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Identified Proteins (2504)
Ackinase anchor protein 4 05=Mus musculus GN=Akapd PE=15V=1
Tubulin beta-48 chain OS=Mus musculus GN=Tubbab PE=1 SV=1

i i protein 2 05=Mus P2 PE=15V=3
Myosin-10 0S=Mus musculus GN=Myh10 PE=2 SV=1

Protein Gm14569 0S=Mus musculus GN=Gm14569 PE=4 SV=1

Outer dense fiber protein 2 05=Mus musculus GN=0df2 PE=2 SV=1

Actin, cytoplasmic 2 05=Mus musculus G| =1

Plectin 0S=Mus musculus GN:
Vimentin 05=Mus musculus G
Heat shock-related 70 kDa protein 2 05=Mus musculus GN=Hspa2 PE=1 SV=2
Plectin 0S=Mus musculus GN=Plec P
Histone H4 05=Mus musculus G
Nesprin-2 0
Ackinase anchor protein 3 05=Mus musculus G =
SH3 domain-containing protein 21 05=Mus musculus GN=Sh3d21 PE=1 V=1
DNA topoisomerase 2-alpha 0S=Mus musculus GN=Top2a PE=15)

Protein Actl11 05=Mus musculus GN=Actl11 PE=2 SV=1
Tubulin alpha-3 chain OS=Mus musculus GN=Tuba3a PE=15)
Histone H28 type 1-F/J/L 05=Mus musculus GN=Hist1h2bf PE=1 SV-=
Phosphoglycerate kinase 2 05=Mus musculus GN=Pgk2 PE=1SV:
E3 ubiqulth

PE=25)

in ligase:
Myosin-9 0S=Mus musculus GN=Myh9 PE=1 SV=4
17 05=Mus lus GN=Spagl7 PE=4 SV=1
Dynein heavy chain 17, axonemal OS=Mus musculus GN=Dnah17 PE=4 SV=1
Poly (ADP-ribose) polymerase family, member 1 OS=Mus musculus GN=Parp1 PE=2 SV=1
Kinesin-like protein KIF27 OS=Mus musculus GN=Kif27 PE=1 SV=:
I M i

=Hnrnpm PE=1 5
I U 0s=M; ‘GN=Hnmpu PE=1 SV=1

Unconventional myosin-Id 05=Mus musculus GN=Myo1d PE=1 V-
Unconventional myosin-Vila 05=Mus musculus GN=Myo7a PE=1 SV=2
chain OS=Mus PE=1

Outer dense fiber protein 1 05=Mus musculus GN=0df1 PE=2 V=1

£3 SUMO-protein ligase RanBP2 05=Mus musculus GN=Ranbp2 PE=1 5V=2

Endoplasmin O5=Mus musculus GN=Hsp90b1 PE=1 5V=2

Testis-specific serine kinase substrate OS=Mus musculus GN=Tsks PE=1 SV=4

Sequestosome-105=Mus musculus GN=Sastm1 PE=15)
bul d protein 18 05=M: PE=15V=2

Kinesin-ike protein KIF2A OS=Mus musculus GN-=

Histone H2A type 2-C 05=Mus musculus GN=Hist2h2ac PE=1 5V=3

Y box protein 2 05=Mus musculus GN=Ybx2 PE=2 SV=1

Heat shock protein HSP 90-alpha OS=Mus musculus GN=Hspd0aal P!

Glutathione S-transferase Mu 5 05=Mus musculus GN=GstmS PE=

Calicin O5=Mus musculus GN=Ccin PE=2 SV=1

Heat shock 70 kDa protein 4L 05=Mus musculus GN=Hspad P

8, axonemal 0S=Mus musculus G
lated protein OS=Mus I

i Kinase TEX14 0S=M PE=1 5V
Phospholipid peroxidase, 05=Mus musculus GN=Gpxd PE=15V=4
Centrosomal protein of 55 kDa 05=Mus musculus GN=Ceps5 PE=15)

Dynein heavy ch:

SWI/SNF-related d actin-dependent regulator of
PC4and ing ip1 PE=15V=1

Tektin-3 05=Mus musculus GN=Tekt3 PE:

Lamin- ssculus GN=Lmn!

Trifunctional enzyme subunit alpha, mitochondrial OS=Mus musculus GN=Hadha PE=1 SV=1

p7 PE=2 5\

Elongation factor 1-alpha 1 0S=Mus musculus GN=Eef1a1 P
Transcription factor A, mitochondrial O5=Mus musculus GN=Tfam PE=
Voltage-dependent anion-selective channel protein 2 (Fragment) OS=Mus musculus GN=Vdac2 PE=a V=1

Core histone macro-H2A.1 05=Mus musculus GN=H2afy PE=1 SV=
Serine/arginine-rich splicing factor 105=Mus musculus GN=Srsf1 PE=15V=3
Myosin-11 0S=Mus musculus GN=Myh11 PE=4 SV=1

Elongation factor 1-gamma OS=Mus musculus GN=Eef1g PE=1 5=
Heat shock 70 kDa protein 1-like OS=Mus musculus GN=Hspall PE=2 5V=4
xS PE=15V=2

Transitional endoplasmic reticulum ATPase OS=Mus musculus GN=Vcp PE=1 V=4
Protein Spata31d1d OS=Mus musculus GN=Spata31d1d PE=4 SV=1

605 ribosomal protein L4 0S=Mus musculus GN=Rpld PE=1 5V=3

Histone H28 type 1-A 05=Mus musculus GN=

Piwi-like protein 1 05=Mus musculus GN=Piwil1 PE=1 SV=1
protein 3 0S=Mi p3 PE=2 SV=1

Mediator of DNA damage checkpoint protein 1 0S=Mus musculus GN=Mdcl PE=2 SV=1
ATP-dependent RNA helicase A 05=Mus musculus GN=Dhx3 P
405 ribosomal protein S8 0S=Mus musculus GN=Rps8 PE=1 5V=2
Importin-5 0S=Mus musculus GN=Ipo5 PE=15V=3
Protein disulfide-isomerase A3 0S=Mus musculus GN=Pdia3 PE=1 5V=2
Protein FAM71B 0S=Mus musculus GN=Fam71b PE=2 5
Nucleolar protein 56 05=Mus musculus GN=Nop56 PE=1 5V=2
605 ribosomal protein L6 0S=Mus musculus GN=Rpl6 PE=1 5V=3
Tektin-2 05=Mus musculus GN=Tekt2 PE=2 5\

protein 105=Mus PE=15V=1
405 ribosomal protein 53 0S=Mus musculus GN=Rps3 P
Valine--tRNA ligase 0S=Mus musculus GN=Vars PE=2 SV=1
Interferon-gamma-inducible GTPase Ifgge protein OS=Mus musculus GN=Irge1 PE=4 SV=1
ATP-dependent RNA helicase DDX1 05=Mus musculus GN=Ddx. P
Cytoplasmic dynein 1 heavy chain 1 0S=Mus musculus GN=Dynclhl P
Nucleolin 05=Mus musculus GN=Ncl PE=15V:
Pyruvate kinase PKM 0S=Mus musculus GN=Pkm PE=1 5V=4

0s=M) PE=15V=2

=3

sv=2

DNA ligase OS=Mus musculus GN=Lig3 PE=2 SV=1
Centromere protein V 05=Mus musculus GN=Cenpy PE=2 S
Elongation factor 1-delta (Fragment) OS=Mus musculus GN=Eef1d PE=_
i protein 3

Protein SON 0S=Mus musculus GN=Son PE=2 SV=1
DNA topoisomerase 105=Mus musculus GN=Top1 PE=1 5V=2
Prelamin-A/C 05=Mus musculus GN=Lmna PE=1 SV=2

inn: protein OS=Mus
Cytosolic 5™nucleotidase 18 05=Mus musculus G
Protein Numal 0S=Mus musculus GN=Numa1 PE=2 5
Outer dense fiber protein 3 05=Mus musculus GN=0df3 PE=15
Succinyl-CoA:3-ketoacid coenzyme A transferase 24, mitochondrial OS=Mus musculus GN=Oxct2a PE=2 SV=2
Tropomyosin alpha-3 chain 0S=Mus musculus GN=Tpm3 PE=2 5\
Tektin-4 05=Mus musculus GN=Tekt PE=2 V=
Bromodomain adjacent to zinc finger domain protein 1A OS=Mus musculus GN=Bazla PE=2 SV=1
T-complex protein 1 subunit alpha 0S=Mus musculus GN=Tcp1 PE=1 V=
Clathrin heavy chain 1 05=Mus musculus GN=Cltc P 3
EF-hand calcium-bindi i protein 6 0S=M; PE=15V=2

=15v=1

A member 5 05=Mus musculus GN=Smarca5 PE=1 SV=1

Ma_004_3149_2121_01 (F293244): Peptide Prophet with Delta Mass Correction [+1,42,+3,+4,45,46,+7,+8 and above
N [+1,42,43,+4,45,+6,+7,48 and above

Ma_004_3149_2121_02 (F293245): Peptide Prophet with Delta Mass Corre

4bVASA P WT SPD
Accession I Molecular Protein GrFold Chang Taxonomy 4bVASA SPWT SPD

5P| Q60667 94 kDa 0%(0.7)  unknown 374 528
spIPEB37250kDa  TRUE 0%(10) unknown 383 387
spIA2ARZ:785KDa  TRUE 0% (08) unknown 284 371
tr|Q3UHSE233kDa  TRUE 0% (09) unknown 313 366
tr|E9Q0C6 181 kDa 0%(0.8)  unknown 285 351
tr|AKGWIB1KDa  TRUE 0%(07) unknown 257 363
spIP6326042kDa  TRUE 0%(07) unknown 26 3
tr|E9QNB7534KkDa  FALSE  95%(0.0) unknown o 503
spIP2015254kDa  TRUE  0%(07) unknown 202 304
spIPL715670kDa  TRUE 0% (08) unknown 235 291
tr|E9PY96|517kDa  TRUE  95%(INF) unknown a1 0
5p|P62806 11 kDa 0%(0.8)  unknown 162 211
spIQEZWC783kDa  TRUE 0% (06) unknown 135 27
5p| 088987 96 kDa 0% (10)  unknown 181 184
5p|Q7TSGE 60 kDa 0%(1.0)  unknown 194 201
$plQO1320173kDa  TRUE 0% (09) unknown 144 165
tr]Q9DSV1 131 kDa 0%(08)  unknown 136 2
spIPOS21450kDa  TRUE 0% (08) unknown 153 186
spIPL08S314kDa  TRUE 0% (06) unknown 112 191
spIP0904145KkDa  TRUE 0% (09) unknown 133 150
tr|E9Q3A0 81 kDa 0%(0.8)  unknown 17 150
splQBVDD 226kDa  TRUE 0% (10) unknown 124 19
tr|G3UYF7 263 kDa 0%(0.7)  unknown 92 129
r|KBWAR(S11kDa  TRUE 0% (08) unknown % 123
tr]Q921K2 113 kDa 0%(0.9)  unknown 127 135
splQ7MEZ159kDa  TRUE 0% (08) unknown 18 139
50| QIDOE: 78 kDa 0%(1.0)  unknown 16 120
spIQBVEK:88KDa  TRUE 0% (09) unknown 103 12
spIQSSYD( 116 kDa 0%(0.8)  unknown 89 109
5p|P97479 255 kDa 0%(0.8)  unknown o1 108
spIPO034236kDa  TRUE 0% (08) unknown 100 133
splQ6as6ia8kDa  TRUE 0%(07) unknown 86 132
5p|Q6199¢ 28 kDa 0%(0.7)  unknown 86 19
spIQOERUI341KDa  TRUE 0%(07) unknown 7 110
spIPOB11392kDa  TRUE 0%(10) unknown 101 103
5p| 054887 64 kDa 0% (0.8)  unknown 95 15
5p|Q64337 48 kDa 95%(04) unknown 57 160
sp|P14873 270 kDa 0%(0.7)  unknown i 114
spIP2874080kDa  TRUE 0% (08) unknown 85 108
plQ6as2:14kDa  TRUE 0%(07) unknown 8 120
tr|B2RUFO 38kDa  TRUE  0%(09) unknown 105 14
spIPO790185kDa  TRUE 0%(17) unknown 128 76
spIPA877427kDa  TRUE 0% (09) unknown 104 10
5p| Q8CDE: 67 kDa 0%(0.8)  unknown 87 104
spIP4872294kDa  TRUE 0% (08) unknown 83 108
tr|E9Q3L1 146kDa  TRUE 0% (09) unknown 95 100
tr|GSEBAB 63 kDa 0%(0.9)  unknown 91 101
plP2934171kDa  TRUE 0% (09) unknown 9 100
splQgixaisal kba 0%(0.8)  unknown 70 92
pIP2002972kDa  TRUE 0% (08) unknown % 100
5p|Q7M6L 163 kDa 0%(07)  unknown 7 10
5p| 070325 22 kDa 0%(0.9)  unknown 7 7
5p|Q8BT03 54 kDa 0%(0.9)  unknown 86 97
sp|Qo1ZW 122 kD2 0%(0.8)  unknown 7 o1
spIQ9OIFB 60kDa  TRUE 0% (08) unknown % 18
5p|Q6X627 57 kD2 0%(0.7)  unknown 7 106
spIPL473367kDa  TRUE  0%(09) unknown 7 8
sp|Q8BMS 83 kDa 0%(1.2)  unknown 100 8
tr|E9PXYS| 133 kDa 0%(1.2)  unknown 91 79
5pIP10126 50 kDa 0%(0.8)  unknown 7 102
5pIPA0630 28 kDa 0%(1.0)  unknown 7 7
1r]G3UX2630 kDa 0%(0.9)  unknown 85 o7
tr]Q3Vizs 29kDa  TRUE 0%(10) unknown 7 81
p|Q90ZQ40kDa  TRUE 0% (09) unknown i o1
5p|Q6PON 28 kDa 0%(0.7)  unknown 6 %
tr|E9QPE7 223kDa  TRUE  0%(07) unknown & %
5p|QIDEN 50 kDa 0%(0.7)  unknown 70 97
spIP1662771kDa  TRUE 0%(07) unknown 7 100
splQ6165€69kDa  TRUE 0%(12) unknown o1 75
splQBK3ICI5KDa  TRUE 0% (08) unknown 66 80
5p|Q01852 89 kDa 0%(1.2)  unknown 76 63
tr|E9QSW: 137 kDa 0%(0.9)  unknown 7 79
50| QIDBE( 47 kDa 0%(1.2)  unknown 81 67
spIP70696 14kDa  TRUE 0%(07) unknown 75 %
sp|Q6NY1: 81 kDa 0%(1.0)  unknown 7 7
splQOIMB 99kDa  TRUE 0% (10) unknown 7 78
tr[E9PZY2| 177 kDa 0%(08)  unknown 62 76
tr|E9QK89 185 kDa 0%(0.7)  unknown 56 86
tr| ESQNN] 150 kDa 0%(0.8)  unknown 65 85
5p|P62242 24 kDa 0% (1.1)  unknown 7 69
5p|Q8BKC! 124 kDa 0% (1.1)  unknown 7 66
sp|P27773 57 kDa 0% (1.0)  unknown 7 76
spIQSSTTE 69 kDa 0%(09)  unknown 68 78
5p|QIDEZ: 64 kD2 0%(0.7)  unknown 59 %0
spIP47911 34 kDa 0%(1.0)  unknown 7 76
5p|Q9226' 50 kDa 0%(0.8)  unknown 65 85
spIQ2MH30kDa  TRUE 0% (06) unknown 55 87
5p|P62908 27 kDa 0%(0.9)  unknown 64 69
5pQ971Q¢ 140 kDa 0%(06)  unknown a7 8
tr|D3Z720 51kDa 0%(0.6)  unknown 49 81
5p|QIIVR! 83 kDa 0%(1.0)  unknown 61 64
sp|Q9IHUL 532 kDa 0% (1.1)  unknown 56 51
5pIP09405 77 kDa 0%(1.0)  unknown 7 7
5p|P52480 58 kDa 0%(0.9)  unknown 61 69
5p|Q6452181 kDa 0%(09)  unknown 65 75
tr|Q80ZH7 113 kDa 0%(1.2)  unknown 68 55
spIQICXst 28 kDa 0%(0.9)  unknown 59 65
tr|F6ZFU0 61kDa  TRUE 0% (08) unknown 59 75
50106093131 kDa 0%(0.9)  unknown 61 68
tr|HIKV0O 269 kDa 0%(0.8)  unknown 50 65
5p1Q0475(91 kDa 0% (1.1)  unknown 58 52
5p|PABE78 74 kDa 0%(0.8)  unknown 52 6
sp|QBCAQ 84 kDa 0%(0.9)  unknown 62 66
splQIIVESGSKDa  TRUE 0% (06) unknown 50 87
tr|E9Q7G0236KDa  TRUE 0% (07) unknown a3 62
5p|Q920N: 28 kDa 0%(0.9)  unknown 59 &7
5p|QIIINA 56 kDa 0%(0.9)  unknown 60 67
r|E9Q70329kDa  TRUE 0% (08) unknown 59 7
spQ1495152 kDa 0%(0.8)  unknown 55 66
tr]G3UWZI 178 kDa 0%(0.6)  unknown 8 7
spIP11983 60 kDa 0% (1.1)  unknown 7 65
5p|Q68FD: 192 kD2 0% (15)  unknown 70 a7
sp|Q6P1EE 176 kDa 0%(08)  unknown 56 70



114

Protein Tex21 05=Mus musculus GN=Tex21 PE=2 SV=1
Lipoma-preferred partner homolog 0S=Mus musculus GN=Lpp PE=1 5V=1
i ing protein 1 0S=Mus lus GN=Rrbp1 PE=2 V=2

High mobility group protein B4 OS=Mus musculus GN=Hmgba P
Serine/arginine repet
Heterogeneous nuclear ribonucleoprotein H 05=Mus musculus G
T-complex protein 1 subunit beta OS=Mus musculus GN=Cct2 PE=1 SV=4
EF-hand d protein 105=M [
405 ribosomal protein S3a 05=Mus musculus GN=Rps3a PE=1 5V=3

Myosin phosphatase Rho-interacting protein O
CAP-Gly domain-containing linker protein 1 (Fragment) OS=

AT synthase subunit alpha, mitochondrial O5=Mus musculus G
NADP-dependent malic enzyme OS=Mus musculus GN=Me1 PE
605 ribosomal protein L3 05=Mus musculus GN=Rpl3 PE=2 SV=3
Heterogeneous nuclear ribonucleoprotein K 0S=Mus musculus GN=Hnrnpk PE=1 SV=
Uncharacterized protein C70rf31 homolog 0S=Mus musculus PE=2 V=1

I

tpSal PE=15V=1
V=2

factor 8 05=M;
Actin-like protein 7A 0S=Mus musculus GN=Acti7a PE=1 SV=1
P

rpf8 PE=15V=2

sv=2
Protein Scml2 O5=Mus musculus GN=Scmi2 PE=2 SV:
605 ribosomal protein L23 05=Mus musculus GN=Rp23 PE=1 5V=1
betarl like protein LACTB, =M

Interleukin enhancer-binding factor 3 0S=Mus musculus GN=If3 PE=1 5V=2
ATP synthase subunit beta, mitochondrial OS=Mus musculus GN=AtpSb PE=1 SV=2
DNA topoisomerase 2-beta O5=Mus musculus GN=Top2b PE=1 5V=2

Protein FAM166A 0S=Mus musculus GN=Fam166a PE=2 S\
Spermatid-specific linker histone H1-like protein OS=Mus musculus GN="
605 ribosomal protein L8 O5=Mus musculus GN=Rplg PE=2 5V=2

Is1 PE=1 5V=:

Fragile X mental retardation syndrome-related protein 1 0S=Mus musculus GN=Fxrl PE=15V=2

b PE=2 SV=1

tRNA-splicing ligase Rtc8 homolog 0S=Mus musculus GN=

Espin OS=Mus musculus GN=Espn PE=2 SV=

Protein Kif23 O5=Mus musculus GN=Kif23 PE=2 SV=1

Spectrin alpha chain, erythrocytic 1 05=Mus musculus GN=Sptal PE=2 S\
I tik 105=Mus musculus

L (Fragment) 0S=Mus lus GN=Hnrnpl PE=4 SV=1
[

GN=Lactb PE=1 5V=1

PE=15V=1

Putative pre-mRNA-splicing factor ATP-dependent RNA helicase DHX15 0S=Mus musculus GN=Dhx15 PE=2 SV=2

605 ribosomal protein L7a OS=Mus musculus GN=Rpl7a PE=2 V=2
Glycerol kinase 2 05=Mus musculus GN=GK2 PE=2 SV=1
405 ribosomal protein 52 0S=Mus musculus GN=Rps2 PE=1 5V=3
i protein 20 0=Mus lus GN=Spata20 PE=2 SV=1
Ankycorbin 0S=Mus musculus GN=Rai14 PE=1 SV=1
Hexokinase-1 05=Mus musculus G sv=3
Protein disulfide-isomerase-like protein of the testis OS=Mus musculus GN=Pdilt PE=1 5V=1
I 81 05=Mus P
Elongation factor 2 05=Mus musculus GN=Eef2 P 2
405 ribosomal protein 513 0S=Mus musculus Gl
Dipeptidase 3 OS=Mus musculus GN=Dpep3 PE=1 V=1
Coiled-coil domain-containing protein 67 0S=Mus musculus GN=Ccdc67 PE=15V=3
Trifunctional enzyme subunit beta, mitochondrial OS=Mus musculus GN=Hadhb PE=1 SV=1
Spermatid-associated protein OS=Mus musculus GN=Spert PE=1 SV-=:
Fatty acid-binding protein 9 0S=Mus musculus GN=Fabp9 PE=2 5V=2
605 acidic ribosomal protein PO 0S=Mi PE=15V=
F-actin-capping protein subunit alpha-3 0S=Mus musculus GN=Capza3 P!
Dynein heavy chain 2, axonemal OS=Mus musculus GN=Dnah2 PE=2 SV=1
I QOs=Mus I
Heterochromatin protein 1-binding protein 3 05=

lus musculus GN=Hp:

Bifunctional ATP-dependent
Kinesin-ike protein KIF2C OS=Mus musculus GN:
F- 05=M

pi af
T-complex protein 1 subunit delta O5=Mus musculus GN=Cctd PE=1 SV=3

apzb PE=15V=3

EF-hand d c205=M i fhe PE=2 V=2
AT synthase subunit O, mitochondrial 05=Mus musculus GN=AtpSo PE=1 5V=1
Ropporin-1 05=Mus musculus GN=Ropn1 PE=15)

MCG1697, isoform CRA_a 05=Mus musculus GN=Fam154a PE=4
605 ribosomal protein L18a OS=Mus musculus GN=Rpl18a PE=1 SV=1

GN=Dak PE=2 5V=1

2 complex,
Fibronectin type Il d protein 8 05=Mus lus GN=Fndc8 PE=2 SV=1
40 ribosomal protein 57 05=Mus musculus GN=Rps7 PE=2 SV=1
Nucleolar RNA helicase 2 0S=Mus musculus GN=Ddx21 PE=15V=3
Calreticulin 05=Mus musculus GN=Calr PE=15V=1
I C1/c2 05=Mus I sv=1

116 kDa US small nuclear ri in component 0S=Mus lus GN=Eftud2 P
protein 136 O5=M: lus GN=Ccdc136 PE=2 SV=2

Alpha-enolase 0S=Mus musculus GN=Eno1 P!
Tektin-1 05=Mus musculus GN=Tekt1 PE=2 V=

La-related protein 7 0S=Mus musculus GN=Larp7 PE=1 SV=2

Nucleolar protein 58 05=Mus musculus GN=Nop58 PE=1 5V=1

Heterogeneous nuclear ribonucleoprotein A3 05=Mus musculus GN=Hnrnpa3 PE=1 V=1
Nuclear pore membrane glycoprotein 210+like 0S=Mus musculus GN=Nup2101 PE=2 SV=2
Llactate dehydrogenase OS=Mus musculus GN=Ldha PE=3 V=1
Heterogeneous nuclear ribonucleoprotein R 05=Mus musculus GN=Hnrnpr P!
Putative ATP-dependent RNA helicase PI10 OS=Mus musculus GN=D1Pas1 P
AP-2 complex subunit beta OS=Mus musculus GN=Ap2b1 PE=15V=1

605 ribosomal protein L5 OS=Mus musculus GN=Rpl5 PE=1 5V=3
us musculus GN=Rpl17 PE=2 SV=3

Actin, alpha cardiac muscle 1 05=Mus musculus GN=Actcl PE=1 SV=1

US small nuclear ribonucleoprotein 200 kDa helicase 05=Mus musculus GN=Snrnp200 PE=2 SV=1

ELAV-Tike protein 1 05=Mus musculus GN=ElavI1 PE=1 5V=2
Lamina-associated polypeptide 2, soforms alpha/zeta OS=Mus musculus GN=Tmpo PE=1 5
T-complex protein 1 subunit epsilon OS=Mus musculus GN=Ccts PE=1 SV=1
Testis-specific H1 histone OS=Mus musculus GN=H1fnt PE=2 V=2
MCG142036 05=Mus musculus GN=Acad12 PE=3 SV=1
Ribosomal protein OS=Mus musculus GN=Rpl10a PE=2 SV=1

2

Kinesin-like protein KIF38 O5=Mus musculus G
Polyamine-modulated factor 1-binding protein 1 0=Mus musculus GN=
405 ribosomal protein 56 0S=Mus musculus GN=Rps6 PE=1 SV=1
I ke protein 2 05=Mus

Speriolin-like protein 05=Mus musculus GN=Spatc1! P
Fructose-bisphosphate aldolase 05=Mus musculus GN=/

S=Mus lus GN=GH
Glucose-6-phosphate isomerase 0S=Mus musculus G

mfbp1 PE=2 SV=1

05=Mus

lated protein 05=M lus GN=Cabyr PE=1 5V=1

PE=15V=2

Pyruvate dehydrogenase E1 component subunit alpha,
605 ribosomal protein L13 O
605 ribosomal protein 130 O

protein 6 05=M

Protein 1 05=Mus musculus GN=
Casein kinase Il subunit alpha’ OS=Mus musculus GN=Csnk2a2 P!
b ribosomal pr =M =Rps

Eukaryotic initiation factor 4A1Il 0S=Mus musculus G B
FACT complex subunit SPT16 OS=Mus musculus GN=Supt16h PE=1 SV=2
c protein 105 05=M cdc105 PE=2 SV=3
Hypoxia up-regulated protein 1 05=Mus musculus GN=Hyou1 P
Cingulin 05=Mus musculus GN=Cgn PE=2 SV=1

