S1 Table. List of all proteinsidentified in wound exudates collected from miceat 1, 6 and 24 h
after injection of B. asper venom.

. - Accession |Molecular |Quantitative Value
Proteinsidentified Number M ass n eh 1 22n
Serum albumin OS=Mus musculus GN=Alb
1 |pE=15v=3 PO7724 69 kDa 3,153 |2,554 13,399
Cluster of Serotransferrin OS=Mus musculus
2 |GN=Tf PE=1 Sv=1 (Q92111) Q92111[3] |77 kDa 1,191 (1,057 (1,229
Cluster of Isoform 3 of Titin OS=Mus musculus
3 |GN=Ttn (A2ASS6-3) A2ASS6-3[6]{619 kDa |630 |1,026|229
Cluster of Hemoglobin subunit beta-2 OS=Mus
4 |musculus GN=Hbb-b2 PE=1 SV =2 (P02089) PO2089[3] |16 kDa 746 1924 11,330
Cluster of Complement C3 OS=Mus musculus
5 |GN=C3 PE=1 SV=3 (P01027) P01027 186 kDa |692 |672 |883
Cluster of Serine protease inhibitor A3K
OS=Mus musculus GN=Serpina3k PE=1 SV=2 |P07759 [4] |47 kDa 821 |711 |1,292
6 |(PO7759)
Cluster of Alpha-2-macroglobulin OS=Mus
7 |musculus GN=Pzp PE=4 Sv=1 (D3YW52) D3YW52[2] (167 kDa |782 |527 |712
8 |musculus GN=Serpinalb PE=1 SV=2 (P22599)
Creatine kinase M-type OS=Mus musculus
9 |GN=Ckm PE=1 SV=1 PO7310 43 kDa 651 |404 |96
Cluster of Myosin-4 OS=Mus musculus
10 |GN=Myh4 PE=1 Sv=1 (Q5SX39) Q5SX39[9] |223kDa |43 620 (529
Apolipoprotein A-1 OS=Mus musculus
11 |GN=Apoal PE=1 SV=2 Q00623 31 kDa 292 |202 |183
b gverjgpexm OS=Mus musculus GN=Hpx PE=1 Q91X 72 51 kDa 265 |223 |56
Cluster of Alphaglobin 1 OS=Mus musculus
GN=haemaglobin alphal PE=1 SV=1 Q91vB8 15 kDa 233 |267 |436
13 |(Q91VB8)
Cluster of Phosphorylase OS=Mus musculus
14 |GN=Pygm PE=1 SV=1 (E9PUM3) E9PUM3 [3] |88 kDa 300 |294 |47
Cluster of Fructose-bisphosphate aldolase
OS=Mus musculus GN=Aldoa PE=2 SV=1 A6Z144[3] |45kDa 357 |216 |109
15 |(A6ZI44)
Murinoglobulin-1 OS=Mus musculus
16 |GN=Mugl PE=1 SV=3 P28665 165kDa |524 |360 |432
FH bionectln OS=Mus musculus GN=Fn1 PE=1 P11276 273kDa 275|194 |21
17 |SV=4
Cluster of Ceruloplasmin OS=Mus musculus
18 |GN=Cp PE=4 SV=1 (G3X8Q5) G3X8Q5[2] |124kDa (211 |189 |[259




Cluster of Actin, alpha skeletal muscle OS=Mus

P68134 42 kD 120 |258 (220
19 |musculus GN=Actal PE=1 SV=1 (P68134) 7] a
Cluster of Beta-enolase OS=Mus musculus
20 |GN=Eno3 PE=1 SV=3 (P21550) P21550[3] |47 kDa 216 (147 |73
Cluster of Complement factor H OS=Mus
21 |musculus GN=Cfh PE=1 SV =1 (E9Q8I0) E9Q8I0 l4lkDa 1160 138 1149
Cluster of Alpha-actinin-2 OS=Mus musculus
22 |GN=Actn2 PE=1 Sv=2 (Q9J191) Q9JI91 [3] 104kDa |190 |[298 |59
Apolipoprotein A-IV OS=Mus musculus
23 |GN=Apoad PE=1 SV=3 P06728 45 kDa 120 |167 |216
Apolipoprotein B-100 OS=Mus musculus
24 |GN=Apob PE=1 Sv=1 E9Q414 509kDa |144 |75 |144
Vitamin D-binding protein OS=Mus musculus
25 |GN=Gc PE=1 SV=2 P21614 54 kDa 178 (251 (134
Cluster of Isoform M1 of Pyruvate kinase PKM P52480-2 [2] |58 kDa 195 |169 |81
26 |OS=Mus musculus GN=Pkm (P52480-2)
Plaimlnogen OS=Mus musculus GN=PIg PE=1 P20918 91 kDa 142|102 l108
27 |SV=3
Cluster of Keratin, type Il cytoskeletal 2
epidermal OS=Mus musculus GN=Krt2 PE=1 |Q3TTY5[9] |71 kDa 94 132 |90
28 |SV=1(Q3TTY5)
- 'g/a:ithyretln OS=Mus musculus GN=Ttr PE=1 PO7309 16 kDa 14 lso  l127
Complement C4-B OS=Mus musculus GN=C4b
30 |PE=1Sv=3 P01029 193kDa |134 |76 |109
Cluster of Inter alpha-trypsin inhibitor, heavy
chain 4 OS=Mus musculus GN=Itih4 PE=1 A6X935[2] ([105kDa (101 |82 |301
31 |SV=2(A6X935)
Cluster of Carboxylesterase 1C OS=Mus
32 |musculus GN=Ceslc PE=1Sv=4 (P23953) | 2003 [3] |61kDa 1200 1168 144
Alpha-actinin-3 OS=Mus musculus GN=Actn3
33 |PE=2 Sv=1 088990 103 kDa |161 |206 |55
Cluster of Uncharacterized protein OS=Mus
musculus GN=Gm12117 PE=3 SV=1 VIGXKO[3] (16 kDa 274 124 |37
34 |(VIGXKO)
Cluster of Apolipoprotein E OS=Mus musculus
35 |GN=Apoe PE=1 Sv=2 (P08226) P08226 36 kDa 124 |142 (133
PI’OEEi n Fga OS=Mus musculus GN=Fga PE=4 EOPV 24 87 kDa 3 75 180
36 [Sv=1
Prolow-density lipoprotein receptor-related
protein 1 OS=Mus musculus GN=Lrpl PE=1  [Q91ZX7 505 kDa |0 34 |46
37 |Sv=1
Cluster of Filamin-C OS=Mus musculus Q8VHX6[4] [201kDa |111 |122 |17

38

GN=FInc PE=1 SV=3 (Q8VHX6)




Fibrinogen gamma chain OS=Mus musculus

39 |GN=Fgg PE=2 SV=1 Q8vVCM7 49 kDa 50 118 |145
Fatty acid synthase OS=Mus musculus

40 |GN=Fasn PE=1 SV=2 P19096 272kDa |84 73 |32
Cluster of Ig heavy chain Memb5 (Fragment)

41 |0S=Mus musculus PE=1 SV=1 (P84751) PB47s1 25kDa 180 193 1127
Gel_solln OS=Mus musculus GN=Gsn PE=1 P13020 86 kDa 76 76 |92

42 |SV=3
Cluster of Protein Gm20547 OS=Mus musculus

43 |GN=Gm20547 PE=3 SV=1 (B8JINO) BBUNO[3] |142kDa 172 "o
Cluster of L-lactate dehydrogenase OS=Mus

44 |musculus GN=Ldha PE=1 Sv=1 (G5E8N5)  |CoFono[2] |40kDa 1105 187 |34
Myosin-binding protein C, fast-type OS=Mus

45 |musculus GN=Mybpc2 PE=1 SV=1 QSXKED 127kba (121|108 146
Cluster of Isoform 3 of Keratin, type
cytoskeletal 10 OS=Mus musculus GN=Krt1l0 |P02535-3[5] |50 kDa 80 70 |63

46 |(P02535-3)
Isoform 2 of Ig gamma-2B chain C region

47 |0S=Mus musculus GN=Igh-3 PO1867-2 |37kDa |74 156 |80
Antithrombin-111 OS=Mus musculus

48 |GN=Serpincl PE=1 Sv=1 P32261 52 kDa 55 70 |57
Cluster of Kininogen-1 OS=Mus musculus

49 |GN=Kngl PE=1 SV=1 (008677) 008677 (2] |73 kDa 117 |83 |76
Cluster of Sarcoplasmic/endoplasmic reticulum
calcium ATPase 1 OS=Mus musculus Q8R429[2] (109kDa |80 77 |0

50 |GN=Atp2al PE=2 SV=1 (Q8R429)
Alpha-2-HS-glycoprotein OS=Mus musculus

51 |GN=Ahsy PE=1 SV=1 P29699 37 kDa 47 54 |80
Murinoglobulin-2 OS=Mus musculus

52 |GN=Mug2 PE=2 SV=2 P28666 162kDa |274 |214 |183
Cluster of Protein Tnxb OS=Mus musculus

53 |GN=Tnxb PE=4 SV =1 (035452) 035452[2] |435kDa 133 1723
Triosephosphate isomerase OS=Mus musculus

54 |GN=Tpi1 PE=1 Sv=4 P17751 32 kDa 98 % |27
Cluster of Fibrillin-1 OS=Mus musculus

55 |GN=Fbnl PE=4 SV=1 (A2AQ53) A2AQS3[2] |312kDa 10 22 |0
Cluster of Phosphoglycerate kinase 1 OS=Mus

56 |musculus GN=Pgkl PE=1 Sv=4 (P09411) | 0oH! 45kDa 158 147 |15
Ha;itoglobln OS=Mus musculus GN=Hp PE=1 061646 39 kDa 60 65 |sa

57 |SvV=1
Carbonic anhydrase 3 OS=Mus musculus

58 |GN=Ca3 PE=1 SV=3 P16015 29 kDa 56 53 |25
Inter-alphatrypsin inhibitor, heavy chain 2 G3X977 (+1) [106kDa |32 16 |57

59

0OS=Mus musculus GN=Itih2 PE=1 SV=1




Ig gamma-1 chain C region, membrane-bound

P01869 43 kDa 73 68 |57
60 |form OS=Mus musculus GN=Ighgl PE=1 SV =2
Cluster of Inhibitor of carbonic anhydrase
OS=Mus musculus GN=Ica PE=1 SV=1 Q9DBDO 77 kDa 58 64 (62
61 |(Q9DBDO)
Phosphoglycerate mutase 2 OS=Mus musculus
62 |GN=Pgam2 PE=1 SV=3 070250 29 kDa 69 98 (34
Cluster of Prothrombin OS=Mus musculus
63 |GN=F2 PE=1 SV=1 (P19221) P19221 70 kDa 54 19 |22
Myomesin 2 OS=Mus musculus GN=Myom?2
64 |PE=2 Sv=1 Q14BI5 165kDa |15 57 |72
Parvalbumin alpha OS=Mus musculus
65 |GN=Pvalb PE=1 SV=3 P32848 12 kDa 58 38 |37
Proiem Agl OS=Mus musculus GN=Agl PE=4 F8VPN4 174kDa |60 37 o
66 |SV=1
Ig mu chain C region OS=Mus musculus
67 |GN=Ighm PE=1 SV=2 P01872 50 kDa 49 58 |32
Ig kappa chain C region OS=Mus musculus
68 |PE=1Sv=1 P01837 12 kDa 42 21 (32
Cluster of Heat shock cognate 71 kDa protein
0OS=Mus musculus GN=Hspa8 PE=1 SV=1 P63017[4] |71kDa 51 73 |17
69 |(P63017)
Fibrinogen beta chain OS=Mus musculus
70 |GN=Fgb PE=2 SV=1 QB8KOE8 55 kDa 13 66 |108
Cluster of Heat shock protein HSP 90-beta
OS=Mus musculus GN=Hsp90ab1 PE=1 SV=3 |P11499[2] |83 kDa 42 71 |26
71 |(P11499)
Afa_mln OS=Mus musculus GN=Afm PE=1 089020 69 kDa 2 38 a5
72 |SV=2
Inter-alpha-trypsin inhibitor heavy chain H1
73 |0S=Mus musculus GN=Itihl PE=1 SV=2 Q61702 |101kDa |50 149 |48
Malate dehydrogenase, mitochondrial OS=Mus
74 |musculus GN=Mdh2 PE=1 SV=3 POB249 36kDa 65 63 |14
Carbonic anhydrase 2 OS=Mus musculus
75 |GN=Cap PE=1 SV=4 P00920 29 kDa 55 39 |33
Fibrillin-2 OS=Mus musculus GN=Fbn2 PE=1
76 |sv=2 Q61555 314kDa |1 22 |0
Aconitate hydratase, mitochondrial OS=Mus
77 |musculus GN=Aco2 PE=1 SV=1 QIKI0 85kDa 148 199 110
Cluster of Alpha-1-acid glycoprotein 1 OS=Mus Q60590[2] |24 kDa 14 10 |59
78 |[musculus GN=0Orm1 PE=1 SV=1 (Q60590)
Beta-2-glycoprotein 1 OS=Mus musculus 001339 39 kDa 33 37 |3

