Q20BDO 2 332 36.188 6.95
musculus GN=Hnrnpab PE=1 SV=1 7 864
Heterogeneous nuclear ribonucleoprotein A/B OS=Mus 8.421052 6.101163

Q99020 2 285 30.812 7.91
musculus GN=Hnrnpab PE=1 SV=1 6 864
Heterogeneous nuclear ribonucleoprotein A/B, isoform 8.695652 6.101163

Q9D6G1 2 276 29.904 6.42
CRA_b 0S=Mus musculus GN=Hnrnpab PE=2 SV=1 2 864
Uncharacterized protein OS=Mus musculus 7.384615 6.101163

Q3TMZ8 2 325 35.573 6.95
GN=Hnrnpab PE=2 SV=1 4 864
Heterogeneous nuclear ribonucleoprotein A/B OS=Mus 7.717041 6.101163

Q80XR6 2 311 33.795 5.83
musculus GN=Hnrnpab PE=1 SV=1 8 864
Psma8 protein (Fragment) OS=Mus musculus 6.084109

Q8VEB8 11.22449 1 98 11.069 8.85
GN=Psma8 PE=2 SV=1 545
Eukaryotic translation initiation factor 3 subunit | 24.24242 6.071206

A2AE03 2 165 18.217 533
(Fragment) OS=Mus musculus GN=Eif3i PE=1 SV=1 4 331
Int-6 protein (Fragment) OS=Mus musculus GN=Eif3e 39.72602 6.070554

Q6LCK2 3 73 8.559 5.41
PE=2 SV=1 7 614
Ephrin-B2 (Fragment) OS=Mus musculus GN=Efnb2 5.504587 6.060076

F6RSUG 1 218 23914 8.87
PE=1SV=1 2 237
3.571428 6.060076

P52800 Ephrin-B2 OS=Mus musculus GN=Efnb2 PE=1 SV=1 1 336 37.179 8.97
6 237
Uncharacterized protein OS=Mus musculus GN=Efnb2 3.108808 6.060076

Q3VI1E0 1 386 42.555 8.87
PE=2 SV=1 3 237
Importin subunit alpha OS=Mus musculus GN=Kpna2 4.347826 6.046454

Q52L97 2 529 57.892 5.68
PE=1SV=1 1 668
Importin subunit alpha OS=Mus musculus GN=Kpna2 5.215419 6.046454

Q641N9 2 441 47.937 5.39
PE=2 SV=1 5 668
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AOAIW2 Ras-related protein Rap-1b (Fragment) OS=Mus 47.16981 6.045134

2 53 6.103 10.13
P777 musculus GN=Rap1lb PE=1 SV=1 1 783
Predicted gene 17087 OS=Mus musculus GN=Gm17087 7.692307 6.016111

VIGXQ2 2 156 17.585 7.37
PE=1SV=1 7 612
Uncharacterized protein OS=Mus musculus GN=Acta2 11.00917 6.016111

Q8CF71 2 109 12.549 6.52
PE=2 SV=1 4 612
AOAOUIR S-adenosylmethionine synthase OS=Mus musculus 4.143646 6.005593

1 362 39.713 6.04
NT6 GN=Mat2a PE=1 SV=1 4 061
S-adenosylmethionine synthase OS=Mus musculus 3.797468 6.005593

Q3TED1 1 395 43576 6.6
GN=Mat2a PE=2 SV=1 4 061
S-adenosylmethionine synthase OS=Mus musculus 6.005593

Q3UzZA2 4.109589 1 365 40.094 6.13
GN=Mat2a PE=2 SV=1 061
S-adenosylmethionine synthase isoform type-2 OS=Mus 3.797468 6.005593

Q3THS6 1 395 43.661 6.48
musculus GN=Mat2a PE=1 SV=2 4 061
S-adenosylmethionine synthase OS=Mus musculus 4.934210 6.005593

Q6PE05 1 304 33.017 5.1
GN=Mat2a PE=2 SV=1 5 061
AOAOUIR S-adenosylmethionine synthase OS=Mus musculus 6.005593

4.109589 1 365 40.062 6.13
NK6 GN=Mat2a PE=1 SV=1 061
S-adenosylmethionine synthase 0S=Mus musculus 4.143646 6.005593

Q3TSS0 1 362 39.729 5.92
GN=Mat2a PE=2 SV=1 4 061
S-adenosylmethionine synthase OS=Mus musculus 3.926701 6.005593

Q3UAP7 1 382 42.072 6.37
GN=Mat2a PE=2 SV=1 6 061
Uncharacterized protein OS=Mus musculus GN=Ddx17 5.502392 5.982824

Q3TU25 2 418 47.355 8.02
PE=2 SV=1 3 564
Histone H3 (Fragment) OS=Mus musculus GN=H3f3a 22.68907 5.977539

E0CZ27 3 119 13.314 11.02
PE=3 SV=1 6 778
5.977539

F8WI35 Histone H3 OS=Mus musculus GN=H3f3a PE=1 SV=1 20 3 135 15.189 114
778
Histone H3.3C OS=Mus musculus GN=H3f3c PE=3 19.85294 5.977539

P02301 3 136 15.305 11.14
Sv=3 1 778
Histone H3.3 0S=Mus musculus GN=H3f3a PE=1 19.85294 5.977539

P84244 3 136 15.319 11.27
Sv=2 1 778
Histone H3 (Fragment) OS=Mus musculus 20.30075 5.977539

A1LOU3 3 133 15.02 1114
GN=Hist1h3e PE=2 SV=1 2 778
Histone H3.2 0S=Mus musculus GN=Hist1h3b PE=1 19.85294 5.977539

P84228 3 136 15.379 11.27
Sv=2 1 778
AOAIW2 Histone H3.2 0S=Mus musculus GN=Hist2h3c1 PE=1 1491712 5.977539

3 181 20.234 11.39
P768 Sv=1 7 778
Histone H3 (Fragment) OS=Mus musculus GN=Hist1h3i 5.977539

AlLOV4 20 3 135 15.263 1112
PE=2 SV=1 778
Histone H3.1 OS=Mus musculus GN=Hist1h3a PE=1 19.85294 5.977539

P68433 3 136 15.394 1112
Sv=2 1 778
Tubulin gamma chain 0S=Mus musculus GN=Tubgl 6.430155 5.968484

Q6F4J1 1 451 51.069 6.02
PE=1SV=1 2 64
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AOAOU1R Mitogen-activated protein kinase (Fragment) OS=Mus 4.776119 5.944517

1 335 38.089 6.06
PX4 musculus GN=Mapk3 PE=1 SV=1 4 136
Mitogen-activated protein kinase (Fragment) OS=Mus 5.944517

Q3U2H3 4.359673 1 367 42179 7.33
musculus GN=Mapk3 PE=2 SV=1 136
Mitogen-activated protein kinase 3 OS=Mus musculus 6.037735 5.944517

D3z6D8 1 265 30.607 5.81
GN=Mapk3 PE=1 SV=1 8 136
AOAOUIR Mitogen-activated protein kinase (Fragment) OS=Mus 7.476635 5.944517

1 214 24.863 9.36
PZ0 musculus GN=Mapk3 PE=1 SV=1 5 136
Mitogen-activated protein kinase OS=Mus musculus 4.210526 5.944517

D3Z3G6 1 380 42.375 8.6
GN=Mapk3 PE=1 SV=1 3 136
Mitogen-activated protein kinase 3 0S=Mus musculus 4.210526 5.944517

Q63844 1 380 43.039 6.61
GN=Mapk3 PE=1 SV=5 3 136
Guanine nucleotide-binding protein G(i) subunit alpha-1 5.943922

B2RSH2 6.779661 2 354 40.335 5.97
0S=Mus musculus GN=Gnail PE=1 SV=1 758
Aflatoxin B1 aldehyde reductase member 2 OS=Mus 2.724795 5.917837

Q8CG76 1 367 40.586 8.12
musculus GN=Akr7a2 PE=1 SV=3 6 381
Filamin-A (Fragment) OS=Mus musculus GN=FIna 48.64864 5.907955

F7TAVL7 1 74 7.857 6.77
PE=1SV=1 9 17
Heparan-sulfate 6-O-sulfotransferase 2 0S=Mus 3.758169 5.897398

Q80UWO0 2 612 69.154 9.76
musculus GN=Hs6st2 PE=2 SV=3 9 949
32.47863 5.896336

Q6P063 Acly protein OS=Mus musculus GN=Acly PE=2 SV=1 3 117 13.426 6.52
2 794
Uncharacterized protein (Fragment) OS=Mus musculus 5.892545

Q3TEAS 11.19403 1 134 15.25 5.29
GN=Cops3 PE=2 SV=1 462
Uncharacterized protein OS=Mus musculus GN=Cops3 3.546099 5.892545

Q3uQL2 1 423 47.801 6.65
PE=1SV=1 3 462
Prolyl 4-hydroxylase subunit alpha-1 OS=Mus musculus 4.681647 5.886873

Q60715 2 534 60.872 5.9
GN=P4hal PE=1 SV=2 9 722
Uncharacterized protein OS=Mus musculus GN=P4hal 5.886873

Q3UF16 4.456328 2 561 63.769 5.9
PE=2 SV=1 722
Uncharacterized protein OS=Mus musculus GN=P4hal 4.681647 5.886873

Q3TN84 2 534 60.886 5.9
PE=2 SV=1 9 722
Uncharacterized protein OS=Mus musculus GN=P4hal 5.506607 5.886873

Q3TTT2 2 454 51.722 6.71
PE=2 SV=1 9 722
Prolyl 4-hydroxylase subunit alpha-1 OS=Mus musculus 5.506607 5.886873

E9Q7B0O 2 454 51.721 6.71
GN=P4hal PE=1 SV=1 9 722
AO0AON4S RAB7, member RAS oncogene family OS=Mus 27.27272 5.886412

2 88 10.072 10.07
VR6 musculus GN=Rab7 PE=1 SV=1 7 144
Uncharacterized protein OS=Mus musculus GN=Rapla 17.93478 5.869735

Q3V3W9 3 184 20.932 6.67
PE=2 SV=1 3 003
AO0A0G2]) Ras-related protein Rap-1A OS=Mus musculus 20.75471 5.869735

3 159 17.98 479
E52 GN=Rapla PE=1SV=1 7 003
Ribosomal protein L15 (Fragment) OS=Mus musculus 23.36448 5.861866

B8JKK2 2 107 12.642 11.52
GN=Rpl15 PE=3 SV=1 6 236
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Uncharacterized protein OS=Mus musculus GN=Cd34 7.329842 5.835555
Q8C2A1 2 382 41.033 5.3
PE=2 SV=1 9 077
Uncharacterized protein OS=Mus musculus GN=Cd34 8.615384 5.835555
Q3TJP6 2 325 35.209 5.16
PE=2 SV=1 6 077
Hematopoietic progenitor cell antigen CD34 OS=Mus 7.329842 5.835555
Q64314 2 382 40.957 53
musculus GN=Cd34 PE=1 SV=1 9 077
Uncharacterized protein OS=Mus musculus GN=Cd34 8.615384 5.835555
Q543Y2 2 325 35.241 5.16
PE=2 SV=1 6 077
Apolipoprotein B-100 (Fragment) OS=Mus musculus 0.605924 5.816198
E9Q1Y3 2 4456 503.589 6.83
GN=Apob PE=1 SV=1 6 349
Apolipoprotein B-100 0S=Mus musculus GN=Apob 0.599334 5.816198
E9Q414 2 4505 509.113 6.81
PE=1SV=1 1 349
AOAON4S T-complex protein 1 subunit eta (Fragment) OS=Mus 36.70886 5.784972
3 79 8.92 6.04
ulg musculus GN=Cct7 PE=1 SV=1 1 668
Solute carrier family 2, facilitated glucose transporter 6.910569 5.767134
P17809 2 492 53.949 8.87
member 1 OS=Mus musculus GN=Slc2al PE=1 SV=4 1 428
Uncharacterized protein OS=Mus musculus GN=SIc2al 6.910569 5.767134
Q3u2)2 2 492 54.036 8.87
PE=2 SV=1 1 428
Uncharacterized protein 0S=Mus musculus GN=Slc2al 6.910569 5767134
Q3TD17 2 492 53.95 8.72
PE=2 SV=1 1 428
AO0A140LI Mitotic checkpoint protein BUB3 OS=Mus musculus 5.762845
41 2 100 11.145 6.13
47 GN=Bub3 PE=1 SV=1 039
AOAO0AD Eukaryotic translation initiation factor 5A (Fragment) 17.44966 5.757053
2 149 16.292 5
MQMO 0S=Mus musculus GN=Eif5a PE=1 SV=1 4 375
Eukaryotic translation initiation factor 5A-1 OS=Mus 16.88311 5.757053
P63242 2 154 16.821 5.24
musculus GN=Eif5a PE=1 SV=2 7 375
Eukaryotic translation initiation factor 5A-2 OS=Mus 16.99346 5.757053
Q8BGY2 2 153 16.782 5.58
musculus GN=Eif5a2 PE=1 SV=3 4 375
Hepatocyte growth factor-regulated tyrosine kinase 1.434159 5.752632
B1ATZ1 1 767 85.853 7.47
substrate OS=Mus musculus GN=Hgs PE=1 SV=1 1 141
Uncharacterized protein OS=Mus musculus GN=Hgs 1.426718 5.752632
Q3TLL4 1 771 85.66 6.46
PE=2 SV=1 5 141
Hepatocyte growth factor-regulated tyrosine kinase 1.417525 5.752632
Q3UMA3 1 776 86.089 6.16
substrate OS=Mus musculus GN=Hgs PE=1 SV=1 8 141
Hepatocyte growth factor-regulated tyrosine kinase
4.489795 5.752632
B1ATY9 substrate (Fragment) OS=Mus musculus GN=Hgs PE=1 1 245 279 6.43
9 141
Sv=1
Hepatocyte growth factor-regulated tyrosine kinase 1.419354 5.752632
Q99LI8 1 775 85.961 6.16
substrate OS=Mus musculus GN=Hgs PE=1 SV=2 8 141
Hepatocyte growth factor-regulated tyrosine kinase 1.436031 5.752632
B1ATZ0 1 766 85.725 7.47
substrate OS=Mus musculus GN=Hgs PE=1 SV=1 3 141
AO0A0G2]) Rho-related GTP-binding protein RhoC (Fragment) 11.01694 5.749323
2 118 13.253 4.64
EP8 0S=Mus musculus GN=Rhoc PE=1 SV=1 9 606
QICR99 RIKEN cDNA 4930544G11 OS=Mus musculus 6.735751 2 193 21.63 8.22 5.749323
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GN=4930544G11Rik PE=1 SV=1 3 606
AOAO0ABY Transforming protein RhoA (Fragment) OS=Mus 19.40298 5.749323

2 67 7.422 4.42
Wil musculus GN=Rhoa PE=4 SV=1 5 606
Testis specific expressed protein 5 OS=Mus musculus 6.735751 5.749323

COIQA7 2 193 21.604 8.22
GN=4930544G11Rik PE=2 SV=1 3 606
40S ribosomal protein S8 (Fragment) OS=Mus musculus 8.450704 5.742229

Q3UJus 2 142 16.598 10.54
GN=Rps8 PE=2 SV=1 2 939
408 ribosomal protein S8 (Fragment) OS=Mus musculus 5.742229

QIcQw4 8 2 150 17.63 10.48
GN=Rps8 PE=2 SV=1 939
408 ribosomal protein S8 (Fragment) OS=Mus musculus 7.894736 5.742229

Q3UA25 2 152 17.915 10.48
GN=Rps8 PE=2 SV=1 8 939
Uncharacterized protein (Fragment) OS=Mus musculus 11.34020 5.728411

Q3UXcs 2 194 19.842 533
GN=Hnrnpd PE=2 SV=1 6 198
Protocadherin gamma C3 OS=Mus musculus 3.211991 5.723574

Q91XX1 2 934 100.986 5.07
GN=Pcdhge3 PE=1 SV=1 4 162
DNA damage-binding protein 1 0S=Mus musculus 4.649122 5.708149

Q3U1)4 2 1140 126.772 5.26
GN=Ddb1 PE=1 SV=2 8 91
Uncharacterized protein (Fragment) 0S=Mus musculus 8.848080 5.708149

Q3ULSs8 2 599 66.762 5.73
GN=Ddb1 PE=2 SV=1 1 91
Heat shock protein (hsp68) (Fragment) OS=Mus 14.47368 5.700830

Q61698 2 228 24.857 5.11
musculus PE=2 SV=1 4 221
Actinin alpha 4 0S=Mus musculus GN=Actn4 PE=1 2.412280 5.698404

Q3ULT2 2 912 104.911 5.41
Sv=1 7 789
AO0A1L1S Alpha-actinin-4 OS=Mus musculus GN=Actn4 PE=1 5.698404

2.360515 2 932 107.041 5.36
V25 Sv=1 789
Non-muscle alpha-actinin 4 0S=Mus musculus 2.414928 5.698404

Q1A602 2 911 104.849 5.44
GN=Actn4 PE=2 SV=1 6 789
Uncharacterized protein OS=Mus musculus GN=Actn4 2.412280 5.698404

Q3uDJ7 2 912 104.93 541
PE=2 SV=1 7 789
60S acidic ribosomal protein PO (Fragment) OS=Mus 8.396946 5.690486

089073 1 131 14.489 8.16
musculus GN=Rplp0 PE=2 SV=1 6 908
Epidermal growth factor receptor OS=Mus musculus 1.832061 5.686560

Q9WVF5 1 655 72.858 7.01
GN=Egfr PE=1 SV=1 1 631
Epidermal growth factor receptor isoform 2 0S=Mus 1.866251 5.686560

Q9ERVE 1 643 71.43 7.01
musculus GN=Egfr PE=4 SV=1 9 631
Histidine triad nucleotide-binding protein 1 0S=Mus 11.11111 5.684583

P70349 1 126 13.768 6.87
musculus GN=Hint1 PE=1 SV=3 1 187
Histidine triad nucleotide-binding protein 1 0S=Mus 11.76470 5.684583

BORIE3 1 119 13.43 5.05
musculus GN=Hintl PE=1 SV=1 6 187
AO0A1L1S 40S ribosomal protein SA OS=Mus musculus GN=Rpsa 8.270676 5.675719

1 133 15.094 7.78
UK3 PE=1SV=1 7 023
Uncharacterized protein (Fragment) OS=Mus musculus 23.02631 5.675593

Q9Cv24 3 152 17.129 4.48
GN=Eif2s1 PE=2 SV=1 6 615
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AO0A0G2]) Glucosylceramidase OS=Mus musculus GN=Gba PE=1 5.154639 5.655029
2 388 43.255 8.75
DK2 sv=1 2 774
Glucosylceramidase OS=Mus musculus GN=Gba PE=1 3.883495 5.655029
P17439 2 515 57.585 7.5
Sv=1 1 774
Vacuolar protein sorting-associated protein 37C 4.829545 5.649588
Q8R105 1 352 38.429 531
0S=Mus musculus GN=Vps37c PE=1 SV=1 5 585
Serine/threonine-protein phosphatase 2A 55 kDa
2.460850 5.641193
Q8BG02 regulatory subunit B gamma isoform OS=Mus musculus 1 447 51.429 6.37
1 628
GN=Ppp2r2c PE=1 SV=1
Rpl30 protein 0S=Mus musculus GN=Rpl30 PE=2 16.66666 5.631745
Q497D7 1 114 12.648 9.55
Sv=1 7 338
Rpl30 protein 0S=Mus musculus GN=Rpl30 PE=2 16.52173 5.631745
Q5PR15 1 115 12.704 9.72
Sv=1 9 338
16.52173 5.631745
Q58DZ3 MCG20799 0S=Mus musculus GN=RplI30 PE=1 SV=1 1 115 12.776 9.63
9 338
lqgap1 protein (Fragment) OS=Mus musculus 3.301384 5.620508
Q8CGH5 2 939 106.421 5.87
GN=lqgapl PE=2 SV=1 5 432
Iqgap1 protein (Fragment) OS=Mus musculus 3.287380 5620508
Q05CQ4 2 943 106.892 6
GN=lqgapl PE=2 SV=1 7 432
Uncharacterized protein (Fragment) 0S=Mus musculus 13.79310 5.614260
Q3TVT4 2 203 21.024 9.33
GN=Dyncllil PE=2 SV=1 3 435
AOAOR4) Plectin (Fragment) OS=Mus musculus GN=Plec PE=1 5.612924
2.593361 2 964 111.592 8.18
218 Sv=1 337
Plecl protein (Fragment) OS=Mus musculus GN=Plec 3.736920 5.612924
QO5CR3 2 669 77.611 7.66
PE=2 SV=1 8 337
Plecl protein (Fragment) OS=Mus musculus GN=Plec 3.086419 5.612924
Q499F9 2 810 93.482 8.54
PE=2 SV=1 8 337
AOAOR4] Plectin (Fragment) OS=Mus musculus GN=Plec PE=1 3.561253 5.612924
2 702 80.621 7.03
221 Sv=1 6 337
Plectin (Fragment) OS=Mus musculus GN=Plec PE=1 5.612924
E9PW24 5.01002 2 499 57.827 6.27
Sv=1 337
Plectin (Fragment) OS=Mus musculus GN=Plec PE=1 3.698224 5.612924
E9Q9J6 2 676 77.56 7.66
Sv=1 9 337
AO0AOR4] Plectin (Fragment) OS=Mus musculus GN=Plec PE=1 3.782148 5.612924
2 661 76.69 7.01
223 Sv=1 3 337
Uncharacterized protein (Fragment) OS=Mus musculus 3.698224 5.612924
Q8C8s5 2 676 77532 7.47
GN=Plec PE=2 SV=1 9 337
21.90476 5.606661
Q3UA95 Histone H2A OS=Mus musculus GN=H2afz PE=2 SV=1 2 105 10.977 10.49
2 797
Rpl12 protein (Fragment) OS=Mus musculus GN=Rpl12 7.339449 5.604510
Q6DI58 1 218 22.973 10.35
PE=2 SV=1 5 784
Ras-related protein Rab-2B OS=Mus musculus 12.95336 5.598993
Q3TEG7 2 193 21.452 6.54
GN=Rab2b PE=1 SV=1 8 063
Q5U628 RAB2B, member RAS oncogene family 0S=Mus 11.57407 2 216 24197 6.68 5.598993
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musculus GN=Rab2b PE=2 SV=1 4 063
Ras-related protein Rab-2B OS=Mus musculus 11.57407 5.598993

P59279 2 216 24183 6.68
GN=Rab2b PE=1 SV=1 4 063
A0A1BOG Glycogen [starch] synthase (Fragment) OS=Mus 5.584726

4.519774 1 177 20.195 6.27
R90 musculus GN=Gys1 PE=1 SV=1 334
A0A1BOG 60S ribosomal protein L18 OS=Mus musculus 25.73529 5.583353

3 136 15.236 11.81
SF7 GN=Rpl18 PE=1 SV=1 4 281
8.080808 5.580996

Q3UKZ1 Syndecan OS=Mus musculus GN=Sdc4 PE=2 SV=1 1 198 21.435 4.41
1 752
8.080808 5.580996

Q3U5S6 Syndecan OS=Mus musculus GN=Sdc4 PE=1 SV=1 1 198 21.469 4.41
1 752
Catenin beta-1 (Fragment) OS=Mus musculus 28.73563 5.578340

F7CRC6 2 174 19.098 5
GN=Ctnnb1 PE=1 SV=1 2 769
Ctnnb1 protein (Fragment) OS=Mus musculus 9.025270 5.578340

Q80OVE7 2 554 60.244 6.35
GN=Ctnnb1 PE=2 SV=1 8 769
Catenin beta-1 0S=Mus musculus GN=Ctnnb1 PE=1 6.402048 5.578340

Q02248 2 781 85.416 5.86
Sv=1 7 769
Uncharacterized protein OS=Mus musculus GN=Ctnnb1 6.402048 5.578340

Q3uzT7 2 781 85.442 5.86
PE=2 SV=1 7 769
Mybbp1a protein (Fragment) OS=Mus musculus 1.277683 5.576793

AO0JLT5 1 1174 133.62 7.18
GN=Mybbpla PE=2 SV=1 1 909
Uncharacterized protein OS=Mus musculus 2.038043 5.576793

Q3TLF6 1 736 82.359 9.85
GN=Mybbpla PE=2 SV=1 5 909
MYB binding protein (P160) 1a, isoform CRA_b 1.116071 5.576793

Q3uU2w2 1 1344 151.942 8.95
0S=Mus musculus GN=Mybbpla PE=1 SV=1 4 909
Spermatid-specific heat shock protein 70 (Fragment) 21.62162 5.574186

QI9R2A1 2 111 12.129 9.09
0S=Mus musculus GN=Hsc70t PE=3 SV=1 2 325
Metastasis-associated protein MTAL1 isoform 9 OS=Mus 2.602739 5.565586

M1VMF6 2 730 82.336 9.22
musculus GN=Mtal PE=2 SV=1 7 09
Metastasis-associated protein MTAL1 isoform 6 OS=Mus 2.769679 5.565586

M1VHG3 2 686 77728 9.31
musculus GN=Mtal PE=2 SV=1 3 09
Metastasis-associated protein MTAL isoform 11 2.706552 5.565586

M1VHG6 2 702 79.574 9.42
0S=Mus musculus GN=Mtal PE=2 SV=1 7 09
Metastasis-associated protein MTA1 OS=Mus musculus 2.702702 5.565586

E9PX23 2 703 79.335 9.14
GN=Mtal PE=1 SV=1 7 09
2.702702 5.565586

Q2KHS8 Mtal protein OS=Mus musculus GN=Mtal PE=2 SV=1 2 703 79.363 9.14
7 09
Metastasis-associated protein MTAL isoform 7 OS=Mus 5.565586

M1VB37 3.030303 2 627 71.038 9.04
musculus GN=Mtal PE=2 SV=1 09
Metastasis-associated protein MTA1 OS=Mus musculus 5.565586

F8WHY8 2.722063 2 698 79.14 9.42
GN=Mtal PE=1 SV=1 09
Metastasis-associated protein MTA1 OS=Mus musculus 2.657342 5.565586

Q8K4B0O 2 715 80.747 9.29
GN=Mtal PE=1 SV=1 7 09
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Uncharacterized protein (Fragment) OS=Mus musculus 11.44067 5.562248

Q3TUS2 2 236 25.835 5.19
GN=Hspa5 PE=2 SV=1 8 707
Uncharacterized protein OS=Mus musculus GN=Ndrgl 7.868020 5.537034

Q3TSR4 2 394 42.81 6.09
PE=2 SV=1 3 035
N-myc downstream regulated gene 1 OS=Mus musculus 7.868020 5.537034

B7ZWCO0 2 394 42971 6.1
GN=Ndrgl PE=2 SV=1 3 035
N-myc downstream regulated gene 1 OS=Mus musculus 7.868020 5.537034

Q545R3 2 394 42.981 6.1
GN=Ndrgl PE=1 SV=1 3 035
Uncharacterized protein OS=Mus musculus GN=Ndrgl 7.868020 5.537034

Q3TD08 2 394 42.995 6.19
PE=2 SV=1 3 035
Ehd3 protein (Fragment) 0S=Mus musculus GN=Ehd3 9.459459 5.536656

Q8ROVE 2 296 33.449 6.98
PE=2 SV=1 5 141
Polyadenylate-binding protein OS=Mus musculus PE=3 4.477611 5.536083

Q792Y0 2 603 66.431 9.14
Sv=1 9 341
Polyadenylate-binding protein OS=Mus musculus 4.299363 5.536083

Q62029 2 628 69.018 8.78
GN=Pabpc2 PE=1 SV=1 1 341
Uncharacterized protein (Fragment) OS=Mus musculus 10.15037 5.536083

Q3vam1 2 266 29.704 7.05
GN=Pabpc2 PE=2 SV=1 6 341
Ribosomal protein S23 0S=Mus musculus GN=Rps23 7.692307 5.533646

Q497E1 1 143 15.799 10.37
PE=2 SV=1 7 345
Uncharacterized protein OS=Mus musculus GN=Rps23 7.692307 5.533646

QICWI9 1 143 15.826 10.56
PE=2 SV=1 7 345
Uncharacterized protein OS=Mus musculus GN=Rps23 7.586206 5.533646

Q9CzZI5 1 145 16.007 10.43
PE=2 SV=1 9 345
40S ribosomal protein S23 OS=Mus musculus 7.692307 5.533646

P62267 1 143 15.798 10.49
GN=Rps23 PE=1 SV=3 7 345
Proteasome subunit beta type OS=Mus musculus 8.955223 5.522351

Q8BJX0 2 201 22.852 6.92
GN=Psmb2 PE=2 SV=1 9 98
Nucleolar protein 56 (Fragment) OS=Mus musculus 2254335 5.517762

F7CHP9 2 173 18.869 7.87
GN=Nop56 PE=1 SV=1 3 184
Nucleolar protein 56 OS=Mus musculus GN=Nop56 14.94252 5.517762

EOCXZ0 2 261 29.055 7.18
PE=1SV=1 9 184
SUMO-activating enzyme subunit 2 0S=Mus musculus 4.545454 5.500805

Q9Z1F9 2 638 70.525 5.24
GN=Uba2 PE=1 SV=1 5 14
Uncharacterized protein OS=Mus musculus GN=Rpal 4.192546 5.433793

Q3usB3 2 644 71.401 8.18
PE=2 SV=1 6 306
Replication protein A 70 kDa DNA-binding subunit 4.192546 5.433793

Q5SWN2 2 644 71.369 8.18
0S=Mus musculus GN=Rpal PE=1 SV=2 6 306
Replication protein A 70 kDa DNA-binding subunit 4.333868 5.433793

Q8VEE4 2 623 68.994 7.91
0S=Mus musculus GN=Rpal PE=1 SV=1 4 306
Uncharacterized protein (Fragment) OS=Mus musculus 10.07751 5.430152

Q3UGC3 3 387 44.133 9.06
GN=Caldl PE=2 SV=1 9 893
7.276119 5.430152

E9QA16 Caldesmon 1 OS=Mus musculus GN=Cald1 PE=1 SV=1 3 536 61.799 6.93
4 893
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7.303370 5.430152
S4R1T7 Caldesmon 1 OS=Mus musculus GN=Cald1 PE=1 SV=1 3 534 60.712 6.55
8 893
7.358490 5.430152
Q8VCQ8 Caldesmon 1 OS=Mus musculus GN=Cald1 PE=1 SV=1 3 530 60.417 7.37
6 893
7.303370 5.430152
E9QOM9 Caldesmon 1 OS=Mus musculus GN=Cald1 PE=1 SV=1 3 534 61.615 6.93
8 893
FERM, RhoGEF and pleckstrin domain-containing
12.79620 5.405736
E9Q805 protein 1 (Fragment) OS=Mus musculus GN=Farpl 2 211 23.848 6.28
9 923
PE=1SV=1
Uncharacterized protein OS=Mus musculus GN=Itgh1 5.402333
Q8BUD1 2173913 2 92 10.149 6.54
PE=2 SV=2 26
Tolloid-like protein 1 0S=Mus musculus GN=TII1 PE=1 1.283316 5.397959
Q62381 1 1013 114.459 6.21
Sv=1 9 948
Metalloendopeptidase OS=Mus musculus GN=TII1 1.283316 5.397959
G3X9F5 1 1013 114.475 6.21
PE=1SV=1 9 948
6.628242 5.392409
Q3UBS3 Haptoglobin OS=Mus musculus GN=Hp PE=1 SV=1 2 347 38.727 6.29
1 325
Heterogeneous nuclear ribonucleoprotein F 0S=Mus 6.265060 5.376535
Q9Z2X1 2 415 45.701 5.49
musculus GN=Hnrnpf PE=1 SV=3 2 892
Guanine nucleotide-binding protein G(1)/G(S)/G(0)
19.44444 5.369371
QIDAS9 subunit gamma-12 OS=Mus musculus GN=Gng12 PE=1 1 72 7.992 8.97
4 414
Sv=3
AOAON4S Guanine nucleotide-binding protein subunit gamma 21.53846 5.369371
1 65 7.193 8.19
VT3 (Fragment) OS=Mus musculus GN=Gng12 PE=1 SV=1 2 414
AOAON4S Guanine nucleotide-binding protein subunit gamma 5.369371
16.86747 1 83 9.176 9.25
w28 0S=Mus musculus GN=Gng12 PE=1 SV=1 414
Tetraspanin-31 OS=Mus musculus GN=Tspan31 PE=1 5.363755
Q9CQs8 10.47619 2 210 22,679 8.44
Sv=1 465
Ubiquitin carboxyl-terminal hydrolase 5 (Fragment) 5.741626 5.360726
D3YYAS 1 209 23.463 7.42
0S=Mus musculus GN=Usp5 PE=1 SV=1 8 357
Integrin-linked protein kinase (Fragment) OS=Mus 5.345105
D3YZAS 6.779661 2 295 33511 8.06
musculus GN=Ilk PE=1 SV=2 767
Isoleucine--tRNA ligase, cytoplasmic (Fragment) 29.34782 5.332370
E9Q866 3 92 10.668 75
0S=Mus musculus GN=lars PE=1 SV=1 6 758
ADADABY Antithrombin-111 0OS=Mus musculus GN=Serpincl PE=1 10.67961 5.331430
1 103 11.655 8.43
X49 Sv=1 2 674
ADA0ABY Antithrombin-111 (Fragment) OS=Mus musculus 3.846153 5.331430
1 286 31.924 8.25
WH7 GN=Serpincl PE=1 SV=1 8 674
Antithrombin OS=Mus musculus GN=Serpincl PE=1 2.365591 5.331430
Q54315 1 465 51.971 6.46
Sv=1 4 674
AOAO0AGY Antithrombin-111 0S=Mus musculus GN=Serpincl PE=1 11.95652 5.331430
1 92 10.564 8.62
XS8 sv=1 2 674
Heterogeneous nuclear ribonucleoprotein K OS=Mus 5.319265
H3BJ43 29.87013 2 7 8.769 4.88
musculus GN=Hnrnpk PE=1 SV=1 366
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Psmd1 protein (Fragment) OS=Mus musculus 5.312785
A0JLU3 11.73913 2 230 25.385 8.94
GN=Psmd1 PE=2 SV=1 625
Uncharacterized protein (Fragment) OS=Mus musculus 4.210526 5.305664
Q3UXH8 1 285 32.149 5.36
GN=Hdac2 PE=2 SV=1 3 778
Keratin, type | cytoskeletal 27 OS=Mus musculus 2.008928 5.290931
Q92320 1 448 49.074 5.05
GN=Krt27 PE=1 SV=1 6 225
Keratin, type | cytoskeletal 25 OS=Mus musculus 2.017937 5.290931
Q8VCW2 1 446 48.891 5.06
GN=Krt25 PE=1 SV=1 2 225
2.008928 5.290931
B2RU72 Keratin 27 0S=Mus musculus GN=Krt27 PE=2 SV=1 1 448 49.055 5.05
6 225
COP9 (Constitutive photomorphogenic) homolog,
10.80246 5.290473
Q3UIT2 subunit 6 (Arabidopsis thaliana), isoform CRA_b 2 324 35.857 573
9 461
0S=Mus musculus GN=Cops6é PE=1 SV=1
COP9 signalosome complex subunit 6 OS=Mus 11.78451 5.290473
D3Z0F5 2 297 3357 6
musculus GN=Cops6 PE=1 SV=1 2 461
AO0AON4S Annexin (Fragment) OS=Mus musculus GN=Anxa4 12.40310 5.288765
2 258 29.128 5.35
V57 PE=1SV=1 1 907
Proteasome endopeptidase complex OS=Mus musculus 14.44444 5.282012
EOCX62 2 180 20.247 5.21
GN=Psma3 PE=1 SV=2 4 939
Heterogeneous nuclear ribonucleoprotein D-like 7.308970 5.280590
Q97130 2 301 33.538 7.31
0S=Mus musculus GN=Hnrnpdl PE=1 SV=1 1 296
Heterogeneous nuclear ribonucleoprotein D-like
6.811145 5.280590
F6VQHS5 (Fragment) OS=Mus musculus GN=Hnrnpdl PE=1 2 323 35.623 7.8
5 296
Sv=1
Heterogeneous nuclear ribonucleoprotein D-like 5.238095 5.280590
D3YTQ3 2 420 46.242 9.57
0S=Mus musculus GN=Hnrnpdl PE=1 SV=1 2 296
Talin-1 (Fragment) OS=Mus musculus GN=TIn1 PE=1 8.960573 5.264576
F6SX70 2 279 29.076 4.56
Sv=1 5 674
N-alpha-acetyltransferase 15, NatA auxiliary subunit 3.815028 5.255115
G3X8Y3 3 865 101.031 7.52
0S=Mus musculus GN=Naal5 PE=1 SV=1 9 986
N-alpha-acetyltransferase 15, NatA auxiliary subunit 3.815028 5.255115
Q80UM3 3 865 100.897 7.62
0S=Mus musculus GN=Naal5 PE=1 SV=1 9 986
ADA0ABY N-alpha-acetyltransferase 15, NatA auxiliary subunit 2.699386 5.255115
2 815 95.236 6.98
W80 0S=Mus musculus GN=Naal5 PE=1 SV=1 5 986
5.542168 5.225690
Q8CCVv9 Annexin 0S=Mus musculus GN=Anxa7 PE=2 SV=1 2 415 44.439 6.76
7 126
5.225690
Q3UYL7 Annexin 0S=Mus musculus GN=Anxa7 PE=2 SV=1 4.742268 2 485 52.218 55
126
4.967602 5.225690
Q3TJ49 Annexin 0S=Mus musculus GN=Anxa7 PE=2 SV=1 2 463 49.911 6.61
6 126
4.967602 5.225690
Q07076 Annexin A7 0S=Mus musculus GN=Anxa7 PE=1 SV=2 2 463 49.893 6.18
6 126
4.967602 5.225690
Q922A2 Annexin OS=Mus musculus GN=Anxa7 PE=2 SV=1 2 463 49.877 6.18
6 126
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Dihydropyrimidinase-related protein 3 OS=Mus 2.807017 5.222918

Q62188 1 570 61.897 6.49
musculus GN=DpysI3 PE=1 SV=1 5 034
Dihydropyrimidinase-related protein 3 OS=Mus 2.342606 5.222918

E9PWES 1 683 73.838 6.46
musculus GN=DpysI3 PE=1 SV=1 1 034
Crmp1 protein OS=Mus musculus GN=Crmp1 PE=1 2.332361 5.222918

Q6P1J1 1 686 74174 6.81
Sv=1 5 034
Dihydropyrimidinase-related protein 1 OS=Mus 2.797202 5.222918

P97427 1 572 62.129 712
musculus GN=Crmpl PE=1 SV=1 8 034
Dihydropyrimidinase-related protein 3 (Fragment) 7.407407 5.222918

D3YUS0 1 216 23.084 6.2
0S=Mus musculus GN=DpyslI3 PE=1 SV=1 4 034
Dihydropyrimidinase-related protein 3 0S=Mus 2.816901 5.222918

Q3TT92 1 568 61.741 6.49
musculus GN=DpysI3 PE=1 SV=1 4 034
Uncharacterized protein (Fragment) OS=Mus musculus 2.457757 5.222918

Q3TXY0 1 651 70.201 6.6
GN=Crmpl PE=2 SV=1 3 034
Uncharacterized protein OS=Mus musculus GN=DpysI3 5.079365 5.222918

Q3TAS8 1 315 33.628 9.2
PE=2 SV=1 1 034
Insulin-like growth factor 2 receptor OS=Mus musculus 1.047120 5.222907

B7ZWC4 2 2483 273.687 5.72
GN=Igf2r PE=2 SV=1 4 543
Insulin-like growth factor 2 receptor OS=Mus musculus 1.047120 5.222907

BY9EKBS 2 2483 273.632 5.68
GN=Igf2r PE=2 SV=1 4 543
Cation-independent mannose-6-phosphate receptor 1.047120 5.222907

Q07113 2 2483 273.639 571
0S=Mus musculus GN=Igf2r PE=1 SV=1 4 543
Ubiquitin-activating enzyme (Fragment) OS=Mus 6.145251 5.210695

Q61341 1 179 19.688 4.84
musculus GN=Ubely PE=4 SV=2 4 982
Uncharacterized protein (Fragment) OS=Mus musculus 9.292035 5.163077

Q3TPP2 2 226 24.875 52
GN=Ctps PE=2 SV=1 4 116
Adenosine kinase 0S=Mus musculus GN=Adk PE=1 7.202216 5.137282

P55264 2 361 40.123 6.21
Sv=2 1 372
5.932203 5.130274

Q3UKR1 Decorin 0S=Mus musculus GN=Dcn PE=1 SV=1 2 354 39.784 8.68
4 534
Uncharacterized protein OS=Mus musculus GN=Dcn 5.932203 5.130274

Q3Tsv1 2 354 39.75 8.68
PE=2 SV=1 4 534
Uncharacterized protein (Fragment) OS=Mus musculus 28.94736 5.126130

QICsws 2 76 8.121 8.84
GN=Csell PE=2 SV=1 8 104
Protein transport protein Sec31A (Fragment) OS=Mus 7.661290 5.126115

S4R192 1 248 27.835 5.57
musculus GN=Sec31a PE=1 SV=1 3 799
ADA087TW 1.834862 5.119842

Vigilin 0S=Mus musculus GN=Hdlbp PE=1 SV=1 2 1199 134.129 6.76
P83 4 768
1.735015 5.119842

Q8vDJ3 Vigilin 0S=Mus musculus GN=Hdlbp PE=1 SV=1 2 1268 141.655 6.87
8 768
Uncharacterized protein OS=Mus musculus GN=Hdlbp 1.735015 5.119842

Q3viMs 2 1268 141.654 6.87
PE=2 SV=1 8 768
6.324110 5.116758

Q92137 Tetraspanin OS=Mus musculus GN=Cd151 PE=2 SV=1 2 253 28.222 7.27
7 823
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Transmembrane protein 106B (Fragment) OS=Mus 38.57142 5.096207

D3Z6E0 2 70 7.584 5.29
musculus GN=Tmem106b PE=1 SV=1 9 38
Golgin subfamily A member 7 OS=Mus musculus 16.05839 5.091852

Q91W53 2 137 15.782 7.05
GN=Golga7 PE=1 SV=1 4 903
Immunoglobulin superfamily member 8 (Fragment) 5.074256

D374Q8 14.09396 2 149 16.33 7.08
0S=Mus musculus GN=Igsf8 PE=1 SV=1 659
Flotillin-1 (Fragment) OS=Mus musculus GN=Flot1 9.183673 5.066767

G3uwws 1 196 21.636 8.44
PE=1SV=1 5 693
Flotillin-1 (Fragment) OS=Mus musculus GN=Flot1 5.066767

G3UzZz5 9.375 1 192 21181 7.85
PE=1SV=1 693
7.468879 5.066767

Q6Y9S2 Flotillin-1 (Fragment) OS=Mus musculus PE=4 SV=1 1 241 26.835 8.06
7 693
DNA replication licensing factor MCM7 OS=Mus 6.169665 5.065726

D3Z6N3 2 389 44,582 6.11
musculus GN=Mcm7 PE=1 SV=1 8 519
Alpha-1,4 glucan phosphorylase OS=Mus musculus 5.063313

Q3UYH9 3.084223 2 843 96.7 6.73
GN=Pygh PE=2 SV=1 961
Alpha-1,4 glucan phosphorylase OS=Mus musculus 5.063313

Q3Vv3U0 3.084223 2 843 96.654 6.73
GN=Pygb PE=2 SV=1 961
Alpha-1,4 glucan phosphorylase 0S=Mus musculus 5.063313

Q3UGT5 3.084223 2 843 96.61 6.81
GN=Pygb PE=2 SV=1 961
Alpha-1,4 glucan phosphorylase OS=Mus musculus 5.063313

Q3TFQ8 3.084223 2 843 96.64 6.65
GN=Pygh PE=2 SV=1 961
Glycogen phosphorylase, brain form OS=Mus musculus 5.063313

Q8CI94 3.084223 2 843 96.668 6.73
GN=Pygh PE=1 SV=3 961
Galactokinase 1 OS=Mus musculus GN=Galk1 PE=2 3.316326 5.059587

Q80UL3 1 392 42.282 5.26
Sv=1 5 836
Uncharacterized protein OS=Mus musculus GN=Galk1 3.316326 5.059587

QICWWS5 1 392 42.26 5.36
PE=2 SV=1 5 836
Uncharacterized protein OS=Mus musculus GN=Galk1 3.316326 5.059587

QICXZ9 1 392 42.234 5.26
PE=2 SV=1 5 836
Galactokinase OS=Mus musculus GN=Galk1 PE=1 3.316326 5.059587

Q9RONO 1 392 42.268 5.26
Sv=2 5 836
Uncharacterized protein (Fragment) OS=Mus musculus 14.28571 5.058124

Q3UY74 2 182 20.987 5.6
GN=Sec23ip PE=2 SV=1 4 542
Snrnp200 protein (Fragment) OS=Mus musculus 6.542056 5.037859

Q7TMG2 2 428 49.029 531
GN=Snrnp200 PE=2 SV=1 1 917
Integrin alpha-3 (Fragment) OS=Mus musculus 15.84699 5.030170

F6UD16 3 183 20.444 5.57
GN=Itga3 PE=1 SV=8 5 56
AOAON4S L-lactate dehydrogenase (Fragment) OS=Mus musculus 13.47150 5.026255

2 193 21.137 8.18
VVv8 GN=Ldhb PE=1 SV=1 3 488
L-lactate dehydrogenase B chain OS=Mus musculus 7.784431 5.026255

P16125 2 334 36.549 6.05
GN=Ldhb PE=1 SV=2 1 488
L-lactate dehydrogenase (Fragment) OS=Mus musculus 13.13131 5.026255

D3Z7F0 2 198 21.43 7.01
GN=Ldhb PE=1 SV=1 3 488
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Tetraspanin (Fragment) OS=Mus musculus GN=Cd82 12.84916 5.018727

A2A1N1 2 179 19.877 6.96
PE=1SV=1 2 899
6.338028 5.015486

A8DUV1 Alpha-globin 0S=Mus musculus GN=Hbat1 PE=3 SV=1 1 142 15.132 8.22
2 002
6.338028 5.015486

Q61287 Alpha-globin 0S=Mus musculus GN=Hbat1 PE=2 SV=1 1 142 15.118 8.22
2 002
6.338028 5.015486

QICWS5 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 142 15.081 7.72
2 002
60S ribosomal protein L10 (Fragment) OS=Mus 5.009496

I7THLV2 20.39801 2 201 23.057 10.01
musculus GN=Rpl10 PE=1 SV=1 689
60S ribosomal protein L10 OS=Mus musculus 19.15887 5.009496

Q6ZWV3 2 214 24588 10.08
GN=Rpl10 PE=1 SV=3 9 689
19.15887 5.009496

Q3THJ6 Uncharacterized protein OS=Mus musculus PE=2 SV=1 2 214 24.617 10.01
9 689
Neurofilament heavy polypeptide OS=Mus musculus 0.825688 5.008045

P19246 2 1090 116.924 5.81
GN=Nefh PE=1 SV=3 1 912
MKIAAO0845 protein (Fragment) OS=Mus musculus 0.860420 5.008045

Q80TQ3 2 1046 112.477 5.74
GN=Nefh PE=2 SV=1 7 912
T-complex protein 1 subunit theta OS=Mus musculus 28.16901 5.005970

H3BKR8 2 71 7.658 8.32
GN=Cct8 PE=1 SV=1 4 955
AO0A0J9Y Gelsolin (Fragment) OS=Mus musculus GN=Gsn PE=1 21.68674 4.970160

2 166 18.728 7.88
[SAL:] Sv=1 7 484
Gelsolin (Fragment) OS=Mus musculus GN=Gsn PE=1 14.34262 4.970160

ABPWS5 2 251 28.042 7.02
Sv=1 9 484
Uncharacterized protein (Fragment) OS=Mus musculus 4.957842

Q8C9z8 8 2 300 34.874 7.78
GN=TIn1 PE=2 SV=1 588
Uncharacterized protein OS=Mus musculus GN=DynlI1 14.60674 4.954820

Q9D6F6 2 89 10.329 74
PE=2 SV=1 2 991
Dynein light chain 1, cytoplasmic OS=Mus musculus 14.60674 4.954820

P63168 2 89 10.359 74
GN=Dynll1 PE=1 SV=1 2 991
1.969872 4.949422

Q8BZ98 Dynamin-3 0S=Mus musculus GN=Dnm3 PE=1 SV=1 1 863 97.13 8.35
5 359
ADA0IY 1.967592 4.949422

Dynamin-1 0S=Mus musculus GN=Dnm1 PE=1 SV=1 1 864 97.234 6.87
UN4 6 359
Uncharacterized protein OS=Mus musculus GN=Dnm3 2.075702 4.949422

Q8BUT2 1 819 92.805 8.22
PE=2 SV=1 1 359
1.960784 4.949422

P39053 Dynamin-1 0S=Mus musculus GN=Dnm1 PE=1 SV=2 1 867 97.741 7.74
3 359
ADA0IY 2.035928 4.949422

Dynamin-1 OS=Mus musculus GN=Dnm1 PE=1 SV=1 1 835 93.974 6.64
UE9 1 359
1.969872 4.949422

E9QLL2 Dynamin-3 OS=Mus musculus GN=Dnm3 PE=1 SV=1 1 863 97.213 8.56
5 359
Uncharacterized protein OS=Mus musculus GN=Eprs 4.948804

Q3UGD4 12.55814 2 215 23.55 7.09
PE=2 SV=1 498

151




Ras-related protein Rab-11A OS=Mus musculus 20.26143 4932471

E9Q3P9 3 153 17.364 75
GN=Rablla PE=4 SV=1 8 275
Uncharacterized protein OS=Mus musculus GN=Rab11b 10.36269 4.932471

Q3uz37 2 193 21.776 5.66
PE=2 SV=1 4 275
Ras-related protein Rab-11A OS=Mus musculus 14.35185 4.932471

P62492 3 216 24378 6.57
GN=Rablla PE=1 SV=3 2 275
MCG22989, isoform CRA_a OS=Mus musculus 20.80536 4.932471

G3UY29 3 149 16.914 6.96
GN=Rab11lb PE=4 SV=1 9 275
A0A068B RAS oncogene family protein OS=Mus musculus 14.22018 4.932471

3 218 24473 5.94
FR3 GN=Rab11lb PE=2 SV=1 3 275
Ras-related protein Rab-11B (Fragment) OS=Mus 4.932471

G3UZL4 16 2 125 14.258 6.18
musculus GN=Rab11b PE=1 SV=1 275
Ras-related protein Rab-11B OS=Mus musculus 10.36269 4.932471

G3uUzD3 2 193 21.758 5.66
GN=Rab11lb PE=1 SV=1 4 275
MCG22989, isoform CRA_b OS=Mus musculus 14.22018 4.932471

Q7828 3 218 24.474 5.94
GN=Rab11b PE=1 SV=1 3 275
Ras-related protein Rab-11A (Fragment) OS=Mus 4.932471

F8WGS1 20 3 155 17.657 8.34
musculus GN=Rab11la PE=4 SV=1 275
Uncharacterized protein OS=Mus musculus GN=Tpp2 0.800640 4.919189

Q3u4am7 1 1249 138.309 6.39
PE=2 SV=1 5 453
Tripeptidyl-peptidase 2 OS=Mus musculus GN=Tpp2 4.919189

Q64514 0.792393 1 1262 139.791 6.58
PE=1SV=3 453
A0A087W Tripeptidyl-peptidase 2 (Fragment) OS=Mus musculus 3.355704 4.919189

1 298 33.693 75
QR6 GN=Tpp2 PE=1 SV=1 7 453
Uncharacterized protein OS=Mus musculus GN=Tpp2 0.800640 4.919189

Q3TW28 1 1249 138.377 6.3
PE=2 SV=1 5 453
Tpp2 protein (Fragment) OS=Mus musculus GN=Tpp2 3.311258 4.919189

Q922K4 1 302 34.202 8.07
PE=2 SV=1 3 453
Uncharacterized protein OS=Mus musculus GN=Ssh 4.912650

Q9CYB9 5.511811 2 381 43.864 9.76
PE=2 SV=1 108
Lupus La protein homolog OS=Mus musculus GN=Ssh 4.912650

P32067 5.060241 2 415 47727 9.77
PE=1SV=1 108
Uncharacterized protein OS=Mus musculus GN=Ssh 4.912650

Q3TG93 5.060241 2 415 47.697 9.77
PE=2 SV=1 108
Uncharacterized protein OS=Mus musculus GN=Ssh 4.912650

Q8BTU4 5.060241 2 415 47.628 9.74
PE=2 SV=1 108
60S ribosomal protein L11 OS=Mus musculus 13.48314 4.899590

QICXW4 2 178 20.24 9.6
GN=Rpl11 PE=1 SV=4 6 015
Predicted gene 5093 OS=Mus musculus GN=Gm5093 13.79310 4.899590

E9PZB3 2 174 19.863 9.51
PE=1SV=1 3 015
60S ribosomal protein L11 (Fragment) OS=Mus 13.95348 4.899590

A2BH06 2 172 19.664 9.74
musculus GN=Rpl11 PE=1 SV=1 8 015
Rpl11 protein OS=Mus musculus GN=Rpl11 PE=2 14.37125 4.899590

Q8VvCo4 2 167 19.012 9.8
sv=1 7 015
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Predicted gene 10036 OS=Mus musculus GN=Gm10036 13.48314 4.899590

E9PYL9 2 178 20.254 9.51
PE=3 SV=1 6 015
8.727272 4.895718

Q8BFY6 Peflin 0S=Mus musculus GN=Pefl PE=1 SV=1 2 275 29.209 6.3
7 336
Methionine--tRNA ligase, cytoplasmic (Fragment) 11.95652 4.887886