Protein disulfide-isomerase A6 0S=Mus musculus GN=Pdia6 PE=2 SV=1

Probable ATP-dependent RNA helicase YTHDC2 0S=Mus musculus GN=Ythdc2 PE=2 SV=1
Kinesin-like protein KIF3A 0S=Mus musculus GN=Kif3a PE=15)
‘Guanine nucleotide-binding protein subunit beta:
Myosin light polypeptide 6 OS=Mus musculus GN=Myl6 P

-like 1 0S=Mus musculus GN=Gnb2I1 PE=1 V=

Succinyl-CoA ligase [ 8] subunit beta,

P ik 05=Mus lus GN=Ropn1l PE=2 S\
405 ribosomal protein $110S=Mus musculus GN=Rps11 PE=2 SV=3
Kinesin-1 heavy chain OS=Mus musculus GN=Kifsb PE=1 5
BAG family molecular chaperone regulator 5 0S=Mus musculus GN=Bag5 PE=1 SV=
605 ribosomal protein L15 05=Mus musculus GN=Rpl15 PE=2 SV=4

Pyruvate dehydrogenase E1 component subunit beta, mitochondrial OS=Mus musculus GN=Pdhb P
I

F 0S=Mus lus GN=Hnrnpf PE=1 5V=3
Ras-related protein Rab-2A 0S=Mus musculus GN=Rab2a PE=1 5V=1

GN=Pdha2 PE=2 SV=1

PE=15V=2

Heterogeneous nuclear ribonucleoprotein D-like (Fragment) OS=Mus musculus GN=Hnrpdl PE=4 SV=1
2

Glyceraldehyde-3-phosphate dehydrogenase 05=Mus musculus GN=Gapdh PE=1 5

Apoptotic chromatin condensation inducer in the nucleus OS=

605 ribosomal protein L13a 05=Mus musculus GN=Rpl13a PE=2 SV=1

Keratin, type | cytoskeletal 10 OS=Mus musculus GN=Krt10 PE=1 5V=3

Lupus La protein homolog OS=Mus musculus GN=Ssb PE=2 SV=1

605 acidic ribosomal protein P2 0S=Mus musculus GN=Rplp2 PE=1 5V=3
protein 62 05=Mus PE=15V=2

8 2 05=Mus lus GN=Mtch2 PE=15\

Regulator of
MCG13402, isoform CRA_a OS=Mus musculus GN=Ptbp1 PE=2 SV=1

lus musculus GN=Acin1 PE=1 SV=3

Structural maintenance of flexible protein 105=Mus
factor 2 0S=Mus lus GN=Myef2 PE=1 SV=1
Radial spoke head protein 6 homolog A 05=Mus musculus GN=Rsph6a PE=2 SV=1
SURS protein 2 0 lus GN= PE=2 5\
protein 1 05! lus GN=Pebp1 PE=1 SV=

lus
Serine/arginine-rich splicing factor 3 0S=Mus musculus GN=Srsf3 PE=1 5V=1
Protein FAM208B 0S=Mus musculus GN=Fam208b PE=2 SV=2

PE=15V=2

tr|Q9ROUS 65 kDa
5p|QBBFW 66 kDa
sp|Q99PLS 173 kDa
sp|QEPEW 22 kDa
sp|Q8BTI8 295 kDa
5p|03573749 kDa
sp|P80314 57 kDa
5p|QIDOT: 75 kDa
sp|P97351 30 kDa
5p|P97434 116 kDa
tr|F7CB97 136 kDa
5pIP63017 71 kDa
sp|P80318 61 kDa
sp|P14131 16 kDa
sp| Q03265 60 kDa
5p|POBO1 64 kDa
sp|P27659 46 kDa
5pIP61979 51 kDa
sp| QID5Y( 68 kDa
tr|G5E924 67 kDa.
sp|Q99PV( 274 kDa
5p|Q9QY8: 49 kDa
sp|P21271 211 kDa
tr|BIAVBS 100 kDa
sp|P62830 15 kDa
5p| QUEPSS 61 kDa
sp|Q9Z1X4 96 kDa
5p|P56480 56 kDa
sp| Q64511182 kDa
5p|Q9DAK! 37 kDa
sp|Q9QYL( 19 kDa
5p|P62918 28 kDa
sp|Q6158¢ 76 kDa
5p|Q99LFA 55 kDa
tr|BIAWQ 95 kDa
tr|E9Q5G3 109 kDa
sp|P08032 280 kDa
5p|QBVDN 96 kDa
sp|03528¢ 91 kDa
5p[P12970 30 kDa
sp|QIWUE 61 kDa
5p|P25444 31 kDa
sp|QBOYTE 88 kDa
sp|Q9EP71109 kDa
sp|P17710 108 kDa
5p|QIDAN 68 kDa
sp| 08856¢ 37 kDa
5p|PS8252 95 kDa
sp|P62301 17 kDa
5p|QIDAT!54 kDa
sp|Q7M6Y 70 kDa
5p|Q99IY0 51 kDa
sp|Q32MC 52 kDa
5p|00871€ 15 kDa
5p|P14869 34 kDa
5p|P70190 35 kDa
sp|POC6F1 512 kDa
Sp|Q7TMK 70 kDa
sp| Q3TEAE 61 kDa
5p|QBVC3(60 kDa
sp| Q9225 81 kDa
sp|P47757 31 kDa
sp|P80315 58 kDa
5p|QID48: 88 kDa
sp|Q9DB2( 23 kDa
5p| QUESG: 24 kDa
tr|BIAXP3 55 kDa
spIP62717 21 kDa
5P| QBBMF 68 kDa
5p|Q9D2H 36 kDa
sp|P62082 22 kDa
sp|Q9IIKS| 94 kDa
sp|P14211 48 kDa
5p| Q9720434 kDa
sp|00881( 109 kDa
sp|Q3TVAt 132 kDa
sp|QIWTI" 122 kDa
5p|P17182 47 kDa
sp| Q9IDAJZ 49 kDa
5p|QOSCLE 65 kDa
sp| QBDFW 60 kDa
5p|QBBGO! 40 kDa
sp| Q9D2F: 209 kDa
tr|GSEBNS 40 kDa.
tr|Q8VHM 71 kDa
sp|P1638173 kDa
sp|Q9DBG 105 kDa
1r|G3X970 65 kDa.
5p|P35550 34 kDa
5p|P47962 34 kDa
sp|Q9CPR¢ 21 kDa
5p|QID42:48 kDa
sp|P68033 42 kDa
5p|QBPAT2 245 kDa
sp|P70372 36 kDa
5p|Q6103:75 kDa
sp|P80316 60 kDa
sp|Q8CII4| 44 kDa
r|D3Z7X0 61 kDa
tr|QSXIF6| 25 kDa
sp|P84244 15 kDa
5p| Q6177185 kDa
sp|QIWVC 119 kDa
spIP62754 29 kDa
sp| QOOPI9 85 kDa
5p|Q9DIW 38 kDa
tr|A6ZI44| 45 kDa
tr|D3YYTL 60 kDa
sp|PO6745 63 kDa
5p|P35487 43 kDa
5p|P47963 24 kDa
5p|P62889 13 kDa
sp|Q3UBK! 56 kDa
tr|QIDACE 31 kDa
sp|05483: 41 kDa
5p|P62983 18 kDa
sp|Q91VC: 47 kDa
5p| Q92085 120 kDa
sp|Q9DAK’ 57 kDa
spQ9IKR6 111 kDa
tr|D3YUW 136 kDa
tr|Q3TMLC 49 kDa
sp|B2RR83 161 kDa
5p|P28741 80 kDa
sp|P68040 35 kDa
5p|QB060E 17 kDa
sp| Q92219 50 kDa
sp| Q9EQQI 26 kDa
sp|P62281 18 kDa
splQ6176¢ 110 kDa
sp|Q8CI32 51 kDa
5p|Q9CZM 24 kDa
sp|Q9D05: 39 kDa
5p|Q9Z2X146 kDa
5p|P53994 24 kDa
tr|F6VQHS 36 kDa
sp|P16858 36 kDa
sp|Q9IIX8| 151 kDa
tr| E9QSAD 48 kDa
5p|P02535 58 kDa
sp|P32067 48 kDa
5p|P99027 12 kDa
sp|Q3U3T! 167 kDa
5p|Q791v: 33 kDa
sp|Q8VE3: 45 kDa
tr|Q8BGI5 57 kDa
sp|QBPSD! 226 kDa
5p|Q8CASL 63 kDa
sp| Q8CDR: 80 kDa
sp|QBCHO! 118 kDa
sp|P70296 21 kDa
5p|P84104 19 kDa
sp|QSDTT: 264 kDa
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Sperm surface protein $p17 05=Mus musculus GN=Spal7 PE=2 SV=1
0s=4 lus GN=Sccpdh PE=2 SV=1

Dystonin 0S=Mus musculus GN=Dst PE=4 SV=1
Nuclear pore complex protein Nup98-Nup96 05=Mus musculus G
igase, [
Adenylate kinase isoenzyme 105=Mus musculus G
G\v:ew\ Kinase-ke 1 05=Mus musculus GN=GYKI1 PE=2 SV
lating nucleolar protein OS=M: lus G
ligase alpha
Glutathione 05=Mus
Bromodomain-containing protein 3 (Fragment) 0=
Protein Dnah10 O
H\s(nnz 3.2 05<Mus musculus GN=HistL3b P
protein 105=Mus lus GN=Fhad1 PE=2 SV=1
us lus GN=H

1up98 PE=1 5V=2

sv=2

o
Synaptonemal complex protein 2 OS=Mus Mmusculus GN=Sycp2 PE=1 5
Regulator of nonsense transcripts 1 05=Mus musculus GN=Upf1 P

type COS=M: PE=15V=
V=4
ADP/ATP translocase 2 05=Mus musculus GN=SIc2525 PE=1 5V=3
Calmodulin 05=Mus musculus GN=Calm1 P
Protein phosphatase 1 regulatory subunit 32 05=Mus musculus GN=Ppp1r32 PE=2 V=1
Spectrin beta chain, non-erythrocytic 1 0S=Mus musculus GN=Sptbn1 PE=1 V=2
Nuclear receptor coactivator 5 05=Mus musculus GN=Ncoa5 PE=15)
ATPase family AAA domain-containing protein 3 05=Mus musculus GN=Atad3 PE=1 SV=1
605 ribosomal protein L14 05=Mus musculus GN=Rpl14 PE=2 5=3

protein 65 05=Mus PE=25V=3
Histone H1t 05=Mus musculus GN=Hist1h1t PE=1 5
Tropomodulin-3 0S=Mus musculus GN=Tmod3 PE=

sv=1

stranded RNA-dependent protein kinase activator A 0S=Mus musculus GN=Prkra PE=1 SV=1

Myosin light chain 4 (Fragment) 05=Mus musculus GN=Myl4 PE=2 V=
Signal transducer and activator of transcription 4 0S=Mus musculus GN=Statd PE=2 SV=1
Heat shock rotein HSP S0-beta OS=Mus musculs GN=Hsp303b1 PE= 1sv 3

idyl-prolyl cis- A OS=Mus
Junctional protein coronary GN=Jcad PE=1 5V=2
a hel binding protein 4 0S=M

Keratin, type | cytoskeletal 42 05=Mus musculus GN=Krtd2 PE=1 SV=1
Splicing factor 3A subunit 1 05=Mus musculus GN=5f3a1 PE=15
Protein Spata31d1b 0S=Mus musculus GN= SpslzildleE 45v=1

Splicing factor 38 subunit 1 0S=Mus musculus GN=53b1 PE=15\
Myeloid leukernia factor 1 05=Mus musculus GN=MIf1 PE=1 5

Succinyl-CoA ligase [ADP/GDP-forming] subunit alpha, mitochondrial O=Mus musculus GN=Suclg1 PE=1 SV=4

Armadillo repeat containing 4 0S=Mus musculus GN=Armcd P!

Histone H1.1 0S=Mus musculus GN=Hist1h1a PE=1 5V=2
rardbp PE=15V=1
N=Cars PE=1 5V=2

Adenylate kinase 8 05=Mus musculus GN=AKS PE=2 5
Dnal homolog subfamily B member 13 0S=Mus musculus GN=Dnajb13 PE=2 SV=1
AP-3 complex subunit beta-1 05=Mus musculus GN=Ap3b1 PE=1 5V=2

Vtic 1 05=M: =Sptan1 PE=2 SV=1

05=M g6 PE=15V=3

Nuclear pore complex protein Nup93 O5=Mus musculus GN=Nup93 PE=2 5V=1
Nuclear RNA export factor 1 0S=Mus musculus GN=Nxf1 PE:
UPFOS68 protein C140rf166 homolog 0S=Mus musculus PE=2 SV=1
T-complex protein 1 subunit zeta 0S=Mus musculus GN=Cct6a PE=15V=3
Probable ATP-dependent RNA helicase DDX4 0S=Mus musculus GN=Dcbxd PE=1 SV=2
Dynein intermediate chain 1, axonemal OS=Mus musculus GN=Dnai1 PE=2 5
s

DEAD (Asp-Glu-Ala-Asp) box polypeptide 17, isoform CRA_a Of
Spectrin beta 1 0S=Mus musculus G =
Diazepam-binding inhibitor-like 5 0S=Mus musculus GN=Dbil5 PE=2 SV=1
Peroxiredoxin-1 05=Mus musculus GN=Prdx1 PE=1 SV=

Cytoskeleton-associated protein 4 O5=Mus musculus G
EF-hand domair family member B 05=M
Testis-expressed sequence 101 protein OS=Mus musculus GN=Tex101 PE=15V=1
Protein FAM205A 05=Mus musculus GN=Fam205a PE=3 SV=1

Acrosin 05=Mus musculus GN=Acr PE=2 SV=

FACT RP10S=M

405 ribosomal protein 59 0S=Mus musculus GN=Rps9 P
Serine/arginine-rich splicing factor 7 0S=Mus musculus GI
factor 19 05=M

Eukeryotic translation ntiation factor 2 suburit 3,V lnked OS=Mus musculus GN<Eif2s3y PE=2 5V=2

605 ribosomal protein L9 05=Mus musculus GN=RpI9 PE=2 SV=2
265 protease regulatory subunit 8 0S=Mus musculus GN=Psmc5 PE=1 SV=1
Importin subunit beta-1 05=Mus musculus GN=Kpnb1 P
d protein 5 05=M lus GN=Spatas PE=2 SV=1
ATP synthase subunit 05=Mus lus GN=AtpSc1 PE=1 V=1
Rac GTPase-activating protein 1 05=Mus musculus GN=Racgap1 PE=2 SV=1
Golgi-associated Rab2B interactor-like 4 05=Mus musculus GN=Fam71a PE=2 SV=1
Ipha ch hrocytic 105=M =Sptan1 PE=1 5V
T-complex protein 1 subunit eta 0=Mus musculus GN=Cet? PE=1 SV=
CDKS reg d protein 2 05=Mus lus GN=CdkSrap2 PE=1 5V=3
Vinexin 05=Mus musculus GN=Sorbs3 PE=15)
Cysteine-rich perinuclear theca 5, isoform CRA_b 0S=Mus musculus GN=Cypt1 PE=4 SV=1
Transformer-2 protein homolog beta OS=Mus musculus GN=Tra2b PE=2 SV=
MCG49183 OS=Mus musculus GN=1700009N14Rik PE=2 5V=1

sv=1

405 ribosomal protein 517 0S=Mus musculus GN=Rps17 PE=15V=2
Casein kinase Il subunit alpha OS=Mus musculus GN=Csnk2a1 PE=1 5V=2
Testis-expressed sequence 33 protein 05=Mus musculus GN=Tex33 PE=2 SV=1
Protein kinase, CAMP dependent regulatory, type Il alpha O5=Mus musculus G
Sperm mitochondrial-associated cysteine-rich protein OS=Mus musculus GN=Smcp P
Poly(rC)-binding protein 1 0S=Mus musculus GN=Pcbp1 P
Actin-related protein T2 O ctrt2 P
605 ribosomal protein 121 O o121 P 3
265 p lus GN=Psmc3 PE=15V=2
APZcumpIexxubumla\phs 105=Mus musculus GN=
US small nuclear 40 kDa protein 05=M nrpdo PE=2 SV=1
Dnal homolog subfamily A member 2 05=Mus musculus GN=t Dnz‘al PE=15V=1

Transducin beta-like protein 2 05=Mus musculus GN=TbI2 P
Exportin-2 05=Mus musculus GN=Csell PE=2 5V=1

Prar2a P
sv=4

Keratin, type Il cytoskeletal 1 0S=Mus musculus GN=Krt1 PE=15V=4
Splicing factor U2AF 65 kDa subunit OS=Mus musculus GN=U2af2 PE=1 5Vi=3
sv=2

605 ribosomal protein 127 05=Mus musculus GN=Rpl27 P
405 ribosomal protein S15a 0S=Mus musculus GN=Rps15a PE:

Radial spoke head protein 9 homolog 0S=Mus musculus GN=Rsph9 PE= 25 =
Keratin, type | cytoskeletal 14 O5=Mus musculus GN=Krt14 PE=15
Casein kinase Il subunit beta 0S=Mus musculus GN=Csnk2b PE=1 5V=1
605 ribosomal protein 122 0S=Mus musculus 6T
Protein phosphatase Slingshot homolog 2 05=Mi

605 ribosomal protein 138 O5=Mus musculus GN=Rpl38 P
Heterogeneous nuclear ribonucleoprotein DO (Fragment) O
605 ribosomal protein 132 05=Mus musculus GN=Rpl32 P
Colled-coil domain-containing protein 63 0S=Mus musculus GN=Ccdc63 PE=2 SV=2
Heterogeneous nuclear ribonucleoprotein L-like 0S=Mus musculus GN=Hnrnpll PE=1 5V=3
605 ribosomal protein L36 0S=Mus musculus 61
Zinc finger protein 638 0S=Mus musculus GN=2fml PE=2 SV=1

605 ribosomal protein L10-like 0S=Mus musculus GN=Rpl10l PE=2 SV=1
605 ribosomal protein L12 05=Mus musculus GN=Rpl12 PE=1 5V=2

405 ribosomal protein 515 0S=Mus musculus GN=Rps15 PE=2 5
Protein Hook homolog 1 05=Mus musculus GN=Hookl PE=1 5V=2

Axonemal dynein light intermediate pn\vPED( le 105=Mus musculus GN=Dnali1 PE=2 SV=1
Calmin OS=Mus musculus GN=Clmn PE=1

Po\vpvrlm\dme(rad binding protein 2 Of Mus musculus GN=Ptbp2 PE=1 5V-2
E=2 5V=1

protein D 0S=Mus
Hmone H28 subacrosomal variant 0$=Mus musculus G

Sperm head and tail asso =Mus musculus GN=Nsund PE=1 V=
405 ribosomal protein 510 0S=Mus musculus GN=Rps10 PE=1 5

Cell division cycle 5-like protein OS=Mus musculus GN=Cdc5! PE=1 SV-=
Core histone macro-H2A.2 0S=Mus musculus GN=H2afy2 PE=1 5V=3
Beta-globin 05=Mus musculus GN=Hbb-b1 PE=3 V=1

=Mu: lus GN=Ppp1cc PE=1 V=1

lus musculus GN=Ddx17 PE=2 V=1

sp|Q6225: 17 kDa
5p|Q8R1247 kDa
tr|S4R1PS 871 kDa
spIQGPFDS 197 kDa
sp|Q9228: 57 kDa
5pIQIROYE 22 kDa
r|Q8C635 60 kDa
5p|Q0828¢ 44 kDa
sp|Q8COC: 58 kDa
sp|Q8K2Q. 29 kDa
tr|A2AKA9 75 kDa
tr|D3YYQS8 530 kDa
sp|P84228 15 kDa
spIAGPWD 164 kDa
sp|P38647 73 kDa
5pIQICUL 172 kDa
sp| Q9EPUI 124 kDa
5p|QOWUL 85 kDa
sp|P17751 32 kDa
sp|P51881 33 kDa
sp|P62204 17 kDa
5p|Q148A¢48 kDa
sp| Q62261274 kDa
5p|Q9IW3 65 kDa
sp| Q92511 67 kDa
5pIQICRS: 24 kDa
sp|Q9D18( 145 kDa
5p|Q0713:22 kDa
sp|Q9JHIO 40 kDa
5pIQIWTX 34 kDa
tr|A2A6Q8 21 kDa
tr|Q3V157 86 kDa
5p|P11499 83 kDa
sp|P17742 18 kDa
sp|QSDTX( 145 kDa
sp|Q6PDQ 218 kDa
sp| Q9DOBI 26 kDa
5p|P14148 31 kDa
sp|P35980 22 kDa
5p|Q623189 kDa
sp|P15864 21 kDa
5p|P62259 29 kDa
sp|P63087 37 kDa
spIQSIFX2 50 kDa
sp| Q8K4Z< 89 kDa
tr|E9QAS7 150 kDa
sp|P43274 22 kDa
5p|P62270 18 kDa
sp|Q921M 136 kDa
5p|QINB 146 kDa
sp|Q9QWA 30 kDa
5pIQIWUP 36 kDa
tr|B2RYS0 115 kDa
5p|P27661 15 kDa
5p|P43275 22 kDa
5p|Q921F245 kDa
sp| Q9ER7: 95 kDa
5pIQIKKT 40 kDa
tr|E9Q5C9 74 kDa
5p|P60122 50 kDa
5p|Q32M0 55 kDa
5pIQ8OY7E 36 kDa
sp|Q9Z1T1123 kDa
tr|E9Q447 285 kDa
sp|P97819 90 kDa
5p|Q8BI7193 kDa
sp|Q99)X7 70 kDa
sp| Q9ICQE: 28 kDa
sp|P80317 58 kDa
5p|Q6149€ 76 kDa
sp| Q8COM 80 kDa
51QIDOIS 76 kDa
tr|Q3U74173 kDa
tr|Q3UGKX: 268 kDa
5p| 00903 10 kDa
5p|P35700 22 kDa
sp|P63101 28 kDa
5pIQ8BMK 64 kDa
sp|Q8CDU 96 kDa
5pIQIMI7 27 kDa
sp|A2APU! 146 kDa
5p|P23578 49 kDa
sp|Q0894: 81 kDa
5pIQ3THE: 20 kDa
sp|Q6ZWN 23 kDa
5p|Q8BLY7 31 kDa
sp| Q99KPE 55 kDa
5pIQIZON: 51 kDa
5pIP51410 22 kDa
5pIP62196 46 kDa
sp|P70168 97 kDa
5pIQ3UMCS7 kDa
sp|Q91VR: 33 kDa
5p|QIWVN 70 kDa
tr|B7XG49 64 kDa
5p|P16546 285 kDa
sp|P80313 60 kDa
5p|Q8K3EE 206 kDa
sp| Q9R1Z¢ 82 kDa
tr|BIAXS1 20 kDa.
tr| FBWIG3 22 kDa
tr|Q14AAE 24 kDa
r|Q3UJBO 98 kDa
5p|054962 10 kDa
sp|P63276 16 kDa
5pIQ6073745 kDa
sp|Q9D9)2 30 kDa
tr|Q8K1M: 46 kDa
sp|P15265 15 kDa
5p|P60335 37 kDa
sp|Q9DILE 42 kDa
5p|009167 19 kDa
sp| 08868< 50 kDa
5p|P17426 108 kDa
sp| Q6PE0] 39 kDa
5p|Q9QYIC 46 kDa
sp| Q9R09¢ 50 kDa
5pIQERKE 110 kDa
sp|P04104 66 kDa
5p|P26369 54 kDa
sp|P61358 16 kDa
5p|P62245 15 kDa
sp|P62751 18 kDa
5p|Q9IWS 89 kDa
sp|Q9CQ7I 13 kDa
5pIQICKYE43 kDa
sp|Q9D9V: 31 kDa
5p|Q6178153 kDa
sp|P67871 25 kDa
5p|P67984 15 kDa
sp|QSSW7 158 kDa
sp|Q9NIB| 8 kDa

tr|F62V59| 25 kDa
5p|P62911 16 kDa
sp|Q8COV! 65 kDa
5p|Q921F4 64 kDa
tr|D3Z3R1 12 kDa
tr|E9QMLE 214 kDa
sp|P86048 25 kDa
5p|P35979 18 kDa
sp|P62843 17 kDa
sp|Q8BILS 84 kDa
sp|Q8BVN. 30 kDa
spIQ8CSW 117 kDa
$p| Q9123157 kDa
5pIQID3V:53 kDa
sp|Q9DIZ: 14 kDa
tr|B2RW3E 104 kDa
5pICAP6SO 86 kDa
5p|P63325 19 kDa
sp| QB6A06E 92 kDa
5p|QBCCK(40 kDa
tr|ABDUKA 16 kDa
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0% (1.0)
0% (0.8)
0% (1.1)
0% (0.7)
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0% (1.2)
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0% (1.0}
0% (1.2)
0% (0.6)
0% (0.6)
95% (0.5)
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0% (0.8)
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0% (1.0}
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0% (1.0}
0% (1.1)
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0% (0.9)
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0% (1.2)
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0% (L0}
95% (INF)
0% (0.7)
0% (1.0)
95% (0.5)
0% (1.1)
0% (0.6)
0% (1.2)
0% (0.5)
0% (0.6)
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0% (0.8)
0% (1.0}
0% (0.7)
0% (0.6)
0% (0.8)
0% (0.7)
0% (1.3)
0% (1.2)
0% (0.8)
0% (0.6)
0% (1.0)
0% (1.9)
0% (0.7)
0% (1.2)
0% (1.0)
0% (1.1)
0% (1.3)
0% (15)
0% (1.5)
0% (1.0}
0% (0.6)
0% (0.7)
95% (3.2)
0% (1.2)
0% (0.8)
0% (0.6)
0% (1.0)
0% (1.2)
0% (1.1)
0% (0.8)
0% (1.1)
0% (13)
95% (0.5)
0% (0.8)
0% (1.1)
0% (0.9)
0% (0.8)
0% (0.9)
95% (0.5)
0% (0.6)
0% (0.9)
0% (13)
95% (0.5)
0% (0.9)
0% (1.0)
0% (0.8)
0% (0.9)
0% (1.0}
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Protein 2210010C04Rik 0S=Mus musculus GN=2210010C04Rik PE=2 V=1

605 ribosomal protein L24 05=Mus musculus GN=Rpl24 P

v=2

Isoaspartyl peptidase/L-asparaginase OS=Mus musculus GN=Asrgl1 PE=1 SV=1

Leucine-rich repeat protein 2 05=M

Cede19 protein 05=Mus musculus GN=Ccdc19 PE:
Cingulin 05=Mus musculus GN=Cgn PE=1 V=

=2 sv=

405 ribosomal protein 525 0S=Mus musculus GN=Rps25 PE=2 SV=1
Radial spoke head 1 homolog OS=Mus musculus GN=Rsph1 PE=1 5V=2

‘Tudor domain-containing protein 1 0S=Mus musculus GN=Tdrd1 PE=1 SV=

CAMP-dependent protein kinase type I-alpha regulatory subunit 0S=Mus musculus GN=Prkarla P

Protein Rsl1d1 0S=Mus musculus GN=Rsl1d1 PE=2 SV=1

T-complex protein 1 subunit theta 0S=Mus musculus Gl

Mus

Enkurin 0S=Mus musculus GN=Enkur P!
Dynactin subunit 2 0S=Mus musculus GN=Detn2
RING finger prot

05=Mus musculus GN=Rnf17 PE:

PE=1 V=

105=Mus musculus GN=
Tetratricopeptide repeat protein 25 OS=Mus musculus GN=Ttc25 PE=2 SV:

p2 PE=15V=1

pn1 PE=2 SV=

Cytochrome b-c1 complex subunit 2, mitochondrial OS=Mus musculus GN=Ugerc2 PE=1 SV=1

Methyl-CpG-binding protein 2 05=Mus musculus.