79

GN=Apoh PE=1 SV=1




Complement factor | OS=Mus musculus

80 |GN=Cfi PE=1 SV=3 Q61129 67 kDa 19 |37 |26
ATP-dependent 6-phosphofructokinase, muscle |P47857 85 kDa 68 27 |0
81 [type OS=Mus musculus GN=Pfkm PE=1 SV=3
Cluster of Obscurin OS=Mus musculus
82 |GN=Obscn PE=2 SV=2 (A2AA 9) A2AAR[4] (966kDa 118 |17 |0
Cluster of Phosphoglucomutase-1 OS=Mus
83 |musculus GN=Pgm1 PE=1 Sv=4 (QaDOFg) | 2°POF[2] |61kDa 168 |34 169
o S:Eﬁers\c;fzgfpg'l%af'w USMUSCUIUSGN=DES 101 0m 2]  |53kDa |20 |40 |27
Cluster of Nesprin-1 OS=Mus musculus
85 |GN=Synel PE=1 SV=2 (Q6ZWRS) Q6ZWR6 ~ 11010kDa |0 145 |0
Cluster of Glycosylphosphatidylinositol specific
phospholipase D1 OS=Mus musculus Q8VCU2 94 kDa 42 41 |21
86 |GN=Gpldl PE=2 SV=1 (Q8VCU?2)
o Eg::l;e\s/d;);(m-z OS=Mus musculus GN=Prdx2 061171 29 kKDa 43 8 e
- é:\?:iiség;éiolpgiz OS=Musmusculus |4 15 57kDa |10 |30 |50
Cluster of Basement membrane-specific heparan
sulfate proteoglycan core protein OS=Mus B1BOC7[2] |469kDa (83 (56 |0
89 |musculus GN=Hspg2 PE=4 SV=1 (B1B0C?7)
% Zliinsaer‘gi%tgissé 11'2(‘/'2':;” OS=Mus musculus| oo s6kDa |31 |35 |34
Cluster of Alpha-2-antiplasmin OS=Mus
91 |musculus GN=Serpinf2 PE=1 Sv=1 (Q61247) | 20247~ [S5kDa 134 126 115
Cluster of Leukemiainhibitory factor receptor
OS=Mus musculus GN=Lifr PE=1 SV=1 P42703[2] |123kDa |33 25 |42
92 |(P42703)
o éﬁﬂfggggg =A1-2V282;M us musculus PO9813 11kDa |46 |67 |32
o (S;\rllfz S'g'syg,gflp'sff’inzponem OS=Mus muSCUlUs| o 5o 46 26kDa |28 |28 |65
o g:\sl;t:l (Izl_l| :1;2 é: flé/\(;(ipzrotei n OS=Mus musculus QUESB3 59 kDa 33 27 |aa
o Sés:tcinSeVH:AfZOS:M us musculus GN=Hist1h4a PE2806 11 kDa 56 48 a7
Cluster of Tubulin beta-5 chain OS=Mus
97 |musculus GN=Tubb5 PE=1 Sv=1 (P9g024) | 20024[3] |S0kDa 149 143 126
Retinol-binding protein 4 OS=Mus musculus H7BWY6 28 kKDa 39 13 |31

98

GN=Rbp4 PE=3 SV=1




99

Cluster of H-2 class | histocompatibility antigen,
Q10 alpha chain OS=Mus musculus GN=H2-
Q10 PE=1 SV=3 (P01898)

P01898 [5]

37 kDa

18

24

14

100

Cluster of 14-3-3 protein epsilon OS=Mus
musculus GN=Y whae PE=1 SV=1 (P62259)

P62259

29 kDa

42

33

101

Cluster of Plectin OS=Mus musculus GN=Plec
PE=1 SV=3 (Q9QXS1)

Q9QXS1 [4]

534 kDa

16

18

102

Cluster of von Willebrand factor (Fragment)
OS=Mus musculus GN=Vwf PE=4 SV=1
($4R195)

SAR195 [2]

42 kDa

65

90

46

103

Cluster of Glycerol-3-phosphate dehydrogenase
[NAD(+)], cytoplasmic OS=Mus musculus
GN=Gpd1 PE=1 SV=3 (P13707)

P13707

38 kDa

48

24

34

104

Cluster of Glucose-6-phosphate isomerase
OS=Mus musculus GN=Gpi PE=1 SV=4
(PO6745)

PO6745

63 kDa

31

52

17

105

Cluster of Tubulin alpha-1C chain OS=Mus
musculus GN=Tubalc PE=1 SV =1 (P68373)

P68373 [3]

50 kDa

31

27

17

106

Cluster of Nucleoside diphosphate kinase
0OS=Mus musculus GN=Gm20390 PE=3 SV=1
(E9PZFO)

E9PZFO [2]

30 kDa

16

19

18

107

Isoform 3 of Sulfhydryl oxidase 1 OS=Mus
musculus GN=Qsox1

Q8BND5-3

63 kDa

50

33

35

108

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

Q61704

99 kDa

10

13

47

109

Vitronectin OS=Mus musculus GN=Vtn PE=1
SvV=2

P29788

55 kDa

19

13

10

110

Transitional endoplasmic reticulum ATPase
OS=Mus musculus GN=Vcp PE=1 SV=4

Q01853

89 kDa

25

35

15

111

Cluster of Myosin regulatory light chain 2,
skeletal muscle isoform OS=Mus musculus
GN=Mylpf PE=1 SV=3 (P97457)

P97457

19 kDa

46

30

74

112

Cluster of Peptidyl-prolyl cis-transisomerase A
OS=Mus musculus GN=Ppia PE=1 SV=2
(P17742)

P17742

18 kDa

22

67

24

113

Cluster of Filamin, alpha OS=Mus musculus
GN=FlnaPE=1 SV=1 (B7FAU9)

B7FAU9

280 kDa

15

24

18

114

Cluster of Glutathione S-transferase Mu 2
0OS=Mus musculus GN=Gstm2 PE=1 SV =2
(P15626)

P15626 [3]

26 kDa

13

22

13

115

Cluster of Epidermal growth factor receptor
OS=Mus musculus GN=Egfr PE=1 SV=1
(Q01279)

Q01279

135 kDa

17

24

92




Histone H3.1 OS=Mus musculus GN=Hist1h3a

116 |PE=1 V=2 P68433 15 kDa 19 12 |11
Cluster of Clathrin heavy chain 1 OS=Mus

117 |musculus GN=Cltc PE=1 SV=3 (Q68FD5) Q68FDS 192kba |17 18192
Elongation factor 2 OS=Mus musculus

118 |GN=Eef2 PE=1 SV =2 P58252 95 kDa 11 36 |46
Malate dehydrogenase, cytoplasmic OS=Mus

119 |musculus GN=Mdh1l PE=1 SV=3 P14152 37kDa 43 34 |8
Cluster of Histone H2B type 1-M OS=Mus P10854 [3] |14 kDa 46 21 (30

120 |musculus GN=Hist1h2bm PE=1 SV =2 (P10854)
Talin-1 OS=Mus musculus GN=TInl1 PE=1

121 |sv=2 P26039 270kDa |83 33 |33
Cluster of Cytochrome ¢, somatic OS=Mus

122 |musculus GN=Cycs PE=1 SV =2 (P62897) Pe2897 12kba 21 18 |16
Cluster of Protein DJ-1 OS=Mus musculus

123 |GN=Park7 PE=1 SV=1 (Q99L X 0) QO9LX0 20 kba 17 1510
Cluster of Protein Mybpcl OS=Mus musculus

124 |GN=Mybpcl PE=2 SV=1 (Q6P6L5) QOPeLS 126kba |17 28 10
Carboxypeptidase N subunit 2 OS=Mus

125 |musculus GN=Cpn2 PE=1 SV=2 Q9DBBY  |60kDa |23 4l 11
Cluster of Protein Ighg2c OS=Mus musculus

126 |GN=Ighg2c PE=4 SV=1 (F6TQW?2) FeTQW2 44kba 27 20149
Cluster of Creatine kinase S-type, mitochondrial
OS=Mus musculus GN=Ckmt2 PE=1 SV=1 Q6P8J7 47 kDa 17 28 (11

127 [(Q6P8J7)
Carbonic anhydrase 1 OS=Mus musculus

128 |GN=Ca1 PE=2 Sv=4 P13634 28 kDa 38 19 |22
Cluster of Glutathione peroxidase 3 OS=Mus

129 |musculus GN=Gpx3 PE=2 SV =2 (P46412) Pabal2 25kDa 30 2221
Cluster of Proteoglycan 4 OS=Mus musculus

130|GN=Prg4 PE=4 Sv=1 (E9QQ17) E9QQ17[4] (111kDa |19 11 |13
Isoform 2 of Myomesin-1 OS=Mus musculus

131 |GN=Myom1 Q62234-2 175kDa |65 16 (11
Vinculin OS=Mus musculus GN=Vcl PE=1

132|sv=4 Q64727 117 kDa |17 26 |19
Cluster of Ubiquitin-40S ribosomal protein S27a
OS=Mus musculus GN=Rps27a PE=1 SV=2 P62983[2] |18 kDa 74 15 |26

133 |(P62983)
Cluster of Cytoplasmic dynein 1 heavy chain 1
OS=Mus musculus GN=Dynclhl PE=1 SV=2 |Q9JHU4 532kDa |12 45 |11

134 [(Q9JHU4)
Collagen apha-1(X1V) chain OS=Mus musculus B7ZNH7 193kDa |12 16 |29

135

GN=Col14al PE=2 SV=1




Plasma kallikrein OS=Mus musculus GN=K|kb1

136 |PE=1 SV=2 P26262 71 kDa 23 24 |92
Fetuin-B OS=Mus musculus GN=Fetub PE=1

137|sv=1 QoQXC1 43 kDa 18 24 (11
Peroxiredoxin-1 OS=Mus musculus GN=Prdx1

138|PE=1 SV=1 P35700 22 kDa 27 27 |19
Cluster of Clusterin OS=Mus musculus GN=Clu

139 [PE=1 SV=1 (Q06890) Q06890 52 kDa 16 16 (17
Complement component C8 gamma chain

140 |0S=Mus musculus GN=C8g PE=1 SV=1 Q8VCG4  |23kDa |31 128 132
Cluster of Four and ahalf LIM domains 1,
isoform CRA_b OS=Mus musculus GN=FhI1 [A2AEX8[2] |34 kDa 32 21 |0

141 |PE=1 SV=1 (A2AEX8)
Fatty acid-binding protein, adipocyte OS=Mus

142 |musculus GN=Fabp4 PE=1 SV=3 PO4117 15kDa 124 119 119
Thrombospondin-1 OS=Mus musculus

143|GN=Thbsl PE=1 SV=1 P35441 130kDa |65 16 |11
Corticosteroid-binding globulin OS=Mus

144 |musculus GN=Serpina6 PE=1 SV=1 QU770 45kDa 30 0 |10
Maltase-glucoamylase OS=Mus musculus

145|GN=Mgam PE=2 SV=1 B5THE2 209kDa |24 17 |14
Aspartate aminotransferase, mitochondrial

146 |OS=Mus musculus GN=Got2 PE=1 SV=1 P05202 47 kDa 26 25 |46
Elongation factor 1-gamma OS=Mus musculus

147|GN=Eef1g PE=1 SV=3 Q9D8NO 50 kDa 16 22 |69
Cluster of Ig heavy chain V region AC38 205.12

148 |OS=Mus musculus PE=1 SV =1 (P06330) POB330[3]  |13kDa 13 16|13
Protein S100-A9 OS=Mus musculus

149 | GN=5100a9 PE=1 SV=3 Pl7es — |13kDa 1 %6122
Cluster of Ras-related protein Rab-14 OS=Mus

A2AL34 17 kD 93 56 |69

150 [musculus GN=Rab14 PE=3 SV=1 (A2AL34) 7] a
Cluster of Myosin light chain 1/3, skeletal
muscle isoform OS=Mus musculus GN=Myl1 [P05977[2] |21 kDa 10 26 (59

151 [PE=1 SV=2 (P05977)
Ryanodine receptor 1 OS=Mus musculus

152|GN=Ryr1 PE=1 SV=1 E9PZQ0 565 kDa |19 45 |0
Lumican OS=Mus musculus GN=Lum PE=1

153|sv=2 P51885 38 kDa 11 1 |17
Protein Krt78 OS=Mus musculus GN=Krt78

154 |PE=4 SV=1 E9QOFO0 112kDa |16 17 |11
Troponin C, skeletal muscle OS=Mus musculus

155 | GN=Tnnc2 PE=1 SV=2 P20801 18 kDa 13 29 (32

156

0OS=Mus musculus GN=Abca8b PE=2 SV=2




Protein AMBP OS=Mus musculus GN=Ambp

157 |PE=2 Sv=2 Q07456 39 kDa 19 15 |30
Cluster of Ig kappa chain V-V region HP 123E6 |py1646 12 kDa 16 11 |19