F6W0G8 2 184 19.791 9.74
0S=Mus musculus GN=Mars PE=1 SV=2 2 286
60S ribosomal protein L14 OS=Mus musculus 11.52073 4.880547

QICR57 2 217 23.549 11.02
GN=Rpl14 PE=1 SV=3 7 047
Uncharacterized protein OS=Mus musculus GN=Rpl14 11.01321 4.880547

QICWKO 2 227 26.3 11.9
PE=2 SV=1 6 047
Uncharacterized protein OS=Mus musculus GN=Gnb4 6.176470 4.874614

Q3THF3 2 340 37.337 6.16
PE=2 SV=1 6 716
Guanine nucleotide-binding protein subunit beta-4 6.176470 4.874614

P29387 2 340 37.355 6.16
0S=Mus musculus GN=Gnb4 PE=1 SV=4 6 716
G-protein beta subunit (Fragment) OS=Mus musculus 17.07317 4.874614

Q61621 2 123 13.524 5.77
GN=Gnb1 PE=2 SV=1 1 716
Uncharacterized protein OS=Mus musculus GN=Gnb4 6.176470 4.874614

Q3U2F9 2 340 37.367 6.16
PE=2 SV=1 6 716
Pabpcl protein (Fragment) 0S=Mus musculus 2207792 4.872979

QO05DT1 1 7 8.624 4.94
GN=Pabpcl PE=2 SV=1 2 164
Capping protein (Actin filament) muscle Z-line, alpha 1 12.23776 4.868351

Q5RKN9 2 286 32.933 5.55
0S=Mus musculus GN=Capzal PE=1 SV=1 2 221
Uncharacterized protein OS=Mus musculus GN=Capzal 12.23776 4.868351

Q3UAS2 2 286 32.919 5.55
PE=2 SV=1 2 221
F-actin-capping protein subunit alpha-1 OS=Mus 12.23776 4.868351

P47753 2 286 32.919 5.55
musculus GN=Capzal PE=1 SV=4 2 221
Eukaryotic translation initiation factor 3 subunit M 23.77622 4.852370

A2AT701 2 143 16.508 9.19
(Fragment) OS=Mus musculus GN=Eif3m PE=1 SV=1 4 501
Hepatocyte growth factor OS=Mus musculus GN=Hgf 2.335164 4.847333

Q8C9G5 2 728 82.936 8.12
PE=2 SV=1 8 67
Hepatocyte growth factor OS=Mus musculus GN=Hgf 2.335164 4.847333

Q08048 2 728 82.89 8.12
PE=1SV=1 8 67
ADA1BOG RuvB-like helicase (Fragment) OS=Mus musculus 14.42307 4.841348

1 104 11.945 5.07
R89 GN=Ruvbl2 PE=1 SV=1 7 648
5.817174 4.829660

P42208 Septin-2 OS=Mus musculus GN=Sept2 PE=1 SV=2 2 361 41.499 6.55
5 416
6.542056 4.829660

E9Q3V6 Septin-2 OS=Mus musculus GN=Sept2 PE=1 SV=1 2 321 36.955 6.09
1 416
Septin-2 (Fragment) OS=Mus musculus GN=Sept2 9.859154 4.829660

D3YYB1 2 213 24.356 7.87
PE=1SV=1 9 416
Septin-2 (Fragment) OS=Mus musculus GN=Sept2 9.905660 4.829660

F6WYMO 2 212 24.243 7.87
PE=1SV=2 4 416
Septin-2 (Fragment) OS=Mus musculus GN=Sept2 9.502262 4.829660

D3Z3C0 2 221 25.214 6.54
PE=1SV=1 4 416
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Proteasomal subunit beta type 111 (Fragment) OS=Mus 29.16666 4.824864

Q8VHB3 1 48 5.318 7.43
musculus GN=Psmb3 PE=4 SV=1 7 626
Uncharacterized protein (Fragment) OS=Mus musculus 14.20118 4.795274

QICRF9 2 169 19.011 8.59
GN=Eprs PE=2 SV=3 3 854
Protein transport protein Sec23A OS=Mus musculus 3.267973 4.793123

Q01405 2 765 86.106 7.08
GN=Sec23a PE=1 SV=2 9 96
Uncharacterized protein OS=Mus musculus GN=Sec23a 3.267973 4.793123

Q8C1E4 2 765 86.033 7.46
PE=2 SV=1 9 96
Protein transport protein Sec23A OS=Mus musculus 3.396739 4.793123

E9Q1S3 2 736 82.903 7.46
GN=Sec23a PE=1 SV=1 1 96
S-adenosylhomocysteine hydrolase-like protein 1 2.641509 4.781368

Q80sw1 1 530 58.913 6.89
0S=Mus musculus GN=Ahcyl1 PE=1 SV=1 4 494
Adenosylhomocysteinase (Fragment) OS=Mus musculus 2.928870 4.781368

Q80TQ9 1 478 53.46 6.61
GN=Ahcyl2 PE=2 SV=1 3 494
Adenosylhomocysteinase OS=Mus musculus 3.465346 4.781368

H3BKT5 1 404 45.026 7.47
GN=Ahcyl2 PE=1 SV=1 5 494
Adenosylhomocysteinase OS=Mus musculus 2.755905 4.781368

F8WI165 1 508 56.907 7.11
GN=Ahcyl2 PE=1 SV=1 5 494
Putative adenosylhomocysteinase 3 0S=Mus musculus 2.283849 4.781368

Q68FL4 1 613 66.857 7.36
GN=Ahcyl2 PE=1 SV=1 9 494
Adenosylhomocysteinase OS=Mus musculus 2.287581 4.781368

F8WGT1 1 612 66.729 7.36
GN=Ahcyl2 PE=1 SV=1 7 494
Uncharacterized protein OS=Mus musculus GN=Nono 4.769277

Q3UM20 4 2 475 54763 8.95
PE=2 SV=1 334
Uncharacterized protein (Fragment) OS=Mus musculus 3.598484 4.769277

Q3TF40 2 528 60.369 9.61
GN=Nono PE=2 SV=1 8 334
Uncharacterized protein OS=Mus musculus GN=Nono 4.016913 4.769277

Q3TMM5 2 473 54511 8.79
PE=2 SV=1 3 334
4.016913 4769277

Q4FK11 Nono protein 0S=Mus musculus GN=Nono PE=2 SV=1 2 473 54.506 8.95
3 334
Uncharacterized protein OS=Mus musculus GN=Nono 4.016913 4.769277

Q3TTV7 2 473 54.472 8.95
PE=2 SV=1 3 334
Uncharacterized protein OS=Mus musculus GN=Nono 4.016913 4.769277

Q3TFC2 2 473 54.434 9.09
PE=2 SV=1 3 334
Tmtc2 protein OS=Mus musculus GN=Tmtc2 PE=2 6.474820 4.762375

QICX93 1 139 15.747 8.32
Sv=1 1 593
Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 15.58441 4.740902

VIGXC1 1 7 8.497 5.38
GN=Gm12728 PE=1 SV=1 6 662
Peptidyl-prolyl cis-trans isomerase OS=Mus musculus 15.58441 4.740902

VIGX31 1 7 8.555 4.88
GN=Gm12728 PE=1 SV=1 6 662
AP complex subunit beta OS=Mus musculus GN=Ap2b1 2.081051 4.739026

H3BKMO 2 913 101.298 5.29
PE=1SV=1 5 785
AO0A140LI Myosin-14 (Fragment) OS=Mus musculus GN=Myh14 1.365461 4.738086

2 1245 143.26 5.54
60 PE=1SV=1 8 224
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60S ribosomal protein L6 OS=Mus musculus GN=Rpl6 5.067567 4.719202

Q3UF14 2 296 33.508 10.74
PE=2 SV=1 6 757
AP-2 complex subunit alpha-1 OS=Mus musculus 2.968270 4.696490

P17426 2 977 107.596 7.03
GN=Ap2al PE=1 SV=1 2 645
Myh10 protein (Fragment) OS=Mus musculus 2.747909 4.694232

Q6PB65 2 837 96.91 5.12
GN=Myh10 PE=2 SV=1 2 225
23.33333 4.685586

Q3TFU6 Histone H2A OS=Mus musculus GN=H2afz PE=2 SV=1 2 90 9.411 9.66
3 929
23.33333 4.685586

Q8R029 Histone H2A 0S=Mus musculus GN=H2afv PE=2 SV=1 2 90 9.369 10.49
3 929
Syntenin-1 (Fragment) OS=Mus musculus GN=Sdcbp 41.75824 4.680552

A2AKI5 1 91 9.654 434
PE=1SV=1 2 959
Uncharacterized protein OS=Mus musculus GN=Tpp1 3.736654 4.661431

Q3uU2z6 1 562 61.244 6.57
PE=2 SV=1 8 074
Tripeptidyl-peptidase 1 0S=Mus musculus GN=Tppl 3.736654 4.661431

089023 1 562 61.304 6.57
PE=1SV=2 8 074
Uncharacterized protein OS=Mus musculus GN=Tppl 3.736654 4.661431

Q3TDY6 1 562 61.29 6.57
PE=2 SV=1 8 074
Tripeptidyl peptidase |, isoform CRA_a 0S=Mus 4,661431

Q8BNF3 6.5625 1 320 34.501 6.37
musculus GN=Tpp1 PE=2 SV=1 074
AOAON4S Serine/threonine-protein phosphatase OS=Mus musculus 6.007067 4.654232

2 283 32.526 6.04
VL9 GN=Ppp6c PE=1 SV=1 1 502
Serine/threonine-protein phosphatase 6 catalytic subunit 5573770 4.654232

QICQR6 2 305 35.136 5.69
0S=Mus musculus GN=Ppp6c PE=1 SV=1 5 502
Histocompatibility 2, Q region locus 4 OS=Mus 5.649717 4.653765

Q8HWB2 2 354 39.593 6.62
musculus GN=H2-Q4 PE=1 SV=1 5 917
H2-gs10 protein OS=Mus musculus GN=H2-Q4 PE=2 6.024096 4.653765

Q95H92 2 332 37.523 5.86
Sv=1 4 917
MHC class | heavy chain H2-K OS=Mus musculus 5.524861 4.653765

Q5KTQ0 2 362 40.802 6.37
GN=H2-K PE=3 SV=1 9 917
MHC class | Q4 beta-2-microglobulin (Qb-1) (Fragment) 6.134969 4.653765

Q31152 2 326 36.898 5.82
0S=Mus musculus PE=3 SV=1 3 917
Actin-related protein 2/3 complex subunit 1B (Fragment) 17.14285 4.651579

F6THG2 1 105 11.134 8.69
0S=Mus musculus GN=Arpclb PE=1 SV=1 7 38
10.37735 4.640530

QOPD40 Rab15 OS=Mus musculus GN=Rab15 PE=2 SV=1 2 212 24.303 5.71
8 109
Uncharacterized protein OS=Mus musculus GN=Rab8b 11.51832 4.640530

Q8BKQO 2 191 22554 7.28
PE=2 SV=1 5 109
RABB8B, member RAS oncogene family OS=Mus 10.62801 4.640530

QOPD49 2 207 23.588 9.07
musculus GN=Rab8b PE=1 SV=1 9 109
RABBA, member RAS oncogene family, isoform 10.62801 4.640530

QOPD50 2 207 23.653 9.07
CRA_a 0S=Mus musculus GN=Rab8a PE=1 SV=1 9 109
Uncharacterized protein OS=Mus musculus GN=Rab15 10.37735 4.640530

Q3TYB1 2 212 24.305 5.95
PE=2 SV=1 8 109
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Ras-related protein Rab-15 OS=Mus musculus 10.37735 4.640530
Q3TYH2 2 212 24.317 571
GN=Rab15 PE=1 SV=1 8 109
Rab15 protein OS=Mus musculus GN=Rab15 PE=2 13.09523 4.640530
Q91YWO0 2 168 19.387 6.33
Sv=1 8 109
Uncharacterized protein OS=Mus musculus GN=Rab8a 10.57692 4.640530
Q3UHW5 2 208 23.62 8.5
PE=2 SV=1 3 109
AO0A1L1S WD repeat-containing protein 82 (Fragment) OS=Mus 16.47058 4.598588
1 85 9.577 9.77
RB6 musculus GN=Wdr82 PE=1 SV=1 8 943
NADH-cytochrome b5 reductase 3 0S=Mus musculus 6.976744 4.594003
QI9DCN2 2 301 34.106 8.38
GN=Cyb5r3 PE=1 SV=3 2 797
A0AOAD NADH-cytochrome b5 reductase 3 (Fragment) OS=Mus 14.68531 4.594003
2 143 16.21 9.66
MQM3 musculus GN=Cyh5r3 PE=1 SV=6 5 797
NADH-cytochrome b5 reductase OS=Mus musculus 6.709265 4.594003
F27456 2 313 34.907 9.1
GN=Cyb5r3 PE=1 SV=1 2 797
NADH-cytochrome b5 reductase OS=Mus musculus 6.953642 4.594003
Q9CY59 2 302 33.611 9.06
GN=Cyb5r3 PE=2 SV=1 4 797
Host cell factor 1 0S=Mus musculus GN=Hcfcl PE=1 0.537897 4.593491
Q61191 1 2045 210.306 7.18
Sv=2 3 316
Host cell factor 1 0S=Mus musculus GN=Hcfcl PE=1 0.526315 4.593491
B1AUX2 1 2090 214917 6.89
Sv=1 8 316
Complement C1r-B subcomponent OS=Mus musculus 3.682719 4.591788
Q8CFG9 2 706 79.885 5.81
GN=C1rb PE=2 SV=1 5 53
Uncharacterized protein (Fragment) OS=Mus musculus 4.589910
Q3TF92 6.122449 2 392 38.145 9.73
GN=Dhx9 PE=2 SV=1 03
Actin-like protein 6A (Fragment) OS=Mus musculus 14.70588 4.580870
D3YVN1 1 204 23.107 6.87
GN=Actl6a PE=1 SV=1 2 628
AOADABY Actin-like protein 6A (Fragment) OS=Mus musculus 12.24489 4.580870
1 245 27.18 5.16
WG8 GN=Actl6a PE=1 SV=1 8 628
Splicing factor, proline- and glutamine-rich OS=Mus 4.577968 4.580834
Q8VI6 2 699 75.394 9.44
musculus GN=Sfpq PE=1 SV=1 5 627
408 ribosomal protein S5 (Fragment) OS=Mus musculus 8.241758 4.567018
D3YYM6 1 182 20.401 9.55
GN=Rps5 PE=1 SV=1 2 986
408 ribosomal protein S5 (Fragment) OS=Mus musculus 7.936507 4567018
D371S8 1 189 21.067 9.52
GN=Rps5 PE=1 SV=1 9 986
408 ribosomal protein S5 0S=Mus musculus GN=Rps5 7.352941 4567018
Q91V55 1 204 22.862 9.72
PE=1SV=1 2 986
EGF-containing fibulin-like extracellular matrix protein
1111111 4.554664
E9Q2A0 2 (Fragment) OS=Mus musculus GN=Efemp2 PE=1 1 153 17.01 5.01
1 612
Sv=1
EGF-containing fibulin-like extracellular matrix protein
8.900523 4.554664
E9Q2T8 2 (Fragment) OS=Mus musculus GN=Efemp2 PE=1 1 191 21.382 5.01
6 612
sv=1
EGF-containing fibulin-like extracellular matrix protein 6.071428 4.554664
E9Q3F3 1 280 31.6 4.92
2 (Fragment) OS=Mus musculus GN=Efemp2 PE=1 6 612
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sv=1

Phosphoglycerate kinase (Fragment) OS=Mus musculus 32.89473 4551757

BOLAA9 3 76 8.478 9.99
GN=Pgkl PE=2 SV=1 7 574
4.546460

Q3THE6 Ferritin OS=Mus musculus PE=2 SV=1 22.95082 2 183 20.682 5.43
152
20.17543 4.546460

QICZE7 Ferritin (Fragment) OS=Mus musculus PE=2 SV=2 1 114 12.725 6.68
9 152
Ferritin light chain 1 0S=Mus musculus GN=Ftl1 PE=1 12.56830 4.546460

P29391 1 183 20.789 6
Sv=2 6 152
12.56830 4.546460

Q3UL79 Ferritin OS=Mus musculus PE=2 SV=1 1 183 20.761 6
6 152
12.56830 4.546460

QICPX4 Ferritin OS=Mus musculus GN=Ftl1 PE=1 SV=1 1 183 20.759 6
6 152
ADA1BOG 4.546460

Ferritin OS=Mus musculus GN=Ftl1 PE=1 SV=1 14.375 1 160 17.988 6.28
R60 152
12.56830 4.546460

Q3TJJ6 Ferritin OS=Mus musculus PE=2 SV=1 1 183 20.759 6.43
6 152
AOA140LI Protein arginine N-methyltransferase 1 (Fragment) 14.15929 4.537611

1 113 12.803 7.96
F7 0S=Mus musculus GN=Prmtl PE=1 SV=1 2 008
60S ribosomal protein L27a OS=Mus musculus 7.432432 4534771

P14115 1 148 16.595 1112
GN=Rpl27a PE=1 SV=5 4 204
Secretory carrier-associated membrane protein OS=Mus 2.088772 4.521026

B2M0S2 1 766 88.88 9.42
musculus GN=Gm45927 PE=2 SV=1 8 134
Secretory carrier-associated membrane protein OS=Mus 4.584527 4.521026

Q3UK26 1 349 38.449 7.64
musculus GN=Scamp3 PE=2 SV=1 2 134
Secretory carrier-associated membrane protein OS=Mus 4.571428 4.521026

Q3UXs0 1 350 38.561 7.64
musculus GN=Scamp3 PE=1 SV=1 6 134
Secretory carrier-associated membrane protein OS=Mus 5.079365 4.521026

E9Q855 1 315 34.493 8.16
musculus GN=Scamp3 PE=1 SV=1 1 134
Secretory carrier-associated membrane protein OS=Mus 5.079365 4.521026

Q3TDM8 1 315 34.554 7.68
musculus GN=Scamp3 PE=2 SV=1 1 134
Secretory carrier-associated membrane protein 3 4.584527 4521026

035609 1 349 38.433 7.64
0S=Mus musculus GN=Scamp3 PE=1 SV=3 2 134
26S proteasome non-ATPase regulatory subunit 11 50.74626 4519454

G3UX67 2 67 7.592 7.25
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 9 479
26S proteasome non-ATPase regulatory subunit 11 38.20224 4519454

G3UwWV7 2 89 9.907 743
(Fragment) OS=Mus musculus GN=Psmd11 PE=1 SV=1 7 479
17.14285 4.480883

Q3U7V7 Profilin OS=Mus musculus GN=Pfn1 PE=2 SV=1 2 140 14.974 8.28
7 241
17.14285 4.480883

P62962 Profilin-1 0S=Mus musculus GN=Pfnl PE=1 SV=2 2 140 14.948 8.28
7 241
17.14285 4.480883

Q8CEH8 Profilin OS=Mus musculus GN=Pfn1 PE=2 SV=1 2 140 14.924 8.28
7 241
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Uncharacterized protein (Fragment) OS=Mus musculus 4.459032
Q3U1X8 1.754386 1 741 81.201 5.27
GN=Cpsfl PE=2 SV=1 059
EGF-containing fibulin-like extracellular matrix protein
4.445112
E9Q1U0 2 (Fragment) OS=Mus musculus GN=Efemp2 PE=1 13.28125 1 128 13.887 417
705
Sv=1
EGF-containing fibulin-like extracellular matrix protein
14.16666 4.445112
F7AYH6 2 (Fragment) OS=Mus musculus GN=Efemp2 PE=1 1 120 13.059 4.64
7 705
Sv=1
CKLF-like MARVEL transmembrane
10.32608 4.444214
Q99LJI5 domain-containing protein 3 0S=Mus musculus 1 184 20.234 4.81
7 344
GN=Cmtm3 PE=2 SV=1
CKLF-like MARVEL transmembrane
AODA1D5R 13.38028 4.444214
domain-containing protein 3 (Fragment) OS=Mus 1 142 15512 6.01
M50 2 344
musculus GN=Cmtm3 PE=1 SV=1
Uncharacterized protein OS=Mus musculus GN=Cmtm3 10.32608 4.444214
Q3TA49 1 184 20.252 4.81
PE=2 SV=1 7 344
CKLF-like MARVEL transmembrane
AODA1D5R 23.17073 4.444214
domain-containing protein 3 (Fragment) OS=Mus 1 82 8.886 591
LU9 2 344
musculus GN=Cmtm3 PE=1 SV=1
CKLF-like MARVEL transmembrane
AOA1DS5R 16.10169 4.444214
domain-containing protein 3 (Fragment) 0S=Mus 1 118 13.077 5.33
LES 5 344
musculus GN=Cmtm3 PE=1 SV=1
AP complex subunit beta OS=Mus musculus GN=Ap1bl 2.074235 4.434191
Q5SVG5 2 916 101.128 5.22
PE=1SV=1 8 704
AP complex subunit beta OS=Mus musculus GN=Ap1bl 2.058504 4.434191
Q5SVG4 2 923 101.834 5.15
PE=1SV=1 9 704
AP complex subunit beta OS=Mus musculus GN=Ap1bl 2.014846 4.434191
Q3U1K9 2 943 103.77 52
PE=2 SV=1 2 704
AP complex subunit beta OS=Mus musculus GN=Ap1bl 2.014846 4.434191
Q3TVN4 2 943 103.783 5.2
PE=2 SV=1 2 704
AP complex subunit beta OS=Mus musculus GN=Ap1bl 1.993704 4.434191
Q8CC13 2 953 104.931 5.06
PE=2 SV=1 1 704
AP-2 complex subunit beta (Fragment) OS=Mus 9.547738 4.434191
H3BJ06 2 199 22.324 5.74
musculus GN=Ap2b1 PE=1 SV=1 7 704
AP-1 complex subunit beta-1 OS=Mus musculus 2.014846 4.434191
035643 2 943 103.869 517
GN=Aplbl PE=1 SV=2 2 704
27.14285 4.418343
Q8BMZ8 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 70 7.126 9.5
7 544
14-3-3 protein epsilon 0S=Mus musculus GN=Ywhae 15.38461 4.409856
D6REF3 2 130 15.21 5.24
PE=1SV=1 5 558
Eif2s3x protein (Fragment) OS=Mus musculus 2456140 4.397482
QB6NY07 1 57 6.378 9.83
GN=Eif2s3x PE=2 SV=1 4 157
Peroxiredoxin-4 (Fragment) OS=Mus musculus 8.296943 4.379159
B1AZS9 2 229 26.374 5.99
GN=Prdx4 PE=1 SV=1 2 331
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Peroxiredoxin-4 OS=Mus musculus GN=Prdx4 PE=1 6.934306 4.379159
008807 2 274 31.033 7.15
sv=1 6 331
Translation initiation factor-3 subunit 5 (Fragment) 12.83783 4.371842
Q8VH52 2 148 16.135 515
0S=Mus musculus GN=Eif3f PE=2 SV=1 8 861
Fructose-bisphosphate aldolase OS=Mus musculus 4.338517
ABZI47 6.043956 2 364 39.346 7.44
GN=Aldoart2 PE=1 SV=1 427
ADP-ribosylation factor-like 6 interacting protein 1 7.299270 4.328003
BOLAE4 1 137 15.896 8.29
(Fragment) OS=Mus musculus GN=Arl6ipl PE=2 SV=1 1 883
Uncharacterized protein OS=Mus musculus GN=Arl6ip1 4.926108 4.328003
Q3THR3 1 203 23.262 9.06
PE=2 SV=1 4 883
ADP-ribosylation factor-like 6 interacting protein 1 4.926108 4.328003
Q80ZW9 1 203 23.421 9.32
0S=Mus musculus GN=Arl6ipl PE=2 SV=2 4 883
Uncharacterized protein (Fragment) OS=Mus musculus 5.102040 4.328003
Q3TQE3 1 196 22537 9.23
GN=Arl6ipl PE=2 SV=1 8 883
Uncharacterized protein OS=Mus musculus GN=Arl6ipl 4.926108 4.328003
Qa3TIC7 1 203 23.461 9.32
PE=2 SV=1 4 883
Uncharacterized protein OS=Mus musculus GN=Arl6ipl 4.926108 4.328003
Q8C1Y9 1 203 23.436 9.32
PE=2 SV=1 4 883
ADP-ribosylation factor-like protein 6-interacting
AOAQUIR 4.328003
protein 1 (Fragment) OS=Mus musculus GN=Arl6ip1 9.009009 1 111 12.926 8.84
PY6 883
PE=1SV=1
Uncharacterized protein (Fragment) OS=Mus musculus 6.711409 4.328003
Q3UBA1 1 149 17.41 9.77
GN=Arl6ipl PE=2 SV=1 4 883
4.322508
QIDAS3 Uncharacterized protein OS=Mus musculus PE=2 SV=1 15.09434 1 106 11.618 5.39
812
Dynein light chain Tctex-type 1 OS=Mus musculus 14.15929 4.322508
P51807 1 113 12.475 5.08
GN=Dynlt1 PE=1 SV=1 2 812
14.15929 4.322508
A1E5TS Tctex-1 0S=Mus musculus PE=2 SV=1 1 113 12.474 5.85
2 812
Dynltl protein OS=Mus musculus GN=Dynlt1 PE=2 17.20430 4.322508
Q5EBKS8 1 93 10.236 4.94
Sv=1 1 812
Unconventional myosin-lc OS=Mus musculus 1.975540 4.319329
QIWTI7 2 1063 121.868 9.35
GN=Myolc PE=1 SV=2 9 858
APRT protein (Fragment) OS=Mus musculus 20.83333 4.310434
Q61320 1 72 7.518 4.94
GN=APRT PE=4 SV=1 3 818
Fructose-bisphosphate aldolase A (Fragment) OS=Mus 20.61068 4.287651
D3z510 2 131 14.168 8.15
musculus GN=Aldoa PE=1 SV=1 7 062
Hepatoma-derived growth factor-related protein 2 2.391629 4.266159
Q3UMU9 1 669 74.246 8.66
0S=Mus musculus GN=Hdgfl2 PE=1 SV=1 3 534
Charged multivesicular body protein 5 OS=Mus 7.305936 4.258906
Q9D7s9 1 219 24.56 479
musculus GN=Chmp5 PE=1 SV=1 1 126
LOC72520 protein (Fragment) OS=Mus musculus 4.256488
QO5CRO 2.739726 1 365 41.179 9.26
GN=LOC72520 PE=2 SV=1 442
Q9JLJO Lipopolysaccharide-induced tumor necrosis factor-alpha 4.347826 1 161 16.934 5.88 4.246709
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factor homolog OS=Mus musculus GN=Litaf PE=1 1 228
sv=1

Uncharacterized protein OS=Mus musculus GN=Acp2 4.245051

Q3U4F3 1.891253 1 423 48.448 717
PE=2 SV=1 98
Lysosomal acid phosphatase OS=Mus musculus 4.245051

P24638 1.891253 1 423 48.478 7.02
GN=Acp2 PE=1 SV=2 98
Uncharacterized protein OS=Mus musculus GN=Acp2 4.245051

Q3UZN1 1.965602 1 407 46.999 8.41
PE=2 SV=1 98
408 ribosomal protein S15a (Fragment) OS=Mus 11.53846 4.217100

D3Z712 1 78 8.814 10.43
musculus GN=Rps15a PE=1 SV=2 2 263
408 ribosomal protein S15a OS=Mus musculus 14.61538 4.217100

P62245 2 130 14.83 10.13
GN=Rps15a PE=1 SV=2 5 263
408 ribosomal protein S15a (Fragment) OS=Mus 12.67605 4.217100

D3YVB4 1 71 8.101 10.43
musculus GN=Rps15a PE=1 SV=1 6 263
408S ribosomal protein S15a (Fragment) OS=Mus 17.59259 4.217100

F8wWJ41l 2 108 12.303 10.15
musculus GN=Rps15a PE=1 SV=1 3 263
Ubiquitin thioesterase OTUBL (Fragment) OS=Mus 4.211137

D3Z7K0 20 1 95 11.238 7.33
musculus GN=Otubl PE=1 SV=1 772
Ras-related protein R-Ras 0S=Mus musculus GN=Rras 5.045871 4.191800

P10833 1 218 23.749 6.79
PE=1SV=1 6 117
A0A1BOG Ras-related protein R-Ras (Fragment) OS=Mus musculus 10.28037 4.191800

1 107 11.536 5.1
RG1 GN=Rras PE=1 SV=1 4 117
A0A1BOG Ras-related protein R-Ras2 OS=Mus musculus 7.913669 4.191800

1 139 15.831 5.2
RTS GN=Rras2 PE=1 SV=1 1 117
Interferon-induced transmembrane protein 2 OS=Mus 16.66666 4.191587

Q99J93 2 144 15.733 73
musculus GN=Ifitm2 PE=1 SV=1 7 329
Complement C4-B OS=Mus musculus GN=C4b PE=1 1.208285 4.184198

P01029 2 1738 192.794 753
Sv=3 4 737
Complement component 4B (Childo blood group) 1.208285 4.184198

B2RXW7 2 1738 192.784 7.47
0S=Mus musculus GN=C4b PE=2 SV=1 4 737
MHC class 111 H2-Slp (haplotype a) sex-limited protein 1.223776 4.184198

VIGZG9 2 1716 190.587 8.09
mRNA (Fragment) OS=Mus musculus PE=2 SV=1 2 737
Complement component 4B (Childo blood group) 1.208285 4.184198

B2RWX2 2 1738 192.808 7.47
0S=Mus musculus GN=C4b PE=2 SV=1 4 737
1.210374 4.184198

V9GZl5 Sex-limited protein OS=Mus musculus PE=2 SV=1 2 1735 192.725 8.18
6 737
Sex-limited protein OS=Mus musculus GN=SIp PE=4 1.210374 4.184198

VIGZQ6 2 1735 192.7 8.18
Sv=1 6 737
1.210374 4.184198

BOEIU2 C4a protein 0S=Mus musculus GN=C4a PE=2 SV=1 2 1735 193.609 8.15
6 737
40S ribosomal protein S4 OS=Mus musculus GN=Rps4| 7.633587 4.172504

Q3Vv1z5 2 262 29.166 10.27
PE=2 SV=1 8 544
40S ribosomal protein S4 OS=Mus musculus GN=Rps4x 8.163265 4.172504

Q545F8 2 245 27.487 9.94
PE=2 SV=1 3 544
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40S ribosomal protein S4 OS=Mus musculus 4.172504
VIGWYO0 7.518797 2 266 29.92 9.99
GN=Gm15013 PE=3 SV=1 544
40S ribosomal protein S4 OS=Mus musculus GN=Rps4x 7.604562 4.172504
Q545X8 2 263 29.579 10.15
PE=1SV=1 7 544
40S ribosomal protein S4 OS=Mus musculus GN=Rps4x 7.604562 4.172504
Q3UXQ6 2 263 29.545 10.15
PE=2 SV=1 7 544
A0A1BOG L-lactate dehydrogenase A chain (Fragment) OS=Mus 25.75757 4.172039
1 66 7.14 4.5
RC1 musculus GN=Ldha PE=1 SV=1 6 509
A0A1BOG L-lactate dehydrogenase A chain OS=Mus musculus 8.292682 4.172039
1 205 22472 797
S79 GN=Ldha PE=1 SV=1 9 509
A0A1BOG L-lactate dehydrogenase A chain (Fragment) OS=Mus 4.172039
25 1 68 7.334 4.65
RS2 musculus GN=Ldha PE=1 SV=1 509
A0A1BOG L-lactate dehydrogenase A chain (Fragment) OS=Mus 16.34615 4.172039
1 104 11.067 541
RW9 musculus GN=Ldha PE=1 SV=1 4 509
Gene for histone H2a (Fragment) OS=Mus musculus 51.35135 4.149960
Q61668 1 37 3.982 10.68
PE=4 SV=1 1 041
60S ribosomal protein L23 OS=Mus musculus 14.28571 4.132995
P62830 1 140 14.856 10.51
GN=Rpl23 PE=1 SV=1 4 129
60S ribosomal protein L23 (Fragment) OS=Mus 33.33333 4.132995
A2A6F8 1 60 6.208 11.05
musculus GN=Rpl23 PE=1 SV=1 3 129
Beta-enolase (Fragment) OS=Mus musculus GN=Eno3 7.894736 4.130816
J3QPZ9 1 190 20.589 511
PE=1SV=1 8 936
H2-K protein 0S=Mus musculus GN=H2-K1 PE=2 5.706521 4.108242
Q31634 2 368 41.492 6.62
Sv=1 7 393
Serine incorporator 5 0S=Mus musculus GN=Serinc5 4.121475 4.091203
Q8BHJ6 1 461 51.795 8.07
PE=2 SV=1 1 213
ADALCTZ Glutathione peroxidase (Fragment) OS=Mus musculus 3.517587 4.088664
1 199 22.29 5.63
MZ5 GN=Gpx3 PE=1 SV=1 9 055
e} ione pt i 3 0S=Mus GN=Gpx3 3.097345 4.088664
P46412 1 226 25.409 8.22
PE=1SV=2 1 055
ADALCTZ Glutathione peroxidase 3 (Fragment) OS=Mus musculus 3.225806 4.088664
1 217 23.961 5.66
mz7 GN=Gpx3 PE=1 SV=1 5 055
Acetyl-CoA carboxylase 1 (Fragment) OS=Mus 8.333333 4.057895
VIGWS0 1 312 34.349 5.74
musculus GN=Acaca PE=1 SV=1 3 66
Transcriptional activator protein Pur-beta OS=Mus 6.481481 4.026211
035295 1 324 33.881 543
musculus GN=Purb PE=1 SV=3 5 739
AOAOUIR 4F2 cell-surface antigen heavy chain OS=Mus musculus 7.920792 4.020917
2 303 33.672 535
PK4 GN=Slc3a2 PE=1 SV=1 1 773
Uncharacterized protein (Fragment) OS=Mus musculus 24.24242 4.020917
Q3TIP1 2 99 10.997 6.28
GN=Slc3a2 PE=2 SV=1 4 773
4.004928
A8DUQ1 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.765 7.69
708
Beta-2-globin (Fragment) OS=Mus musculus 13.01369 4.004928
Q54AH9 2 146 15.737 8.05
GN=Hbb-b2 PE=2 SV=1 9 708
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4.004928

A8DUKO Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.83 7.65
708
4.004928

A8DUK?7 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.711 7.69
708
12.58278 4.004928

A8BDUK2 Beta-globin 0S=Mus musculus GN=Hbbt1 PE=3 SV=1 2 151 16.223 8.21
1 708
4.004928

A8DUM2 Beta-globin 0OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.77 7.65
708
Hemoglobin beta chain subunit OS=Mus musculus 4.004928

B1Q450 12.92517 2 147 15.83 7.69
GN=HBB1 PE=2 SV=1 708
4.004928

A8DUPS Beta-globin 0S=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.884 7.62
708
4.004928

A8DUP7 Beta-globin 0OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.816 7.65
708
Beta-2-globin (Fragment) OS=Mus musculus 13.01369 4.004928

Q9QUNS 2 146 15.693 8.46
GN=Hbb-b2 PE=2 SV=1 9 708
4.004928

A8DUL7 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.739 7.02
708
4.004928

A8BDV59 Beta-globin OS=Mus musculus GN=Hbbt2 PE=3 SV=1 12.92517 2 147 15.838 8.05
708
4.004928

A8DUQ5 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.781 8.19
708
4.004928

A8DUK4 Beta-globin OS=Mus musculus GN=Hbbt1 PE=1 SV=1 12.92517 2 147 15.738 7.69
708
4.004928

DOU293 Beta-globin 0S=Mus musculus GN=Hbbt2 PE=3 SV=1 12.92517 2 147 15.824 8.46
708
4.004928

A8DULS Beta-globin 0S=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.724 8.07
708
Hemoglobin subunit beta-2 0S=Mus musculus 4.004928

P02089 12.92517 2 147 15.868 8.05
GN=Hbb-b2 PE=1 SV=2 708
4.004928

A8DULO Beta-globin 0S=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.822 7.3
708
4.004928

A8DV41 Beta-globin OS=Mus musculus GN=Hbbt2 PE=3 SV=1 12.92517 2 147 15.856 8.05
708
4.004928

A8DUL2 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 12.92517 2 147 15.708 7.69
708
ADA087TW Tubulin alpha-4A chain (Fragment) OS=Mus musculus 4.001460

2247191 2 89 9.827 4.67
SL5 GN=Tubada PE=1 SV=1 552
p21-activated protein kinase-interacting protein 1 4.712041 3.999997

Q9DCES 1 382 42.089 8.47
0S=Mus musculus GN=Paklipl PE=1 SV=2 9 139
Uncharacterized protein (Fragment) OS=Mus musculus 4.812834 3.999997

Q3UX26 1 374 41.033 7.77
GN=Paklipl PE=2 SV=1 2 139
Mediator of RNA polymerase Il transcription subunit 6 2.845528 3.980016

Q921D4 1 246 28.416 8.62
0S=Mus musculus GN=Med6 PE=1 SV=2 5 828
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Mediator of RNA polymerase Il transcription subunit 6 3.867403 3.980016

EOCYA6 1 181 20.762 8.68
0S=Mus musculus GN=Med6 PE=1 SV=1 3 828
Uncharacterized protein (Fragment) OS=Mus musculus 71.42857 3.978757

Q3TIU1L 1 28 3.051 4.72
GN=Slcl6al PE=2 SV=1 1 62
AO0AIW2 GTP-binding protein SAR1a (Fragment) OS=Mus 16.79389 3.971747

2 131 14.735 6.37
P6N3 musculus GN=Sarla PE=1 SV=1 3 637
AO0AIW2 GTP-binding protein SAR1a (Fragment) OS=Mus 23.15789 3.971747

2 95 10.537 6.67
P869 musculus GN=Sarla PE=1 SV=1 5 637
GTP-binding protein SAR1a OS=Mus musculus 11.11111 3.971747

Q9924 2 198 22.385 6.68
GN=Sarla PE=1 SV=1 1 637
AOAIW2 GTP-binding protein SAR1a (Fragment) OS=Mus 27.16049 3.971747

2 81 9.086 6.51
P720 musculus GN=Sarla PE=1 SV=1 4 637
Uncharacterized protein OS=Mus musculus GN=Sarla 11.11111 3.971747

Q3TXJ4 2 198 22312 7.03
PE=2 SV=1 1 637
GTP-binding protein SAR1b OS=Mus musculus 1111111 3.971747

Q9CQCY 2 198 22.367 6.11
GN=Sarlb PE=1 SV=1 1 637
Uncharacterized protein OS=Mus musculus GN=Sar1b 1111111 3.971747

Q3u281 2 198 22.295 6.39
PE=2 SV=1 1 637
3.928444

Q549A5 Clusterin OS=Mus musculus GN=Clu PE=1 SV=1 6.25 2 448 51.623 5.67
386
7.526881 3.928444

QIJK98 Clusterin 0S=Mus musculus GN=Clu PE=2 SV=1 2 372 43.082 5.62
7 386
Glycophorin-C 0S=Mus musculus GN=Gypc PE=1 3.927660

F7D1I5 375 1 72 7.917 5.26
Sv=2 704
Glycophorin-C 0S=Mus musculus GN=Gypc PE=1 28.42105 3.927660

Q78HU7 1 95 10.322 5.35
Sv=2 3 704
Glycophorin-C OS=Mus musculus GN=Gypc PE=1 34.61538 3.927660

G3UXY6 1 78 8.538 5.81
Sv=1 5 704
Transportin-2 OS=Mus musculus GN=Tnpo2 PE=1 1.449275 3.927342

E9PV58 1 897 101.37 5.01
Sv=1 4 892
Uncharacterized protein OS=Mus musculus GN=Tnpo2 1.449275 3.927342

Q3U316 1 897 101.371 5
PE=2 SV=1 4 892
Transportin-2 0S=Mus musculus GN=Tnpo2 PE=1 1.465614 3.927342

Q99LG2 1 887 100.391 4.98
Sv=1 4 892
Uncharacterized protein (Fragment) OS=Mus musculus 2.961275 3.927342

Q3TS78 1 439 49.801 5.59
GN=Tnpol PE=2 SV=1 6 892
Uncharacterized protein (Fragment) OS=Mus musculus 8.227848 3.927342

Q3TQWO 1 158 18.168 5.97
GN=Tnpol PE=2 SV=1 1 892
Uncharacterized protein OS=Mus musculus GN=Tnpo2 1.449275 3.927342

Q3U1s0 1 897 101.553 5
PE=2 SV=1 4 892
Uncharacterized protein OS=Mus musculus GN=Cdk4 3.917149

Q9D193 4.950495 1 303 33.715 6.46
PE=2 SV=1 544
Cyclin-dependent kinase 4 OS=Mus musculus GN=Cdk4 3.917149

P30285 4.950495 1 303 33.729 6.62
PE=1SV=1 544
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Uncharacterized protein OS=Mus musculus GN=Cdk4 3.917149

QI9CYR7 4.950495 1 303 33.706 6.46
PE=2 SV=1 544
Uncharacterized protein OS=Mus musculus GN=Cdk4 3.917149

Q8BP21 4.950495 1 303 33.748 6.73
PE=2 SV=1 544
Uncharacterized protein (Fragment) OS=Mus musculus 26.78571 3.917149

Q9CsQ6 1 56 6.343 6.25
GN=Cdk4 PE=2 SV=1 4 544
Polyadenylate-binding protein OS=Mus musculus 2.711864 3.915591

Q3UX16 1 590 64.962 9.48
GN=Pabpc4 PE=2 SV=1 4 002
Phospholipid scramblase (Fragment) OS=Mus musculus 27.23214 3.833992

Q5F284 2 224 23971 6.35
GN=PlIscr3 PE=1 SV=1 3 243
Heat shock protein 75 kDa, mitochondrial 0S=Mus 1.983002 3.819974

QICQON1 1 706 80.159 6.68
musculus GN=Trapl PE=1 SV=1 8 422
Uncharacterized protein OS=Mus musculus GN=Trapl 1.983002 3.819974

Q3UPJ8 1 706 80.187 6.68
PE=2 SV=1 8 422
Trapl protein (Fragment) OS=Mus musculus GN=Trapl 1.985815 3.819974

Q92273 1 705 80.027 6.68
PE=2 SV=1 6 422
Uncharacterized protein OS=Mus musculus GN=Trapl 1.983002 3.819974

Q3TK29 1 706 80.145 6.68
PE=2 SV=1 8 422
Uncharacterized protein OS=Mus musculus GN=Trapl 1.983002 3.819974

Q3TSG8 1 706 80.121 6.81
PE=2 SV=1 8 422
Trapl protein (Fragment) OS=Mus musculus GN=Trapl 1.985815 3.819974

Q922R9 1 705 79.909 7.01
PE=2 SV=1 6 422
Transportin 3 0S=Mus musculus GN=Tnpo3 PE=2 3.141928 3.796440

Q6DI95 1 923 104.137 5.57
Sv=1 5 601
Transportin-3 0S=Mus musculus GN=Tnpo3 PE=1 3.141928 3.796440

Q6P2B1 1 923 104.103 5.57
Sv=1 5 601
Uncharacterized protein OS=Mus musculus GN=Tnpo3 3.796440

Q3UL39 5.141844 1 564 63.28 5.06
PE=2 SV=1 601
Transportin-3 0S=Mus musculus GN=Tnpo3 PE=1 69.04761 3.796440

E9QOH8 1 42 4.715 5.83
Sv=1 9 601
AOAON4S ADP-ribosylation factor-like protein 88 OS=Mus 20.28985 3.795338

1 138 15.975 8.95
VB8 musculus GN=Arl8b PE=1 SV=1 5 154
ADP-ribosylation factor-like protein 88 OS=Mus 15.05376 3.795338

QICQW2 1 186 21525 8.43
musculus GN=Arl8b PE=1 SV=1 3 154
Uncharacterized protein OS=Mus musculus GN=Arl8b 3.795338

QIDAB3 16.86747 1 166 18.991 8.44
PE=2 SV=1 154
ADA087TW Fibronectin (Fragment) OS=Mus musculus GN=Fn1 18.30985 3.777982

1 71 8.248 6.65
QEO PE=1SV=1 9 95
Smc2 protein (Fragment) OS=Mus musculus GN=Smc2 2.235772 3.765368

Q6IR05 1 492 55.834 6.83
PE=2 SV=1 4 7
Uncharacterized protein (Fragment) OS=Mus musculus 3.743490

QICWT75 28.125 1 64 7.539 10.4
GN=Rpsl1 PE=2 SV=1 696
Actin-related protein 2/3 complex subunit 1B (Fragment) 6.034482 3.736786

F6VVEG 1 232 25.811 6.9
0S=Mus musculus GN=Arpclb PE=1 SV=1 8 604
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Uncharacterized protein OS=Mus musculus GN=Arpclb 3.763440 3.736786
Q3TBA2 1 372 41.037 8.35
PE=2 SV=1 9 604
A0A087W Actin-related protein 3 OS=Mus musculus GN=Actr3 34.14634 3.727243
1 41 4.347 6.25
PR6 PE=1SV=1 1 9
Uncharacterized protein (Fragment) OS=Mus musculus 12.38938 3.727243
Q3UGHO0 1 113 12.869 51
GN=Actr3 PE=2 SV=1 1 9
A0A087W Actin-related protein 3 (Fragment) OS=Mus musculus 8.695652 3.727243
1 161 18.215 4.88
Q14 GN=Actr3 PE=1 SV=1 2 9
Uncharacterized protein (Fragment) OS=Mus musculus 3.042596 3.726348
QICuUM4 1 493 56.517 8.48
GN=Dnm2 PE=2 SV=1 3 4
Protein $100-A6 OS=Mus musculus GN=S100a6 PE=1 16.85393 3.724281
P14069 2 89 10.044 5.48
Sv=3 3 669
AOA1BOG Tumor susceptibility gene 101 protein OS=Mus 25.75757 3.712698
1 66 7.678 9.7
RX2 musculus GN=Tsg101 PE=1 SV=1 6 698
ADA1BOG Tumor susceptibility gene 101 protein (Fragment) 11.48648 3.712698
1 148 16.662 9.23
S10 0S=Mus musculus GN=Tsg101 PE=1 SV=1 6 698
ADA1LL1S Alpha-actinin-4 (Fragment) OS=Mus musculus 3.405572 3.707572
1 323 36.799 5.21
AL GN=Actn4 PE=1 SV=1 8 46
6.315789 3.690181
G3UYU4 Flotillin-1 0OS=Mus musculus GN=Flot1 PE=1 SV=1 2 380 42.212 7.78
5 255
6.666666 3.681864
QIYROPS Destrin OS=Mus musculus GN=Dstn PE=1 SV=3 1 165 18.509 7.97
7 023
AOAOUIR 4F2 cell-surface antigen heavy chain (Fragment) 11.50442 3.661827
1 113 12.59 5.26
P32 0S=Mus musculus GN=Slc3a2 PE=1 SV=1 5 087
AOAOUIR 4F2 cell-surface antigen heavy chain (Fragment) 11.92660 3.661827
1 109 11.924 4.92
PG5 0S=Mus musculus GN=Slc3a2 PE=1 SV=1 6 087
Uncharacterized protein OS=Mus musculus 5.120481 3.655805
Q9Czz8 1 332 37.198 6.93
GN=Angptl2 PE=2 SV=1 9 588
Angiopoietin-related protein 2 0S=Mus musculus 3.448275 3.655805
Q9R045 1 493 57.069 7.5
GN=Angptl2 PE=2 SV=2 9 588
Complement component 1, s subcomponent 1 11.76470 3.641536
EOCZE7 1 136 15.266 4.5
(Fragment) OS=Mus musculus GN=C1s1 PE=1 SV=1 6 236
Hypoxia up-regulated protein 1 OS=Mus musculus 3.803803 3.640874
Q9JKR6 3 999 111112 5.19
GN=Hyoul PE=1 SV=1 8 267
Hyoul protein OS=Mus musculus GN=Hyoul PE=2 7.539682 3.640874
Q8VCI2 3 504 56.545 9.44
Sv=1 5 267
Uncharacterized protein (Fragment) OS=Mus musculus 12.85714 3.639998
Q8cou7 1 210 23.47 4.93
GN=Vcan PE=2 SV=1 3 913
Gnai2 protein (Fragment) OS=Mus musculus GN=Gnai2 24.52830 3.637606
Q922Y6 1 53 6.216 7.12
PE=2 SV=1 2 144
Uncharacterized protein (Fragment) OS=Mus musculus 2.215657 3.632781
Q8BPA6 1 677 77.46 7.58
GN=lqgapl PE=2 SV=1 3 744
AO0A087W Actin-related protein 3 (Fragment) OS=Mus musculus 19.35483 3.620701
1 155 17.587 4.7
P86 GN=Actr3 PE=1 SV=1 9 79
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Uncharacterized protein (Fragment) OS=Mus musculus 5.136986 3.620699

Q9CVN2 1 292 33.775 9.09
GN=Maea PE=2 SV=1 3 167
Macrophage erythroblast attacher OS=Mus musculus 3.787878 3.620699

Q4vC33 1 396 45.307 8.69
GN=Maea PE=1 SV=1 8 167
Gamma-enolase OS=Mus musculus GN=Eno2 PE=1 5.714285 3.620175

D3Z6E4 1 315 34783 4.94
Sv=1 7 123
Alpha-enolase (Fragment) OS=Mus musculus GN=Enol 26.86567 3.620175

B1ARR6 1 67 7.353 7.25
PE=1SV=1 2 123
Gamma-enolase (Fragment) OS=Mus musculus 11.11111 3.620175

D3z2s4 1 162 17.228 6.8
GN=Eno2 PE=1 SV=1 1 123
AOAON4S Gamma-enolase (Fragment) OS=Mus musculus 31.03448 3.620175

1 58 6.468 531
ule GN=Eno2 PE=1 SV=1 3 123
Gamma-enolase (Fragment) OS=Mus musculus 14.87603 3.620175

D3YVD3 1 121 13.257 515
GN=Eno2 PE=1 SV=8 3 123
Eno2 protein (Fragment) OS=Mus musculus GN=Eno2 5.325443 3.620175

Q922A0 1 338 37.123 4.84
PE=2 SV=1 8 123
Beta-enolase (Fragment) OS=Mus musculus GN=Eno3 25.71428 3.620175

Q5SX61 1 70 7.636 9.25
PE=1SV=1 6 123
Beta-enolase (Fragment) OS=Mus musculus GN=Eno3 9.183673 3.620175

Q5SX59 1 196 20.947 8.87
PE=1SV=1 5 123
AOAON4S Gamma-enolase OS=Mus musculus GN=Eno2 PE=1 4.603580 3.620175

1 391 42.654 5.16
UXxs Sv=1 6 123
Enolase 2, gamma neuronal, isoform CRA_a OS=Mus 4.147465 3.620175

Q545V3 1 434 47.267 5.11
musculus GN=Eno2 PE=1 SV=1 4 123
Beta-enolase (Fragment) OS=Mus musculus GN=Eno3 3.620175

Q5SX60 225 1 80 8.687 9.47
PE=1SV=1 123
Uncharacterized protein OS=Mus musculus GN=Eno2 4.147465 3.620175

Q3uJ20 1 434 47.301 511
PE=2 SV=1 4 123
Cad-pending protein (Fragment) OS=Mus musculus 1513240 3.613568

Q80VF8 1 793 87.101 7.36
GN=Cad PE=2 SV=1 9 068
Uncharacterized protein (Fragment) OS=Mus musculus 5.128205 3.613568

QICWQ9 1 234 26.101 715
GN=Cad PE=2 SV=2 1 068
7.035175 3.588541

Q8CH24 HMG-L6 OS=Mus musculus GN=Hmgl6 PE=4 SV=1 1 199 23.152 9.73
9 269
High mobility group protein B1 (Fragment) OS=Mus 15.21739 3.588541

D3YVC6 1 92 10.778 9.79
musculus GN=Hmgb1 PE=1 SV=1 1 269
19.67213 3.572344

Q6VEUG Metallothionein OS=Mus musculus PE=2 SV=1 1 61 6.051 7.83
1 065
Metallothionein-2 0S=Mus musculus GN=Mt2 PE=1 19.67213 3.572344

P02798 1 61 6.11 7.83
Sv=2 1 065
Farp1 protein (Fragment) OS=Mus musculus GN=Farpl 4.523809 3.553025

Q99KU3 1 420 48.356 7.71
PE=2 SV=1 5 723
Farp1 protein (Fragment) OS=Mus musculus GN=Farpl 5.367231 3.553025