G

lecp2 PE=15

CAP-Gly domain-containing linker protein 1 05=Mus musculus GN=Clipl PE=2 SV=1
Nuclear pore complex-associated intranuclear coiled-coil protein TPR 0S=Mus musculus GN=Tpr PE=2 SV=1

Scaffold attachment factor B1 05=Mus musculus
Ensconsin 0S=Mus musculus GN=Map? PE=1 V=

DNA-directed RNA polymerase Il subunit RPB1 O5=Mus musculus GN=
Eukaryotic translation initiation factor 2 subunit 1 O

Reticulocalbin-2 0S=Mus musculus GN=Rcn2 PE=:

Nuclear pore complex protein Nup133 05=Mus musculus GN="
Vesicle-associated membrane protein-associated protein A 0S=Mus musculus GN=Vapa PE=15)

Protein Gm8251 05=Mus musculus GN=Gm8251
Protein Dnah7b 0S=Mus musculus Gl

al

ol
=Mus musculus GN=
2 5v=1

PE=4 SV=1

nah7b PE=4 SV=1

Cbx3 protein 0S=Mus musculus GN=Cbx3 PE=2 V=1

405 ribosomal protein 526 0S=Mus musculus G
mRNA export factor OS=Mus musculus GN=Rael

ps26 PE=2 SV=3

PE=15V=1

up133 PE=

Ir2a PE=15V=3
Eif251 PE=15V=3

sv=2

Calcium/calmodulin-dependent protein kinase type II subunit gamma OS=Mus musculus GN=Camk2g PE=1 SV=1

UPF0S73 protein C20rf70 homolog O

605 ribosomal protein L35a 05=Mus musculus GN=RpI35a P!
lus musculus GN="
DnaJ homolog subfamily A member 1 0S=Mus musculus GN=Dnaja1 P

405 ribosomal protein 514 05=

Mus musculus PE

ps14 PE=:

Pericentriolar material 1 protein 0S=Mus musculus GN=Pem1 PE=1 SV=2
s

Histone H3.1 0S=Mus musculus GN=Hist1h3a P

2

Histone H1.5 0S=Mus musculus GN=Hist1h1b PE=15V=2

AP-2 complex subunit mu 0S=Mus musculus G

Tripeptidyl-peptidase 2 05=Mus musculus GN=Tpp2 P

p2m1 PE=15
s

Dnal homolog subfamily A member 4 0S=Mus musculus GN=Dnajad PE=2 SV=1

RNA-binding protein 39 0S=Mus musculus GN=Rbm39 PE=1

Parkin homolog 05=M

Tubulin alpha-8 chain 0S=Mus musculus GN=Tub
d 05=Mus musculus

a8 PE=

Cullin-3 05=Mus musculus GN=Cul3 PE=1 SV=1

Four and a half LIM domains protein 5 05=Mus musculus GI
RNA-binding protein 25 0S=Mus musculus GN=Rbm25 PE=1 SV=
Aldose reductase OS=Mus musculus GN=Akr1b1 PE=1
Ran GTPase-activating protein 1 0S=Mus musculus G

1=Spag6 PE=15V=1

d protein 264 05=Mus

protein 16 0S=Mus

P
605 ribosomal protein L10 05=Mus musculus GN=Rpl10 PE=2 5V=3
5

Actin-related protein T3 0S=Mus musculus G
DAZ-associated protein 1 05=Mus musculus GN=

265 protease regulatory subunit 7 0S=Mus musculus Gl

PE=15V=1

his PE=15V=1

angap1 P
lus GN=Pa2g4 PE=15V=3
25v-1

Dazap PE=2 SV=:
me2 PE=15V=5

405 ribosomal protein 523 0S=Mus musculus GN=Rps23 PE=2 SV=3
Radial spoke head protein 3 homolog A 0S=Mus musculus GN=Rsph3a PE=2 V=1

Leucine-ich repeat and coiled-coil domain-conta

ining protein 10

RNA-binding protein with serine-rich domain 1 05=Mus musculus G

E=15)

nps1 P

S=Mus musculus GN=Lrrccl PE=2 SV=2
3

Jus musculus GN=Nme7 PE=2 SV=1
uvbl2 PE=2 V=3

lus GN=Tdrd6 PE=2 5\

protein 6 05=M

-
Histone-binding protein RBBP4 0S=Mus musculus GN=Rbbpd PE=1SV=

lus GN=D11W:

protein C1 os=

Keratin, type Il cytoskeletal 5 0S=Mus musculus GN=Krt5 PE=1 SV=1

Kinesin-like protein KIFC3 O5=Mus musculus G

Adenylate kinase 7 05=Mus musculus GN=AK7 PE=2 SV=

Protein regulator of cytokinesis 1 0S=Mus muscul

High mobility group protein B2 0S=Mus musculus GN=Hmgb2 P
605 acidic ribosomal protein P1 0S=Mus musculus GN=Rplp1 PE=15\
Small nuclear ribonucleoprotein Sm D3 05=Mus musculus GN:
605 ribosomal protein 131 05=Mus musculus GN=Rpl31 PE=:

Clusterin 05=Mus musculus GN=Clu PE=1 9

fc3 Py

sv=1

lus GN=Prc1 PE=4 SV=1
sv=3

sv=1

Actin-like protein 9 05=Mus musculus GN=Actl9 PE=2 SV=

mRNA turnover protein 4 homolog OS=!

lus musculus GN=Mrtod PE=2 5\

-1

sua7e PE=2 SV=3

g 05=Mus musculus PE=2 SV=1

05=Mus musculus GN=Rpn2 PE=2 V=1

nrpd3 PE=1 5V=1

Armadillo repeat-containing protein 3 05=Mus musculus GN=Armc3 PE=2 SV=1
s

Peptidyl-prolyl cis-trans isomerase B 0S=Mus mu:

sculus G

F-actin-capping protein subunit alpha-2 05=Mus musculus GN=Capza2 PE=1 SV=3

Eukaryotic initiation factor 4A-1 0S=Mus musculus
Mitochondria-eating protein O

Gene model 1141, (NCBI) 0S=Mus musculus GN=

Unconventional myosin-Va 0S=Mus musculus GN=MyoSa P

lus musculus GN=Spata18 PE=2 5\
Tudor domain-containing protein 7 0S=Mus musculus GN=Tdrd7 PE:
LanC-like protein 2 05=Mus musculus GN=Lanci2 Pt

s GN=Eifdal PE=2 SV:

Gm1141 PE=2 SV=1

EF-hand domair protein D2 O

us
405 ribosomal protein 524 0S=Mus musculus GN=Rps24 PE

Tubulin beta-5 chain 05=Mus musculus GN=TubbS PE=1 5V=1

Protein ELYS OS=Mus musculus GN=Ahctf1 P
Protein Dr1 05=]
Coiled-coil domain-containing protein 39 Of

sv=1

us musculus GN=Dr1 PE=2 SV=1
us musculus GN=Ccdc39 PE=2 SV=1

PE=15V=1

factor 40 homolog A 0S=M: GN=Prp!

MCG64379 05=Mus musculus GN=Spanxnd P
Putative ribosomal RNA methyltransferase NOP2

sv=1
08=Mus musculus G

l0p2 PE=4 SV=1

405 ribosomal protein 54, X isoform 0S=Mus musculus GN=Rpsdx PE=2 SV=2

Nardilysin O5=Mus musculus GN=Nrd1 P!

15v=1

Bromodomain adjacent to zinc finger domain protein 2A OS=Mus musculus GN=Baz2a PE=1 SV=2

Nuclear pore complex protein Nup155 0S=Mus musculus G

405 ribosomal protein 512 0S=Mus musculus GN=Rps12 PE=2 SV=1

Peroxiredoxin-5, mitochondrial OS=Mus musculu;

Adenosine deaminase domain-containing protein 1 O

s GN=Prdx5 PE=15)
lus musculus G

protein RIF1 05=M:
Erlin-2 0S=Mus musculus GN=Erlin2 PE=1 5

Rif1 PE<15V=2

c
Malonyl-CoA-acyl protein transacylase,

cdcd0 PE=2 V=1
s

Up155 PE=2 SV=1

Adad1 PE=15)

GN=Mcat PE=2 §

Protein flightless-1 homolog 0S=Mus musculus G
Nucleophosmin 0S=Mus musculus GN:

Dynein intermediate chain 2, axonemal 0S=Mus musculus GN=Dnai2 PE=1 SV-=

s\

£3 ubiquitin-protein ligase TRIP12 OS=Mus musculus GN=Trip12 PE=1 SV=1
it PE=15V=1

[NADP] cytopl =Mus musculus GN=Idh1 PE=1 5V=2

Xeray repair i =M N PE=1 5V=

F-actin-capping protein subunit alpha-1 0S=Mus musculus GN=Capzal PE=1 SV=4

Carnitine O-acetyltransferase 0S=Mus musculus GN=Crat P

605 ribosomal protein 126 0S=Mus musculus GN:
UPFOO2 protein Cdorfd7 homolog 05

WD40 repeat-containing protein SMU1 0S=Mus musculus GN=Smul PE=2 SV=2

protein 1 0S=Mus musculus GN=Khdrbs1 PE=15V=2

Testis, prostate and
Protein maelstrom homolog 0S=Mus musculus G

celldi
Lysine~tRNA ligase OS=Mus musculus GN=Kars PE
Transcriptional activator protein Pur-alpha OS="

Elongation factor Tu, mitochondrial O5=Mus musculus GN=Tufm P

N=Mael PE=1 SV=1

ion cycle and apoptosis regulator protein 1 0S=Mus musculus GN=Ccarl PE=1 SV=

sv=1
us musculus GN=}

PE=15V=3

protein 2 05=Mus

PE=25V=1

r| Q9CPNS 26 kDa
5p|Q8BPE: 18 kDa
sp| Q8COM 34 kDa
spIQIIWK 47 kDa
sp|Q91YQ! 69 kDa
5p|QID4E:72 kDa
r|Q9DIUS 66 kDa
5p|P59242 136 kDa
5p|P62852 14 kDa
5p|Q8VIG2 34 kDa
sp|Q99MV 130 kDa
5p|QIDOT: 14 kDa
sp|Q9DBC 43 kDa
tr|Q8BVY0 50 kDa
sp|P42932 60 kDa
5p|P70281 29 kDa
sp| Q6SP97 30 kDa
5p|QIIKIE 44 kDa
sp|Q99MV 186 kDa
5p|QIDBT 48 kDa
sp|Q9Z2D¢ 52 kDa
tr|FBWIAL 161 kDa
tr|Q7M73¢ 267 kDa
5pID3YXK2 105 kDa
sp|08873¢ 82 kDa
sp|POB775 217 kDa
sp| Q6ZWX 36 kDa
5p|Q8BP9: 37 kDa
sp| Q8ROG! 129 kDa
5pIQIWVE 28 kDa
tr|F6VUT6 226 kDa
tr|L7N1YO 467 kDa
r|Q9DCCS 21 kDa
5p|P62855 13 kDa
sp|Q8C57( 41 kDa
5p|Q23TE 60 kDa
sp|Q9DAS: 23 kDa
tr|BIAWN 38 kDa
tr|E9Q3G8 152 kDa
sp|P61514 10 kDa
$p| 055142 13 kDa
5p|P62264 16 kDa
sp|P63037 45 kDa
5pIQIROLE 229 kDa
5p|P68433 15 kDa
5p|P43276 23 kDa
sp|P84091 50 kDa
5p|Q6451¢ 140 kDa
sp|Q99L45 38 kDa
5pIQICWE 142 kDa
sp|Q9JKB1 26 kDa
5pIQIMC.45 kDa
sp|Q8VHS 59 kDa
5pIQIDAK.28 kDa
sp|Q9)IZ2| 50 kDa
sp|Q9ILI7| 55 kDa
sp|Q9ILVS 89 kDa
5pIQIWTX 33 kD2
sp|B2RYS56 100 kDa
5p|P45376 36 kDa
sp|P46061 64 kDa
5p|P50580 44 kDa
sp|QS5F20168 kDa
spIQEZWY 25 kDa
sp| Q8BXFE 40 kDa
sp|Q9IS| 43 kDa
5p|P46471 49 kDa
5p|P62267 16 kDa
sp|Q3UFY« 59 kDa
5p|Q69ZBC 119 kDa
$p|Q91Y44 107 kDa

spIQIWTN 51 kDa
tr|E9PZ50| 238 kDa
5p|Q60972 48 kDa
5p|QBPIX9 60 kDa
5p1Q80YD: 41 kDa
5p|Q922U: 62 kD2
5p|QIDBG 69 kDa
tr|ESPWU87 kDa
tr|F8WICO 83 kDa
tr|G3UY19 67 kDa
spIP30681 24 kDa
5p|P47955 11 kDa
5pIP62320 14 kDa
5p|P62900 14 kDa
5p|QVB8IC 52 kDa
5p|QBCG2 46 kDa
sp|Q9DOI8 28 kDa
tr|A2AU7196 kDa
5pIP24369 24 kDa
sp|Pa7754 33 kDa
5pIP60843 46 kDa
5p|QOPSS3 60 kDa
5p|Q8K1H: 122 kDa
splQ9IK2 51kDa
spIQ9IMH 233 kDa
tr|B2RUDS 83 kDa
tr[BIEIUL|52 kDa
tr|D3VZ62 212 kDa
tr]Q8C84s 27 kDa
5p|P62849 15 kDa
5pIP99024 50 kDa
sp|QBCIF7 248 kDa
spIQIIWY 19 kDa
5p|QIDSY: 110 kD2
sp|QIDAD 15 kDa
spIQOIHI7 36 kDa
spIQIRIC: 108 kDa
tr|COIQA4 16 kDa
tr|ESQN3187 kDa
5p|P62702 30 kDa
5p|Q8BHG 133 kDa
sp|Q9IYEE 210 kDa
5p|Q99P8E 155 kDa
tr]Q6ZWZE 15 kDa
5pIP99029 22 kDa

5p|Q8BFZS 38 kDa
sp|Q8BI79 137 kDa
sp|Q8R3FE 42 kDa
sp| Q928 145 kDa
tr|QSSQBC 30 kDa
sp|A2AC9: 71 kDa
spIGSESTC 224 kDa
5p| 08829165 kDa
5910888447 kDa
5p1P23475 69 kDa
sp|P47753 33 kDa
sp|P47934 71 kDa
5p|P61255 17 kDa
sp|Q3U1D 35 kDa
5pIQ3UKI7 58 kDa
sp|Q3V13:35 kDa
spIQUTPVe 152 kDa
sp|Q8OVD: 45 kDa
5p|QICZ153 kDa
sp|Q9DOM 10 kDa
spIQIWUP 53 kDa
sp| 07025125 kDa
5pIQSSRX1 56 kDa
sp|Q6074¢ 48 kDa
5p|Q6444: 38 kDa
sp|Q6IMH! 25 kDa
sp|Q8BVN 49 kDa
sp|Q8CH1¢ 132 kDa
tr|Q8R2P8 71 kDa
sp|P42669 35 kDa
5p|Q8BFRE 50 kDa
sp|Q8BJS4 82 kDa
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Dehvdmgznasz/reduc(assSDRhmvly member 4 05=Mus musculus GN=Dhrsd PE=2 V=3
NAD {

ubiquinone] 1 alpha 10, 05=Mus musculus GN=Ndufa10 PE=1 5V=1

Kinase 31 0S=Mi PE=2 V=2
Splicing factor 3A subunit 3 05=Mus musculus GN=5{323 PE=2 §
PE

=Mus |
205 rvosomal protein 519 (Fragment) 05=Mus musculus GN=Rps1 P
Lamin-82 05=Mus musculus GN=Lmnb2 PE=15V=2
Pericentrin 05=Mus musculus GN=Pent PE=1 SV=2
Protein DDC8 0S=Mus musculus GN=Ddc8 PE=2 SV=
RNAL bmdmg protein Raly OS=Mus musculus GN=Raly PE=1 5V=3
Septin-10 0 usculus GN=Sept10 PE=2 SV=1
Phosphog\yto\ale phosphatase OS=Mus musculus GN=Pgp PE=2 SV=1
factor 0= GN=Fyttd1 PE=15V=1
Aconitate hydratase, mitochondrial OS=Mus musculus GN=Aco2 PE=1 SV=1
ATP-binding cassette sub-family F member 2 05=Mus musculus G
complex subunit 4 O5=M: lus G
Casein kinase | isoform alpha 0=Mus musculus GN=Csnk1al PE=2 SV:
Fibrous sheath CABYR-binding protein O5=Mus musculus GN=Fscb PE=1 SV=1
Argininosuccinate synthase 05=Mus musculus GN=Ass1 P!
Calnexin OS=Mus musculus GN=Canx PE=1 SV=1
Serine protease 46 05=Mus musculus GN=Prssd6 PE=2 SV=2
Armadillo protein 12 O
Isoleucine--tRNA ligase, cytoplasmic 0S=Mus musculus Gf
Bifunctional glutamate/proline—tRNA ligase OS=Mus musculus GN=Eprs PE=15V=4
Myosin light chain 68 0S=Mus musculus GN=Myl6b PE=2 V=1
Dnal homolog subfamily C member 7 0S=Mus musculus GN=Dnajc7 PE=1 5V=2
H/ACA ribonucleoprotein complex subunit 1 (Fragment) OS=Mus musculus GN=Gar1 PE=2 V=1
Protein Dnah1 0S=Mus musculus GN=Dnahl PE=4 SV=1
General transcription factor IIH subunit 1 05=Mus musculus GN=Gtf2h1 PE=2 SV=1
MCG115602 05=Mus musculus GN=Dnajc13 PE=4 S\
Alpha globin 1 05=Mus musculus GN=Hba-a1 PE=2 SV=1
Protein Srsf6 OS=Mus musculus GN=Srsf6 PE=2 5
Dynein light chain 1, cytoplasmic 05=Mus musculus GN= Dynm PE=15V=
405 ribosomal protein 519 0S=Mus musculus G
Probable C-mannosyltransferase DPY19L2 0S=Mus muscu\usGN Dpy1912 PE=1 5V=1
Tumor suppressor p53-binding protein 1 0S=Mus musculus GN=Tp53bp1 PE=15)
Uncharacterized protein C70rf72 homolog 0S=Mus musculus PE=2 V=2
Meiosis-specific nuclear structural protein 1 05=Mus musculus GN=Mns1 PE=1 V=1
Poly(rC)-binding protein 2 05=Mus musculus GN=Pcbp2 PE=1 5V=1
405 ribosomal protein 527-like OS=]
ATPdependant RNA hliase DDX35A OS=Mus musculus G
protein 05=M: PE=15V=1
Pro(em Fed OS=Mus musculus G-Ik PE=2 52

e

swszr it C205=M
Nucleosome assembly protein 1-lke 1 05=Mus musculus GN
protein 105=Mus
Nuclear pore complex protein Nup214 O5=Mus musculus GN=Nup214 PE=1 5V=2
Barrier-to-autointegration factor-like protein 05=Mus musculus GN=Banf2 PE=2 V=1
Structural maintenance of chromosomes protein 5 05=Mus musculus GN=Sme PE=2 SV=1
[ , heme protein, 05=M, lus GN=Cycl PE=15V=
Actin-related protein T1 OS=Mus musculus GN=Actrt1 P
Dynein light chain roadblock-type 2 05=Mus musculus GN=Dynirb2 PE=1 SV=
Actin-like protein 78 0S=Mus musculus GN=Acti7b PE=2 5
1 in 0S=Mus lus GN=171 PE=25V=1
MCG113054, isoform CRA_a 0S=Mus musculus GN=CepgS| PE=4 V=2

PE=3 SV=
Keratin, type Il cytoskeletal 2 epidermal OS=Mus musculus GN=Krt2 PE=15V=1
Pinin OS=Mus musculus GN=Pnn P
Uncharacterized protein C190rf71 homolog 0S=Mus musculus PE=2 SV=1
Transcription elongation factor SPTS 05=Mus musculus GN=Suptsh PE=1 V=1
Protein disulfide-isomerase OS=Mus musculus GN=P4hb PE=1 5V=2
Histone H2A.Z 05=Mus musculus GN=H2afz PE=1 5V=2
Septin-4 0S=Mus musculus GN=Septd PE=1 SV="
DDB1- and CUL4-associated factor 7 0S=Mus musculus GN=Dcaf7 PE=2 SV=1
DNA repai protein XRCC1 05=Mus musculus G-t PE=1 52
it KIAA1967 homolog OS=Mi P
Leucine-rich repeat-containing protein 59 0S=Mus musculus GN=Lrrc59 PE=2 SV=1
Uncharacterized protein C100rf82 homolog 0S=Mus musculus PE=2 5
Nuclear pore complex protein NupS0 0S=Mus musculus GN=NupS0 PE=15V=3
protein 105=Mus lus GN=Gkap1 PE=15V=1
Hepatoma-derived growm factor-related protein 3 05=Mus musculus GN=Hdgfrp3 PE=1 5V=2
MCG21756, isoform CRA_b 0S=Mus musculus GN=Nup205 PE=2 SV=1
405 ribosomal protein SA O5=Mus musculus GN=Rpsa-ps10 PE=3 V=1
Protein Uggt2 OS-
Protein Rbmx12 05=Mus musculus G
Serine/arginine-rich splicing factor 5 05=Mus musculus GN=Srsf5 PE=15V=
Growth arest.specific protein 8 0S=Mus musculus GN=Gas8 PE=1 5
protein C.
protein 2 05=Mus I
RNA-binding protein 14 0S=Mus musculus GN=Rbm14 PE=1 SV=
Beta-defensin 19 0S=Mus musculus GN=Defb19 PE=2 5\
605 ribosomal protein L11 0
protein 05=M: b

Protein
SPATAT isoform OS=Mus musculus GN=Spata7 PE=2 SV=1
Protein Dnah6 0S=Mus musculus GN=Dnah6 PE=2 SV:
Heme oxygenase 2 05=Mus musculus GN=Hmox2 PE=2 SV=
SRSF proten iase 1 05=Mus musculs GN=Sit P SV

I hydrolase 5 OS=Mus N=Usps PE=15V=1
Vinculin 05=Mus musculus GN=Vcl PE=1 5V=4
ligase, lus GN=Lars PE=2 SV=2
inding protein 2 05=M pnl PE=2 SV=3

Inactive serine/threonine-protein kinase VRK3 05=Mus musculus GN=Vrk3 P
THO complex subunit 1 05=Mus musculus GN=Thoc1 PE=1 SV=1
Proteasome subunit alpha type-7-like OS=Mus musculus GN=Psmag PE=2 SV=1
Lymphocyte antigen 6K O5=Mus musculus GN=Ly6k PE=2 SV
Charged y protein 4b OS=Mus I hmpdb PE=2 SV=2
Coiled-coil domain-containing protein 91 0S=Mus musculus GN=Ccdcg1 PE=2 V=2
Peroxiredoxin-4 (Fragment) O5=Mus musculus GN=Prdx4 PE=2 5V=1
Protein Fam71d 0S=Mus musculus GN=Fam71d PE=4 V=
Protein Spata31d1c OS=Mus musculus GN=Spata31d1c PE=4 SV=1
Expressed sequence BB014433 05=Mus musculus GN=BBO14433 PE=2 SV=1
Histone H1.0 05=Mus musculus GN=H{0 PE=2 SV
Ubiquinone biosynth
Nucleoprotein TPR 05-Mus musculus GN<Tpr PE-1 SV-1
Uncharacterized cofled-cil domain ontaining protein KIAR1984 0S=hus musculus G
protein 78 O5=Mus s
Methionine aminopeptidase 2 05
U2 small nuclear
405 ribosomal protein 520 0S=Mus musculus Gl
SHC SH2 domain-binding protein 1-like protein OS=
kba 205=Mus
Coiled-coil d protein 157 O5=M: lus GN=Ccdc157 PE=2 SV=1
Synaptonemal complex protein 1 0S=Mus musculus GN=Sycp1 PE:
Band 4.1-like protein 5 0S=Mus musculus GN=EpbA115 PE=1 SV=1
Anthrax toxin receptor-fike 05=Mus musculus GN=Antxrl PE=2 5
Kinesin-like protein KIF28 05=Mus musculus GN=Kif2b PE=15)
Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial 0S=Mus musculus GN=Sdha PE=15V=1
Leucine-rich repeat-containing protein 18 05=Mus musculus GN=Lrrc18 PE=2 SV:
s

lus GN=Coq PE=4 SV=1

221984 PE=2 5\

Tubulin beta-3 chain OS=Mus musculus GN=Tubb3 PE=1 5
Y-box-binding protein 3 0S=Mus musculus GN=Ybx3 PE=
405 ribosomal protein 5 (Fragment) OS=Mus musculus G1

0s=Mi

V=

Protein Wdr96 0S=Mus musculus GN=Wdr96 P!
Citrate synthase 0S=Mus musculus GN=Cs| PE=15V=1

Dnal homolog subfamily B member 3 0S=Mus musculus GN=Dnajb3 PE=2 SV=1
Dnal homolog subfamily B member 6 0S=Mus musculus GN=Dnajb6 PE=1 5V=4
605 ribosomal protein L27a OS=Mus musculus GN=Rp27a PE=2 SV=