158 |OS=Mus musculus PE=1 SV =1 (P01646)
Myoglobin OS=Mus musculus GN=Mb PE=1

159 |sv=3 P04247 17 kDa 13 19 (11
Cluster of Complement component C9 OS=Mus

P06683 62 kDa 56 45 |23

160 |musculus GN=C9 PE=1 SV =2 (P06683)
Myosin-9 OS=Mus musculus GN=Myh9 PE=1

161 |sv=2 Q8vDD5 226 kDa |65 10 |31
Troponin |, fast skeletal muscle OS=Mus

162 |musculus GN=Tnni2 PE=1 SV=2 P13412 21kba 46 12116
Complement component C8 apha chain

163]|0S=Mus musculus GN=C8a PE=2 SV=1 Q8K182  |66kDa 116 |16 |57
Cluster of Citrate synthase, mitochondrial
OS=Mus musculus GN=Cs PE=1 SV=1 Q9CzU6 [2] (52 kDa 56 17 |11

164 [(Q9CZU6)
Transketolase OS=Mus musculus GN=Tkt PE=1

165 |sv=1 P40142 68 kDa 37 10 |15
Myeloid bactenecin (F1) OS=Mus musculus

166|GN=Ngp PE=2 Sv=1 008692 19 kDa 0 67 |50
14-3-3 protein sigma OS=Mus musculus

167 |GN=Sfn PE=1 SV=2 070456 28 kDa 37 28 |35
Kelch-like protein 41 OS=Mus musculus

168|GN=KIhl41 PE=1 SV=1 A2AUCY  |68kDa 165 |78 |0
Collagen apha-2(I) chain OS=Mus musculus

169 |GN=Col 122 PE=2 SV =2 Q01149 130kDa |16 22 |57
Ig kappa chain V-V region K2 (Fragment)

170|0S=Mus musculus PE=1 SV=1 PO1635 13kba 183 |12 130
Xanthine dehydrogenase/oxidase OS=Mus

171 |musculus GN=Xdh PE=1 SV=5 Q00519 l47kba 1 22 |34
Alpha-2-macroglobulin-P OS=Mus musculus

172|GN=A2mp PE=2 Sv=2 Q6GQT1 164 kDa |26 34 |57
Cluster of Isoform Short of 14-3-3 protein
beta/al pha OS=Mus musculus GN=Y whab Q9CQV8-2[2]28 kDa 46 52 |48

173 [{(Q9CQV8-2)
Cluster of Laminin subunit gamma-1 OS=Mus

174 |musculus GN=Lamcl PE=1 SV =2 (P02468) PO2468[2] |177kDa |1 56 |46
Serum amyloid A-4 protein OS=Mus musculus

175 | GN=Saad PE=1 SV=2 P31532 15 kDa 13 22 |11
Elongation factor 1-alpha 2 OS=Mus musculus P62631. 50 kDa 43 31 |23

176

GN=Eefla2 PE=1 SV=1




Cluster of Flavin reductase (NADPH) OS=Mus

Q923D2 22 kDa 74 15 |22
177 |musculus GN=BIlvrb PE=2 SV=3 (Q923D2)
- é'ﬁi’i'fgﬁzégi’fosp\;ojg NOS=MusmUSCUIUS | 1706 35kDa (93 |16 |16
79 gﬁpj‘ge”r;f’:j‘fg;i 1OSS\:/I;/I1US musculus P49182 s4akDa |28 |67 |23
Cluster of Bisphosphoglycerate mutase OS=Mus P15327[2] |30 kDa 03 15 |14
180 |musculus GN=Bpgm PE=2 SV =2 (P15327)
- g;):;l n-1 OS=Mus musculus GN=Pfnl PE=1 P62962 15 kDa 11 18 |26
Cluster of Angiotensinogen OS=Mus musculus
182 |GN=Agt PE=2 SV=1 (Q3UTRY) Q3UTR7 ~ [53kDa |83 119 |22
Cluster of Ubiquitin-like modifier-activating
enzyme 1 OS=Mus musculus GN=Ubal PE=1 |Q02053 118 kDa |12 19 |46
183 [SV=1 (Q02053)
Cluster of 14-3-3 protein zeta/delta OS=Mus
184 |musculus GN=Y whaz PE=1 SV=1 (P63101) Pe3101 28 kDa 20 ar |8
Cluster of Histone H2A OS=Mus musculus
185 | GN=Hist1h2aa PE=2 SV=1 (Q8CGP4) QBCGPA[2] |14kDa 128 120 |34
Cluster of Serum paraoxonase/arylesterase 1
OS=Mus musculus GN=Ponl PE=1 SV=2 P52430 40 kDa 20 16 |10
186 |(P52430)
Phosphatidylethanolamine-binding protein 1
187 |OS=Mus musculus GN=Pebpl PE=1 SV=3 P7029 21 kba 14 1|57
- (Bzﬁi’ézr:]' C;Eg'f g‘d’:zosz'v' us musculus PO1887 14kDa |74 |11 |17
Cluster of MCG48959 OS=Mus musculus
189 [GN=Prdx6b PE=2 SV=1 (Q8BG37) QBBG37[2] |25kDa 4 18|13
Cluster of Peroxiredoxin-5, mitochondrial
0OS=Mus musculus GN=Prdx5 PE=1 SV=2 P99029 [2] (22 kDa 83 16 (17
190 [(P99029)
Spectrin beta chain, non-erythrocytic 1 OS=Mus
191 |musculus GN=Sptbn1 PE=1 SV=2 Q62261 |274kDa |19 122 |46
Cluster of Glutathione S-transferase P 1
OS=Mus musculus GN=Gstpl PE=1 SV=2 P19157 24 kDa 16 15 |80
192 |(P19157)
163 Zﬂ:\;’z‘l’llbgggggitf‘ NA OS=Mus museUlus | aqnaq Bkba |20 |11 |1
- g&afglg' ggizcg :2” OS=Mus musculus Q80YC5  |e6kDa |65 |22 |69
Apolipoprotein M OS=Mus musculus Q9Z1R3 21 kDa 10 90 |34

195

GN=Apom PE=1 SV=1




Cluster of Transferrin receptor protein 1

OS=Mus musculus GN=Tfrc PE=1 SV=1 Q62351 86 kDa 12 15 |23
196 |(Q62351)
Cluster of Aspartate aminotransferase,
cytoplasmic OS=Mus musculus GN=Got1 PE=1 |P05201 46 kDa 11 18 |11
197 |Sv=3 (P05201)
Cluster of Protein Col6a3 OS=Mus musculus
108 | GN=Col6a3 PE=1 SV=2 (E9PWQ3) EOPWQ3  |354kDa 156 145 |0
Collagen alpha-1(I) chain OS=Mus musculus
199 |GN=Col1a1 PE=1 SV=4 P11087 138kDa |15 13 |57
Apolipoprotein D OS=Mus musculus GN=Apod
200 |PE=2 SV=1 P51910 22 kDa 19 90 |13
Cluster of Spectrin alpha chain, non-erythrocytic
1 OS=Mus musculus GN=Sptanl PE=1 SV=4 |P16546[2] [285kDa |19 45 (34
201 |(P16546)
LIM domain-binding protein 3 OS=Mus
202 |musculus GN=Ldb3 PE=4 SV=1 E9PY R (+2) |72kDa 16 o
Leucine-rich HEV glycoprotein OS=Mus
203 | musculus GN=Lrg1 PE=2 SV=1 QOIXL1 ~ |37kDa 165 |12 127
Cluster of Major urinary protein 8 OS=Mus
204 |musculus GN=Mup10 PE=2 SV=1 (A2BIN1) A2BINL 21 kba 56 N4
Isoform 2 of Ig gamma-3 chain C region
205 |0S=Mus musculus P03987-2 36 kDa 74 78 180
Glutathione peroxidase 1 OS=Mus musculus
206 |GN=Gpx1 PE=1 SV=2 P11352 22 kDa 83 13 |14
Fatty acid-binding protein, heart OS=Mus
207 | musculus GN=Fabp3 PE=1 SV=5 P11404 15kba 115 78 10
Cluster of ADP-ribosylation factor 4 OS=Mus
208 |musculus GN=Arf4 PE=1 SV =2 (P61750) PeL1750[2] |20kDa 10 0192
Thrombospondin-4 OS=Mus musculus
209 |GN=ThbsA PE=1 SV=1 Q9z1T2 106 kDa |65 34 |46
Insulin-like growth factor-binding protein
complex acid labile subunit OS=Mus musculus |P70389 67 kDa 10 15 |11
210 |GN=lIgfals PE=2 SV=1
Isoform 4 of Periostin OS=Mus musculus
211|GN=Postn Q62009-4 87 kDa 1 16 |69
Complement component C8 beta chain OS=Mus
212 |musculus GN=C8b PE=1 SV=1 Q8BH35  |66kDa 156 190 |23
Cluster of Proteasome subunit alphatype-7
OS=Mus musculus GN=Psma7 PE=1 SV=1 Q9z2U0 28 kDa 65 13 |14
213|(Q922U0)
Cluster of Elongation factor 1-alpha 1 OS=Mus P10126 50 kDa 31 3% |29

214

musculus GN=Eeflal PE=1 SV =3 (P10126)




Pigment epithelium-derived factor OS=Mus

215 | musculus GN=Serpinf1 PE=1 SV=2 P97298 46kDa 128 |15 180
C-type lectin domain family 3, member b

216 |OS=Mus musculus GN=Clec3b PE=2 SV=1 QBCFZ6 22 kDa 65 67 |8
Carboxypeptidase N catalytic chain OS=Mus

217 |musculus GN=Cpnl PE=2 SV=1 QOJNS 52kDa 112 190 |92
UTP--glucose-1-phosphate uridylyltransferase

218 |0S=Mus musculus GN=Ugp2 PE=2 SV=3 REAS 57kDa 4 8 1
Cluster of Protein disulfide-isomerase OS=Mus

219 |musculus GN=P4hb PE=1 SV=2 (P09103) | 0103 5/kDa 128 |17 69
Nidogen-2 OS=Mus musculus GN=Nid2 PE=1

290|sv=2 088322 154 kDa |19 1 |0
Spectrin aphachain, erythrocytic 1 OS=Mus

221 |musculus GN=Sptal PE=2 SV=3 POBO32 280kDa 10 156 |34
Collagen apha-1(I11) chain OS=Mus musculus

299 |GN=Col3al PE=1 SV =4 P08121 139kDa |12 45 |23
C-reactive protein OS=Mus musculus GN=Crp

293 |PE=2 Q=2 P14847 25 kDa 65 10 |19
Probable C->U-editing enzyme APOBEC-2

224 |0S=Mus musculus GN=Apobec2 PE=1 SV=1 QIWV35 26 kDa 83 18192
Cluster of Collagen apha-2(1V) chain OS=Mus

225 |musculus GN=Colda2 PE=2 Sv=4 (P08122) || Co1%2 167kDa |37 |11 10
Isoform Cytoplasmic of Fumarate hydratase,

226 |mitochondrial OS=Mus musculus GN=Fh PO7807-2 S0 kba 46 15169
Cluster of Selenoprotein P OS=Mus musculus

227 | GN=Sepp1 PE=2 SV=3 (P70274) Pr0274 43kbDa 1113411
Alpha-crystallin B chain OS=Mus musculus

228|GN=Cryab PE=1 SV=2 P23927 20 kDa 18 34 |0
Nucleolar pre-ribosomal-associated protein 1

229|0S=Mus musculus GN=Urbl PE=4 Sy=1  |For096(+1) |255kDa 119 |11 |11
Cluster of Adenylate kinase isoenzyme 1
OS=Mus musculus GN=Ak1 PE=1 SV=1 Q9R0OY5[2] (22kDa 20 78 |23

230 |(Q9ROY5)
Protein 9530053A07Rik OS=Mus musculus

231 |GN=9530053A07Rik PE=4 SV=1 EOPVGE 280kDa 119 Sl B
Complement C5 OS=Mus musculus GN=C5

239 |PE=1 SV=2 P06684 189kDa |28 22 |0
Cluster of GTP-binding nuclear protein Ran,
testis-specific isoform OS=Mus musculus Q61820[2] (24 kDa 11 34 |80

233 |GN=Rad 2-9 PE=2 SV=1 (Q61820)
Sarcalumenin OS=Mus musculus GN=Sr| PE=1

234 |sv=1 Q7TQ48 99 kDa 10 |45 |0
Rho GDP-dissociation inhibitor 1 OS=Mus Q99PT1 23 KDa 14 1 |l