Q8R2X2 1 354 40.517 7.05
PE=2 SV=1 6 723
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Heat shock 70 kDa protein 4L (Fragment) OS=Mus 2.451838 3.514492
EOCY23 1 571 63.515 6.33
musculus GN=Hspa4l PE=1 SV=1 9 273
Heat shock 70 kDa protein 4L OS=Mus musculus 1.670644 3.514492
P48722 1 838 94.322 5.74
GN=Hspadl PE=1 SV=2 4 273
Malate dehydrogenase, cytoplasmic (Fragment) OS=Mus 10.96774 3.510562
B1ATQ3 1 155 16.642 6.65
musculus GN=Mdh1 PE=1 SV=8 2 658
Malate dehydrogenase, cytoplasmic OS=Mus musculus 5.089820 3.510562
P14152 1 334 36.488 6.58
GN=Mdh1 PE=1 SV=3 4 658
Adam10 protein (Fragment) OS=Mus musculus 3.937007 3.495469
QB6NZCOo 1 381 43.487 8.95
GN=Adam10 PE=2 SV=1 9 809
Uncharacterized protein (Fragment) OS=Mus musculus 4.983388 3.481572
Q3UNH3 1 301 33.463 4.94
GN=Txnl1 PE=2 SV=1 7 39
Uncharacterized protein OS=Mus musculus GN=Txnl1 5.190311 3.481572
Q3UBR9 1 289 32.159 5.01
PE=2 SV=1 4 39
Thioredoxin-like protein 1 0S=Mus musculus 5.190311 3.481572
Q8CDN6 1 289 32.217 4.96
GN=Txnl1 PE=1 SV=3 4 39
Uncharacterized protein OS=Mus musculus GN=Txnl1 5.190311 3.481572
Q3UBF4 1 289 32.308 4.96
PE=2 SV=1 4 39
Dedicator of cytokinesis protein 8 0S=Mus musculus 0.857142 3.467429
Q8C147 1 2100 238.826 6.96
GN=Dock8 PE=1 SV=4 9 876
Dedicator of cytokinesis 8 0S=Mus musculus 0.857142 3.467429
BYEJ70 1 2100 238.838 6.96
GN=Dock8 PE=2 SV=1 9 876
Uncharacterized protein (Fragment) OS=Mus musculus 3.098106 3.467429
Q3U806 1 581 66.27 5.66
GN=Dock7 PE=2 SV=1 7 876
Dock? protein (Fragment) OS=Mus musculus 5.732484 3.467429
Q7TPPO 1 314 36.922 8.72
GN=Dock7 PE=2 SV=3 1 876
AOAON4S T-complex protein 1 subunit eta OS=Mus musculus 4457831 3.465698
2 83 8.868 7.46
V22 GN=Cct7 PE=1 SV=1 3 719
PlIxnb2 protein OS=Mus musculus GN=PIxnb2 PE=2 3.829787 3.459651
Q99LFO 1 470 54.112 6.34
Sv=1 2 947
1.845819 3.459651
B2RXS4 Plexin-B2 OS=Mus musculus GN=PIxnb2 PE=1 SV=1 2 1842 206.099 5.87
8 947
MKIAAOQ315 protein (Fragment) OS=Mus musculus 1.385681 3.459651
Q8CHG6 1 1299 146.919 5.74
GN=mKIAA0315 PE=4 SV=2 3 947
Phospholipase A-2-activating protein OS=Mus musculus 1.637279 3.423917
P27612 1 794 87.166 6.14
GN=Plaa PE=1 SV=4 6 294
Golgi-associated plant pathogenesis-related protein 1 2272727 3.421325
QICYLS 2 154 17.08 9.51
0S=Mus musculus GN=Glipr2 PE=1 SV=3 3 445
Serine/threonine-protein phosphatase 2A 65 kDa
3.405562
Q7TNP2 regulatory subunit A beta isoform OS=Mus musculus 3.327787 1 601 65.892 51
162
GN=Ppp2rib PE=1 SV=2
Serine/threonine-protein phosphatase 2A 65 kDa
3597122 3.405562
H3BLQO regulatory subunit A beta isoform OS=Mus musculus 1 556 61.01 51
3 162

GN=Ppp2rib PE=1 SV=1
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Protein phosphatase 2 (Formerly 2A), regulatory subunit

2.998500 3.405562
H3BKU1 A (PR 65), beta isoform, isoform CRA_b OS=Mus 1 667 73.324 5.2
7 162
musculus GN=Ppp2r1b PE=1 SV=1
Uncharacterized protein OS=Mus musculus 2.881844 3.405562
Q8BIX1 1 694 76.075 515
GN=Ppp2rlb PE=2 SV=1 4 162
Serine/threonine-protein phosphatase 2A 65 kDa
2.881844 3.405562
G3Uws4 regulatory subunit A beta isoform OS=Mus musculus 1 694 76.017 5.19
4 162
GN=Ppp2rib PE=1 SV=1
Serine/threonine-protein phosphatase 2A 65 kDa
21.50537 3.405562
H3BKS50 regulatory subunit A beta isoform (Fragment) OS=Mus 1 93 10.162 8.51
6 162
musculus GN=Ppp2rlb PE=1 SV=1
Serine/threonine-protein phosphatase 2A 65 kDa
4.219409 3.405562
H3BIV7 regulatory subunit A beta isoform OS=Mus musculus 1 474 51.904 4.94
3 162
GN=Ppp2rlb PE=1 SV=1
Serine/threonine-protein phosphatase 2A 65 kDa
3.316749 3.405562
H3BLE7 regulatory subunit A beta isoform OS=Mus musculus 1 603 66.346 5.27
6 162
GN=Ppp2rlb PE=1 SV=1
Serine/threonine-protein phosphatase 2A 65 kDa
3.039513 3.405562
Q3TTF6 regulatory subunit A beta isoform OS=Mus musculus 1 658 72.697 5.36
7 162
GN=Ppp2rlb PE=1 SV=1
Mitochondrial fission 1 protein OS=Mus musculus 8.552631 3.390511
Q9CQ92 1 152 16.998 8.53
GN=Fisl PE=1 SV=1 6 274
Mitochondrial fission 1 protein OS=Mus musculus 8.965517 3.390511
G3X9U9 1 145 16.255 9.25
GN=Fisl PE=1 SV=1 2 274
Tubulointerstitial nephritis antigen-like 0S=Mus 2.988505 3.379611
H3BJ97 1 435 49.244 7.15
musculus GN=Tinagl1 PE=1 SV=1 7 015
Tubulointerstitial nephritis antigen-like OS=Mus 2.789699 3.379611
Q99JRS 1 466 52.63 6.77
musculus GN=Tinagl1l PE=1 SV=1 6 015
Lcn7 protein OS=Mus musculus GN=Tinagl1l PE=2 3.132530 3.379611
Q4FIX7 1 415 46.818 6.47
Sv=1 1 015
2.127659 3.372422
Q92130 Xpo1 protein OS=Mus musculus GN=Xpo1l PE=2 SV=1 1 564 64.344 5.92
6 218
Potassium-transporting ATPase alpha chain 2 0S=Mus 1.256038 3.370695
Q9Z1wW8 1 1035 114.654 6.33
musculus GN=Atp12a PE=1 SV=3 6 829
Sodium/potassium-transporting ATPase subunit alpha-4 1.259689 3.370695
Qowv27 1 1032 114.813 571
0S=Mus musculus GN=Atpla4 PE=1 SV=3 9 829
Uncharacterized protein OS=Mus musculus GN=Cpne3 2.251407 3.360136
Q3uJs6 1 533 59.577 591
PE=2 SV=1 1 271
2.251407 3.360136
Q8BT60 Copine-3 0S=Mus musculus GN=Cpne3 PE=1 SV=2 1 533 59.547 5.78
1 271
Uncharacterized protein (Fragment) OS=Mus musculus 2.926829 3.353629
Q9CZKO 1 410 46.809 8.46
GN=Snx9 PE=2 SV=2 3 589
Sorting nexin-9 0S=Mus musculus GN=Snx9 PE=1 2.016806 3.353629
Q91VH2 1 595 66.504 5.52
Sv=1 7 589
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2.016806 3.353629
Q3TZU7 Sorting nexin OS=Mus musculus GN=Snx9 PE=2 SV=1 1 595 66.474 5.52
7 589
Type 2 phosphatidylinositol 4,5-bisphosphate
10.11673 3.348600
Q9CZX7 4-phosphatase OS=Mus musculus GN=Tmem55a PE=1 1 257 28.019 8.68
2 864
Sv=1
Uncharacterized protein OS=Mus musculus GN=Plaur 4.892966 3.343935
Q3u2D1 1 327 35.374 7.33
PE=2 SV=1 4 728
Urokinase plasminogen activator surface receptor 4.892966 3.343935
P35456 1 327 35.405 6.83
0S=Mus musculus GN=Plaur PE=1 SV=1 4 728
AOAOUIR Plasminogen activator, urokinase receptor, isoform 7.207207 3.343935
1 222 24,657 6.7
NNO CRA_a 0S=Mus musculus GN=Plaur PE=1 SV=1 2 728
5'-3" exoribonuclease 2 0S=Mus musculus GN=Xrn2 1.366982 3.335020
Q9DBR1 1 951 108.618 7.59
PE=1SV=1 1 781
Ribosome maturation protein SBDS OS=Mus musculus 3.329691
P70122 4 1 250 28.762 8.76
GN=Shds PE=1 SV=4 172
Ribosome maturation protein SBDS (Fragment) 5.780346 3.329691
F6TNO3 1 173 19.99 9.04
0S=Mus musculus GN=Shds PE=1 SV=1 8 172
Bone marrow stromal antigen 2 0S=Mus musculus 5.813953 3.319660
Q8R2Q8 1 172 19.14 7.34
GN=Bst2 PE=1 SV=1 5 187
Splicing factor 1 0S=Mus musculus GN=Sf1 PE=1 2.276707 3.316223
D3YZC9 1 571 61.717 9.29
Sv=1 5 621
Splicing factor 1 OS=Mus musculus GN=Sf1 PE=1 2.372262 3.316223
E9Q4Q2 1 548 59.661 9.5
Sv=1 8 621
Uncharacterized protein OS=Mus musculus GN=Sf1 2.034428 3.316223
Q3ul145 1 639 68.303 8.98
PE=2 SV=1 8 621
Splicing factor 1 OS=Mus musculus GN=Sf1 PE=1 1.990811 3.316223
Q64213 1 653 70.358 8.98
SV=6 6 621
Uncharacterized protein OS=Mus musculus GN=Sf1 2.034428 3.316223
Q3UKe67 1 639 68.355 8.98
PE=2 SV=1 8 621
Splicing factor 1 OS=Mus musculus GN=Sf1 PE=1 2.037617 3.316223
D3YZD0 1 638 68.636 9.17
Sv=1 6 621
Actin, alpha cardiac muscle 1 (Fragment) OS=Mus 23.25581 3.312167
F6WX90 1 43 4.501 4.81
musculus GN=Actc1 PE=4 SV=1 4 645
Nedd4 protein OS=Mus musculus GN=Nedd4 PE=2 6.565656 3.308696
A0INZO 1 198 23.185 53
Sv=1 6 032
E3 ubiquitin-protein ligase OS=Mus musculus 3.382187 3.308696
B2RSC8 2 887 102.642 5.26
GN=Nedd4 PE=1 SV=1 1 032
Uncharacterized protein OS=Mus musculus GN=Stub1 2.960526 3.302692
Q3TYJO 1 304 34.889 5.87
PE=2 SV=1 3 652
STIP1 homology and U box-containing protein 1 2.960526 3.302692
QIWUD1 1 304 34.887 6.01
0S=Mus musculus GN=Stub1 PE=1 SV=1 3 652
Structural maintenance of chromosomes protein 2 2.335456 3.290757
B1AWH6 1 471 52.77 8.46
(Fragment) OS=Mus musculus GN=Smc2 PE=1 SV=1 5 895
Q4FJUL Serpine2 protein 0S=Mus musculus GN=Serpine2 PE=2 6.549118 2 397 44.165 9.85 3.281740
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sv=1 4 189
Uncharacterized protein OS=Mus musculus 6.549118 3.281740
Q3TWH7 2 397 44.18 9.77
GN=Serpine2 PE=2 SV=1 4 189
A0A087W Glia-derived nexin (Fragment) OS=Mus musculus 11.20689 3.281740
2 232 25.874 9.88
Q70 GN=Serpine2 PE=1 SV=1 7 189
Serine (Or cysteine) peptidase inhibitor, clade E, member
6.549118 3.281740
Q543R5 2, isoform CRA_b OS=Mus musculus GN=Serpine2 2 397 44.179 9.85
4 189
PE=1SV=1
Heterogeneous nuclear ribonucleoprotein L-like 2.368866 3.273002
Q921F4 1 591 64.084 5.85
0S=Mus musculus GN=Hnrnpll PE=1 SV=3 3 625
Heterogeneous nuclear ribonucleoprotein L-like 4.229607 3.273002
VIGXB6 1 331 35.324 4.67
0S=Mus musculus GN=Hnrnpll PE=1 SV=1 3 625
Uncharacterized protein (Fragment) OS=Mus musculus 2.380952 3.273002
QICSHO 1 588 63.35 6.86
GN=Hnrnpll PE=2 SV=1 4 625
Uncharacterized protein (Fragment) OS=Mus musculus 5.737704 3.273002
Q3UXJ3 1 244 24.821 4.56
GN=Hnrnpll PE=2 SV=1 9 625
L-lactate dehydrogenase OS=Mus musculus GN=Ldhc 6.325301 3.269663
Q64483 2 332 35.858 8
PE=2 SV=1 2 095
L-lactate dehydrogenase (Fragment) OS=Mus musculus 8.860759 3.269663
D3YZE4 2 237 25.348 8.07
GN=Ldhc PE=1 SV=1 5 095
L-lactate dehydrogenase (Fragment) OS=Mus musculus 8.936170 3.269663
D3YVR7 2 235 25.162 8.32
GN=Ldhc PE=1 SV=1 2 095
L-lactate dehydrogenase OS=Mus musculus GN=Ldhc 6.325301 3.269663
Q54826 2 332 35.889 8.21
PE=1SV=1 2 095
26.19047 3.263690
EOCY51 Transketolase OS=Mus musculus GN=Tkt PE=1 SV=1 1 42 4514 8.98
6 233
ADAIW2 C-1-tetrahydrofolate synthase, cytoplasmic (Fragment) 3.256534
75 1 160 17.324 6.54
P7LS 0S=Mus musculus GN=Mthfd1 PE=1 SV=1 1
Protein eva-1 homolog B OS=Mus musculus GN=Evalb 12.19512 3.256012
Q8K2Y3 1 164 18.28 4.68
PE=1SV=1 2 201
Histone H1.1 OS=Mus musculus GN=Histlhla PE=1 4.694835 3.254911
P43275 1 213 21772 10.93
Sv=2 7 184
Heterogeneous nuclear ribonucleoprotein Q OS=Mus 2.232142 3.251963
G3UXJ6 1 448 49.674 7.18
musculus GN=Syncrip PE=1 SV=1 9 139
Heterogeneous nuclear ribonucleoprotein Q OS=Mus 1.700680 3.251963
G3Vv018 1 588 65.672 8.6
musculus GN=Syncrip PE=1 SV=1 3 139
Heterogeneous nuclear ribonucleoprotein Q OS=Mus 1.605136 3.251963
Q7TMK9 1 623 69.59 8.59
musculus GN=Syncrip PE=1 SV=2 4 139
Heterogeneous nuclear ribonucleoprotein Q (Fragment) 5.102040 3.251963
G3UwWM1 1 196 21.572 4.89
0S=Mus musculus GN=Syncrip PE=1 SV=1 8 139
Heterogeneous nuclear ribonucleoprotein Q (Fragment) 10.63829 3.251963
G3XAT76 1 94 10.249 45
0S=Mus musculus GN=Syncrip PE=1 SV=1 8 139
Heterogeneous nuclear ribonucleoprotein Q OS=Mus 1.897533 3.251963
G3uzi2 1 527 58.715 7.56
musculus GN=Syncrip PE=1 SV=1 2 139
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AOAOR4J Heterogeneous nuclear ribonucleoprotein Q OS=Mus 1.782531 3.251963

1 561 62.505 7.56
259 musculus GN=Syncrip PE=1 SV=1 2 139
DNA-(apurinic or apyrimidinic site) lyase (Fragment) 8.474576 3.251654

D3Z124 1 177 19.29 55
0S=Mus musculus GN=Apex1 PE=1 SV=1 3 387
DNA-(apurinic or apyrimidinic site) lyase OS=Mus 4.731861 3.251654

Q54427 1 317 35.468 791
musculus GN=Apex1 PE=1 SV=1 2 387
Myosin light chain 6B OS=Mus musculus GN=Myl6b 6.280193 3.244773

Q8Cl143 1 207 22735 5.53
PE=1SV=1 2 149
Metallothionein-1 OS=Mus musculus GN=Mt1 PE=1 19.67213 3.244292

P02802 1 61 6.013 7.96
Sv=1 1 259
MKIAAQ031 protein (Fragment) OS=Mus musculus 1.229508 3.224219

QBA0E3 1 976 109.737 5
GN=Eftud2 PE=2 SV=1 2 084
Uncharacterized protein OS=Mus musculus GN=Eftud2 1.235839 3.224219

Q3U5Q3 1 971 109.339 5.01
PE=2 SV=1 3 084
116 kDa U5 small nuclear ribonucleoprotein component 1.235839 3.224219

008810 1 971 109.291 5
0S=Mus musculus GN=Eftud2 PE=1 SV=1 3 084
116 kDa U5 small nuclear ribonucleoprotein component 1.234567 3.224219

A2AH85 1 972 109.422 5
0S=Mus musculus GN=Eftud2 PE=1 SV=1 9 084
Elongation factor Tu GTP binding domain containing 2 1.235839 3.224219

Q7TMX4 1 971 109.231 5.01
0S=Mus musculus GN=Eftud2 PE=2 SV=1 3 084
116 kDa U5 small nuclear ribonucleoprotein component 1.247401 3.224219

G3UZ34 1 962 108.271 5.02
0S=Mus musculus GN=Eftud2 PE=1 SV=1 2 084
Uncharacterized protein OS=Mus musculus GN=Eftud2 1.235839 3.224219

Q3TMY8 1 971 109.291 5
PE=2 SV=1 3 084
Tyrosine-protein phosphatase non-receptor type 23 0.650118 3.218027

Q6PB44 1 1692 185.1 6.8
0S=Mus musculus GN=Ptpn23 PE=1 SV=2 2 83
Predicted pseudogene 5478 OS=Mus musculus 3.194512

D3Z6R0 6.918239 1 159 17.363 6.6
GN=Gmb5478 PE=4 SV=2 367
Heat shock protein 70 (Fragment) OS=Mus musculus 2558139 3.189431

088687 1 43 4.505 717
GN=Hsp70.3 PE=3 SV=1 5 19
Uncharacterized protein OS=Mus musculus GN=Rab2b 6.018518 3.183890

Q9DB48 1 216 24.233 6.39
PE=2 SV=1 5 343
Genll1 protein (Fragment) OS=Mus musculus 1.308258 3.177080

Q6PGM5 1 1223 133.643 6.67
GN=Gcenlll PE=2 SV=1 4 631
Genlll protein OS=Mus musculus GN=Gen1l1 PE=2 4.833836 3.177080

QB6NV94 1 331 35.894 5.72
Sv=1 9 631
Uncharacterized protein OS=Mus musculus GN=Gen1l1 1518026 3.177080

Q8BIX2 1 1054 115.352 6.39
PE=1SV=1 6 631
MKIAAO0219 protein (Fragment) OS=Mus musculus 0.917431 3.177080

Q8CHH7 1 1744 190.97 6.11
GN=Gcnlll PE=2 SV=1 2 631
elF-2-alpha kinase activator GCN1 OS=Mus musculus 0.599026 3.177080

E9PVA8 1 2671 292.834 7.36
GN=Gcnl PE=1 SV=1 6 631
Uncharacterized protein OS=Mus musculus GN=Gcn1l1 0.599026 3.177080

Q3UHQ5 1 2671 292.805 7.27
PE=2 SV=1 6 631
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AOAO0ABY Immunoglobulin superfamily member 8 (Fragment) 31.77570 3.167842
1 107 11.497 8.7
VX9 0S=Mus musculus GN=Igsf8 PE=1 SV=1 1 865
AOAO0ABY Immunoglobulin superfamily member 8 (Fragment) 16.34615 3.167842
1 208 22.023 8.84
WK7 0S=Mus musculus GN=Igsf8 PE=1 SV=1 4 865
Serine/threonine-protein phosphatase OS=Mus musculus 4.885993 3.158424
Q3UNF2 1 307 35.057 5.06
GN=Ppp4c PE=1 SV=1 5 377
26S proteasome non-ATPase regulatory subunit 13 3.150029
F6PXS6 125 1 96 10.563 8.65
(Fragment) OS=Mus musculus GN=Psmd13 PE=1 SV=1 898
A0A0G2] Serrate RNA effector molecule homolog (Fragment) 2.707930 3.145225
1 517 58.065 5.96
DF8 0S=Mus musculus GN=Srrt PE=1 SV=1 4 048
Serrate RNA effector molecule homolog OS=Mus 3.145225
Q99MR6 16 1 875 100.39 5.97
musculus GN=Srrt PE=1 SV=1 048
AOA087TW Fibronectin (Fragment) OS=Mus musculus GN=Fn1 4477611 3.143291
2 67 7.511 517
Su6 PE=1SV=1 9 473
Katanin p60 ATPase-containing subunit A-like 2 3.225806 3.142322
D6RGM7 1 372 42.015 8.91
0S=Mus musculus GN=Katnal2 PE=1 SV=1 5 302
Katanin p60 ATPase-containing subunit A-like 2 2.424242 3.142322
D3z4J2 1 495 55.783 7.03
0S=Mus musculus GN=Katnal2 PE=3 SV=1 4 302
Katanin p60 ATPase-containing subunit A-like 2 2.226345 3.142322
Q9D3R6 1 539 61.115 7.52
0S=Mus musculus GN=Katnal2 PE=2 SV=2 1 302
AOAOE4D Katanin p60 ATPase-containing subunit A-like 2 3.225806 3.142322
1 372 41.813 6.2
027 0S=Mus musculus GN=Katnal2 PE=2 SV=1 5 302
AOAOE3 Katanin p60 ATPase-containing subunit A-like 2 2.371541 3.142322
1 506 57.557 8.16
WJIP9 0S=Mus musculus GN=Katnal2 PE=2 SV=1 5 302
AOAOE4H Katanin p60 ATPase-containing subunit A-like 2 3.142322
2.962963 1 405 45.548 6.01
J8L 0S=Mus musculus GN=Katnal2 PE=2 SV=1 302
Spermatogenesis-associated protein 5 OS=Mus musculus 3.142322
Q3UMCOo 1.343785 1 893 97.195 8.24
GN=Spatab PE=1 SV=2 302
AOAOE4H Katanin p60 ATPase-containing subunit A-like 2 2.226345 3.142322
1 539 61.096 7.33
EY7 0S=Mus musculus GN=Katnal2 PE=2 SV=1 1 302
A0A0G2] Spermatogenesis-associated protein 5 OS=Mus musculus 1.425178 3.142322
1 842 91.231 8.22
FY0 GN=Spatab PE=1 SV=1 1 302
ADA0AD Spermatogenesis-associated protein 5 OS=Mus musculus 1.345291 3.142322
1 892 97.096 8.24
MQ80 GN=Spata5 PE=1 SV=1 5 302
Spata5 protein OS=Mus musculus GN=Spata5 PE=2 3.142322
B7ZNK9 1.343785 1 893 97.207 8.13
Sv=1 302
Katanin p60 ATPase-containing subunit A-like 2 3.142322
D3z0Us5 4.33213 1 277 31.18 6.32
0S=Mus musculus GN=Katnal2 PE=4 SV=1 302
AOAOE4D Katanin p60 ATPase-containing subunit A-like 2 2.234636 3.142322
1 537 60.868 7.15
014 0S=Mus musculus GN=Katnal2 PE=2 SV=1 9 302
Laminin subunit alpha-2 0S=Mus musculus GN=Lama2 0.449005 3.137289
Q60675 1 3118 343.593 6.09
PE=1SV=2 8 286
Laminin alpha 2 (Fragment) OS=Mus musculus 3.137289
Q924X5 28 1 50 5.212 453
GN=Lama2 PE=4 SV=1 286
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Uncharacterized protein OS=Mus musculus GN=PIs3 1.892744 3.126566

Q3UJGY 1 634 71.218 5.62
PE=2 SV=1 5 887
1.904761 3.126566

Q99K51 Plastin-3 0S=Mus musculus GN=PIs3 PE=1 SV=3 1 630 70.697 5.62
9 887
1.877934 3.126566

B1AX58 Plastin-3 0S=Mus musculus GN=PIs3 PE=1 SV=1 1 639 71701 5.62
3 887
Uncharacterized protein OS=Mus musculus GN=PIs3 1.904761 3.126566

Q3UKB1 1 630 70.669 5.68
PE=2 SV=1 9 887
ADALCT7C Plastin-3 (Fragment) OS=Mus musculus GN=PIs3 PE=1 1.907790 3.126566

1 629 70.598 5.62
YV0 Sv=1 1 887
Spna2 protein 0S=Mus musculus GN=Sptan1 PE=2 0.444085 3.122034

B2RXX6 1 2477 285.005 5.34
Sv=1 6 788
Spectrin alpha chain, non-erythrocytic 1 0S=Mus 0.447700 3.122034

A3KGU5 1 2457 282.72 533
musculus GN=Sptan1 PE=1 SV=1 4 788
Spectrin alpha chain, non-erythrocytic 1 0S=Mus 0.440352 3.122034

A3KGU9 1 2498 287.426 5.35
musculus GN=Sptan1 PE=1 SV=2 3 788
Spectrin alpha chain, non-erythrocytic 1 0S=Mus 0.443906 3.122034

E9Q447 1 2478 285.17 5.34
musculus GN=Sptanl PE=1 SV=1 4 788
Spectrin alpha chain, non-erythrocytic 1 0S=Mus 0.444983 3.122034

P16546 1 2472 284.422 5.33
musculus GN=Sptanl PE=1 SV=4 8 788
Spna2 protein OS=Mus musculus GN=Sptanl PE=2 0.444085 3.122034

BY9EKJ1 1 2477 285.004 5.34
Sv=1 6 788
Spectrin alpha chain, non-erythrocytic 1 OS=Mus 0.444085 3.122034

A3KGU7 1 2477 284977 5.34
musculus GN=Sptanl PE=1 SV=1 6 788
Spna2 protein OS=Mus musculus GN=Sptanl PE=2 0.447700 3.122034

B7ZWK3 1 2457 282.72 5.33
Sv=1 4 788
Uncharacterized protein (Fragment) OS=Mus musculus 1.361386 3.122034

Q3TYI8 1 808 93.063 5.48
GN=Sptanl PE=2 SV=1 1 788
Uncharacterized protein OS=Mus musculus GN=Mcm4 7.878787 3.119772

Q3UXG9 1 165 18.423 9.36
PE=2 SV=1 9 911
Chloride intracellular channel protein 4 OS=Mus 3.112832

QIQYB1 4.743083 1 253 28.711 5.59
musculus GN=Clic4 PE=1 SV=3 785
ADA0ABY Bifunctional glutamate/proline--tRNA ligase OS=Mus 3.107759

12.21374 1 131 14.227 5.17
WA4 musculus GN=Eprs PE=1 SV=1 714
Palladin isoform OS=Mus musculus GN=Palld PE=2 1.097804 3.107733

KOBWC3 1 1002 108.237 6.84
Sv=1 4 011
3.107733

Q9ET54 Palladin OS=Mus musculus GN=Palld PE=1 SV=2 0.78125 1 1408 152.037 6.25
011
Ribosomal protein L19 OS=Mus musculus GN=Rpl19 5.154639 3.104281

A2A547 1 194 23.233 11.47
PE=1SV=1 2 425
Ribosomal protein L19 OS=Mus musculus GN=Rpl19 5.102040 3.104281

Qs10T8 1 196 23.451 11.47
PE=1SV=1 8 425
Class | major histocompatibility antigen H-2Kd 8.235294 3.100872

Q31290 1 255 28.502 6.96
(Fragment) OS=Mus musculus GN=H2-K1 PE=2 SV=1 1 993
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Slit homolog 2 protein OS=Mus musculus GN=Slit2 3.096337
Q9R1B9 0.591716 1 1521 168.672 7.11
PE=2 SV=2 557
Slit homolog 2 protein OS=Mus musculus GN=Slit2 0.583657 3.096337
G3UYX7 1 1542 171119 6.89
PE=1SV=1 6 557
MKIAA4141 protein (Fragment) OS=Mus musculus 0.564971 3.096337
Q5DTLS 1 1593 176.45 7.31
GN=Slit2 PE=2 SV=1 8 557
Slit homolog 2 protein OS=Mus musculus GN=Slit2 1.057579 3.096337
G3X909 1 851 95.434 8.54
PE=1SV=1 3 557
0.590163 3.096337
B7ZNW9 Slit2 protein OS=Mus musculus GN=Slit2 PE=2 SV=1 1 1525 169.158 6.93
9 557
0.583657 3.096337
B2RX05 Slit2 protein OS=Mus musculus GN=Slit2 PE=2 SV=1 1 1542 171151 6.89
6 557
AOA140T Slit homolog 2 protein OS=Mus musculus GN=Slit2 0.587084 3.096337
1 1533 170.151 6.93
8T2 PE=1SV=1 1 557
Slit homolog 2 protein OS=Mus musculus GN=Slit2 0.590163 3.096337
G3uY21 1 1525 169.174 6.93
PE=1SV=1 9 557
Recombining-binding protein suppressor of hairless 2.365591 3.093360
Q3U6BF1 1 465 51.894 7.33
0S=Mus musculus GN=Rbpj PE=1 SV=1 4 662
Recombining-binding protein suppressor of hairless 2.268041 3.093360
E9Q7W0 1 485 54.291 8.02
0S=Mus musculus GN=Rbpj PE=1 SV=1 2 662
Uncharacterized protein OS=Mus musculus GN=Rbpj 2.258726 3.093360
Q3uUM17 1 487 54.312 7.88
PE=2 SV=1 9 662
R ining binding protein supp of hairless 2.091254 3.093360
P31266 1 526 585 8.13
0S=Mus musculus GN=Rbpj PE=1 SV=1 8 662
R ining binding protein supp of hairless
ADA0IY 2.169625 3.093360
(Drosophila), isoform CRA_b OS=Mus musculus 1 507 56.732 7.99
TVS 2 662
GN=Rbpj PE=1 SV=1
Structural maintenance of chromosomes protein 4 3.857566 3.085873
Q3U763 1 337 38.075 6.48
(Fragment) OS=Mus musculus GN=Smc4 PE=1 SV=1 8 842
L-fucose kinase 0S=Mus musculus GN=Fuk PE=1 1.192660 3.066012
Q7TMC8 1 1090 119.191 6.6
Sv=1 6 144
3.064848
Q8C386 Fibroblast growth factor 0S=Mus musculus PE=2 SV=1 6.185567 1 194 22242 9.39
185
Fibroblast growth factor 7 0S=Mus musculus GN=Fgf7 3.064848
P36363 6.185567 1 194 22.332 9.32
PE=2 SV=1 185
Asparagine synthetase [glutamine-hydrolyzing] 6.329113 3.062576
D3YYRO 1 158 18.079 6.86
(Fragment) OS=Mus musculus GN=Asns PE=1 SV=1 9 056
Actin-like protein 6B 0S=Mus musculus GN=Actl6b 3.051643 3.061840
Q99MRO 1 426 46.861 571
PE=1SV=1 2 534
14-3-3 protein zeta/delta (Fragment) OS=Mus musculus 34.61538 3.060851
D3YW45 1 26 3 473
GN=Ywhaz PE=1 SV=1 5 336
cAMP-dependent protein kinase type 11-beta regulatory 3.057880
H3BK84 4.296875 1 256 28.445 5.43
subunit 0S=Mus musculus GN=Prkar2b PE=1 SV=1 163
Q3V2X9 Uncharacterized protein OS=Mus musculus GN=Prkar2b 4.296875 1 256 28.418 5.43 3.057880
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PE=2 SV=1 163
9.615384 3.057282

QIDB19 Copine VIII 0S=Mus musculus GN=Cpne8 PE=1 SV=1 1 104 11.778 5.45
6 925
Tropomyosin alpha-4 chain OS=Mus musculus 4.838709 3.056565

Q6IRU2 1 248 28.45 4.68
GN=Tpm4 PE=1 SV=3 7 523
P omutase 2 0S=Mus GN=Pgm2 2.313167 3.055946

Q5RIV4 1 562 61.346 6.57
PE=2 SV=1 3 589
P ymutase-1 OS=Mus GN=Pgm1 2.313167 3.055946

Q9DOF9 1 562 61.38 6.57
PE=1SV=4 3 589
Uncharacterized protein OS=Mus musculus GN=Pgm2 2.313167 3.055946

Q3U6X6 1 562 61.331 6.4
PE=2 SV=1 3 589
Pgm2 protein (Fragment) OS=Mus musculus GN=Pgm2 2.203389 3.055946

Q66JR7 1 590 64.118 6.76
PE=2 SV=1 8 589
Pgmz2 protein (Fragment) OS=Mus musculus GN=Pgm2 2.226027 3.055946

Q7TNUO 1 584 63.415 6.4
PE=2 SV=1 4 589
Pl 2 0S=Mus GN=Pgm2 2.241379 3.055946

A2CEK3 1 580 63.707 5.72
PE=1SV=1 3 589
Alpha-1,4 glucan phosphorylase (Fragment) OS=Mus 3.160270 3.048960

Q3uzL2 1 443 50.353 7.28
musculus GN=Pygb PE=2 SV=1 9 924
Cad protein (Fragment) OS=Mus musculus GN=Cad 4.906771 3.039287

Q7TN13 2 1019 110.449 6.54
PE=2 SV=1 3 329
5.149330 3.039287

E9QAT6 CAD protein 0S=Mus musculus GN=Cad PE=1 SV=1 2 971 105.618 6.28
6 329
Rangap1 protein OS=Mus musculus GN=Rangapl PE=2 1.867572 3.039249

Q91YSs2 1 589 63.477 4.68
Sv=1 2 897
Rangap1 protein OS=Mus musculus GN=Rangap1l PE=2 1.867572 3.039249

Q7TMW1 1 589 63.501 4.68
Sv=1 2 897
Ran GTPase-activating protein 1 OS=Mus musculus 1.867572 3.039249

P46061 1 589 63.491 4.68
GN=Rangapl PE=1 SV=2 2 897
Uncharacterized protein OS=Mus musculus 1.867572 3.039249

Q8C2E3 1 589 63.545 4.68
GN=Rangapl PE=2 SV=1 2 897
MKIAA1835 protein (Fragment) OS=Mus musculus 1.702786 3.039249

Q6ZPH4 1 646 69.419 4.72
GN=Rangap1 PE=2 SV=1 4 897
Uncharacterized protein (Fragment) OS=Mus musculus 6.914893 3.038432

Q3TS74 1 188 21.202 5.07
GN=Rdx PE=2 SV=1 6 121
Uncharacterized protein (Fragment) OS=Mus musculus 1.843971 3.021012

Q8BS89 1 705 81.026 6.4
GN=Usp9x PE=2 SV=1 6 306
Probable ubiquitin carboxyl-terminal hydrolase FAF-X 3.768115 3.021012

G3UZs3 1 345 39.488 5.43
(Fragment) OS=Mus musculus GN=Usp9x PE=1 SV=1 9 306
Lysosomal alpha-glucosidase OS=Mus musculus 7.359307 3.011170

A2AFL3 1 231 25.9 7.05
GN=Gaa PE=1 SV=1 4 387
Uncharacterized protein (Fragment) OS=Mus musculus 3.009710

Q3UFZ6 3.264095 1 337 37.559 475
GN=Caprinl PE=2 SV=1 312
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1.555869 3.009710

Q60865 Caprin-1 0S=Mus musculus GN=Caprinl PE=1 SV=2 1 707 78.121 525
9 312
Matrix metallopeptidase 19 OS=Mus musculus 2.846299 2.993407

Q2KHP2 1 527 59.085 7.85
GN=Mmp19 PE=2 SV=1 8 249
Matrix metalloproteinase-19 OS=Mus musculus 3.296703 2.993407

Q3uwa7 1 455 50.962 8.91
GN=Mmp19 PE=1 SV=1 3 249
V-type proton ATPase catalytic subunit A (Fragment) 8.860759 2.987821

D3Z1B9 1 237 25.882 5.87
0S=Mus musculus GN=Atp6vla PE=1 SV=1 5 102
V-type proton ATPase catalytic subunit A (Fragment) 10.71428 2.987821

D3YWH3 1 196 21.236 5.24
0S=Mus musculus GN=Atp6vla PE=1 SV=1 6 102
V-type proton ATPase catalytic subunit A OS=Mus 3.403565 2.987821

P50516 1 617 68.283 5.58
musculus GN=Atp6vla PE=1 SV=2 6 102
Uncharacterized protein (Fragment) OS=Mus musculus 2.557544 2.985605

Q3UFZ9 1 391 43375 4.94
GN=Lamcl PE=2 SV=1 8 717
Lamc1 protein (Fragment) OS=Mus musculus 4.545454 2.985605

Q6PHM1 1 220 24.179 4.87
GN=Lamc1 PE=2 SV=1 5 77
Uncharacterized protein OS=Mus musculus GN=Stip1 2.394106 2.983050

Q3THQ5 1 543 62.461 6.65
PE=2 SV=1 8 346
Stress-induced-phosphoprotein 1 0S=Mus musculus 2.394106 2.983050

Q60864 1 543 62.542 6.8
GN=Stipl PE=1 SV=1 8 346
Uncharacterized protein (Fragment) OS=Mus musculus 3.002309 2.980992

Q3UD60 1 433 49.895 715
GN=Cul4a PE=2 SV=1 5 556
MKIAA4075 protein (Fragment) OS=Mus musculus 0.616966 2.980872

Q5DTP7 1 1945 220.808 5.94
GN=Chd4 PE=2 SV=1 6 154
Chromodomain-helicase-DNA-binding protein 5 0.626631 2.980872

E9PYU4 1 1915 218.816 5.97
0S=Mus musculus GN=Chd5 PE=1 SV=1 9 154
Chromodomain-helicase-DNA-binding protein 4 0.624349 2.980872

E9QAS5 1 1922 218.496 5.86
0S=Mus musculus GN=Chd4 PE=1 SV=1 6 154
Chromodomain-helicase-DNA-binding protein 5 0.614754 2.980872

E9PYL1 1 1952 222.545 6.1
0S=Mus musculus GN=Chd5 PE=1 SV=1 1 154
Chromodomain-helicase-DNA-binding protein 5 0.616649 2.980872

A2A8L1 1 1946 222.375 6.24
0S=Mus musculus GN=Chd5 PE=1 SV=1 5 154
Chromodomain helicase DNA-binding protein 3 0.636267 2.980872

F7C528 1 1886 2139 753
(Fragment) OS=Mus musculus GN=Chd3 PE=1 SV=1 2 154
Chromodomain-helicase-DNA-binding protein 4 0.630914 2.980872

E9QAS4 1 1902 216.234 5.92
0S=Mus musculus GN=Chd4 PE=1 SV=1 8 154
Chromodomain-helicase-DNA-binding protein 4 2.702702 2.980872

F6WR45 1 444 50.274 5.57
(Fragment) OS=Mus musculus GN=Chd4 PE=1 SV=1 7 154
Chromodomain-helicase-DNA-binding protein 4 0.626631 2.980872

Q6PDQ2 1 1915 217.614 5.81
0S=Mus musculus GN=Chd4 PE=1 SV=1 9 154
Chd4 protein (Fragment) OS=Mus musculus GN=Chd4 1.447527 2.980872

Q99JMO0 1 829 93.963 5.19
PE=2 SV=1 1 154
Chromodomain helicase DNA-binding protein 3 0.583941 2.980872

B1AR17 1 2055 2326 6.27
0S=Mus musculus GN=Chd3 PE=1 SV=1 6 154
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Chromodomain helicase DNA-binding protein 3 0.593765 2.980872
E9Q614 1 2021 228.829 6.35
0S=Mus musculus GN=Chd3 PE=1 SV=1 5 154
5.415162 2.972988
Z4YLB7 Neuroplastin OS=Mus musculus GN=Nptn PE=1 SV=1 1 277 30.887 7.49
5 844
Neuroplastin (Fragment) OS=Mus musculus GN=Nptn 6.787330 2.972988
H3BIX4 1 221 24.388 6.1
PE=1SV=1 3 844
7.772020 2.972988
H3BKA7 Neuroplastin OS=Mus musculus GN=Nptn PE=1 SV=1 1 193 21.235 6.2
7 844
3.778337 2.972988
P97300 Neuroplastin OS=Mus musculus GN=Nptn PE=1 SV=3 1 397 44.345 7.74
5 844
Eukaryotic translation initiation factor 2B, subunit 1 3.606557 2.972242
Q3UZR8 1 305 33.795 8.32
(Alpha) OS=Mus musculus GN=Eif2b1 PE=1 SV=1 4 594
Lysosome membrane protein 2 0S=Mus musculus 2.510460 2.968351
035114 1 478 54.009 51
GN=Scarb2 PE=1 SV=3 3 364
Uncharacterized protein (Fragment) OS=Mus musculus 9.160305 2.968351
Q3TCS7 1 131 14.744 6.55
GN=Scarb2 PE=2 SV=1 3 364
Cartilage-associated protein OS=Mus musculus 2.963653
Q9CYD3 3.75 1 400 46.14 5.71
GN=Crtap PE=1 SV=3 803
Valine--tRNA ligase (Fragment) 0S=Mus musculus 2.960749
G3UYW2 25.6 3 125 13.845 9.76
GN=Vars PE=1 SV=1 865
Itgav protein (Fragment) OS=Mus musculus GN=Itgav 7.428571 2.956410
Q80Y67 1 175 19.686 6.92
PE=2 SV=1 4 408
Adaptor protein complex AP-2, mul OS=Mus musculus 2.298850 2.952525
Q5FWI9 1 435 49.623 9.54
GN=Ap2m1 PE=1 SV=1 6 854
Uncharacterized protein OS=Mus musculus GN=Ap2m1 2.298850 2.952525
Q3TH69 1 435 49.695 9.5
PE=2 SV=1 6 854
MKIAAQ109 protein (Fragment) OS=Mus musculus 2.952525
QBA0CY 2.293578 1 436 49.601 9.54
GN=Ap2ml PE=2 SV=1 854
AP-2 complex subunit mu OS=Mus musculus 2.309468 2.952525
Q3TWV4 1 433 49.358 9.54
GN=Ap2ml PE=1 SV=1 8 854
Fibrinogen gamma chain OS=Mus musculus GN=Fgg 2.522935 2.951384
Q8VCM7 1 436 49.36 5.86
PE=1SV=1 8 544
Fibrinogen gamma chain OS=Mus musculus GN=Fgg 2.951384
Q3UER8 2.48307 1 443 50.317 5.62
PE=1SV=1 544
ADA1LL1S Choline transporter-like protein 2 0S=Mus musculus 2.707581 2.950469
1 554 62.603 8.21
VG6 GN=Slc44a2 PE=1 SV=1 2 732
Uncharacterized protein OS=Mus musculus 9.615384 2.942974
Q8CEV2 1 156 16.448 7.81
GN=3000002C10Rik PE=2 SV=1 6 329
Uncharacterized protein (Fragment) OS=Mus musculus 8.163265 2.934695
Q3V1X9 1 147 16.704 5.72
GN=Camk2d PE=2 SV=1 3 721
Calcium/calmodulin-dependent protein kinase type 11
2.934695
E9PXV3 subunit delta (Fragment) OS=Mus musculus 75 1 160 18.143 5.97
721
GN=Camk2d PE=1 SV=2
F6RWZ9 Calcium/calmodulin-dependent protein kinase type II 7.100591 1 169 19.005 5.74 2.934695
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subunit delta (Fragment) OS=Mus musculus 7 721
GN=Camk2d PE=1 SV=1
Calcium/calmodulin-dependent protein kinase 11 delta
6.936416 2.934695
070459 (Fragment) OS=Mus musculus GN=Camk2d PE=2 1 173 19.475 5.74
2 721
Sv=1
ATP-binding cassette sub-family F member 1 OS=Mus 2.270011 2.929733
Q6P542 1 837 94.887 6.51
musculus GN=Abcfl PE=1 SV=1 9 992
ATP-binding cassette, sub-family F (GCN20), member 1 2272727 2.929733
Q5RL55 1 836 94,758 6.61
0S=Mus musculus GN=Abcfl PE=2 SV=1 3 992
Signal transducing adapter molecule 1 OS=Mus 1.824817 2.926204
P70297 1 548 59.733 4.84
musculus GN=Stam PE=1 SV=3 5 205
Signal transducing adaptor molecule (SH3 domain and
1.912045 2.926204
Q3TGH8 ITAM motif) 2 0S=Mus musculus GN=Stam2 PE=2 1 523 57.419 5.07
9 205
Sv=1
Uncharacterized protein OS=Mus musculus GN=Stam 1.808318 2.926204
Q3uMcCs 1 553 60.205 4.84
PE=2 SV=1 3 205
Uncharacterized protein (Fragment) OS=Mus musculus 3.952569 2.926204
Q3TPR2 1 253 27.178 4.41
GN=Stam PE=2 SV=1 2 205
Signal transducing adapter molecule 1 0S=Mus 2.164502 2.926204
Q3UGN9 1 462 51.112 4.87
musculus GN=Stam PE=1 SV=1 2 205
Proteasome endopeptidase complex OS=Mus musculus 6.666666 2.924951
Q3TEL1 1 180 20.307 5.21
GN=Psma3 PE=2 SV=1 7 792
AO0A140LI rRNA 2'-O-methyltransferase fibrillarin (Fragment) 25.88235 2.911655
2 85 8.521 101
R6 0S=Mus musculus GN=Fbl PE=1 SV=1 3 903
rRNA 2'-O-methyltransferase fibrillarin OS=Mus 6.727828 2.911655
P35550 2 327 34.286 10.24
musculus GN=Fbl PE=1 SV=2 7 903
Uncharacterized protein OS=Mus musculus GN=Fbl 6.727828 2.911655
Q3uJs2 2 327 34.355 10.3
PE=2 SV=1 7 903
Proteolipid protein 2 0S=Mus musculus GN=PIp2 PE=2 7.894736 2.907757
Q58E29 1 152 16.661 7.14
Sv=1 8 998
Proteolipid protein 2 0S=Mus musculus GN=PIp2 PE=1 7.894736 2.907757
QOVEW4 1 152 16.597 7.14
Sv=1 8 998
Axotomy induced glycoprotein 2 0S=Mus musculus 2.869757 2.907274
A9CLVE 1 453 50.475 6.28
GN=Serincl PE=1 SV=1 2 246
Uncharacterized protein (Fragment) OS=Mus musculus 8.843537 2.907274
Q8C5F9 1 147 16.892 5.19
GN=Serinc1 PE=2 SV=1 4 246
Protein SEC13 homolog OS=Mus musculus GN=Sec13 7.142857 2.903614
Q9D1IMO 1 322 35.543 5.38
PE=1SV=3 1 998
Proteasome subunit alpha type-6 OS=Mus musculus 18.86792 2.899070
EOCYT2 1 53 5.952 6.25
GN=Psma6 PE=1 SV=1 5 024
AOA1D5R E3 ubiquitin-protein ligase 0S=Mus musculus 1.699029 2.897743
1 824 94.099 7.88
M92 GN=Wwp2 PE=1 SV=1 1 464
E3 ubiquitin-protein ligase 0S=Mus musculus 1.699029 2.897743
Q3uWJu3 1 824 94.041 8.02
GN=Wwp2 PE=2 SV=1 1 464
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E3 ubiquitin-protein ligase 0S=Mus musculus 1.609195 2.897743
I3RSH5 1 870 98.699 7.11
GN=Wwp2 PE=2 SV=1 4 464
Proteasome activator complex subunit 3 (Fragment) 6.403940 2.894078
A2A41 1 203 23.391 6
0S=Mus musculus GN=Psme3 PE=1 SV=1 9 493
Proteasome activator complex subunit 3 OS=Mus 5.118110 2.894078
P61290 1 254 29.488 5.95
musculus GN=Psme3 PE=1 SV=1 2 493
Proteasome activator complex subunit 3 (Fragment) 8.441558 2.894078
A2A413 1 154 17.748 6.8
0S=Mus musculus GN=Psme3 PE=1 SV=1 4 493
Uncharacterized protein OS=Mus musculus GN=Gfpt2 3.294892 2.891234
Q3V0oX4 1 607 68.156 6.67
PE=2 SV=1 9 636
Glutamine--fructose-6-phosphate aminotransferase
2.932551 2.891234
Q97279 [isomerizing] 2 0S=Mus musculus GN=Gfpt2 PE=1 1 682 76.96 7.15
3 636
Sv=3
Macrophage migration inhibitory factor OS=Mus 13.91304 2.890697
P34884 2 115 12.496 7.34
musculus GN=Mif PE=1 SV=2 3 718
Keratin, type 11 cuticular Hb5 OS=Mus musculus 1.972386 2.889825
Q9Z2T6 1 507 55.723 6.42
GN=Krt85 PE=1 SV=2 6 583
Protein NDRG1 (Fragment) OS=Mus musculus 10.96774 2.885370
E9Q5I8 1 155 17.042 4.98
GN=Ndrgl PE=1 SV=1 2 016
Protein NDRG1 (Fragment) OS=Mus musculus 10.82802 2.885370
E9Q3F9 1 157 17.272 4.98
GN=Ndrgl PE=1 SV=1 5 016
Protein NDRG1 (Fragment) OS=Mus musculus 14.28571 2.885370
F6VLR8 1 119 12.87 5.3
GN=Ndrgl PE=1 SV=1 4 016
Protein NDRG1 (Fragment) OS=Mus musculus 9.770114 2.885370
E9PVF3 1 174 19.131 475
GN=Ndrgl PE=1 SV=1 9 016
Aspartyl aminopeptidase OS=Mus musculus GN=Dnpep 2553191 2.879700
Q8BPW9 1 470 51.63 7.42
PE=1SV=1 5 661
Aspartyl aminopeptidase OS=Mus musculus GN=Dnpep 2.526315 2.879700
Q3TVK3 1 475 52.433 7.25
PE=1SV=1 8 661
Uncharacterized protein OS=Mus musculus GN=Dnpep 2.536997 2.879700
Q8CAJ7 1 473 52174 7.42
PE=2 SV=1 9 661
2536997 2.879700
Q3usle Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 473 52.175 7.01
9 661
Aspartyl aminopeptidase OS=Mus musculus GN=Dnpep 2.536997 2.879700
Q9Z2W0 1 473 52.174 7.25
PE=1SV=2 9 661
Phosphoribosylformylglycinamidine synthase OS=Mus 2.094240 2.864370
Q5SUROD 1 1337 144538 5.67
musculus GN=Pfas PE=1 SV=1 8 823
ADADABY N-alpha-acetyltransferase 15, NatA auxiliary subunit 4.641350 2.863564
1 237 28.164 6.8
X86 (Fragment) OS=Mus musculus GN=Naa15 PE=1 SV=1 2 014
Isocitrate dehydrogenase [NADP] OS=Mus musculus 3.140096 2.862789
Q5HZJ8 1 414 46.644 7.17
GN=Idh1 PE=2 SV=1 6 869
Isocitrate dehydrogenase [NADP] OS=Mus musculus 3.140096 2.862789
Q3TJ51 1 414 46.645 7.43
GN=Idh1 PE=2 SV=1 6 869
088844 Isocitrate dehydrogenase [NADP] cytoplasmic OS=Mus 3.140096 1 414 46.644 7.17 2.862789
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musculus GN=Idh1 PE=1 SV=2 6 869
Isocitrate dehydrogenase [NADP] OS=Mus musculus 3.080568 2.862789
Q8C338 1 422 47515 6.93
GN=Idhl PE=2 SV=1 7 869
Isocitrate dehydrogenase 1 (Fragment) OS=Mus 3.439153 2.862789
QOQER9 1 378 42.563 6.38
musculus GN=Idh1 PE=2 SV=1 4 869
Uncharacterized protein (Fragment) OS=Mus musculus 1.014040 2.859771
Q8C2F9 1 1282 141.879 6.13
GN=Igf2r PE=2 SV=1 6 252
High affinity cationic amino acid transporter 1 0S=Mus 2.859048
Q09143 1.607717 1 622 67.048 7.06
musculus GN=SIc7al PE=1 SV=1 605
Uncharacterized protein OS=Mus musculus GN=SIc7al 2.859048
Q3UTL4 1.607717 1 622 67.064 7.06
PE=2 SV=1 605
Eukaryotic translation initiation factor 3 subunit 5
2.853278
BOLADO epsilon (Fragment) OS=Mus musculus GN=Eif3f PE=2 24 1 50 5.52 9.82
399
Sv=1
G patch domain-containing protein 8 0S=Mus musculus 0.465116 2.847871
A2ABAL 1 1505 164.888 7.64
GN=Gpatch8 PE=1 SV=1 3 065
Solute carrier family 16 (Monocarboxylic acid
3.404255 2.844165
Q3UDP9 transporters), member 3, isoform CRA_a OS=Mus 1 470 50.34 7.96
3 087
musculus GN=Slc16a3 PE=1 SV=1
Uncharacterized protein OS=Mus musculus GN=Slc16a3 3.404255 2.844165
Q3TMAOD 1 470 50.374 7.96
PE=2 SV=1 3 087
UDP-glucose 6-dehydrogenase (Fragment) OS=Mus 6.410256 2.840376
D3YXP9 1 156 17.139 8.46
musculus GN=Ugdh PE=1 SV=8 4 377
E3 ubiquitin-protein ligase KCMF1 OS=Mus musculus 2.887139 2.834023
Q80UY2 1 381 41.765 5.76
GN=Kcmfl PE=1 SV=1 1 237
AOAOUIR E3 ubiquitin-protein ligase KCMF1 OS=Mus musculus 2.834023
10 1 110 12.442 52
NG8 GN=Kcmfl PE=1 SV=1 237
Uncharacterized protein (Fragment) OS=Mus musculus 5.909090 2.825769
Q3TUS1 1 220 25.447 4.93
GN=Cald1l PE=2 SV=1 9 663
Caldesmon 1 (Fragment) OS=Mus musculus GN=Cald1 5.138339 2.825769
E9QIF3 1 253 29.978 5.16
PE=1SV=1 9 663
MCG133388, isoform CRA_n OS=Mus musculus 1.935483 2.825487
Q91XX4 1 930 100.581 5.34
GN=Pcdhgb6 PE=1 SV=1 9 375
MCG133388, isoform CRA_t 0S=Mus musculus 1.933404 2.825487
Q91XZ0 1 931 101.304 4.89
GN=Pcdhgal PE=1 SV=1 9 375
Protocadherin gamma A9 OS=Mus musculus 1.931330 2.825487
Q91XX9 1 932 101.145 5.12
GN=Pcdhga9 PE=1 SV=1 5 375
Protocadherin gamma subfamily A, 8 0S=Mus musculus 1.931330 2.825487
Q6PHX8 1 932 101.338 5.14
GN=Pcdhga8 PE=2 SV=1 5 375
Protocadherin gamma A7 OS=Mus musculus 1.925133 2.825487
Q91XY1 1 935 101.522 5.02
GN=Pcdhga7 PE=2 SV=1 7 375
AOAO0ABY Protocadherin gamma subfamily C, 4 0S=Mus musculus 13.74045 2.825487
1 131 13.64 9.52
VS5 GN=Pcdhgc4 PE=4 SV=1 8 375
Q8K4A8 Protocadherin gamma B2 (Fragment) OS=Mus musculus 11.04294 1 163 16.958 4.56 2.825487
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GN=Pcdhgb2 PE=2 SV=1 5 375
Protocadherin gamma B8 OS=Mus musculus 1.933404 2.825487