Small nuclear iated protein B OS=M

Xeray repair cross-complementing protein 5 OS=Mus musculus GN=Xrcc5 PE=2 SV=
Protein enabled homolog O5=Mus musculus GN=Enah PE=1 5

Dynein light chain 1, axonemal OS=Mus musculus GN=Dnal1 PE=2 V=2
GMP synthase o lus GN=Gmps PE=1 V=2
Coilin OS=Mus musculus GN=Coil PE=:

protein 158 05=M cdc158 PE=2 SV=1
Centrosomal protein of 72 kDa O5=Mus musculus GN=Cep72 PE=2 SV=3
uM domain and actin-binding protein 1 05=Mus musculus GN=Lima1 PE=15V=3
associated protein 3 0S=Mus musculus GN=Khdrbs3 PE=1 5V=1

Cofilin-1 05=Mus musculus GN=Cfl1 PE=1 5V=3
Tight junction protein 20-105=Mus muscu\uSGN Tip1 PE=15V=2
Calmegin 05=Mus musculus GN=Clgn PE=2 5

Small nuclear ribonucleoprotein Sm D2 O Musmusculus GN=Snrpd2 PE=15V=1

cterized protein C6orf163 homolog OS-Musmusculus GN=Gm136 PE=2 SV=1
ATP-binding cassette sub-family F member 1 05=Mus musculus GN=Abcf1 PE=1 5V=1
Dedicator of cytokinesis protein 7 OS=Mus musculus GN=Dock7 PE=1 SV=3

sp|Q99LB2 30 kDa
5plQ9LC341kDa
sp|Q99IMV 115 kDa

tr|Q8CDCE 32 kDa
tr|Q921W 48 kDa
tr|D3YUG3 15 kDa.
sp|P21619 67 kDa
sp|P48T25 329 kDa
sp| Q497NI 62 kDa
5p| Q640133 kDa
sp|Q8C6S5( 52 kDa
sp|QBCHP! 35 kDa
sp|Q9124¢< 36 kDa
5p|Q99KI0 85 kDa
sp| Q99LEE 72 kDa
5p|QUESXE 57 kDa
tr|H7BXB1 39 kDa
SPIALEGXE 115 kDa
5pIP16460 47 kDa
5p|P35564 67 kDa
sp|Q5M8S 35 kDa
5p| QBOXSE 39 kDa
sp|Q8BU3I 144 kDa
5p|QBCGC 170 kDa
sp|Q8CI43 23 kDa
5p|Q9QYI3 56 kDa
tr|D3YZ09 20 kDa
tr|E9QST7 487 kDa
tr| E9QKD9 62 kDa
1r|G3X922 254 kDa
tr|Q91VB8 15 kDa
tr|Q3TWW 39 kDa
sp|P63168 10 kDa
5p|QICZXE 16 kDa
sp|POCW?7 90 kDa
5p|P70399 211 kDa
sp| QSNC8: 50 kDa
5p|Q6188¢ 60 kDa
sp|Q6199( 38 kDa
5p|QEZWY 9 kDa

sp|Q8VDW 49 kDa
5p|Q9QZ01 30 kDa
sp|Q9Z1M 66 kDa
tr|A6Z146] 45 kDa.
r|Q3UIDO 125 kDa
5p|P28656 45 kDa
sp|Q62Q31 136 kDa
5pQB0UY: 213 kDa
sp|Q8BVRI( 10 kDa
5p|QBCGAI 129 kDa
sp|Q9IDOM 35 kDa
5p|Q9DOI3 42 kD2
sp|Q9DAJE 11 kDa
5p|Q9QY8: 46 kDa
tr|B2RWG 32 kDa
tr|E9QA61 92 kDa
tr|G3U226 48 kDa
sp|Q3TTYE71kDa
tr|Q3TUQ: 83 kDa
sp| ABH6Q. 24 kDa
5p| 055201121 kDa
5p|P09103 57 kDa
5pIPOCOS6 14 kDa
5p|P28661 55 kDa
sp|P61963 39 kDa
5p|QB0S9€ 69 kDa
sp|Q8VDP: 103 kDa
5p|09220: 35 kDa
$p|Q9CQTI 26 kDa
sp|Q9IIH2 49 kDa
sp| Q9JMBI 42 kDa
5p|QIIMG 22 kDa
tr|B9EJS4| 227 kDa
tr|D3YTT7 33 kDa
tr|E9Q4X2 173 kDa
tr|Q9DAE2 42 kDa
sp|03532€ 31 kDa
5p|QB077¢ 56 kDa
sp|QBPBY( 34 kDa
splQ71113 88 kDa
sp|Q8C2Q 69 kDa
splQBK3IB 10 kDa
sp| QICXW 20 kDa
tr|D3Z2H9 29 kDa.
tr| E9Q0GO 64 kDa
tr|Q3TTL3 62 kDa
tr| E9QOB6 475 kDa
5p| 07025236 kDa
5p| 07055173 kDa
5pIP56399 96 kDa
sp| Q64727 117 kDa
5p| QBB 134 kDa
sp| QBCCSE 32 kDa
5p|QBKIG! 51 kDa
sp| Q8R3NI 75 kDa
splQICWE 28 kDa
sp|QICWF 17 kDa
5p|Q9D8B: 25 kDa
sp|Q9D8LE 50 kDa
tr|B1AZS9 26 kDa
tr|D3YV92 50 kDa
tr|E9QAF1 95 kDa
tr| Q8CSRS 40 kDa
5pIP10922 21 kDa
tr| F6ZE40| 22 kDa
spIF6ZDSA 274 kDa
sp|A2AJB1 62 kDa
SpIE9PYYS 90 kDa
sp| 00866: 53 kDa
sp|P57784 28 kDa
sp|P60867 13 kDa
sp|Q3TTPC 71 kD2
sp|Q3U1G 41 kDa
5p|QSSPX180 kDa
sp|Q6220¢ 116 kDa
5p|QBBGS: 82 kDa
sp|Q8BVM 70 kDa
5p|QBCON: 75 kDa
sp|Q8K28B: 73 kDa
5p|Q9CQ0 30 kDa
sp| Q9CRB; 17 kDa
5P| QUERD’ 50 kDa
sp| Q9JKB3 39 kDa
tr|D3YYME 20 kDa
tr|E9Q7Q8 43 kDa
tr|E9Q7R 193 kDa
tr| Q80X68 52 kDa
5p|03572:27 kDa
sp| 05494¢€ 40 kDa
spIP14115 17 kDa
5pIP27048 24 kDa
5p|P2764183 kDa
sp|Q0317: 86 kDa
5p|QOSAS: 21 kDa
sp|Q3THK: 77 kDa
5p|QSSUT: 62 kDa
sp|Q8CDIE 127 kDa
5p|Q9D3R:72 kDa
sp| QERGI 84 kDa
sp|Q9R22¢ 39 kDa
sp|QIWVE 103 kDa
5p|Q9Z2W 52 kDa
sp| 055143 115 kDa
5pIP18760 19 kDa
sp|P39447 195 kDa
5p|P52194 69 kDa
spIP62317 14 kDa
5p|P62962 15 kDa
sp|Q3V03: 39 kDa
5p|QEPS4Z95 kDa
spIQBRIA« 241 kDa
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p protein, PE=15V=1
Dnal homolog subfamily C member 9 0S=Mus musculus GN=Dnajc9 PE=2 SV=2
Nucleoside diphosphate kinase homolog 5 0S=Mus musculus GN=Nme P
Dri-associated corepressor 0S=Mus musculus GN=Drap1 PE=2 V-
Proteasome subunit alpha type-4 OS=Mus musculus GN=Psmad PE=1 SV=1
Apoptosis-inducing factor 1, mitochondrial OS="
Protein Sic25a1 OS=Mus musculus GN=
Prostaglandin E synthase 3 05=Mus musculus GN=Ptges3 PE=1 SV=1

Spliceosome RNA helicase Ddx39b 05=Mus musculus GN=Ddx39b PE=15V=1

Steroid 17-alpha-hydroxylase/17,20 lyase OS=Mus musculus GN=Cyp17a1 PE=2 SV=1
Catenin delta-1 05=Mus musculus GN=Ctnnd1 PE=1 SV=:
Kinesin-associated protein 3 0S=Mus musculus GN=Kifap3 P!
RNA-binding protein 44 0S=Mus musculus GN=Rbm44 PE=15)

lus GN=Ogdh PE=1 5V=3
Catenin alpha-3 OS=Mus musculus G =2
Methionine aminopeptidase 105= letapl PE=2 SV=1
Nuclear pore complex protein Nup88 OS=Mus musculus GN=Nup88 PE=2 SV=1
DNA-directed RNA polymerase Il subunit RPB2 O5=Mus musculus GN=Polr2b PE=2 V=
Rootletin O5=Mus musculus GN=Crocc PE=1 5V=2
5-oxoprolinase O5=Mus musculus GN=Oplah PE=2 SV=1
Nucleoporin SEH1 05=Mus musculus GN=Seh1l PE=2 SV=1
Afadin- and alpha-actinin-binding protein OS=Mus musculus GN=Ssx2ip PE=1 5V=1
lus GN=Mpi PE=2 SV=1

Uncharacterized protein C2orfS3 homolog 05=Mus musculus PE=2 5V=2

otein 19, 05=Mus lus GN=Spata19 PE=2 SV=1
Serine-threonine kinase receptor-associated protein 0S=Mus musculus GN=Strap PE=1 SV=2
Actin-like protein 6A 0S=Mus musculus GN=Acti6a PE=1 5V=2
Protein Wdr52 0S=Mus musculus GN=Wdr52 PE=4 SV=1

protein OS=M: PE=25V=1

MCG68164 OS=Mus musculus GN=Cylc1 PE=4 V=1

N=Ppig PE=1 SV-=:

Microtubule-associated protein 4 O5=Mus musculus GN=Map4 PE=1 5V
Aminoacyl tRNA synthase complex-interacting multifunctional protein 1 05
Uncharacterized protein C110rf35 homolog 0S=Mus musculus PE=2
Nuclear pore glycoprotein p62 05=Mus musculus GN=Nup62 PE=1 5
Protein RRPS homolog O5=Mus musculus GN=Pdcd11 PE=2 SV=2
Eukaryotic translation initiation factor 3 subunit B 0S=Mus musculus GN=Eif3b P!
RNA binding motif protein, X-linked-like-1 OS=Mus musculus GN=RbmxI1 PE=1 5
Histone H2A 0S=Mus musculus GN=Gm14501 PE=3 SV=1
RNArbmdmg pm!em MEX3D 05=Mus musculus GN=Mex3d PE=2 SV=1
Gluta tase 0S=Mus musculus GN=Glul P
ot relted pmlem Rab-118 0S=Mus musculus GN=Rabil1b PE=1 5V=3
TFIIH basal transcription factor complex helicase PE=25V=1
265 protease regulatory subunit 68 OS=Mus musculus GN=Psmcd PE=1 5V=2
Alpha-centractin 05=Mus musculus GN=Actrla PE=2 V=1
Iy(U)-binding-splicing factor PUF60 O
Dynein regy plex protein 10!
10 d protein G OS=Mus I
Piwilike protein 2 05=Mus musculus GN=Piwil2 PE=15)
THO complex subunit 3 05=Mus musculus GN=Thoc3 PE=2 SV=1
75 kDa subunt
Coiled-coil domain-containing protein 11 05
Kelch-like protein 10 05=Mus musculus GN-=
Cholesterol side-chain cleavage enzyme, mitochondrial O
MCG112829 05=Mus musculus GN=GmS5941 PE=4 SV=1
La-related protein 1 0S=Mus musculus GN=Larp1 PE=1 SV=2
[ fated protein 5 0S=Mus lus GN=Ckap5 PE=2 SV=1
ADP/ATP translocase 1 05=Mus musculus GN=Slc25a4 PE=15)
Importin subunit alpha-1 05=Mus musculus GN=" KpnaZ PE=15V=2
Canitine O- 2, =M lus GN=Cpt2 PE=15V=2
RISC-loading TARBP2 05=M P2 PE=15V=2
Nesprin-3 05=Mus musculus GN=Syne3 PE=1 Sv=1
UPFO4GS proten C160rf80homlog OS=Mus muscuius GN=G13
protein 159 O5=M: GN=Ccdc159 PE=:
Colled-coil domain-containing protein 65 0S=Mus musculus GN=Ccdc65 PE=2 SV:
Splicing factor, proline- and glutamine-rich OS=Mus musculus GN=5fpg PE=1 SV=1
Dnal homolog subfamily C member 10 05=Mus musculus GN=Dnajc10 PE=1 V=2
Protessome subunit lphatype.6 OS=Mus muscus GN=Pamat PE=1 V=1
Athioesterase 9, o N=Acot9 PE=15V=1
Protein Wdré3 05=Mus musculus GN=Wdr63 P!

=3

lus musculus GN=Cyp11al PE=2 SV=1

sv=1

1
\p1m1 PE=15V=3
7000281 Rk roten OS=Mus sl G-Fam209 Pe=2 =1
A/B 05=Mus I

Band 4.1-like protein 2 05=Mus musculus GN=Epb4112 PE=1 SV=2
Gelsolin 05=Mus musculus GN=Gsn PE=1 V=
Nucleoporin Nupa3 05=Mus musculus GN=Nup43 PE=2 SV=
Mortality factor 4-like protein 1 0S=Mus musculus GN=Morf4l1 PE=2 SV=2
ADP-ribosylation factor 3 05=Mus musculus GN=Arf3 PE=2 SV=
Proteasome subunit beta type-4 0S=Mus musculus GN=Psmbd PE=1 SV=

Chromabox protein homolog 5 05=Mus musculus GN=Cb P
kinase 36 0S=Mi

Coiled-coil d protein 116 O5=M: I

c ing protein 104 0S=Mi

Succinate dehydrogenase [ubiquinone] iron-sulfur subunit, mitochondrial OS=Mus musculus GN=Sdhb PE=1 SV=

SNW domain-containing protein 1 05=Mus musculus GN=Snw1 PE=1 5V=3
Coiled-coil domain-containing protein 81 0S=Mus musculus GN=Ccdc81 PE=2 SV=1

ATP synthase subunit d, mitochondrial OS=Mus musculus GN=AtpSh PE=1 SV=3
Tyrosine-protein kinase BAZLB OS=Mus musculus GN=Bazlb PE=15V=2
BMS1 homolog, ribe bly protein PE=25V=1

Testis-expressed sequence 37 protein OS=Mus musculus GN=Tex37 PE=2 5V
igle-stranded DNA-binding protein OS=Mus musculus GN=Ssbp1 PE=2 5
SRC inas-signaling nhbitor 1 05-Mus musculus GN-=Stint PE=2 V-1
A/B 0S=Mus
Probable helicase senataxin OS=Mus musculus G|
Proteasome subunit beta type-1 05 =Psmb1 PE=1 SV=
Leucine-rich repeat-containing protein 23 05=Mus musculus GN=Lrrc23 PE=2 V=1
Kinase 2 05=Mus
oA synthase, 0s=Mus
Guanine subunit beta-2 05=M
Protein FAM9BA 0S=Mus musculus GN=Fam9ga PE=2 5\
Serine/threonine-protein kinase TAO1 05=Mus musculus G
kinase 105=Mus
protein 105=Mus

s

265 proteasome non-ATPase regulatory subunit 11 05

Ly6/PLAUR domain-containing protein 4 0S=Mus musculus G

Dynein heavy chain 3, axonemal OS=Mus musculus GN=Dnah3 PE=1 5V=2

FLYWCH-type zinc finger-containing protein 1 05=Mus musculus GN=Flywch1 PE=2 5\

265 pr 205=M lus GN=Psmd2 PE=15V=1
I = = PE=15V=1

General transcription factor IIE subunit 2 O
Leucine-rich repeat- ing protein 34 0S=Mi

Predicted gene, EG668210 05=Mus musculus GN=Gm9047 PE=2 SV=1
Mitochondrial translocator assembly and maintenance prot
Protein 1700123L14Rik 0S=Mus musculus GN=1700123L14Rik PE=2 SV=1
Protein Tcp10a 0S=Mus musculus GN=Tcp10a PE=2 SV=
Protein BC048562 0S=Mus musculus GN=BC048562 PE=2 SV=
Centrosomal protein of 170 kDa O=Mus musculus GN=Cep170 PE=1 5V=2
Protein Cep350 05=Mus musculus GN=Cep350 PE=2 SV:
main- protein 2 05=Mus musculus GN=
Protein 4931408C20Rik 0S=Mus musculus GN=4931408C20Rik PE=4 V=1
C-Myc-binding protein 0S=Mus musculus GN=Mycbp PE=2 SV=5
Prohibitin-2 05=Mus musculus GN=Phb2 PE=1 SV=1
Heat shock protein beta-1 05=Mus musculus GN=Hspb1 P
Tubby-related protein 2 05=Mus musculus GN=Tulp2 PE=2 5V=3
Poly(rC)-binding protein 3 05=Mus musculus GN=Pcbp3 PE=2 SV=3
Serine/threonine-protein phosphatase 24 activator 5=
265 protease regulatory subunit 4 05=Mus musculus G
60kDa heat shock protein, mitochondrial 0S=Mus musculus GN=Hspd1 PE=1 5V=1
Outer dense fiber protein 38 0S=Mus musculus GN=0df3b PE=2 SV=1
Heat shock factor protein 5 0S=Mus musculus GN=Hsf5 PE=2 SV=1
Dnal homolog subfamily C member 11 05=Mus musculus GN=Dnajc11 P

Lamina-associated polypeptide 2, isoforms beta/delta/epsilon/gamma 0S=Mus musculus GN=Tmpo PE=15\

Transformer-2 protein homolog alpha OS=Mus musculus GN=Tra2a PE=1 SV=1
Outer dense fiber protein 3-like protein 1 0S=Mus musculus GN=0df3I1 PE=2 V=1
Nuclear pore complex protein Nup107 05=Mus musculus GN=Nup107 P
Sperm-associated antigen 16 protein O
Dnal homolog subfamily B member 11 0S=|
265 proteasome non-ATPase regulatory subunit 12 05=Mus musculus G
tion .
ATP-dependent RNA helicase DDX25 O =
Protein 1700009P17Rik (Fragment) OS=Mus musculus GN=1700009P17Rik PE=4 SV=1

=15v=4

PE=15V=

in 41 homolog 05=Mus musculus GN=Tamma1 PE=4 SV=1

sp| Q8VEM 40 kDa
5p|Q9IWN 30 kDa
sp|Q99MF 24 kDa
5p|QID6N 22 kDa
sp| QIR1P( 29 kDa
5p|Q9Z0X167 kDa
tr|Q8JZU2 34 kDa
sp|Q9ROQ 19 kDa
sp|Q9Z1N: 49 kDa
5p|P27786 58 kDa
sp|P30999 105 kDa
5p|P70188 91 kDa
sp|Q3V08¢ 112 kDa
5p| Q60597 116 kDa
sp|Q65CL1 100 kDa
sp|QBBPat 43 kDa
sp| QBCEC( 85 kDa
spQBCFI7 134 kDa
sp|Q8CIA0 227 kDa
5plQBKO1C 138 kDa
sp| Q8R2UI 40 kDa
5p|QBVCH 71 kDa
sp|Q924M 47 kDa
5p|Q9DIE 43 kDa
sp|Q9DAQ 18 kDa
sp|Q9712238 kDa
sp|Q9Z2Nt 47 kDa
tr|E9QSME 212 kDa
tr| FBWIK8 41 kDa
tr|G3X9RO0 71 kDa.
sp|Q922F4 50 kDa
5pIA2ARD: 88 kDa
sp|05473¢ 49 kDa
5p|P27546 117 kDa
5p1P31230 34 kDa
sp|QOVETE 74 kDa
sp|Q6385( 53 kDa
splQBNSAt 208 kDa
sp|Q8JZQ¢ 91 kDa
5p|Q9IVM 42 kDa
tr|B1AV31 12 kDa
tr|ESPUAO 72 kDa.
sp|P15105 42 kDa
sp|P4G638 24 kDa
sp|P49135 89 kDa
5p|PS4775 47 kDa
sp|P61164 43 kDa
5p|Q3UEB: 60 kDa
sp|Q3USS: 89 kDa
5p|QBOW3 49 kDa
sp|Q8CDG 109 kDa
sp|QBVES( 39 kDa
sp|Q91VD! 80 kDa
5p|Q9DA3 62 kDa
sp|Q9DSV: 69 kDa
5p|Q9QZ8: 60 kDa
r|Q497P9 13 kDa
sp|Q62Q5t 121 kDa
sp|A2AGT! 226 kDa
5p|P48962 33 kDa
sp|P52293 58 kDa
5p|P52825 74 kDa
5p|P97473 39 kDa
splQaFZCE 112 kDa
sp|Q8BTU: 23 kDa
5p| QBC96Z 46 kDa
sp|Q8VHI7 58 kDa
splQBVIIG 75 kDa
sp|Q9DC2: 91 kDa
5p|Q9QUN 27 kDa
sp|Q9ROX¢ 51 kDa
tr|B2RY71 106 kDa
tr|D3Z6V5 25 kDa
tr|F8VQO3 91 kDa
sp|P35585 49 kDa
tr| A2APAS 20 kDa.
sp|Q9902( 31 kDa
5p|07031£ 110 kDa
sp|P13020 86 kDa
5p|P59235 42 kDa
sp|P60762 41 kDa
5p|P61205 21 kDa
sp|P99026 29 kDa
5p|Q3v0Q 356 kDa
sp|Q6087¢ 112 kDa
5p|Q6168€ 22 kDa
sp|Q69ZM 144 kDa
5p| QBOXS: 60 kDa
sp| QBCHEC 40 kDa
5p|Q9ICQA 32 kDa
sp|QICSN: 61 kDa
5p|QIDSW 76 kDa
sp|QIDCX: 19 kDa
5p| Q92277171 kDa
tr|D3YV10 80 kDa
tr|Q3U2G: 94 kDa
tr|Q6PGFS 145 kDa
5p|QIDAG 21 kDa
tr|Q8R2K3 17 kDa
tr|B1AQX9 131 kDa
r| Q20BDC 36 kDa
spIA2AKK: 298 kDa
sp| 009061 26 kDa
5p|03512¢ 39 kDa
5p| 054862 41 kDa
5p|P54869 57 kDa
sp|P62880 37 kDa
5p|Q3TIZ6 55 kDa
sp|QSF2EE 116 kDa
5p| Q6124142 kD2
sp|Q6203€ 120 kDa
5p|QBDIDE 76 kDa
sp|Q6PSD: 133 kDa
5p|QBBG3:47 kDa
sp|Q8BVP 27 kDa
5p|QBBWS 468 kDa
sp|Q8CI03 77 kDa
sp|QBVDN 100 kDa
sp| Q9CX8E 31 kDa
5p|Q9D90; 33 kDa
sp|Q9IDAN 47 kDa
5pIQUIHXE 46 kDa
sp| QIWVC 90 kDa
tr|BIEIX3| 20 kDa.
tr|G5E881 38 kDa
tr|Q3V2K7 48 kDa
r|Q80W7149 kDa
tr|Q802Q7 23 kDa
sp| QBA0S! 175 kDa
tr|E9Q309 346 kDa
sp|POC1V4 20 kDa
tr|ESPWPE 154 kDa
sp|Q9EQS: 12 kDa
5p|03512¢ 33 kDa
sp|P14602 23 kDa
5p|P4G636 63 kDa
sp|P57722 39 kDa
5p|PS8389 37 kDa
sp|P62192 49 kDa
5p|P63038 61 kDa
sp|Q5M8N 26 kDa
5p|QSNDO 67 kDa
sp|Q5U45! 63 kDa

5p|Q810P: 31 kDa
5p|Q8BH7: 107 kDa
5p|Q8KASC 71 kDa
5p|QISKV: 41 kDa
5p|QIDS 53 kDa
5p|QIIHW 64 kDa
splQoav1! 55 kDa
tr|FEYI90| 26 kDa
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0% (1.4)
0% (0.6)
95% (0.5)
0% (0.7)
0% (1.2)
0% (0.9)
0% (L0}
95% (3.8)
95% (2.7)
0% (1.5)
0% (0.7)
95% (0.3)
0% (0.7)
0% (1.8)
95% (0.3)
0% (0.6)
95% (0.4)
95% (0.4)
0% (0.7)
0% (0.9)
0% (0.6)
0% (0.6)
0% (0.8)
95% (0.4)
0% (0.9)
0% (1.6)
0% (0.9)
95% (0.3)
0% (0.9)
0% (1.1)
0% (0.8)
0% (1.2)
0% (15)
0% (1.1)
0% (L5)
95% (0.4)
0% (0.9)
95% (0.3)
0% (17)
0% (0.6)
0% (1.4)
0% (1.0)
0% (0.5)
0% (0.9)
0% (1.0}
0% (1.1)
0% (1.0}
0% (0.7)
0% (0.8)
95% (2.0)
0% (L7)
95% (0.4)
95% (3.2)
0% (0.7)
0% (1.0}
0% (1.4)
0% (1.2)
0% (1.0)
0% (1.4)
0% (1.1)
0% (0.8)
0% (0.8)
0% (L1)
95% (0.4)
0% (0.6)
0% (0.7)
95% (0.4)
0% (1.1)
0% (0.8)
0% (0.6)
0% (14)
95% (0.3)
0% (1.2)
95% (0.3)
0% (L5)
0% (0.9)
95% (0.0)
0% (0.9)
0% (0.9)
0% (0.8)
0% (0.7)
0% (1.1)
0% (0.7)
0% (0.6)
0% (0.9)
0% (1.1)
0% (1.1)
0% (0.8)
95% (2.5)
0% (1.7)
0% (0.7)
95% (0.3)
0% (L6)
95% (0.3)
0% (0.6)
0% (1.1)
0% (0.8)
95% (0.3)
95% (2.3)
95% (0.2)
95% (INF)
95% (0.4)
0% (0.6)
95% (0.5)
0% (0.7)
0% (1.8)
0% (0.9)
0% (1.0)
95% (0.5)
0% (0.9)
95% (0.5)
0% (0.6)
95% (0.5)
0% (1.2)
95% (0.5)
95% (0.4)
0% (0.9)
0% (0.9)
0% (1.1)
0% (1.0)
0% (0.6)
0% (1.1)
0% (0.9)
0% (0.8)
0% (L5)
0% (0.6)
0% (0.8)
0% (0.8)
0% (0.8)
95% (0.2)
0% (L0}
95% (0.2)
0% (0.9)
0% (0.7)
0% (1.4)
0% (1.1)
0% (0.8)
0% (1.8)
0% (1.2)
0% (1.1)
95% (0.5)
95% (0.5)
0% (1.1)
0% (0.5)
0% (0.6)
0% (0.5)
0% (0.6)
0% (0.7)
0% (0.9)
95% (2.0)
0% (0.8)
0% (1.5)
0% (0.6)
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Protein Tcfls 05=Mus musculus GN=TcflS PE=2 SV=1
T-complex protein 1 subunit zeta-2 0S=Mus musculus GN=Cct6b PE=2 SV=4
Histone deacetylase 105=Mus musculus GN=Hdac1 PE=15V=1
Activated RNA polymerase Il transcriptional coactivator p15 O
Unconventional myosin-Ib 05=Mus musculus GN=Myo1b PE=2 5V=3

muscle type O lus GN=Pfkm PE=15V:
Cold-inducible RNA-binding protein 05=Mus musculus GN= cmp = s =
Secreted frizzled-related protein 3 05=Mus musculus G
Ubiquitin-like modifier-activating enzyme 105=" Mus muscu\usGN Ubal PE=15V=1
Speriolin 05=Mus musculus GN=Spatc1 PE=1 5
Coiled-coil domain-containing protein 27 O Mus musculus GN=Ccdc27 PE=: z sv=1
Cancer susceptibil
Protein DEK 05=Mus musculus GN=Dek P
Sorting and homolog 05=Mus
roteindpy-30 homelog O5-Nus muscutus GN-Dpy30 PE=1 SV=
Nucleoporin Nup37 05=Mus musculus GN=Nup37 PE=2 5