235

musculus GN=Arhgdia PE=1 SV=3




Cluster of Ig kappachain V-V region L6

(Fragment) OS=Mus musculus PE=4 SV=1 P01638 13 kDa 46 67 |10
236 |(P01638)
Superoxide dismutase [Cu-Zn] OS=Mus
237 |musculus GN=Sod1 PE=1 SV=2 P08228 16kba 128 110 157
mitochondrial OS=Mus musculus GN=I1dh2
233 |PE=1 SV=3 P54071 51 kDa 19 78 |0
Cluster of Ig kappachain V-1I region 26-10
239|0S=Mus musculus PE=1 SV=1 (P01631) PO1631 12kba 83 0 180
Cluster of Ig heavy chain V region MOPC 173
240 |0S=Mus musculus PE=1 SV=1 (P01812) PO1812[3] |13kDa |74 145 1l
Complement C1qg subcomponent subunit A
241 [OS=Mus musculus GN=Clga PE=1 SV=2 PIB086 26 kDa 4 8 10
Oxidation resistance protein 1 OS=Mus
242 |musculus GN=C7 PE=4 SV=2 D3YXFS ~ |93kDa 137 |78 |11
Fatty acid-binding protein, epidermal OS=Mus
243 |musculus GN=Fabp5 PE=1 SV=3 Q05816 15kba 19 S B
Cluster of L-lactate dehydrogenase B chain
OS=Mus musculus GN=Ldhb PE=1 SV=2 P16125 37 kDa 65 18 |80
244 |(P16125)
Cluster of Ig heavy chain V region B1-8/186-2
OS=Mus musculus GN=Ighv1-72 PE=1 SV=1 |P01751[2] |15kDa 37 34 |0
245|(P01751)
Cluster of Moesin OS=Mus musculus GN=Msn
246 |PE=1 Sv=3 (P26041) P26041 68 kDa 0 11 |80
Cluster of Isoform 2 of Myc box-dependent-
interacting protein 1 OS=Mus musculus 008539-2 [2] |48 kDa 83 22 |0
247 |GN=Bin1 (O08539-2)
Mannose-binding protein C OS=Mus musculus
248 |GN=MbI2 PE=2 SV=2 P41317 26 kDa 11 90 (92
Cluster of Protein Z-dependent protease
inhibitor OS=Mus musculus GN=Serpinal0 Q8R121 52 kDa 1 34 (34
249 |PE=1 SV=1 (Q8R121)
Cluster of C4b-binding protein OS=Mus
250 |musculus GN=C4bpa PE=1 SV =3 (P08607) P8e07 52kba 65 34|23
Nidogen-1 OS=Mus musculus GN=Nid1 PE=1
251 |sv=o P10493 137kDa |19 5 |0
Cluster of Fibulin-1 OS=Mus musculus
252 |GN=Fbin1 PE=1 SV=2 (Q08879) Q08879 /8kba 10 134 10
Cluster of Tropomyosin apha-3 chain OS=Mus
253 |musculus GN=Tpm3 PE=3 SV =1 (E9Q5J9) EIQSH[5]  |33kDa 1 67 |23
Cluster of Complement C1s-A subcomponent
OS=Mus musculus GN=Clsa PE=2 SV=2 Q8CG14[3] |77 kDa 74 11 (23

254

(Q8CG14)




Transgelin-2 OS=Mus musculus GN=TagIn2

255 |PE=1 SV=4 Q9WVA4 22 kDa 56 10 |16
Ig kappa chain V19-17 OS=Mus musculus

256 |GN=Igk-V19-17 PE=1 SV=1 PO1633 16 kDa 19 S
Proteasome subunit alphatype-6 OS=Mus

257 |musculus GN=Psma6 PE=1 SV=1 QOQUM9 2rkDa 137 110 111
Protein Sptbn2 OS=Mus musculus GN=Sptbn2

258 |PE=1 SV=1 Q68FG2 271kDa |0 0 23
Proteasome subunit beta type-5 OS=Mus

259 |musculus GN=Psmb5 PE=1 SV=3 055234 |29kDa |15 190 |34
Ig alphachain C region OS=Mus musculus

260 |PE=1 SV=1 P01878 37 kDa 12 45 |92
Cluster of Purine nucleoside phosphorylase
0OS=Mus musculus GN=Pnp PE=1 SV=2 P23492[2] |[32kDa 37 12 |92

261 |(P23492)
Succinyl-CoA ligase [ADP-forming] subunit
beta, mitochondrial OS=Mus musculus Q92219 50 kDa 0 45 |0

262 |GN=Sucla2 PE=1 SV=2
14-3-3 protein gamma OS=Mus musculus

263 |GN=Ywhag PE=1 Sv=2 P61982 28 kDa 50 22 |33
Myotilin OS=Mus musculus GN=Myot PE=1

264 |sv=1 Q9JIF9 55 kDa 46 78 |0
Complement C1qg subcomponent subunit B

265 |0S=Mus musculus GN=Clgb PE=1 Sv=2 | 4106 27kDa 110167 |80
Prelamin-A/C OS=Mus musculus GN=Lmna

266 |PE=1 SV=2 P48678 74 kDa 1 78 |57
Isocitrate dehydrogenase [NADP] cytoplasmic

267 |0S=Mus musculus GN=Idh1 PE=1 SV=2 08884 |4rkDa 119 1100 |23
ATP-citrate synthase OS=Mus musculus

268 |GN=Acly PE=1 Sv=1 Q91Vv92 120kDa |65 0 |23
Cluster of Isoform 3 of Glyoxalase domain-
containing protein 4 OS=Mus musculus Q9CPV4-3 (31 kDa 74 78 |57

269 |GN=Glod4 (Q9CPV 4-3)
Proteasome subunit aphatype-1 OS=Mus

270 |musculus GN=Psmal PE=1 SV=1 QORIP4  |30kDa 146 167 |57
Early endosome antigen 1 OS=Mus musculus

271 |GN=Eeal PE=1 SV=2 Q8BL66 161 kDa |0 22 |0
Myosin-10 OS=Mus musculus GN=Myh10

279 |PE=1 SV=1 Q3UH59 233kDa |1 34 |23
Neutrophil gelatinase-associated lipocalin

273 |0S=Mus musculus GN=Lcn2 PE=1 SV=1 PLi672 23kDa 0 Sl B
Proteasome subunit beta type-4 OS=Mus P99026 29 kDa 56 67 lso

274

musculus GN=Psmb4 PE=1 SV=1




Rho GDP-dissociation inhibitor 2 OS=Mus

275 | musculus GN=Arhgdib PE=1 SV=3 Q61599 [23kDa 0 110 J1l
Galectin OS=Mus musculus GN=Lgals7 PE=2
276 |sv=1 Q9CRB1 15 kDa 19 45 |69
Cluster of Protein C6 OS=Mus musculus
277 |GN=C6 PE=4 SV=1 (E9Q6DS) E9QED8[2] |104kDa 10 122 |11
40S ribosomal protein S16 OS=Mus musculus
278 |GN=Rps16 PE=2 SV=4 P14131 16 kDa 19 34 |34
3-ketoacyl-CoA thiolase, mitochondrial
279|0S=Mus musculus GN=Acas2 PE=1 Sv=3 | SEBWTL ~ |42kDa 128 190 |11
Proteasome subunit alphatype-4 OS=Mus
280 |musculus GN=Psma4 PE=1 SV=1 QORLFO 29 kba 56 192
Cluster of Aldose reductase OS=Mus musculus
281 |GN=Akr1bl PE=1 SV=3 (P45376) PAS376 36kDa 56 3 =
Protein NDRG2 OS=Mus musculus GN=Ndrg2
282 |PE=1 SV=1 Q9QY GO (+1)|41 kDa 13 45 |0
Alcohol dehydrogenase class-3 OS=Mus
283 |musculus GN=Adh5 PE=1 SV=3 P2gdra  |40kDa |1 134 1l
Cluster of Proteasome subunit alphatype-5
OS=Mus musculus GN=Psma5 PE=1 SV=1 Q9z2U1 26 kDa 46 90 (92
284 1(Q9z2U1)
Cholinesterase OS=Mus musculus GN=Bche
285 |PE=2 V=2 Q03311 68 kDa 1 0 34
Cofilin-2 OS=Mus musculus GN=Cf|2 PE=1
286 |sv=1 P45591 19 kDa 17 78 |46
Succinate dehydrogenase [ubiquinone] iron-
sulfur subunit, mitochondrial OS=Mus musculus|Q9CQA3 32 kDa 1 78 |92
287 |GN=Sdhb PE=1 SV=1
Cluster of Importin-5 OS=Mus musculus
288 |GN=Ipo5 PE=1 SV=3 (Q8BKC5) QBBKCS 124kba |1 4 |0
Cluster of Keratin, type| cuticular Hab OS=Mus Q49714 51 kDa 65 67 |46
289 |musculus GN=Krt35 PE=2 SV=1 (Q49714)
Cluster of Cullin-associated NEDD8-dissociated
protein 1 OS=Mus musculus GN=Candl1 PE=2 |Q6ZQ38 136 kDa |0 34 |23
290 |SV=2 (Q6ZQ38)
Enoyl-CoA deltaisomerase 1, mitochondrial
291 |OS=Mus musculus GN=Eci1 PE=1 SV =2 P42125 32kba 56 6 46
Cluster of Eukaryotic trandation initiation factor
5A-1 OS=Mus musculus GN=Eif5a PE=1 SV=2|P63242 [2] |17 kDa 46 22 |46
292 |(P63242)
Cluster of Isoform 3 of 2-oxoglutarate
dehydrogenase, mitochondrial OS=Mus Q60597-3 118 kDa |1 34 |0

293

musculus GN=0Ogdh (Q60597-3)




Cluster of Isoform 2 of Cytosol aminopeptidase

204 |0S=Mus musculus GN=Lap3 (QoCPY7-2) | R2CPY7-2 [53kDa 10 190 23
Peptidyl-prolyl cis-trans isomerase C OS=Mus

295 |musculus GN=Ppic PE=1 SV=1 P30412 23kDa 4 0192
Complement C1qg subcomponent subunit C

206 |0S=Mus musculus GN=Clqc PE=2 Sv=2 | 02105 |26kDa 193 167 146

. 'éaﬁtzoé:glluggl i’rgvlife OS=Musmusculus | ogopyg  |21kpa |6 (11 |57
Cluster of Collagen apha-1(XVIII) chain
OS=Mus musculus GN=Col18al PE=4 SV=1 |E9QPX1[2] |[182kDa |74 22 |0

298 | (E9QPX 1)

- éﬂ,efﬁiyc'ﬁgi‘iy;?ffe OS=Mus musculus | oey 17 48kpa |0 |19 |57
Cluster of Adiponectin OS=Mus musculus

300 |GN=Adipog PE=1 SV=2 (Q60994) 60994 27 kDa %3 12169
Electron transfer flavoprotein subunit apha,
mitochondrial OS=Mus musculus GN=Etfa Q99LC5 35 kDa 14 78 |0

301 |PE=1 SV=2

- g&af;'fg' grézcg i(loszM us musculus 088947 s4akba (28 [0 |1

203 g(ﬁ:r;z b;lic;n;aé :piog\ai/ r; I2_ 12 OS=Mus musculus P35979 18 kDa o8 1 lae
Electron transfer flavoprotein subunit beta

304 |0S=Mus musculus GN=Etfb PE=1 SV=3 QODCW4  28kDa 128 |11 0
Ras GTPase-activating-like protein IQGAPL

305 [OS=Mus musculus GN=Iqgapl PE=1 SV=2 QOJKFL 189kDa |0 4 |46
Cluster of Proteasome subunit beta type-3
OS=Mus musculus GN=Psmb3 PE=1 SV=1 Q9R1P1 23 kDa 65 11 |92

306 [(Q9R1P1)
Cluster of Apolipoprotein C-111 OS=Mus

307 |musculus GN=Apoc3 PE=1 SV=2 (P33622) | 02022 1kba 193 |45 111
Isoform 2 of Acetyl-CoA carboxylase 1

308 |OS=Mus musculus GN=Acaca QSSWUS-21270kDa |19 0 0
Proteasome subunit alphatype-3 OS=Mus

309 |musculus GN=Psma3 PE=1 SV=3 070435 |28kDa 156 156 |57

210 g/azggelln OS=Mus musculus GN=Tagln PE=1 P37804 23 KDa 37 67 |aa
Adenylyl cyclase-associated protein 1 OS=Mus

311 |musculus GN=Capl PE=1 Sv=4 PA0124 52kbDa 165 |78 |34

a1 gllé)jlagl/ g:e?)nl ike OS=Mus musculus GN=Cd5lI Q9OWK4 39 kDa 1 29 |aa
Chloride intracellular channel protein 1 Q97105 27 KDa 37 67 |10

313

0OS=Mus musculus GN=Clicl PE=1 SV=3




314

Disintegrin and metall oproteinase domain-
containing protein 21 OS=Mus musculus
GN=Adam?21 PE=2 SV=1

Q9JI76

81 kDa

37

34

23

315

Adenylosuccinate synthetase isozyme 1
OS=Mus musculus GN=Adss|1 PE=3 SV=1

JBQN3L (+2)

53 kDa

93

12

316

Cluster of Isoform 3 of F-actin-capping protein
subunit beta OS=Mus musculus GN=Capzb
(P47757-4)

P47757-4

34 kDa

56

78

80

317

Guanine nucleotide-binding protein subunit beta-
2-like 1 OS=Mus musculus GN=Gnb2I1 PE=1
SV=3