Q91XX2 1 931 101.098 4.84
GN=Pcdhgb8 PE=2 SV=1 9 375
MKIAAO0327 splice variant 1 (Fragment) OS=Mus 1.916932 2.825487

Q8CHES 1 939 101.882 5.08
musculus GN=Pcdhga2 PE=2 SV=1 9 375
Protocadherin gamma B2 OS=Mus musculus 1.939655 2.825487

QI91XX7 1 928 100.831 4.97
GN=Pcdhgb2 PE=1 SV=1 2 375
MKIAAOQ327 protein (Fragment) OS=Mus musculus 1.929260 2.825487

Q5DTQ9 1 933 101511 511
GN=Pcdhga8 PE=2 SV=1 5 375
MCG133388, isoform CRA_r OS=Mus musculus 1.912858 2.825487

Q91XX0 1 941 101.153 5.27
GN=Pcdhgc4 PE=1 SV=1 7 375
Uncharacterized protein (Fragment) OS=Mus musculus 2.682563 2.825487

Q3UTK9 1 671 71.36 5.67
GN=Pcdhgc4 PE=2 SV=1 3 375
Protocadherin gamma A12 (Fragment) OS=Mus 13.04347 2.825487

Q8K4A6 1 138 14.463 9.28
musculus GN=Pcdhgal2 PE=2 SV=1 8 375
Protocadherin gamma-A4 OS=Mus musculus 1.935483 2.825487

Q91XY4 1 930 100.297 4.87
GN=Pcdhga4 PE=1 SV=1 9 375
Protocadherin gamma C-VI OS=Mus musculus 2.825487

Q8K4AL 144 1 125 13.081 9.52
GN=Pcdhgb4 PE=2 SV=1 375
Pcdhgb1 protein OS=Mus musculus GN=Pcdhgbl PE=2 2.825487

Q4KMS2 2.238806 1 804 86.423 515
Sv=1 375
Protocadherin gamma B1 OS=Mus musculus 1.960784 2.825487

Q91XX8 1 918 98.805 511
GN=Pcdhgbl PE=2 SV=1 3 375
AO0A140LI Protocadherin gamma subfamily B, 8 0S=Mus musculus 1.933404 2.825487

1 931 101.068 4.84
48 GN=Pcdhgb8 PE=4 SV=1 9 375
Pr in 2C OS=Mus GN=Pcdhgal2 1.939655 2.825487

Q9Z1B0 1 928 100.24 4.94
PE=2 SV=1 2 375
Protocadherin gamma B5 OS=Mus musculus 1.943844 2.825487

Q91XX5 1 926 100.541 5.16
GN=Pcdhgb5 PE=2 SV=1 5 375
MCG133388, isoform CRA_c OS=Mus musculus 1.933404 2.825487

Q91XY6 1 931 100.91 5.02
GN=Pcdhga2 PE=2 SV=1 9 375
Protocadherin gamma A12 (Fragment) OS=Mus 1417322 2.825487

Q8K4A4 1 127 13.179 535
musculus GN=Pcdhgal2 PE=2 SV=1 8 375
MCG133388, isoform CRA_y OS=Mus musculus 1.937567 2.825487

QI91XX3 1 929 100.825 5.05
GN=Pcdhgh7 PE=1 SV=1 3 375
MCG133388, isoform CRA_f 0S=Mus musculus 1.906779 2.825487

Q91XW9 1 944 101.828 5.27
GN=Pcdhge5 PE=1 SV=1 7 375
Protocadherin gamma A3 OS=Mus musculus 1.939655 2.825487

Q91XY5 1 928 100.113 4.98
GN=Pcdhga3 PE=1 SV=1 2 375
Protocadherin gamma A11 OS=Mus musculus 1.929260 2.825487

Q91XY8 1 933 101.062 4.88
GN=Pcdhgall PE=1 SV=1 5 375
Protocadherin gamma subfamily B, 1 OS=Mus musculus 1.960784 2.825487

Q7TQF1 1 918 98.847 5.11
GN=Pcdhgbl PE=2 SV=1 3 375
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Pcdhgb7 protein OS=Mus musculus GN=Pcdhgh7 PE=2 1.933404 2.825487
QB6NXY6 1 931 100.79 5.06
sv=1 9 375
MCG133388, isoform CRA_w OS=Mus musculus 1.931330 2.825487
Q91XY3 1 932 101.344 5.02
GN=Pcdhga5 PE=2 SV=1 5 375
Pcdhgc3 protein OS=Mus musculus GN=Pcdhgc3 PE=2 3.157894 2.825487
Q4KMN6 1 570 61.425 7.03
Sv=1 7 375
Protocadherin gamma A12 OS=Mus musculus 1.931330 2.825487
Q91XY7 1 932 100.772 4.97
GN=Pcdhgal2 PE=1 SV=1 5 375
Protocadherin gamma A6 OS=Mus musculus 1.931330 2.825487
Q91XY2 1 932 101.984 4.96
GN=Pcdhga6 PE=2 SV=1 5 375
Uncharacterized protein OS=Mus musculus 1.931330 2.825487
Q8csz4 1 932 101.345 5
GN=Pcdhga5 PE=2 SV=1 5 375
Protocadherin gamma A10 OS=Mus musculus 1.935483 2.825487
Q91XY9 1 930 100.826 4.94
GN=Pcdhgal0 PE=2 SV=1 9 375
Protocadherin gamma subfamily A, 7 0S=Mus musculus 1.925133 2.825487
Q6DD96 1 935 101.496 5.02
GN=Pcdhga7 PE=1 SV=1 7 375
MCG133388, isoform CRA_m OS=Mus musculus 1.931330 2.825487
Q91XYO0 1 932 101.41 5.11
GN=Pcdhga8 PE=1 SV=1 5 375
Protocadherin gamma B4 OS=Mus musculus 1.973684 2.825487
Q91XX6 1 912 99.182 5.01
GN=Pcdhgb4 PE=1 SV=1 2 375
Protocadherin gamma B2 (Fragment) OS=Mus musculus 10.34482 2.825487
Q8K4A9 1 174 18.242 5.58
GN=Pcdhgb2 PE=2 SV=1 8 375
A0A1BOG 60S ribosomal protein L18 (Fragment) OS=Mus 19.04761 2.823382
2 126 14.62 118
SA8 musculus GN=Rpl18 PE=1 SV=1 9 854
AO0A1L1S Pyruvate kinase PKM (Fragment) OS=Mus musculus 21.56862 2.822440
1 51 5.565 6.23
VH2 GN=Pkm PE=1 SV=1 7 863
Plasminogen activator inhibitor 1 RNA-binding protein 3.990024 2.811080
Q3UMP4 1 401 43.979 8.54
0S=Mus musculus GN=Serbp1 PE=1 SV=1 9 217
Uncharacterized protein OS=Mus musculus GN=Serbp1 4.145077 2.811080
Q3UEI6 1 386 4221 8.44
PE=2 SV=1 7 217
AOAON4S Plasminogen activator inhibitor 1 RNA-binding protein 7.582938 2.811080
1 211 22.689 10.13
WH2 0S=Mus musculus GN=Serbp1 PE=1 SV=1 4 217
Uncharacterized protein OS=Mus musculus GN=Serbp1 4.145077 2.811080
Q3Vv274 1 386 42.167 8.09
PE=2 SV=1 7 217
Uncharacterized protein OS=Mus musculus GN=Serbp1 4.081632 2.811080
Q3UJK2 1 392 42.888 8.44
PE=2 SV=1 7 217
Plasminogen activator inhibitor 1 RNA-binding protein 3.931203 2.811080
QICY58 1 407 44,687 8.54
0S=Mus musculus GN=Serbpl PE=1 SV=2 9 217
AOAON4S Plasminogen activator inhibitor 1 RNA-binding protein 10.32258 2.811080
1 155 17.026 9.54
UN8 0S=Mus musculus GN=Serbpl PE=1 SV=1 1 217
AOAON4S Plasminogen activator inhibitor 1 RNA-binding protein 4.419889 2.811080
1 362 39.621 8.47
V32 0S=Mus musculus GN=Serbpl PE=1 SV=1 5 217
AOAON4S Plasminogen activator inhibitor 1 RNA-binding protein 10.88435 2.811080
1 147 16.068 9.66
uQ1 0S=Mus musculus GN=Serbpl PE=1 SV=1 4 217
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Hnrpf protein (Fragment) OS=Mus musculus 5.319148 2.810670

Q8R582 1 188 20.326 4.92
GN=Hnrnpf PE=2 SV=1 9 614
Uncharacterized protein (Fragment) OS=Mus musculus 3.676470 2.810670

Q3TNG9 1 272 29.413 6.34
GN=Hnrnphl PE=2 SV=1 6 614
Uncharacterized protein OS=Mus musculus GN=Gnb4 3.235294 2.806549

Q3TY18 1 340 37.383 6.34
PE=2 SV=1 1 788
SUMO-activating enzyme subunit 2 (Fragment) 10.60606 2.806246

H3BLM2 1 132 14.872 525
0S=Mus musculus GN=Uba2 PE=1 SV=1 1 281
SUMO-activating enzyme subunit 2 (Fragment) 9.459459 2.806246

H3BLR3 1 148 16.559 5.59
0S=Mus musculus GN=Uba2 PE=1 SV=1 5 281
Nap1l4 protein OS=Mus musculus GN=Nap1l4 PE=1 2.590673 2.805776

B7ZNL2 1 386 43.907 4.68
Sv=1 6 358
Nucleosome assembly protein 1-like 1 0S=Mus 2.717391 2.805776

Q3TF41 1 368 42.706 4.55
musculus GN=Nap1l1 PE=1 SV=1 3 358
AO0A140L Nucleosome assembly protein 1-like 4 (Fragment) 2.805776

4.56621 1 219 25.386 5.33
JB5 0S=Mus musculus GN=Nap1l4 PE=1 SV=1 358
Nucleosome assembly protein 1-like 1 0S=Mus 2.610966 2.805776

Q8BSH9 1 383 44.57 4.56
musculus GN=Nap1l1 PE=1 SV=1 1 358
Nucleosome assembly protein 1-like 1 0S=Mus 2.392344 2.805776

E9PW66 1 418 48.513 4.48
musculus GN=Nap1l1 PE=1 SV=1 5 358
Nucleosome assembly protein 1-like 4 OS=Mus 2.666666 2.805776

A2RSB1 1 375 42.653 4.67
musculus GN=Nap1l4 PE=1 SV=1 7 358
Nucleosome assembly protein 1-like 1 OS=Mus 2.557544 2.805776

P28656 1 391 45.317 4.46
musculus GN=Nap1l1 PE=1 SV=2 8 358
Uncharacterized protein OS=Mus musculus GN=Nap114 2.369668 2.805776

Q8C1w9 1 422 47.332 473
PE=2 SV=1 2 358
Uncharacterized protein (Fragment) OS=Mus musculus 8.433734 2.805768

Q3TUR4 1 166 18.17 9.28
GN=Ddx3y PE=2 SV=1 9 251
Uncharacterized protein (Fragment) OS=Mus musculus 3.389830 2.805429

Q8C8x8 1 295 33.069 6.37
GN=ltga3 PE=2 SV=1 5 697
Ras-related protein Rab-5C (Fragment) OS=Mus 13.25301 2.796709

A2A5F5 1 83 8.947 7.99
musculus GN=Rab5c¢ PE=1 SV=1 2 299
RAB5B, member RAS oncogene family, isoform 2.796709

Q8C458 6.547619 1 168 18.887 8.28
CRA_b 0S=Mus musculus GN=Rab5b PE=2 SV=1 299
Ras-related protein Rab-5A OS=Mus musculus 5.116279 2.796709

Q9CcQD1 1 215 23584 8.15
GN=Rab5a PE=1 SV=1 1 299
Ras-related protein Rab-5B OS=Mus musculus 5.116279 2.796709

P61021 1 215 23.692 8.13
GN=Rab5b PE=1 SV=1 1 299
4.803493 2.796709

QOPD56 Rab5B OS=Mus musculus GN=Rab5b PE=2 SV=1 1 229 25.259 6.92
4 299
Ras-related protein Rab-5C (Fragment) OS=Mus 32.35294 2.796709

A2A5F6 1 34 3.338 10.29
musculus GN=Rab5c PE=1 SV=8 1 299
Retinoic acid-induced protein 3 0S=Mus musculus 3.932584 2.792422

Q8BHL4 1 356 40.075 7.62
GN=Gprc5a PE=1 SV=1 3 533
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G protein-coupled receptor, family C, group 5, member 3.932584 2.792422

G5E8C3 1 356 40.07 7.85
A 0S=Mus musculus GN=Gprc5a PE=1 SV=1 3 533
Uncharacterized protein OS=Mus musculus GN=Capzb 3.676470 2.792417

Q3TVK4 1 272 30.6 5.81
PE=2 SV=1 6 765
1.648351 2.791665

Q3UE11 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 728 83.514 6.54
6 792
Procollagen-lysine,2-oxoglutarate 5-dioxygenase 1 1.648351 2.791665

Q9ROE2 1 728 83.542 6.54
0S=Mus musculus GN=Plod1 PE=1 SV=1 6 792
3.296703 2.791665

Q91726 Plod1 protein OS=Mus musculus GN=Plod1 PE=2 SV=1 1 364 42.261 5.95
3 792
Uncharacterized protein (Fragment) OS=Mus musculus 3.917910 2.789491

Q3UDA2 1 536 59.375 517
GN=Dyncli2 PE=2 SV=1 4 892
Alpha-galactosidase A 0S=Mus musculus GN=Gla 2.147971 2.789237

P51569 1 419 47611 5.72
PE=1SV=1 4 738
Uncharacterized protein OS=Mus musculus GN=Gla 2.137767 2.789237

Q3UM38 1 421 41.7 5.58
PE=2 SV=1 2 738
Uncharacterized protein OS=Mus musculus GN=Gla 2.137767 2.789237

Q3TLY5 1 421 47.758 5.48
PE=2 SV=1 2 738
Alpha-galactosidase A (Fragment) 0S=Mus musculus 11.68831 2789237

A2BDV6 1 7 8.605 6.51
GN=Gla PE=1 SV=1 2 738
Alpha-galactosidase A OS=Mus musculus GN=Gla 2.137767 2.789237

Q8BGZ6 1 421 47.814 5.72
PE=1SV=1 2 738
AOAIW2 ATP-dependent 6-phosphofructokinase, liver type 7.185628 2.788543

1 167 17.715 5.24
P7T1 (Fragment) OS=Mus musculus GN=Pfkl PE=1 SV=1 7 463
Uncharacterized protein OS=Mus musculus GN=Etf1 2.785768

Q3TDF8 4.576659 1 437 48.973 571
PE=2 SV=1 747
Uncharacterized protein OS=Mus musculus GN=Etf1 5.167958 2.785768

Q3U6V5 1 387 43.544 5.38
PE=2 SV=1 7 747
Uncharacterized protein OS=Mus musculus GN=Etf1 2.785768

Q3TF02 4.576659 1 437 48.999 5.83
PE=2 SV=1 747
Eukaryotic peptide chain release factor subunit 1 2.785768

Q8BWY3 4.576659 1 437 49 571
0S=Mus musculus GN=Etf1 PE=1 SV=4 747
Uncharacterized protein OS=Mus musculus GN=Etf1 2.785768

Q3TL10 4.576659 1 437 48.942 5.83
PE=2 SV=1 747
ERF1 (Fragment) OS=Mus musculus GN=Etf1 PE=2 5.917159 2.785768

P70199 1 338 38.241 51
Sv=1 8 747
Transmembrane 9 superfamily member OS=Mus 2.479338 2.782568

Q3UH23 1 484 56.215 7.55
musculus GN=Tm9sf3 PE=2 SV=1 8 216
Transmembrane 9 superfamily member (Fragment) 1.907790 2.782568

Q571B0 1 629 72.081 8.44
0S=Mus musculus GN=Tm9sf3 PE=2 SV=1 1 216
Transmembrane 9 superfamily member 3 OS=Mus 2.782568

Q9ET30 2.044293 1 587 67.5 7.21
musculus GN=Tm9sf3 PE=1 SV=1 216
COP9 signalosome complex subunit 6 (Fragment) 19.67213 2.781673

F6QK86 1 122 13.454 5.25
0S=Mus musculus GN=Cops6é PE=1 SV=1 1 193
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Vim protein (Fragment) OS=Mus musculus GN=Vim 6.422018 2.780733

A4IF59 1 218 24.794 8.1
PE=2 SV=1 3 347
8.163265 2.768320

Q9ROV2 Annexin 0S=Mus musculus GN=Anxa4 PE=2 SV=1 1 196 21.914 4.98
3 799
8.163265 2.768320

S4R1F2 Annexin OS=Mus musculus GN=Anxa4 PE=1 SV=1 1 196 21.854 4.98
3 799
7.655502 2.768320

Q8BSL2 Annexin OS=Mus musculus GN=Anxa4 PE=2 SV=1 1 209 23.309 515
4 799
DEAD (Asp-Glu-Ala-Asp) box polypeptide 17 0S=Mus 4.444444 2.755316

Q8K392 1 270 29.014 9.16
musculus GN=Ddx17 PE=2 SV=2 4 019
Uncharacterized protein (Fragment) OS=Mus musculus 5.240174 2.755316

Q3U6Y5 1 229 2432 9.95
GN=Ddx17 PE=2 SV=1 7 019
Glutathione S-transferase theta-1 OS=Mus musculus 4583333 2752821

Q64471 1 240 27.356 7.27
GN=Gsttl PE=1 SV=4 3 445
Uncharacterized protein OS=Mus musculus GN=Gstt1 4.583333 2.752821

QIDCY6 1 240 27.409 7.58
PE=2 SV=1 3 445
A0A140L Serpin H1 (Fragment) OS=Mus musculus GN=Serpinhl 20.68965 2.749630

2 203 21.635 8.75
HR4 PE=1SV=1 5 451
AO0A140L Serpin H1 (Fragment) OS=Mus musculus GN=Serpinhl 13.04347 2.749630

1 115 11.809 8.15
HKO PE=1SV=1 8 451
16.32653 2.745368

P20352 Tissue factor OS=Mus musculus GN=F3 PE=1 SV=2 2 294 32914 9.32
1 004
AOAOR4] 16.32653 2.745368

Tissue factor OS=Mus musculus GN=F3 PE=1 SV=1 2 294 32.902 9.32
088 1 004
8.843537 2.745368

Q8R3Q1 Tissue factor OS=Mus musculus GN=F3 PE=2 SV=1 1 294 32.901 9.41
4 004
Ribosomal protein 10 (Fragment) OS=Mus musculus 16.16766 2.740905

B7FAU6 1 167 18.777 9.67
GN=Rpl10 PE=4 SV=1 5 762
60S ribosomal protein L10-like OS=Mus musculus 12.61682 2.740905

P86048 1 214 24542 10.11
GN=Rpl10l PE=2 SV=1 2 762
A0A1BOG 60S ribosomal protein L10 (Fragment) OS=Mus 2.740905

16.26506 1 166 18.679 9.67
XC3 musculus GN=Rpl10 PE=4 SV=1 762
2.740905

089059 QM protein (Fragment) OS=Mus musculus PE=2 SV=1 20 1 135 15.138 9.79
762
0.403458 2.738710

E9Q7Q0 Mucin-4 OS=Mus musculus GN=Muc4 PE=1 SV=1 1 3470 368.185 7.33
2 165
Mucin Muc4 (Fragment) OS=Mus musculus GN=Muc4 0.997861 2.738710

QIQXG1 1 1403 154,572 6.43
PE=2 SV=1 7 165
Mucin-4 (Fragment) OS=Mus musculus GN=Muc4 0.999286 2.738710

F6R2G3 1 1401 154.324 6.43
PE=1SV=1 2 165
0.406622 2.738710

Q8JzmM8 Mucin-4 OS=Mus musculus GN=Muc4 PE=2 SV=1 1 3443 364.941 7.43
1 165
Lupus La protein homolog (Fragment) OS=Mus 4.782608 2.737245

F6SXM5 1 230 26.257 10.07
musculus GN=Ssb PE=1 SV=1 7 56
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Neurogenic locus notch homolog protein 2 0S=Mus 0.485240 2.734116

G5E8J0 1 2473 265.454 5.22
musculus GN=Notch2 PE=1 SV=1 6 793
Uncharacterized protein (Fragment) OS=Mus musculus 1.039861 2.734116

Q3u1w7 1 1154 125.643 5.49
GN=Notch2 PE=2 SV=1 4 793
Neurogenic locus notch homolog protein 2 0S=Mus 2.734116

035516 0.48583 1 2470 265.149 5.22
musculus GN=Notch2 PE=1 SV=1 793
Protein misato homolog 1 OS=Mus musculus 1.978417 2.727995

E9PUB7 1 556 61.169 6.46
GN=Mstol PE=1 SV=1 3 157
Protein misato homolog 1 OS=Mus musculus 1.877133 2.727995

D3YX87 1 586 64.188 8.05
GN=Mstol PE=1 SV=1 1 157
Protein misato homolog 1 OS=Mus musculus 1.978417 2.727995

Q2YDW2 1 556 61.192 6.49
GN=Mstol PE=1 SV=1 3 157
AO0A140L Glutaminyl-tRNA synthetase (Fragment) OS=Mus 3.519061 2.721366

1 341 38.411 6.55
HZ5 musculus GN=Qars PE=1 SV=1 6 882
AO0A140LI Glutaminyl-tRNA synthetase (Fragment) OS=Mus 2.721366

10.25641 1 117 13.257 7.55
z4 musculus GN=Qars PE=1 SV=1 882
Uncharacterized protein (Fragment) OS=Mus musculus 1111111 2.719938

Q3Vv486 1 929 103 5.29
GN=Pcbp2 PE=2 SV=1 1 517
Predicted gene 12117 OS=Mus musculus GN=Gm12117 5.298013 2.719146

VIGXKO 1 151 16.285 8.66
PE=4 SV=1 2 729
Proteasome subunit beta type OS=Mus musculus 2.718034

D3YUM8 7.804878 1 205 22.96 6.89
GN=Gm4950 PE=1 SV=1 744
Uncharacterized protein OS=Mus musculus 2.713571

Q3THB3 2.173913 1 690 73.692 8.75
GN=Hnrnpm PE=1 SV=1 31
Heterogeneous nuclear ribonucleoprotein M (Fragment) 6.172839 2.713571

F6W322 1 243 25.458 7.06
0S=Mus musculus GN=Hnrnpm PE=1 SV=1 5 31
Uncharacterized protein OS=Mus musculus 2.713571

Q3TW40 2.173913 1 690 73.72 8.75
GN=Hnrnpm PE=2 SV=1 31
MKIAA4193 protein (Fragment) OS=Mus musculus 2.133712 2.713571

Q57020 1 703 75.132 8.85
GN=Hnrnpm PE=2 SV=1 7 31
Heterogeneous nuclear ribonucleoprotein M OS=Mus 2.713571

B8JK33 2.34375 1 640 68.117 8.32
musculus GN=Hnrnpm PE=1 SV=1 31
Heterogeneous nuclear ribonucleoprotein M OS=Mus 2.209131 2.713571

B8IK32 1 679 72.022 8.12
musculus GN=Hnrnpm PE=1 SV=1 1 31
Uncharacterized protein (Fragment) OS=Mus musculus 4.098360 2.713571

Q3TQ66 1 366 38.789 8.73
GN=Hnrnpm PE=2 SV=1 7 31
Uncharacterized protein OS=Mus musculus 2.209131 2.713571

Q3TL61 1 679 72.032 8.12
GN=Hnrnpm PE=2 SV=1 1 31
AO0A1S6G Uncharacterized protein OS=Mus musculus 1.854140 2.713571

1 809 86.437 9.11
Wis GN=Hnrnpm PE=2 SV=1 9 31
Heterogeneous nuclear ribonucleoprotein M OS=Mus 2.057613 2.713571

Q9DOE1 1 729 77.597 8.63
musculus GN=Hnrnpm PE=1 SV=3 2 31
U3 small nucleolar RNA-associated protein 4 homolog 2.040816 2.709121

Q8R2N2 1 686 76.861 8.87
0S=Mus musculus GN=Utp4 PE=2 SV=3 3 227

186




Uncharacterized protein OS=Mus musculus GN=Utp4 2.040816 2.709121

Q3UWJY3 1 686 76.838 8.87
PE=2 SV=1 3 227
Pr in Fat 3 0S=Mus GN=Fat3 PE=1 0.197758 2.708563

E9QK16 1 4551 501.28 4.87
Sv=1 7 805
Pr in Fat 3 0S=Mus GN=Fat3 PE=1 0.197585 2.708563

Q8BNA6 1 4555 501.698 4.87
Sv=2 1 805
Coatomer subunit gamma-2 OS=Mus musculus 1.377726 2.702693

QIQXK3 1 871 97.617 5.8
GN=Copg2 PE=1 SV=1 8 939
AOAOUIR Fatty acid synthase (Fragment) OS=Mus musculus 2.700820

50 1 24 2.693 3.95
PP5 GN=Fasn PE=1 SV=1 446
Protein arginine N-methyltransferase 5 0S=Mus 20.63492 2.690491

S4R295 1 63 6.372 525
musculus GN=Prmt5 PE=1 SV=1 1 915
AODAOR4] Protein arginine N-methyltransferase 5 0S=Mus 2.040816 2.690491

1 637 72.692 6.34
049 musculus GN=Prmt5 PE=1 SV=1 3 915
Protein arginine N-methyltransferase 5 0S=Mus 6.750392 2.690491

Q8CIG8 2 637 72.634 6.42
musculus GN=Prmt5 PE=1 SV=3 5 915
Uncharacterized protein (Fragment) OS=Mus musculus 2.525252 2.676046

Q8BTM5 1 396 43.332 9.6
GN=Slc2al PE=2 SV=1 5 133
2900073G15Rik protein (Fragment) OS=Mus musculus 18.69158 2.675672

Q922W7 1 107 12.365 435
GN=Myl12a PE=2 SV=1 9 054
11.62790 2.675672

Q6ZWQ9 MCG5400 OS=Mus musculus GN=Myl12a PE=1 SV=1 1 172 19.883 481
7 054
Uncharacterized protein OS=Mus musculus GN=Myl12a 11.62790 2.675672

QICXD2 1 172 19.862 491
PE=2 SV=1 7 054
Uncharacterized protein OS=Mus musculus GN=Myl12a 11.62790 2.675672

Q9D6E6 1 172 19.849 481
PE=2 SV=1 7 054
Myosin regulatory light chain 12B OS=Mus musculus 11.62790 2.675672

Q3THE2 1 172 19.767 4.84
GN=Myl12b PE=1 SV=2 7 054
T-complex protein 1 subunit delta OS=Mus musculus 13.55932 2.671885

G3UXG2 1 59 6.176 118
GN=Cct4 PE=1 SV=1 2 967
T-complex protein 1 subunit delta OS=Mus musculus 17.02127 2.671885

G3UXF3 1 47 4.77 10.42
GN=Cct4 PE=1 SV=1 7 967
10.34482 2.668974

G3UWL7 Histone H2A OS=Mus musculus GN=H2afz PE=1 SV=1 1 87 9.113 10.78
8 638
0.655737 2.665918

Q8K1G2 Limbin OS=Mus musculus GN=Evc2 PE=1 SV=1 1 1220 137.553 6.2
7 35
Predicted gene 17190 OS=Mus musculus GN=Gm17190 5.882352 2.664049

VIGX38 1 357 37.703 8.85
PE=1SV=1 9 387
AO0A0G2]) Transmembrane 4 L6 family member 1 (Fragment) 6.617647 2.663346

1 136 14.715 5.05
GU1 0S=Mus musculus GN=Tm4sfl PE=4 SV=4 1 291
Transmembrane 4 L6 family member 1 OS=Mus 4.455445 2.663346

Q64302 1 202 22.228 5.73
musculus GN=Tm4sfl PE=1 SV=1 5 291
Uncharacterized protein OS=Mus musculus GN=Tm4sf1 4.455445 2.663346

Q3UzZY2 1 202 22.252 6.02
PE=2 SV=1 5 291
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Protein disulfide-isomerase 0S=Mus musculus 3.929273 2660940

Q3UA23 1 509 57.022 4.92
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase 0S=Mus musculus 3.929273 2.660940

Q3TWE3 1 509 57.051 4.88
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase 0S=Mus musculus 3.929273 2.660940

Q3uU738 1 509 57.067 4.88
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase 0S=Mus musculus 3.929273 2.660940

Q3UBY9 1 509 57.099 4.88
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase OS=Mus musculus 3.929273 2.660940

Q3TGS0 1 509 57.008 4.86
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase (Fragment) OS=Mus 2.660940

Q3UDR2 3.960396 1 505 56.566 4.89
musculus GN=P4hb PE=2 SV=1 886
Protein disulfide-isomerase OS=Mus musculus 3.929273 2.660940

Q3TF72 1 509 57.053 4.88
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase OS=Mus musculus 3.929273 2.660940

Q3URP6 1 509 56.963 4.88
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase (Fragment) OS=Mus 5.194805 2.660940

Q3TT76 1 385 43.005 5.14
musculus GN=P4hb PE=2 SV=1 2 886
Protein disulfide-isomerase OS=Mus musculus 3.929273 2.660940

Q3THC3 1 509 57.053 4.88
GN=P4hb PE=2 SV=1 1 886
Protein disulfide-isomerase 0S=Mus musculus 3.929273 2.660940

P09103 1 509 57.023 4.88
GN=P4hb PE=1 SV=2 1 886
Protein disulfide-isomerase 0S=Mus musculus 3.929273 2.660940

Q3UJA8 1 509 56.951 4.89
GN=P4hb PE=2 SV=1 1 886
Amino acid transporter OS=Mus musculus GN=SIc1a5 2.877697 2.660736

Q5U647 2 556 58.301 6.86
PE=2 SV=1 8 561
Amino acid transporter OS=Mus musculus GN=SIc1a5 2.882882 2.660736

Q3UFR4 2 555 58.327 7.44
PE=2 SV=1 9 561
Amino acid transporter OS=Mus musculus GN=SIc1a5 2.882882 2.660736

Q9ESU7 2 555 58.385 712
PE=1SV=1 9 561
ADA087TW Nucleolar protein 58 (Fragment) OS=Mus musculus 5.235602 2.660573

1 191 21.752 515
SL8 GN=Nop58 PE=1 SV=1 1 721
Keratin, type 1 cuticular Hb4 OS=Mus musculus 1.160862 2.643355

Q99IM73 1 603 64.943 7.84
GN=Krt84 PE=2 SV=2 4 608
Keratin, type Il cytoskeletal 7 OS=Mus musculus 1531728 2.643355

QIDCV7 1 457 50.678 5.87
GN=Krt7 PE=1 SV=1 7 608
Uncharacterized protein (Fragment) OS=Mus musculus 8.510638 2.643121

QICwi12 1 141 16.318 4.25
GN=Hsp90b1 PE=2 SV=1 3 004
Uncharacterized protein (Fragment) OS=Mus musculus 2.641808

Q8BWS6 8 1 150 16.592 5.05
GN=Adk PE=2 SV=1 748
Proteasome subunit alpha type-3 OS=Mus musculus 25.71428 2.641728

E0CZ34 1 35 38 491
GN=Psma3 PE=1 SV=1 6 878
Proteasome subunit alpha type-3 OS=Mus musculus 2.641728

F8WH02 225 1 40 4.454 4.28
GN=Psma3 PE=1 SV=1 878
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Proteasome subunit alpha type-3 OS=Mus musculus 17.30769 2.641728

EOCYL6 1 52 5.687 10.4
GN=Psma3 PE=1 SV=1 2 878
Uncharacterized protein (Fragment) OS=Mus musculus 4.761904 2.631495

Q3UR81 1 189 21735 9.01
GN=Smc4 PE=2 SV=1 8 476
Uncharacterized protein OS=Mus musculus 1.317957 2.630057

Q3TA69 1 607 66.033 5.4
GN=Raplgdsl PE=2 SV=1 2 812
Uncharacterized protein OS=Mus musculus 1.317957 2.630057

Q3TPS9 1 607 66.048 535
GN=Raplgdsl PE=2 SV=1 2 812
RAP1, GTP-GDP dissociation stimulator 1 0S=Mus 1.433691 2.630057

E9Q6Q4 1 558 60.754 543
musculus GN=Rap1gds1 PE=1 SV=1 8 812
1.470588 2.630057

Q8BKHO Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 544 59.131 5.74
2 812
Uncharacterized protein OS=Mus musculus 1.317957 2.630057

Q3TLU4 1 607 66.084 5.45
GN=Raplgdsl PE=2 SV=1 2 812
ADA0G2) RAP1, GTP-GDP dissociation stimulator 1 OS=Mus 1.470588 2.630057

1 544 59.103 5.74
GC8 musculus GN=Raplgds1 PE=1 SV=1 2 812
RAP1, GTP-GDP dissociation stimulator 1 0S=Mus 1317957 2.630057

E9Q912 1 607 66.034 5.35
musculus GN=Rap1gds1 PE=1 SV=1 2 812
RAP1, GTP-GDP dissociation stimulator 1 0S=Mus 2.630057

Q3TU36 1.320132 1 606 65.963 5.35
musculus GN=Rap1gds1 PE=1 SV=1 812
Raplgdsl protein OS=Mus musculus GN=Rap1gds1 1.433691 2.630057

16L967 1 558 60.776 5.57
PE=2 SV=1 8 812
60S ribosome subunit biogenesis protein NIP7 homolog 10.55555 2.618084

QICXK8 1 180 20.438 8.24
0S=Mus musculus GN=Nip7 PE=1 SV=1 6 431
AO0A1D5R Ras-related protein Rab-4A (Fragment) OS=Mus 11.45833 2.611845

1 96 10.824 8.94
MH1 musculus GN=Rab4a PE=1 SV=1 3 732
Ras-related protein Rab-26 OS=Mus musculus 3.728813 2.611845

H3BLG3 1 295 32.609 9.73
GN=Rab26 PE=1 SV=1 6 732
Ras-related protein Rab-3A OS=Mus musculus 2.611845

P63011 5 1 220 24.954 5.03
GN=Rab3a PE=1 SV=1 732
Ras-related protein Rab-37 OS=Mus musculus 4.932735 2.611845

Q9IKM7 1 223 24.64 573
GN=Rab37 PE=1 SV=2 4 732
RAB4A, member RAS oncogene family OS=Mus 5.164319 2.611845

B2RRN5 1 213 23.891 6.07
musculus GN=Rab4a PE=2 SV=1 2 732
Uncharacterized protein OS=Mus musculus GN=Rab4b 5.472636 2.611845

Q3usc3 1 201 21.882 6.02
PE=2 SV=1 8 732
RAB6, member RAS oncogene family, isoform CRA_c 5.288461 2.611845

Q3U4wWs5 1 208 23531 5.54
0S=Mus musculus GN=Rab6a PE=2 SV=1 5 732
Ras-related protein Rab-15 OS=Mus musculus 2.611845

D3YWS1 6.010929 1 183 21.183 5.49
GN=Rab15 PE=1 SV=1 732
Uncharacterized protein OS=Mus musculus GN=Rab33b 4.888888 2.611845

Q3TCY0 1 225 25.302 7.93
PE=2 SV=1 9 732
Ras-related protein Rab-3D (Fragment) OS=Mus 10.37735 2.611845

D3YWL1 1 106 12.046 8.97
musculus GN=Rab3d PE=1 SV=1 8 732
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Ras-related protein Rab-14 OS=Mus musculus 7.284768 2.611845
A2AL34 1 151 17.124 7.37

GN=Rab14 PE=1 SV=1 2 732

Ras-related protein Rab-6B OS=Mus musculus 5.288461 2.611845
P61294 1 208 23.447 5.53

GN=Rab6b PE=1 SV=1 5 732

Ras-related protein Rab-26 OS=Mus musculus 5.583756 2.611845
Q8BNU1 1 197 20.736 9.58

GN=Rab26 PE=2 SV=1 3 732

RAB37, member of RAS oncogene family OS=Mus 4.932735 2.611845
Q544E8 1 223 247 573

musculus GN=Rab37 PE=1 SV=1 4 732

Ras-related protein Rab-4A OS=Mus musculus 5.045871 2.611845
P56371 1 218 24393 6.07

GN=Rab4a PE=1 SV=2 6 732

Ras-related protein Rab-4B OS=Mus musculus 5.164319 2.611845
Q91ZR1 1 213 23614 6.06

GN=Rab4b PE=1 SV=2 2 732

RAB3C, member RAS oncogene family, isoform 6.508875 2.611845
QICXSs2 1 169 19.421 54

CRA_d 0S=Mus musculus GN=Rab3c PE=2 SV=1 7 732

Ras-related protein Rab-30 OS=Mus musculus 5.418719 2.611845
Q92359 1 203 23.044 4.97

GN=Rah30 PE=1 SV=1 2 732

Ras-related protein Rab-3D OS=Mus musculus 5.022831 2.611845
P35276 1 219 24.401 493

GN=Rab3d PE=1 SV=1 1 732

RAB33B, member of RAS oncogene family, isoform 4.803493 2.611845
QOPD21 1 229 25.75 7.69

CRA_a 0S=Mus musculus GN=Rab33b PE=1 SV=1 4 732

Uncharacterized protein OS=Mus musculus GN=Rab33b 4.166666 2.611845
Q3TQ93 1 264 29.564 8.69

PE=2 SV=1 7 732

Ras-related protein Rab-15 (Fragment) OS=Mus 9.649122 2.611845
D3YYX5 1 114 13.382 5.58

musculus GN=Rab15 PE=1 SV=1 8 732

RIKEN cDNA 1810048P08, isoform CRA_b OS=Mus 7.333333 2.611845
D3z444 1 150 16.567 8.78

musculus GN=Rab43 PE=1 SV=1 3 732

Ras-related protein Rab-15 (Fragment) OS=Mus 7.971014 2.611845
D3Z1A7 1 138 16.173 7.33

musculus GN=Rab15 PE=1 SV=1 5 732

RAB3D, member RAS oncogene family, isoform 8.088235 2.611845
D3YW33 1 136 15.687 9.17

CRA_b 0S=Mus musculus GN=Rab3d PE=1 SV=1 3 732

RAB3B, member RAS oncogene family, isoform CRA_a 5.022831 2.611845
QOPD62 1 219 24741 511

0S=Mus musculus GN=Rab3b PE=1 SV=1 1 732

Ras-related protein Rab-15 OS=Mus musculus 2.611845
D3YTZ8 6.626506 1 166 19.162 53

GN=Rab15 PE=1 SV=1 732

MCG12848, isoform CRA_a OS=Mus musculus 4.230769 2.611845
Q148R0 1 260 28.601 9.31

GN=Rah26 PE=2 SV=1 2 732

RAB39B, member RAS oncogene family OS=Mus 5.164319 2.611845
QOPD14 1 213 24621 7.83

musculus GN=Rab39b PE=1 SV=1 2 732

Ras-related protein Rab-12 OS=Mus musculus 3.780068 2.611845
A2CG35 1 291 32.218 8.84

GN=Rab12 PE=1 SV=1 7 732

Ras-related protein Rab-3C OS=Mus musculus 2.611845
P62823 4.845815 1 227 25.856 5.24

GN=Rab3c PE=1 SV=1 732

Uncharacterized protein OS=Mus musculus GN=Rab3c 4.888888 2.611845
Q3TU26 1 225 25.607 5.14

PE=2 SV=1 9 732
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Ras-related protein Rab-12 OS=Mus musculus 2.611845

P35283 4.526749 1 243 27.311 8.41
GN=Rab12 PE=1 SV=3 732
Ras-related protein Rab-39A OS=Mus musculus 5.069124 2.611845

Q8BHDO 1 217 24.962 7.06
GN=Rab39a PE=1 SV=1 4 732
Ras-related protein Rab-3B OS=Mus musculus 4.824561 2.611845

A2A7TZ6 1 228 25.926 5.22
GN=Rab3b PE=1 SV=1 4 732
AO0A140L Ras-related protein Rab-30 (Fragment) OS=Mus 10.28037 2.611845

1 107 12.243 5.48
HW9 musculus GN=Rab30 PE=1 SV=1 4 732
AOALL1S Ras-related protein Rab-6B OS=Mus musculus 2.611845

13.75 1 80 9.319 5.45
RS6 GN=Rab6b PE=1 SV=1 732
RAB37, member of RAS oncogene family, isoform 5.092592 2.611845

Q8BQX0 1 216 24134 6.7
CRA_a 0S=Mus musculus GN=Rab37 PE=1 SV=1 6 732
Ras-related protein Rab-4B OS=Mus musculus 10.67961 2.611845

S4R232 1 103 11.425 9.16
GN=Rab4b PE=1 SV=1 2 732
RIKEN cDNA 1810048P08, isoform CRA_c OS=Mus 5.238095 2.611845

QOPD10 1 210 23.249 5.86
musculus GN=Rab43 PE=1 SV=1 2 732
Ras-related protein Rab-6A OS=Mus musculus 6.285714 2.611845

D3YV69 1 175 19.949 5.07
GN=Rab6a PE=1 SV=1 3 732
Uncharacterized protein OS=Mus musculus GN=Rab26 2.611845

Q8BRMS8 6.010929 1 183 19.494 9.44
PE=2 SV=1 732
Ras-related protein Rab-6A OS=Mus musculus 5.288461 2.611845

P35279 1 208 23575 5.54
GN=Rab6a PE=1 SV=4 5 732
2.609750

P45591 Cofilin-2 0S=Mus musculus GN=CfI2 PE=1 SV=1 6.626506 1 166 18.698 7.88
032
Uncharacterized protein OS=Mus musculus GN=Ahsg 2.028985 2.606801

Q3TIU3 1 345 37.274 6.4
PE=2 SV=1 5 033
Alpha-2-HS-glycoprotein OS=Mus musculus GN=Ahsg 2.028985 2.606801

P29699 1 345 37.302 6.51
PE=1SV=1 5 033
Uncharacterized protein OS=Mus musculus GN=Ahsg 2.028985 2.606801

Q3UEKS5 1 345 37.256 6.51
PE=2 SV=1 5 033
H-caldesmon (Fragment) OS=Mus musculus GN=Cald1 5.607476 2.604383

Q8VvD79 1 321 37.232 525
PE=2 SV=1 6 23
3.385416 2.604383

E9QA15 Caldesmon 1 OS=Mus musculus GN=Cald1 PE=1 SV=1 2 768 89.22 55
7 23
4.693140 2.604383

D3z617 Caldesmon 1 OS=Mus musculus GN=Cald1 PE=1 SV=1 2 554 63.297 7.81
8 23
Caldesmon 1 (Fragment) OS=Mus musculus GN=Cald1 13.13868 2.604383

F6RGN9 1 137 15.891 7.25
PE=1SV=8 6 23
Caldesmon 1 (Fragment) OS=Mus musculus GN=Cald1 5.084745 2.604383

F6T2Z7 1 354 41.282 52
PE=1SV=8 8 23
Caldesmon 1 (Fragment) OS=Mus musculus GN=Cald1 12.32227 2.604383

F6ZAW1 2 211 24.744 5.52
PE=1SV=1 5 23
Caldesmon 1 (Fragment) OS=Mus musculus GN=Cald1 9.489051 2.604383

F6QLP8 2 274 32.283 9.03
PE=1SV=1 1 23
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Lysosomal alpha-glucosidase (Fragment) OS=Mus 4.830917 2.597701

F6R5R5 1 207 23.144 8.21
musculus GN=Gaa PE=1 SV=1 9 073
Signal transducer and activator of transcription OS=Mus 2.354570 2.596322

Q6GU23 1 722 83.073 712
musculus GN=Stat3 PE=2 SV=1 6 06
Signal transducer and activator of transcription OS=Mus 2.207792 2.596322

Q3U6s9 1 770 88.028 6.2
musculus GN=Stat3 PE=2 SV=1 2 06
Signal transducer and activator of transcription OS=Mus 2.207792 2.596322

Q3U5Q4 1 770 88.011 6.4
musculus GN=Stat3 PE=2 SV=1 2 06
Signal transducer and activator of transcription OS=Mus 2.207792 2.596322

Q3uLI4 1 770 88.025 6.4
musculus GN=Stat3 PE=2 SV=1 2 06
Signal transducer and activator of transcription OS=Mus 2.284946 2.596322

B7zC18 1 744 84.827 6.19
musculus GN=Stat3 PE=1 SV=1 2 06
Signal transducer and activator of transcription 3 2.207792 2.596322

P42227 1 770 87.997 6.3
0S=Mus musculus GN=Stat3 PE=1 SV=2 2 06
6.746031 2.596322

Q8CFJ6 Stat3 protein OS=Mus musculus GN=Stat3 PE=2 SV=1 1 252 28.056 4.92
7 06
ADA1LL1S 60S ribosomal protein L14 (Fragment) OS=Mus 19.04761 2.595595

1 63 6.989 7.28
UF6 musculus GN=Rpl14 PE=1 SV=1 9 36
Ribosomal protein L14 OS=Mus musculus 5.555555 2.595595

Q56920 1 216 23.478 11.02
GN=Rpl14-psl PE=2 SV=1 6 36
Uncharacterized protein OS=Mus musculus GN=Sypl 3.703703 2.594326

Q3U4T9 1 243 26.714 74
PE=2 SV=1 7 735
Synaptophysin-like protein OS=Mus musculus GN=Sypl 11.39240 2.594326

D6RFU9 1 79 8.909 9.29
PE=1SV=1 5 735
Uncharacterized protein OS=Mus musculus GN=Sypl 3.703703 2.594326

Q3TVX7 1 243 26.733 7.72
PE=2 SV=1 7 735
Synaptophysin-like protein 1 OS=Mus musculus 3.448275 2.594326

009117 1 261 28.881 8.79
GN=Sypll PE=1 SV=2 9 735
A0A0G2] F-actin-capping protein subunit alpha-1 (Fragment) 17.85714 2.593280

1 112 13.09 5.08
E27 0S=Mus musculus GN=Capzal PE=1 SV=4 3 554
Uncharacterized protein OS=Mus musculus GN=Capzal 2.593280

Q3TLJ0 6.993007 1 286 32.797 5.68
PE=2 SV=1 554
Talin-1 (Fragment) OS=Mus musculus GN=TIn1 PE=1 5.394190 2.593011

A2AIM2 1 241 27.88 6.19
Sv=1 9 856
408S ribosomal protein S6 OS=Mus musculus PE=2 6.425702 2.593007

Q8BT09 1 249 28.65 10.77
Sv=1 8 803
408 ribosomal protein S6 OS=Mus musculus GN=Rps6 6.425702 2.593007

Q5BLK1 1 249 28.663 10.84
PE=1SV=1 8 803
40S ribosomal protein S6 OS=Mus musculus PE=2 6.425702 2.593007

Q3TL53 1 249 28.664 10.77
sv=1 8 803
DNA repair protein RAD50 OS=Mus musculus 1.633393 2.590332

E9PUJ2 1 551 63.919 8.03
GN=Rad50 PE=1 SV=1 8 27
DNA repair protein RAD50 (Fragment) OS=Mus 2.590332

ABYS5I3 1.369863 1 657 75.966 7.47
musculus GN=Rad50 PE=1 SV=1 27
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Uncharacterized protein OS=Mus musculus GN=Rad50 1.851851 2.590332

Q3UNL2 1 486 56.262 8.16
PE=2 SV=1 9 27
DNA repair protein RAD50 OS=Mus musculus 0.685975 2.590332

Q55Vv02 1 1312 153.451 7.01
GN=Rad50 PE=1 SV=1 6 27
DNA repair protein RAD50 OS=Mus musculus 0.685975 2.590332

P70388 1 1312 153.392 6.95
GN=Rad50 PE=1 SV=1 6 27
Uncharacterized protein OS=Mus musculus GN=Hgf 4.938271 2.587285

Q8C4E2 1 162 18.74 9.85
PE=2 SV=1 6 519
Tumor susceptibility gene 101 protein (Fragment) 6.896551 2.586468

D370s9 1 145 15.529 6.77
0S=Mus musculus GN=Tsg101 PE=1 SV=2 7 458
Gamma-tubulin complex component OS=Mus musculus 1.767955 2.586464

Q3TIB7 1 905 103.181 6.74
GN=Tubgcp2 PE=2 SV=1 8 643
Gamma-tubulin complex component 2 0S=Mus 1.767955 2.586464

Q921G8 1 905 103.157 6.77
musculus GN=Tubgcp2 PE=1 SV=2 8 643
ADA1BOG Gamma-tubulin complex component (Fragment) 1777777 2.586464

1 900 102.677 6.77
R08 0S=Mus musculus GN=Tubgcp2 PE=1 SV=1 8 643
ADA1BOG Gamma-tubulin complex component 2 0S=Mus 2.586464

7.804878 1 205 22.969 8.16
RDO musculus GN=Tubgcp2 PE=1 SV=1 643
AOA1BOG | Gamma-tubulin complex component 2 (Fragment) 10.73825 2.586464

1 149 16.621 6.95
RD4 0S=Mus musculus GN=Tubgcp2 PE=1 SV=1 5 643
Gamma-tubulin complex component OS=Mus musculus 2.366863 2.586464

Q8BZZ0 1 676 77.287 6.6
GN=Tubgcp2 PE=2 SV=1 9 643
Gamma-tubulin complex component OS=Mus musculus 1.767955 2.586464

Q3UIT6 1 905 103.085 6.83
GN=Tubgcp2 PE=2 SV=1 8 643
AOALY7V Rab GDP dissociation inhibitor beta (Fragment) 10.57692 2.583033

1 104 11.544 5.39
LG4 0S=Mus musculus GN=Gdi2 PE=4 SV=1 3 323
26S proteasome non-ATPase regulatory subunit 1 54.16666 2.580757

D6RGRS 1 48 5.409 4.72
0S=Mus musculus GN=Psmd1 PE=1 SV=1 7 141
AOAOR4] CDC23 (Cell division cycle 23, yeast, homolog), isoform 1.172529 2.578166

1 597 68.521 7.05
w7 CRA_c OS=Mus musculus GN=Cdc23 PE=1 SV=1 3 962
Uncharacterized protein (Fragment) OS=Mus musculus 1.624129 2.578166

Q3TEFO 1 431 50.252 7.24
GN=Cdc23 PE=2 SV=1 9 962
CDC23 (Cell division cycle 23, yeast, homolog), isoform 1.225919 2.578166

G3X8W7 1 571 65.835 6.83
CRA_a 0S=Mus musculus GN=Cdc23 PE=1 SV=1 4 962
Cell division cycle protein 23 homolog OS=Mus 1.172529 2.578166

Q8BGZ4 1 597 68.518 7.18
musculus GN=Cdc23 PE=1 SV=2 3 962
Actin-related protein 3 (Fragment) OS=Mus musculus 12.94117 2.577298

Q9ERF8 1 85 9.779 9.25
GN=Actr3 PE=2 SV=1 6 403
Phosphatidylethanolamine-binding protein 1 0S=Mus 16.91176 2.576367

D6RHS6 1 136 14.826 5.08
musculus GN=Pebpl PE=1 SV=1 5 378
MCG7941, isoform CRA_f OS=Mus musculus 12.29946 2.576367

Q5EBQ2 1 187 20.817 5.4
GN=Pebpl PE=1 SV=1 5 378
Uncharacterized protein OS=Mus musculus GN=Pebp1 12.29946 2.576367

Q3TGC5 1 187 20.876 5.6
PE=2 SV=1 5 378
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Phosphatidylethanolamine-binding protein 1 0S=Mus 11.00478 2.576367

D3z1v4 1 209 23.02 4.98
musculus GN=Pebpl PE=1 SV=1 5 378
2.650176 2.575817

G3UXKO0 Dystrobrevin 0S=Mus musculus GN=Dtnb PE=1 SV=1 1 566 64.212 8.18
7 347
2.463054 2.575817

G3uzs7 Dystrobrevin OS=Mus musculus GN=Dtnb PE=1 SV=1 1 609 68.98 8.43
2 347
2.491694 2.575817

QB8KONO Dystrobrevin OS=Mus musculus GN=Dtnb PE=1 SV=1 1 602 68.137 8.6
4 347
2.396166 2.575817

G3UYM7 Dystrobrevin 0S=Mus musculus GN=Dtnb PE=1 SV=1 1 626 71.011 8.25
1 347
2516778 2575817

G3UY34 Dystrobrevin OS=Mus musculus GN=Dtnb PE=1 SV=1 1 596 67.719 8.15
5 347
Dystrobrevin beta OS=Mus musculus GN=Dtnb PE=1 2.683363 2.575817

G3uz13 1 559 63.37 8.38
Sv=1 1 347
Dystrobrevin beta OS=Mus musculus GN=Dtnb PE=1 2.575817

070585 2276176 1 659 74.351 8.62
Sv=3 347
Dystrobrevin beta (Fragment) OS=Mus musculus 3.061224 2.575817