205=Mus
AP- Zcumplexxubumlmu 105=Mus musculus GN=Ap3m1 PE=1 5V="
e beta N=Farsb PE=2 5

ADP-ribosyation factor- e protein’3 05=Mus musculus GNoA3 PELL SVo1
Predicted gene, EG236749 05=Mus musculus GN=Gm4907 PE=2 5
MCG11326, isoform CRA_b 05=Mus musculus GN=Hnrmph3 PE=4 SV=1
Protein Ak9 (Fragment) OS=Mus musculus GN=AK9 PE=4 SV:
Zinc finger protein 541 0S=Mus musculus GN=Znf541 P
Centrosomal protein of 128 kDa 05=Mus musculus G
Septin-2 05=Mus musculus GN=Sept2 PE=15\
265 p g it

sv=:
ep128 PE=2 SV=2

GN=Psmda PE=15V=1
205=Mus lus GN=Nmt2 PE=15V=1
thioesterase 1 0S=Mi pt1 PE=2 SV=:
Signal recognition particle 9 kDa protein 05=Mus musculus Gf
Pre-mRNA branch site protein p14 0S=Mus musculus GN=S3b14 PE=2 SV=
265 protease regulatory subunit 108 05=Mus musculus GN=Psmcé PE=15\
Serine/arginine-rich splicing factor 2 05=Mus musculus GN=Srsf2 PE=1 5V=4
Nucleosome assembly protein 1-like 4 0S=Mus musculus G
Uncharacterized protein C90rf9 homolog 0S=Mus musculus PE=
Aprataxin 05=Mus musculus GN=Aptx PE=2 5
protein 181 05=M cdc181 P
Proteasome inhibitor PI31 subunit OS=Mus musculus GN=Psmf1 PE=1 SV=
Coronin-2A 05=Mus musculus GN=Coro2a PE=2 SV=1
Transcription elongation regulator 1 0S=Mus musculus GN=Tcerg1 PE=15V=2
Nucleolar GTP-binding protein 1 05=Mus musculus GN=Gtpbp4 PE=2 SV
RIB43A-like with coiled-coils protein 1 0S=Mus musculus GN=Ribcl PE=2 SV="
T expressed gene p musculus GN=Thegl PE=2 SV=1
Protein Atdrl OS-Mius muselus GN-Ridr PE=2 SV
Protein Spata31d1a 0S=Mus musculus G
Protein Fam71e2 O5=Mus musculus GN=Fam71e2 PE=4 SV=1
€3 ubiquitin-protein ligase UBR4 OS=!
Eukaryotic translation initiation factor 4E Of
605 ribosomal protein L35 05=Mus musculus GN=RpI35 PE=2 SV=1
SAFB-like transcription modulator 0S=Mus musculus GN=Sltm PE=1 SV=1
Enhancer of yellow 2 transcription factor homolog 0S=Mus musculus GN=Eny2 PE=2 SV=1
605 ribosomal protein 128 O5=Mus musculus GN=Rpl28 P
Proteasome subunit alpha type-1 0S=Mus musculus GN=Psmal PE=1 SV=1
605 ribosomal protein 134 05=Mus musculus GN=Rp134 PE=3 SV=2
Glutathione S-transferase Mu 1 05=Mus musculus GN=Gstm1 PE=1 SV=2
Pinin OS=Mus musculus G
THO complex subunit 4 05=Mus musculus GN=Alyref PE=1 5V=3
Eukaryotic translation initiation factor 3 subunit D OS=Mus musculus GN=Eif3d PE=1 5V=2
Cytochrome ¢ oxidase subunit 2 0S=Mus musculus GN=Mitco2 PE=1 V=1
Ubiquitin carboxyl-terminal hydrolase 4 O5=Mus musculus GN=Usp4 P!
tein 5 05=Mus lus GN=Wh
Transcrption elongation factor B polypeptide 105
it 1

V=4

GN=psmd1 PE=15V=1
Serine/arginine repetitive mamxprolemlcs Mus musculus GN=Srrm PE=1 SV=2

THO homolog OS=! S\

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

Probable global transcrij

Cytoplasmic dynein 1 light 205=Mus lus GN=Dync1i2 PE=15V=2
Calei i protein kinase type Il subunit GN=Camk2d PE:
Protein MAATS1 0S=Mus musculus GN=Maats1 PE=2 V=3

Athioester hydrolase OS=M: PE=15V=2

MKIS7 FHA domain-interacting nucleolar phosphoprotein 0S=Mus musculus GN=MKI67ip P
Structural maintenance of chromosomes protein 18 05=Mus musculus GN=Smc1b PE=15V=1
Structural maintenance of chromosomes protein 6 0S=Mus musculus GN=Sme6 PE=2 SV:
Ankyrin repeat and EF-hand prote GN=Ankef1 PE=2 5V=1
Uncharacterized protein C1orf194 homolog 0S=Mus musculus PE=2
Dnal homolog ubfamily & member 105:Mus musculus G- unam PE=25V=3
d protein MTA2 OS=Mus
Receptor protein 6 05=Mus
Protein Ttc18 05=Mus musculus GN=Ttc18 PE=2 5V=2
Protein Srsf11 0S=Mus musculus GN=Srsf11 PE=2 SV=1
MCG122846 OS=Mus musculus GN=Sipall3 PE=4 V=1
Protein PE=2 SV=1
Protein Gm597 0S=Mus musculus GN=GmS97 PE=4 SV=1
Hyaluronan mediated motilty receptor OS=Mus musculus GN=Hmmr PE=1 5
Pleckstrin homolagy domain-containing family A member 7 Of
P18 05=Mus musculus PE=4 SV=1
Heat shock protein beta-9 05=Mus musculus GN=Hspb9 PE=3 SV=1
P

sv=2
Nuceolar transcipton factor 105-1 Mus sl Gkt Pu sv=1
protein 6 O sv=1

Centrin-1 0S=Mus musculus GN=Cetn1 PE=1 SV=1
Protein phosphatase 1 regulatory subunit 7 O
Di d d

lus musculus GN=Ppp1r7 PE=1 SV=2

EF-hand calcium-bindi i protein 3 0=Mi PE=25V=1
idyl-prolyl cis- FKBP6 05=Mus lus GN=FKbp6 PE=2 S\

Dnal homolog subfamily A member 3, mitochondrial O5=Mus musculus GN=Dnaja3 PE=1 V=1

Mitochondrial import receptor subunit TOM34 O5=Mus musculus GN=Tomm34 PE=2 V=1

DPY30 domain-containing protein 1 0S=Mus musculus GN=Dydcl PE=2 SV=2

Testicular gene protein O5=M =Theg PE=15V=1

Protein Rsf1 05=Mus musculus GN=Rsf1 PE=2 SV=

MCG13574, isoform CRA_b 0S=Mus musculus GN=Ribc2 PE=4 SV=1

€ protein 151 05=M cdc151 PE=4 SV=1
A kinase (PRKA) anchor protein 8-like 05=Mus musculus GN=Akapgi PE=2 SV=1
=25v=1
G i lus GN=Gja1 PE=1 V=2
myc I PE=2 V=1
Normal mucosa of esophagus-sp 1 protein 05=Mus lus GN=Nmes1 PE=2 SV=1

THO complex subunit 2 05=Mus musculus GN=Thoc2 PE=2 SV=1
Filamin-B OS=Mus musculus GN=Finb PE=15
‘Small nuclear ribonucleoprotein Sm D1 0S=Mus musculus G
HL histone family, member X 0S=Mus musculus GN=H1fx P

nrpd1 PE=1 5V=1
i

gams PE=2 SV=1

Bel-2-associated transcription factor 1 05=Mus musculus GN=elaf1 -
Uncharacterized protein C170rf47 homolog 0S=Mus musculus GN= 5m11491 PE=4 V=1
Keratin 15, isoform CRA_a 0S=Mus musculus GN=Krt15 PE=3 SV=1
Thioredoxin reductase 3 0S=Mus musculus GN=Txnrd3 PE=3 SV:
Colled-coil domain-containing protein 62 05=Mus musculus GN=Cedc62 PE=2 V=1
protein 31 05=Mus
AP-3 complex subunit delta-1 05=Mus musculus GN=Ap3d1 P
Aldehyde dehydrogenase, mitochondrial O5=Mus musculus G
Centromere protein C 05=Mus musculus GN=Cenpc P
Guanine subunit beta-105=M
Transcription factor SOX-30 05=Mus musculus GN=50x30 PE=2 SV=1
NADH dehydrogenase [ubiquinone] flavoprotein 1, mitochondrial OS=!
Centromere protein Q 0S=Mus musculus GN=Cenpq PE=2 5V=1
Glutaredoxin-3 05=Mus musculus GN=GIrx3 PE=1 SV=
Heat shock factor-binding protein 1 05=Mus musculus GN=Hsbp1 PE=2 SV=1
Ribosome biogenesis regulatory protein homolog 0S=Mus musculus GN-Rvsl PE=2 5V=1
Tripartite motif- protein 42 O5=Mus lus GN=Tr
General transcription factor IIH subunit 2 0S=Mus musculus GN=Gtf2h2 pz 15v=1

Splicing factor 3A subunit 2 05=Mus musculus GN=5f3a2 PE= osv 1
Beta/gamma crystallin d protein 3 05=M
SUMO-conjugating enzyme UBC9 OS=Mus musculus GN=Ube2i PE=15V:
Nuclear envelope pore membrane protein POM 121 05=Mus musculus GN=Pom121 PE=1 V=2
105=Mus [
DCC-interacting protein 13-beta OS=Mus musculus GN=AppI2 PE=2 SV=1
Enhancer of rudimentary homolog 0S=Mus musculus GN=Erh PE=1 SV=1
Thyroid hormane recep d protein 3 05=Mus lus GN=Thrap3 PE=1 SV=1
Nascent bunit alpha 05=M lus GN=Naca PE=15V=1
265 proteasome non-ATPase regulatory subunit 14 0S=Mus musculus GN=Psmd14 PE=1 V=2
LanC-like protein 1 05=Mus musculus GN=Lancl1 PE=1 SV=1
Peroxisomal multifunctional enzyme type 2 0S=Mus musculus GN=Hsd17b4 PE=1 5V=3
Alpha-actinin-4 05=Mus musculus GN=Actnd PE=15V=1
405 ribosomal protein 528 0S=Mus musculus G

rybg3 PE=2 SV=1

Long chain-ftty-acid-CoA lgase ACSBG2 05=Mus musculus GN A(sngP =15v=1
protein 105=Mus
Nuclear cap-binding protein subunit 105=Mus musculus G

rotein Clorf158 homol PE=2 5V=2

sv=2

PE=15V=1

lus musculus GN=Plekha7 PE=1 SV=2

rotein 2 05=M lus GN=Adam2 PE=2 SV=2

tr|Q32NY8 52 kDa
5p|Q6139C 58 kDa
sp| 00910€ 55 kDa
5p|P11031 14 kDa
sp|P46735 129 kDa
5p|P47857 85 kDa
sp|P60824 19 kDa
5p|P97401 36 kDa
sp|Q0205: 118 kDa
5p/Q1488¢ 51 kDa
sp|Q3V03¢ 74 kDa
5pIQSTDU. 85 kDa
sp|Q7TNVI 43 kDa
5p|Q8BGH 52 kDa
sp|Q99LTC 11 kDa
5pIQICWL 37 kDa
sp|Q9D02: 14 kDa
5pIQIKCE 47 kDa
sp|Q9WU/ 66 kDa
5pIQIWUL20kDa
tr|B1AXB9 47 kDa
tr|D3YWT!35 kDa
tr|G3UYQ« 158 kDa
5p|QOGGX 148 kDa
sp|Q8BI22 129 kDa
5p|P42208 42 kDa
sp|03522€ 41 kDa
5p|07031160 kDa
sp| 08853134 kDa
5p|P49962 10 kDa
sp|P59708 15 kDa
sp|P62334 44 kDa
sp|Q6209: 25 kDa
5p|Q782A3 43 kDa
sp|Q7TPM 19 kDa
5p|Q7TQC! 39 kDa
sp|Q80ZU! 59 kDa
5p|Q8BHLE 30 kDa
sp| QBCOP: 60 kDa
spIQACGF. 124 kDa
sp|Q99IME 74 kDa
5p|QIDOB 45 kDa
sp|Q9DA1! 52 kDa
tr|E9PWZE 42 kDa.
tr| E9QA35 145 kDa
tr|L7N2E8 84 kDa
sp| A2ANO! 572 kDa
5p|P63073 25 kDa
sp|Q6ZWV 15 kDa
spIQ8CH2!117 kDa
sp|Q9JIX0| 12 kDa
5p|P41105 16 kDa
sp|Q9R1P« 30 kDa
5pIQIDIR!13 kDa
sp|P10649 26 kDa
5p|03569182 kDa
sp|00858: 27 kDa
5p107019¢ 64 kDa
sp|P0O0405 26 kDa
sp|P35123 108 kDa
sp|P61965 37 kDa
5p|P83940 12 kDa
sp|Q3TXS7 106 kDa
5p|Q52KI8 107 kDa
sp|Q5U4D 37 kDa
5p|Q6159 51 kDa
sp|Q6DICO 180 kDa
5pIQ6PDL 54 kDa
sp| QBPHZ: 56 kDa
5p|Q8BRC(92 kDa
sp|Q91V143 kDa
5pIQI1VE 36 kDa
sp| Q920F€ 145 kDa
5p|Q924W 127 kDa
sp|Q9D2)7 87 kDa
5pIQIDAD 19 kDa

tr|D3YTRI 63 kDa
tr|D3VVL2 128 kDa
tr| ESQBES 57 kDa
tr|G3X910] 195 kDa
tr|Q3V061 71 kDa
tr|E90815] 100 kDa
5010054792 kDa
5p|Q3UILG 127 kDa
tr|E9Q317 20 kDa
tr|G3UWB 22 kDa
5p1Q80W9 582 kDa
tr| AZAWT: 88 kDa
59103561281 kDa
5p|P41209 20 kDa
spIQ3UM4 41 kDa
5p|Q6071£82 kDa
5p|Q8OX6( 50 kDa
5p|Q9IXW 37 kDa
5p1Q99M8 52 kDa
5p|QICYG 34 kDa
5p1QIDIT 20 kDa
sp|QIIMB 43 kDa
tr[ESPWW 161 kDa
tr|GIXBWI 45 kDa
tr|63X951 70 kDa
tr|QSRLS7 71kDa
tr1Q91UZ1 135 kDa
5p|P23242 43 kD2
5p|QSSUV: 106 kDa
5p|Q810Q 10 kD2
sp|B1AZI6 183 kDa
5p|Q8OXC 278 kDa
5p|P62315 13 kDa
tr]QB0ZM: 20 kDa
5p|Q8BX1(32 kDa
5p|Q8KO1< 106 kDa
5p|QSND1 59 kDa
tr|B1AQ77 49 kDa
tr|G3X8P6 68 kDa
SpIE9PVDI79 kDa
sPIESQARC 116 kDa
5p|054772 135 kDa
5p|P47738 57 kDa
5p|PA9as2 102 kDa
5p|P62874 37 kDa
5p|Q8CGW 84 kDa
5p|QIIVTC51kDa
splQ9cPa 31 kDa
splagcan 38 kva
splascaz:9koa
spIQICYHI42 kDa
5p|QID2H 83 kDa
5p1Q9IB4 45 kDa
sp|QazLs 27 kDa
sp|Q9Z2€144 kDa
tr|A2AB15 14 kDa
tr]G3UVU: 51 kDa
tr]13QP52 140 kDa
5p|P63280 18 kDa
5p|Q8K3ZE 121 kDa
5p|Q9IHUS 61 kDa
5p|Q8K3G 74 kDa
5p|P84089 12 kDa
5p|QS69Z€ 108 kDa
50106081723 kDa

sp| 089112 45 kDa
5p|P5166079 kDa
sp|P57780 105 kDa
5p|P62858 8 kDa

sp|P97868 200 kDa
5p|Q2XUS:74 kDa
sp|Q3U14127 kDa
spIQ3UYV!92 kDa
sp| Q4KKZ1 23 kDa
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95% (0.4)
95% (0.4)
95% (0.0)
0% (0.8)
0% (1.1)
0% (1.9)
0% (1.3)
0% (0.8)
0% (0.9)
0% (1.2)
0% (1.0)
0% (1.1)
0% (1.0)
0% (0.8)
0% (0.7)
0% (0.9)
0% (0.6)
0% (1.8)
0% (0.7)
0% (1.2)
95% (0.5)
0% (0.6)
0% (1.4)
0% (13)
95% (0.4)
0% (18)
95% (0.1)
0% (0.9)
0% (1.7)
95% (0.4)
0% (1.0)
95% (5.2)
95% (INF)
0% (0.9)
0% (1.4)
0% (1.4)
0% (0.8)
0% (1.0}
0% (0.7)
0% (1.2)
0% (0.8)
0% (1.0}
0% (1.2)
0% (1.0}
0% (1.3)
95% (0.5)
0% (0.7)
0% (1.0}
0% (0.8)
0% (0.6)
0% (0.7)
95% (0.3)
0% (1.1)
0% (1.1)
0% (1.1)
0% (0.6)
0% (0.9)
0% (0.8)
0% (0.9)
0% (0.5)
0% (0.8)
95% (0.5)
95% (0.3)
95% (0.3)
95% (0.3)
95% (0.0
95% (0.0)
0% (0.6)
95% (0.5)
0% (0.8)
0% (0.9)
0% (0.6)
0% (0.9)
0% (0.8)
0% (0.7)
95% (0.4)
0% (0.7)
0% (0.6)
0% (1.1)
95% (0.5)
0% (0.6)
0% (0.6)
95% (0.5)
0% (0.8)
0% (0.9)
95% (0.4)
95% (0.2)
0% (0.9)
0% (1.1)
0% (L7)
95% (0.3)
95% (0.3)
95% (2.1)
95% (0.0)
0% (0.9)
95% (0.5)
0% (1.0)
95% (0.5)
0% (0.6)
0% (1.0}
0% (0.8)
95% (2.3)
0% (0.9)
0% (L.1)
0% (0.9)
0% (0.7)
0% (0.6)
0% (16)
0% (1.0)
0% (1.8)
0% (0.8)
0% (0.5)
95% (2.0)
0% (0.6)
95% (0.2)
0% (13)
95% (0.2)
95% (0.4)
95% (0.0)
95% (0.0
0% (1.5)
0% (1.4)
0% (0.8)
0% (0.7)
0% (1.1)
95% (0.3)
0% (0.6)
0% (1.0}
0% (1.3)
95% (0.4)

unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown



Splicing factor 38 subunit 4 0S=Mus musculus GN=5f3b4 PE=2 SV=1

Serine/threonine-protein phosphatase 2A 55 kDa regulatory subunit B delta isoform O

Deoxynucleotidyltransferase terminal-interacting protein 105=Mus musculus GN=Dnttip1 PE=2 V=1

ATP-dependent RNA helicase DDXS0 OS=Mus musculus GN=DAx50 PE=2 SV=1

RING finger protein 151 OS=Mus musculus GN=Rnf151 PE=1 SV-=

395 ribosomal protein L11, mitochondrial O5=Mus musculus GN=Mrpl11 PE=2 SV=1

RNA-binding protein 8A OS=Mus musculus GN=Rbmga PE=1 SV=

Cysteine-rich with EGF-like domain protein 2 05=Mus musculus GN=Creld2 PE=2 5

X PE=2 5V=1

complex central el 1 PE=15)

Ubiquitin carboxyl-terminal hydrolase isozyme L5 OS-
Mitotc checkpoint protein BUB3 O

Kinase haspi lus GN=Gsg2 PE=15V=3
Tef20 protein OS=Mus musculus GN=
3 (NADH) PE=2 SV=1

Protein 0s=Mus musculus PE=25V=1

Protein BCO51142 05=Mus musculus GN=BC051142 PE=2 SV=1

Metaxin-2 05=Mus musculus GN=Mtx2 PE=1 SV=1

Cytochrome c oxidase subunit 4 isoform 1, oxdil PE=1 V=2
protein 8 05=Mus lus GN=Brd8 P

Protein BUD31 homolog 05=Mus musculus GN=Bud31 PE=4 SV=

Zinc finger B-box domain-containing protein 1 0S=Mus musculus GN=Zbbx PE=2 SV=1

Hypothetical LOCE9357 OS=Mus musculus GN=1700003€ 24k P
protein 35 05=Mus
Ras-related protein Rab-18 05=Mus musculus GN=Rab18 PE=2 SV:
605 ribosomal protein L19 05=Mus musculus GN=Rpl19 PE=1 SV=1
MCG148436 05=Mus musculus GN=1700014D04Rik PE=4 S\
Pro(em Cedc146 05=Mus musculus GN=Ccdc146 PE=2 V=
N=Aldoart2 PE=2 SV=1
Nu:lear pore complex protein Nup160 0S=Mus musculus G
Lymphokine-activated killer T-cell-originated protein kinase O
Protein FAM24A 05=Mus musculus GN=Fam24a PE=3 V=1
MCG1271 0S=Mus musculus GN=Secisbp2 PE=2 SV=1
GTP-binding protein 1 05=Mus musculus GN:

Eukaryotic translation initiation factor 6 05=Mus musculus GN:
Dynein light chain Tctex-type 1 0S=Mus musculus GN=Dynlt1 PE=1 V=1
High mobility group protein B1 0S=Mus musculus GN=Hmgb1 PE=15V=2
Protein misato homolog 1 05=Mus musculus GN=Msto1 PE=2 V=1
Microtubule-associated protein RP/EB family member 3 0S=Mus musculus GN=Mapre3 PE=1 SV=1
Nexilin 05=Mus musculus G E=15)
protein X component,
Paraspeckle component 1 0S=Mus musculus G
Pre-mRNA-splicing factor SPF27 OS=Mus musculus GN=Bcas2 PE=2 SV=1
Transcription elongation factor A protein 2 0S=Mus musculus GN=Tcea2 PE=2 5V=2
Vesicle-associated membrane protein-associated protein B 0S=Mus musculus GN=Vapb PE=2 5
h splicing factor 10 05=M
Large proline-rich protein BAGE 0S=Mus muscu\us GN=Bag6 PE=15V=
Protein Spags 0S=Mus musculus GI
Protein Sept12 05=Mus musculus GN=Sept12 PE= z sv=1
protein 160 O5=M: lus GN=Cedc160 PE=2 SV=1
8bp PE=2 SV=2
[Pyruvate dehydrogenaxe llipoarnidel] kinase isozyme 3, mitochondrial 05=Mus musculus GN=Pdk3 PE=2 SV=1
Kinase 6 0S=Mus lus GN=Tssk6 PE=2 S
Eukaryotic translation initiation factor 5 0S=Mus musculus GN=Eif5 PE=1 SV=1
BAG family molecularchaperone regulator 2 0S<Nius musculus GN=Bag? PE<1 -1
Aminoacyl tRN;
Protein TrpS3tg5 0S=Mus musculus GN=TrpS3te5 P!

lus GN=Pdhx PE=2 V=1

N= PE=15V=2

Small nuclear ribonucleoprotein E 0S=Mus musculus GN=Snrpe PE=1 SV=1

Protein Smaug homolog 1 05=Mus musculus G
MCG18410, isoform CRA_a OS=Mus musculus GN=Ddx23 PE=4 SV=1
proteinRgs22 0S=Mus musculus GN=Res22 PE=2 V-1

Protein = PE=4'S
Spermidine/spermine N(1)-acﬂvltran$ferasz-hke protein 1 05=Mus musculus GN=Satl1 PE=2 SV=2
Nucleolar transcription factor 1 05=Mus musculus GN=Ubtf PE=
14-3-3 protein theta (Fragment) OS=Mus musculus GN=Ywhag PE:
UPFO364 protein C6orf211 homolog 0S=Mus musculus PE=2 SV:
 finger RNA-binding protein OS=Mus musculus GN=Zfr PE=1 SV-=;
Cysteine-rich secretory protein 2 0S=Mus musculus GN=Crisp2 PE=15)

Radixin 05=Mus musculus G!
Aladin 05=Mus musculus GN=Aaas PE=15V=1
Tumor suppressor candidate 3 0S=Mus musculus GN=Tusc3 PE=2 SV=1

i protein 2 05=M PE=15V=1
HMG box transcription factor BBX 05=Mus musculus GN=Bbx PE=1 SV=2
Mitochondrial fission regulator 1-like 05=Mus musculus GN=Mtfr1l PE=15
Protein Gm7347 0S=Mus musculus GN=Gm7347 PE=4 SV=1
Colled-coil domain-containing protein 38 0S=Mus musculus GN=Ccdc38 PE=2 V=1
Serine/threonine-protein kinase PRP4 homolog OS=Mus musculus GN=Prpfab PE=1 5=

E

Fibrinogen beta chain OS=Mus musculus G
Ribose-phosphate pyrophosphokinase 2 05=Mus musculus G
tein 50 O5=M: PE=15V=1
BAG family molecular chaperone regulator 1 0S=Mus musculus Gl
FYVE and coiled-coil d protein 105=Mus
Sjoegren syndrome nuclear autoantigen 1 homolog O