P68040

35kDa

37

11

11

318

Transaldolase OS=Mus musculus GN=Taldol
PE=1 SV=2

Q93092

37 kDa

56

319

Cluster of Ferritin OS=Mus musculus GN=Ftl1
PE=2 SV=1 (Q9CPX4)

QICPX4

21 kDa

37

45

18

320

Guanine deaminase OS=Mus musculus
GN=Gda PE=1 Sv=1

Q9R111

51 kDa

34

46

321

Cluster of Protein Gm20431 OS=Mus musculus
GN=Gm20431 PE=4 SV =1 (E9PY 39)

E9PY 39

42 kDa

19

22

34

322

M acrophage colony-stimulating factor 1 receptor
0OS=Mus musculus GN=Csf1r PE=1 SV=3

P0O9581

109 kDa

83

56

11

323

Cluster of Dihydropteridine reductase OS=Mus
musculus GN=Qdpr PE=1 SV=2 (Q8BV4)

Q8BVI4

26 kDa

56

45

23

324

Transient receptor potential cation channel
subfamily M member 2 OS=Mus musculus
GN=Trpm2 PE=2 SV=1

Q5KTCO

172 kDa

0

23

325

Cluster of Lysozyme C-2 OS=Mus musculus
GN=Lyz2 PE=1 SV=2 (P08905)

POB905

17 kDa

28

56

57

326

Cluster of EGF-containing fibulin-like
extracellular matrix protein 1 OS=Mus musculus
GN=Efempl PE=2 SV=1 (Q8BPB5)

Q8BPB5

55 kDa

0

34

327

Cluster of Collagen apha-1(XV) chain OS=Mus
musculus GN=Col15al PE=4 SV=1 (A2AJY 2)

A2AJY2[2]

138 kDa

56

45

328

78 kDa glucose-regulated protein OS=Mus
musculus GN=Hspa5 PE=1 SV=3

P20029

72 kDa

83

20

57

329

14-3-3 protein eta OS=Mus musculus
GN=Ywhah PE=1 SV=2

P68510

28 kDa

42

20

33

330

Cluster of Interleukin-1 receptor accessory
protein OS=Mus musculus GN=Il1rap PE=2
SV=1(Q3UVZ1)

Q3uvz1

79 kDa

37

22

23

331

Cluster of Complement C1r-A subcomponent
0OS=Mus musculus GN=Clra PE=1 SV=1
(Q8CG16)

Q8CG16

80 kDa

46

22




Angiotensin-converting enzyme OS=Mus

332 |musculus GN=Ace PE=1 SV=3 PO9470 151kDa 128 122 0
Ig kappa chain V-V region MOPC 149 OS=Mus

333 |musculus PE=1 SV=1 P01636 12 kDa 83 56 |10
Cluster of Isoform 2 of Seprase OS=Mus

334 | musculus GN=Fap (P97321-2) Por32l-2[2] |87kDa 165 145 |11
Cluster of HMW kininogen-11 OS=Mus

335 |musculus GN=Kng2 PE=2 SV=1 (Q6S9I3) QES9I3[2] |71kDa 4 118
Cluster of Adenylosuccinate lyase OS=Mus

336 |musculus GN=Adsl PE=4 SV=1 (E9Q242)  |F0Q242  [53kDa |37 167 |11
Cluster of Procollagen C-endopeptidase
enhancer 1 OS=Mus musculus GN=Pcolce Q61398 50 kDa 11 11 (11

337 |PE=1 SV=2 (Q61398)
Thioredoxin OS=Mus musculus GN=Txn PE=1

338|sv=3 P10639 12 kDa 46 16 (92
Coactosin-like protein OS=Mus musculus

339 |GN=Cotl1 PE=1 SV=3 QCQI6  16kDa 10 |11 123
6-phosphogluconate dehydrogenase,
decarboxylating OS=Mus musculus GN=Pgd  |Q9DCDO 53 kDa 28 78 |80

340 |PE=1 SV=3
60 kDa heat shock protein, mitochondrial

341 |0S=Mus musculus GN=Hspdl PE=1 SV=1 PB3038 61 kDa 19 S
Cluster of Calmodulin OS=Mus musculus

342 |GN=Calm1 PE=1 SV=1 (Q3UKW2) Q3UKW2 122kDa |56 134 |46
Cluster of Talin-2 OS=Mus musculus GN=TIn2

343 |PE=1 SV=1 (E9PUM4) E9PUM4 272kDa |19 22 |23
ATP synthase subunit beta, mitochondrial

344|0S=Mus musculus GN=Atpsb PE=1 Sv=2 | 20480 S6kba |1 134 180
Cluster of Ig kappachain V-1l region PC
2880/PC 1229 OS=Mus musculus PE=1 SV=1 |P01654[2] |12kDa 74 78 |16

345 |(P01654)
Cluster of Chloride intracellular channel protein
4 OS=Mus musculus GN=Clic4 PE=1 SV=3 QoQYB1 29 kDa 1 56 (80

346 ((Q9QY B1)
Protein NipSnap homolog 2 OS=Mus musculus

347 |GN=Gbas PE=2 SV=1 055126 33kDa 93 10 |0
Peptidyl-prolyl cis-transisomerase B OS=Mus

348 | musculus GN=Ppib PE=1 SV=2 P24369 24kDa 128 134 146
Proteasome subunit alphatype-2 OS=Mus

349 |musculus GN=Psma2 PE=1 SV=3 PagT22 26 kDa 46 8 |69
Phosphoglycerate mutase 1 OS=Mus musculus

350 |GN=Pgam1 PE=1 SV=3 QoDBJ1 29 kDa 17 18 |14
Filamin-B OS=Mus musculus GN=FInb PE=1 Q80X90 578 KkDa |10 67 |23

351

SV=3




Cluster of Rab GDP dissociation inhibitor beta

OS=Mus musculus GN=Gdi2 PE=1 SV=1 Q61598 51 kDa 19 0 |0
352 [(Q61598)
Cluster of Collagen apha-1(XI1) chain OS=Mus E9PX70[3] |334kDa |0 22 o
353 |musculus GN=Col12al PE=4 SV=1 (E9PX70)
Cluster of Chitinase-like protein 3 OS=Mus
354 | musculus GN=Chil3 PE=1 Sv=2 (O35744)  |O2°/4  |#kba 10 134 113
Extracellular superoxide dismutase [Cu-Zn]
355|0S=Mus musculus GN=Sod3 PE=1 sv=1  |009164 ~ |2rkDa |37 145 |46
Isoform Kidney of Band 3 anion transport
356 |protein OS=Mus musculus GN=Slc4al PO4919-2 94 kDa 28 22 (1
Tripartite motif-containing protein 72 OS=Mus
357 |musculus GN=Trim72 PE=1 SV=1 QIXH17 ~ |53kDa 128 145 |0
Plastin-2 OS=Mus musculus GN=Lcpl PE=1
358|sv=4 Q61233 70 kDa 0 67 |92
Inositol (Myo)-1(Or 4)-monophosphatase 1
359 |0S=Mus musculus GN=Impal PE=2 Sv=1 | 2224B0  |30kDa 11~ 145 146
Ig heavy chain V region 3-6 OS=Mus musculus
360 |GN=Ighv3-6 PE=1 Sv=1 P18531 13 kDa 19 11 (23
Pannexin-2 OS=Mus musculus GN=Panx2
361 |PE=2 SV =2 Q6IMP4 75 kDa 37 11 |11
Cluster of Tropomyosin beta chain OS=Mus
362 |[musculus GN=Tpm2 PE=1 SV=1 (P58774) PS8774 33kDa 1 B33
Cluster of Alpha-amylase 1 OS=Mus musculus
363|GN=Amy1 PE=1 SV=2 (P00687) Po0687 S8kba 10 22 |23
364 |musculus GN=Selenbpl PE=1 SV =2 (P17563)
Cluster of Puromycin-sensitive aminopeptidase
OS=Mus musculus GN=Npepps PE=1 SV=2 Q11011 103kDa |0 78 |0
365 [(Q11011)
Isocitrate dehydrogenase [NAD] subunit alpha,
mitochondrial OS=Mus musculus GN=Idh3a  [Q9D6R2 40 kDa 37 67 |0
366 [PE=1 SV=1
Cluster of S-formylglutathione hydrolase
OS=Mus musculus GN=Esd PE=1 SV=1 H3BKH6[2] |33 kDa 65 11 |34
367 |[(H3BKH6)
Cluster of 40S ribosomal protein S3 OS=Mus
368 | musculus GN=Rps3 PE=1 SV=1 (P62908) | 0208 27kDa 165 |78 |11
Cluster of Glutathione S-transferase omega-1
OS=Mus musculus GN=Gstol PE=2 SV=2 009131 27 kDa 19 11 |0
369 |(009131)
Cluster of Protein disulfide-isomerase A3
OS=Mus musculus GN=Pdia3 PE=1 SV=2 P27773 57 kDa 0 45 (34

370

(P27773)




Cluster of 40S ribosomal protein S19 OS=Mus

371 |musculus GN=Rps19 PE=1 SvV=3 (QaCzxg) |2°C4%8  |16kDa 10 111 134
Delta-aminolevulinic acid dehydratase OS=Mus

372 |musculus GN=Alad PE=1 SV=1 P10518 36kDa 37 10192
Galectin-1 OS=Mus musculus GN=Lgalsl PE=1

373|9v=3 P16045 15 kDa 46 34 |34
Thioredoxin-dependent peroxide reductase,
mitochondrial OS=Mus musculus GN=Prdx3  [P20108 28 kDa 37 78 |34

374 |PE=1 SV=1
Serpin B5 OS=Mus musculus GN=Serpinb5

375 |PE=2 SV =1 P70124 42 kDa 0 78 |34
6-phosphogluconol actonase OS=Mus musculus

376 |GN=Pgls PE=2 SV=1 Q9CQ60 27 kDa 19 67 |57
ES1 protein homolog, mitochondrial OS=Mus

377 |[musculus GN=D10Jhu81e PE=1 SV=1 Q9D172 28kDa 1 22 |1
Cluster of 60S acidic ribosomal protein PO
0OS=Mus musculus GN=Rplp0 PE=1 SV=3 P14869 34 kDa 1 0 |0

378 |(P14869)
Proteasome subunit beta type-1 OS=Mus

379 |musculus GN=Psmb1 PE=1 SV=1 009061 |26kDa |1 156 |46
Ig kappa chain V-V region L7 (Fragment) PO1642 13 kDa 46 22 |57

380 |OS=Mus musculus GN=Gm10881 PE=1 SV=1
Platel et-activating factor acetylhydrolase

381 |0S=Mus musculus GN=Pla2g7 PE=2 Sy=2 | 200963 |49kDa 11 122 111
Hepatocyte growth factor activator OS=Mus

382 |musculus GN=Hgfac PE=1 SV=1 QOR098 71kDa 65 220
Ribonuclease inhibitor OS=Mus musculus

383|GN=Rnh1 PE=1 SV=1 Q91vI7 50 kDa 0 34 |0
Cluster of Isoform 3 of Elongation factor 1-delta| ps7-76.3 73kDa |46 |78 |23

384 |0OS=Mus musculus GN=Eef1d (P57776-3)
Coagulation factor V OS=Mus musculus

385 |GN=F5 PE=1 SV=1 088783 247 kDa |28 11 (23
Isoform 2 of Complement factor D OS=Mus

386 | musculus GN=Cfd P03953-2 28 kDa 28 45 |46
Lactotransferrin OS=Mus musculus GN=Ltf

387 |PE=2 Sv=4 P0O8071 78 kDa 0 0 23
Myosin-binding protein H OS=Mus musculus

388 |GN=Mybph PE=1 SV=2 P70402 53 kDa 74 67 |0
Succinyl-CoA:3-ketoacid coenzyme A
transferase 1, mitochondrial OS=Mus musculus |Q9DO0K 2 56 kDa 19 34 |0

389 |[GN=0Oxctl PE=1 SV=1
26S proteasome non-ATPase regulatory subunit Q3TXS7 106 kDa |1 22 o