G3UYK9 1 490 55.086 8
GN=Dtnb PE=1 SV=1 5 347
2.467105 2.575817

Q8C8z9 Dystrobrevin OS=Mus musculus GN=Dtnb PE=1 SV=1 1 608 68.749 8.51
3 347
Uncharacterized protein OS=Mus musculus GN=Psmd4 4.054054 2.574814

Q9CY29 1 370 40.018 481
PE=2 SV=1 1 081
Uncharacterized protein OS=Mus musculus GN=Psmd4 3.957783 2.574814

Q3ULG4 1 379 41.02 479
PE=2 SV=1 6 081
26S proteasome non-ATPase regulatory subunit 4 3.989361 2.574814

035226 1 376 40.678 479
0S=Mus musculus GN=Psmd4 PE=1 SV=1 7 081
E3 ubiquitin-protein ligase NEDD4-like OS=Mus 1.195219 2.569654

Q8CFI0 1 1004 115.347 6.15
musculus GN=Nedd4l PE=1 SV=2 1 226
Uncharacterized protein (Fragment) OS=Mus musculus 1.339285 2.569654

Q3TQK9 1 896 103.548 5.8
GN=Nedd4l PE=2 SV=1 7 226
Nedd4l protein (Fragment) OS=Mus musculus 1.371428 2.569654

Q641N8 1 875 101.563 573
GN=Nedd4l PE=2 SV=1 6 226
E3 ubiquitin-protein ligase OS=Mus musculus 1.403508 2.569654

G3X9H8 1 855 98.394 6.1
GN=Nedd4l PE=1 SV=1 8 226
E3 ubiquitin-protein ligase NEDD4-like OS=Mus 1.229508 2.569654

E9PXB7 1 976 11215 5.87
musculus GN=Nedd4l PE=1 SV=1 2 226
MKIAA0439 protein (Fragment) OS=Mus musculus 2.714932 2.569654

Q80U03 1 442 50.72 543
GN=Nedd4l PE=2 SV=1 1 226
Heterogeneous nuclear ribonucleoprotein F (Fragment) 7.692307 2.565865

J3QMTO 1 208 23.294 5.63
0S=Mus musculus GN=Hnrnpf PE=1 SV=8 7 278
Heterogeneous nuclear ribonucleoprotein F (Fragment) 6.896551 2.565865

J3QM80 1 232 26.064 6.44
0S=Mus musculus GN=Hnrnpf PE=1 SV=8 7 278
Glucose-6-phosphate 1-dehydrogenase OS=Mus 3.106796 2.562275

Q3TNL1 1 515 59.226 6.38
musculus GN=G6pdx PE=2 SV=1 1 648
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Glucose-6-phosphate 1-dehydrogenase X OS=Mus 3.106796 2.562275
Q00612 1 515 59.225 6.49
musculus GN=G6pdx PE=1 SV=3 1 648
Glucose-6-phosphate 1-dehydrogenase (Fragment) 2.562275
A3KG36 4.040404 1 396 45.174 6.27
0S=Mus musculus GN=G6pdx PE=1 SV=1 648
E3 ubiquitin-protein ligase UBR2 OS=Mus musculus 0.683760 2.560352
Q6WKZ8 1 1755 199.026 6.33
GN=Ubr2 PE=1 SV=2 7 325
Uncharacterized protein OS=Mus musculus GN=Ubr2 0.683760 2.560352
Q3UPU3 1 1755 199.069 6.28
PE=2 SV=1 7 325
Uncharacterized protein OS=Mus musculus GN=Ubr2 0.683760 2.560352
Q3UHEO 1 1755 199.044 6.33
PE=2 SV=1 7 325
Pregnancy zone protein OS=Mus musculus GN=Pzp 0.602006 2.560095
Q61838 1 1495 165.748 6.68
PE=1SV=3 7 549
Uncharacterized protein OS=Mus musculus GN=Adam9 1.426872 2.552631
Q3uU1wW3 1 841 91.787 7.44
PE=2 SV=1 8 14
AO0A140L Disintegrin and metalloproteinase domain-containing 1.390498 2.552631
1 863 93.629 7.62
HUo protein 9 0S=Mus musculus GN=Adam9 PE=1 SV=1 3 14
A disintegrin and metallopeptidase domain 9 (Meltrin
1.420118 2.552631
Q3UG15 gamma), isoform CRA_a OS=Mus musculus 1 845 91.99 755
3 14
GN=Adam9 PE=2 SV=1
Disintegrin and metalloproteinase domain-containing 1.426872 2.552631
E9Q638 1 841 91.789 7.37
protein 9 0S=Mus musculus GN=Adam9 PE=1 SV=1 8 14
Disintegrin and metalloproteinase domain-containing 1.420118 2.552631
Q61072 1 845 92.02 7.47
protein 9 OS=Mus musculus GN=Adam9 PE=1 SV=2 3 14
Ret finger protein-like 4A OS=Mus musculus 2.787456 2.542295
Q8VH31 1 287 32.337 7.53
GN=Rfpl4a PE=2 SV=1 4 456
AO0A140LI Ret finger protein-like 4 0S=Mus musculus GN=Rfpl4 2.846975 2.542295
1 281 31.633 7.3
N5 PE=4 SV=1 1 456
PG-M core protein (Fragment) OS=Mus musculus 2.542216
P70267 30 1 40 4.828 10.43
GN=pgM PE=4 SV=1 301
Uncharacterized protein (Fragment) OS=Mus musculus 2.944942 2.536644
Q3Uso0 1 781 86.325 6.93
GN=Sf3bl PE=2 SV=1 4 697
Sex-limited protein (Fragment) OS=Mus musculus 2.535835
VIGZK9 1.650619 1 727 81.166 7.47
GN=Slp PE=4 SV=1 981
Inactive carboxypeptidase-like protein X2 OS=Mus 1.178010 2.535458
Q9D2L5 1 764 86.908 6.71
musculus GN=Cpxm2 PE=2 SV=1 5 565
AOAOR4J Carboxypeptidase X 2 (M14 family), isoform CRA_b 1.178010 2.535458
1 764 86.877 6.71
0c4 0S=Mus musculus GN=Cpxm2 PE=1 SV=1 5 565
H-2D cell surface glycoprotein (Fragment) OS=Mus 2.967359 2.533459
Q31168 1 337 38.237 6.2
musculus GN=H2-D1 PE=2 SV=1 1 663
2.533459
D2YW38 MHC OS=Mus musculus PE=1 SV=1 3.649635 1 274 31.425 6.29
663
MHC class | antigen OS=Mus musculus GN=H2-K1 2777777 2.533459
W5XHY0 1 360 40.313 6.55
PE=2 SV=1 8 663
Q31141 MHC H-2K antigen OS=Mus musculus GN=H2-K1 2777777 1 360 40.384 7.2 2.533459
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PE=2 SV=1 8 663
Uncharacterized protein OS=Mus musculus GN=H2-Q4 2.533459

Q3UWAS 5.952381 1 168 18.973 6.79
PE=2 SV=1 663
MHC class | antigen (Fragment) OS=Mus musculus 3571428 2.533459

K7w4D1 1 280 32.452 5.58
GN=H2-D PE=2 SV=1 6 663
H-2 class I histocompatibility antigen, K-B alpha chain 2.710027 2.533459

P01901 1 369 41.276 6.39
0S=Mus musculus GN=H2-K1 PE=1 SV=1 1 663
MHC class I antigen OS=Mus musculus GN=H2-D1 2.785515 2.533459

W5XQG0 1 359 40.551 6.73
PE=2 SV=1 3 663
MHC H2-K-d transplantation antigen H2-Kd (Fragment) 4.807692 2.533459

Q31154 1 208 23.082 7.42
0S=Mus musculus GN=H2-D1 PE=2 SV=1 3 663
Integral membrane protein OS=Mus musculus 2.533459

Q31188 2.739726 1 365 41.038 7.46
GN=MHC integral membrane protein PE=2 SV=1 663
H-2 class | histocompatibility antigen, K-K alpha chain 2.710027 2.533459

P04223 1 369 41.62 7.03
0S=Mus musculus GN=H2-K1 PE=1 SV=1 1 663
2.673796 2.533459

Q31173 MHC H-2K-k protein 0S=Mus musculus PE=3 SV=1 1 374 42.138 7.03
8 663
MHC class | like protein GS17 (Fragment) OS=Mus 5.076142 2.533459

QOWXH4 1 197 22.756 53
musculus GN=Gm8909 PE=2 SV=1 1 663
MHC class | antigen (Fragment) OS=Mus musculus 2.801120 2.533459

W5XIT1 1 357 40.108 6.73
GN=H2-K1 PE=2 SV=1 4 663
H2-D1 protein (Fragment) OS=Mus musculus 3.322259 2.533459

Q569W0 1 301 34.022 6.24
GN=H2-D1 PE=2 SV=1 1 663
H2-Q1 protein 0S=Mus musculus GN=H2-Q1 PE=2 2.932551 2.533459

Q66JRO 1 341 38.682 7.88
Sv=1 3 663
2717391 2.533459

Q64272 H-2K-s 0S=Mus musculus GN=H2-K1 PE=2 SV=1 1 368 41.413 6.68
3 663
H-2 class | histocompatibility antigen, alpha chain 5.405405 2.533459

P01896 1 185 20.441 7.02
(Fragment) OS=Mus musculus PE=2 SV=1 4 663
Uncharacterized protein OS=Mus musculus GN=H2-K1 2.710027 2.533459

Q3TVI9 1 369 41.29 6.39
PE=2 SV=1 1 663
Uncharacterized protein OS=Mus musculus GN=H2-K1 2.881844 2.533459

Q3uBWO 1 347 38.915 6.54
PE=1SV=1 4 663
2.717391 2.533459

Q61895 mMRNA 0S=Mus musculus GN=H2-K1 PE=2 SV=1 1 368 413 6.68
3 663
H2-K1 protein 0S=Mus musculus GN=H2-K1 PE=2 5.291005 2.533459

Q66JU6 1 189 20.592 10.45
Sv=1 3 663
H-2D cell surface glycoprotein (Fragment) OS=Mus 2.967359 2.533459

Q31167 1 337 38.338 6.37
musculus GN=H2-D1 PE=2 SV=1 1 663
MHC class | antigen OS=Mus musculus GN=H2-Tw5 2.533459

QA4AKN89 2.617801 1 382 42.853 6.47
PE=2 SV=1 663
Histocompatibility 2, Q region locus 1 0S=Mus 2.932551 2.533459

E9PX63 1 341 38.592 7.85
musculus GN=H2-Q1 PE=3 SV=1 3 663
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MHC class | heavy chain maturation peptide H-2D(D) 2.923976 2.533459
Q6RJ38 1 342 38.752 6.07
(Fragment) OS=Mus musculus GN=H2-D1 PE=2 SV=1 6 663
H-2 class I histocompatibility antigen, D-D alpha chain 2.533459
P01900 2.739726 1 365 41.084 6.65
0S=Mus musculus GN=H2-D1 PE=1 SV=1 663
Histocompatibility 2, Q region locus 1 OS=Mus 2.717391 2.533459
019441 1 368 41.296 6.99
musculus GN=H2-Q1 PE=2 SV=1 3 663
Cell surface glycoprotein (Fragment) OS=Mus musculus 6.451612 2.533459
019453 1 155 16.96 74
GN=L(w16) PE=4 SV=1 9 663
AOA0BA4] H-2 class | histocompatibility antigen, K-K alpha chain 5.347593 2.533459
1 187 20.284 6.86
1G3 0S=Mus musculus GN=H2-K1 PE=1 SV=1 6 663
2.717391 2.533459
Q61642 H-2K-sm1 OS=Mus musculus GN=H2-K1 PE=2 SV=1 1 368 41.443 6.54
3 663
H-2 class I histocompatibility antigen, D-B alpha chain 2.762430 2.533459
P01899 1 362 40.81 6.73
0S=Mus musculus GN=H2-D1 PE=1 SV=2 9 663
Class | MHC H2-D-beta transplantation antigen mRNA
3.891050 2.533459
019467 (b haplotype), 3' end (Fragment) OS=Mus musculus 1 257 28.646 6.87
6 663
GN=H2-D1 PE=2 SV=1
Class | (Qa) Q5-k antigen 0S=Mus musculus GN=MHC 2.865329 2.533459
Q31216 1 349 39.212 6.65
Q-5-k PE=3 SV=1 5 663
MHC class | antigen (Fragment) OS=Mus musculus 3.546099 2.533459
K7WBQ4 1 282 32.701 6.35
GN=H2-K1 PE=2 SV=1 3 663
H-2 class I histocompatibility antigen, Q8 alpha chain 3.067484 2.533459
P14430 1 326 37.387 5.94
0S=Mus musculus GN=H2-Q8 PE=3 SV=1 7 663
H-2 class I histocompatibility antigen, Q7 alpha chain 3.225806 2.533459
E9PWT4 1 310 35.159 6.13
0S=Mus musculus GN=H2-Q7 PE=3 SV=2 5 663
H-2 class I histocompatibility antigen, K-Q alpha chain 3.048780 2.533459
P14428 1 328 36.832 6.39
(Fragment) OS=Mus musculus GN=H2-K1 PE=1 SV=1 5 663
MHC class | antigen splice variant al-a3-TM OS=Mus 4.016064 2.533459
F2WVGT7 1 249 28.096 8.75
musculus GN=H2-Q5 PE=2 SV=1 3 663
MHC class | antigen (Fragment) OS=Mus musculus 2.785515 2.533459
Q6QMF3 1 359 40.153 5.69
GN=H2-B2 PE=2 SV=1 3 663
H2-T23 protein OS=Mus musculus GN=H2-T23 PE=2 2.923976 2.533459
Q31153 1 342 39.339 6.4
Sv=1 6 663
H2-K1 protein (Fragment) OS=Mus musculus 2.849002 2.533459
Q7TNO3 1 351 39.384 712
GN=H2-K1 PE=2 SV=1 8 663
Uncharacterized protein OS=Mus musculus GN=H2-K1 2.717391 2.533459
Q61896 1 368 41.308 6.06
PE=2 SV=1 3 663
H-2 class | histocompatibility antigen, K-W28 alpha 2.717391 2.533459
P03991 1 368 41.078 711
chain 0S=Mus musculus GN=H2-K1 PE=1 SV=2 3 663
H-2 class I histocompatibility antigen, Q10 alpha chain 3.076923 2.533459
P01898 1 325 37.227 5.25
0S=Mus musculus GN=H2-Q10 PE=1 SV=3 1 663
MHC H-2K antigen OS=Mus musculus GN=H2-K1 2.710027 2.533459
Q31142 1 369 41.06 6.33
PE=2 SV=1 1 663
Q31193 MHC class | H-2K gene (g haplotype), clone pH13 9.803921 1 102 10.791 8.91 2533459
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(exons 4-8) mRNA (Fragment) OS=Mus musculus 6 663
GN=H2-K1 PE=2 SV=1

Predicted gene 8909 OS=Mus musculus GN=Gm8909 2.525252 2.533459

G3UXE9 1 396 44,633 6.29
PE=1SV=1 5 663
H-2D cell surface glycoprotein (Fragment) OS=Mus 2.967359 2.533459

078207 1 337 38.321 6.37
musculus GN=H2-D1 PE=2 SV=1 1 663
H-2 class I histocompatibility antigen, Q7 alpha chain 2.533459

P14429 2.994012 1 334 379 6.29
0S=Mus musculus GN=H2-Q7 PE=1 SV=1 663
Class | (Qa) Q1-k antigen OS=Mus musculus GN=MHC 2.754820 2.533459

Q31215 1 363 40.723 7.55
Q1-k PE=3 SV=1 9 663
H-2 class | histocompatibility antigen, D-K alpha chain 2.762430 2.533459

P14426 1 362 40.594 5.47
0S=Mus musculus GN=H2-D1 PE=1 SV=1 9 663
Class Ib MHC antigen Qa-2 (Fragment) OS=Mus 7.692307 2.533459

P79569 1 130 14.423 6.67
musculus GN=Q9 PE=4 SV=1 7 663
2.533459

Q61892 mRNA 0S=Mus musculus GN=H2-D1 PE=2 SV=1 2.739726 1 365 40.884 6.9
663
MHC classlb T5 OS=Mus musculus GN=Gm8909 PE=1 2.717391 2.533459

ATVMS6 1 368 41.616 5.82
Sv=2 3 663
Class Ib MHC antigen Qa-2 0S=Mus musculus 3.067484 2.533459

P79568 1 326 37.383 6.24
GN=H2-Q6 PE=3 SV=1 7 663
Histocompatibility 2, Q region locus 7 OS=Mus 2.533459

Q52PG7 2.994012 1 334 37.901 6.13
musculus GN=H2-Q9 PE=2 SV=1 663
MHC class | heavy chain OS=Mus musculus 2.762430 2.533459

Q95457 1 362 40.552 571
GN=H2-D1 PE=2 SV=1 9 663
Predicted gene 8909 OS=Mus musculus GN=Gm8909 2.544529 2.533459

E9Q0G4 1 393 44.381 6.34
PE=1SV=1 3 663
H-2 class | histocompatibility antigen, alpha chain 3.355704 2.533459

P01895 1 298 33.829 6.8
(Fragment) OS=Mus musculus GN=H2-D1 PE=1 SV=1 7 663
Class Ib MHC antigen Qa-2 OS=Mus musculus 3.067484 2.533459

P79567 1 326 37.357 5.94
GN=H2-Q8 PE=3 SV=1 7 663
MHC class I antigen splice variant al-a3-TM (Fragment) 2.533459

F2WVG9 4.048583 1 247 27779 8.75
0S=Mus musculus GN=H2-Q5k-like PE=2 SV=1 663
H-2 class | histocompatibility antigen, Q7 alpha chain 3.076923 2.533459

E9QJR9 1 325 37.226 5.66
0S=Mus musculus GN=H2-Q7 PE=3 SV=1 1 663
MHC class | antigen (Fragment) OS=Mus musculus 3.584229 2.533459

K7X379 1 279 32.184 5.4
GN=H2-L PE=2 SV=1 4 663
MHC class | antigen canonical splice variant H2-Q5 2.932551 2.533459

F2WVG6 1 341 38.555 6.87
0S=Mus musculus GN=H2-Q5 PE=2 SV=1 3 663
H2-D1 protein (Fragment) OS=Mus musculus 3.012048 2.533459

Q8R3Y0 1 332 37.648 5.88
GN=H2-D1 PE=2 SV=1 2 663
2.906976 2.533459

Q61893 mMRNA 0S=Mus musculus GN=H2-D1 PE=2 SV=1 1 344 38.831 7.28
7 663
MHC class I-alpha 0S=Mus musculus GN=H2-D1 PE=2 2.533459

Q31149 2.739726 1 365 41.058 6.37
sv=1 663
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H2-D1 protein (Fragment) OS=Mus musculus 2.915451 2.533459

Q3KQJI3 1 343 38.836 6.55
GN=H2-D1 PE=2 SV=1 9 663
H2-K1 protein 0S=Mus musculus GN=H2-K1 PE=2 2.533459

Q921P3 4 1 250 27576 6.61
Sv=1 663
H-2 class I histocompatibility antigen, L-D alpha chain 2.762430 2.533459

P01897 1 362 40.685 6.25
0S=Mus musculus GN=H2-L PE=1 SV=2 9 663
H-2 class I histocompatibility antigen, K-K alpha chain 2777777 2.533459

Q3THO01 1 360 40.26 6.37
0S=Mus musculus GN=H2-K1 PE=1 SV=1 8 663
Complement component C1RB (Fragment) OS=Mus 13.33333 2.522854

Q8CG15 1 120 13.583 51
musculus GN=C1rb PE=4 SV=1 3 09
Uncharacterized protein OS=Mus musculus GN=C1ra 2.522854

Q3uu42 5.015674 1 319 36.275 4.89
PE=2 SV=1 09
AOA140L COP9 signalosome complex subunit 1 0S=Mus 3.292181 2.520403

1 486 55 6.7
JB7 musculus GN=Gps1 PE=1 SV=1 1 147
COP9 signalosome complex subunit 1 OS=Mus 3.397027 2.520403

Q99LD4 1 471 53.408 6.84
musculus GN=Gps1 PE=1 SV=1 6 147
COP9 signalosome complex subunit 1 OS=Mus 3.041825 2.520403

G3UXW9 1 526 58.824 6.74
musculus GN=Gps1 PE=1 SV=1 1 147
COP9 signalosome complex subunit 1 0S=Mus 3.265306 2.520403

B1ATU4 1 490 55.16 6.61
musculus GN=Gps1 PE=1 SV=1 1 147
COP9 signalosome complex subunit 1 OS=Mus 3.285420 2.520403

Q3MIA8 1 487 55.128 6.7
musculus GN=Gps1 PE=1 SV=1 9 147
AOALY7V Bromodomain-containing protein 9 (Fragment) OS=Mus 1.891891 2.516624

1 370 41.44 5.68
J63 musculus GN=Brd9 PE=4 SV=1 9 689
Bromodomain-containing protein 9 OS=Mus musculus 1.174496 2.516624

Q3UQuUOo 1 596 66.798 6.27
GN=Brd9 PE=1 SV=1 6 689
AOAOR4] Bromodomain-containing protein 9 OS=Mus musculus 1.172529 2.516624

1 597 66.926 6.27
175 GN=Brd9 PE=1 SV=1 3 689
Lysyl oxidase homolog 3 OS=Mus musculus GN=LoxI3 1591511 2.516494

Q92175 1 754 83.686 7.01
PE=1SV=2 9 989
Lysyl oxidase homolog 3 OS=Mus musculus GN=LoxI3 2.542372 2.516494

E9QOX7 1 472 52.351 712
PE=1SV=1 9 989
MKIAA4090 protein (Fragment) OS=Mus musculus 2277432 2.513153

Q571L1 1 483 53.886 8.18
GN=Minkl PE=2 SV=1 7 553
Misshapen-like kinase 1 (Fragment) OS=Mus musculus 2.513153

F7TAMS7 0.918197 1 1198 134.968 8.48
GN=Minkl PE=1 SV=1 553
Mitogen-activated protein kinase kinase kinase kinase 4 2.562111 2.513153

E9PVGT7 2 1288 146.627 7.58
0S=Mus musculus GN=Map4k4 PE=1 SV=2 8 553
Mink1 protein OS=Mus musculus GN=Mink1 PE=2 0.824587 2.513153

Q7TT13 1 1334 150.074 7.85
sv=1 7 553
Map4k4 protein OS=Mus musculus GN=Map4k4 PE=1 2.702702 2.513153

B2RUES 2 1221 138.98 7.37
sv=1 7 553
0.807043 2.513153

B2RY17 Tnik protein OS=Mus musculus GN=Tnik PE=2 SV=1 1 1363 155.202 6.99
3 553
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Misshapen-like kinase 1 OS=Mus musculus GN=Mink1 0.818452 2.513153

G3X9G2 1 1344 151.13 7.96
PE=1SV=1 4 553
Uncharacterized protein (Fragment) OS=Mus musculus 4.489795 2.513153

Q3UTY9 1 245 27911 8.07
GN=Map4k4 PE=2 SV=1 9 553
Map4k4 protein OS=Mus musculus GN=Map4k4 PE=2 2562111 2.513153

B7ZNR8 2 1288 146.639 7.49
Sv=1 8 553
Mitogen-activated protein kinase kinase kinase kinase 4 2.513153

P97820 2.676399 2 1233 140515 7.47
0S=Mus musculus GN=Map4k4 PE=1 SV=1 553
Traf2 and NCK-interacting protein kinase OS=Mus 2.513153

EOCZD7 0.862069 1 1276 145.098 7.06
musculus GN=Tnik PE=1 SV=1 553
MKIAAOQ687 protein (Fragment) OS=Mus musculus 2.629482 2513153

Q6ZQ68 2 1255 143.497 8.38
GN=mKIAA0687 PE=4 SV=1 1 553
Traf2 and NCK-interacting protein kinase OS=Mus 2.513153

EOCXD6 0.848111 1 1297 147.805 6.92
musculus GN=Tnik PE=1 SV=1 553
Traf2 and NCK-interacting protein kinase OS=Mus 0.867507 2.513153

EOCZF8 1 1268 144.164 7.06
musculus GN=Tnik PE=1 SV=1 9 553
Traf2 and NCK-interacting protein kinase OS=Mus 0.831443 2.513153

P83510 1 1323 150.274 7.27
musculus GN=Tnik PE=1 SV=2 7 553
0.831443 2.513153

B2RXX2 Tnik protein OS=Mus musculus GN=Tnik PE=2 SV=1 1 1323 150.334 7.27
7 553
Map4k4 protein OS=Mus musculus GN=Map4k4 PE=1 2.731788 2.513153

B7ZNR9 2 1208 137.818 7.55
Sv=1 1 553
Mitogen-activated protein kinase kinase kinase kinase 4 2.665589 2.513153

F8VPL5 2 1238 141.697 7.44
0S=Mus musculus GN=Map4k4 PE=1 SV=2 7 553
TRAF2 and NCK interacting kinase OS=Mus musculus 0.813609 2.513153

B9EKN8 1 1352 153.915 7.09
GN=Tnik PE=1 SV=1 5 553
Misshapen-like kinase 1 OS=Mus musculus GN=Mink1 0.840978 2.513153

Q9IM52 1 1308 147.203 7.44
PE=1SV=3 6 553
Misshapen-like kinase 1 OS=Mus musculus GN=Mink1 0.822737 2.513153

Q5SXG3 1 1337 150.312 7.85
PE=1SV=1 5 553
Traf2 and NCK-interacting protein kinase OS=Mus 0.826446 2.513153

E9PUL9 1 1331 151.209 7.27
musculus GN=Tnik PE=1 SV=1 3 553
0.808823 2.513153

B2RQ80 Tnik protein OS=Mus musculus GN=Tnik PE=1 SV=1 1 1360 154.85 7.09
5 553
ADADABY Mitogen-activated protein kinase kinase kinase kinase 4 2.674230 2.513153

2 1234 140.72 7.47
WR8 0S=Mus musculus GN=Map4k4 PE=1 SV=1 1 553
ADA0ABY Mitogen-activated protein kinase kinase kinase kinase 4 2.562111 2.513153

2 1288 146.625 7.49
W53 0S=Mus musculus GN=Map4k4 PE=1 SV=1 8 553
Traf2 and NCK-interacting protein kinase OS=Mus 0.842911 2.513153

EOCY98 1 1305 148.739 6.92
musculus GN=Tnik PE=1 SV=1 9 553
AOAO0ABY Mitogen-activated protein kinase kinase kinase kinase 4 2.594339 2.513153

2 1272 144,599 7.49
wMms 0S=Mus musculus GN=Map4k4 PE=1 SV=1 6 553
Misshapen-like kinase 1 OS=Mus musculus GN=Mink1 0.824587 2.513153

Q5SXG1 1 1334 149.998 7.85
PE=1SV=1 7 553
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Transportin-1 (Fragment) OS=Mus musculus GN=Tnpol 13.48314 2.512202
J3QMX2 1 178 20.103 4.68
PE=1SV=1 6 978
Transportin-1 (Fragment) OS=Mus musculus GN=Tnpol 2.973977 2.512202
Q3TKDO 1 807 91.678 4.92
PE=1SV=1 7 978
60kDa 4.1B MEF cell isoform (Fragment) OS=Mus 2671118 2.508243
V6BQR3 2 599 66.686 5.4
musculus GN=Epb41I3 PE=2 SV=1 5 799
Lipoma HMGIC fusion partner OS=Mus musculus 2.507634
Q8BM86 5 1 200 21611 7.66
GN=Lhfp PE=2 SV=1 878
Uncharacterized protein OS=Mus musculus GN=Adk 5.384615 2.495473
Q8BMCS5 1 260 29.135 7.68
PE=2 SV=1 4 623
14.03508 2.492649
Q58E35 MCG10168 OS=Mus musculus GN=Rplp1 PE=1 SV=1 1 114 11.468 432
8 555
Predicted pseudogene 10073 OS=Mus musculus 14.03508 2.492649
E9Q3TO 1 114 11.426 4.36
GN=Gm10073 PE=1 SV=1 8 555
WD repeat domain 63 OS=Mus musculus GN=Wdr63 1516793 2.484802
B2RY71 1 923 105.451 55
PE=1SV=1 1 246
WD repeat domain 63 OS=Mus musculus GN=Wdr63 1.899592 2.484802
Q8C0T4 1 737 83.893 59
PE=2 SV=1 9 246
Myh14 protein (Fragment) OS=Mus musculus 1.658374 2.483409
Q7TQH2 1 603 69.397 52
GN=Myh14 PE=2 SV=1 8 643
14.28571 2.482040
Q5SX49 Profilin 0S=Mus musculus GN=Pfn1 PE=1 SV=1 1 112 11.813 4.88
4 882
Leucine rich repeat containing 54, isoform CRA_a 3.954802 2.473587
QOBEE6 1 354 38.338 6.61
0S=Mus musculus GN=Tsku PE=2 SV=1 3 275
Heat shock protein 70 (Fragment) OS=Mus musculus 6.293706 2.465805
088688 1 143 15.636 5.06
GN=Hsp70.3 PE=4 SV=1 3 531
Heat shock protein Hsc70t (Fragment) OS=Mus 3.191489 2.465805
Q91ZUs5 1 282 30.865 5.01
musculus GN=Hsc70t PE=3 SV=1 4 531
AOADABY Transgelin-2 (Fragment) OS=Mus musculus GN=TagIn2 16.66666 2.462621
1 90 10.322 8.46
XG6 PE=1SV=1 7 45
1.246105 2.462403
QICRT8 Exportin-T OS=Mus musculus GN=Xpot PE=1 SV=3 1 963 109.663 525
9 297
ADAIW2 1.247401 2.462403
Exportin-T OS=Mus musculus GN=Xpot PE=1 SV=1 1 962 109.718 5.31
P7Q6 2 297
Transferrin (Fragment) OS=Mus musculus GN=Trf 3.797468 2.455491
D3YYR8 1 237 25.659 8
PE=1SV=1 4 304
Calcium/calmodulin-dependent protein kinase type I1
6.802721 2.451081
D6RDQ8 subunit delta OS=Mus musculus GN=Camk2d PE=1 1 147 16.755 7.18
1 276
Sv=1
Calcium/calmodulin-dependent protein kinase type II
7.042253 2.451081
E9QAJ4 subunit delta OS=Mus musculus GN=Camk2d PE=1 1 142 16.305 6.93
5 276
sv=1
Uncharacterized protein (Fragment) OS=Mus musculus 3.071672 2.449843
Q3TPD2 1 586 65.6 5
GN=lqgapl PE=2 SV=1 4 407
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Scltl protein (Fragment) OS=Mus musculus GN=Sclt1 5.857740 2.448307

Q8ROR3 1 239 27.98 6.06
PE=2 SV=1 6 991
Sodium channel and clathrin linker 1 0S=Mus musculus 2.034883 2.448307

G5E861 1 688 80.442 6.05
GN=Scltl PE=1 SV=1 7 991
Uncharacterized protein (Fragment) OS=Mus musculus 9.090909 2.448307

Q8c11 1 154 17.943 7.03
GN=Scltl PE=2 SV=2 1 991
Metastasis-associated protein MTA3 OS=Mus musculus 1.194539 2.447271

Q3ulg 1 586 66.268 8.82
GN=Mta3 PE=1 SV=1 2 824
1.361867 2.447271

A4FTZ3 Mta3 protein OS=Mus musculus GN=Mta3 PE=2 SV=1 1 514 58.33 8.46
7 824
Metastasis-associated protein MTA3 OS=Mus musculus 1.184433 2.447271

Q924K8 1 591 67.035 8.88
GN=Mta3 PE=1 SV=1 2 824
Metastasis-associated protein MTA3 OS=Mus musculus 1.364522 2.447271

Q3U3A7 1 513 58.33 8.27
GN=Mta3 PE=1 SV=1 4 824
Metastasis-associated protein MTAL isoform 5 0S=Mus 1.694915 2447271

M1vQis 1 413 47.207 58
musculus GN=Mtal PE=2 SV=1 3 824
Metastasis-associated protein MTA3 OS=Mus musculus 1.361867 2447271

E9Q794 1 514 58.417 8.27
GN=Mta3 PE=1 SV=1 7 824
Uncharacterized protein OS=Mus musculus GN=Mta3 1.364522 2.447271

Q3UKM9 1 513 58.429 8.37
PE=2 SV=1 4 824
Metastasis-associated protein MTAL isoform 10 5.426356 2.447271

M1VQI9 1 129 14.635 5.83
0S=Mus musculus GN=Mtal PE=2 SV=1 6 824
Metastasis-associated protein MTAL isoform 3 OS=Mus 2.447271

M1Vivi 1.627907 1 430 48.814 55
musculus GN=Mtal PE=2 SV=1 824
MKIAA1266 protein (Fragment) OS=Mus musculus 1.340996 2.447271

Q6ZPV1 1 522 59.088 8.27
GN=Mta3 PE=2 SV=1 2 824
ADP-ribosylation factor 4 0S=Mus musculus GN=Arf4 2.445115

E9Q2C2 17.1875 1 64 7.224 10.39
PE=4 SV=1 089
ADP-ribosylation factor 3 (Fragment) OS=Mus 2.445115

D3YV25 22.44898 1 49 5.315 9.88
musculus GN=Arf3 PE=1 SV=1 089
Keratin, type | cytoskeletal 28 OS=Mus musculus 1515151 2.441163

ABBLY7 1 462 50.315 5.29
GN=Krt28 PE=1 SV=1 5 54
Keratin 24 variant 2 0S=Mus musculus GN=Krt24 PE=2 1.790281 2441163

DOV735 1 391 40.967 7.37
Sv=1 3 54
Keratin, type | cytoskeletal 40 OS=Mus musculus 2.441163

QBIFX3 1.594533 1 439 48.896 4.54
GN=Krt40 PE=2 SV=1 54
Keratin, type | cytoskeletal 24 OS=Mus musculus 1.367187 2.441163

A1L317 1 512 54.007 5.01
GN=Krt24 PE=2 SV=2 5 54
Keratin, type | cuticular Ha2 OS=Mus musculus 1.719901 2.441163

Q62168 1 407 46.392 4.82
GN=Krt32 PE=1 SV=2 7 54
Keratin, type | cuticular Ha6 OS=Mus musculus 3.382663 2.441163

B1AQ75 2 473 52.757 5.05
GN=Krt36 PE=1 SV=1 8 54
Keratin, type | cuticular Ha2 OS=Mus musculus 1.545253 2.441163

B1ATI5 1 453 51.12 4.89
GN=Krt32 PE=1 SV=1 9 54
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Keratin, type | cytoskeletal 18 OS=Mus musculus 1.654846 2.441163

P05784 1 423 47.509 5.33
GN=Krt18 PE=1 SV=5 3 54
Keratin, type | cuticular Hal OS=Mus musculus 1.682692 2.441163

Q61765 1 416 47.087 4.89
GN=Krt31 PE=1 SV=2 3 54
Keratin, type | cuticular Ha3-11 OS=Mus musculus 1.732673 2.441163

Q61897 1 404 45.834 4.82
GN=Krt33b PE=1 SV=2 3 54
Uncharacterized protein (Fragment) OS=Mus musculus 2.302631 2.441163

Qocvi7 1 304 33.861 4.73
GN=Krt24 PE=2 SV=1 6 54
Keratin, type | cuticular Ha5 OS=Mus musculus 1.538461 2.441163

Q49714 1 455 50.497 4.97
GN=Krt35 PE=1 SV=1 5 54
Uncharacterized protein OS=Mus musculus GN=Nras 5.820105 2.439696

Q3TMF4 1 189 21.239 53
PE=2 SV=1 8 789
5.820105 2.439696

Q61411 GTPase HRas OS=Mus musculus GN=Hras PE=1 SV=2 1 189 21.285 531
8 789
9.243697 2.439696

COH5X4 GTPase HRas OS=Mus musculus GN=Hras PE=2 SV=1 1 119 13.084 4.87
5 789
AOAON4S 14.66666 2.439696

GTPase KRas 0OS=Mus musculus GN=Kras PE=4 SV=1 1 75 8.541 9.57
VY1l 7 789
5.820105 2.439696

Q9D091 GTPase NRas OS=Mus musculus GN=Nras PE=1 SV=1 1 189 21.23 517
8 789
AO0A0G2]) GTPase NRas (Fragment) OS=Mus musculus GN=Nras 14.86486 2.439696

1 74 8.328 4.49
GM2 PE=4 SV=1 5 789
5.820105 2.439696

P08556 GTPase NRas 0S=Mus musculus GN=Nras PE=1 SV=1 1 189 21.186 517
8 789
5.699481 2.439696

Q4FJP3 Nras protein OS=Mus musculus GN=Nras PE=2 SV=1 1 193 21675 53
9 789
5.851063 2.439696

Q5J7N1 Kras protein OS=Mus musculus GN=Kras PE=2 SV=1 1 188 21.469 8.12
8 789
Ras (Fragment) OS=Mus musculus GN=Ki-ras PE=4 2.439696

Q53wz3 29.72973 1 37 4.034 4.6
Sv=1 789
5.820105 2.439696

P32883 GTPase KRas 0S=Mus musculus GN=Kras PE=1 SV=1 1 189 21.642 6.77
8 789
GTPase KRas (Fragment) 0S=Mus musculus GN=Kras 32.35294 2.439696

B2KGV5 1 34 3.691 4.89
PE=4 SV=1 1 789
ADA0G2) GTPase NRas (Fragment) OS=Mus musculus GN=Nras 7.333333 2.439696

1 150 16.824 5.07
E25 PE=1SV=1 3 789
Uncharacterized protein OS=Mus musculus GN=Kras 5.851063 2.439696

Q3U2wW7 1 188 214 7.8
PE=2 SV=1 8 789
Uncharacterized protein OS=Mus musculus GN=Nras 5.820105 2.439696

Q3UCXxo 1 189 21.258 5.17
PE=2 SV=1 8 789
Transforming protein P21 (Fragment) OS=Mus musculus 28.20512 2.439696

Q675B0 1 39 4.293 5.01
GN=Kras2 PE=4 SV=1 8 789
AO0A0G2]) GTPase NRas (Fragment) OS=Mus musculus GN=Nras 2.439696

6.010929 1 183 20.573 5.17
GP4 PE=1SV=1 789
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11.34020 2.439696

P97870 C-H-ras (Fragment) OS=Mus musculus PE=4 SV=1 1 97 10.997 4.63
6 789
23.91304 2.439696

E9PVD5 GTPase NRas OS=Mus musculus GN=Nras PE=4 SV=1 1 46 4.957 4.6
3 789
2.439696

E9Q8V2 GTPase KRas 0S=Mus musculus GN=Kras PE=4 SV=1 275 1 40 4.405 5.01
789
H-ras 1 protein (Fragment) OS=Mus musculus PE=4 11.45833 2.439696

Q71sws8 1 96 10.841 4.53
Sv=1 3 789
Guanine nucleotide-binding protein G(q) subunit alpha 2.228412 2.439346

P21279 1 359 42131 5.68
0S=Mus musculus GN=Gnaq PE=1 SV=4 3 075
Kinesin-like protein (Fragment) OS=Mus musculus 3.724928 2.439005

Q8CFE7 1 349 39.215 7.36
GN=Kif5h PE=2 SV=1 4 852
Kinesin heavy chain isoform 5A 0S=Mus musculus 1.265822 2.439005

P33175 1 1027 116.946 5.94
GN=Kif5a PE=1 SV=3 8 852
Kinesin-like protein (Fragment) OS=Mus musculus 3.757225 2.439005

Q3Us62 1 346 38.802 7.21
PE=2 SV=1 4 852
Kinesin-like protein (Fragment) OS=Mus musculus 3.703703 2.439005

QB6NSS5 1 351 39.498 7.83
GN=Kif5b PE=2 SV=1 7 852
Kinesin-1 heavy chain 0S=Mus musculus GN=Kif5b 1.349948 2.439005

Q61768 1 963 109.484 6.44
PE=1SV=3 1 852
Kinesin heavy chain isoform 5C OS=Mus musculus 1.359832 2.439005

P28738 1 956 109.207 6.19
GN=Kif5c PE=1 SV=3 6 852
Kinesin-like protein (Fragment) OS=Mus musculus 2.100161 2.439005

E9QAKS 1 619 70.059 5.24
GN=Kif5b PE=1 SV=1 6 852
Kinesin-like protein (Fragment) OS=Mus musculus 3.779069 2.439005

Q3uwI9 1 344 38.6 6.64
GN=Kif5b PE=2 SV=1 8 852
Kinesin-like protein (Fragment) OS=Mus musculus 3.703703 2.439005

Q05CG8 1 351 39.499 7.36
GN=Kif5b PE=2 SV=1 7 852
Kinesin-like protein (Fragment) OS=Mus musculus 1.317122 2.439005

Q8CHF1 1 987 112.567 6.42
GN=mKIAA0531 PE=2 SV=1 6 852
1.359832 2.439005

Q3TY51 Kinesin-like protein OS=Mus musculus PE=2 SV=1 1 956 109.235 6.25
6 852
Kinesin-like protein (Fragment) OS=Mus musculus 3.724928 2.439005

Q05CD7 1 349 39.151 8.13
GN=Kif5a PE=2 SV=1 4 852
Acetyl-Coenzyme A acetyltransferase 3 0S=Mus 2.518891 2.438378

Q80X81 1 397 41.443 7.94
musculus GN=Acat3 PE=1 SV=1 7 096
Acetyl-CoA acetyltransferase, cytosolic OS=Mus 2.438378

G3XA25 2.739726 1 365 38.123 7.71
musculus GN=Acat2 PE=1 SV=1 096
Acetyl CoA transferase-like protein OS=Mus musculus 2.518891 2.438378

Q8R4V3 1 397 41.438 7.72
GN=Acat3 PE=2 SV=1 7 096
Acetyl-CoA acetyltransferase, cytosolic OS=Mus 2.518891 2.438378

Q8CAY6 1 397 41.271 75
musculus GN=Acat2 PE=1 SV=2 7 096
Acetyl-Coenzyme A acetyltransferase 3 0S=Mus 4.032258 2.438378

F2Z459 1 248 26.229 7.53
musculus GN=Acat3 PE=1 SV=1 1 096
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AO0A087W Elongin-C (Fragment) OS=Mus musculus GN=Eloc 10.52631 2.436532
1 95 10.65 5.15
QE6 PE=1SV=1 6 021
A0A087W Elongin-C (Fragment) OS=Mus musculus GN=Eloc 19.60784 2.436532
1 51 5.44 521
PE4 PE=1SV=1 3 021
AO0A087TW 7.462686 2.436532
Elongin-C OS=Mus musculus GN=Eloc PE=1 SV=1 1 134 14.93 473
NT1 6 021
8.928571 2.436532
P83940 Elongin-C 0S=Mus musculus GN=Eloc PE=1 SV=1 1 112 12.465 4.78
4 021
Delta-sarcoglycan OS=Mus musculus GN=Sgcd PE=1 5.729166 2.435775
A2ACH6 1 192 21.681 9.48
Sv=1 7 28
Sarcoglycan, delta (Dystrophin-associated glycoprotein),
6.962025 2.435775
Q8C8D9 isoform CRA_b OS=Mus musculus GN=Sgcd PE=2 1 158 17.867 9.63
3 28
Sv=1
Delta-sarcoglycan OS=Mus musculus GN=Sgcd PE=1 3.806228 2.435775
P82347 1 289 32113 9.1
Sv=1 4 28
Tetraspanin-14 0S=Mus musculus GN=Tspan14 PE=1 4.074074 2.435606
Q8QZY6 1 270 30.654 6.51
Sv=1 1 241
Ras homolog gene family member G (Fragment) 9.649122 2.432685
B2KKU6G 1 114 12.756 6.11
0S=Mus musculus GN=Rhog PE=2 SV=1 8 852
Rho-related GTP-binding protein RhoJ OS=Mus 6.432748 2.432685
D3YX61 1 171 19.26 5.34
musculus GN=Rhoj PE=1 SV=1 5 852
Rho-related GTP-binding protein RhoJ OS=Mus 5.140186 2.432685
Q9ER71 1 214 23.751 6.7
musculus GN=Rhoj PE=1 SV=2 9 852
Uncharacterized protein OS=Mus musculus GN=Rac2 12.22222 2.432685
Q8CEV8 1 90 9.763 4.34
PE=2 SV=1 2 852
Rho-related GTP-binding protein RhoJ OS=Mus 6.586826 2.432685
F27463 1 167 18.718 5.52
musculus GN=Rhoj PE=1 SV=1 3 852
A0A1BOG Rho-related GTP-binding protein RhoG (Fragment) 13.25301 2.432685
1 83 9.246 4.89
SL4 0S=Mus musculus GN=Rhog PE=1 SV=1 2 852
Arhj protein (Fragment) OS=Mus musculus GN=Rhoj 5.445544 2.432685
Q7TMYO0 1 202 22.62 6.62
PE=2 SV=1 6 852
Uncharacterized protein OS=Mus musculus GN=Rhoj 5.140186 2.432685
Q3TZU6 1 214 23.679 6.89
PE=2 SV=1 9 852
Rho-related GTP-binding protein RhoJ (Fragment) 11.45833 2.432685
G3UzZM2 1 96 10.132 7.74
0S=Mus musculus GN=Rhoj PE=4 SV=1 3 852
Ras homolog gene family, member G OS=Mus musculus 5.759162 2.432685
Q3uDzZ1 1 191 21.295 8.12
GN=Rhog PE=1 SV=1 3 852
Rho-related GTP-binding protein RhoQ (Fragment) 7.189542 2.432685
D3z3L1 1 153 16.968 5
0S=Mus musculus GN=Rhoq PE=1 SV=1 5 852
Rho-related GTP-binding protein RhoQ OS=Mus 5.365853 2.432685
Q8R527 1 205 22.63 6.32
musculus GN=Rhoq PE=1 SV=2 7 852
Tropomyosin alpha-3 chain OS=Mus musculus 5.263157 2.425887
P21107 1 285 32.974 472
GN=Tpm3 PE=1 SV=3 9 346
D3z618 Tropomyosin alpha-3 chain 0S=Mus musculus 6.072874 1 247 28.706 4.79 2.425887
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GN=Tpm3 PE=1 SV=1 5 346
Tropomyosin 3, gamma OS=Mus musculus GN=Tpm3 5.281690 2.425887

Q8K0Z5 1 284 33.129 4.77
PE=2SV=1 1 346
Tropomyosin 3, related sequence 7 OS=Mus musculus 6.048387 2.425887

D3Z2H9 1 248 28.974 4.81
GN=Tpm3-rs7 PE=3 SV=1 1 346
AOAOR4) Tropomyosin alpha-3 chain OS=Mus musculus 5.281690 2.425887

1 284 32.843 4.72
1P2 GN=Tpm3 PE=1 SV=1 1 346
Tropomyosin alpha-3 chain (Fragment) OS=Mus 21.12676 2.425887

D3YVRO 1 71 8.381 4.6
musculus GN=Tpm3 PE=1 SV=1 1 346
Tropomyosin alpha-3 chain OS=Mus musculus 6.048387 2.425887

E9Q7Q3 1 248 28.717 4.72
GN=Tpm3 PE=1 SV=1 1 346
Tpm3 protein 0S=Mus musculus GN=Tpm3 PE=2 6.048387 2.425887

QS58E70 1 248 29.003 4.78
Sv=1 1 346
Uncharacterized protein OS=Mus musculus GN=Tpm3 6.048387 2.425887

Q3TJ53 1 248 28.841 483
PE=2 SV=1 1 346
Tropomyosin alpha-3 chain 0S=Mus musculus 5.263157 2.425887

E9Q5J9 1 285 33.26 477
GN=Tpm3 PE=1 SV=1 9 346
Uncharacterized protein 0S=Mus musculus GN=Tpm3 6.048387 2.425887

Q8C7C3 1 248 28.879 475
PE=2 SV=1 1 346
AO0A0G2]) 40S ribosomal protein S27 (Fragment) OS=Mus 15.85365 2.424679

1 82 9.227 9.45
bw7 musculus GN=Rps27 PE=1 SV=1 9 518
40S ribosomal protein S27 OS=Mus musculus 2.424679

Q6ZWU9 15.47619 1 84 9.455 9.45
GN=Rps27 PE=1 SV=3 518
AO0A0G2]) 40S ribosomal protein S27 OS=Mus musculus 15.66265 2.424679

1 83 9.058 8.84
G29 GN=Rps27 PE=1 SV=1 1 518
408 ribosomal protein S27-like OS=Mus musculus 2.424679

Q6ZWY3 15.47619 1 84 9.471 9.45
GN=Rps27I PE=1 SV=3 518
408 ribosomal protein S27 OS=Mus musculus 12.38095 2.424679

D3YYBO 1 105 11.821 8.48
GN=Rps27I PE=1 SV=1 2 518
408 ribosomal protein S27 OS=Mus musculus 16.88311 2.424679

D6RH49 1 7 8.613 8.84
GN=Rps27I PE=1 SV=1 7 518
4.591836 2.423658

Q9CQU3 Protein RER1 OS=Mus musculus GN=Rer1 PE=1 SV=1 1 196 22973 9.51
7 609
40S ribosomal protein S9 OS=Mus musculus GN=Rps9 10.12658 2.420660

D3z673 1 79 9.528 10.71
PE=1SV=1 2 734
408 ribosomal protein S9 (Fragment) OS=Mus musculus 14.03508 2.420660

D3YUV6 1 57 6.873 11
GN=Rps9 PE=1 SV=8 8 734
Serine/threonine-protein kinase SIK3 (Fragment) 3.162055 2.415325

F6UBX4 1 506 57.049 6.1
0S=Mus musculus GN=Sik3 PE=1 SV=1 3 403
Serine/threonine-protein kinase SIK3 (Fragment) 1.317957 2.415325

F6UBUS 1 1214 134.791 6.81
0S=Mus musculus GN=Sik3 PE=1 SV=1 2 403
Serine/threonine-protein kinase SIK3 OS=Mus musculus 1.168736 2.415325

E9PU8T7 1 1369 150.564 7.02
GN=Sik3 PE=1 SV=1 3 403
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Serine/threonine-protein kinase SIK3 OS=Mus musculus 1.220442 2.415325
Q6P4S6 1 1311 145.692 6.92
GN=Sik3 PE=1 SV=3 4 403
Serine/threonine-protein kinase SIK3 (Fragment) 1.213040 2.415325
F6S7W6 1 1319 144.696 6.81
0S=Mus musculus GN=Sik3 PE=1 SV=1 2 403
Rab2b protein OS=Mus musculus GN=Rab2b PE=2 15.78947 2.415102
Q6P7T7 1 76 8.795 6.54
Sv=1 4 72
0.457585 2.414350
Q04690 Neurofibromin 0S=Mus musculus GN=Nf1 PE=1 SV=1 1 2841 319.391 7.39
4 51
Coatomer protein complex, subunit gamma OS=Mus 8.264462 2.413667
Q7TNQ1 1 121 13.452 7.93
musculus GN=Copgl PE=1 SV=1 8 44
Uncharacterized protein (Fragment) OS=Mus musculus 16.39344 2.407486
QICVUs 1 61 6.748 8.18
GN=Hnrnpl PE=2 SV=1 3 439
Type 1 phosphatidylinositol 4,5-bisphosphate
2.473498 2.405439
EOCYE6 4-phosphatase (Fragment) OS=Mus musculus 1 283 30.21 8.38
2 615
GN=Tmem55b PE=1 SV=1
Type 1 phosphatidylinositol 4,5-bisphosphate
2527075 2.405439
FBWHW3 4-phosphatase OS=Mus musculus GN=Tmem55b PE=1 1 277 29.312 8.75
8 615
Sv=1
Type 1 phosphatidylinositol 4,5-bisphosphate
2.941176 2.405439
EOCZ18 4-phosphatase OS=Mus musculus GN=Tmem55b PE=1 1 238 24789 6.76
5 615
Sv=1
Type 1 phosphatidylinositol 4,5-bisphosphate
2.405439
EOCZF6 4-phosphatase OS=Mus musculus GN=Tmem55b PE=1 3.030303 1 231 24.074 6.49
615
Sv=1
Type 1 phosphatidylinositol 4,5-bisphosphate
2.464788 2.405439
Q3TWL2 4-phosphatase OS=Mus musculus GN=Tmem55b PE=1 1 284 30.027 8.82
7 615
Sv=1
FACT complex subunit SPT16 OS=Mus musculus 1.623686 2.399989
Q920B9 1 1047 119.749 5.66
GN=Supt16h PE=1 SV=2 7 367
Suppressor of Ty 16 OS=Mus musculus GN=Supt16 1.623686 2.399989
G3X956 1 1047 119.763 5.66
PE=1SV=1 7 367
Gamma-tubulin complex component OS=Mus musculus 9.065934 2.399396
E9QOR3 2 364 40.389 9.51
GN=Tubgep3 PE=1 SV=1 1 658
Gamma-tubulin complex component (Fragment) 8.870967 2.399396
Q8BKJ3 2 372 41.332 9.28
0S=Mus musculus GN=Tubgcp3 PE=2 SV=1 7 658
WD repeat-containing protein 6 0S=Mus musculus 1.244444 2.397230
Q99IME2 1 1125 121.82 6.98
GN=Wdr6 PE=1 SV=1 4 387
Uncharacterized protein OS=Mus musculus GN=Wdr6 1.244444 2.397230
Q3TEZ2 1 1125 121.792 6.98
PE=2 SV=1 4 387
WD-repeat protein p122 OS=Mus musculus GN=Wdr6 1.245551 2.397230
Q8R539 1 1124 121.839 73
PE=2 SV=1 6 387
Uncharacterized protein OS=Mus musculus GN=Wdr6 1.244444 2.397230
Q3TMH3 1 1125 121.836 6.93
PE=2 SV=1 4 387
AOAON4S DNA replication licensing factor MCM2 (Fragment) 13.33333 1 90 10.671 6.64 2.395819
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VY2 0S=Mus musculus GN=Mcm2 PE=1 SV=1 3 187
A0A0G2] Ras-related protein Rap-1A (Fragment) OS=Mus 20.18348 2.395755
2 109 12.362 4.68
ED9 musculus GN=Rapla PE=1 SV=1 6 291
Uncharacterized protein OS=Mus musculus GN=Gpm6éb 5.284552 2.393111
Q3V0z9 1 246 26.799 6.33
PE=2 SV=1 8 944
Glycoprotein méb, isoform CRA_g OS=Mus musculus 3.963414 2.393111
A2AEG6 1 328 36.173 6.14
GN=Gpméb PE=1 SV=1 6 944
Glycoprotein méb, isoform CRA_a OS=Mus musculus 4.262295 2.393111
A2AEG3 1 305 33.492 6.6
GN=Gpméb PE=1 SV=1 1 944
Neuronal membrane glycoprotein M6-b OS=Mus 3.963414 2.393111
P35803 1 328 36.186 6.14
musculus GN=Gpméb PE=1 SV=2 6 944
Glycoprotein méb, isoform CRA_f 0S=Mus musculus 4.513888 2.393111
Q3uss1 1 288 31.638 535
GN=Gpméb PE=2 SV=1 9 944
Pituitary tumor-transforming gene 1 protein-interacting
13.51351 2.387210
EOCXB5 protein (Fragment) OS=Mus musculus GN=Pttglip 2 111 12.59 8.19
4 608
PE=1SV=1
Pituitary tumor-transforming gene 1 protein-interacting 8.620689 2.387210
Q8R143 2 174 19.952 8.63
protein 0S=Mus musculus GN=Pttglip PE=1 SV=1 7 608
Uncharacterized protein OS=Mus musculus GN=Pttglip 8.620689 2.387210
Q3uU7 2 174 19.953 8.41
PE=2 SV=1 7 608
Stromal cell-derived factor 1 0S=Mus musculus 8.403361 2.385585
H7BX38 1 119 13.626 10.35
GN=Cxcl12 PE=1 SV=1 3 785
Stromal cell-derived factor 1 0S=Mus musculus 10.75268 2.385585
P40224 1 93 10.554 9.74
GN=Cxcl12 PE=2 SV=2 8 785
Uncharacterized protein OS=Mus musculus GN=Rorl 2.379483
Q8BNP9 1.814301 1 937 104.051 7.24
PE=2 SV=1 7
Inactive tyrosine-protein kinase transmembrane receptor 2.379483
Q97139 1.814301 1 937 104.021 7.24
ROR1 0S=Mus musculus GN=Rorl PE=2 SV=2 7
Aminoacyl tRNA synthase complex-interacting
3.761755 2.377613
Q3UzZG4 multifunctional protein 1 0S=Mus musculus GN=Aimp1 1 319 35.144 8.57
5 068
PE=1SV=1
Uncharacterized protein (Fragment) OS=Mus musculus 2.377613
Q3TUZ1 18.75 1 64 7.475 9.44
GN=Aimpl PE=2 SV=1 068
Uncharacterized protein OS=Mus musculus GN=Aimp1 3.761755 2.377613
Q8cau7 1 319 35.174 8.57
PE=2 SV=1 5 068
Aminoacyl tRNA synthase complex-interacting
ADA0G2) 21.81818 2.377613
multifunctional protein 1 (Fragment) OS=Mus musculus 1 55 6.306 9.13
DHO 2 068
GN=Aimpl PE=1 SV=1
Aminoacyl tRNA synthase complex-interacting
ADA0G2) 14.11764 2.377613
multifunctional protein 1 (Fragment) OS=Mus musculus 1 85 9.786 8.4
DVO 7 068
GN=Aimpl PE=1 SV=4
Aminoacyl tRNA synthase complex-interacting
3.870967 2.377613
P31230 multifunctional protein 1 OS=Mus musculus GN=Aimp1 1 310 33.976 8.35
7 068