Ankyrin protein 45 O
Cleavage stimulation factor subunit 1 05=Mus musculus GN=Cstf1 P
U3 small nucleolar protein I PE=15V=2

Protein Wdr66 0S=Mus musculus GN=Wdr66 PE=2 V=1
Beta-defensin 36 OS=Mus musculus GN=Defb36 PE=2 SV=2

5 =
Outer dense fiber protein 2 (Fragment) OS=Mus musculus GN=0df2 PE=4 SV=1
inc finger CCCH domain-containing protein 14 OS=Mus musculus GN=2c3h14 PE=15V=1
Thioredoxin reductase 3 O

d spindle pc protein 1 0S=M;

y protein 24 0S=Mus lus GN=Fahd2 PE=1 5V=1
Regulator of microtubule dynamics protein 2 05=Mus musculus GN=Rmdn2 PE=2 SV=1
RNA-binding protein 28 05=Mus musculus GN=Rbm28 PE=1 SV=
Deorynucieotidylransferae terminalnteractng proten 2 05=Mus musculus GN=Dntip? PE<1 =1
N=Lap3 PE=15\
\nurgin pyrophosphatase 0S=Mus musculus GN=Ppal P
Tyrosyl-DNA phosphodiesterase 1 0S=Mus musculus GN=Tdp1 PE=4 SV=1
Targeting protein for Xkip2 05=Mus musculus GN=Tpx2 P
Protein Gm7073 0S=Mus musculus GN=Gm7073 PE=4 SV=1

Metaxin-1 05=Mus musculus GN=Mtx1 PE=2 SV=1

EF-hand calcium-binding d protein 5 0S=Mi
" in 2 0=

Coiled-coil d protein 173 05=M I

BTB/POZ ining protein KCTD19 0S=M;

STIP1 homology and U box-containing protein 1 0S=Mus musculus GN=Stub1 PE=1 V=1
ignal recognition particle subunit SRP72 0S=Mus musculus GN=Srp72 PE=2 SV=1
Kinesin heavy chain isoform SC 0S=Mus musculus GN=Kif5c PE=1 SV=3
Solute carrier family 2, faciitated glucose transporter member 3 0S=Mus musculus GN=Slc2a3 PE=1 V=1
Zinc finger protein RFP O musculus GN=Trim27 PE=1 5V=2
Uncharacterized protein C20rf73 homolog 0S=Mus musculus PE=2 SV=1
Cytoskeleton-associated protein 2 05=Mus musculus GN=Ckap2 PE=2 SV=1
us

PE=2 SV=1

PE=15V=2

Protein Qrich2 05=Mus musculus GN=( nn:hz [
protein C

Proteasome subunit beta type-7 O

MCG140784 OS=Mus musculus GN=Try10 PE=2 V=1

40 ribosomal protein 529 0S=Mus musculus GN=Rps29 PE

factor 6 OS=Mus lus GN=Prpf6 PE=2 SV=1

14-3-3 protein theta 05=Mus musculus GN=Ywhaq PE=1 SV=1

Peroxiredoxin-4 05=Mus musculus GN=Prdx4 PE=1 SV=1

Serologically defined colon cancer antigen 3 homolog 0S=Mus musculus GN=Sdccag3 PE=2 V=1

Vesicle-trafficking protein SEC22b 05=Mus musculus GN=Sec22b PE=1 5V=3

Calcineurin subunit B type 2 0S=Mus musculus GN=Ppp3r2 PE=2 SV=3

Serine/threonine-protein kinase VRK1 05=Mus musculus GN=Vrk1 PE=15)

Acetyl-C

WW domain-binding protein 11 05=Mus musculus GN=Wbp11 PE:

Eukar‘{on: ranstionnkiation factor 4 gama 3 (Fragment) 05~
jomain 6 0= =

P\elmmmc regu\alw 108=Mus musculus GN-PIrgl PE=25V=1

us musculus GN=Ppp2r2d PE=2 SV=1

sp|Q8QZY! 44 kDa
5p| Q925752 kDa
sp| Q99LBC 37 kDa
5p|Q99MIB2 kD2
$p|Q9CQ2' 27 kDa
5p| QICQFI 21 kDa
sp|QICWZ 20 kDa
5p|QICYA(38 kDa
$p|Q9CZS158 kDa
5p|Q9DAD! 38 kDa
sp|Q9DA9 50 kDa
5p|QIDAF: 46 kDa
sp| QIERR: 18 kDa
5p|QIROPS 25 kDa
sp|QIWUF 38 kDa
sp|QOWV2 37 kDa
sp| Q9ZOR( 84 kDa
tr|BIEHI7| 216 kDa
tr|Q91VA7 42 kDa
tr|Q8C5V8 105 kDa
tr|Q3VOM: 45 kDa
5p| 08844130 kDa
sp|P19783 20 kDa
5p|QBR3B: 103 kDa
tr|EOCX20 17 kDa
5p|QOPSXE 80 kDa
tr|E9Q1G8 51 kDa
5p|P62869 13 kDa
tr|A2AF73 76 kDa
tr|Q8C1RI 9 kDa

sp|Q8BND 134 kDa
5p|P35293 23 kDa
5p|P84099 23 kDa
tr]J3QMS2 109 kDa
tr|E9Q9F7 115 kDa
tr|A6Z147] 39 kDa
sp|Q9ZOW 158 kDa
splQ9uTs 37kDa
sp|Q8CF27 11 kDa
tr|Q3U1C4 95 kDa
sp| 008582 72 kDa
5p| 008705 25 kDa
sp|05513¢ 27 kDa
sp|P51807 12 kDa
sp|P63158 25 kDa
5p|Q2YDW 61 kDa
sp| QBPER: 32 kDa
splQ7TPW 72 kD2
sp| Q8BKZ¢ 54 kDa
5p|QBR32L 59 kDa
sp|Q9D28' 26 kDa
5p|Q9QVN 34 kDa
sp|Q9QY7I 27 kDa
sp|QIROUI 31 kDa
sp|Q9Z1R: 121 kDa
tr|Q3V0QE 51 kDa
r|Q9D451 36 kDa
5p|Q3UYG 37 kDa
sp|Q9DAT. 22 kDa
5p|Q922H; 48 kDa
sp|Q925K¢ 30 kDa
5p|P59325 49 kDa
sp|Q91YN 23 kDa
5p|QBRO1C 35 kDa
r|Q9D976 28 kDa
spIP12787 16 kDa
sp|P83917 21 kDa
5pIP62305 11 kDa
sp|Q8CBY178 kDa
tr|D3ZOMS 95 kDa.
tr| G3UYXS5 146 kDa
tr|GSEBV6 27 kDa.
sp|Q9DSN 83 kDa
tr| AAWT! 89 kDa.
tr|F6YY69]32 kDa
SpIAGHE3( 51 kDa
sp| 088532 117 kDa
spIP16563 28 kDa
sp|P24547 56 kDa
5p|P26043 69 kDa
sp|P58742 59 kDa
5p|QBBTV: 40 kDa
sp| Q8K1N« 59 kDa
5p|QBVBW 101 kDa
sp| QICWE 32 kDa
tr|D3YYI9] 32 kDa
sp| QBCDN 66 kDa
sp|Q6113€ 117 kDa
5p| Q0224 85 kDa
5| QBKOEE 55 kDa
5p|Q9CS4Z 35 kDa
5p| Q99109 37 kDa
sp|Q6073¢ 40 kDa
sp|QBVDC 162 kDa
sp|Q9N94 14 kDa
sp|QBION(28 kDa
sp|Q99LC2 48 kDa
sp|QB10V(79 kDa
tr|E9Q743 149 kDa
5plQBK3L: 8 kDa

sp|Q9Z1FS 71 kDa
tr|F6Y325)31 kDa
sp|Q8BJOS 82 kDa
5p|Q99ME 71 kDa
sp|B2RX8E 138 kDa
5p| 05478177 kDa
sp|P16254 13 kDa
5p|P68373 50 kDa
sp| Q01755 62 kDa
5p|Q3TC7:35 kDa
sp| Q8BSEC 47 kDa
5p| Q8CGC 84 kDa
sp|Q8R2M 84 kDa
5p|QICPY3 56 kDa
sp|Q9D81¢ 33 kDa
tr|B8IC1| 69 kDa
sp| A2APBE 86 kDa
tr|E9QAS1 38 kDa
tr|F7C846| 51 kDa
spIAQIPA3 160 kDa
sp| Q2TPA: 54 kDa
SpIAQILYL 65 kDa
sp|QS562E7 105 kDa
5p|QIWUL 35 kDa
tr|E9Q740 68 kDa
5p|P28738 109 kDa
sp|P32037 53 kDa
5p|Q6215¢ 59 kDa
sp| QSSPVE 26 kDa
sp|Q3VIH 74 kDa
tr|Q3TPI8| 71 kDa
tr|Q3VOUS 55 kDa
sp|Q9DAH 99 kDa
tr|Q6VSS7 36 kDa
sp|P63005 47 kDa
splQ7TSYE 130 kDa
tr|FEUEA3 81 kDa
5p|QIDAA 17 kDa
sp|P70195 30 kDa
tr|Q79221 26 kDa
sp|P62274 7 kDa

sp|Q91YR; 107 kDa
sp|P68254 28 kDa
5p| 00880731 kDa
sp| A2AIW( 48 kDa
5p| 008547 25 kDa
sp| Q6381121 kDa
5p|QBOX4150 kDa
sp|Q8QZT: 45 kDa
5p|Q923D: 70 kDa
tr|A2AMI7 113 kDa
tr|B2RSYS 85 kDa
tr|D324V1 56 kDa

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE
TRUE

TRUE

TRUE

TRUE

TRUE
TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

95% (0.5)
0% (0.7)
0% (0.9)
95% (0.4)
0% (0.9)
95% (2.4)
0% (0.9)
0% (0.7)
0% (1.0}
0% (1.0)
0% (0.8)
95% (0.4)
0% (1.0}
0% (1.3)
0% (L6)
0% (0.8)
0% (1.0}
0% (0.7)
0% (0.9)
95% (0.4)
0% (0.9)
0% (0.7)
0% (0.8)
0% (0.8)
95% (0.4)
95% (0.3)
0% (0.7)
0% (0.7)
95% (2.2)
0% (1.3)
95% (3.0)
0% (1.8)
0% (1.2)
95% (0.3)
95% (0.5)
0% (0.6)
95% (0.08)
95% (INF)
0% (0.7)
95% (0.0)
0% (17)
0% (0.9)
0% (0.6)
0% (1.4)
0% (0.8)
0% (0.7)
0% (0.8)
0% (1.0)
0% (1.4)
0% (1.8)
0% (0.9)
0% (1.1)
0% (0.9)
0% (1.0)
0% (0.7)
0% (0.9)
0% (0.7)
0% (1.2)
0% (0.6)
95% (2.0)
0% (1.0}
0% (1.0)
0% (0.8)
0% (0.8)
0% (0.6)
0% (0.6)
95% (0.4)
0% (0.7)
95% (0.4)
0% (0.7)
95% (0.2)
95% (14)
95% (0.2)
95% (INF)
95% (0.0
0% (1.8)
0% (0.7)
0% (0.9)
95% (2.7)
0% (0.7)
0% (0.6)
0% (0.9)
95% (0.5)
0% (0.6)
0% (1.2)
95% (0.5)
0% (0.8)
0% (1.0)
95% (0.2)
0% (0.7)
95% (2.2)
0% (0.6)
0% (0.6)
95% (0.2)
0% (L0}
95% (0.4)
95% (0.4)
95% (0.5)
0% (0.6)
0% (1.0)
95% (7.0)
0% (0.8)
95% (0.0)
95% (INF)
95% (0.4)
0% (1.2)
0% (0.8)
0% (0.8)
0% (0.6)
0% (1.0)
0% (0.9)
0% (1.2)
0% (0.8)
0% (1.6)
95% (2.0)
0% (1.0)
95% (0.4)
0% (1.0)
0% (L0}
95% (0.4)
95% (0.5)
0% (1.7)
0% (L0}
95% (0.4)
0% (13)
0% (0.9)
0% (0.7)
95% (0.4)
95% (2.0)
95% (0.5)
95% (0.2)
95% (0.5)
95% (0.2)
0% (0.6)
95% (2.3)
95% (0.3)
95% (0.5)
95% (0.3)
95% (0.5)
95% (3.5)
0% (L0}
95% (0.2)
95% (INF)
95% (INF)
95% (0.3)
0% (0.8)
0% (0.9)
0% (1.3)
0% (1.0}
0% (0.8)
0% (0.6)
0% (1.0)
0% (0.8)
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Protein Enthd1 05=Mus musculus GN=Enthd1 PE=4 SV=1
Caprin-105=Mus musculus GN=Caprin1 PE=15V=2
Malate dehydrogenase, mitochondrial 05=Mus musculus GN=Mdh2 PE=1 SV=3

Signal recognition particl

le 19 kDa protein OS:

Jus musculus GN=Srp19 PE=2

ATP-binding cassette sub-family F member 3 05=Mus musculus GN=Abcf3 PE=1 SV=1

Fibrinogen gamma chain

Phosphoglycerate mutase 2 05=Mus musculus GN=|

o

us musculus GN=Fgg P

gam2 PE=:

Dnal homolog subfamily C member 2 0S=Mus musculus GN=Dnajc2 PE=1 SV=2
Threonine aspartase 1 05=Mus musculus GN=Tasp1 PE=2 SV=1

ADP-ribosylation factor-like protein 6 0S=Mus musculus GN=Arl6 PE=2 S\

Cytochrome ¢ oxidase su

Nuclear protein MDM1 0S=Mus musculus GN=Mdm1 P

lbunit 682 051

Jus musculus Gf

Proteasome subunit beta type-3 O
idyl-prolyl c

FKBP4 OS=Mus

Protein Ahnak 05=Mus musculus GN=Ahnak PE=2 V=1
posome complex component RRP4G 05=Mus musculus GN=Exosc5 PE=1 SV=1
A i P

N=Fkbpd PE=15V=5

Dnal homolog subfarmily C member 3 05=Mus musculus GN=Dnajc3 PE=

Nascent

it alph:

=1
form 0S=Mus musculus GN=Naca PE=1
I

d rotein 5 0S=M

smm-z 05=Mus muscul

lus GN=Sept2 PE=2 SV=1

MAP7 domain-containing protein 3 0S=Mus musculus GN=Map7d3 PE=2 SV=1

Dynactin subunit 1 0S=Mus musculus GN=Dctn1 PE=1 S

SWI/SNF-related

V-type proton ATPase catalytic subunit A OS=

dent regulator of
Cadherin-2 0S=Mus musculus GN=Cdh2 PE=1 5V=2

c
V-type proton

factor MAT1 0S=M

lus musculus GN=Atp6v1a PE=L1 5
2

s\

 finger protein 800 Of

Round spermatid basic pr

8, brain isoform 0S=M

rotein 10

=Mus musculus GN=Znf800 PE=
Serine/threonine-protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform OS=Mus musculus GN=Ppp2r1a PE=1 5V=3
=Mus musculus GN=Rsbn1 PE=1 SV=

sv=:

1

PE=15V=1

F-box-like/WD repeat-containing protein TBLIXR1 OS=Mus musculus GN=Tbl1xr1 PE=2 SV=1
Contomer suburit lpha 0S=Mus musculus GN=Copa PE=1 5V=2

lus GN=Adam32

rotein 32 05=M

Nu:leupurln pSS/MSOS'MusmusculusGN' upl1 PE=1 5V=1

Nucleoporin NDC1 05

Cleavage stimulation factor subunit 3 0S=Mus musculus GN=Cstf3 P
Superkiller viralicidic activity 2-like 2 05=Mus musculus GI

lus musculus GN=Ndc1 PE=2 SV:

1

Kival2 PE=2 5

Ras-related protein Rab-18 0S=Mus musculus GN=Rab1b PE=1 5V=1

MORN

Destrin OS=Mus musculus GN=
Poly A binding protein, cytoplasmic 2 Of

protein 5 05=Mus musculus GN=M
High mobilty roup protein 20A 0=Mus musculus GN-Hmg20a PE=2 V=1

stn PE=1 SV=

Exportin-1 05=Mus musculus GN=Xpo1 PE=15V=1
UPFOS01 protein KIAA1430 OS=Mus musculus GN=Kiaa1430 PE=1 5V=2

PE=2 5V=

1

lus musculus GN=Pabpc2 PE=2 SV=1

GN=Adams PE=;

25v=1

E member 1 0S=Mus musculus G

PES2SV=3

2

Splicng factor U2AF 35 KDa subunit 05-Mus musculus GN=U2af1 PE-1 V=4
Pre-mRNA-processing factor 17 0S=Mus musculus GN=Cdcd0

Heat shock 70 kDa protein 14 0S=Mus musculus GN=Hspa14 PE=2 5\

PES15V=1

complex,

Xeray radiation resistance-associated protein 1 05=Mus musculus GN=Xrral PE=2 5V=1
Importin subunit alpha OS=Mus musculus GN=Kpna PE=2 SV=1

Dehydrogenase/reductase SDR family member 78 05=Mus musculus GN=Dhrs7b PE=2 SV=1

Transcription elongation factor SPTG 0S=Mus musculus GN=Supt6h PE=1.S

Leucine-rich

protein 36 0S=Mi

otein 64 05=Mus lus GN=Weh

pre

Protein Gm5901 0S=Mus musculus GN=Gm5901 PE=4 SV=1

Carbonyl reductase famil

ly member 4 O

lus musculus GN=Cbrd PE=2 SV=2
I

igly1 PE=1

PE=2 SV=2
4 PE=2 SV=1

protein

Protein 1 os=Mi lus GN=1:

PE=25V=1

Clathrin light chain A 05=

Mus musculus GN=Cita PE=2 5\

sv=2

Structural maintenance of chromosomes protein 1A 05=Mus musculus GN=Smc1a PE=1 V=4
Scaffold attachment factor B2 05=Mus musculus GN=Safb2 PE=1 SV=2

sv=;

nuclear factor 1 0S=Mus musculus GN=Lrif1 PE=2 SV=
AThook DNA-binding moti-containng protein 1 05=us musculus GN=Ahdc1 PE=1 SV=1
0Os=Mus lus GN=Hspg2 PE=2 SV=1

Basement

Dynamin-2 05-Mus musculus GN<Dnm2 PE=2 SV-1.
Coiled-coil domain-containing protein 18 0S=Mus musculus GN=Cedc18 PE=2 V=1

Keratin, type Il cytoskeletal 75 0S=Mus musculus GN
N-acetyltransferase 10 05=Mus musculus GN=Nat10 PE=2 5
Protein mago nashihomolog OS=Mus musculus G=Magoh P

Voltage-dependent

1 protein 10

lus GN=Vdacl P

Eukaryotic translation initiation factor 3 subunit H 0S=Mus musculus GN=Eif3h PE:

Bifunctional

ferase 1, mi 05=Mu:

s

05=Mus

Colle-col-he-cofled-coilhelix domain-containing protein 3, mitochondrial 0S=Mus musculus GN=Chchd3 PE=1 SV=1

Cytochrome b-c1 complex subunit Rieske, mitochondrial O5=Mus musculus GN=Ugerfs1 PE=1 SV=

265 proteasome non-ATPase regulatory subunit 13 0S=Mus musculus GN=Psmd13 PE=1 V=1
Predicted gene, EG210155 0S=Mus musculus GN=GmA763 PE=2 SV=1

Hepatoma-derived growth factor-related protein 2 0S=Mus musculus G!

dgfrp2 P

sv=1

Calcium homeostasis endoplasmic reticulum protein 0S=Mus musculus GN=( heerE 15v=1

ATP-binding cassette sub-family E member 1 05=Mus musculus G

Pre-mRNA- facty

Nuclear pore complex protein Nupgs O
factor 2

Mus

Mus

lus musculus GN=Nup85 PE=1 SV=1

lus GN=Igf2bp3 PE=1 5V=1

protein 3 0=

Dinal omolog subfamily B member 7 05=Mus musculus GN<Dnajb? PE=2 SV=2

1700074P13Rik protein O5=Mus musculus GN=1700074P13Rik PE=2 5\
Replication protein A 70 kDa DNA-binding subunit 0S=Mus musculus GN=Rpal PE=2 V=

\nac(lve serine protease 39 05=Mus musculus GN=Prss39 PE=2 V=1

2 tau variant 0S=M
C170rfa8 homol

I Gu—c;uzz PE=15V=2

protein

Intracelluar hyaluronan-binding protein & 0S=Mus musculus GN= HaprPE 25v=2
€3 P

Deleted n szo0spermi.|

ke 0S=Mus musculus G

[ubiquinone] 1 al

Rab11 family-interacting protein 105=Mus musculus GN=Rab11fip1 P

homeobox protein 0S=Mus musculus

Guanine nucleotide-binding protein-like 3 05=Mus musculus GN=Gnl3 PE=1 V=2
Cyclin-dependent kinase 2 05=Mus musculus GN=Cdk2 PE=1 5V=2

=Mus

lus GN=Igf2bp1 PE=1 5V="

factor 2 ing protein 1 0

Protein Als2cr11 0S=Mus musculus GN=Als2cr11 PE=2 SV=1
Sphingosine-1-phosphate lyase 1 05=Mus musculus GN=Sgpl1 PE=2 SV=1
Luc7-like protein 3 0S=Mus musculus GN=Luc713 PE=1 SV=1
DNA-directed RNA polymerase If subunit RPB3 0S=Mus musculus GN=Polr2c PE=2 V=1

CKT2 05=Mus musculus 6

snka2ip PE=2 SV=
protein 2 05=M

Hemogen 05=Mus musculus G
e

kinase-

I=Hemgn PE=2 SV=1
ke 3 05=

d protein 3 05=Mus

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

Thymocyte nuclear protein 1 05=Mus musculus GN=Thyn1 PE=1 SV=
-protein ligase HERC2 05=Mus musculus GN=Herc2 PE=15V=3

£3 ubiay

Melanoma-associated antigen G1 05=Mus musculus GN=Ndnl2 PE=1 SV=1
Very-long-chain (3R)-3-hydroxyacyl-{acyl-carrier protein] dehydratase 3 05=Mus musculus GN=ptplad1 PE=1 5V=2

Protein Krt78 05=Mus mi
MCG55287 05=Mus mus

Ribosomal RNA processing protein 1 homolog A 0S=Mus musculus GN=Rrp1 P

usculus GN=Krt78 PE=2 SV=1
culus GN=Cypt12 PE=4

Nuclear autoantigenic sperm protein 0S=Mus musculus GN=Nasp PE=1 5V=2

Proteasome subunit alpha type-5 OS=Mus musculus GN=Psmas P

sv=1

Proteasome subunit alpha type OS=Mus musculus GN=Gm8394 PE=3 V=1

Kinesin light chain 2 0S=Mus musculus G
Disi d i

Sarcolemmal membrane-associated protein (Fragment) Of

Ic2 PE=4 SV=
protein 5 (Fragment) 0S=Mus musculus GN=Adams PE=4 SV=
lus musculus GN=Slmap PE=4 SV=

‘Thyroid hormone receptor-associated protein 3 05=Mus musculus GN=Thrap3 PE=2 SV=1

UDP-glucuronosyltransferase 1-1 05=Mus musculus GN=Ugt1a1 PE=:

Kinesin light chain 2 05=Mus musculus GN=Klc2 PE=1 SV=1

NK-tumor recognition protein O5=Mus musculus G

Dnal homolog subfamily
Protein Rab11fip2 O

B member 9 0;
us musculus GN=Rab11fip2 P

Mus musculus GN=Dnajb PE=1 5V=2

Prohibitin 05=Mus musculus GN=Phb PE=1 5V=1
Leucine-rich repeat and WD repeat-containing protein 1 05=Mus musculus GN=LRWD1 PE=2 5u=1

05=Mus

lus GN=Ppp1ch

=15v=2

Eukaryotic pept
a d

GN=Cpsf2 PE=15V=1
PE=15V=1

Zinc finger CCCH

Enhancer of mRNA decapping 4, isoform CRA_b OS=Mus musculus GN=Edcd PE=4 SV=1

Serine/threonine-protein kinase MRCK beta 0S=Mus musculus GN=Cdc42bpb PE=15)
Kinesin-like protein KIF11 05=Mus musculus GN:

if11 Py

E=2S)

Hormone-sensitive lipase OS=Mus musculus GN=Lipe PE=2 SV=1

prot
roteasome subunit lpha type-2 05=Mus musculus GN<Psma2 PE=1 V=3
sv=

Kinesin light chain 3 0=

Proteasome subunit beta type-5 5=

Protein pitchfork OS=Mu:
2 small nuclear

lus musculus GN=KIc3 P
lus musculus GI
s musculus GN=Pifo PE=1 5V:
" O5=Mus 1

p1 PE=1 S\

smbS PE=1 5V=3

b2 PE=2 5V:

Zinc finger CCCH

protein 15 05=Mus

us GN=;

h

PE=25V=2

PE=15V=2

Ipha 05=Mus musculus GN=Ndufa8 PE=1 V=3
Leucine zipper transcription factor-like protein 1 05=Mus musculus GN=Latfl1 PE=2 V=

PES15V=3

PE=15V=2

PE=15V=1

tr|E9Q122 68 kDa
5p|Q6086% 78 kDa
sp|P08249 36 kDa
tr|Q9D104 16 kDa
sp| Q8K26¢ 80 kDa
5pIQBVCM 49 kDa
sp|07025( 29 kDa
5p|P54103 72 kDa
sp|Q8R1G: 44 kDa
5p|08884¢ 21 kDa
sp| QB0ZN¢ 11 kDa
5|QID0G 80 kDa
sp|Q9R1P1 23 kDa
5p|P30416 52 kDa
tr|E9Q616 604 kDa
5pIQICRAI25 kDa
sp|Q9CQS: 8 kDa