390

1 OS=Mus musculus GN=Psmd1 PE=1 SvV=1




Cluster of AP-1 complex subunit beta-1

OS=Mus musculus GN=Ap1lbl PE=1 SV=1 Q5SVG4[3] |102kDa |28 |56 |11
391|(Q5SVGA) | |
392 g”ieﬁfédﬁfﬁffﬁ iﬂsr:)]één 325202313' PO9671 25kDa |1 |45 (34
303 éﬁ:r;eb;;o ITSI: : rsoz/a;rLSA OS=Musmuseults 111506 |s3kpa |65 [0 |0
204 ggfllnslj/lz ?(?S=M us musculus GN=Serpinhl 19304 7oa o = o
555 O b N et v P99 0k0a [z a5 oo
39 gﬁﬁﬁ?ﬁgﬂﬁﬁ%ﬁ?&ﬁ%@% Q8R1G2  |28kDa 28 (11 |0
397 ﬁﬂinﬁ: ieéll\lnjie k22’ ernEltzof hsovnfé' AOSMUS  loowTes  [26kDa (37 |45 |a4
208 g\iolrin OS=Mus musculus GN=Dcn PE=2 — 40 kDa . o s
200 musain gg‘zg;g;' o roamy - [Po0335[4 [37ka |65 [56 [0
400 gﬁ;ﬁ? éibﬁﬁpﬁaféifgff’ Mus P70195  |30kpa |1 |22 |34
so1 (L;El glu;;l ;SI |FI,<§:p1roSt¢\a|/ 2!18615 OS=Mus musculus 064339 18 kDa o8 0 |aa
402 gﬁﬁiﬂ.‘;ﬁ?g\}z OS=Musmusculus QUHW2  [31kDa |37 |34 |23
e e e T
408 e Ghelde Pt 01 (GoaRy | QOHRT [1sikoa o Jo7 s
405 ﬂﬁiﬁfﬂ b zlasztfr ,;E:ridg\it iy 8;%‘5 Q64105  [28kDa |56 |0 |11
406 rcn:lLlleséju(: CI-;SNOf:oIg[TrIIZZ g%%tlzzu.lzc;n-z OS=Mus 070622-2 [22kDa |65 (34 |0
07 O MBS N Lo PEct Vg P10 [s0kDa |6 fas |2s
408 ;ﬁg?rr;rﬁzg I:r:Ea:I ghg\-/tghai n OS=Mus musculus Q6IRU2 28 kDA L o |46
405 géitgtglvliliﬂ OS=Mus musculus GN=Cst6 Q9D1B1 7oa s 1 s
410 gmfé%hgilkézﬁ (s)vszll/I v muselus QODBPS 22kDa |0 |56 |23

Proteasome subunit beta type-2 OS=Mus QORIP3 3kDa L N ”

411

musculus GN=Psmb2 PE=1 SV=1




Regenerating islet-derived protein 3-beta

2412 |0S=Mus musculus GN=Reg3b PE=1 Sv=1 | 22230 19kba 1022 157
Collagen alpha-1(1V) chain OS=Mus musculus

413 |GN=Coldal PE=2 Sv=4 P02463 161 kDa |19 11 |0
Cluster of Leukocyte elastase inhibitor A
OS=Mus musculus GN=Serpinbla PE=1 SV=1 |Q9D154 43 kDa 1 90 |34

4141(Q9D154)
Cluster of Ig heavy chain V region H8 OS=Mus

415|musculus PE=1 SV=1 (P01788) PO1788[2] |14kDa 137 134 |11
Cluster of Phosphorylase b kinase regulatory
subunit beta OS=Mus musculus GN=Phkb PE=1|Q7TSH2 124 kDa |28 11 |0

416 |SV=1 (Q7TSH2)
Dihydrolipoyl dehydrogenase, mitochondrial

417 |OS=Mus musculus GN=DId PE=1 SV=2 ©08749 54kba 0 S B
Eukaryotic initiation factor 4A-1 OS=Mus

418 |musculus GN=Eif4al PE=1 SV=1 Pe0B43 46kbDa |19 |11 134
Ubiquitin-conjugating enzyme E2 N OS=Mus

419 [musculus GN=Ube2n PE=1 SV=1 P61089 17kDa 46 6 |80
C-1-tetrahydrofolate synthase, cytoplasmic

420|0S=Mus musculus GN=Mthfd1 pE=1 Sv=4 |[9922D8 ~ |101kDa |1~ 134 |11
Low molecular weight phosphotyrosine protein
phosphatase OS=Mus musculus GN=Acpl Q9D358 18 kDa 74 34 |46

421 |PE=1 SV=3
Chondroitin sulfate proteoglycan 4 OS=Mus

422 |musculus GN=Cspg4 PE=1 SV=3 QBVHYO 252kba 10 22 1
Isoform 2 of Myosin-11 OS=Mus musculus

423|GN=Myh11 008638-2 223kDa |1 22 |34
Cathepsin B OS=Mus musculus GN=Ctsb PE=1

424|9v=2 P10605 37 kDa 28 34 |69
Cytoplasmic aconitate hydratase OS=Mus

425 | musculus GN=Acol PE=1 SV=3 P2g271 %kba |19 122 0
Transcription elongation factor B polypeptide 2

426 |OS=Mus musculus GN=Tceb2 PE=1 SV=1 P62869 13kba 37 0 1
Tranglationally-controlled tumor protein

427|0S=Mus musculus GN=Tpt1 PE=1 SV=1 P63028 19kba 156 |10 146
3-hydroxyisobutyrate dehydrogenase,
mitochondrial OS=Mus musculus GN=Hibadh [Q99L13 35 kDa 28 34 |23

428 |PE=1 SV=1
Immunoglobulin J chain OS=Mus musculus

429 |GN=Igj PE=2 Sv=4 P01592 18 kDa 19 22 |34
Coagulation factor X111 A chain OS=Mus

430 | musculus GN=F13a1 PE=2 SV=3 QoBHel  |83kba |28 |22 1
Cluster of Ras-related protein Rab-5C OS=Mus |p35278[3] |[23kDa (46 (34 |34

431

musculus GN=Rab5¢ PE=1 SV =2 (P35278)




432

Cluster of Serine/threonine-protein phosphatase
PP1-gamma catal ytic subunit OS=Mus musculus
GN=Ppplcc PE=1 SV=1 (P63087)

P63087

37 kDa

19

34

433

Cluster of Phospholipid hydroperoxide
glutathione peroxidase, mitochondrial OS=Mus
musculus GN=Gpx4 PE=1 SV=4 (070325)

070325

22 kDa

22

434

Uncharacterized protein OS=Mus musculus
GN=Gm10260 PE=3 SV=2

FeYVP7

18 kDa

28

56

11

435

Ubiquinone biosynthesis protein COQ9,
mitochondrial OS=Mus musculus GN=Coq9
PE=1Sv=1

Q8K 120

35kDa

37

56

436

| sochorismatase domain-containing protein 1
OS=Mus musculus GN=Isocl PE=1 SV=1

Q91V64

32 kDa

19

22

34

437

Prolyl endopeptidase OS=Mus musculus
GN=Prep PE=2 SV=1

Q9QURSG

81 kDa

22

438

Proteasome subunit beta type-6 OS=Mus
musculus GN=Psmb6 PE=1 SV=3

Q60692

25 kDa

28

45

23

439

Ubiquitin-conjugating enzyme E2 L3 OS=Mus
musculus GN=Ube2|3 PE=2 SV=1

P68037

18 kDa

28

22

23

440

Cluster of Myosin regulatory light chain 12B
OS=Mus musculus GN=Myl12b PE=1 SV=2
(Q3THE2)

Q3THE2

20 kDa

19

34

57

441

Cluster of Very long-chain specific acyl-CoA
dehydrogenase, mitochondrial OS=Mus
musculus GN=Acadvl PE=1 SV=3 (P50544)

P50544

71 kDa

442

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

P0O8113

92 kDa

11

46

40S ribosomal protein S15a OS=Mus musculus
GN=Rpsl5a PE=1 SV=2

P62245

15 kDa

19

11

11

Enoyl-CoA hydratase, mitochondrial OS=Mus
musculus GN=Echsl PE=1 SV=1

Q8BHY5

31 kDa

28

34

11

445

Spectrin beta 1 OS=Mus musculus GN=Sptb
PE=1Sv=1

Q3UGX2

268 kDa

22

11

446

Cluster of Phosphorylase b kinase gamma
catalytic chain, skeletal muscle/heart isoform
OS=Mus musculus GN=Phkgl PE=2 SV=3
(PO7934)

PO7934

45 kDa

19

447

Cluster of Ribosomal protein OS=Mus musculus
GN=Rpl10a PE=1 SV=1 (Q5X JF6)

Q5XJF6

25 kDa

22

448

Cluster of Actin-related protein 2/3 complex
subunit 3 OS=Mus musculus GN=Arpc3 PE=1
Sv=1 (H7BWZ3)

H7BWZ3

20 kDa

0

34




Cluster of Dehydrogenase/reductase SDR family

member 11 OS=Mus musculus GN=Dhrs11 Q3uU0B3 28 kDa 0 0 23

449 |PE=2 SV=1 (Q3U0B3)
Galectin-3 OS=Mus musculus GN=Lgals3 PE=1

450|sv=3 P16110 (+1) |28 kDa 1 22 |23
Cluster of Transforming protein RhoA OS=Mus

451 |musculus GN=Rhoa PE=1 SV=1 (Q9QUI0) QoQUI0 22 kDa 37 Sal
Ig heavy chain V region 914 OS=Mus musculus

452 |PE=1 Sv=1 P18527 11 kDa 37 34 |69
Cluster of Isoform 3 of Reticulon-4 OS=Mus

453 |musculus GN=Rtn4 (Q99P72-1) Qo9P72-1 22 kDa 28 34 |0
Cluster of Four and ahalf LIM domains protein
3 OS=Mus musculus GN=FhI3 PE=1 SV=2 Q9R059 32 kDa 19 22 |0

454 |(Q9R059)
Heat shock protein beta-1 OS=Mus musculus

455 |GN=Hspb1 PE=1 SV=3 P14602 (+1) |23 kDa 37 11 |46
Annexin A5 OS=Mus musculus GN=Anxa5

456 | PE=1 SV=1 P48036 36 kDa 56 0 11
Importin subunit beta-1 OS=Mus musculus

457 |GN=Kprib1 PE=1 SV=2 P70168 97 kDa 0 34 |0
Sulfurtransferase OS=Mus musculus GN=M pst

458 |PE=1 SV=1 Q3UWE66 (+1)|33 kDa 19 34 |0
Hydroxyacyl-coenzyme A dehydrogenase,
mitochondrial OS=Mus musculus GN=Hadh Q61425 34 kDa 1 34 |0

459 [PE=1 SV=2
Inorganic pyrophosphatase OS=Mus musculus

460 |GN=Ppal PE=1 SV=1 Q9D819 33kDa 1 34 |11
Calreticulin OS=Mus musculus GN=Calr PE=1

461 sv=1 P14211 48 kDa 0 22 |23
AMP deaminase 1 OS=Mus musculus

462 |GN=Ampd1 PE=2 SV=2 Q3v1D3 86 kDa 19 22 |0
Transcobalamin-2 OS=Mus musculus GN=Tcn2

463 |PE=2 SV=1 088968 48 kDa 1 34 |69
Protein S100-A8 OS=Mus musculus

464 |GN=S10038 PE=1 SV=3 P27005 10 kDa 0 11 (80
Thimet oligopeptidase OS=Mus musculus

465|GN=Thopl PE=1 SV=1 QBCIAS ~ |78kDa |0 145 10
Cytosolic non-specific dipeptidase OS=Mus

466 | musculus GN=Cndp2 PE=1 SV=1 Q9D1A2  [53kDa 0 134 |23
Glycogen [starch] synthase, muscle OS=Mus

467 |[musculus GN=Gysl PE=1 SV=2 Qoz1E4 84 kDa 1 220
Ras suppressor protein 1 OS=Mus musculus A2AUR? (+1)|30 kDa 1 11 las

468

GN=Rsul PE=4 SV=1




469

Cluster of Proteasome activator complex subunit
1 (Fragment) OS=Mus musculus GN=Psmel
PE=4 SV=1 (G3UXZ5)

G3UXZ5

27 kDa

22

46

470

Cluster of Annexin A2 OS=Mus musculus
GN=Anxa2 PE=1 SV=2 (P07356)

PO7356

39 kDa

34

46

471

Ubiqguinone biosynthesis monooxygenase COQ6
OS=Mus musculus GN=Coq6 PE=1 SV=1

D3Y W66

47 kDa

28

45

46

472

Cluster of Protein-L-isoaspartate(D-aspartate) O-
methyltransferase OS=Mus musculus
GN=Pcmt1 PE=4 SV=1 (EOCYV0)

EOCYVO[3]

30 kDa

34

473

Cluster of Catalase OS=Mus musculus GN=Cat
PE=1 SV=4 (P24270)

P24270

60 kDa

11

34

474

Cluster of PDZ and LIM domain protein 5
OS=Mus musculus GN=Pdlim5 PE=1 SV=4
(Q8CI51)

Q8CI51

63 kDa

28

475

Long-chain specific acyl-CoA dehydrogenase,
mitochondrial OS=Mus musculus GN=Acadl
PE=1SV=2

P51174

48 kDa

22

476

Inosine triphosphate pyrophosphatase OS=Mus
musculus GN=Itpa PE=1 SV =2

Q9D892

22 kDa

19

45

69

477

Ras-related C3 botulinum toxin substrate 1
0OS=Mus musculus GN=Racl1 PE=1 SV=1

P63001

21 kDa

46

22

69

478

60S ribosomal protein L7 OS=Mus musculus
GN=Rpl7 PE=1 SV=2

P14148

31 kDa

19

11

11

479

Hepatocyte growth factor-like protein OS=Mus
musculus GN=Mst1 PE=3 SV=1

EOCXNO

80 kDa

19

11

480

Cluster of Glutamate--cysteine ligase regulatory
subunit OS=Mus musculus GN=Gclm PE=2
Sv=1(009172)