PE=18V=2
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Aminoacyl tRNA synthase complex-interacting

A0A0G2]) 10.43478 2.377613
multifunctional protein 1 (Fragment) OS=Mus musculus 1 115 12.844 8.1
DwW6 3 068
GN=Aimpl PE=1 SV=4
Aminoacyl tRNA synthase complex-interacting
ADA0G2) 2.377613
multifunctional protein 1 (Fragment) OS=Mus musculus 15 1 80 9.232 7.25
EU9 068
GN=Aimp1 PE=1 SV=1
CCR4-NOT transcription complex subunit 9 OS=Mus 7.023411 2.369764
QIKYO0 1 299 33.58 8.03
musculus GN=Cnot9 PE=1 SV=1 4 09
AOA1DSR Adenine phosphoribosy 0S=Mus 19.40298 2.359764
1 67 7.588 8.92
LR6 GN=Aprt PE=1 SV=1 5 576
4.166666 2.349613
P16110 Galectin-3 OS=Mus musculus GN=Lgals3 PE=1 SV=3 1 264 27.498 8.38
7 667
4.166666 2.349613
Q8C253 Galectin OS=Mus musculus GN=Lgals3 PE=1 SV=1 1 264 27.397 8.56
7 667
Galectin (Fragment) OS=Mus musculus GN=Lgals3 5.913978 2.349613
Q3v4r1 1 186 19.925 9.5
PE=2 SV=1 5 667
EH domain-containing protein 2 0S=Mus musculus 3.130755 2.347359
Q8BH64 1 543 61.136 6.51
GN=Ehd2 PE=1 SV=1 1 896
3.837471 2.347359
Q8R2X0 Ehd2 protein OS=Mus musculus GN=Ehd2 PE=2 SV=1 1 443 49.993 6.37
8 896
Uncharacterized protein OS=Mus musculus GN=Emb 6.666666 2.345414
Q3Tsz8 2 330 37.041 6.19
PE=2 SV=1 7 162
Uncharacterized protein OS=Mus musculus GN=Emb 6.666666 2.345414
Q3UFK0 2 330 37.007 6.02
PE=2 SV=1 7 162
6.666666 2.345414
P21995 Embigin 0OS=Mus musculus GN=Emb PE=1 SV=2 2 330 37.041 6.02
7 162
Uncharacterized protein OS=Mus musculus GN=Emb 6.666666 2.345414
Q3TI59 2 330 37.043 6.19
PE=2 SV=1 7 162
1.219512 2.344612
Q64727 Vinculin 0S=Mus musculus GN=Vcl PE=1 SV=4 1 1066 116.644 6
2 36
Sfpq protein (Fragment) OS=Mus musculus GN=Sfpg 7.894736 2.339980
Q7TMH7 1 190 21.697 6.83
PE=2 SV=1 8 602
Sfpq protein (Fragment) OS=Mus musculus GN=Sfpq 5.747126 2.339980
Q810V5 1 261 30.289 5.54
PE=2 SV=1 4 602
DNA-directed RNA polymerase Il subunit RPB3 4.363636 2.329811
P97760 1 275 31.424 4.92
0S=Mus musculus GN=Polr2c PE=1 SV=2 4 335
4.363636 2.329811
Q9DB22 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 275 31.438 4.97
4 335
AO0A1D5R DNA-directed RNA polymerase Il subunit RPB3 2.733485 2.329811
1 439 48.329 6.05
ML8 0S=Mus musculus GN=Polr2c PE=1 SV=1 2 335
Uncharacterized protein OS=Mus musculus GN=Polr2c 3.614457 2.329811
Q3UUX3 1 332 37.729 5.29
PE=2 SV=1 8 335
Uncharacterized protein OS=Mus musculus GN=Lrrn4cl 7.051282 2.327998
Q8C2z8 1 156 17.269 4.88
PE=2 SV=1 1 161
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LRRN4 C-terminal-like protein OS=Mus musculus 4.602510 2.327998

Q3TYX2 1 239 25.914 5.24
GN=Lrrn4cl PE=2 SV=1 5 161
Eukaryotic translation initiation factor 3 subunit K 6.422018 2.324269

Q9DBZ5 1 218 25.07 4.93
0S=Mus musculus GN=Eif3k PE=1 SV=1 3 295
Eukaryotic translation initiation factor 3 subunit K 7.291666 2.324269

Q3TY56 1 192 22.283 5.12
0S=Mus musculus GN=Eif3k PE=1 SV=1 7 295
1.943844 2.323628

Q8BP75 Annexin 0S=Mus musculus GN=Anxa7 PE=2 SV=1 1 463 49.921 7.18
5 902
ADA0G2) Eukaryotic translation initiation factor 3 subunit B 11.42857 2.312943

1 175 21.077 5.76
G48 (Fragment) OS=Mus musculus GN=Eif3b PE=1 SV=1 1 22
Centromere/kinetochore protein zw10 homolog OS=Mus 1540436 2.310103

054692 1 779 88.006 5.92
musculus GN=Zw10 PE=1 SV=3 5 893
ADAILL1S Centromere/kinetochore protein zw10 homolog 6.417112 2.310103

1 187 20.982 4.89
ST9 (Fragment) OS=Mus musculus GN=Zw10 PE=1 SV=1 3 893
Uncharacterized protein OS=Mus musculus GN=Dag1 1.119820 2.306323

Q8CBE6 1 893 96.826 8.56
PE=2 SV=1 8 528
Uncharacterized protein 0S=Mus musculus GN=Dag1 1.119820 2.306323

Q8BPJ7 1 893 96.874 8.44
PE=2 SV=1 8 528
Alpha-dystroglycan (Fragment) 0S=Mus musculus 2.320185 2.306323

DOIFT4 1 431 46.697 10.24
PE=4 SV=1 6 528
1.119820 2.306323

Q62165 Dystroglycan OS=Mus musculus GN=Dagl PE=1 SV=4 1 893 96.844 8.44
8 528
Guanine nucleotide-binding protein G(t) subunit alpha-2 3.107344 2.306316

P50149 1 354 40.092 5.36
0S=Mus musculus GN=Gnat2 PE=2 SV=2 6 614
Guanine nucleotide-binding protein G(t) subunit alpha-2 4.741379 2.306316

A2AE32 1 232 25.915 5.29
(Fragment) OS=Mus musculus GN=Gnat2 PE=4 SV=1 3 614
Guanine nucleotide-binding protein G(o) subunit alpha 3.107344 2.306316

P18872 1 354 40.059 5.53
0S=Mus musculus GN=Gnaol PE=1 SV=3 6 614
Guanine nucleotide-binding protein G(k) subunit alpha 3.107344 2.306316

Q9DC51 1 354 40.512 5.69
0S=Mus musculus GN=Gnai3 PE=1 SV=3 6 614
Uncharacterized protein OS=Mus musculus GN=Gna13 2917771 2.306316

Q3UEA40 1 377 44,011 8.21
PE=2 SV=1 9 614
Guanine nucleotide-binding protein subunit alpha-12 2.902374 2.306316

P27600 1 379 44.067 9.83
0S=Mus musculus GN=Gnal2 PE=1 SV=3 7 614
Uncharacterized protein (Fragment) OS=Mus musculus 3.206997 2.306316

Q9D7B3 1 343 39.036 5.53
GN=Gnat2 PE=2 SV=2 1 614
Uncharacterized protein OS=Mus musculus GN=Gnal 4.782608 2.306316

Q8BHKS8 1 230 25.616 8.32
PE=2 SV=1 7 614
Uncharacterized protein OS=Mus musculus GN=Gnal 2.887139 2.306316

Q3TY78 1 381 44.253 6.65
PE=2 SV=1 1 614
Guanine nucleotide-binding protein G(olf) subunit alpha 2.887139 2.306316

Q8CGK7 1 381 44.28 6.65
0S=Mus musculus GN=Gnal PE=1 SV=1 1 614
Guanine nucleotide-binding protein G(s) subunit alpha 12.08791 2.306316

A2A610 1 91 10.178 8.7
isoforms short 0S=Mus musculus GN=Gnas PE=1 SV=1 2 614
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AO0A0G2]) Guanine nucleotide-binding protein subunit alpha-12 3.481012 2.306316
1 316 37.044 9.7
G40 (Fragment) OS=Mus musculus GN=Gnal2 PE=1 SV=1 7 614
Guanine nucleotide-binding protein G(t) subunit alpha-3 3.107344 2.306316
Q3v3I2 1 354 40.29 5.87
0S=Mus musculus GN=Gnat3 PE=1 SV=2 6 614
Guanine nucleotide-binding protein G(t) subunit alpha-1 3.142857 2.306316
P20612 1 350 39.941 5.62
0S=Mus musculus GN=Gnat1 PE=1 SV=3 1 614
Guanine nucleotide-binding protein subunit alpha-13 6.358381 2.306316
Q9D034 1 173 19.924 9.26
0S=Mus musculus GN=Gnal3 PE=1 SV=1 5 614
Extra large alpha stimulating guanine-nucleotide binding
6.214689 2.306316
QIWuUCOo polypeptide (Fragment) OS=Mus musculus GN=Gnas 1 177 18.909 10.3
3 614
PE=2 SV=1
Gs alpha subunit (Fragment) OS=Mus musculus PE=4 15.71428 2.306316
Q9JJj21 1 70 7.919 9.83
Sv=1 6 614
Uncharacterized protein OS=Mus musculus GN=Gnal 8.208955 2.306316
Q8C040 1 134 15.047 9.19
PE=2 SV=1 2 614
Uncharacterized protein OS=Mus musculus GN=Gnai3 3.107344 2.306316
Q3TJH1 1 354 40.513 5.57
PE=2 SV=1 6 614
Guanine nucleotide binding protein, alpha stimulating, 2.455357 2.306316
Q66L47 1 448 51.324 7.09
olfactory type OS=Mus musculus GN=Gnal PE=1 SV=1 1 614
Guanine nucleotide-binding protein subunit alpha-13 2917771 2.306316
P27601 1 377 44.027 8.21
0S=Mus musculus GN=Gnal3 PE=1 SV=1 9 614
Guanine nucleotide-binding protein G(t) subunit alpha-2 9.821428 2.306316
A2AE31 1 112 12177 5.29
(Fragment) OS=Mus musculus GN=Gnat2 PE=4 SV=8 6 614
Myosin light polypeptide 6 alkali smooth muscle and
2.298037
BOLAC7 non-muscle protein (Fragment) OS=Mus musculus 29.62963 1 27 3.123 4.32
052
GN=Myl6 PE=2 SV=1
Ras-related protein Ral-B (Fragment) OS=Mus musculus 6.040268 2.294968
F6QC68 1 149 16.784 5.11
GN=Ralb PE=1 SV=2 5 843
Ras-related protein Ral-B OS=Mus musculus GN=Ralb 2.294968
Qw9 4.368932 1 206 23.335 6.62
PE=1SV=1 843
Uncharacterized protein OS=Mus musculus GN=Ralb 2.294968
Q8CCG5 4.368932 1 206 23.334 7.28
PE=2 SV=1 843
Rho-associated protein kinase 0S=Mus musculus 0.720461 2.293816
F8VPKS5 1 1388 160.515 5.99
GN=Rock2 PE=1 SV=1 1 805
ADALY7V Rho-associated protein kinase 2 (Fragment) OS=Mus 0.692520 2.293816
1 1444 166.686 5.9
MNO musculus GN=Rock2 PE=4 SV=1 8 805
Rho-associated protein kinase 2 0S=Mus musculus 0.720461 2.293816
P70336 1 1388 160.485 5.99
GN=Rock2 PE=1 SV=1 1 805
Uncharacterized protein (Fragment) OS=Mus musculus 1.212121 2.293816
Q3UMTS 1 825 94.896 5.57
GN=Rock2 PE=2 SV=1 2 805
Alkaline phosphatase OS=Mus musculus GN=Alpl PE=2 1.717557 2.292574
Q8Jzs4 1 524 57.452 7.01
sv=1 3 883
Alkaline phosphatase OS=Mus musculus GN=Alpl PE=2 1.717557 2.292574
Q3TJD3 1 524 57.467 6.92
sv=1 3 883
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Alkaline phosphatase OS=Mus musculus GN=Alpl PE=2 1.717557 2.292574
Q3TQ02 1 524 57.465 7.01
sv=1 3 883
Alkaline phosphatase, tissue-nonspecific isozyme 1.717557 2.292574
P09242 1 524 57.478 7.01
0S=Mus musculus GN=Alpl PE=1 SV=2 3 883
1.717557 2.292574
QI9EQ79 Alkaline phosphatase 0S=Mus musculus PE=3 SV=1 1 524 57.448 6.92
3 883
Alkaline phosphatase OS=Mus musculus GN=Alpl PE=2 1.717557 2.292574
B7XGA6 1 524 57.434 6.92
Sv=1 3 883
Ectonucleotide pyrophosphatase/phosphodiesterase 1,
1.546961 2.291867
G3X9S2 isoform CRA_d OS=Mus musculus GN=Enppl PE=1 1 905 102.96 6.57
3 733
Sv=1
Ectonucleotide pyrophosphatase/phosphodiesterase
1.545253 2.291867
P06802 family member 1 OS=Mus musculus GN=Enpp1 PE=1 1 906 103.109 6.6
9 733
sv=4
Uncharacterized protein (Fragment) OS=Mus musculus 2.014388 2.291867
Q3v3cs 1 695 79.798 6.86
GN=Enppl PE=2 SV=1 5 733
Ectonucleotide pyrophosphatase/phosphodiesterase
3.794037 2.291867
E9QQ26 family member 1 0S=Mus musculus GN=Enpp1 PE=1 1 369 4151 6.96
9 733
Sv=1
Ectonucleotide pyrophosphatase/phosphodiesterase 1,
AOAOR4) 1.545253 2.291867
isoform CRA_a 0S=Mus musculus GN=Enpp1 PE=1 1 906 103.059 6.57
1Q7 9 733
Sv=1
AO0AOR4]) Cytidine monophospho-N-acetylneuraminic acid 3.703703 2.290676
1 432 48 8.1
0B4 synthetase OS=Mus musculus GN=Cmas PE=1 SV=1 7 355
N-acylneuraminate cytidylyltransferase OS=Mus 3.703703 2.290676
Q99KK2 1 432 48.028 8.1
musculus GN=Cmas PE=1 SV=2 7 355
Fibrinogen, B beta polypeptide, isoform CRA_a 1.871101 2.289620
Q3TGR2 1 481 54.718 7.08
0S=Mus musculus GN=Fgh PE=1 SV=1 9 161
Damaged-DNA recognition protein 1 OS=Mus musculus 2.313883 2.284066
QI1ycs 1 994 110.421 5.39
GN=Ddb1 PE=2 SV=1 3 2
CDC16 cell division cycle 16 homolog (S. cerevisiae),
1.612903 2.277554
Q3TI84 isoform CRA_e OS=Mus musculus GN=Cdc16 PE=1 1 620 71.414 5.76
2 75
Sv=1
ADA1BOG Cell division cycle protein 16 homolog (Fragment) 5.319148 2.277554
1 188 21.786 521
R68 0S=Mus musculus GN=Cdc16 PE=1 SV=1 9 75
Uncharacterized protein OS=Mus musculus GN=Capzal 5.172413 2.275070
Q3UIV2 1 290 33.274 6.74
PE=2 SV=1 8 667
2.273175
A8DUP3 Beta-globin OS=Mus musculus GN=Hbbt1 PE=3 SV=1 6.122449 1 147 15.801 7.01
955
Cartilage oligomeric matrix protein OS=Mus musculus 1.324503 2.264931
Q8VI54 1 755 82.233 4.65
PE=4 SV=1 3 202
Thrombospondin 4 0S=Mus musculus GN=Thbs4 PE=1 1.038421 2.264931
B2RTL6 1 963 106.299 4.67
Sv=1 6 202
AOA1D5R Cartilage oligomeric matrix protein (Fragment) OS=Mus 9.174311 1 109 12.782 9.28 2.264931
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MB8 musculus GN=Comp PE=1 SV=1 9 202

Comp protein (Fragment) OS=Mus musculus GN=Comp 1.317523 2.264931
A2VCQO 1 759 82.75 4.68

PE=2 SV=1 1 202

Cartilage oligomeric matrix protein OS=Mus musculus 1.324503 2.264931
QI9R0G6 1 755 82.289 4.64

GN=Comp PE=1 SV=2 3 202

Cartilage oligomeric matrix protein OS=Mus musculus 1.324503 2.264931
A1A557 1 755 82.19 4.63

GN=Comp PE=2 SV=1 3 202

Zinc transporter ZIP14 OS=Mus musculus 1.840490 2.262651
Q75N73 1 489 53.927 5.27

GN=Slc39a14 PE=1 SV=1 8 92

Solute carrier family 39 (Zinc transporter), member 14,
AOAOR4] 1.840490 2.262651

isoform CRA_a OS=Mus musculus GN=SIc39a14 PE=1 1 489 53.72 5.08
w1 8 92

Sv=1

ATP sulfurylase/APS kinase isoform SK2 0S=Mus 1127214 2.260360
Q9QYs0 1 621 70.364 7.58

musculus PE=3 SV=1 2 003

Bifunctional 3'-phosphoadenosine 5'-phosphosulfate 1.127214 2.260360
088428 1 621 70.306 7.58

synthase 2 0S=Mus musculus GN=Papss2 PE=1 SV=2 2 003

Dhx9 protein (Fragment) OS=Mus musculus GN=Dhx9 3.535353 2.256844
QO05BR6 1 198 21.757 6.58

PE=2 SV=1 5 521

Uncharacterized protein (Fragment) 0S=Mus musculus 1.268742 2.252667
Q3TDB5 1 867 95.5 5.43

GN=Emilin2 PE=2 SV=1 8 904

Uncharacterized protein OS=Mus musculus GN=Emilin2 1.107754 2.252667
Q3TBD3 1 993 108.301 5.41

PE=2 SV=1 3 904

Elastin microfibril interfacer 2 0S=Mus musculus 1.024208 2.252667
Q3U1)9 1 1074 117.237 5.62

GN=Emilin2 PE=1 SV=1 6 904

Uncharacterized protein OS=Mus musculus GN=Emilin2 1.024208 2.252667
Q3TCC1 1 1074 117.179 5.66

PE=2 SV=1 6 904

Uncharacterized protein OS=Mus musculus GN=Emilin2 1.024208 2.252667
Q3TBC8 1 1074 117.256 5.62

PE=2 SV=1 6 904

Elastin microfibril interfacer 2 0S=Mus musculus 1.024208 2.252667
DOESZ4 1 1074 117.231 5.66

GN=Emilin2 PE=2 SV=1 6 904

Uncharacterized protein OS=Mus musculus GN=Emilin2 1.025163 2.252667
Q3TDP9 1 1073 117.135 571

PE=2 SV=1 1 904

PC4 and SFRS1-interacting protein OS=Mus musculus 1515151 2.245100
Q99JF8 1 528 59.66 9.13

GN=Psip1 PE=1 SV=1 5 26

Uncharacterized protein (Fragment) OS=Mus musculus 6.563706 2.240854
Q3TZL2 1 259 28.214 8.94

GN=Sfpq PE=2 SV=1 6 025

Uncharacterized protein OS=Mus musculus GN=Wasf2 2.414486 2.240710
Q31927 1 497 54.026 5.53

PE=2 SV=1 9 974

Wiskott-Aldrich syndrome protein family member 2 2.414486 2.240710
Q8BH43 1 497 54.04 5.53

0S=Mus musculus GN=Wasf2 PE=1 SV=1 9 974

Wasf2 protein (Fragment) OS=Mus musculus 6.486486 2.240710
Q80UQ8 1 185 21.317 9.47

GN=Wasf2 PE=2 SV=1 5 974

60S ribosomal protein L13 OS=Mus musculus 4.761904 2.239143
Q5RKP3 1 210 24.582 9.98

GN=Rpl13 PE=2 SV=1 8 61

213




AO0A140T 60S ribosomal protein L13 OS=Mus musculus 4.830917 2.239143
1 207 23.993 11.49
8K8 GN=Rpl13-ps3 PE=3 SV=1 9 61
60S ribosomal protein L13 OS=Mus musculus 4.739336 2.239143
P47963 1 211 24.291 11.55
GN=Rpl13 PE=1 SV=3 5 61
Cytochrome P450 4A14 OS=Mus musculus 1.775147 2.231855
035728 1 507 58.682 8.78
GN=Cyp4al4 PE=1 SV=1 9 154
Uncharacterized protein OS=Mus musculus GN=Hnrnpl 2.226400
Q8BI142 3.343465 1 329 34677 7.69
PE=2 SV=1 852
Heterogeneous nuclear ribonucleoprotein L (Fragment) 5.472636 2.226400
G3UY56 1 201 22.081 533
0S=Mus musculus GN=Hnrnpl PE=1 SV=1 8 852
Heterogeneous nuclear ribonucleoprotein L (Fragment) 9.821428 2.226400
G3UYY3 1 112 12.338 5.99
0S=Mus musculus GN=Hnrnpl PE=1 SV=8 6 852
Septin-2 (Fragment) OS=Mus musculus GN=Sept2 5.649717 2.224761
D3z1s1 1 177 20.003 75
PE=1SV=1 5 963
Septin-2 (Fragment) OS=Mus musculus GN=Sept2 9.345794 2.224761
F6UKNS 1 107 12.142 5.26
PE=1SV=2 4 963
Keratin, type | cytoskeletal 20 OS=Mus musculus 2.552204 2.218655
Q9D312 1 431 49.004 5.38
GN=Krt20 PE=1 SV=1 2 825
Zinc transporter ZIP8 OS=Mus musculus GN=SIc39a8 1515151 2.209212
Q91W10 1 462 50.05 5.86
PE=2 SV=1 5 78
Collagen alpha-2(l) chain (Fragment) OS=Mus musculus 8.474576 2.207953
EOCXI2 1 177 16.962 9.99
GN=Colla2 PE=1 SV=1 3 453
Uncharacterized protein (Fragment) OS=Mus musculus 11.62790 2.205255
QICVvB2 1 86 10.141 9
GN=Ppp6c PE=2 SV=1 7 747
Uncharacterized protein OS=Mus musculus 5.022831 2.199064
Q3v2B9 1 219 24.019 9.99
GN=Gm10653 PE=2 SV=1 1 016
ATPase, H+-transporting, lysosomal V1 subunit B1
AO0AQUIR 4.651162 2.184945
(Fragment) OS=Mus musculus GN=Atp6vlbl PE=1 1 215 23.217 5.21
NU9 8 822
Sv=2
Atp6v1bl protein (Fragment) OS=Mus musculus 2.184945
QI99KA3 25 1 400 44.65 5.34
GN=Atp6v1bl PE=2 SV=1 822
ADA1S6G Uncharacterized protein OS=Mus musculus 1.851851 2.184945
1 540 59.241 6.09
WG6 GN=Atp6v1b2 PE=2 SV=1 9 822
ATPase, H+ transporting, lysosomal V1 subunit B1,
1.949317 2.184945
QI1YH6 isoform CRA_a OS=Mus musculus GN=Atp6év1bl PE=1 1 513 56.755 534
7 822
Sv=1
Uncharacterized protein OS=Mus musculus 1.949317 2.184945
Q8C3L6 1 513 56.797 5.34
GN=Atp6vlbl PE=2 SV=1 7 822
V-type proton ATPase subunit B, brain isoform OS=Mus 1.956947 2.184945
P62814 1 511 56.515 5.81
musculus GN=Atp6v1b2 PE=1 SV=1 2 822
ATPase, H+ transporting, lysosomal V1 subunit B1 2.184945
Q6P6I3 1.953125 1 512 56.668 5.34
0S=Mus musculus GN=Atp6v1lbl PE=2 SV=1 822
Glucose-6-phosphate isomerase OS=Mus musculus 3.197674 2.181837
B7ZWL9 1 344 38.318 8.65
GN=Gpil PE=2 SV=1 4 32
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Glucose-6-phosphate isomerase OS=Mus musculus 1.971326 2.181837
P06745 1 558 62.727 8.13

GN=Gpi PE=1 SV=4 2 32

Glucose-6-phosphate isomerase OS=Mus musculus 3.197674 2.181837
B2RXTS 1 344 38.259 8.48

GN=Gpil PE=2 SV=1 4 32

Lupus La protein homolog (Fragment) OS=Mus 5.434782 2.175404
A2AR07 1 184 21.399 8.98

musculus GN=Ssb PE=1 SV=1 6 549

Lupus La protein homolog OS=Mus musculus GN=Ssh 6.289308 2.175404
D6RI87 1 159 18.628 9.32

PE=1SV=1 2 549

Thrombospondin-3 0S=Mus musculus GN=Thbs3 PE=1 0.732217 2.174813
Q05895 1 956 104.053 4.64

Sv=2 6 509

Thrombospondin-3 0S=Mus musculus GN=Thbs3 PE=1 0.761697 2.174813
E9PWFO 1 919 100.122 4.65

Sv=1 5 509

Actin-related protein 2/3 complex subunit 4 OS=Mus 5.357142 2.174764
P59999 1 168 19.654 8.43

musculus GN=Arpc4 PE=1 SV=3 9 395

Actin-related protein 2/3 complex subunit 4 OS=Mus 5.357142 2.174764
Q8BVW6 1 168 19.695 8.76

musculus GN=Arpc4 PE=2 SV=1 9 395

Actin-related protein 2/3 complex subunit 4 OS=Mus 5.357142 2.174764
Q9D3C4 1 168 19.64 8.43

musculus GN=Arpc4 PE=2 SV=1 9 395

Actin-related protein 2/3 complex subunit 4 OS=Mus 5.357142 2.174764
Q7TPD9 1 168 19.594 8.43

musculus GN=Arpc4 PE=2 SV=1 9 395

Tissue-resident T-cell transcription regulator protein 2.401746 2.173587
17HJS4 1 458 50.387 8.92

ZNF683 0S=Mus musculus GN=Znf683 PE=2 SV=1 7 322

Adam17 protein OS=Mus musculus GN=Adam17 PE=2 1.209189 2.173059
B2RRI1 1 827 93.029 5.87

Sv=1 8 702

Uncharacterized protein OS=Mus musculus 1.182033 2.173059
Q3UNK?7 1 846 95.188 5.82

GN=Adam17 PE=2 SV=1 1 702

A disintegrin and metallopeptidase domain 17 OS=Mus 1.209189 2.173059
B7ZNJ0O 1 827 92.981 5.87

musculus GN=Adam17 PE=2 SV=1 8 702

Disintegrin and metalloproteinase domain-containing 1.182033 2.173059
E9PXU2 1 846 95.171 5.88

protein 17 OS=Mus musculus GN=Adam17 PE=1 SV=1 1 702

Uncharacterized protein OS=Mus musculus 1.209189 2.173059
Q3UV09 1 827 93.009 5.94

GN=Adam17 PE=2 SV=1 8 702

Adam17 protein OS=Mus musculus GN=Adam17 PE=2 1.209189 2.173059
B2RRI4 1 827 92.985 5.87

Sv=1 8 702

A disintegrin and metallopeptidase domain 17 OS=Mus 1.209189 2.173059
Q3UEW9 1 827 93.011 5.87

musculus GN=Adam17 PE=2 SV=1 8 702

Disintegrin and metalloproteinase domain-containing 1.209189 2.173059
Q9Z0F8 1 827 92.996 5.94

protein 17 0S=Mus musculus GN=Adam17 PE=1 SV=3 8 702

Endoribonuclease Dicer OS=Mus musculus GN=Dicerl 0.367261 2171821
F8VQ54 1 1906 215.632 5.8

PE=1SV=1 3 356

MKIAA0928 protein (Fragment) OS=Mus musculus 0.474576 2.171821
Q62Q23 1 1475 166.261 6.09

GN=Dicerl PE=2 SV=1 3 356

Endoribonuclease Dicer OS=Mus musculus GN=Dicerl 0.365344 2171821
Q8R418 1 1916 216.683 5.82

PE=1SV=3 5 356
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Uncharacterized protein (Fragment) OS=Mus musculus 1.394422 2.169334
Q3TRH1 1 502 61.284 5.57
GN=Eif3a PE=2 SV=1 3 173
Hnrnpall2 protein OS=Mus musculus GN=Hnrnpall2 3.636363 2.164261
B7ZWG9 1 275 29.056 9.26
PE=2 SV=1 6 341
AO0A1L1S 40S ribosomal protein SA (Fragment) OS=Mus 8.602150 2.160869
1 93 10.119 9.01
RWO musculus GN=Rpsa PE=1 SV=1 5 837
Uncharacterized protein OS=Mus musculus GN=Rrbp1 2.160598
Q3uLco 17.44186 1 172 17.449 9.98
PE=2 SV=1 755
Ribosome-binding protein 1 0S=Mus musculus 5.464480 2.160598
A2AVIT 1 1464 158.301 9.19
GN=Rrbpl PE=1 SV=1 9 755
Ribosome-binding protein 1 OS=Mus musculus 6.853582 2.160598
Q99PLS 1 1605 172.776 9.33
GN=Rrbpl PE=1 SV=2 6 755
Integrin beta-5 0S=Mus musculus GN=Itgh5 PE=1 1.253132 2.159760
070309 1 798 87.851 6.16
sv=2 8 714
1.225490 2.159760
G5E8F8 Integrin beta OS=Mus musculus GN=Itgh5 PE=1 SV=1 1 816 90.003 6.25
2 714
1.251564 2.159760
Q6PE70 Integrin beta OS=Mus musculus GN=Itgh5 PE=1 SV=1 1 799 87.994 6.07
5 714
Serine/threonine-protein kinase mTOR OS=Mus 0.431541 2.153101
Q9JLN9 1 2549 288.605 7.17
musculus GN=Mtor PE=1 SV=2 8 206
AO0A0G2]) Cytosol aminopeptidase (Fragment) OS=Mus musculus 6.542056 2.151987
1 107 11.857 7.42
EM7 GN=Lap3 PE=1 SV=1 1 076
Uncharacterized protein OS=Mus musculus GN=Rnh1 2.631578 2.150649
Q3UM23 1 456 49.811 478
PE=2 SV=1 9 309
AO0A1BOG Ribonuclease inhibitor (Fragment) OS=Mus musculus 6.030150 2.150649
1 199 21.721 478
RG4 GN=Rnh1 PE=1 SV=1 8 309
Ribonuclease inhibitor OS=Mus musculus GN=Rnh1 2.631578 2.150649
Qo1vI7 1 456 49.784 4.78
PE=1SV=1 9 309
AOA1BOG Ribonuclease inhibitor OS=Mus musculus GN=Rnh1 2.439024 2.150649
1 492 53.891 5.01
SG5 PE=1SV=1 4 309
Uncharacterized protein OS=Mus musculus GN=Psap 1.805054 2.145264
Q3TKK3 1 554 61.012 5.29
PE=2 SV=1 2 387
Deoxyribose-phosphate aldolase OS=Mus musculus 3.773584 2.144989
Q91YP3 1 318 34.953 8.72
GN=Dera PE=1 SV=1 9 729
AOAON4S Deoxyribose-phosphate aldolase (Fragment) OS=Mus 7.894736 2.144989
1 152 16.875 6.54
uv7 musculus GN=Dera PE=1 SV=1 8 729
AO0AON4S Deoxyribose-phosphate aldolase (Fragment) OS=Mus 2.144989
125 1 96 11.144 7.56
VH5 musculus GN=Dera PE=1 SV=1 729
AOAON4S Deoxyribose-phosphate aldolase (Fragment) OS=Mus 16.21621 2.144989
1 74 8.248 7.52
uTs musculus GN=Dera PE=1 SV=1 6 729
AOAON4S Deoxyribose-phosphate aldolase OS=Mus musculus 10.34482 2.144989
1 116 12.907 8.19
VW1 GN=Dera PE=1 SV=1 8 729
Uncharacterized protein OS=Mus musculus GN=Dera 3.773584 2.144989
Q3THN2 1 318 34.957 8.72
PE=2 SV=1 9 729
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Uncharacterized protein (Fragment) OS=Mus musculus 5.288461 2.135147

Q3U7H9 1 208 21.64 8.66
GN=Prdx5 PE=2 SV=1 5 095
Uncharacterized protein (Fragment) OS=Mus musculus 5.527638 2.135147

Q3UwWs9 1 199 207 8.78
GN=Prdx5 PE=2 SV=1 2 095
Peroxiredoxin-5, mitochondrial OS=Mus musculus 5.238095 2135147

P99029 1 210 21.884 8.85
GN=Prdx5 PE=1 SV=2 2 095
Peroxiredoxin-5, mitochondrial 0S=Mus musculus 2135147

G3UzZ)4 6.626506 1 166 17.242 9.25
GN=Prdx5 PE=1 SV=1 095
Peroxiredoxin-5, mitochondrial 0S=Mus musculus 5.164319 2.135147

H3BJQ7 1 213 22.663 7.27
GN=Prdx5 PE=1 SV=1 2 095
Prdx5 protein (Fragment) OS=Mus musculus GN=Prdx5 12.35955 2.135147

Q91YU9 1 89 9.603 5.38
PE=2 SV=1 1 095
Uncharacterized protein OS=Mus musculus GN=Prdx5 5.213270 2.135147

Q9D6X2 1 211 22.485 9
PE=2 SV=1 1 095
Versican core protein (Fragment) OS=Mus musculus 7.142857 2.134204

F7B6F7 1 98 11.363 5.71
GN=Vcan PE=1 SV=1 1 149
Dihydropteridine reductase OS=Mus musculus 6.878306 2.128520

D3YWR7 1 189 19.995 6.92
GN=Qdpr PE=1 SV=1 9 489
ADA0G2) Dihydropteridine reductase OS=Mus musculus 2.128520

9.352518 1 139 14811 8.18
GY0 GN=Qdpr PE=1 SV=1 489
Dihydropteridine reductase OS=Mus musculus 5.394190 2.128520

Q8BVI4 1 241 25.554 7.81
GN=Qdpr PE=1 SV=2 9 489
AO0A0G2]) Dihydropteridine reductase OS=Mus musculus 6.103286 2.128520

1 213 22.332 8.69
Gl GN=Qdpr PE=1 SV=1 4 489
Calpain small subunit 1 OS=Mus musculus GN=Capns1 3.717472 2.128475

088456 1 269 28.445 5.63
PE=1SV=1 1 904
AOAOR4I Calpain small subunit 1 OS=Mus musculus GN=Capns1 3.731343 2.128475

1 268 28.388 5.63
ZW8 PE=1SV=1 3 904
AOAOR4] Calpain small subunit 1 OS=Mus musculus GN=Capns1 2.128475

5 1 200 22.909 53
ic2 PE=1SV=1 904
AOAON4S Predicted gene 7298 OS=Mus musculus GN=Gm7298 0.542005 2.125968

1 1476 165.182 6.37
VUl PE=4 SV=1 4 218
Murinoglobulin-1 0S=Mus musculus GN=Mugl PE=1 0.542005 2.125968

P28665 1 1476 165.193 6.42
Sv=3 4 218
AP-2 complex subunit beta (Fragment) OS=Mus 18.18181 2.121989

Q5SWR0 1 44 5.045 9.58
musculus GN=Ap2bl PE=1 SV=1 8 012
Uncharacterized protein OS=Mus musculus GN=Adh7 2.673796 2.120542

Q3UMM7 1 374 39.892 7.99
PE=2 SV=1 8 765
Alcohol dehydrogenase class 4 mu/sigma chain OS=Mus 2.673796 2.120542

Q64437 1 374 39.878 7.85
musculus GN=Adh7 PE=2 SV=2 8 765
Alcohol dehydrogenase class 4 0S=Mus musculus 2.673796 2.120542

Q548K2 1 374 39.811 7.65
GN=Adh7 PE=2 SV=1 8 765
MHC class | like protein GS10 (Fragment) OS=Mus 5.847953 2.120306

QOWXH7 1 171 19.555 5.44
musculus GN=H2-Q4 PE=2 SV=2 2 253
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MHC class | like protein GS9 (Fragment) OS=Mus 9.615384 2.120306
QOWXI6 1 104 11.889 55
musculus GN=H2-Q4 PE=2 SV=1 6 253
Uncharacterized protein (Fragment) OS=Mus musculus 10.98901 2.120306
Q95555 1 91 10.372 7.28
PE=3 SV=1 1 253
N(G),N(G)-dimethylarginine dimethylaminohydrolase 2 4.912280 2.119682
Q99LD8 1 285 29.627 6.01
0S=Mus musculus GN=Ddah2 PE=1 SV=1 7 312
Integrator complex subunit 11 OS=Mus musculus 2.111673
QICws4 15 1 600 67.8 7.94
GN=lInts11 PE=1 SV=1 355
Integrator complex subunit 11 OS=Mus musculus 1557093 2.111673
A8Y5J3 1 578 65.378 8.27
GN=lInts11 PE=1 SV=1 4 355
Uncharacterized protein (Fragment) OS=Mus musculus 7.734806 2.104705
Q3UYs58 1 181 20.376 6.54
GN=Farpl PE=2 SV=1 6 334
0.642857 2.103227
Q8CGB6 Tensin-2 0S=Mus musculus GN=Tns2 PE=1 SV=1 1 1400 151.917 8.48
1 854
ADA087TW Tubulin alpha-4A chain (Fragment) OS=Mus musculus 14.81481 2.100097
1 81 8.978 4.87
SBO GN=Tubada PE=1 SV=1 5 179
Probable global transcription activator SNF2L1 OS=Mus 0.860420 2.100072
Q6PGB8 1 1046 121.638 8.27
musculus GN=Smarcal PE=1 SV=1 7 861
Probable global transcription activator SNF2L1 OS=Mus 2.362204 2.100072
Q8BS67 1 381 43.155 8.09
musculus GN=Smarcal PE=1 SV=1 7 861
Probable global transcription activator SNF2L1
2.100072
F6Z6F4 (Fragment) OS=Mus musculus GN=Smarcal PE=1 1.171875 1 768 88.54 7.36
861
Sv=1
Smarcal protein (Fragment) OS=Mus musculus 2.100072
QO5DE7 0.872093 1 1032 120.085 8.18
GN=Smarcal PE=2 SV=1 861
Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus 1.081081 2.086585
E9Q5L2 1 925 102.759 6.37
musculus GN=Itih4 PE=1 SV=1 1 045
AOAOR4] Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus 1.108647 2.086585
1 902 100.261 6.55
IN1 musculus GN=Itih4 PE=1 SV=1 5 045
Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus 1.061571 2.086585
ABX935 1 942 104.594 6.4
musculus GN=Itih4 PE=1 SV=2 1 045
Inter alpha-trypsin inhibitor, heavy chain 4 0S=Mus 1.062699 2.086585
E9PVD2 1 941 104.523 6.4
musculus GN=Itih4 PE=1 SV=1 3 045
0.394045 2,083086
E9PZWO Desmoplakin OS=Mus musculus GN=Dsp PE=1 SV=1 1 2284 261.257 6.92
5 967
0.312174 2.083086
E9Q557 Desmoplakin OS=Mus musculus GN=Dsp PE=1 SV=1 1 2883 332.706 6.8
8 967
CCR4-NOT transcription complex subunit 1 0S=Mus 0.378947 2.080786
Q62Q08 1 2375 266.637 711
musculus GN=Cnotl PE=1 SV=2 4 228
AOA1D5R CCR4-NOT transcription complex subunit 1 OS=Mus 0.379907 2.080786
1 2369 265.949 7.05
M8 musculus GN=Cnotl PE=1 SV=1 1 228
Cnot1 protein OS=Mus musculus GN=Cnot1 PE=2 0.379907 2.080786
B2RXR3 1 2369 266.015 7.05
sv=1 1 228
B7zZwWL1 CCR4-NOT transcription complex subunit 1 OS=Mus 0.386930 1 2326 260.791 7.02 2.080786
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musculus GN=Cnotl PE=1 SV=1 4 228

Complement component C1RB (Fragment) OS=Mus 4.739336 2.068934
Q8CH29 1 211 23.808 6.29

musculus GN=C1rb PE=3 SV=1 5 441

Uncharacterized protein (Fragment) OS=Mus musculus 22.22222 2.068934
Q9CTX0 1 45 521 5.19

GN=Clra PE=2 SV=1 2 441

Guanine nucleotide binding protein, beta 3, isoform 3.378378 2.068064
Q8BMQ1 1 296 32.38 6.01

CRA_b 0S=Mus musculus GN=Gnb3 PE=2 SV=1 4 928

GTP-binding protein beta3 subunit OS=Mus musculus 2.941176 2.068064
Q54AE3 1 340 37.216 5.69

GN=Gnb3 PE=4 SV=1 5 928

Uncharacterized protein (Fragment) OS=Mus musculus 2.531645 2.062513
Q3TRF1 1 395 43.196 8.62

GN=Dctnl PE=2 SV=1 6 113

Sepiapterin reductase OS=Mus musculus GN=Spr PE=1 2.060885
G3UXX3 4.109589 1 219 23.342 6.21

Sv=1 429

Sepiapterin reductase OS=Mus musculus GN=Spr PE=1 3.448275 2.060885
Q64105 1 261 27.865 5.74

Sv=1 9 429

Sepiapterin reductase OS=Mus musculus GN=Spr PE=1 3.435114 2.060885
Q91XH5 1 262 27.91 6.21

Sv=1 5 429

ADP-ribosylation factor 2 (Fragment) OS=Mus 7.920792 2.060598
A2A6T9 1 101 112 4.48

musculus GN=Arf2 PE=1 SV=1 1 612

Metalloproteinase inhibitor 1 OS=Mus musculus 2.058897
P12032 7.804878 1 205 22.613 8.82

GN=Timpl PE=1 SV=2 495

Cep57 protein (Fragment) OS=Mus musculus 3.240740 2.058365
AO0PJD7 1 432 49.688 9.17

GN=Cep57 PE=2 SV=1 7 583

COP9 signalosome complex subunit 7a OS=Mus 5.090909 2.053909
Q9CZ04 1 275 30.206 7.87

musculus GN=Cops7a PE=1 SV=2 1 779

COP9 signalosome complex subunit 7a (Fragment) 7.954545 2.053909
D3YVI6 1 176 19.52 5.38

0S=Mus musculus GN=Cops7a PE=1 SV=1 5 779

COP9 signalosome complex subunit 7a (Fragment) 6.194690 2.053909
D3Z440 1 226 25.022 5.68

0S=Mus musculus GN=Cops7a PE=1 SV=8 3 779

COP9 signalosome complex subunit 7a (Fragment) 17.72151 2.053909
D3Z0s0 1 79 8.638 4.72

0S=Mus musculus GN=Cops7a PE=1 SV=1 9 779

Mannoside acetylglucosaminyltransferase 1 OS=Mus 3.131991 2.052460
Q8CIC9 1 447 51.658 8.76

musculus GN=Mgat1 PE=2 SV=1 1 909

Mannoside acetylglucosaminyltransferase 1, isoform 3.131991 2.052460
Q544F0 1 447 51.658 8.9

CRA_a 0S=Mus musculus GN=Mgat1 PE=1 SV=1 1 909

Actin-related protein 2 0S=Mus musculus GN=Actr2 2.030456 2.047103
P61161 1 394 44732 6.74

PE=1SV=1 9 167

Uncharacterized protein (Fragment) OS=Mus musculus 1.285714 2.042432
Q3UMI9 1 700 77.858 5.54

GN=Candl PE=2 SV=1 3 07

Uncharacterized protein (Fragment) OS=Mus musculus 2.803738 2.038837
Q3TC95 1 321 36.046 8.21

GN=Polr2a PE=2 SV=1 3 194

Uncharacterized protein (Fragment) OS=Mus musculus 2.034467
Q9CT46 2.027027 1 444 48.438 455

GN=Ncl PE=2 SV=1 22
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Ras-related protein Rab-13 OS=Mus musculus 5.445544 2.028684

Q9DD03 1 202 22.756 9.5
GN=Rab13 PE=1 SV=1 6 378
5.445544 2.028684

QOPD42 Rab13 0S=Mus musculus GN=Rab13 PE=2 SV=1 1 202 22742 9.44
6 378
Ras-related protein Rab-35 OS=Mus musculus 2.028684

S4R1IWT 20 1 55 6.258 10.24
GN=Rab35 PE=1 SV=1 378
Uncharacterized protein (Fragment) OS=Mus musculus 16.96428 2.025784

Q3UAS8 1 112 12.433 4.34
GN=Ywhaz PE=2 SV=1 6 731
Fructose-bisphosphate aldolase C OS=Mus musculus 1.928374 2.016721

P05063 1 363 39.37 712
GN=Aldoc PE=1 SV=4 7 01
Fructose-bisphosphate aldolase OS=Mus musculus 1.923076 2.016721

Q3TJ66 1 364 39.496 8.27
GN=Aldob PE=2 SV=1 9 01
Fructose-bisphosphate aldolase B OS=Mus musculus 1.923076 2.016721

Q91Y97 1 364 39.482 8.27
GN=Aldob PE=1 SV=3 9 01
Alpha-1,4 glucan phosphorylase OS=Mus musculus 1591511 2.014353

E9PUM3 1 754 87.456 8.51
GN=Pygm PE=1 SV=1 9 037
Alpha-1,4 glucan phosphorylase OS=Mus musculus 1.581027 2.014353

Q3UEJ6 1 759 86.459 6.21
GN=Pygl PE=1 SV=1 7 037
Alpha-1,4 glucan phosphorylase 0S=Mus musculus 1.411764 2.014353

Q3TJQ7 1 850 97.395 7.06
GN=Pygl PE=2 SV=1 7 037
Glycogen phosphorylase, muscle form OS=Mus 1.425178 2.014353

Q9WUB3 1 842 97.225 7.11
musculus GN=Pygm PE=1 SV=3 1 037
Glycogen phosphorylase, liver form OS=Mus musculus 1.411764 2.014353

Q9ETO1 1 850 97.401 7.09
GN=Pygl PE=1 SV=4 7 037
Alpha-1,4 glucan phosphorylase OS=Mus musculus 1.411764 2.014353

Q91WP9 1 850 97.369 7.09
GN=Pygl PE=2 SV=1 7 037
Ewing sarcoma breakpoint region 1 OS=Mus musculus 2.134146 2.013375

Q6NVA3 1 656 68.507 9.33
GN=Ewsrl PE=2 SV=1 3 521
RNA-binding protein EWS OS=Mus musculus 2.265372 2.013375

Q5sUT0 1 618 64.948 9.38
GN=Ewsrl PE=1 SV=1 2 521
RNA-binding protein EWS OS=Mus musculus 2.137404 2.013375

Q61545 1 655 68.42 9.33
GN=Ewsrl PE=1 SV=2 6 521
Uncharacterized protein OS=Mus musculus GN=Ewsrl 2.137404 2.013375

Q3UI30 1 655 68.533 9.38
PE=2 SV=1 6 521
RNA-binding protein EWS OS=Mus musculus 2.013375

Q5SUS9 2.118003 1 661 68.994 9.29
GN=Ewsrl PE=1 SV=1 521
Uncharacterized protein (Fragment) OS=Mus musculus 4.204204 2.013375

QICRS5 1 333 34.595 9.95
GN=Ewsrl PE=2 SV=1 2 521
2.872531 2.008728

P51655 Glypican-4 0S=Mus musculus GN=Gpc4 PE=1 SV=2 1 557 62.546 6.33
4 743
Kinesin-like protein KIF27 OS=Mus musculus 0.502152 2.006694

Q7M6Z4 1 1394 158.858 7.14
GN=Kif27 PE=1 SV=1 1 555
cAMP-dependent protein kinase catalytic subunit beta 5.820105 2.000024

H6TMF5 1 189 22.517 7.65
(Fragment) OS=Mus musculus GN=Prkach PE=1 SV=1 8 319
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cAMP-dependent protein kinase catalytic subunit alpha 3.133903 2.000024
P05132 1 351 40.545 8.79
0S=Mus musculus GN=Prkaca PE=1 SV=3 1 319
cAMP-dependent protein kinase catalytic subunit beta 3.133903 2.000024
P68181 1 351 40.682 8.56
0S=Mus musculus GN=Prkacb PE=1 SV=2 1 319
A0A0G2]) cAMP-dependent protein kinase catalytic subunit beta 10.37735 2.000024
1 106 12.676 9.17
FT9 (Fragment) OS=Mus musculus GN=Prkach PE=1 SV=1 8 319
cAMP-dependent protein kinase catalytic subunit beta
6.395348 2.000024
H6TMF6 transcript variant 6 (Fragment) OS=Mus musculus 1 172 20.324 9.72
8 319
GN=Prkacb PE=2 SV=1
cAMP-dependent protein kinase catalytic subunit alpha
6.111111 2.000024
J9JDU9 isoform (Fragment) OS=Mus musculus GN=Prkaca 1 180 20.489 9.44
1 319
PE=2 SV=1
Sarm1 protein (Fragment) OS=Mus musculus 1.997781
AOPJL3 1.5625 1 704 77.247 6.07
GN=Sarml1 PE=2 SV=1 277
Sterile alpha and TIR motif-containing protein 1 1.997781
Q6PDS3 1.519337 1 724 79.556 6.27
0S=Mus musculus GN=Sarm1 PE=1 SV=1 277
Insulin-degrading enzyme (Fragment) OS=Mus 1.993674
F6RPJ9 0.810537 1 987 114.188 6.27
musculus GN=Ide PE=1 SV=1 517
Insulin-degrading enzyme OS=Mus musculus GN=Ide 0.785083 1.993674
Q9JHR7 1 1019 117.697 6.54
PE=1SV=1 4 517
Insulin degrading enzyme OS=Mus musculus GN=Ide 0.785083 1.993674
Q8CGB9 1 1019 117.62 6.52
PE=2 SV=1 4 517
Alpha-actinin-4 (Fragment) OS=Mus musculus 2.123552 1.990832
E9Q2wW9 1 518 59.86 6.01
GN=Actn4 PE=1 SV=1 1 329
1.992753 1.988722
J3QIX0 Cullin-4B OS=Mus musculus GN=Cul4b PE=1 SV=1 1 552 62.363 715
6 086
H2-K protein 0S=Mus musculus GN=H2-K1 PE=2 2.989130 1.987936
Q31614 1 368 41.29 6.46
Sv=1 4 139
H2-K protein 0S=Mus musculus GN=H2-K1 PE=2 2.989130 1.987936
Q31148 1 368 41318 6.46
Sv=1 4 139
MCG49550 OS=Mus musculus GN=BC048507 PE=1 1.985508
Q80Zs7 8.988764 1 89 10.386 8.27
Sv=1 561
5'-AMP-activated protein kinase catalytic subunit 1.610017 1.984433
Q5EG47 1 559 63.889 8.12
alpha-1 0S=Mus musculus GN=Prkaal PE=1 SV=2 9 889
Non-specific serine/threonine protein kinase 0S=Mus 1.636363 1.984433
Q3TUQ7 1 550 62.688 759
musculus GN=Prkaal PE=2 SV=1 6 889
Histone H3.3 (Fragment) OS=Mus musculus GN=H3f3a 16.36363 1.982081
EOCYR7 1 55 6.073 12.12
PE=3 SV=1 6 652
Histone H3.3 (Fragment) OS=Mus musculus GN=H3f3a 17.30769 1.982081
EOCYN1 1 52 5.598 12.15
PE=3 SV=1 2 652
6.716417 1.973125
Q8C5X4 Uncharacterized protein OS=Mus musculus PE=2 SV=1 1 134 14.725 8.97
9 1
Eukaryotic translation initiation factor 2, subunit 3, 9.900990 1.969865
Q9CZT2 1 101 11.052 6.79
structural gene Y-linked, isoform CRA_b OS=Mus 1 084