5pIQ9TYW 57 kDa
sp|P70670 220 kDa
sp|Q3TTEC 85 kDa
tr|E9Q3V6 37 kDa
spIA2AEY4 98 kDa
sp| 00878 142 kDa
5p[05494147 kDa
sp|P15116 100 kDa
5p|PS0516 68 kDa
sp|P51949 36 kDa
5p|P62814 57 kDa
sp| QOVEEE 75 kDa
5pIQ76MZ 65 kDa
sp| QBOTEE 89 kDa
5pIQ8BHIE 56 kDa
sp|Q8CIE6 138 kDa
5p|Q8KA1C84 kDa
sp|Q8R33: 59 kDa
5pIQ8VCE:75 kDa
sp|Q99LI7 83 kDa
5pIQIC2UF 118 kDa
sp|Q9D1G 22 kDa
5p|QIDAIS 20 kDa
sp|Q9DC3: 40 kDa
5p|QIROPE 19 kDa
r| Q62029 69 kDa
spIQGPSFE 123 kDa
sp|Q6ZPR161 kDa
5pIQID2G 49 kDa
sp|Q9D88: 28 kDa
5p|QIDCA 65 kDa
sp|Q99M3 55 kDa
5p|Q3U3Vi89 kDa
tr|Q4FIZ2| 60 kDa
5pIQIIMR 100 kDa
sp|Q7TSG! 113 kDa
5p|Q99147 35 kDa
sp|Q9)I78| 74 kDa
5p|Q6238: 199 kDa
sp|Q3VOM 84 kDa
tr|E9QM2: 124 kDa
tr|D3YVJ1|37 kDa
5pIQIVTE 25 kDa
sp| Q8BKSE 73 kDa
tr|E9Q6US 13 kDa
tr|BIAWE( 23 kDa
5pIQICUE: 143 kDa
sp|QBOYR: 112 kDa
5p|Q8CDD 83 kDa
sp|QBPAL7 168 kDa
tr|B1BOCT 469 kDa
tr| G3X9G4 98 kDa
5pIQ640L5 170 kDa
5p|Q8BGZ.60 kDa
5pIQ8K22¢ 115 kDa
sp|P61327 17 kDa
5p106093: 32 kDa
sp|Q91WK 40 kDa
5pIQIILVG 57 kDa
sp|Q8JZM( 39 kDa
5p|QICRBE 26 kDa
sp| QICR6E 29 kDa
spIQIWV] 43 kDa
tr|Q8CFI5| 21 kDa
5pIQ3UML74 kDa
sp|Q8CGZ( 106 kDa
5p|P61222 67 kDa
sp|Q8BHS: 47 kDa
5p|Q8RABC 75 kDa
sp| QICPN: 64 kDa
5p|Q9QYIE 36 kDa
r|Q9D9G7 28 kDa
5p|QBVEE 69 kDa
sp|07016¢ 41 kDa
5pIQBCTES 66 kDa
sp|Q9DAQ 18 kDa
5pIQIIKSS 46 kDa
tr|E9Q392 62 kDa
5p|Q6436¢ 33 kDa
sp|Q9IDCIE 20 kDa
sp|Q9IHQ: 35 kDa
tr|A2BDXO0 124 kDa
5p|QID6271 kDa
sp|Q8CI11 61 kDa
5p|P97377 39 kDa
5910884763 kDa
tr|E9Q152 63 kDa
sp| Q8ROX: 64 kDa
5p|QSSUF: 51kDa
tr|Q99M4t 31 kDa
tr|Q8CH19 30 kDa
sp|QBDVA 58 kDa
5p|QIERZC 55 kDa
sp|Q8BLF2 68 kDa
tr|Q3TT92 62 kDa
sp| Q9DEF¢ 50 kDa
5pIQI1YI3 26 kDa
sp|Q4U2R 527 kDa
5p|QICPRE 31 kDa
sp|Q8K2C¢ 43 kDa
tr|E9QOFO 112 kDa
tr| Q9DARE 13 kDa
5p|PS6183 55 kDa
sp|Q99IMC 84 kDa
5p|Q9Z2U: 26 kDa
tr|D3YX79 26 kDa
tr|D3YXZ3 68 kDa
tr|F651B5| 69 kDa
tr|F6UVS7 50 kDa.
tr|Q8BZN7 80 kDa
5p|Q6388€ 60 kDa
5p|08844€ 67 kDa
5pIP30415 163 kDa
sp|Q692Z9¢< 64 kDa
5p|Q9QYIE 26 kDa
tr| BSEID4| 60 kDa
5p|P6214137 kDa
sp|P67778 30 kDa
5p|Q8BUI372 kDa
sp| Q9R02( 37 kDa
5p|QIDST: 55 kDa
sp| QBROS( 69 kDa
5p|03521¢ 88 kDa
sp| QOPE7¢ 106 kDa
tr|G5EB96 152 kDa
sp|Q7TTSC 195 kDa
sp|Q6POPE 118 kDa
sp|Q9QZD 32 kDa
tr|E9Q4M: 117 kDa
sp|QIWTX 19 kDa
5p|P49722 26 kDa
sp|Q91W4 56 kDa
5p|05523¢29 kDa
sp|Q9IDIW 23 kDa
sp|Q9CQI7 25 kDa
sp|Q3TIVS 48 kDa
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Un:haramnzm prmem CSorf48 homolog 0S=Mus musculus PE=2 SV=2 5p|QIDII1 16 kDa 95% (0.4) unknown
igast

lus GN=Trime9 PE=1 SV=1 5p|Q80XSE 57 kDa 0%(10)  unknown
Mcssoon e st Gl Myl12a PE=2 SV=1 tr1Q6ZWQ 20 kDa TRUE  0%(07)  unknown
Catenin alpha-1 05=Mus musculus GN=Ctnnal PE=1 SV=1 sp|P26231100kDa  TRUE  95% (0.3) unknown
Probable ATP-dependent RNA helicase DDX27 0S=Mus musculus GN=Ddx27 PE=15V=3 5p|Q921N1 86 kDa 95%(02) unknown
THO complex subunit 5 homolog OS=Mus musculus GN=Thoc5 PE=1 5V=2 5p|Q8BKTI 79 kDa 95%(04) unknown
i 105-M PE=15V=2 5p|QIEPAI 32 kDa 0%(1.0)  unknown

Protein Dnajc21 05=Mus musculus GN=Dnajc21 PE=2 SV=1 tr|E9Q8D0 62 kD2 95%(2.0) unknown
Cingulin-like 105=Mus musculus GN=Cgnl1 PE=2 SV=1 tr[B2RSUS 148 kDa 95%(2.0) unknown
Proteasome assembly chaperone 1 0S=Mus musculus GN=Psme1 PE=2 SV=1 tr[D32795 31kDa 95%(02) unknown
Protein Prdm2 0S=Mus musculus GN=Prdm2 PE=2 SV=1 tr|A2A785 187 kDa 0%(1.0)  unknown
Uncharacterized protein C200rf85 homolog 0S=Mus musculus P! 5p|QIDAL 16 kDa 0%(17)  unknown
AP-2 complex subunit sigma O 5p|P62743 17 kDa 0%(15)  unknown
Protein C530008M17Rik 5= tr|E9Q3Y7 143 kD2 95%(01) unknown
Activator of 90 kDa heat PE=2 5V=2 5p|Q8BK6¢ 38 kDa 0%(1.7)  unknown
Probable ATP-dependent RNA helicase DDX46 0S=Mus musculus GN=Ddx46 PE=1 5V=2 sp|Qs69ze 117 kDa 95%(0.0) unknown
protein 1 homolog OS=Mi PE=15V=2 50| Q8KAEC 360 kDa 95%(0.2) unknown

SWI/SNF-related d actin-dependent regulator of 8 member 105=Mus musculus GN=Smarch1 PE=1 SV= 5p|QUZ0H: 44 kDa 95%(02) unknown
protein 3 05=Mus lus GN=Wdr3 PE=2 SV=1 5p|Q8BHB. 106 kDa 95%(0.2) unknown

cl d pecificit 505=M lus GN=Nudt21 PE=2 5v=1 5p|QICQF: 26 kDa 95%(0.0) unknown
Ras-related protein Rab-1A O5=Mus musculus GN=Rab1A PE=15V=3 5p|P6282123 kDa TRUE  0%(11)  unknown
Treacle protein OS=Mus musculus GN=Tcof1 PE=1 5V=1 5p|00878¢ 135 kDa 95%(02) unknown
Testi-expressed sequence 26 protei OS=Mus musculus GN=Tex26 PE<1 =1 5p1QOVB2(35 kDa 95%(0.2) unknown
Icium-binding protein OS=Mus I 5p|Q6111242 kD2 95%(0.0) unknown
Nucleoporin NUPS3 05=Mus musculus GN=Nup35 PE=1 SV= 5p|Q8RARE 35 kDa 95%(02) unknown
Insulin-like peptide INSL6 0S=Mus musculus GN=Insl6 PE=2 SV=1 sp|Q9QY0! 22 kDa 95%(0.0) unknown
Mitochondrial import receptor subunit TOM70 05=Mus musculus GN=Tomm?70a PE=1 5V=2 5p1QICZW 68 kDa 95% (INF) unknown
phosphatase 1 reg 10 05=Mus lus GN=Ppp1r10 PE=1 SV=1 5p|Q80W0 94 kDa 95%(0.0) unknown

Leucine-ich repeat and calponin BY ing protein 3 0S=Mus lus GN=Lrch3 PE=2 SV= spIQBBVU 86 kDa TRUE  95% (INF) unknown
Talin-2 0S=Mus musculus GN=TIn2 PE=4 SV=1 tr|E9PUME272kDa  TRUE  95% (0.0) unknown
Tropomyosin alpha-1 chain 0S=Mus musculus GN=Tpm1 PE=2 SV= tr[E9Q456 29 kDa 95% (INF) unknown
Tropomyosin 1, alpha, isoform CRA_k OS=Mus musculus GN=Tpm1 PE=3 5 tr| GSEBR2 29 kDa TRUE  95%(00) unknown
Probable E3 ubiquitin-protein ligase TRIMLL 0S=Mus musculus GN=Triml1 PE=15V=1 5p|Q8BVP: 54 kDa 0%(08)  unknown
CAP-Gly domain-containing linker protein 4 0S=Mus musculus GN=Clipd PE=1 SV=1 5p|Q8CI96 76 kDa 0%(08)  unknown
h 5p1Q91V6: 35 kDa 0%(15)  unknown

Uncharacterized protein CSorf49 homolog 0S=Mus musculus PE=1 SV=1 5p|QIDAR 21 kDa 0%(08)  unknown
Protein Gm1140 0S=Mus musculus GN=Gm14692 P tr[A28H01 26 kDa 0%(1.2)  unknown
Protein Btaf1 0S=Mus musculus GN=Btaf1 PE=2 ) tr| E9QAE3 207 kD2 0%(1.0)  unknown
Protein 1110017D15Rik (Fragment) OS=Mus musculus GN=1110017D15Rik PE=4 SV=1 trlF7CUE2 25 kDa TRUE  0%(06)  unknown
Acp1 protein OS=Mus musculus GN=Acp1 PE=2.5 tr|QS61M: 18 kDa 0%(12)  unknown
PAS 5p| QBCEEE 151 kDa 0%(08)  unknown
Protein A9 (Fragment) OS=Mus musculus GN=AK9 PE=4 SV=1 tr]G3UZ50 61 kDa 0%(08)  unknown
enzyme E2 13 05=M lbe2l3 PE=2 SV=1 5p|P68037 18 kDa 0%(08)  unknown

DNA polymerase beta 0S=Mus musculus GN=Polb PE=2 5V=3 5p|Q8KA0S 38 kDa 0%(17)  unknown
Cysteir 3 PE=2 V=3 5p1Q9ZLI3 51kDa 0%(08)  unknown
idyl-prolyl cis- 108=M: lus GN=Pin1 PE=1 5V=1 5p|QIQUR 18 kDa 0%(10)  unknown
Sterile alpha motif domain-containing protein 15 05=Mus musculus GN=Samd15 PE=4 SV=2 splFEX217|70 kDa 0%(06)  unknown
Vacuolar protein sorting-associated protein 13A 0S=Mus musculus GN=Vps13a P 5p|QSHEC: 359 kDa 0%(08)  unknown
Protein AF-10 0S=Mus musculus GN=MIIt10 PE=15) 5p|05482€ 113 kDa 95%(03) unknown
Fascin-3 05=Mus musculus GN=Fscn3 PE=2 5p|QIQXY 56 kDa 0%(10)  unknown
Thioredoxin PE=25V=1 5p|Q715TC67 kDa 0%(07)  unknown
Actin-lke protein 10 Of 5p|A2AKET 38 kDa 95%(04) unknown
p rotein i Ipha OS=M: PE=15V= 5p|P05132 41 kDa 95%(0.4) unknown
Transcription factor BTF3 05=Mus musculus GN=Btf3 PE=2 5V=3 5p|Q64152 22 kDa 95%(04) unknown
ATP-dependent RNA helicase DDX18 OS=Mus musculus GN=Ddx18 PE=2 SV= sp|Q8K36: 74 kDa 95%(0.4) unknown
Protein SEC13 homolog 0S=Mus musculus GN=Sec13 PE=2 SV=3 5p|QIDIV 36 kDa 95%(03) unknown
COPY signalosome complex subunit 4 OS=Mus musculus GN=Copsd PE=1 SV=1 501088544 46 kDa 95%(04) unknown
U1 small nuclear ribonucleoprotein 70 kDa 0S=Mus musculus GN=Snmp70 PE=1 SV=2 5p|Q6237¢ 52 kD2 0%(17)  unknown
Serine/threonine-protein phosphatase 2A 65 kDa reg! bet op: =2 5p|Q7TNP: 66 kDa TRUE  0%(07)  unknown
EF-hand domain-containing protein D1 OS=Mus musculus GN=Efhd1 PE=2 5 splQIDAI27kDa  TRUE 0% (0.9) unknown
c ing protein 114 0S=Mi 5p|Q3UX6: 74 kDa 0%(1.0)  unknown
lated nucleosid homolog 0S=Mus 5p|QICQA 21 kDa 0%(10)  unknown
wmzzcnmk protein 05=Mus musculus GN=4933433C11Rik PE=2 S trA2RSX4 35 kDa 95%(03) unknown
Cytochrome b-c1 complex subunit 8 0S=Mus musculus GN=Ugcrg PE=1 SV=3 5p|QICaE! 10 kD2 0%(12)  unknown
Uncharacterized protein C20rf61 homolog 0S=Mus musculus PE=2 SV=1 50| QIDAG 28 kDa 0%(07)  unknown
Heterogeneous nuclear ribonucleoprotein A1 0S=Mus musculus GN=Hnrnpal PE=1 V=2 sp|P49312 34 kDa 0%(1.0)  unknown
Smlike protein LSm3 0S=M; lus GN=Lsm3 PE=3 V=2 sp|P62311 12 kDa 0%(08)  unknown

Protein scribble homolog 0S=Mus musculus GN=Scrib PE=1 5V=2 sp|Q80UT:174kDa  TRUE  95% (03) unknown
Nucleolar protein 8 05=Mus musculus GN=Nol8 PE=15) 5p|Q3UHX 129 kDa 95%(0.1) unknown
10 and AAA domain-containing protein 1-like 0S=Mus musculus GN=lqcalpl PE=2 V=3 5p|AGHGOC 96 kDa 95%(02) unknown
Protein boule-like (Fragment) OS=Mus musculus GN=Boll PE=2 SV: tr|G3UYES 31kDa 0%(08)  unknown
sp|QSIR70 97 kDa 95%(01) unknown

5p1Q9CQI3 17 kDa 0%(07)  unknown

5p|Q9ING: 29 kD2 0%(10)  unknown

5p|Q912TE 32 kDa 95%(03) unknown

Leucine-rich repeat-containing protein 46 05=Mus musculus GN=Lrrc46 PE=2 SV- 5p|QIDAP! 36 kDa 0%(17)  unknown
ATP-binding cassette sub-family D member 3 05=Mus musculus GN=Abcd3 PE=1 SV-= 5p|P55096 75 kDa 95%(0.2) unknown
Transiaszocated factar Xnteracting proten 1 0S=Mus muscubis GN=Tanadp PE=1.54=2 5p|Q99P2: 82 kDa 95%(03) unknown
in 29 0 I 5p|Q8CGF: 142 kDa 95%(02) unknown

Probable serine carboxypeptidase CPVL OS=Mus musculus GN=Cpvl PE=2 5V=2 5p|QID3S¢ 55 kDa 0%(15)  unknown
Protein Gm15127 0S=Mus musculus GN=Gm15127 PE=2 SV=1 tr[BIAVZS 53 kDa 0%(1.0)  unknown
£3 ubiquitin-protein ligase TRIM17 OS=Mus musculus GN=Trim17 PE=2 SV=1 5p|Q7TPM 55 kD2 95%(0.0) unknown
Sickle tail protein OS=Mus musculus GN=Skt PE=1 SV= 5p|A2AQ2! 213 kDa 95%(0.0) unknown
Pseudouridine-5'-monophosphatase 05=Mus musculus GN=Hdhd1 PE=2 V=1 5p|QIDSU 26 kDa 0%(06)  unknown
Importin subunit alpha-3 05=Mus musculus GN=Kpnad PE=2 SV: 591035342 58 kDa 0%(06)  unknown
Ribosome biogenesis protein BOP1 OS=Mus musculus GN=Bop1 PE=1 SV=1 sp|P97452 83 kDa 95%(02) unknown
Acyl carrier protein, mitochondrial OS= 5p|QICR2: 17 kDa 0%(1.4)  unknown
Paired amphipathic helx protein Sin3b O5=Mus musculus G 5p|Q62141126 kD2 95%(0.0) unknown
Keratin, type Il cytoskeletal 79 O 5p|Q8VED! 58 kDa TRUE  0%(08)  unknown
Parafibromin 0S=Mus musculus GN=Cdc73 PE=2 SV: sp|Q8IZM: 61 kDa 95%(0.0) unknown
TRIO and F-acti protein 0S=Mus PE=2 V=1 trlESQMQ 72 kDa TRUE  95%(0.0) unknown
Inner centromere protein 0S=Mus musculus GN=Incenp PE=1 5V=2 5p|QIWUE 101 kD2 95%(0.0) unknown
Sarcolemmal membrane-associated protein 0S=Mus musculus GN=Smap PE=1 5V=2 sPIQ3URD 97 kDa TRUE  95% (INF) unknown
4921511C04Rk protein OS=Mus musculus GN=Vwa3b PE=2 SV=1 tr]16L9D7| 45 kDa TRUE  95%(00) unknown
Keratin, type | cytoskeletal 19 05=Mus musculus GN=Krt19 PE=15V=1 5p1P1900145 kDa TRUE  95% (INF) unknown
Glypican-4 05=Nus musculus GN=Gpcd P 5p|P51655 63 kDa 0%(17)  unknown
Kinase ULK4 0S=M: lus GN=Ulka PE=2 SV=2 5p1Q3V12¢ 145 kDa 0%(06)  unknown

0s=M; lus GN=Cras P 5p|QIIKK: 48 kDa 0%(1.0)  unknown

Protein 1 trlA2AB62 42 kDa 0%(1.0)  unknown
COGSH iron-sulfr protein 10 5p|QIIWS 12 kDa 0%(17)  unknown
Guanine it alpha-2 0S=Mus 5p|PO8752 40 kDa 0%(08)  unknown
Protein Ddx43 05=Mus musculus GN=Ddxd3 PE=3 V=1 tr]D3Z6P9 72 kD2 95%(2.0) unknown
Eukaryotic translation initiation factor 1 0S=Mus musculus GN=Eif1 PE=2 V=2 5p|P48024 13 kDa TRUE  0%(06)  unknown
Probable inactive serine protease 37 0S=Mus musculus GN=Prss37 PE=2 5\ 5p|QIDAA 27 kDa 0%(08)  unknown
PHD finger-like domain-containing protein 5A 05=Mus musculus GN=PhfSa PE=1 5V=1 5p|P83870 12 kDa 0%(13)  unknown
Transcription factor £3 OS=Mus musculus GN=Tfe3 PE=1 5V=2 5p|Q64002 62 kD2 0%(06)  unknown
pf31 PE=2 SV=3 5p|Q8CCFC55 kDa 0%(1.0)  unknown

sp|Q8BHX: 32 kDa 95%(05) unknown

tr[E9PYU4 219kDa  TRUE 0% (0.8) unknown

tr|Q3U82194 kDa 0%(13)  unknown

Protein Gfpri1 0S=Mus musculus GN=Glpr1 P tr|Q9DAGK 27 kDa 0%(07)  unknown
rotein 4 O5=M PE=15V=2 sp|Q8COLC 37 kDa 0%(1.0)  unknown

Uncharacterized protein C100rf107 homolog 0S=Mus musculus PE=2 SV=2 5p|Q8COT: 24 kDa 0%(1.0)  unknown
Splicing factor 45 05=Mus musculus GN=Rbm17 PE=15) 5p|Q8IZX4 45 kD2 0%(06)  unknown
Protein FRG1 0S=Mus musculus GN=Frgl PE=1 SV=2 5p|P97376 29 kDa 0%(1.0)  unknown
£3 SUMO-protein ligase NSE2 05=Mus musculus GN=Nsmce2 PE=2 SV=1 5p|QIIVT1 28 kD2 0%(07)  unknown
DNA replication licensing factor MCMS OS=Mus musculus GN=Mcms PE=2 SV=1 5p|P49718 82 kDa 95%(3.0) unknown
Calretculin-3 05=Mus musculus GN=Calr3 PE=1.5V=2 5p|QID9Q 44 kD2 95%(2.0) unknown
protein 105=M PE=15V=3 5p|P62960 36 kDa TRUE  0%(09)  unknown

d protein MTAL O I splQ8K4B(B1KDa  TRUE  95% (0.3) unknown

ATPsynthase suburit e, mkochandris O5eMus musculus G 15v=2 59106182 8 kDa 95%(2.5) unknown
d protein 105=M lus GN=Tcte1 PE=2 Sv=1 5p|AGH63¢ 56 kDa 0%(06)  unknown

Sperm flagelar protein 2 0S=Mus musculus GN=Spef2 PE= 25v=2 5p1Q8C9I3 199 kDa 95%(0.4) unknown
Trafficking protein 10 05=M; PE=a5V=1 tr|F8VQF9 141 kD2 95%(04) unknown
tein O g 05=M lus PE=2 SV=1 5p1QIDAS: 55 kDa 0%(1.0)  unknown

General transcription factor IIH subunit 5 0S=Mus musculus GN=Gtf2h5 PE=1 SV=1 5p|Q8K2XE 8 kDa 95%(03) unknown
High mobility lus GN=Hmgal PE=15V=4 5p|P17095 12 kDa 0%(1.0)  unknown
Nucleoplasmin 3 0S=Mus musculus GN=Npm3 PE=2 5V=3 5p|QICPP( 19 kD2 0%(13)  unknown
Cytochrome ¢ oxidase subunit 58, mitochondrial 0S=Mus musculus GN=CoxSb PE=1 5V=1 5p|P19536 14 kDa 95%(2.7) unknown
Proteasome activator complex subunit 4 OS=Mus musculus GN=Psmed PE=1 5 sp|Qsssw 211 kpa 95%(3.0) unknown
Partner of Y14 and mago 05=Mus musculus GN=Wibg PE=1 SV=2 5p|Q8CHP! 23 kDa 0%(08)  unknown
Intrafiagellar transport protein 122 homolog 0S=Mus musculus GN=Ift122 PE=2 SV=1 sp|QBNWA 135 kD2 95%(2.0) unknown
Protein Ythdc1 05=Mus musculus GN=Ythdc1 PE=2 SV=1 tr|E9PW44 86 kDa 95%(0.3) unknown
Erlin-1 05=Mus musculus GN=Erlin1 PE=15V: splQUIX7e39kDa  TRUE  95% (22) unknown
DNA-directed RNA polymerase If subunit RPB4 0S=Mus musculus Gf 5p|QID7V 16 kDa 95%(0.2) unknown
Zinc finger CCHC domain-containing protein 8 0S=Mus musculus GN=Zcchcg P 5p|QICYA( 78 kD2 95%(05) unknown
RNA-binding protein 5 0S=Mus musculus GN=RbmS PE=15! 5p|Q91VET 92 kDa 95%(02) unknown
SH3 domain-containing kinase-binding protein 1 (Fragment) OS=Mus musculus GN=Sh3kbp1 PE=2 SV=1 tr[BOROYS 22 kDa 0%(13)  unknown
Putative RNA-binding protein Luc7-like 2 05=Mus musculus GN=Luc7I2 PE=1 SV= 5p|Q7TNG: 47 kDa 95%(2.0) unknown
Uncharacterized protein Clorf111 homolog 0S=Mus musculus PE=2 SV=1 sp|QaFZF2 23 kDa 95%(02) unknown
Small nuclear ribonucleoprotein G 05=Mus musculus GN=Snrpg PE=1 5V=1 5p|P62309 8 kDa 0%(08)  unknown
CTP synthase 105=Mus musculus GN=Ctps1 PE=1 5V=2 5p|P70698 67 kDa 95%(6.0) unknown
265 p 2 it3 GN=Psmd3 PE=15V=3 5p|P14685 61 kDa 95% (INF) unknown
Trafficking protein 405=M PE=1S 5p|QQESSE 24 kDa 0%(1.0)  unknown
Serum albumin 0S=Mus musculus GN=Alb PE=1 5 5p|P07724 69 kDa 95% (INF) - unknown
MCG1034295, soform CRA_3 05=Mus musculus GV tr|B1AY64 20 kDa 0%(15)  unknown
1Q motif and SEC7 protein 1 0S=M; lasecl PE=15V=2 5p|Q8ROSZ 108 kDa 95%(0.2) unknown
Vacuola protein sorting-associated protein 4A 0S=Mus musculus GN=Vpsda PE=1.5V=1 5p|Q8VEI9 49 kDa 95%(3.0) unknown
alpha-4 05=M lus GN=Atp1a4 PE=15V=3 splQIWV2115kDa  TRUE  95% (0.0) unknown

Histone H28 type 3-A 05=Mus musculus GN=Hist3h2ba PE=1 5V=3 sp|QID2U 14kDa  TRUE 0% (0.6) unknown
RNA-binding moltif protein, Y chromosome, family 1 member A1 05=Mus musculus GN=Rbmylal PE=1 5V=2 5p|03569¢ 43 kDa 95%(0.0) unknown

Nuclear receptor corepressor 2 0S=Mus musculus GN=Ncor2 PE=2 5\ tr|F8VQL9 273kDa  TRUE  95% (0.0) unknown
Protein SrpSdc 0S=Mus musculus GN=SrpSdc PE=3 SV=1 trE9PXCO 56 kDa 95% (INF) unknown
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Proteasome activator complex ubunt 3 0=Mus musculus GN=Pame3 PE V-1
Kinase 4 0S=Mus

Proten arginine N-methyltransferase 1 05=Mus musculus GN=Prmt1 PE=1 5=

Septin-9 (Fragment) 0S=Mus musculus GN=Sept9 PE=2 SV=1

Leucine-rich repeat and calponin ing protein 3 0S=Mus

Tsskd PE=2 SV=1

lus GN=Lrch3 PE=2 SV=

By
o subunit 2 0S=Mus Jus GN=Immp2!