009172

31 kDa

19

22

23

481

Proteasome subunit beta type-8 OS=Mus
musculus GN=Psmb8 PE=1 SV=2

P28063

30 kDa

23

482

Cluster of 26S proteasome non-ATPase
regulatory subunit 11 OS=Mus musculus
GN=Psmd11 PE=1 SV=3 (Q8BG32)

Q8BG32

47 kDa

19

11

483

Keratin, type |l cytoskeletal 72 OS=Mus
musculus GN=Krt72 PE=3 SV=1

Q6IME9

57 kDa

37

34

484

Cluster of Ras-related protein Rap-1A OS=Mus
musculus GN=Rapla PE=2 SV =1 (P62835)

P62835

21 kDa

28

11

485

Cluster of Serine/threonine-protein phosphatase
2A 65 kDaregulatory subunit A alphaisoform
OS=Mus musculus GN=Ppp2rla PE=1 SV=3
(Q76MZ3)

Q76MZ3

65 kDa

19

22

486

Ras-related protein Rab-11A OS=Mus musculus
GN=RabllaPE=3 SV=1

E9Q3P9

17 kDa

37

11

11




Regenerating islet-derived protein 3-gamma

487|0S=Mus musculus GN=Reg3g PE=1 Sv=1  |O09%49  |19kDa 119 134 134
26S proteasome non-ATPase regulatory subunit (pq 4685 61 kDa 0 22 o
488 |3 OS=Mus musculus GN=Psmd3 PE=1 SV=3
450 g\(;f:ll:lgn-l OS=Mus musculus GN=Cf|1 PE=1 P18760 19 kDa 83 10 loo
Cluster of Hydroxyacylglutathione hydrolase,
mitochondrial (Fragment) OS=Mus musculus [E9PYA3 26 kDa 19 45 |23
490 |GN=Hagh PE=1 SV=1 (E9PY A3)
Cluster of Dual-specificity protein phosphatase 3
OS=Mus musculus GN=Dusp3 PE=4 SV=1 B1AQF4 23 kDa 83 0 11
491 |(B1AQF4)
Cluster of Vascular cell adhesion protein 1
OS=Mus musculus GN=Vcaml PE=1 SV=1 P29533[2] |81 kDa 19 0 0
492 |(P29533)
Cluster of Thioredoxin domain-containing
protein 5 OS=Mus musculus GN=Txndc5 PE=1 [Q91W90 46 kDa 0 22 |0
493 |SV=2 (Q91W90)
Cluster of Actin-related protein 3 OS=Mus
494 |musculus GN=Actr3 PE=1 SV=3 (Q99JY 9) QO9IY9 47kDa 0 Sl i
Cluster of Obg-like ATPase 1 OS=Mus
495 |musculus GN=Olal PE=1 SV=1 (Q9CZ30) Q9CZ30 45kDa 0 S
4o éﬁlz nAr(;etl ;teSEgitg]:ZlOS:M us musculus P61161 45 KDa 0 2 |ae
Jo7 Ilij)lgr:rga;?/p:oftm OS=Mus musculus GN=Dpt 090726 24 KDa 19 11 |23
Jo8 IF?EIiarlngj/a:-i chain C region OS=Mus musculus P01843 12 kDa 1 56 |11
409 Sssilfc OS=Mus musculus GN=Sparc PE=1 PO7214 (+1) |34 kDa 0 29 |23
Ig heavy chain V region MOPC 21 (Fragment)
500 |0S=Mus musculus PE=1 SV=1 PO1783 15kDa |37 145 |13
o1 Es)vgitg n OS=Mus musculus GN=Dstn PE=1 QIROP5 19 kDa 1 20 |6
cop ge&it;?hqeﬁ‘éiihg\?gsz'\" us musculus PO9528 21kDa (28 |11 |23
Acyl-coenzyme A thioesterase 13 OS=Mus
503 |musculus GN=Acot13 PE=1 SV=1 QOICQR4 15kba 37 220
- :ﬁuﬁf’jscggflvs'\'/':rfg' on 7341 OS=EMUS | 1630 12kDa |37 |67 |57
Cluster of Glycogenin-1 OS=Mus musculus
505 |GN=Gyg PE=4 SV=1 (K3W4S6) K3W4s6[2] |42 kDa 37 11 |0
Cluster of 60S ribosomal protein L18a OS=Mus PE2717 21 kDa 0 0 0

506

musculus GN=Rpl18a PE=1 SV =1 (P62717)




Ig kappa chain V-V region MOPC 41 OS=Mus

507 |musculus GN=Gm5571 PE=1 SV=1 PO1639 l4kDa |37 145 134
Ig heavy chain V-111 region A4 OS=Mus

508 | musculus PE=1 SV =1 P01796 (+2) |13 kDa 37 78 |46
Isoform Smooth muscle of Myosin light

509 |polypeptide 6 OS=Mus musculus GN=Mylg | 200802 |17kDa 11 134 113
Endoplasmic reticulum resident protein 29

510 |OS=Mus musculus GN=Erp29 PE=1 SV=2 PS7759 29 kDa 19 22|23
Protein A1182371 OS=Mus musculus

511 |GN=AI1182371 PE=4 SV =2 A2AS3T (+1) |40 kDa 19 56 |34
Ras-related protein Rab-7a OS=Mus musculus

512 |GN=Rab7a PE=1 SV=2 P51150 23 kDa 28 0 34
Cys_tatl n-C OS=Mus musculus GN=Cst3 PE=2 21460 16 kDa 19 11 o3

513|SvV=2
Protein disulfide-isomerase A6 OS=Mus

514 |musculus GN=Pdia6 PE=1 SV=3 Q922R8 48kDa 0 22 |1
Cluster of F-actin-capping protein subunit apha
2 OS=Mus musculus GN=Capza2 PE=1 SV=3 |P47754 33kDa 1 45 |23

515 |(PA7754)
Cluster of Ribonuclease 4 OS=Mus musculus

516 | GN=Rnase4 PE=2 SV=1 (Q9JIH1) QOJH1 17kba {1 |34 146
Cluster of ADP/ATP translocase 1 OS=Mus

517 |musculus GN=S|c25a4 PE=1 SV =4 (P48962) PaB962 33kDa 28 S
Cluster of Cathepsin D OS=Mus musculus

518 |GN=Ctsd PE=1 Sv=1 (P18242) P18242 45kba |0 1110
Cluster of MCG130175, isoform CRA_b
OS=Mus musculus GN=BC100530 PE=2 SV=1 [Q497J0 11 kDa 0 11 (80

519 |(Q497J0)
Pentraxin-related protein PTX3 OS=Mus

520 |musculus GN=Ptx3 PE=1 SV=2 PAaBI59 42 kDa 0 22|34
Coagulation factor X1l B chain OS=Mus

521 |musculus GN=F13b PE=1 SV=2 Q07968 |76kDa |1 |11 0
Glutathione S-transferase A4 OS=Mus musculus

592 | GN=Gstad PE=1 SV=3 P24472 26 kDa 0 22 |23
Eukaryotic peptide chain release factor subunit 1

523 |0S=Mus musculus GN=Etf1 PE=1 SV=4 Q8BWY3 ~ |49kDa 128 |11 |0
Pyruvate carboxylase OS=Mus musculus

524 | GN=Pcx PE=1 SV=1 E9QPD7 (+2) (130 kDa |19 0 0
Pyruvate dehydrogenase E1 component subunit
beta, mitochondrial OS=Mus musculus Q9DO051 39 kDa 0 0 0

525|GN=Pdhb PE=1 SV=1
Cluster of Glucose-6-phosphate 1-
dehydrogenase X OS=Mus musculus Q00612 59 kDa 0 34 |11

526

GN=G6pdx PE=1 SV=3 (Q00612)




527

Cluster of Ig kappachain V-VI region XRPC 44
OS=Mus musculus PE=1 SV=1 (P01675)

PO1675 [4]

12 kDa

528

Cluster of Rab GDP dissociation inhibitor alpha
OS=Mus musculus GN=Gdi1 PE=1 SV=3
(P50396)

P50396

51 kDa

529

Annexin A1 OS=Mus musculus GN=Anxal
PE=1SV=2

P10107

39 kDa

11

57

530

Ribose-5-phosphate isomerase OS=Mus
musculus GN=Rpia PE=2 SV =2

PA7968

32 kDa

19

22

34

531

40S ribosomal protein S13 OS=Mus musculus
GN=Rpsl13 PE=1 SV=2

P62301

17 kDa

532

Peptidyl-prolyl cis-transisomerase FKBP3
OS=Mus musculus GN=Fkbp3 PE=1 SV=2

Q62446

25 kDa

19

45

11

533

Serpin B6 OS=Mus musculus GN=Serpinb6a
PE=1Sv=1

F8WIV2

45 kDa

11

23

534

Ubiquitin carboxyl-terminal hydrolase isozyme
L3 OS=Mus musculus GN=Uchl3 PE=1 SV=2

Q9JKB1

26 kDa

19

34

11

535

Ras-related C3 botulinum toxin substrate 2
0OS=Mus musculus GN=Rac2 PE=2 SV=1

Q05144

21 kDa

28

80

536

Carboxypeptidase Q OS=Mus musculus
GN=Cpq PE=2 SV=1

QIWV.J3 (+1)

52 kDa

11

537

60S ribosomal protein L23 OS=Mus musculus
GN=Rpl23 PE=1 SV=1

P62830

15 kDa

11

11

538

Isoleucine--tRNA ligase, cytoplasmic OS=Mus
musculus GN=lars PE=2 SV=2

Q8BU30

144 kDa

19

539

Cluster of Carbonyl reductase [NADPH] 2
OS=Mus musculus GN=Cbr2 PE=1 SV=1
(P0O8074)

PO8074

26 kDa

19

22

23

540

Cluster of Mannosyl-oligosaccharide 1,2-al pha-
mannosidase |A OS=Mus musculus
GN=Manlal PE=1 SV=1 (P45700)

PA5700

73 kDa

11

541

Glyceradehyde-3-phosphate dehydrogenase,
testis-specific OS=Mus musculus GN=Gapdhs
PE=2 Sv=1

Q64467 (+1)

48 kDa

25

12

23

542

Cluster of Serine/threonine-protein phosphatase
2A 65 kDaregulatory subunit A betaisoform
OS=Mus musculus GN=Ppp2rlb PE=4 SV=1
(H3BLE?7)

H3BLE7

66 kDa

28

11

543

Isoform Short of Heterogeneous nuclear
ribonucleoprotein A1 OS=Mus musculus
GN=Hnrnpal

P49312-2

29 kDa

45

544

40S ribosomal protein S14 OS=Mus musculus
GN=Rpsl4 PE=2 SV=3

P62264

16 kDa

46




Carbonyl reductase [NADPH] 3 OS=Mus

545 |musculus GN=Cbr3 PE=2 SV=1 Q8K354 ~ |31kDa |1 10 134
Pro-cathepsin H OS=Mus musculus GN=Ctsh

546 |PE=2 V=2 P49935 37 kDa 0 22 |23
Platel et-activating factor acetylhydrolase IB
subunit beta OS=Mus musculus GN=Pafah1b2 |Q61206 26 kDa 19 11 |34

547 |PE=1 SV=2
Biliverdin reductase A OS=Mus musculus

548 | GN=Blvra PE=2 SV=1 QCY64  [3akDa 10 22 0
Eosinophil cationic-type ribonuclease 3

549 |0S=Mus musculus GN=Ear3 PE=3 SV=1 035290 18kba 1 0 1
Heterogeneous nuclear ribonucleoproteins
A2/B1 OS=Mus musculus GN=Hnrnpa2bl 088569 37 kDa 0 0 34

550 |PE=1 SV=2
Programmed cell death 6-interacting protein

551 |0S=Mus musculus GN=Pdcd6ip PE=1 Sy=3 | 2WU78  |%kba 11122 10
Ubiquitin-conjugating enzyme E2 K OS=Mus

552 |musculus GN=Ube2k PE=1 SV=3 Pe1087 22 kba 37 22 |1
Ubiquitin thioesterase OTUB1 OS=Mus

553 |musculus GN=Otubl PE=1 SV=2 Q7TQIs  3lkba 119 |11 0
N(G),N(G)-dimethylarginine
dimethylaminohydrolase 2 OS=Mus musculus  |Q99LD8 30 kDa 19 0 11

554 |GN=Ddah2 PE=1 SV=1
Actin-related protein 2/3 complex subunit 5

555 |OS=Mus musculus GN=Arpc5 PE=2 SV=3 QoCPW4 16 kDa 19 S
Cadherin-1 OS=Mus musculus GN=Cdhl1 PE=1

556 |sv=1 P09803 98 kDa 0 22 |0
Cluster of Ig kappachain V-111 region PC 7175

557 |0S=Mus musculus PE=1 SV=1 (P01671) Po1671 12kba 46 0|15
Thyroxine-binding globulin OS=Mus musculus

558 | GN=Serpina7 PE=2 Sv=1 P61939 47 kDa 0 22 |34
Eukaryotic initiation factor 4A-11 OS=Mus

559 |musculus GN=Eif4a2 PE=3 SV=1 E9Q561 36kDa 28 1o
Cluster of Retinal dehydrogenase 1 OS=Mus