221




musculus GN=Eif2s3y PE=2 SV=1

Protein HEG homolog 1 OS=Mus musculus GN=Heg1 1.201478 1.966606

E9Q440 1 1082 115.129 7.06
PE=1SV=1 7 259
HEG homolog 1 (Zebrafish) OS=Mus musculus 1.724137 1.966606

Q6DFX1 1 754 81.015 6.61
GN=Hegl PE=2 SV=1 9 259
Protein HEG homolog 1 OS=Mus musculus GN=Heg1 0.972326 1.966606

E9Q7X6 1 1337 141811 6.67
PE=1SV=1 1 259
Collagen alpha-1(I1) chain OS=Mus musculus 0.941492 1.952033

P28481 1 1487 141.886 6.92
GN=Col2al PE=1 SV=2 9 639
Uncharacterized protein OS=Mus musculus GN=Zyx 3.149606 1.951993

Q8CD55 1 508 54,765 5.8
PE=2 SV=1 3 227
Uncharacterized protein OS=Mus musculus GN=Zyx 2.836879 1.951993

Q8CBMO 1 564 60.481 6.4
PE=2 SV=1 4 227
2.836879 1.951993

Q62523 Zyxin 0S=Mus musculus GN=Zyx PE=1 SV=2 1 564 60.507 6.4
4 227
Uncharacterized protein OS=Mus musculus GN=Zyx 2.836879 1.951993

Q3TCR9 1 564 60.508 6.29
PE=2 SV=1 4 227
3.001876 1.951993

Q7TQE2 Zyx protein OS=Mus musculus GN=Zyx PE=1 SV=1 1 533 56.99 6.64
2 227
A0A1BOG Predicted gene 45717 OS=Mus musculus GN=Gm45717 5.263157 1.951065

1 152 16.682 6.29
T68 PE=4 SV=1 9 898
0.416666 1.932489

P06684 Complement C5 OS=Mus musculus GN=C5 PE=1 SV=2 1 1680 188.759 6.81
7 991
ATP-dependent 6-phosphofructokinase, platelet type 1.147959 1.928203

Q9WUA3 1 784 85.4 7.11
0S=Mus musculus GN=Pfkp PE=1 SV=1 2 464
Uncharacterized protein OS=Mus musculus GN=Pfkp 3.370786 1.928203

Q9D255 1 267 28.61 5.03
PE=2 SV=1 5 464
ATP-dependent 6-phosphofructokinase OS=Mus 1.147959 1.928203

Q8C605 1 784 85.492 6.89
musculus GN=Pfkp PE=1 SV=1 2 464
Pfkm protein (Fragment) OS=Mus musculus GN=Pfkm 3.020134 1.928203

Q1LZL7 1 298 32.207 5.82
PE=2 SV=1 2 464
Histone-binding protein RBBP7 (Fragment) OS=Mus 1.915341

F6ZLC6 5.106383 1 235 26.574 6.52
musculus GN=Rbbp7 PE=1 SV=8 02
ADP-ribosylation factor 4 (Fragment) OS=Mus 16.66666 1.902994

F6UFB9 1 60 6.825 4.78
musculus GN=Arf4 PE=1 SV=1 7 156
RNA helicase 0S=Mus musculus GN=Ddx18 PE=1 1.818181 1.894476

B2RUMS 1 660 74134 9.52
Sv=1 8 891
60S ribosomal protein L10a OS=Mus musculus 13.79310 1.879947

D6REA43 1 58 6.83 10.2
GN=Rpl10a PE=1 SV=1 3 305
GTP-binding protein SAR1a OS=Mus musculus 5.555555 1.877943

P36536 1 198 22.357 6.93
GN=Sarla PE=1 SV=1 6 277
Serine/threonine-protein kinase PRP4 homolog OS=Mus 0.695134 1.872500

Q61136 1 1007 116.904 10.23
musculus GN=Prpfdb PE=1 SV=3 1 e
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Uncharacterized protein (Fragment) OS=Mus musculus 2121212 1.872500

Q8BPG8 1 330 38.219 9.17
PE=2 SV=1 1 77
MKIAAO0536 protein (Fragment) OS=Mus musculus 0.692383 1.872500

C7G3P2 1 1011 117.365 10.23
GN=Prpf4b PE=2 SV=1 8 7
Hypoxia up-regulated protein 1 (Fragment) OS=Mus 4.405286 1.853798

F6TRP3 1 227 25.489 9.1
musculus GN=Hyoul PE=1 SV=1 3 747
Uncharacterized protein OS=Mus musculus GN=Eprs 8.088235 1.841044

Q3TMX9 1 136 15.078 7.46
PE=2 SV=1 3 784
AODA140LI AP-2 complex subunit alpha-1 (Fragment) OS=Mus 3.470031 1.840419

1 317 34.221 5.97
G7 musculus GN=Ap2al PE=1 SV=1 5 65
3.020134 1.838648

Q62000 Mimecan OS=Mus musculus GN=Ogn PE=1 SV=1 1 298 33.991 5.74
2 2
Eukaryotic translation initiation factor 6 0S=Mus 1.837008

D6RJJ3 19.71831 1 71 7.555 5.22
musculus GN=Eif6 PE=1 SV=1 476
Eukaryotic translation initiation factor 6 0S=Mus 17.28395 1.837008

B1AZQ4 1 81 8.607 8.4
musculus GN=Eif6 PE=1 SV=1 1 476
Eukaryotic translation initiation factor 6 0S=Mus 5.714285 1.837008

Q3U740 1 245 26.409 4.68
musculus GN=Eif6 PE=2 SV=1 7 476
Eukaryotic translation initiation factor 6 0S=Mus 23.72881 1.837008

D6RG53 1 59 6.836 9.55
musculus GN=Eif6 PE=1 SV=1 4 476
Eukaryotic translation initiation factor 6 0S=Mus 5.714285 1.837008

Q545K4 1 245 26.494 474
musculus GN=Eif6 PE=1 SV=1 7 476
Eukaryotic translation initiation factor 6 0S=Mus 5.714285 1.837008

Q3UBJ6 1 245 26.518 481
musculus GN=Eif6 PE=2 SV=1 7 476
Eukaryotic translation initiation factor 6 0S=Mus 5.714285 1.837008

Q3us18 1 245 26.434 474
musculus GN=Eif6 PE=2 SV=1 7 476
Eukaryotic translation initiation factor 6 0S=Mus 5.714285 1.837008

Q9R0O71 1 245 26.524 4.68
musculus GN=Eif6 PE=2 SV=1 7 476
Eukaryotic translation initiation factor 6 0S=Mus 5.714285 1.837008

Q3UA13 1 245 26.526 4.74
musculus GN=Eif6 PE=2 SV=1 7 476
Vesicle-associated membrane protein-associated protein 4.417670 1.820623

Q9WVS5 1 249 27.837 8.4
A 0S=Mus musculus GN=Vapa PE=1 SV=2 7 875
Uncharacterized protein OS=Mus musculus GN=Vsx1 4.958677 1.820143

Q3U013 1 363 38.718 7.71
PE=2 SV=1 7 819
Visual system homeobox 1 OS=Mus musculus 4.958677 1.820143

Q91V10 1 363 38.73 7.71
GN=Vsx1 PE=2 SV=1 7 819
Uncharacterized protein OS=Mus musculus GN=Kera 1.798298

Q8C3D9 2.020202 1 396 45.662 6.79
PE=2 SV=1 597
2.279202 1.798298

035367 Keratocan OS=Mus musculus GN=Kera PE=2 SV=1 1 351 40.378 6.24
3 597
Uncharacterized protein OS=Mus musculus GN=Prps1 2515723 1.772924

Q3UPD5 1 318 34.754 7.18
PE=2 SV=1 3 9
Ribose-phosphate pyrophosphokinase 1 OS=Mus 2515723 1.772924

Q9D7G0 1 318 34.812 6.98
musculus GN=Prpsl PE=1 SV=4 3 9
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Expressed sequence AU021838 OS=Mus musculus 1.772924

Q3UYQ0 3.187251 1 251 27.508 7.72
GN=PrpslI3 PE=2 SV=1 9
Phosphoribosyl pyrophosphate synthetase 1-like 1 2515723 1.772924

Q8C5R8 1 318 34798 6.54
0S=Mus musculus GN=Prps1I1 PE=1 SV=1 3 9
Ribose-phosphate pyrophosphokinase 2 0S=Mus 2515723 1.772924

Q9Cs42 1 318 34.764 6.61
musculus GN=Prps2 PE=1 SV=4 3 9
Uncharacterized protein OS=Mus musculus GN=Prps1 2515723 1.772924

Q3TI27 1 318 34.843 6.98
PE=2 SV=1 3 9
Phosphoribosyl pyrophosphate synthetase 1-like 3 2515723 1.772924

G3UXL2 1 318 34.802 6.98
0S=Mus musculus GN=Prps1I3 PE=3 SV=1 3 9
Prps1l1 protein OS=Mus musculus GN=Prps1l1 PE=2 1.772924

Q32M04 25 1 320 35.071 6.64
Sv=1 9
Uncharacterized protein (Fragment) OS=Mus musculus 2.749140 1.772924

QIcvzi 1 291 31.85 6.43
GN=Prpsll1 PE=2 SV=1 9 9
Spectrin beta chain OS=Mus musculus GN=Sptbn2 0.335008 1.758413

Q68FG2 1 2388 270.756 5.86
PE=1SV=1 4 792
MKIAAO0302 protein (Fragment) OS=Mus musculus 0.405679 1.758413

Q6A087 1 1972 22278 5.69
GN=Sptbn2 PE=2 SV=1 5 792
Eukaryotic translation initiation factor 5A (Fragment) 13.11475 1742164

Q8VHU9 1 61 6.474 8.98
0S=Mus musculus PE=3 SV=1 4 135
3.791469 1.742164

Q66JR8 Ptms protein OS=Mus musculus GN=Ptms PE=2 SV=1 1 211 23.144 4.79
2 135
Hemoglobin, beta adult s chain (Fragment) OS=Mus 9.708737 1.731752

E9Q223 1 103 11.077 6.37
musculus GN=Hbb-bs PE=1 SV=1 9 753
Hemoglobin subunit epsilon-Y2 OS=Mus musculus 6.802721 1.731752

P02104 1 147 16.126 8.18
GN=Hbb-y PE=1 SV=2 1 753
6.802721 1.731752

A8DUPO Beta-globin 0S=Mus musculus GN=Hbbt1 PE=3 SV=1 1 147 15.636 8.21
1 753
19.23076 1.731752

Q61650 Beta-globin (Fragment) OS=Mus musculus PE=2 SV=1 1 52 5.687 4.81
9 753
Alpha-1 type 1 collagen (Fragment) OS=Mus musculus 17.39130 1.728665

Q61022 1 92 8.757 5.26
PE=4 SV=1 4 829
Serine protease MASP3 (Fragment) OS=Mus musculus 2.976190 1.726500

Q8CIR9 1 336 37.176 6.89
GN=3 PE=3 SV=1 5 75
14-3-3 protein sigma OS=Mus musculus GN=Sfn PE=1 3.225806 1.726092

070456 1 248 27.689 4.78
Sv=2 5 815
14-3-3 protein eta OS=Mus musculus GN=Ywhah PE=1 7.317073 1.726092

P68510 2 246 28.194 4.89
Sv=2 2 815
14-3-3 protein sigma OS=Mus musculus GN=Sfn PE=2 3.225806 1.726092

Q94320 1 248 27.816 478
sv=1 5 815
Deoxynucleoside triphosphate triphosphohydrolase 4.666666 1.723712

EOCXZ5 1 150 16.615 474
SAMHD1 0S=Mus musculus GN=Samhdl PE=1 SV=1 7 206
Heparan-alpha-glucosaminide N-acetyltransferase 2.134146 1.681292

Q3UDW8 1 656 72.458 8.27
0S=Mus musculus GN=Hgsnat PE=1 SV=2 3 772
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CD82 antigen (Fragment) OS=Mus musculus GN=Cd82 7.534246 1.662509
A2A1J2 1 146 16.009 7.83
PE=1SV=1 6 799
Transmembrane emp24 domain-containing protein 10 5.479452 1.656806
Q9D1D4 1 219 24.895 6.7
0S=Mus musculus GN=Tmed10 PE=1 SV=1 1 469
Slp protein (Fragment) OS=Mus musculus GN=SIp 1.648362
QIQUF7 1.682243 1 535 59.454 9.35
PE=4 SV=1 756
C4 protein ( Slp hybridprotein ) (Fragment) OS=Mus 1.648362
QIQUF8 1.682243 1 535 59.347 9.36
musculus GN=SIp hybrid PE=4 SV=1 756
C4 protein ( Slp hypridprotein ) (Fragment) OS=Mus 1.648362
Q9Z0D8 1.682243 1 535 59.364 9.5
musculus GN=C4 PE=4 SV=1 756
C4 protein ( Slp hybridprotein ) (Fragment) OS=Mus 1.648362
Q92013 1.682243 1 535 59.355 9.29
musculus GN=C4 PE=4 SV=1 756
C4 protein (Fragment) OS=Mus musculus GN=C4 PE=4 1.648362
QIQUF9 1.682243 1 535 59.175 9.07
Sv=1 756
Uncharacterized protein (Fragment) OS=Mus musculus 1.335311 1.648362
Q3TYN1 1 674 74.383 8.72
PE=2 SV=1 6 756
Uncharacterized protein (Fragment) OS=Mus musculus 1.335311 1.648362
Q3TAT4 1 674 74.353 8.72
PE=2 SV=1 6 756
Myocardial zonula adherens protein 0S=Mus musculus 3.881278 1.627997
E9Q565 1 438 50.587 6.35
GN=Myzap PE=1 SV=1 5 994
Myocardial zonula adherens protein OS=Mus musculus 3.648068 1.627997
Q3un9 1 466 53.863 6.51
GN=Myzap PE=1 SV=1 7 994
Insulin-like growth factor-binding protein 6 OS=Mus 3.361344 1.622332
P47880 1 238 25.33 8.19
musculus GN=Igfbp6 PE=2 SV=2 5 096
Polyadenylate-binding protein OS=Mus musculus 1.710730 1.620492
Q9D4E6 1 643 70.957 9.26
GN=Pabpc6 PE=1 SV=1 9 339
N-alpha-acetyltransferase 16, NatA auxiliary subunit 1.273148
Q9IDBB4 1 864 101.219 8.35 0
0S=Mus musculus GN=Naa16 PE=2 SV=1 1
Trophoblast glycoprotein OS=Mus musculus GN=Tpbg 2.816901
Q9Z0L0 1 426 46.422 6.83 0
PE=1SV=3 4
Erythrocyte protein band 4.1-like 2 0S=Mus musculus 0.896286
B6ZHC7 1 781 87.259 5.68 0
GN=Epb4112 PE=2 SV=1 8
Lemtl protein OS=Mus musculus GN=Lcmtl PE=2 13.74045
Q78K29 1 131 15.171 4.7 0
Sv=1 8
Apoal protein OS=Mus musculus GN=Apoal PE=2 5.555555
Q58EV2 1 198 23.008 7.62 0
Sv=1 6
AODA1D5R 60S ribosomal protein L18a OS=Mus musculus 14.28571
1 70 8.089 10.24 0
MC7 GN=Rpl18a PE=1 SV=1 4
Chloride channel protein OS=Mus musculus GN=Clcn5 2.144772
Qs8cCle7 1 746 83.047 7.01 0
PE=2 SV=1 1
Phospholipid transfer protein (Fragment) OS=Mus 6.802721
A2A5K3 1 147 16.384 6.05 0
musculus GN=Pltp PE=1 SV=1 1
S-methyl-5'-thioadenosine phosphorylase OS=Mus 6.007067
Q9CQ65 1 283 31.042 7.14 0
musculus GN=Mtap PE=1 SV=1 1
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7.517482

Q61090 Frizzled-7 OS=Mus musculus GN=Fzd7 PE=1 SV=2 1 572 63.691 7.91
5
Q8K2J5 Plexin B2 0S=Mus musculus GN=PIxnb2 PE=2 SV=1 2.601626 1 615 66.905 59
Gamma-tubulin complex component OS=Mus musculus 3.387096
Q8BKL6 1 620 71.265 6.73
GN=Tubgcp4 PE=1 SV=1 8
Clusterin (Fragment) OS=Mus musculus GN=Clu PE=1 5.150214
E9PXG5 1 233 26.919 6.64
Sv=1 6
Histone-binding protein RBBP4 OS=Mus musculus 6.823529
Q60972 1 425 47.626 4.89
GN=Rbbp4 PE=1 SV=5 4
Importin subunit alpha-4 0S=Mus musculus GN=Kpna3 6.333973
035344 1 521 57.737 4.94
PE=1SV=1 1
X-prolyl aminopeptidase OS=Mus musculus
Q3UKF5 2.247191 1 623 69.547 5.54
GN=Xpnpepl PE=2 SV=1
Uncharacterized protein (Fragment) OS=Mus musculus 3.935860
Q3ULYOD 1 686 75.971 4.89
GN=Lama4 PE=2 SV=1 1
Uncharacterized protein OS=Mus musculus GN=Capn5
Q3TDS7 2.34375 1 640 72.922 7.47
PE=2 SV=1
X-prolyl aminopeptidase (Aminopeptidase P) 1, soluble,
2.102102
Q3UE92 isoform CRA_b 0S=Mus musculus GN=Xpnpep1 PE=1 1 666 74513 5.83
1
Sv=1
Beta-2-microglobulin OS=Mus musculus GN=B2m 8.403361
Q3U679 1 119 13.771 75
PE=2 SV=1 3
Interleukin 1 family, member 9 OS=Mus musculus 5.699481
Q3uUopP4 1 193 21.986 6.8
GN=I11f9 PE=1 SV=1 9
Phospholipid transfer protein OS=Mus musculus 2.267573
A2A5K2 1 441 48.992 6.47
GN=Pltp PE=1 SV=1 7
Ornithine aminotransferase, isoform CRA_b OS=Mus 4.100227
Q3TG75 1 439 48.324 6.62
musculus GN=Oat PE=1 SV=1 8
CREBS3 regulatory factor OS=Mus musculus GN=Crebrf 5.819295
B8JJI2 1 653 74528 4.97
PE=1SV=1 6
AOA1DS5R RIKEN cDNA 4932438A13 gene (Fragment) OS=Mus 1.187150
1 2864 318.428 6.33
MC4 musculus GN=4932438A13Rik PE=1 SV=1 8
Natural resistance-associated macrophage protein 2 4.929577
P49282 1 568 62.327 5.99
0S=Mus musculus GN=Slc11a2 PE=1 SV=2 5
Gamma-tubulin complex component (Fragment) 6.158357
Q3Tsv8 1 341 39.241 7.94
0S=Mus musculus GN=Tubgcp4 PE=2 SV=1 8
Clusterin (Fragment) OS=Mus musculus GN=Clu PE=1
E9Q9B8 5.91133 1 203 23.357 5.24
Sv=1
Uncharacterized protein OS=Mus musculus GN=Oat 4.100227
Q3UJK5 1 439 48.387 6.62
PE=2 SV=1 8
Beta-2-microglobulin 0S=Mus musculus GN=B2m 8.403361
Q9D239 1 119 13.785 75
PE=2 SV=1 3
60S ribosomal protein L18a OS=Mus musculus 5.681818
P62717 1 176 20.719 10.71
GN=Rpl18a PE=1 SV=1 2
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Calpain 5, isoform CRA_a OS=Mus musculus

Q3u2pr3 2.34375 1 640 72.908 7.47
GN=Capn5 PE=2 SV=1
Band 4.1-like protein 2 OS=Mus musculus GN=Epb41I2
070318 0.708502 1 988 109.873 5.43
PE=1SV=2
Laminin subunit alpha-4 OS=Mus musculus GN=Lama4 1.486784
P97927 1 1816 201.692 6.21
PE=1SV=2 1
A0A1BOG L-lactate dehydrogenase C chain OS=Mus musculus 3.284671
1 274 29.647 8.38
RE9 GN=Ldhc PE=1 SV=1 5
CREBS3 regulatory factor 0S=Mus musculus GN=Crebrf
Q8CDG5 5.9375 1 640 72553 4.89
PE=2 SV=1
Golgi-associated plant pathogenesis-related protein 1 26.50602
B1AWD6 1 83 9.075 9.7
0S=Mus musculus GN=Glipr2 PE=1 SV=1 4
Gamma-tubulin complex component 4 OS=Mus 3.148425
Q9D4F8 1 667 76.078 6.65
musculus GN=Tubgcp4 PE=1 SV=2 8
Uncharacterized protein (Fragment) OS=Mus musculus 2.652519
Q3UES59 1 377 41.793 5.41
GN=Pltp PE=2 SV=1 9
Uncharacterized protein OS=Mus musculus GN=Apoal 4.166666
Q3v2G1 1 264 30.666 5.91
PE=2 SV=1 7
Copz1 protein 0S=Mus musculus GN=Copz1 PE=2 6.134969
Q8R3M1 1 163 18.504 4.64
Sv=1 3
Uncharacterized protein (Fragment) OS=Mus musculus 0.868486
Q8C928 1 806 89.842 5.58
GN=Epb4112 PE=2 SV=1 4
AO0A1D5R 60S ribosomal protein L18a (Fragment) OS=Mus
456621 1 219 24.622 9.94
M85 musculus GN=Rpl18a PE=1 SV=1
Gamma-tubulin complex component OS=Mus musculus 3.153153
Q8BYN2 1 666 76.007 6.65
GN=Tubgcp4 PE=1 SV=1 2
Beta-2-microglobulin OS=Mus musculus GN=B2m 8.403361
P01887 1 119 13.77 8.44
PE=1SV=2 3
3.978779
008804 NK13 0S=Mus musculus GN=Serpinb6b PE=1 SV=2 1 377 42.508 5.26
8
Phospholipid transfer protein OS=Mus musculus 2.028397
Q3UFS5 1 493 54.419 6.62
GN=PItp PE=1 SV=1 6
Gamma-tubulin complex component 3 (Fragment) 28.57142
F6QMZ4 1 70 7.922 8.68
0S=Mus musculus GN=Tubgcp3 PE=1 SV=1 9
Uncharacterized protein (Fragment) OS=Mus musculus 3.050847
Q8BSJ0 1 885 97.613 5.03
GN=Lama4 PE=2 SV=1 5
RIKEN cDNA 9530053A07 gene OS=Mus musculus 0.348702
E9PVG8 1 2581 280.044 6.18
GN=9530053A07Rik PE=1 SV=1 1
Gamma-tubulin complex component OS=Mus musculus 3.153153
Q3UBE9 1 666 76.068 6.65
GN=Tubgcp4 PE=2 SV=1 2
Uncharacterized protein (Fragment) OS=Mus musculus 13.13868
Q9D963 1 137 15.905 481
GN=Lcmtl PE=2 SV=2 6
Adenylosuccinate lyase OS=Mus musculus GN=Adsl| 4.132231
P54822 1 484 54.831 7.27
PE=1SV=2 4
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Xaa-Pro aminopeptidase 1 OS=Mus musculus 2.204724
S4R1I3 1 635 70.945 6
GN=Xpnpepl PE=1 SV=1 4
Uncharacterized protein OS=Mus musculus GN=Arf6 11.42857
Q3uoD7 1 175 20.069 8.95
PE=1SV=1 1
AO0A1D5R 60S ribosomal protein L18a OS=Mus musculus 6.802721
1 147 17.436 10.89
LW5 GN=Rpl18a PE=1 SV=1 1
Uncharacterized protein (Fragment) OS=Mus musculus 9.311740
Q8BY49 1 247 26.447 6.14
GN=Mthfd1 PE=2 SV=2 9
A0A1BOG 60S ribosomal protein L18 (Fragment) OS=Mus 22.80701
1 57 6.379 10.51
RZ3 musculus GN=Rpl18 PE=1 SV=1 8
A0A1BOG L-lactate dehydrogenase C chain OS=Mus musculus 5.263157
1 171 18.607 8.57
SR2 GN=Ldhc PE=1 SV=1 9
Coatomer protein complex, subunit zeta 1, isoform 5.649717
Q542M2 1 177 20.185 4.81
CRA_c 0S=Mus musculus GN=Copz1 PE=1 SV=1 5
Clusterin (Fragment) OS=Mus musculus GN=Clu PE=1 5.333333
E9PUU2 1 225 26.024 6.3
Sv=1 3
Adenosylhomocysteinase (Fragment) OS=Mus musculus 9.473684
A2ALTS 1 95 10.12 6.54
GN=Ahcy PE=1 SV=1 2
Protein 4.1G OS=Mus musculus GN=Epb4112 PE=2
Q80UE3 0.708502 1 988 109.903 5.43
Sv=1
Epb4.112 protein OS=Mus musculus GN=Epb4112 PE=2 1.015965
Q811B2 1 689 76.894 6.61
Sv=1 2
Clusterin (Fragment) OS=Mus musculus GN=Clu PE=1 4.528301
E9Q8Y5 1 265 30.631 6.52
Sv=1 9
Chloride channel protein OS=Mus musculus GN=Clcn5 2.144772
Q3UL16 1 746 83.017 7.01
PE=2 SV=1 1
Epb4.112 protein (Fragment) OS=Mus musculus
Q8CGJ6 1.372549 1 510 58.143 7.01
GN=Epb4112 PE=2 SV=1
TBC1 domain family member 8B OS=Mus musculus 0.628366
A3KGB4 1 1114 127.812 5.49
GN=Tbc1d8b PE=1 SV=1 2
N-alpha-acetyltransferase 16, NatA auxiliary subunit 2217741
E9PZ53 1 496 58.304 7.23
0S=Mus musculus GN=Naa16 PE=1 SV=1 9
Adenylosuccinate lyase OS=Mus musculus GN=Adsl| 4.705882
E9Q3T7 1 425 48.266 7.78
PE=1SV=1 4
AOAOUIR Leucine carboxyl methyltransferase 1 OS=Mus musculus 5.421686
1 332 38.136 5.74
NF2 GN=Lcmtl PE=1 SV=1 7
Fzd7 protein (Fragment) OS=Mus musculus GN=Fzd7 5.733333
Q810L8 1 750 82.595 8.7
PE=2 SV=1 3
60S ribosomal protein L18a OS=Mus musculus 5.681818
Q3THJO 1 176 20.62 10.62
GN=Rpl18a PE=2 SV=1 2
Leucine carboxyl methy 1 0S=Mus 5.421686
A2RTHS 1 332 38.167 5.62
GN=Lcmtl PE=1 SV=1 7
4.1G protein (Fragment) OS=Mus musculus 1.476793
Qs811Co 1 474 52.595 7.39
GN=Epb4112 PE=2 SV=1 2
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008688 Calpain-5 0S=Mus musculus GN=Capn5 PE=1 SV=1 2.34375 1 640 72.909 7.36
Band 4.1-like protein 2 0S=Mus musculus GN=Epb41I2 0.762527
Q80UE5 1 918 101.752 533
PE=1SV=1 2
Uncharacterized protein (Fragment) OS=Mus musculus 3.921568
Q3TUV7 1 204 23.655 5.87
GN=Vps35 PE=2 SV=1 6
Adenylosuccinate lyase OS=Mus musculus GN=Adsl 4.132231
Q3TMB8 1 484 54.83 7.44
PE=2 SV=1 4
Uncharacterized protein KIAA1109 OS=Mus musculus 0.679320
A2AAE1 1 5005 555.015 6.61
GN=Kiaal109 PE=1 SV=4 7
Lama4 protein (Fragment) OS=Mus musculus
Q91VVO0 2.15311 1 1254 139.637 753
GN=Lama4 PE=2 SV=1
AO0A1D5R 60S ribosomal protein L18a OS=Mus musculus 9.174311
1 109 12.692 10.05
M79 GN=Rpl18a PE=1 SV=1 9
Erythrocyte protein band 4.1-like 2 0S=Mus musculus 1.015965
B6ZHC6 1 689 77.023 6.79
GN=Epb4112 PE=2 SV=1 2
Erythrocyte protein band 4.1-like 2 0S=Mus musculus 0.881612
B6ZHCS 1 794 88.436 5.73
GN=Epb4112 PE=2 SV=1 1
Apolipoprotein A-l 0S=Mus musculus GN=Apoal 4.166666
Q00623 1 264 30.597 5.73
PE=1SV=2 7
AOAIW2 Band 4.1-like protein 2 (Fragment) OS=Mus musculus 1.364522
1 513 58.443 7.17
P615 GN=Epb4112 PE=1 SV=1 4
Gamma-tubulin complex component OS=Mus musculus 3.153153
Q8BWR3 1 666 76.06 6.71
GN=Tubgcp4 PE=2 SV=1 2
Fc fragment of 1gG-binding protein OS=Mus musculus 0.348432
E9QOB5 1 2583 275.043 5.03
GN=Fcgbp PE=1 SV=1 1
ADA1BOG 60S ribosomal protein L18 (Fragment) OS=Mus
16.25 1 80 9.164 11.59
S28 musculus GN=Rpl18 PE=1 SV=1
H(+)/CI(-) exchange transporter 5 OS=Mus musculus 2.144772
Q9WVD4 1 746 83.047 7.01
GN=Clcn5 PE=1 SV=1 1
Prolyl 3-hydroxylase 3 OS=Mus musculus GN=P3h3 3.278688
Q8CG70 1 732 81.65 6.65
PE=1SV=1 5
AODAOR4]) 2.925045
Copine-2 OS=Mus musculus GN=Cpne2 PE=1 SV=1 1 547 60.869 5.96
1D0 7
Uncharacterized protein OS=Mus musculus
Q3UNQ6 0.708502 1 988 109.93 543
GN=Epb4112 PE=2 SV=1
Band 4.1-like protein 2 0S=Mus musculus GN=Epb4112 0.881612
Q80UE4 1 794 88.408 5.68
PE=1SV=1 1
Uncharacterized protein OS=Mus musculus 2.364864
Q3TL27 1 592 65.979 5.67
GN=Xpnpepl PE=2 SV=1 9
Uncharacterized protein OS=Mus musculus GN=Oat 4.100227
Q3UKT3 1 439 48.323 6.8
PE=2 SV=1 8
Vacuolar protein sorting-associated protein 4A OS=Mus
Q8VEJ9 4.576659 1 437 48.876 78

musculus GN=Vps4a PE=1 SV=1
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Cysteine dioxygenase type 1 OS=Mus musculus
P60334 35 1 2 1 1 200 23.011 6.46 0
GN=Cdol PE=1 SV=1
1.637764
Q9EPL8 Importin-7 0S=Mus musculus GN=Ipo7 PE=1 SV=2 1 1 1 1 1038 11941 4.82 0
9
CREBS3 regulatory factor (Fragment) OS=Mus musculus 10.82621
B8JJI0 1 1 1 1 351 39.23 4.84 0
GN=Crebrf PE=4 SV=1 1
Interleukin-36 gamma OS=Mus musculus GN=1136g 6.707317
Q8R460 1 1 1 1 164 18.722 7.56 0
PE=2 SV=1 1
Adenylosuccinate lyase OS=Mus musculus GN=Adsl 4.264392
E9Q242 1 1 1 1 469 53.096 7.27 0
PE=1SV=1 3
Prolyl 3-hydroxylase 3 0S=Mus musculus GN=P3h3 7.121661
D6RHQ3 1 1 1 1 337 36.996 8.4 0
PE=1SV=1 7
Chloride channel protein 0S=Mus musculus GN=Clcn5 1.960784
B1ATVO 1 1 1 1 816 90.647 6.54 0
PE=1SV=1 3
Thc1d8b protein OS=Mus musculus GN=Thc1d8b PE=2 0.630630
BY9EKQ1 1 1 1 1 1110 127.395 5.52 0
Sv=1 6
Uncharacterized protein (Fragment) OS=Mus musculus 2.421652
Q3UES86 1 1 1 1 702 79.307 5.86 0
GN=Ganab PE=2 SV=1 4
Fc fragment of 1gG-binding protein OS=Mus musculus 0.348432
E9Q9C6 1 1 1 1 2583 275.058 5.03 0
GN=Fcgbp PE=1 SV=1 1
Transferrin receptor 1 (Fragment) OS=Mus musculus 17.75700
Q8)Zs3 1 1 1 1 107 12.542 8.6 0
GN=Tfrc PE=2 SV=1 9
Uncharacterized protein OS=Mus musculus GN=Vps4a
Q3TDX2 4.576659 1 1 1 1 437 48.804 8.03 0
PE=2 SV=1
Serine (or cysteine) peptidase inhibitor, clade B, member 7.142857
F7B9A0 1 1 1 1 210 23.109 5.44 0
6b OS=Mus musculus GN=Serpinb6b PE=1 SV=1 1
P59108 Copine-2 OS=Mus musculus GN=Cpne2 PE=1 SV=1 2919708 1 1 1 1 548 60.997 5.96 0
Frizzled homolog 7 (Drosophila) OS=Mus musculus 7.517482
Q6P551 1 1 1 1 572 63.737 7.9 0
GN=Fzd7 PE=2 SV=1 5
Erythrocyte protein band 4.1-like 2 0S=Mus musculus
B6ZHDO 0.708502 1 1 1 1 988 109.829 543 0
GN=Epb4112 PE=2 SV=1
#
# # # Unique
Accession Description Coverage Proteins # AAs MW [kDa] calc. pl Score
Peptides PSMs Peptides
Groups
FIREZ1 Hyaluronan and proteoglycan link protein 1 OS=Sus 64.12 19 445 19 3 354 40.2 7.80 2226.45
scrofa GN=HAPLN1 PE=1 SV=1 - [FIREZ1_PIG]
F1SKRO Aggrecan core protein OS=Sus scrofa GN=ACAN PE=1 14.67 25 502 11 2 2284 2374 4.26 1982.38
SV=2 - [FISKRO_PIG]
F1SCU3 Uncharacterized protein OS=Sus scrofa GN=MATN3 40.53 15 402 15 1 486 52.8 7.28 1824.83
PE=4 SV=2 - [F1SCU3_PIG]
F15902 Uncharacterized protein OS=Sus scrofa GN=COMP 54.50 31 327 29 2 756 82.3 4.63 1502.14

230




PE=1SV=1 - [F15902_PIG]

13LUR7 Uncharacterized protein OS=Sus scrofa GN=COL6A3 31.80 75 355 75 3170 3422 6.67 1323.42
PE=1 SV=1 - [I3LUR7_PIG]

F1SS24 Uncharacterized protein OS=Sus scrofa GN=FN1 PE=1 28.73 50 293 50 2478 272.1 5.63 1162.56
SV=1 - [F15524_PIG]

K7GP55 Biglycan OS=Sus scrofa GN=BGN PE=1 SV=1 - 37.94 11 299 11 369 414 7.52 1076.79
[K7GP55_PIG]

Q29011 Aggrecan core protein (Fragments) OS=Sus scrofa 23.46 7 272 1 537 58.5 4.48 1023.26
GN=ACAN PE=1 SV=3 - [PGCA_PIG]

Q9BGH3 Aggrecan G2 domain (Fragment) OS=Sus scrofa PE=2 2551 9 181 1 494 53.3 431 788.96
SV=1 - [QIBGH3_PIG]

F1IRUN2 Serum albumin OS=Sus scrofa GN=ALB PE=1 SV=1 - 56.84 34 204 34 607 69.6 6.38 767.35
[FIRUN2_PIG]

13LSV6 Uncharacterized protein (Fragment) OS=Sus scrofa 11.50 11 170 11 1365 130.0 8.53 732.93
GN=COL2A1 PE=1 SV=1 - [I3LSV6_PIG]

FIRTT3 Uncharacterized protein OS=Sus scrofa GN=COL9A1 21.48 15 139 15 922 92.0 8.94 547.94
PE=1SV=2 - [FIRTT3_PIG]

F1SS26 Uncharacterized protein OS=Sus scrofa GN=THBS1 35.38 30 129 30 1170 1295 4.89 492.74
PE=1SV=2 - [F1S526_PIG]

F1RT93 Uncharacterized protein OS=Sus scrofa GN=CHAD 54.04 15 121 15 359 40.6 9.39 490.26
PE=4 SV=2 - [FIRT93_PIG]

Q29116 Tenascin OS=Sus scrofa GN=TNC PE=1 SV=1 - 39.86 46 135 9 1746 191.3 5.15 480.45
[TENA_PIG]

F1S6B5 Fibromodulin (Fragment) OS=Sus scrofa GN=FMOD 22.69 7 118 7 379 43.6 6.27 424.04
PE=1SV=2 - [F1S6B5_PIG]

I3LDR6 Tenascin OS=Sus scrofa GN=TNC PE=1 SV=1 - 41.60 38 117 1 1428 155.6 5.02 412.92
[I3LDR6_PIG]

F1S6B4 Uncharacterized protein OS=Sus scrofa GN=PRELP 39.20 14 105 14 375 431 9.52 378.11
PE=1 SV=2 - [F1S6B4_PIG]

13L5Q7 Uncharacterized protein OS=Sus scrofa GN=MATN1 40.12 18 97 18 496 537 8.28 372.63
PE=4 SV=1 - [I3L5Q7_PIG]

13LQ84 Uncharacterized protein OS=Sus scrofa PE=1 SV=1 - 19.01 17 85 17 989 106.4 6.19 307.62
[13LQ84_PIG]

F1SQ10 Decorin 0S=Sus scrofa GN=DCN PE=1 SV=1 - 33.61 1 92 1 360 39.9 8.53 300.37
[F1SQ10_PIG]

F1S6Q3 Uncharacterized protein OS=Sus scrofa GN=CILP2 23.42 21 73 21 1157 126.4 8.31 292,61
PE=1SV=1 - [F1S6Q3_PIG]

F1RII7 Hemoglobin subunit beta OS=Sus scrofa GN=HBB 68.71 8 60 8 147 16.2 7.25 274.09
PE=1SV=1 - [FIRII7_PIG]

F1SU03 Uncharacterized protein OS=Sus scrofa GN=HSPG2 27.06 27 63 27 1848 194.9 7.65 255.70
PE=1 SV=2 - [F1SU03_PIG]

13LVDS Actin, cytoplasmic 1 OS=Sus scrofa GN=ACTB PE=1 37.60 10 65 5 375 418 5.48 229.75

SV=1-[13LVD5_PIG]
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F15469 Uncharacterized protein OS=Sus scrofa GN=CLEC3A 41.33 7 61 7 1 196 22.0 8.92 228.81
PE=4 SV=1 - [F15469_PIG]

F1S4N8 Uncharacterized protein (Fragment) OS=Sus scrofa 30.69 12 44 12 1 567 61.7 8.81 202.21
GN=VIT PE=1 SV=2 - [F1S4N8_PIG]

P02543 Vimentin OS=Sus scrofa GN=VIM PE=1 SV=2 - 37.55 16 49 16 10 466 53.6 5.12 199.20
[VIME_PIG]

K7GT00 Uncharacterized protein (Fragment) OS=Sus scrofa 21.07 24 48 24 2 1675 179.8 5.11 198.18
GN=COL14A1 PE=1 SV=1 - [K7GT00_PIG]

13L8B2 Uncharacterized protein (Fragment) OS=Sus scrofa 6.69 4 48 4 1 688 65.2 9.31 193.51
GN=COL9A2 PE=1 SV=1 - [I3L8B2_PIG]

011780 Transforming growth factor-beta-induced protein ig-h3 29.87 15 54 5 1 683 744 7.40 183.42
0S=Sus scrofa GN=TGFBI PE=1 SV=1 - [BGH3_PIG]

F1RQIO Uncharacterized protein OS=Sus scrofa 2354 17 54 17 1 960 102.0 6.13 183.21
GN=LOC100156689 PE=1 SV=2 - [F1RQI0_PIG]

F1SEN1 Annexin OS=Sus scrofa GN=ANXA8 PE=1 SV=1 - 49.54 1 40 1 2 327 36.7 533 179.04
[FISEN1_PIG]

BOLXF7 Aprotinin (Fragment) OS=Sus scrofa PE=4 SV=1 - 25.86 1 39 1 1 58 6.7 7.61 168.64
[BOLXF7_PIG]

F1SRC2 Uncharacterized protein (Fragment) OS=Sus scrofa 2127 10 44 10 1 757 82.0 9.11 165.72
GN=CHADL PE=4 SV=2 - [FISRC2_PIG]

F1SHL9 Pyruvate kinase (Fragment) OS=Sus scrofa GN=PKM 35.00 14 37 14 3 540 58.7 7.85 162.42
PE=1SV=2 - [F1SHL9_PIG]

P62802 Histone H4 OS=Sus scrofa PE=1 SV=2 - [H4_PIG] 50.49 5 49 5 1 103 114 11.36 162.16

F1SFF3 Uncharacterized protein OS=Sus scrofa GN=NID2 PE=1 19.86 20 44 20 2 1385 151.7 5.77 152.25
SV=2 - [FISFF3_PIG]

F1S2C1 Uncharacterized protein OS=Sus scrofa GN=COL11A2 10.51 12 42 12 6 1618 159.3 7.64 143.86
PE=4 SV=2 - [F1S2C1_PIG]

F1RF28 Uncharacterized protein OS=Sus scrofa PE=1 SV=2 - 12.18 7 32 4 2 944 103.8 5.00 140.49
[FIRF28_PIG]

F1STZ4 Complement C1q subcomponent subunit A OS=Sus 2591 5 26 5 2 247 26.4 9.22 129.89
scrofa GN=C1QA PE=1 SV=1 - [F1STZ4_PIG]

B2CZF8 Lactadherin OS=Sus scrofa GN=MFGE8 PE=1 SV=1 - 32.95 12 36 12 2 431 47.8 6.71 123.45
[B2CZF8_PIG]

B6VNT8 Cardiac muscle alpha actin 1 OS=Sus scrofa 29.97 9 43 4 7 377 420 5.39 117.19
GN=ACTC1 PE=2 SV=1 - [B6VNT8_PIG]

P12067 Lysozyme C-1 OS=Sus scrofa PE=1 SV=1 - 52.34 6 27 6 5 128 14.7 8.76 11713
[LYSC1_PIG]

F1SUM3 Uncharacterized protein (Fragment) OS=Sus scrofa 32.38 7 36 7 2 210 244 8.29 110.62
GN=SERPINH1 PE=1 SV=1 - [FISUM3_PIG]

F1SPP8 Uncharacterized protein OS=Sus scrofa GN=CKAP4 26.48 12 31 12 1 559 61.4 5.14 107.11
PE=1SV=2 - [F1SPP8_PIG]

F2Z5L5 Histone H2A OS=Sus scrofa GN=HIST2H2AC PE=1 49.61 4 28 2 3 129 14.0 10.90 105.59

SV=1- [F2Z5L5_PIG]
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F1RF27 Uncharacterized protein OS=Sus scrofa PE=1 SV=2 - 18.11 4 23 1 1 392 43.6 4.30 103.03
[FIRF27_PIG]

FIRHA7 Transforming growth factor-beta-induced protein ig-h3 25.33 11 29 1 1 608 66.7 7.83 101.29
0S=Sus scrofa GN=TGFBI PE=1 SV=2 -
[FIRHA7_PIG]

Q8WNW8 Nexin-1 OS=Sus scrofa GN=PN-1 PE=1 SV=2 - 29.97 10 22 10 2 397 44.1 9.45 90.12
[Q8WNWS_PIG]

AO0A0C3S Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 40.00 9 26 9 2 265 30.3 5.50 88.81

Go1 [AOAOC3SGO1_PIG]

F1REZO Uncharacterized protein OS=Sus scrofa GN=EDIL3 55.49 8 23 8 1 173 197 9.67 88.04
PE=4 SV=2 - [FIREZ0_PIG]

P00355 Glyceraldehyde-3-phosphate dehydrogenase OS=Sus 28.23 7 26 7 13 333 35.8 8.35 86.45
scrofa GN=GAPDH PE=1 SV=4 - [G3P_PIG]

F1S073 Annexin OS=Sus scrofa GN=ANXA2 PE=1 SV=2 - 30.97 10 24 10 2 339 38.6 7.31 83.18
[F1S073_PIG]

Q1T7A9 Type VI collagen alpha-1 chain (Fragment) OS=Sus 60.00 4 26 3 1 95 10.5 5.16 82.68
scrofa GN=COL6A1 PE=2 SV=1 - [Q1T7A9_PIG]

F1S1M3 Uncharacterized protein OS=Sus scrofa GN=SRPX2 3118 10 22 10 3 465 52.9 6.92 82.59
PE=4 SV=1 - [F1S1IM3_PIG]

P20112 SPARC 0S=Sus scrofa GN=SPARC PE=1 SV=2 - 3433 7 29 7 4 300 342 4.86 80.77
[SPRC_PIG]

Q6J267 Galectin (Fragment) OS=Sus scrofa PE=2 SV=1 - 23.88 3 22 3 5 134 146 5.24 76.66
[Q6267_PIG]

F1SDQ5 Uncharacterized protein OS=Sus scrofa GN=EMILIN1 12.08 8 17 8 1 1018 106.5 5.10 72.61
PE=1 SV=1 - [F1SDQ5_PIG]

K9IWF9 Ras GTPase-activating-like protein IQGAP1 OS=Sus 8.69 11 18 11 4 1657 189.1 6.40 70.03
scrofa GN=IQGAP1 PE=2 SV=1 - [K9IWF9_PIG]

F1RQI2 Uncharacterized protein OS=Sus scrofa GN=COL12A1 32.00 3 20 3 1 100 11.1 5.14 68.79
PE=1 SV=2 - [F1RQI2_PIG]

L8BOW9 19G heavy chain OS=Sus scrofa GN=IGHG PE=2 SV=1 21.91 7 26 0 14 470 51.1 6.62 64.78
- [L8BOWY_PIG]

L8BOWO 19G heavy chain OS=Sus scrofa GN=IGHG PE=2 SV=1 22.39 7 24 1 12 460 50.7 8.15 59.36
- [L8BOWO_PIG]

Q767L7 Tubulin beta chain 0S=Sus scrofa GN=TUBB PE=2 21.40 7 16 7 9 444 49.6 4.89 54.23
SV=1- [TBB5_PIG]

F1S571 Uncharacterized protein (Fragment) OS=Sus scrofa 523 6 12 6 1 1607 158.5 5.01 5352
GN=COL11A1 PE=4 SV=2 - [F1S571_PIG]

F1SJB5 Annexin OS=Sus scrofa GN=ANXA1 PE=1 SV=2 - 23.99 6 13 6 3 346 387 6.81 52.95
[F1SJB5_PIG]

F2Z5C1 Annexin OS=Sus scrofa GN=ANXA5 PE=1 SV=2 - 3231 8 17 7 1 294 331 5.06 50.67
[F2Z5C1_PIG]

F1STC5 Uncharacterized protein (Fragment) OS=Sus scrofa 45.87 2 11 2 1 109 12.0 5.39 49.78
PE=1 SV=3 - [F1STC5_PIG]

Q29549 Clusterin OS=Sus scrofa GN=CLU PE=1 SV=1 - 21.97 7 13 7 5 446 517 5.88 49.68
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[CLUS_PIG]

13L7T6 Histone H2A OS=Sus scrofa GN=H2AFX PE=1 SV=1 - 47.55 4 14 4 143 151 10.74 49.29
[13L7T6_PIG]

M3VH45 Annexin OS=Sus scrofa GN=ANXA6 PE=2 SV=1 - 1471 8 12 3 673 75.8 5.95 47.26
[M3VH45_PIG]

F1ISUAO Uncharacterized protein (Fragment) OS=Sus scrofa 17.32 8 17 1 433 47.0 7.40 44.88
GN=FBLN7 PE=4 SV=2 - [FISUAO_PIG]

F1S1D2 Uncharacterized protein OS=Sus scrofa GN=CTHRC1 30.99 6 14 2 242 26.0 8.13 44.63
PE=4 SV=1 - [F151D2_PIG]

D0G784 Phosphoglycerate kinase (Fragment) OS=Sus scrofa 3313 7 11 13 329 35.4 8.82 44.40
GN=PGK1 PE=2 SV=1 - [D0G784_PIG]

F1SDQ7 Uncharacterized protein OS=Sus scrofa GN=MATN4 13.72 7 11 1 627 68.6 6.06 4437
PE=4 SV=2 - [F1SDQ7_PIG]

K7GMI9 Tetraspanin OS=Sus scrofa GN=CD9 PE=1 SV=1 - 16.67 2 12 6 138 15.2 5.82 42.28
[K7GMI9_PIG]

P00761 Trypsin OS=Sus scrofa PE=1 SV=1 - [TRYP_PIG] 16.45 3 15 3 231 244 7.18 40.03

B6ATRO Tubulin alpha 3 0S=Sus scrofa PE=2 SV=1 - 17.07 5 13 17 451 50.1 5.06 39.97
[B6ATRO_PIG]

13LDZ2 Ribonuclease 4 OS=Sus scrofa GN=RNASE4 PE=1 4150 4 10 2 147 16.8 8.84 39.47
SV=1 - [13LDZ2_PIG]

COMHR2 Clathrin heavy chain OS=Sus scrofa GN=CLTC PE=2 5.67 6 10 4 1675 1915 5.69 39.33
SV=1 - [COMHR2_PIG]

F1STZ3 Uncharacterized protein OS=Sus scrofa GN=C1QC 21.63 4 11 2 245 26.0 7.83 39.24
PE=1SV=1 - [F1STZ3_PIG]

BOLUW3 Chemerin OS=Sus scrofa PE=2 SV=1 - [BOLUW3_PIG] 19.02 2 8 3 163 18.7 9.04 38.97

Q53DY7 Histone H1.3-like protein (Fragment) OS=Sus scrofa 25.00 3 13 3 128 12.8 10.58 38.70
PE=2 SV=1 - [Q53DY7_PIG]

F1S663 Uncharacterized protein OS=Sus scrofa GN=LAMC1 6.48 7 9 1 1606 1771 5.21 37.79
PE=1 SV=1 - [F1S663_PIG]

FIRLQ2 Prelamin-A/C OS=Sus scrofa GN=LMNA PE=1 SV=1 - 12.20 7 10 2 664 74.2 7.18 36.83
[FIRLQ2_PIG]

L8B180 19G heavy chain OS=Sus scrofa GN=IGHG PE=2 SV=1 12.93 4 13 12 464 50.8 7.05 36.50
- [L8B180_PIG]

P01846 1g lambda chain C region OS=Sus scrofa PE=1 SV=1 - 51.43 3 9 2 105 11.0 7.08 34.58
[LAC_PIG]

F2Z5P1 Histone H2A (Fragment) OS=Sus scrofa GN=H2AFV 20.47 3 12 3 127 13.4 10.58 34.28
PE=1 SV=1 - [F2Z5P1_PIG]

QOPM28 Pigment epithelium-derived factor OS=Sus scrofa PE=2 12.35 4 8 2 413 45.6 6.81 34.20
SV=1 - [QOPM28_PIG]

D2Sw96 L-lactate dehydrogenase OS=Sus scrofa PE=2 SV=1 - 12.05 4 10 13 332 36.6 8.07 33.60
[D2SW96_PIG]

F1SQX9 Uncharacterized protein OS=Sus scrofa 25.79 3 8 5 190 215 4.86 33.30

GN=LOC100157318 PE=1 SV=3 - [F1SQX9_PIG]
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13LIX2 Uncharacterized protein OS=Sus scrofa PE=1 SV=1 - 15.38 2 8 1 221 20.3 5.66 33.24
[13LIX2_PIG]

Q53DY5 Histone H1.3-like protein OS=Sus scrofa 14.48 3 11 3 221 22.1 10.96 32.94
GN=HIST1H1D PE=1 SV=1 - [Q53DY5_PIG]

FIRGG1 Uncharacterized protein OS=Sus scrofa 34.48 5 13 3 145 16.1 10.32 32.90
GN=L0OC100518254 PE=1 SV=2 - [FIRGG1_PIG]

Q38JF6 Procollagen-lysine 2-oxoglutarate 5-dioxygenase 2 11.09 6 11 2 640 74.0 6.89 32.06
(Fragment) OS=Sus scrofa GN=Plod2 PE=2 SV=1 -
[Q38JF6_PIG]

P01965 Hemoglobin subunit alpha OS=Sus scrofa GN=HBA 25.53 3 10 6 141 15.0 8.70 31.90
PE=1 SV=1 - [HBA_PIG]

F1SFZ8 Uncharacterized protein OS=Sus scrofa GN=TLN1 477 8 8 2 2539 269.3 6.11 31.36
PE=1 SV=2 - [F1SFZ8_PIG]

13LK59 Enolase OS=Sus scrofa GN=ENO1 PE=1 SV=1 - 17.51 5 9 3 354 38.1 8.88 30.96
[13LK59_PIG]