560 |musculus GN=Aldhlal PE=1 SV=5 (P24549) | 2449 54kDa 101010
Isoform 2 of Guanidinoacetate N- 035969-2 28kDa 137 |o 0

561 [methyltransferase OS=Mus musculus GN=Gamt
Dual specificity phosphatase DUPD1 OS=Mus

562 |musculus GN=Dupdl PE=2 SV=1 QBBK84 24 kDa 28 S
EMILIN-1 OS=Mus musculus GN=Emilinl

563 |PE=1 V=1 Q99K 41 108 kDa |19 0 0
Cluster of Isoform 2 of Alpha-synuclein 055042-2 12 kDa 19 11 |aa

564

OS=Mus musculus GN=Snca (055042-2)




Myosin light chain 3 OS=Mus musculus

565 |GN=Myl3 PE=1 Sv=4 P09542 22 kDa 0 0 15

o g(ﬁ:r;z bszc())rr;aé :pgog\ai/ r; I2_30 OS=Mus musculus P62889 13 kDa 1 1 lae
60S acidic ribosomal protein P2 OS=Mus

567 |musculus GN=Rplp2 PE=1 SV=3 Po9027 12kDa |1 156 |23
Ubiquitin carboxyl-termina hydrolase OS=Mus

568 |musculus GN=Usp5 PE=1 SV=1 Q3Uaws 93 kDa 0 220
Phospholipid transfer protein OS=Mus musculus

569 | GN=Pitp PE=4 Sv=1 A2A5K?2 49 kDa 1 0 0
Tubulin beta-1 chain OS=Mus musculus

570 |GN=Tubb1 PE=1 SV=1 A2AQ07 50 kDa 19 34 |11
Cathelin-related antimicrobia peptide OS=Mus

571 |musculus GN=Camp PE=2 SV=1 Pol4sy 20kDa 10 122 146
Heterogeneous nuclear ribonucleoprotein A/B

572 |0S=Mus musculus GN=Hnrnpab PE=1 SV=1 Q20BDO (+2) |36 kDa 0 22|34
AP-2 complex subunit alpha-2 OS=Mus

573 |musculus GN=Ap2a2 PE=1 SV=2 P14zt 104kDa |1 122 |0

574 éﬁﬂfgggggzg'svvgf; Mus musculus 061268 14kDa (37 (11 |34
Epididymal secretory protein E1 OS=Mus

575 |musculus GN=Npc2 PE=1 SV=1 Q92010 16kba 10|11 123
Cluster of EF-hand domain-containing protein
D2 OS=Mus musculus GN=Efhd2 PE=1 SV=1 |Q8C845 27 kDa 19 0 0

576 |(Q8C845)
Cluster of Coronin-1A OS=Mus musculus

577 |GN=Corola PE=1 SV=5 (089053) 089053 S1kba 0 123
Heat shock protein beta-2 OS=Mus musculus

578 |GNeHopb2 PE=2 SV~2 QUPRE  [20kDa |28 [0 |0

- ghhcl)s?_'ho:ilt)lo:)sgltiag\s/fe;ase OS=Mus musculus P00493 25 kDa 0 34 |11

a0 zaNs-:r;I iig ggieé nsSibz-m OS=Mus musculus P35203 23 KDa o8 0 0
Acylpyruvase FAHD1, mitochondrial OS=Mus

581 |musculus GN=Fahd1 PE=1 SV=2 Q8ROF8  |25kDa 10 |22 |11
Cluster of COP9 signalosome complex subunit
7a (Fragment) OS=Mus musculus GN=Cops7a |D3Z440([2] |25kDa 19 22 |0

582 |PE=4 SV=2 (D3Z440)
Rho-related GTP-binding protein RhoB

583 |0S=Mus musculus GN=Rhob PE=1 SV=1 P62746 22kba 11110
Cluster of D-dopachrome decarboxylase
OS=Mus musculus GN=Ddt PE=1 SV=3 035215 13 kDa 28 22 |11

584

(035215)




Cluster of ATP synthase subunit O,

mitochondrial OS=Mus musculus GN=Atp50 [Q9DB20 23 kDa 19 117 (O
585 |PE=1 SV=1 (Q9DB20)
Cluster of Ras-related protein Rab-2A OS=Mus P53994 24 kDa 19 0 0
586 [musculus GN=Rab2a PE=1 SV =1 (P53994)
Cluster of L-selectin OS=Mus musculus
587 |GN=Sell PE=2 SV =1 (P18337) P18337 42kba 19 0 0
COP9 signalosome complex subunit 8 OS=Mus
588 | musculus GN=Cops8 PE=1 SV=1 Q8vBv7  |23kDa |28 122 |0
Apoptosis-associated speck-like protein
containing a CARD OS=Mus musculus Q9EPB4 21 kDa 0 0 23
589 |GN=Pycard PE=1 SV=1
Protein MEMO1 OS=Mus musculus
590 |GN=Memol PE=1 SV=1 Q91VH6 34 kDa 0 22 |0
Serine/threonine-protein phosphatase 2A
catalytic subunit alphaisoform OS=Mus P63330 36 kDa 19 22 |0
591 |musculus GN=Ppp2ca PE=1 SV=1
Histone H2A OS=Mus musculus GN=H2afz
592 |PE=2 Sv=1 Q3UA9S 11 kDa 28 11 |16
L -lactate dehydrogenase C chain OS=Mus
593 |musculus GN=Ldhc PE=1 SV=2 PO0342 36 kDa 26 20 |80
Cluster of Elongation factor 1-beta OS=Mus
504 [musculus GN=Eef1b PE=1 SV=5 (O70251)  |O/02°L  |kba 119 122 123
Cluster of Isopentenyl-diphosphate Delta-
isomerase 1 OS=Mus musculus GN=Idi1 PE=2 [P58044 26 kDa 0 22 |0
595 |SV=1 (P58044)
Cluster of Malectin OS=Mus musculus
596 | GN=Mlec PE=2 SV=2 (Q6ZQI3) Q62QI3 32kDa 0 1o
Alpha-soluble NSF attachment protein OS=Mus
597 |musculus GN=Napa PE=1 SV=1 Q9DBOS ~ |33kDa |28 |11 |0
2,4-dienoyl-CoA reductase, mitochondrial
598 |OS=Mus musculus GN=Decrl PE=1 SV=1 QocQe2 36kDa 19 1o
40S ribosomal protein S8 OS=Mus musculus
509 | GN=Rps8 PE=1 SV=2 P62242 24 kDa 0 0 23
Cluster of Ribose-phosphate pyrophosphokinase
1 OS=Mus musculus GN=Prpsl PE=F1 SV=4  |Q9D7G0 35 kDa 0 11 |23
600 |(Q9D7G0)
Ketimine reductase mu-crystallin OS=Mus
601 |musculus GN=Crym PE=1 SV=1 054983 34 kDa 0 67 |0
NAD(P)H-hydrate epimerase OS=Mus
602 | musculus GN=Apoalbp PE=1 SV=1 Q8K4z3  |8lkDa |19 |11 0
Biglycan OS=Mus musculus GN=Bgn PE=2 28653 49 kDa 0 0 23

603

Sv=1




604

SH3 domain-binding glutamic acid-rich-like
protein OS=Mus musculus GN=Sh3bgrl PE=3
sv=1

QoJU8

13 kDa

22

11

605

V esicle-associated membrane protein-associated
protein A OS=Mus musculus GN=Vapa PE=1
Sv=2

QOWV 55

28 kDa

606

Cluster of Ig kappachain V-I1I region PC 7043
OS=Mus musculus PE=1 SV=1 (P01665)

P01665 [2]

12 kDa

28

45

14

607

Cluster of Capping protein (Actin filament),
gelsolin-like OS=Mus musculus GN=Capg
PE=1 SV=1 (Q99LB4)

Q99LB4

39 kDa

34

11

608

Cluster of Aldehyde dehydrogenase,
mitochondrial OS=Mus musculus GN=AIldh2
PE=1 SV=1 (P47738)

PAT7738

57 kDa

34

609

Plasminogen activator inhibitor 2, macrophage
OS=Mus musculus GN=Serpinb2 PE=2 SV=1

P12388

46 kDa

23

610

Transcription elongation factor B polypeptide 1
OS=Mus musculus GN=Tcebl PE=1 SV=1

P83940

12 kDa

19

611

Ig kappa chain V-1 region S107A OS=Mus
musculus GN=Igkv7-33 PE=4 SV=1

P01632

13 kDa

56

34

23

612

V esicle-associated membrane protein, associated
protein B and C OS=Mus musculus GN=V apb
PE=2 SV=1

Q8BHS0 (+1)

27 kDa

19

613

Guanine nucleotide-binding protein
G()/G(S)/G(T) subunit beta-3 OS=Mus
musculus GN=Gnb3 PE=1 SV =2

Q61011

37 kDa

614

Serum amyloid A-1 protein OS=Mus musculus
GN=Saal PE=1 SV=2

PO5366

14 kDa

16

615

60S acidic ribosomal protein P1L OS=Mus
musculus GN=Rplpl PE=2 SV=1

PA7955

11 kDa

45

23

616

GTP-binding protein SAR1b OS=Mus musculus
GN=Sarlb PE=1 SV=1

Q9CQCI

22 kDa

11

617

Eukaryotic trandation initiation factor 3 subunit
L OS=Mus musculus GN=Eif3| PE=1 SV=1

Q8QzY1

67 kDa

22

618

Serine/threonine-protein phosphatase 2A 55 kDa|
regulatory subunit B aphaisoform OS=Mus
musculus GN=Ppp2r2a PE=1 SV=1

Q6P1F6

52 kDa

34

619

ATP-dependent 6-phosphofructokinase, liver
type OS=Mus musculus GN=Pfkl PE=1 SV=4

P12382

85 kDa

620

Myosin light chain 4 OS=Mus musculus
GN=Myl4 PE=2 SV=3

P09541

21 kDa

621

Ig heavy chain V region 3 OS=Mus musculus

GN=Ighv1-61 PE=1 SV=1

P0O1749

13 kDa

28

11




Cluster of Peroxiredoxin-4 (Fragment) OS=Mus

B1AZS9 26 kDa 65 67 |46
622 |musculus GN=Prdx4 PE=4 SV=1 (B1AZS9)
Cluster of Prefoldin subunit 2 OS=Mus
623 |musculus GN=Pfdn2 PE=2 Sv=2 (O70591)  |O/029%  |17kDa 119 134 10
F-actin-capping protein subunit apha-1
624 |0S=Mus musculus GN=Capzal PE=1 SV=4 PATTS3 (+1) 33kDa 0 22 1
Ig kappa chain V-I11 region PC 3741/TEPC 111
625 |0S=Mus musculus PE=1 SV=1 PO1660 12kba 146 145 |10
PRA1 family protein 3 OS=Mus musculus
626 | GN=Arl6ip5 PE=1 SV=2 Q8RS 22kba 10010
7 g'll\'llzsb;f; an)jEp:r;)tg\;LSlA Rl1la OS=Mus musculus Q99374 29 KDa 37 1 |l
Ribonuclease UK 114 OS=Mus musculus
628 |GN=Hrsp12 PE=1 SV=3 P52760 14 kDa 1 1 |0
Ig kappa chain V-I11 region ABPC 22/PC 9245
629 |0S=Mus musculus PE=1 SV=1 PO1662(+1) |12kDa 119 |34 169
Cluster of Glia maturation factor gamma
OS=Mus musculus GN=Gmfg PE=1 SV=1 Q9ERL7 17 kDa 0 0 34
630 |(Q9ERL7)
Tubulin polymerization-promoting protein
family member 3 OS=Mus musculus Q9CRB6 19 kDa 1 0 23
631 |GN=Tppp3 PE=1 SV=1
Cluster of Heme oxygenase 1 OS=Mus
632 |musculus GN=Hmox1 PE=1 SV =1 (P14901) P14901 33kDa 0 0 23
Diphosphoinositol polyphosphate
phosphohydrolase 1 OS=Mus musculus H3BLR8 (+1) (14 kDa 19 0 0
633 |GN=Nudt3 PE=3 SV=1
H-2 class | histocompatibility antigen, D-K
alpha chain OS=Mus musculus GN=H2-D1 P14426 41 kDa 19 22 (11
634 |PE=1 SV=1
Heterogeneous nuclear ribonucleoprotein DO
(Fragment) OS=Mus musculus GN=Hnrnpd E9Q5B6 12 kDa 0 22 (11
635|PE=1 SV=1
Astrocytic phosphoprotein PEA-15 OS=Mus
636 |mscaults N ponts PE=1 SYo1 Q62048 (+1) |15kDa 10 10 123
Calmodulin-4 OS=Mus musculus GN=Cam4
637 |PE=2 V=2 Q9IM83 17 kDa 0 0 23
Protein FAM49B OS=Mus musculus
638 | GN=Fama9b PE=2 SV =1 Q921M7 37 kDa 19 0 11
Ig lambda-1 chain V region OS=Mus musculus PO1723 (+1) |12 kDa 19 1 o

639

PE=1SV=2