F1SLC4 Annexin OS=Sus scrofa GN=ANXA4 PE=1 SV=1 - 15.67 4 10 2 319 358 5.92 30.82
[F1SLCA4_PIG]

13LB86 Alkaline phosphatase OS=Sus scrofa GN=ALPL PE=1 9.94 3 8 2 503 54.9 6.89 30.27
SV=1- [I3LB86_PIG]

F2Z578 Histone H2B OS=Sus scrofa GN=HIST1H2BK PE=1 33.33 4 10 16 126 13.9 10.32 30.23
SV=1 - [F22578_PIG]

F1RFY2 Beta-enolase OS=Sus scrofa GN=ENO3 PE=1 SV=1 - 13.13 4 7 3 434 47.1 7.96 30.01
[F1IRFY2_PIG]

A5A8W4 Tenascin XB 0S=Sus scrofa GN=TNXB PE=4 SV=1 - 4.18 7 7 6 4137 446.8 5.08 29.26
[A5A8W4_PIG]

F1SA30 Tartrate-resistant acid phosphatase type 5 OS=Sus scrofa 4.84 1 6 2 310 344 8.91 29.08
GN=ACP5 PE=1 SV=2 - [F1SA30_PIG]

062680 CD59 glycoprotein OS=Sus scrofa GN=CD59 PE=1 8.94 1 7 1 123 138 7.94 28.79
SV=1 - [CD59_PIG]

I3LPA7 Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 34.75 4 10 1 141 16.5 8.16 28.75
[13LPA7_PIG]

I13LHV9 Uncharacterized protein OS=Sus scrofa 4.67 4 8 2 1050 104.2 7.46 28.64
GN=LOC100518132 PE=4 SV=1 - [I3LHV9_PIG]

F1SFA7 Uncharacterized protein OS=Sus scrofa GN=COL1A2 4.25 5 10 2 1366 129.1 9.07 27.34
PE=1 SV=1 - [F1SFA7_PIG]

13LS72 Uncharacterized protein OS=Sus scrofa GN=COL6A1 11.03 4 8 1 435 451 6.19 25.15
PE=1 SV=1- [I3LS72_PIG]

F1S2E2 Annexin OS=Sus scrofa GN=ANXA11 PE=1 SV=2 - 14.54 5 6 2 502 53.9 7.30 24.55
[F1S2E2_PIG]

F1RJ25 Fructose-bisphosphate aldolase OS=Sus scrofa 15.66 3 6 3 364 39.4 6.65 24.43
GN=ALDOC PE=1 SV=2 - [F1RJ25_PIG]

QOPY11 Elongation factor 1-alpha OS=Sus scrofa GN=EEF1A 13.20 5 8 7 462 50.1 9.01 24.30
PE=1SV=1 - [QOPY11_PIG]

F1IRQ91 408 ribosomal protein S4 OS=Sus scrofa GN=RPS4 16.35 3 6 2 263 296 10.15 23.86
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PE=1SV=2 - [FIRQ91_PIG]

F1SNV7 Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 7.54 4 3 743 82.2 7.05 23.71
[F1SNV7_PIG]

F27546 Ribosomal protein L19 (Fragment) OS=Sus scrofa 13.27 2 2 196 235 1141 23.70
GN=RPL19 PE=1 SV=2 - [F2Z546_PIG]

F1SLT8 Uncharacterized protein OS=Sus scrofa GN=CCDC80 8.28 7 1 954 108.4 9.74 23.69
PE=4 SV=2 - [F1SLT8_PIG]

QI19PY1 Alpha-1,4 glucan phosphorylase (Fragment) OS=Sus 6.98 4 6 731 84.0 6.52 23.25
scrofa GN=PYGM PE=2 SV=1 - [Q19PY1_PIG]

F1SDC7 Uncharacterized protein OS=Sus scrofa GN=ALDH3A2 7.61 2 1 381 422 8.12 22.60
PE=1 SV=2 - [F1SDC7_PIG]

F1SQ08 Uncharacterized protein OS=Sus scrofa GN=KERA 9.63 3 2 353 40.6 7.21 22.54
PE=4 SV=1 - [F15Q08_PIG]

F1SN67 Fibrillin-1 OS=Sus scrofa GN=FBN1 PE=1 SV=2 - 2.83 5 2 2336 253.9 4.83 22.19
[F1SN67_PIG]

I13LR69 Ferritin OS=Sus scrofa GN=FTH1 PE=1 SV=1 - 25.41 4 2 181 212 5.85 22.15
[13LR69_PIG]

Q4GWz2 408 ribosomal protein SA OS=Sus scrofa GN=RPSA 18.64 3 3 295 329 4.87 22.07
PE=1SV=3 - [RSSA_PIG]

F1SRC8 Uncharacterized protein OS=Sus scrofa GN=CLEC3B 18.81 3 2 202 22.2 5.66 21.67
PE=1SV=1 - [FISRC8_PIG]

F1SSE7 Uncharacterized protein (Fragment) OS=Sus scrofa 28.65 5 1 192 213 8.21 21.42
GN=COL15A1 PE=1 SV=2 - [F1SSE7_PIG]

F1SiL4 Cartilage intermediate layer protein 1 OS=Sus scrofa 471 5 2 1189 133.0 8.43 20.26
GN=CILP PE=1SV=2 - [F1SIL4_PIG]

K7GLT1 Uncharacterized protein (Fragment) OS=Sus scrofa 2375 1 6 80 8.8 7.42 19.96
GN=SSR4 PE=1 SV=1 - [K7GLT1_PIG]

FIRVD4 Uncharacterized protein OS=Sus scrofa GN=SEC31A 3.69 3 1 1220 1322 6.80 19.81
PE=1 SV=2 - [FIRVD4_PIG]

K9IVQ6 Plectin (Fragment) OS=Sus scrofa GN=PLEC PE=2 154 4 1 3567 402.7 5.68 19.76
SV=1 - [K9IVQ6_PIG]

A5GFU4 GNAS complex locus (Fragment) OS=Sus scrofa 16.67 5 20 318 36.8 6.70 19.41
GN=GNAS PE=1 SV=1 - [A5GFU4_PIG]

F1S8Y5 Uncharacterized protein OS=Sus scrofa GN=PGAM1 11.63 2 1 258 293 6.89 19.36
PE=1SV=2 - [F1S8Y5_PIG]

F1IRZK4 Uncharacterized protein OS=Sus scrofa GN=COL10A1 474 3 2 675 655 9.67 19.25
PE=4 SV=1 - [FIRZK4_PIG]

002705 Heat shock protein HSP 90-alpha OS=Sus scrofa 6.68 4 5 733 84.7 5.01 19.00
GN=HSP90AA1 PE=2 SV=3 - [HS90A_PIG]

Q29569 Histone H3 (Fragment) OS=Sus scrofa PE=2 SV=1 - 15.24 2 6 105 11.7 11.40 18.96
[Q29569_PIG]

ATWLI1 Tetraspanin OS=Sus scrofa GN=CD81 PE=2 SV=1 - 18.22 2 2 236 257 5.52 18.81

[ATWLI1_PIG]
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13L6Q5 Uncharacterized protein OS=Sus scrofa GN=HIST1H1B 15.76 3 203 20.3 10.78 17.36
PE=1 SV=1 - [13L6Q5_PIG]

F1S0A2 Peptidyl-prolyl cis-trans isomerase OS=Sus scrofa 21.02 3 176 19.3 9.64 17.25
GN=L0OC100737887 PE=1 SV=1 - [F1S0A2_PIG]

13LDS3 Uncharacterized protein OS=Sus scrofa GN=KRT10 6.98 4 573 58.0 4.98 17.17
PE=1 SV=1 - [I3LDS3_PIG]

QOQEV2 Ribosomal protein L18 (Fragment) OS=Sus scrofa 14.46 2 166 18.9 11.78 17.04
GN=RPL18 PE=2 SV=1 - [QOQEV2_PIG]

F1RM24 Peptidoglycan-recognition protein OS=Sus scrofa 9.28 1 194 21.2 8.97 16.88
GN=PGLYRP1 PE=1 SV=1 - [FIRM24_PIG]

Q29092 Endoplasmin OS=Sus scrofa GN=HSP90B1 PE=2 SV=3 572 3 804 92.4 4.83 16.85
- [ENPL_PIG]

A5AT758 Keratin 1 (Fragment) OS=Sus scrofa GN=KRT1 PE=2 3.82 2 629 65.2 8.15 16.38
SV=1 - [ASA758_PIG]

13L9T6 Uncharacterized protein OS=Sus scrofa 8.80 2 216 245 7.97 16.32
GN=LOC100739576 PE=1 SV=1 - [I13L9T6_PIG]

F1S198 C-C motif chemokine OS=Sus scrofa GN=CCL16 PE=3 18.37 2 147 16.5 9.61 16.30
SV=2 - [F15198_PIG]

F1SKE7 Uncharacterized protein OS=Sus scrofa GN=PCOLCE2 797 2 527 58.2 9.22 16.03
PE=4 SV=2 - [FISKE7_PIG]

13LVS5 Uncharacterized protein (Fragment) OS=Sus scrofa 5.22 2 689 75.2 5.96 16.02
PE=4 SV=1 - [I3LVS5_PIG]

F1SU00 Uncharacterized protein (Fragment) OS=Sus scrofa 9.70 1 165 17.7 4.09 15.90
PE=1 SV=1 - [F1SU00_PIG]

P20305 Gelsolin (Fragment) OS=Sus scrofa GN=GSN PE=1 8.42 4 772 84.7 6.32 15.77
SV=1 - [GELS_PIG]

I3LEE6 Uncharacterized protein OS=Sus scrofa GN=PCOLCE 6.17 2 470 50.0 7.09 15.67
PE=1 SV=1 - [I3LEE6_PIG]

P81405 Saposin-B-Val OS=Sus scrofa GN=PSAP PE=1 SV=2 - 36.25 2 80 8.9 4.56 15.04
[SAP_PIG]

QOB6AS6 GBI2 0S=Sus scrofa GN=GNAI2 PE=1 SV=1 - 7.04 2 355 40.4 5.54 14.87
[QU6AS6_PIG]

P01025 Complement C3 OS=Sus scrofa GN=C3 PE=1 SV=2 - 138 2 1661 186.7 6.51 14.68
[CO3_PIG]

F1RI39 Uncharacterized protein OS=Sus scrofa GN=ACTN4 6.70 4 880 101.8 5.44 14.62
PE=1SV=2 - [F1RI39_PIG]

P80310 Protein S100-A12 OS=Sus scrofa GN=S100A12 PE=1 17.39 1 92 10.7 6.05 14.59
SV=2 - [S10AC_PIG]

F1S5H0 Uncharacterized protein (Fragment) OS=Sus scrofa 19.12 3 136 15.7 8.48 14.58
GN=CYTL1 PE=4 SV=2 - [F1S5H0_PIG]

F1S0K2 Uncharacterized protein OS=Sus scrofa GN=KRT15 7.17 3 460 49.4 4.92 14.42
PE=1 SV=1 - [F1S0K2_PIG]

K7GMM3 Protein $100-A10 OS=Sus scrofa GN=S100A10 PE=1 20.73 2 82 9.4 541 14.11

SV=1- [KTGMM3_PIG]
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13LD72 Uncharacterized protein OS=Sus scrofa GN=EHD2 6.45 3 543 61.2 6.37 13.99
PE=1 SV=1 - [I3LD72_PIG]

13L7U0 Uncharacterized protein (Fragment) OS=Sus scrofa 6.51 3 599 65.6 5.82 13.52
GN=HSP70.2 PE=1 SV=1 - [I3L7UO0_PIG]

Q8HYZ6 Alkaline phosphatase (Fragment) OS=Sus scrofa PE=2 21.39 2 173 18.7 9.26 13.00
SV=1- [Q8HYZ6_PIG]

GIF6X9 Dihydropyrimidinase-like 2 OS=Sus scrofa PE=2 SV=1 5.24 2 572 62.3 6.16 12.96
- [GIF6X9_PIG]

K7GQY9 Cofilin-1 (Fragment) OS=Sus scrofa GN=CFL1 PE=1 21.28 1 94 10.7 5.76 12.94
SV=1 - [K7GQY9_PIG]

A9LMO1L Progesterone receptor membrane component 2 0S=Sus 8.52 1 223 238 4.88 12.77
scrofa GN=PGRMC2 PE=1 SV=1 - [A9LMO01_PIG]

Q2QLE2 Caveolin-2 0S=Sus scrofa GN=CAV2 PE=3 SV=1 - 20.99 2 162 18.0 6.00 12.76
[CAV2_PIG]

FIRMMO Uncharacterized protein OS=Sus scrofa GN=PRKCDBP 9.16 2 262 273 6.43 12.75
PE=1 SV=2 - [FIRMMO_PIG]

QOQEM6 ATP synthase subunit beta (Fragment) OS=Sus scrofa 7.55 2 437 471 511 12.73
GN=ATP5B PE=2 SV=1 - [QUQEM6_PIG]

F1IRM45 Apolipoprotein E 0S=Sus scrofa GN=APOE PE=1 13.56 3 317 36.6 6.14 12.52
SV=1 - [FIRM45_PIG]

P62831 60S ribosomal protein L23 OS=Sus scrofa GN=RPL23 25.00 2 140 149 10.51 12.47
PE=1SV=1 - [RL23_PIG]

13LII3 Uncharacterized protein OS=Sus scrofa GN=EEF2 PE=1 431 3 858 95.3 6.83 12.38
SV=1 - [I3LII3_PIG]

K7GRY0 Uncharacterized protein OS=Sus scrofa GN=UBA1 3.20 2 970 107.4 5.62 11.94
PE=1 SV=1 - [K7GRY0_PIG]

ATE1S9 Putative uncharacterized protein (Fragment) OS=Sus 8.33 1 204 229 6.84 11.82
scrofa PE=2 SV=1 - [A7TE1S9_PIG]

F1S913 Uncharacterized protein OS=Sus scrofa GN=HHIPL2 3.07 2 77 797 9.25 11.72
PE=4 SV=1 - [F1S913_PIG]

F1SPT5 Uncharacterized protein OS=Sus scrofa GN=LAMB2 2.80 3 1642 178.8 6.65 11.52
PE=1 SV=2 - [F1SPT5_PIG]

K7GS84 Uncharacterized protein (Fragment) OS=Sus scrofa 5.15 3 660 732 9.04 11.46
GN=ANOS1 PE=4 SV=1 - [K7GS84_PIG]

Q29036 Dolichyl-diphosphooligosaccharide--protein 10.62 1 113 12.5 7.08 11.20
glycosyltransferase subunit DAD1 OS=Sus scrofa
GN=DAD1 PE=3 SV=3 - [DAD1_PIG]

K7GKP3 Uncharacterized protein (Fragment) OS=Sus scrofa 9.63 3 374 418 8.59 11.16
GN=SRPX PE=1 SV=1 - [K7GKP3_PIG]

A5A8V7T Heat shock 70 kDa protein 1-like OS=Sus scrofa 4.68 2 641 70.3 6.35 11.15
GN=HSPAILL PE=2 SV=1 - [HS71L_PIG]

F1IRGSO Uncharacterized protein OS=Sus scrofa GN=THBS3 4.92 4 956 104.0 4.65 11.11
PE=4 SV=1 - [FIRGS0_PIG]

M3VK46 Solute carrier family 44, member 2 tv2 OS=Sus scrofa 511 2 704 79.9 8.51 11.03
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GN=SLC44A2 PE=2 SV=1 - [M3VK46_PIG]

13LVI8 60S ribosomal protein L7a OS=Sus scrofa GN=RPL7A 9.02 2 266 30.1 10.67 10.86
PE=1 SV=1 - [I3LVI8_PIG]

F1RQF6 Uncharacterized protein OS=Sus scrofa GN=CLINT1 3.12 1 641 69.9 6.65 10.72
PE=1SV=2 - [FIRQF6_PIG]

13L5Z1 Uncharacterized protein (Fragment) OS=Sus scrofa 5.75 2 365 40.3 5.52 10.67
GN=CDH1 PE=1 SV=1 - [I3L5Z1_PIG]

P83686 NADH-cytochrome b5 reductase 3 (Fragment) OS=Sus 478 1 272 30.8 7.01 10.56
scrofa GN=CYB5R3 PE=1 SV=1 - [NB5R3_PIG]

Q51ZVo Heat shock protein 27kDa (Fragment) OS=Sus scrofa 20.97 2 124 142 6.38 10.53
PE=2 SV=1 - [Q5IZV0_PIG]

F1RPS8 ATP synthase subunit alpha OS=Sus scrofa 5.25 2 533 576 8.79 10.44
GN=ATP5A1 PE=1 SV=1 - [FIRPS8_PIG]

I13LHFO Uncharacterized protein OS=Sus scrofa GN=EEF1D 24.49 2 147 15.9 6.80 10.20
PE=1 SV=1 - [I3LHF0_PIG]

13L137 Uncharacterized protein OS=Sus scrofa GN=LECT2 15.33 2 150 16.4 9.16 10.20
PE=4 SV=1 - [I3LI37_PIG]

AOSNV3 Tyrosine 3-monooxygenase/tryptophan 27.84 3 176 20.0 461 10.03
5-monooxygenase activation protein zeta polypeptide
(Fragment) OS=Sus scrofa PE=2 SV=1 -
[AOSNV3_PIG]

P26234 Vinculin OS=Sus scrofa GN=VCL PE=1 SV=4 - 3.08 2 1135 1239 5.81 9.99
[VINC_PIG]

Q6QAS9 60S ribosomal protein L7 (Fragment) OS=Sus scrofa 15.91 2 132 15.2 10.08 9.92
PE=2 SV=1 - [Q6QAS9_PIG]

A8BV05 Angiopoietin-like protein 2 OS=Sus scrofa GN=AngptI2 6.49 2 493 56.9 7.72 9.78
PE=2 SV=1 - [A8BV05_PIG]

FIRIA7 Uncharacterized protein OS=Sus scrofa GN=TMEM109 4.94 1 243 26.1 9.89 9.73
PE=1 SV=1- [F1RIA7_PIG]

F1SKJ1 Uncharacterized protein OS=Sus scrofa GN=MYH9 1.94 3 1958 2249 5.77 9.62
PE=1 SV=2 - [F1SKJ1_PIG]

P62272 408 ribosomal protein S18 OS=Sus scrofa GN=RPS18 13.82 2 152 17.7 10.99 9.57
PE=1 SV=3 - [RS18_PIG]

F1RFU5 Aspartate aminotransferase (Fragment) OS=Sus scrofa 12.09 2 215 241 8.73 9.29
GN=GOT2 PE=1 SV=2 - [FIRFU5_PIG]

F1IRGCO Uncharacterized protein (Fragment) OS=Sus scrofa 15.54 2 148 16.6 11.12 9.27
GN=LOC100517228 PE=1 SV=2 - [FIRGCO_PIG]

F1SPG1 Uncharacterized protein OS=Sus scrofa GN=H1FX 10.28 2 214 225 10.71 9.26
PE=1SV=1 - [F1SPG1_PIG]

F2Z5E6 Uncharacterized protein OS=Sus scrofa GN=RPS5 PE=1 15.69 3 204 229 9.72 9.15
SV=1 - [F2Z5E6_PIG]

ATKZR3 Cytochrome P450 (Fragment) OS=Sus scrofa 9.55 1 178 19.9 8.65 9.12
GN=CYP8AL PE=2 SV=1 - [ATKZR3_PIG]

F1IRNZ2 60S acidic ribosomal protein P2 OS=Sus scrofa 10.43 1 115 121 4.81 9.03
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GN=RPLP2 PE=1 SV=1 - [FIRNZ2_PIG]

Q95285 Collagen alpha 1 (XV) chain (Fragment) OS=Sus scrofa 21.70 2 106 115 6.79 8.94
PE=2 SV=1 - [Q95285_PIG]

C7C1K0 Vitamin D binding protein (Fragment) OS=Sus scrofa 19.64 1 112 124 8.25 8.76
GN=GC PE=2 SV=1 - [CTC1K0_PIG]

BITRW9 Guanine nucleotide-binding protein subunit gamma 22.22 1 72 8.1 8.97 8.58
0S=Sus scrofa GN=GNG12 PE=2 SV=1 -
[BITRW9_PIG]

13LIL4 Uncharacterized protein (Fragment) OS=Sus scrofa 2.35 2 1065 122.0 9.44 8.54
GN=MYOI1C PE=1 SV=1 - [I3LIL4_PIG]

E1U317 Glutamine:fructose-6-phosphate amidotransferase 1 5.14 3 681 76.6 6.77 8.52
variant 1 OS=Sus scrofa GN=GFAT1 PE=2 SV=1 -
[E1U317_PIG]

F1SAK6 Uncharacterized protein OS=Sus scrofa GN=ATP5L 18.45 1 103 13 9.52 8.50
PE=1 SV=1 - [F1SAK6_PIG]

F1SPG2 Dolichyl-diphosphooligosaccharide--protein 247 1 608 68.6 6.47 8.46
glycosyltransferase subunit 1 OS=Sus scrofa GN=RPN1
PE=1 SV=1 - [F1SPG2_PIG]

ADA075B Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 7.89 1 114 11.9 7.97 8.38

715 [AOA075B7I5_PIG]

P80015 Azurocidin OS=Sus scrofa PE=1 SV=1 - [CAP7_PIG] 6.39 1 219 243 11.60 8.20

13LUP3 G-protein-coupled receptor 4 (Fragment) OS=Sus scrofa 2.55 1 274 314 8.03 8.14
GN=GPR4 PE=4 SV=1 - [I3LUP3_PIG]

F1SNX8 Uncharacterized protein OS=Sus scrofa GN=SUN2 3.68 2 734 82.0 7.43 8.09
PE=1 SV=2 - [FISNX8_PIG]

Q9GLE7 Ferritin (Fragment) OS=Sus scrofa PE=2 SV=1 - 16.25 2 160 18.3 6.20 7.99
[QIGLE7_PIG]

13L995 Uncharacterized protein OS=Sus scrofa PE=1 SV=1 - 11.15 2 305 347 9.52 7.94
[13L995_PIG]

13LDG8 Uncharacterized protein OS=Sus scrofa GN=COL21A1 110 1 1358 136.5 8.62 7.83
PE=4 SV=1 - [I3LDG8_PIG]

F1SUE4 Uncharacterized protein OS=Sus scrofa GN=ASPN 3.24 1 370 424 8.90 7.80
PE=1 SV=1 - [F1SUE4_PIG]

F1SKI0 Myosin-11 0S=Sus scrofa GN=MYH11 PE=1 SV=2 - 3.61 2 776 88.4 8.72 7.74
[F1SKIO_PIG]

Q1T7A8 Type VI collagen alpha-1 chain (Fragment) OS=Sus 13.68 1 117 12.7 8.48 7.73
scrofa GN=COL6A1 PE=2 SV=1 - [Q1T7A8_PIG]

F15982 Coatomer subunit beta OS=Sus scrofa GN=COPB1 3.90 2 590 67.0 6.60 7.61
PE=1SV=2 - [F15982_PIG]

F1SGI7 Uncharacterized protein (Fragment) OS=Sus scrofa 1.97 1 610 65.1 9.20 7.52
GN=KRT75 PE=1 SV=2 - [F1SGI7_PIG]

P45845 Protein-lysine 6-oxidase OS=Sus scrofa GN=LOX PE=1 8.03 1 249 29.1 6.44 7.41
SV=2 - [LYOX_PIG]

13L9C8 Uncharacterized protein OS=Sus scrofa GN=ILK PE=1 3.32 1 452 51.4 8.07 7.35
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SV=1-[13L9C8_PIG]

F1RJE3 Uncharacterized protein OS=Sus scrofa GN=VWA1 7.02 2 413 43.8 9.45 7.23
PE=1 SV=1 - [FIRJE3_PIG]

P62279 40S ribosomal protein S13 (Fragment) OS=Sus scrofa 25.23 2 107 12.0 10.58 7.15
GN=RPS13 PE=2 SV=2 - [RS13_PIG]

F1SCDO Uncharacterized protein OS=Sus scrofa 6.15 2 423 46.6 6.21 6.99
GN=SERPINA3-3 PE=1 SV=1 - [F1SCDO0_PIG]

Q9TT25 Myeloperoxidase (Fragment) OS=Sus scrofa GN=MPO 21.05 1 57 6.5 6.57 6.93
PE=4 SV=1 - [Q9TT25_PIG]

13LIM2 UDP-glucose 6-dehydrogenase OS=Sus scrofa 243 1 494 55.0 7.12 6.91
GN=UGDH PE=1 SV=1 - [I3LIM2_PIG]

F1SIF1 Uncharacterized protein (Fragment) OS=Sus scrofa 7.93 2 227 25.7 6.64 6.88
GN=FAM180B PE=1 SV=2 - [F1SIF1_PIG]

F1S2K9 Uncharacterized protein OS=Sus scrofa GN=SMPD3 3.66 2 656 713 5.97 6.86
PE=4 SV=1 - [F152K9_PIG]

13L5Y0 Uncharacterized protein OS=Sus scrofa GN=P4HA2 6.86 2 525 59.5 5.88 6.84
PE=1SV=1 - [I3L5Y0_PIG]

Q71UZ9 Inter-alpha-trypsin inhibitor heavy-chain H1 (Fragment) 46.88 1 32 34 10.74 6.83
0S=Sus scrofa GN=ITIH1 PE=4 SV=1 -
[Q71UZ9_PIG]

Q6QAP7 40S ribosomal protein S17 OS=Sus scrofa GN=RPS17 14.81 2 135 155 9.85 6.82
PE=1SV=3 - [RS17_PIG]

13LSD3 60S ribosomal protein L13 OS=Sus scrofa GN=RPL13 6.16 1 211 243 11.63 6.76
PE=1 SV=1 - [I3LSD3_PIG]

F1SHL3 Uncharacterized protein OS=Sus scrofa GN=SEC23A 3.14 2 765 86.1 7.08 6.68
PE=1SV=1 - [F1SHL3_PIG]

AOAOF6T APOB OS=Sus scrofa GN=APOB PE=2 SV=1 - 0.41 2 3882 438.7 6.92 6.59

NY5 [AOAOF6TNY5_PIG]

EICAJ6 Protein disulfide isomerase P5 OS=Sus scrofa 318 1 440 48.0 5.14 6.59
GN=pdi-p5 PE=1 SV=1 - [EICAJ6_PIG]

F1SPI1 Uncharacterized protein OS=Sus scrofa GN=TMEM43 10.00 2 400 449 9.10 6.56
PE=1 SV=2 - [F1SPI1_PIG]

K7GPC4 Uncharacterized protein OS=Sus scrofa GN=PLS3 PE=1 3.98 2 603 675 5.66 6.37
SV=1 - [K7GPC4_PIG]

K7GT41 Uncharacterized protein OS=Sus scrofa GN=IL17B 11.48 1 122 13.8 8.13 6.14
PE=4 SV=1 - [K7GT41_PIG]

P27917 Apolipoprotein C-111 OS=Sus scrofa GN=APOC3 PE=1 10.42 1 96 10.7 4.93 6.12
SV=2 - [APOC3_PIG]

F2Z5G8 Uncharacterized protein (Fragment) OS=Sus scrofa 7.20 1 125 137 10.11 6.06
GN=RPS25 PE=1 SV=2 - [F2Z5G8_PIG]

13LUI4 Uncharacterized protein (Fragment) OS=Sus scrofa 3.85 1 467 50.4 4.63 5.89
GN=L0OC100737120 PE=1 SV=1 - [I3LUI4_PIG]

E3VVJ2 Prosaposin variant 2 0S=Sus scrofa GN=PSAP PE=2 4.01 2 524 58.0 5.00 5.78

SV=1- [E3VVI2_PIG]
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F1S3U9 Uncharacterized protein OS=Sus scrofa GN=PRDX1 5.58 1 197 22.0 8.51 5.66
PE=1 SV=2 - [F1S3U9_PIG]

K9IIWG6 Spectrin beta chain, brain 1 (Fragment) OS=Sus scrofa 0.73 1 2315 268.5 5.64 5.59
GN=SPTBN1 PE=2 SV=1 - [K9IWG6_PIG]

13LC73 Uncharacterized protein OS=Sus scrofa GN=FASN 1.67 1 1375 148.4 5.94 5.58
PE=1SV=1 - [I3LC73_PIG]

13LP78 Uncharacterized protein OS=Sus scrofa GN=RPL9 9.90 1 192 21.8 9.95 552
PE=1 SV=1 - [I3LP78_PIG]

P10775 Ribonuclease inhibitor OS=Sus scrofa GN=RNH1 PE=1 3.73 1 456 49.0 4.86 5.46
SV=1- [RINI_PIG]

F1SUM7 40S ribosomal protein S3 (Fragment) OS=Sus scrofa 12.82 2 195 21.2 9.79 5.45
GN=RPS3 PE=1 SV=2 - [FISUM7_PIG]

I3LEX0 40S ribosomal protein S9 (Fragment) OS=Sus scrofa 9.33 2 193 224 10.81 5.35
GN=RPS9 PE=1 SV=1 - [I3LEX0_PIG]

13LL84 Uncharacterized protein OS=Sus scrofa GN=GALE 5.46 1 348 382 7.46 5.33
PE=1SV=1- [I3LL84_PIG]

F1RLG5 Receptor expression-enhancing protein OS=Sus scrofa 11.64 2 189 214 7.83 531
GN=REEPS PE=1 SV=1 - [FIRLG5_PIG]

P52552 Peroxiredoxin-2 (Fragment) OS=Sus scrofa 15.75 2 127 14.2 4.82 5.30
GN=PRDX2 PE=2 SV=1 - [PRDX2_PIG]

F1RYI8 Uncharacterized protein OS=Sus scrofa GN=COL3A1 0.75 1 1466 1385 6.74 5.28
PE=1SV=2 - [FIRYI8_PIG]

13LQRY Uncharacterized protein OS=Sus scrofa 9.38 1 224 259 7.93 5.14
GN=LOC100514666 PE=4 SV=1 - [I3LQR9_PIG]

F2z5T1 Gremlin OS=Sus scrofa GN=GREM1 PE=3 SV=1 - 11.96 1 184 20.7 9.39 5.06
[F2Z5T1_PIG]

ATUIU7 ATP-citrate synthase OS=Sus scrofa GN=ACL PE=2 1.49 1 1076 1178 7.43 5.00
SV=1 - [ATUIU7_PIG]

K7GKCO0 408 ribosomal protein S16 OS=Sus scrofa GN=RPS16 10.31 1 97 10.6 10.23 4.98
PE=1 SV=1 - [K7TGKCO_PIG]

Q69DL4 Complement C1gB (Fragment) OS=Sus scrofa PE=2 15.70 2 172 18.5 9.36 4.98
SV=1 - [Q69DL4_PIG]

Q29198 Ribosomal protein S6 (Fragment) OS=Sus scrofa PE=2 14.29 1 105 11.9 9.94 4.95
SV=1 - [Q29198_PIG]

F1RHB8 Uncharacterized protein OS=Sus scrofa 27.69 2 130 14.6 9.38 491
GN=LOC100523846 PE=4 SV=1 - [FIRHB8_PIG]

F1RIX8 Coatomer subunit alpha OS=Sus scrofa GN=COPA 0.82 1 1224 1384 7.66 4.86
PE=1SV=1 - [FIRIX8_PIG]

13L7Z6 Protein S100 OS=Sus scrofa GN=S100A6 PE=1 SV=1 - 7.78 1 90 10.4 6.11 4.75
[13L726_PIG]

13L816 Uncharacterized protein OS=Sus scrofa GN=HNRNPH1 4.02 1 423 46.3 6.92 4.71
PE=1SV=1 - [13L816_PIG]

FIRZY2 Uncharacterized protein OS=Sus scrofa GN=IER3IP1 24.39 1 82 9.0 8.22 4.64

PE=1SV=2 - [FIRZY2_PIG]
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K7GRU2 Protein AMBP OS=Sus scrofa GN=AMBP PE=1 SV=1 7.73 1 194 218 9.38 4.64
- [K7TGRU2_PIG]

13LD74 60S ribosomal protein L11 OS=Sus scrofa GN=RPL11 7.87 1 178 20.2 9.60 4.63
PE=1SV=1 - [I3LD74_PIG]

I3LNH3 Neutral alpha-glucosidase AB OS=Sus scrofa 1.80 1 944 106.6 6.02 4.60
GN=GANAB PE=1 SV=1 - [I3LNH3_PIG]

F2Z5F5 40S ribosomal protein S8 (Fragment) OS=Sus scrofa 6.25 1 208 242 10.32 4.59
GN=RPS8 PE=1 SV=2 - [F2Z5F5_PIG]

K7GLZ4 Uncharacterized protein OS=Sus scrofa GN=FHL1C 7.14 1 154 17.8 8.15 4.47
PE=1SV=1 - [K7GLZ4_PIG]

F1SCFO Alpha-1-antitrypsin OS=Sus scrofa GN=SERPINAL 4.28 1 421 471 5.85 4.45
PE=1 SV=1 - [F1SCFO_PIG]

13LQS0 Uncharacterized protein OS=Sus scrofa GN=HNRNPK 270 1 444 49.2 5.54 435
PE=1 SV=1 - [I3LQS0_PIG]

C7C132 Lipocalin 2 (Fragment) OS=Sus scrofa GN=LCN2 PE=2 25.00 1 52 6.0 8.15 431
SV=1- [C7C1I2_PIG]

F1S7Y0 Uncharacterized protein (Fragment) OS=Sus scrofa 4.94 2 425 457 7.50 4.30
GN=HTRA3 PE=4 SV=2 - [F1S7Y0_PIG]

I13LIK6 Uncharacterized protein OS=Sus scrofa PE=1 SV=1 - 6.59 1 258 295 7.09 4.28
[13LIK6_PIG]

F1RZU6 Uncharacterized protein OS=Sus scrofa GN=COL21A1 1.89 1 476 52.4 6.57 4.25
PE=1 SV=2 - [FIRZU6_PIG]

F1RSC3 Uncharacterized protein OS=Sus scrofa GN=SCPEP1 3.08 1 455 51.1 5.62 4.24
PE=1SV=2 - [FIRSC3_PIG]

F1SH45 Uncharacterized protein OS=Sus scrofa GN=SERPINI2 3.21 1 405 46.1 5.64 4.10
PE=3 SV=1 - [F1SH45_PIG]

13LJH3 Uncharacterized protein OS=Sus scrofa GN=PYCR1 8.59 1 128 13.3 8.94 4.06
PE=1 SV=1 - [I3LJH3_PIG]

F1RZ01 Uncharacterized protein OS=Sus scrofa GN=CHID1 3.56 1 393 445 8.95 4.03
PE=1 SV=1 - [FIRZ01_PIG]

P60662 Myosin light polypeptide 6 OS=Sus scrofa GN=MYL6 8.61 1 151 16.9 4.65 4.01
PE=1SV=2 - [MYL6_PIG]

K7GRA7 Adenylyl-sulfate kinase (Fragment) OS=Sus scrofa 8.09 1 173 19.2 9.41 4.01
GN=PAPSS2 PE=1 SV=1 - [K7TGRAT7_PIG]

13LFQ4 Uncharacterized protein OS=Sus scrofa PE=3 SV=1 - 9.58 1 167 17.9 9.22 3.98
[13LFQ4_PIG]

A5J2A8 Thioredoxin (Fragment) OS=Sus scrofa GN=TRX PE=4 30.23 1 43 49 8.00 3.93
SV=1 - [A5]2A8_PIG]

13LUM2 Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 5.42 1 166 15.6 9.72 3.89
[13LUM2_PIG]

F1S3E0 Uncharacterized protein (Fragment) OS=Sus scrofa 4.44 1 248 284 7.96 3.87
GN=TMED9 PE=1 SV=2 - [F1S3E0_PIG]

13LRZ8 Uncharacterized protein OS=Sus scrofa GN=CLEC11A 3.69 1 325 36.0 5.67 3.86

PE=1SV=1 - [I3LRZ8_PIG]
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F15666 Uncharacterized protein OS=Sus scrofa PE=4 SV=2 - 3.90 1 410 45.9 8.31 3.85
[F1S666_PIG]

13L5L2 Uncharacterized protein OS=Sus scrofa 19.74 1 76 8.7 10.33 3.82
GN=LOC100625477 PE=4 SV=1 - [I3L5L2_PIG]

F2z501 Uncharacterized protein OS=Sus scrofa GN=TMED2 5.97 1 201 22.7 5.17 3.82
PE=1 SV=1 - [F2Z501_PIG]

I13LSF8 Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 6.64 1 211 235 8.66 3.79
[13LSF8_PIG]

F1SEH4 Uncharacterized protein OS=Sus scrofa GN=HTRAL 2.48 1 524 55.5 8.24 3.77
PE=1 SV=2 - [F1SEH4_PIG]

Q1PC32 Triosephosphate isomerase (Fragment) OS=Sus scrofa 591 1 203 218 6.39 3.75
PE=3 SV=1 - [Q1PC32_PIG]

A5X2G6 Ribosomal phosphoprotein large PO subunit (Fragment) 18.97 1 116 12.4 4.88 3.74
0S=Sus scrofa PE=4 SV=1 - [A5X2G6_PIG]

13LGC2 Uncharacterized protein OS=Sus scrofa GN=RRBP1 0.87 1 1500 161.2 9.06 3.70
PE=1SV=1 - [I3LGC2_PIG]

13LLD8 Uncharacterized protein (Fragment) OS=Sus scrofa 253 1 513 545 6.23 3.66
GN=L0C100626701 PE=1 SV=1 - [I3LLD8_PIG]

B5APU3 Actin-related protein 2-like protein OS=Sus scrofa 3.05 1 394 447 6.74 3.65
GN=ACTR2 PE=1 SV=1 - [B5APU3_PIG]

Q6QATO 60S ribosomal protein L32 OS=Sus scrofa GN=RPL32 9.63 1 135 15.8 11.33 3.64
PE=1SV=3 - [RL32_PIG]

I3LDAS Uncharacterized protein (Fragment) OS=Sus scrofa 3.23 1 371 42.2 5.99 3.62
GN=EHD4 PE=1 SV=1 - [I3LDA5_PIG]

13L7R0 Uncharacterized protein OS=Sus scrofa GN=EHD3 2.73 1 440 50.1 6.83 3.57
PE=1 SV=1 - [I3L7R0_PIG]

13LLY8 Uncharacterized protein OS=Sus scrofa GN=KRT79 2.24 1 535 57.9 6.90 3.51
PE=1SV=1-[I3LLY8_PIG]

F1SML4 Uncharacterized protein OS=Sus scrofa GN=SND1 219 1 594 66.0 9.09 3.51
PE=1 SV=1 - [F1ISML4_PIG]

F1SSR7 Uncharacterized protein OS=Sus scrofa GN=CHST14 319 1 376 432 9.28 3.47
PE=4 SV=1 - [F1SSR7_PIG]

F1SGP8 Uncharacterized protein OS=Sus scrofa GN=RCN1 453 1 331 387 4.88 3.44
PE=1 SV=2 - [F1SGP8_PIG]

13LBKO Uncharacterized protein OS=Sus scrofa PE=1 SV=1 - 11.40 1 114 12.3 5.25 3.40
[13LBKO_PIG]

P03974 Transitional endoplasmic reticulum ATPase OS=Sus 161 1 806 89.2 5.26 3.38
scrofa GN=VCP PE=1 SV=5 - [TERA_PIG]

F1S9Q3 Uncharacterized protein OS=Sus scrofa 217 1 645 71.2 5.83 3.38
GN=L0C100524210 PE=1 SV=2 - [F1S9Q3_PIG]

A4IET6 Tyrosine 3-monooxygenase/tryptophan 7.45 1 161 18.1 4.50 3.36

5-monooxygenase activation protein, theta polypeptide

(Fragment) OS=Sus scrofa GN=YWHAQ PE=2 SV=1 -

[A4IET6_PIG]
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K7GP62 Uncharacterized protein OS=Sus scrofa GN=YWHAE 6.35 1 189 217 478 3.30
PE=4 SV=1 - [K7GP62_PIG]

FIRYI3 Uncharacterized protein OS=Sus scrofa GN=CAND1 0.98 1 1230 136.8 6.09 3.29
PE=1SV=2 - [FIRYI3_PIG]

13LIN6 Uncharacterized protein OS=Sus scrofa GN=HSPD1 2.32 1 518 55.0 5.60 3.27
PE=1 SV=1 - [I3LIN6_PIG]

F1RF77 Uncharacterized protein (Fragment) OS=Sus scrofa 1.43 1 768 87.9 7.27 3.26
GN=PLOD1 PE=1 SV=2 - [FIRF77_PIG]

K7GQD4 Protein S100 (Fragment) OS=Sus scrofa GN=S100A16 12.37 1 97 111 9.23 3.25
PE=1 SV=1 - [K7GQD4_PIG]

019063 Serum amyloid P-component OS=Sus scrofa GN=APCS 7.14 1 224 256 8.65 3.24
PE=2 SV=1 - [SAMP_PIG]

13LDU4 Uncharacterized protein OS=Sus scrofa 1351 1 111 13.4 9.52 3.24
GN=RALGAPA2 PE=4 SV=1 - [I3LDU4_PIG]

13L342 Guanine nucleotide-binding protein subunit gamma 17.58 1 91 10.1 7.85 3.23
0S=Sus scrofa GN=GNG2 PE=1 SV=1 - [13LJ42_PIG]

Q1WO0S7 AE binding protein (Fragment) OS=Sus scrofa 242 1 620 69.8 5.12 3.16
GN=AEBP1 PE=4 SV=1 - [Q1W0S7_PIG]

K9J4R6 ATP-dependent 6-phosphofructokinase OS=Sus scrofa 139 1 791 86.1 7.31 3.08
GN=PFKP_tvl PE=2 SV=1 - [K9J4R6_PIG]

F1S7U3 Chitinase-3-like protein 1 OS=Sus scrofa GN=CHI3L1 3.92 1 383 425 9.04 3.08
PE=1SV=2 - [F1S7U3_PIG]

Q29361 60S ribosomal protein L35 OS=Sus scrofa GN=RPL35 8.13 1 123 145 11.15 3.07
PE=1SV=3 - [RL35_PIG]

F1RZ28 Uncharacterized protein OS=Sus scrofa GN=RPS10 9.09 1 165 18.9 10.15 3.07
PE=1 SV=1 - [FIRZ28_PIG]

FIRKW9 Uncharacterized protein OS=Sus scrofa GN=MYO1D 147 1 954 1103 9.33 3.02
PE=1 SV=2 - [FIRKW9_PIG]

F1SL47 Uncharacterized protein (Fragment) OS=Sus scrofa 1.69 1 473 54.2 8.87 3.02
GN=PXYLP1 PE=4 SV=2 - [F1SL47_PIG]

F1RIR6 Uncharacterized protein OS=Sus scrofa GN=VKORC1 7.98 1 163 18.1 9.17 3.02
PE=1 SV=1 - [F1IRIR6_PIG]

F1S9X9 Uncharacterized protein OS=Sus scrofa GN=HSH2D 501 1 359 40.1 7.06 3.01
PE=4 SV=1 - [F1S9X9_PIG]

F1su12 Dolichyl-diphosphooligosaccharide--protein 251 1 439 489 571 3.01
glycosyltransferase 48 kDa subunit OS=Sus scrofa
GN=DDOST PE=1 SV=1 - [F1SU12_PIG]

F1RGF9 Sodium/potassium-transporting ATPase subunit alpha 1.68 1 1013 1116 541 3.00
(Fragment) OS=Sus scrofa GN=ATP1A3 PE=1 SV=2 -
[FIRGF9_PIG]

P09571 Serotransferrin OS=Sus scrofa GN=TF PE=1 SV=2 - 172 1 696 76.9 7.14 297
[TRFE_PIG]

QB6RVA9 Caveolin-1 OS=Sus scrofa GN=CAV1 PE=2 SV=1 - 4.49 1 178 206 6.02 2.93

[CAV1_PIG]
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F1SH78 Uncharacterized protein (Fragment) OS=Sus scrofa 1.34 1 748 82.0 6.61 2.92
GN=LEMD3 PE=1 SV=3 - [F1SH78_PIG]

13LCE9 Uncharacterized protein (Fragment) OS=Sus scrofa 6.59 1 182 19.6 451 2.92
GN=L0OC100738863 PE=1 SV=1 - [IBLCE9_PIG]

F1S0MO Uncharacterized protein OS=Sus scrofa GN=MATN2 3.63 1 303 33.8 6.86 2.85
PE=1 SV=2 - [F1SOMO_PIG]

F2z4z8 Uncharacterized protein OS=Sus scrofa GN=GNB2 3.24 1 309 337 6.16 2.84
PE=4 SV=2 - [F2Z4Z8_PIG]

13LIP6 Uncharacterized protein OS=Sus scrofa 4.02 1 323 371 8.21 2.82
GN=LOC100526167 PE=1 SV=1 - [I3LIP6_PIG]

A4UXY9 Nucleoside diphosphate kinase OS=Sus scrofa PE=2 6.58 1 152 17.2 7.97 2.80
SV=1 - [A4UXY9_PIG]

QB6YST2 Lactotransferrin (Fragment) OS=Sus scrofa GN=LTF 4.28 1 304 331 6.23 2.75
PE=4 SV=1 - [Q6YST2_PIG]

F1SIW3 Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 3.23 1 496 546 7.53 2.73
[F1SIW3_PIG]

H9LC22 Myopalladin (Fragment) OS=Sus scrofa GN=MYPN 7.39 1 203 225 6.16 2.67
PE=4 SV=1 - [HILC22_PIG]

13LMU6 Uncharacterized protein (Fragment) OS=Sus scrofa 4.27 1 328 376 5.03 2.61
GN=RCN3 PE=1 SV=1 - [I3LMU6_PIG]

F1RZR6 Uncharacterized protein OS=Sus scrofa GN=CUTA 7.91 1 177 18.9 7.28 2.59
PE=1 SV=1 - [FIRZR6_PIG]

13LLT4 Uncharacterized protein (Fragment) OS=Sus scrofa 7.41 1 135 15.2 9.48 2.55
GN=CYP20A1 PE=4 SV=1 - [I3LLT4_PIG]

FIRTM6 Androgen receptor OS=Sus scrofa GN=AR PE=3 SV=2 1.45 1 896 97.1 6.46 2.54
- [FIRTM6_PIG]

F1S539 Uncharacterized protein OS=Sus scrofa GN=ABCA4 0.48 1 2278 254.8 6.47 251
PE=1 SV=1 - [F1S539_PIG]

AOSNVO Ribosomal protein L4 (Fragment) OS=Sus scrofa PE=2 5.69 1 211 246 11.18 2.46
SV=1 - [AOSNVO_PIG]

FIRNK3 Uncharacterized protein OS=Sus scrofa 311 1 322 351 8.31 241
GN=L0OC100519316 PE=1 SV=1 - [FIRNK3_PIG]

K7GL43 Uncharacterized protein (Fragment) OS=Sus scrofa 13.55 1 155 17.2 8.94 2.37
GN=THY1 PE=1 SV=1 - [K7GL43_PIG]

F1SNE9 Coatomer subunit gamma OS=Sus scrofa GN=COPG2 1.38 1 871 97.4 5.76 2.36
PE=1 SV=2 - [FISNE9_PIG]

K7GME3 Uncharacterized protein (Fragment) OS=Sus scrofa 512 1 215 242 4.96 2.36
GN=ILF2 PE=1 SV=1 - [K7TGME3_PIG]

13LAA4 Uncharacterized protein OS=Sus scrofa PE=1 SV=1 - 2.09 1 383 42.0 7.01 2.34
[13LAA4_PIG]

B2DCZ8 Secreted frizzled-related protein 4 OS=Sus scrofa 3.18 1 346 39.6 8.76 229
GN=SFRP4 PE=2 SV=1 - [B2DCZ8_PIG]

P62936 Peptidyl-prolyl cis-trans isomerase A OS=Sus scrofa 6.71 1 164 17.9 8.16 225

GN=PPIA PE=1 SV=2 - [PPIA_PIG]
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Q8MJIG4 Inter-alpha-globulin inhibitor H2 (Fragment) OS=Sus 19.48 1 7 8.6 5.29 225
scrofa PE=4 SV=1 - [Q8MJG4_PIG]

Q4R1HS Tyrosinase related protein 1 (Fragment) OS=Sus scrofa 6.54 1 107 12.7 6.68 221
GN=TYRP1 PE=4 SV=1 - [Q4R1H5_PIG]

13LID8 Uncharacterized protein OS=Sus scrofa 9.28 1 97 10.7 9.19 217
GN=L0C102165291 PE=4 SV=1 - [I3LID8_PIG]

F1SDX4 Uncharacterized protein OS=Sus scrofa 0.88 1 1131 125.8 7.09 215
GN=L0OC100622320 PE=1 SV=2 - [F1SDX4_PIG]

13LN25 Uncharacterized protein OS=Sus scrofa 3.03 1 264 282 4.86 215
GN=LOC102164134 PE=1 SV=1 - [I3LN25_PIG]

13LCC8 Uncharacterized protein OS=Sus scrofa 453 1 243 217 7.18 210
GN=LOC100517752 PE=4 SV=1 - [I3LCC8_PIG]

F1SR02 Uncharacterized protein OS=Sus scrofa GN=GOLT1B 10.14 1 138 15.4 10.36 210
PE=1 SV=2 - [F1SR02_PIG]

FIRYL4 Secreted frizzled-related protein 3 OS=Sus scrofa 2.46 1 325 36.1 8.46 2.06
GN=FRZB PE=2 SV=1 - [FIRYL4_PIG]

Q29319 Sorcin (Fragment) OS=Sus scrofa PE=2 SV=1 - 7.95 1 151 16.5 6.54 2.04
[Q29319_PIG]

I13L6E7 Uncharacterized protein OS=Sus scrofa 4.45 1 292 326 7.66 2.04
GN=PHOSPHO1 PE=1 SV=1 - [I3L6E7_PIG]

P04246 Hemoglobin subunit theta OS=Sus scrofa PE=1 SV=1 - 6.16 1 146 16.0 8.19 1.99
[HBT_PIG]

F1S648 Uncharacterized protein OS=Sus scrofa GN=CCDC185 1.14 1 614 70.3 9.50 1.88
PE=4 SV=1 - [F15648_PIG]

F2Z5P0 Uncharacterized protein OS=Sus scrofa GN=SEC61B 10.42 1 96 10.0 11.56 1.87
PE=1 SV=1 - [F2Z5P0_PIG]

Q2YGT9 60S ribosomal protein L6 OS=Sus scrofa GN=RPL6 3.52 1 284 322 10.73 1.85
PE=1SV=3 - [RL6_PIG]

FIRVH1 Uncharacterized protein OS=Sus scrofa GN=MLLT10 0.92 1 973 102.8 8.78 1.85
PE=4 SV=2 - [FIRVH1_PIG]

I13LFZ7 Uncharacterized protein OS=Sus scrofa PE=4 SV=1 - 0.82 1 736 83.1 6.77 1.83
[13LFZ7_PIG]

F2y811 Putative uncharacterized protein FAM184A (Fragment) 3.85 1 182 218 6.37 1.75
0S=Sus scrofa GN=FAM184A PE=4 SV=1 -
[F2Y811_PIG]

F1SSM7 Uncharacterized protein OS=Sus scrofa GN=NUB1 1.07 1 563 64.1 7.61 173
PE=1 SV=2 - [F1SSM7_PIG]

F1SAX5 Uncharacterized protein (Fragment) OS=Sus scrofa 16.74 1 221 247 6.20 0.00
GN=CD58 PE=1 SV=3 - [FISAX5_PIG]

13LK30 Uncharacterized protein OS=Sus scrofa GN=GRM7 0.98 1 615 69.3 7.12 0.00
PE=1 SV=1 - [I3LK30_PIG]

F1S4P4 Uncharacterized protein (Fragment) OS=Sus scrofa 10.98 1 346 39.5 6.47 0.00
GN=FAMA45A PE=1 SV=2 - [F1S4P4_PIG]

Q6QAQ4 Myosin regulatory light chain (Fragment) OS=Sus scrofa 8.33 1 132 15.0 4.50 0.00
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PE=2 SV=1 - [Q6QAQ4_PIG]

F1SAE9 Uncharacterized protein OS=Sus scrofa GN=LAMB1 0.44

PE=1SV=2 - [F1SAE9_PIG]

1799

198.4

4.92 0.00

F1s8U2 Uncharacterized protein OS=Sus scrofa GN=BTRC 6.92

PE=4 SV=2 - [F1S8U2_PIG]

506

58.0

8.12 0.00

097674 Lipoprotein lipase (Fragment) OS=Sus scrofa PE=2 10.20

SV=1 - [097674_PIG]

10.4

5.87 0.00

2 Table S4. Antibodies used in this study.

Antibody Clone Dilution Company Reactivity
Type Il collagen Rabbit Polyclonal 1:200 ProteinTech  Rabbit
MMP13 Rabbit Polyclonal 1:500 ProteinTech  Rabbit, mouse
CD163 Mouse monoclonal 1:250 Abcam Rabbit
iNOS Rabbit Polyclonal 1:500 Abcam Rabbit
ADAMTS-5 Rabbit polyclonal 1:1000 Abcam Mouse
Aggrecan Rabbit polyclonal 1:1000 Abcam Mouse
Type Il collagen Rabbit polyclonal 1:400 Abcam Mouse
Arg | Goat polyclonal 1:50 Abcam Rat
CD163 Rabbit monoclonal 1:500 Abcam Rat

CD86 Mouse monoclonal 1:500 Abcam Rat

CD3 Rabbit monoclonal 1:200 Abcam Rat

CD9 Rabbit monoclonal 1:2000 Abcam Mouse
CD63 Mouse monoclonal 1:1000 Abcam Mouse
Tsgl01 Rabbit monoclonal 1:1000 Abcam Mouse
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