PE=2 SV=1

Disint d i protein 1a 0S=Mus

Grrich sequence factor 1 05=Mus musculus GN=Grsf1 PE=1 5V=2

Ribosome biogenesis protein BRX1 homolog 05=Mus musculus GN=Brix1 PE=2 SV=

N-acetyl-D-glucosamine kinase OS=Mus musculus GN=Nagk P
Target of Myb protein 105=Mus musculus GN=Tom1 PE=2 SV=1
Ras-related protein Rab-5C 0S=Mus musculus GN=RabSc PE=15)
CUGBP Elav-like family member 1 05=Mus musculus GN=Celf1 Pi
Nek1 protein 05=Mus musculus GN=Nekl PE=2 5V=1

Nuclear export mediator factor Nemf 05=Mus musculus GN=Nemf PE=1 V=2
MCGS53108 0S=Mus musculus GN=Rbm31y PE=2 SV=1

Leucine-rich repeat-
NADH-cytochrome b reductase 3 OS=Mus musculus GN=CybSr3 PE=1 SV=

Sperm acrosome membrane-associated protein 1 0S=Mus musculus GN=Spacal P
Ribosome production factor 2 homolog OS=Mus musculus GN=Rpf2 PE=2 V=2
Histone deacetylase 2 05=Mus musculus GN=Hdac2 PE=15)

Proteasome subunit beta type-6 0S=Mus musculus GN=Psmb6 PE=1 5V=3

Dual specificity protein phosphatase CDC14B O
Desmin musculus GN:
Cystatin-12 05=Mus musculus GI

PE=25V=3

3

protein 71 0S=Mi PE=2 SV=1

E=2 SV=1

ATP synthase subunit f,
Pm!em angel homolog 1 O

chondrial O=Mus musculus GN=AtpS]2 PE=1 SV=3
lus musculus GN=Angel1 PE=2 SV=2

ignal 305=Mus pes3 PE=2 SV
et O s e P

Protein Gm21992 05=Mus musculus GN=6m21992 PE=2 SV=1

protein 24, =M GN-=l PE=2 5V=1

Leucine-rich repeat and death domain-containing protein 1 0S=Mus musculus GN=Lrrd1 PE=2 V=2

Survival of motor icing factor 30 OS=Mus
Uncharacterized protein C20rf62 homolog 0S=Mus musculus GN=Gm216 PE=2 SV-
605 ribosomal protein L7-like 1 0S=Mus musculus GN=RpI711 PE=2 5\

ATP-dependent RNA helicase DDX24 0S=Mus musculus GN=Dx24 PE=1 5V=2
€ protein 42 05=M cdcd2 PE=2 V=2
ption factor Il-1 OS=Mus lus GN=Gtf2i PE=2 SV=1
lus GN=Ppil1 PE=2 SV=1
Splicing factor 105="
Pro(em Ard2 05=Mus musculus G
protein 176 O5=M: I GN—cmcna PE=25V=2

c i apoptosis 2 0S=Mi
Gametocyte-specic factor ke 05-Mus musculus GN<Gts1I PE=2 SV=1
Actin-related protein 2 05=Mus musculus GN=Actr2 PE
Signal pept Os=M pes2 PE=2 S
E=1 5V

enoyl-Cc
Desmoplakin OS=Mus musculus GN=Dsp PE=2 SV=1
A ligase ACSBG1 05=Mus Jus GN=

Very long-chain sps 1-CoA o
RNA 3"terminal phosphate cyclase 05=Mus musculus GN=RtcA PE=2 V=2
MCG11564 0=Mus musculus GN=1700019B03Rik PE=4 5\
Serine/threonine-protein phosphatase 4 regulatory subunit 1 05=
Phospholipase DDHD1 0S=Mus musculus GN=Ddhd1 PE=2 5V=1
RRP15-like protein 05=Mus musculus GN=Rrp15 PE=2 SV=2
Nuclear distribution protein nudE-like 1 05=Mus musculus GN=Ndel1 PE=15

lus musculus Gl

N=Acadvl PE=1 5V=3

i=Pppar1 PE=2 SV=2

Eukaryotic translation initiation factor 3 subunit G 0S=Mus musculus GN=Eif3g PE=1 SV=2
1

Cathepsin D 0S=Mus musculus GN=Ctsd PE=1 5
lec PE=2 SV=2

tein OS=Mus I sv=1
Protein WWC2 05=Mus musculus GN=Wwc2 PE=2 SV=1

Asparagine--tRNA ligase, cytoplasmic 0S=Mus musculus GN=Nars PE=1 V=2
bunit alph. 05-M "

Malectin OS=Mus musculus Gl

265 p 3

Phosphoglycerate kinase 1 05=Mus musculus GN=Pgk1 PE=1 5V=4
Tight junction protein 20-2 05=Mus musculus GN=Tip2 PE=1 SV
Glutathione S-transferase P 1 05=Mus musculus GN=Gstp1 PE=1 5V=2
Leucine-rich repeat-
Eukaryotic translation elongation factor 1 epsilon-1 0

us musculus GN=Eeflel

=1dh3a PE=:

GN=Psmd8 PE=15V=2

protein 51 0S=Mi PE=2 SV=1

PES2SV=1

Coiled-coil domain-containing protein 30 0S=Mus musculus GN=Ccdc30 PE=2 V=1
RNA polymerase Il-associated factor 1 homolog OS=Mus musculus GN=Paf1 PE=2 SV=1

605 ribosomal protein L36a 05=Mus musculus GN=RpI36a PE=2 V=2
Cytochrome b-c1 complex subunit 6, mitochondrial OS=Mus musculus Gf
Protein BCO51142 (Fragment) OS=Mus musculus GN=BC051142 PE=4 SV:
Actin, cytoplasmic 1 (Fragment) 0S=Mus musculus GN=Actb PE=2 S\
405 ribosomal protein 527 0S=Mus musculus GN=Rps27 PE=1 SV=

Histidine triad nucleotide-binding protein 1 0S=Mus musculus GN=Hint1 PE=1 5V=
Protein Zfp646 05=Mus musculus GN=2fp646 PE=2 SV=1

X-linked lymphocyte-regulated protein 3C 0S=Mus musculus GN=XIr3c PE=2 SV=1
Tubulin alpha-1A chain 0S=Mus musculus GN=Tubala PE=1 5

Coiled-coil-helix-coiled-coil-helix domain-containing protein 6, mitochondrial OS=Mus musculus GN=Chchd6 PE=2 SV=2

Chmma(ln target of PRMTI protein S=Mus musculus GN=Chtop PE=15V=2
(GFI-A-binding protein 2 05=Mus musculus GN=Nab2 PE=1 V=2

qerh PE=15V=2

3

Cm\ed-:ml domain-containing protein 54 05=Mus musculus GN=Ccdc54 PE=2 SV=1

protein 46 0S=Mus muscl
« ing protein 113 0S=M

Eukaryotic ranslaton ntiatio facto 3 subunit C 0S=Mus musculus GN=EIfc PE=
Protein Styxl1 0S=Mus musculus GN=StyxI1 PE=2 SV=1

cdcl13 PE=2 SV=1
105=Mus musculus GN=Ptpmt1 PE=15V=1

15v=1

component 1 05=M
Uncharacterized protein C3orf62 homolog 0S=Mus musculus PE=2 SV-1

grmc PE=15V=4

phosphatase alpha isoform OS=Mus
Transketolase-like protein 2 0S=Mus musculus GN=Tk2 PE=2 §

lus GN=Ppp2ca PE=1 SV=1

Regulation of nuclear pre-mRN protein 18 05=M
Cofilin-2 05=Mus musculus GN=Cfl2 PE=1 SV-
RNA-binding protein FUS 0S=Mus musculus GN=Fus PE=2 SV=1
MCG64776 OS=Mus musculus GN=4933416C03Rik PE=2 5\
Peptidyl-prolyl cis-trans isomerase D 0S=Mus musculus GN=Ppi
U3 small nucleolar RNA-associated protein 18 homolog Of
Protein TBATA 0S=Mus musculus GN=Tbata PE=1 SV=:
Protein phosphatase 1A 0S=Mus musculus GN=Ppm1a PE=1 SV=1

5

motl1 PE=1 5V=2

cytosol
Angiomotilikeprotin 1 05=us musculus G

H2 05=M ph2 PE=

Melhlomne—rlRNAhgase cytoplasmic OS=Mus musculus GN=Mars PE=2 5\
ftoantigen 1 homolog 0S=Mus I

PE=15V=2

=Utp18 PE=1 SV=1

lus musculu PE=15V=1

=15v=1

Centriole, cilia and spindle-associated protein OS=Mus musculus GN=Ccsap PE:
Programmed cell death 6-interacting protein 05=Mus musculus GN=Pdcdsip P

protein 3 05=Mus lus GN=Poldip3 PE=2 5V=1
Protein QILL 05-Mus musculus GN=CQ1 PE=2 SV-=1

Eukaryotic translation initiation factor 3 subunit A OS=Mus musculus GN=Eif3a PE=1 5V=5

EH domain-containing protein 1 05=Mus musculus GN=Ehd1 PE=1 SV=
General transcription factor IIE subunit 1 05=Mus musculus GN=Gtf2e1 PE=2 V=1
Maestro heat-like repeat-containing protein family member 7 O
Retinal dehydrogenase 1 0S=Mus musculus GN=Aldhlal PE=15V=5
Long:-chain-fatty-acid--CoA ligase 1 0S=Mus musculus GN=Acs!1 P

sv=2

Tyrosine-protein phosphatase non-recepor type 13 05=Mus musculus GN=Ptpn13 P

vial 1PE=15V=3
405 ribosomal protein 521 0S=Mus musculus GN=Rps21. PE
Ribosome biogenesis protein WDR12 0S=Mus musculus GN=Wdr12 PE=2 SV=1
Protein MAK16 homolog OS=Mus musculus GN=Mak16 P!

Centromere protein R OS=Mus musculus Gf
Polypeptide

us

protein Pur-beta O5=M: lus GN=Purb PE=15V=3

Endophilin-B1 05=Mus musculus GN=Sh3glb1 PE=: 1sv 1

Protein Ift140 O5=Mus musculus G

Msx2-interacting protein OS=Mus musculus GN-Spen PE=25V=1
protein 1 0S=Mi

Erythrocyte band 7 integral membrane protein Of

Spermatogenesis-associated protein 24 05=Mus musculus GN=Spata24 PE=15\

Carbonic anhydrase 2 05=Mus musculus GN=Ca2 PE=1 SV=4

£3 ubiquitin-protein ligase RNF138 O5=Mus musculus GN=Rnf138 PE=2 SV=1

Macrophage migration inhibitory factor 05=Mus musculus GN=MIf PE=1 5V=2
Protamine-3 05=Mus musculus GN=Prm3 PE=2 SV=2

PE=

lus musculus GN=Mroh7 PE=2 V=1

sv=2

2 5=

Aflatoxin B1 aldehyde reductase member 2 05=Mus musculus GN=Akr7a2 PE=1 SV=3

GTPase Rhebl1 05=Mus musculus GN=Rhebl1 PE=2 5
Spermatogenesis-associated protein 3 (Fragment) OS=Mus musculus GN=Spata3 P
NSFLI cofactor pd7 0S=Mus musculus GN=Nsflic PE=1 SV=1

Replication protein A 32 kDa subunit OS=Mus musculus GN=Rpa2 PE=1 5V=1
Ubiquitin carboxyl-terminal hydrolase 16 OS=Mus musculus GN=Usp16 PE=15V=1

LSM4 homolog, U6 small nuclear RNA associated (s. cerevisiae), isoform CRA_b OS=Mus musculus GN=Lsmd PE=2 SV=1

U3 small nucleolar RNA-associated protein 14 homolog A 0S=Mus musculus GN=
Double-strand-break repair protein rad21 homolog 0S=Mus musculus GN=Rad21
i N=Ace PE=15V=3

y 3 s\
Histone acetyltransferase KAT7 05=Mus musculus GN=Kat7 PE=2 V=1

E=4 SV=1

ftp1da PE=2 V=1
=15

sp|P61290 30 kDa
5p|Q9DAL:37 kDa
sp|Q9JIFO| 42 kDa
tr|A2A6US 28 kDa.
tr|B7ZWM 76 kDa
5p|Q8BPTE20 kDa
sp| Q60813 87 kDa
5p|Q8CSQ. 53 kDa
sp|Q9DCA 41 kDa
5p|Q9QZ0: 37 kDa
r|Q3UDC: 57 kDa
5p|P35278 23 kDa
sp|P28659 52 kDa
tr|B7ZWKC 140 kDa
sp|Q8CCP( 121 kDa
r|Q9D3U 63 kDa
sp|Q9D3W 61 kDa
5p|QIDCN 34 kDa
sp|Q9DA4: 33 kDa
spIQINE0 35 kDa
sp|P70288 55 kDa
5pIQ6069: 25 kDa
sp|Q9CQV 28 kba
tr|QICRY9 22 kDa
sp| QBPFYE 56 kDa
5p|P31001 53 kDa
sp|Q9IDAN 15 kDa
5p|P8S5094 22 kDa
sp|P56135 10 kDa
5pIQBVCUI75 kDa
r|Q6ZWQ 20 kDa
5p|Q6150: 64 kDa
tr|F7BGR7 53 kDa
5p|QBCORE 97 kDa
sp|Q8BGT 27 kDa
5pIBIEKES 59 kDa
sp|Q9D8M 29 kDa
5P| QUESVC 96 kDa
sp| QSSV6E 38 kDa
tr|Q3UHU: 108 kDa
sp|Q9DOW 18 kDa
5p|Q6421370 kDa
tr|E9Q7E2 196 kDa
5pIQ3VO7¢63 kDa
sp| Q9D2F* 38 kDa
sp|QICWE 17 kDa
sp|P61161 45 kDa
$p|QICYN: 25 kDa
sp|Q9CY2i 36 kDa
sp|E9QS57 333 kDa
sp| Q99PU! 80 kDa
5p|P50544 71 kDa
sp|Q9D7H 39 kDa
tr|G3XA23 56 kDa.
sp|Q8K2V: 106 kDa
tr|E9QQ3€ 98 kDa
sp|Q9CYX: 31 kDa
sp|QUERR! 38 kDa
sp|Q9Z1D: 36 kDa
5p|P18242 45 kDa
sp|Q9D4R: 43 kDa
5p|Q62QI3 32 kDa
sp|Q3UNI9 54 kDa
spIQENXIC 133 kDa
sp|Q8BP4; 64 kDa
5p|QID6R: 40 kDa
sp| QICX5¢ 40 kDa
5p|P09411 45 kDa
sp|Q9Z0U: 131 kDa
5p|P19157 24 kDa
sp| QIDAK: 22 kDa
5p|QIDIV 20 kDa
tr|ABWHU 27 kDa
5p|Q8K2TE 61 kDa
sp|P83882 12 kDa
5p|P99028 10 kDa
r|A2CG25 16 kDa
tr|E9Q606 17 kDa
spIQ6ZWL 9 kDa

5p|P70349 14 kDa
tr|QENV6E 197 kDa
5p|Q6180€ 26 kDa
sp|P68369 50 kDa
sp|QIIVN-30 kDa
sp|Q9CYSi 27 kDa
5p|Q61123 57 kDa
sp| Q9DAL: 38 kDa
5p|Q9Z0H: 69 kDa
sp|Q8CSTE 44 kDa
spIQSEGT: 22 kDa
sp|Q8R1B¢ 106 kDa
tr|QIDAR? 38 kDa
5p| 055022 22 kDa
5p|Q9DIC 29 kDa
sp|P63330 36 kDa
5p|Q9DAD. 68 kDa
sp| QICSU(37 kDa
5p|P4S591 19 kDa
sp|P56959 53 kDa
tr|Q3V063 43 kDa
sp|Q9ICR1€41 kDa
5p|QSSSIE 61KkDa
sp|Q7TSD¢ 44 kDa
5p|P49443 42 kDa
sp|Q9IM1: 23 kDa
5p|Q9DAH. 108 kDa
sp|P70333 49 kDa
5p|Q6BFLE 101 kDa
sp|P56873 21 kDa
sp|Q8QZT: 28 kDa
sp|QIWU; 96 kDa
5p|Q8BGS:46 kDa
sp|Q8R40¢ 13 kDa
sp|P23116 162 kDa
sp|QIWVEK 61 kDa
5p|Q9DOD 50 kDa
sp| A2AVR: 142 kDa
5p|P24549 54 kDa
sp|P41216 78 kDa
5p|Q6451 270 kDa
sp|P14152 37 kDa
sp|Q9CQR 9 kDa

sp|Q9JIA4 47 kDa
5p|Q8BGS(35 kDa
tr|D324U7 22 kDa
5p|Q9CQS: 20 kDa
sp|P70419 73 kDa
5p|03529¢ 34 kDa
sp|Q9JK48 41 kDa
tr| E9PY46| 166 kDa
tr| A2ADBO 399 kDa
5p|Q921T267 kDa
sp|P54116 31 kDa
spIQ6P92( 24 kDa
sp|P00920 29 kDa
5p| Q9ICQE! 28 kDa
tr|I7HLZ6| 25 kDa
Sp|QIWTP 26 kDa
sp| Q9ICR4: 30 kDa
5p|P34884 13 kDa
sp|Q6210( 11 kDa
5p|Q8CG7141 kDa
sp|Q9D8T: 21 kDa
tr|F6UTK3 19 kDa
sp|Q9CZ4¢ 41 kDa
5p|Q6219: 30 kDa
sp| Q99LG( 93 kDa
tr|QICY46 15 kDa
sp| Q640M 87 kDa
5p|Q6155(72 kDa
5p1P09470 151 kDa
5p|Q0592( 130 kDa
sp|Qssval 71 kba
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TRUE

TRUE

TRUE

TRUE
TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

95% (INF)
95% (0.0)
95% (INF)
95% (0.0)
95% (0.0)
0% (0.8)
95% (0.4)
0% (1.7)
95% (0.4)
95% (2.0)
0% (0.8)
0% (1.7)
0% (15)
0% (1.5)
95% (2.5)
0% (1.3)
0% (0.6)
0% (0.7)
0% (13)
0% (1.5)
0% (1.1)
0% (0.8)
0% (1.1)
0% (0.7)
0% (L5)
0% (0.9)
0% (13)
0% (1.0)
0% (1.0}
0% (1.0)
95% (0.3)
0% (0.8)
95% (0.5)
0% (1.0)
0% (1.0}
0% (1.5)
0% (0.6)
0% (1.0)
95% (0.4)
0% (0.7)
0% (0.8)
95% (0.3)
95% (0.2)
95% (0.4)
95% (0.4)
0% (0.8)
0% (13)
95% (0.5)
0% (L0}
95% (2.0)
95% (2.5)
95% (4.0)
0% (L0}
95% (0.2)
95% (0.4)
95% (3.0)
95% (0.5)
95% (0.2)
95% (5.0)
0% (1.0)
0% (10}
95% (2.0)
95% (0.2)
95% (0.3)
0% (L5)
95% (4.0)
95% (2.0)
0% (0.9)
95% (0.2)
0% (1.0)
0% (1.0}
0% (0.6)
0% (L0}
95% (0.0)
0% (0.8)
0% (0.7)
0% (0.9)
0% (0.7)
95% (INF)
95% (INF)
95% (0.0)
95% (0.0)

0% (L0}
95% (2.0)
95% (0.3)
0% (1.0)
0% (0.7)
95% (0.5)
0% (L0}
95% (0.3)
0% (1.0}
0% (1.5)
95% (3.0)
95% (2.0)
95% (0.2)
95% (INF)
95% (0.0
0% (0.8)
95% (0.2)
95% (0.5)
0% (0.6)
95% (0.5)
95% (0.4)
0% (1.0)
95% (0.0)
95% (INF)
0% (L0}
95% (6.0)
0% (1.0)
0% (1.0)
95% (INF)
95% (0.0)
95% (0.0
95% (0.0)
95% (0.0
95% (0.0)
95% (0.0)
95% (INF)
95% (0.0)
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unknown
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unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
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Transcriptional repressor p66 alpha 0S=Mus musculus GN=Gatad2a PE=1 SV=2

Protein Gm20441 (Fragment) OS=Mus musculus GN=Gm20441 PE=4 SV=
Keratin, type | cytoskeletal 16 O5=Mus musculus GN=Krt16 PE=1 5
Tudor and KH domain-containing protein 0S=Mus musculus GN=Td
Ubiguitin-like modifier-activating enzyme 6 0S=Mus musculus GN=Uba P!
Serpin B6 0S=Mus musculus GN=Serpinb6 PE=2 SV=1

Replication factor C subunit 4 0S=Mus musculus GN=Rfc4 PE=1 5V=1
Dynein assembly factor 1, axonemal 05=Mus musculus GN=Dnaaf1 PE=2 V=
M-phase 80 PE=

2 05=Mus
Alpha-1,3/1,6-mannosyltransferase ALG2 OS=Mus musculus GN=Alg2 PE=2 5V=2
Thimet oligopeptidase 05=Mus musculus GN=Thop1 PE=15\
‘GTP-binding nuclear protein Ran 0S=Mus musculus GN=Ran P
WAP four-disulfide core domain protein 15A 05=Mus musculus GN=Wfdc15a PE:
Stromal cell-derived factor 2-like protein 1 05=Mus musculus GN=Sdf211 PE=2 5
Coiled-coil domain-containing protein C160rf93 homolog OS=Mus musculus G
Peroxiredoxin-2 05=Mus musculus GN=Prdx2 PE=1 5V=3

Protein 1700034E13Rik 05=Mus musculus GN=1700034E13Rik PE=4 5
Protein 9230110C19Rik OS=Mus musculus GN=0230110C19Rik PE=2 V=1

U3 small nucleolar protein 2 05=M PE=15V=1

3 type 105=Mus musculus GN=Hsd3b1 P
NFATC2-interacting protein OS=Mus musculus GN=Nfatc2ip PE=1 SV=1

Protein Pabpcs 0S=Mus musculus G

=2 5v=2

U3 small nucleolar RNA-associated protein 15 homolog 05=Mus musculus G
14kDa idine phospl P
265 705=M lus GN=Psmd? PE=15V=2

Electron transfe flavoprotein subunt alphs, mitochondrial OS-Mus musculus GN=Etfa PE=LSV=2
Nuclear protein localization protein 4 homolog OS=Mus musculus G
RNA-binding protein Musashi homolog 2 0S=Mus musculus GN=Msi2 PE=1 SV=
Programmed cell death protein 4 05=Mus musculus GN=Pdcd4 PE=15)

in FAM213A 05=Mus I

Glycosyhransferase ke domaln-containing proten 10
Meiosis-expressed gene 1 protein OS=Mus musculus GN=Meig1 P

Leucine-rich repeat-containing protein 47 0S=Mus musculus GN=Lrrc47 PE=2 V=
Fumarate hydratase, mitochondrial O5=Mus musculus GN=Fh PE=1 V=3

IADH [ubiquinone] iron-sulfur protein 8, =M
Protein Gm12429 05=Mus musculus GN=Gm12429 PE=4 SV=1
14-3-3 protein eta 05=Mus musculus GN=Ywhah PE=1 5V=2
s
Eukaryotic translation initiation factor 5A-2 05=Mus musculus GN=Eif5a2 PE=2 S\
Vitronectin 0S=Mus musculus GN=Vtn PE=1 V-
Glucosidase 2 subunit beta OS=Mus musculus GN=Prkcsh PE=1 V=1
KRR1 small subunit processome component homolog 0S=Mus musculus GN=Krr1 PE=2 SV=1
Estradiol 17-beta-dehydrogenase 12 05=Mus musculus GN=Hsd17b12 PE=2 SV=1
14:33 protein gamma 05=Mus musculus GN-=Yuhag PE=1 5V=

= sv=1

Thioredoxin protein 8 O
Cellular nucleic acid-binding protein 0S=Mus musculus GN=Cbp PE=2 5
Far upstream element-binding protein 2 05=Mus musculus GN=Khsrp PE=1 5V=2
605 ribosomal protein 129 0S=Mus musculus GN=Rp|29 PE=2 5

=3
Protein NEDD1 0S=Mus musculus GN=Nedd1 PE=2 V=2
Protein Dnah7a 0S=Mus musculus GN=Dnah7a PE=2 5V=2

Cytochrome b-c1 cumplexsubuml705—Mus musculus GN=Ugerb PE=1 5V=3
12 05=Mus cser2 PE=15V=1
NTF2.related export protein 1 05=Mus muscmuscw Nxt1 PE=1 5V=2
09 05=Mus PE=2S

1
Double-stranded RNA-binding protein Staufen homolog 1 0S=Mus musculus GN=Staul PE=2 SV=1
repeat protein 29 O5=!
Protein Zfp384 0S=Mus musculus GN=2fp384 P!
Protein Wdr36 0S=Mus musculus GN=Wdr36 P!
Thioredoxin domain-containing protein 12 05=Mus musculus GN=Txndc12 PE=2 SV=1

Protein Plekha5 OS=Mus musculus G
16 05=M;

d protein 3 05=M

Transmembrane protease serine 12 05=Mus musculus GN=Tmprss12 PE=2 SV=

Ras-related protein Rab-6A OS=Mus musculus GN=Raba P

Chromatin target of PRMT1 protein 0S=Mus musculus GN=Chtop PE=2 SV-

Nuclear autoantigenic sperm protein 0S=Mus musculus GN=Nasp PE=4 SV=1
kinase Fyn OS=M yn PE=2 SV=1

Lipoarmide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex, mitochondrial OS=Mus musculus GN=Dbt PE=2 SV=2
B

Leucine-rich repeat and guanylate kinase domain-containing protein 05=Mus musculus GN=Lrguk P!

Cleavage and polyadenylation-specificity factor subunit 6 (Fragment) 05=Mus musculus GN=Cpsf6 PE=2 SV=

Polymerase | and transcript release factor OS=Mus musculus GN=Ptrf PE=1 5
HORMA domain-containing protein 1 05=Mus musculus GN=Hormad1 PE=1 V=1
Transducin beta-like protein 3 05=Mus musculus GN=TbI3 PE=2 5

ger and BTB o protein ) O5=M I sv=1

Tetext d protein 3 05=M PE=15
MIORN repst contaiingprotein 2 05+ Mus musculus GN-Morn2 PE=2 5.
Probable rotein EBP2 OS=M

395 ribosomal protein L14, mitochondrial 05=Mus musculus GN=Mrpl14 P
U1 small nuclear ribonucleoprotein A 0S=Mus musculus GN=Snrpa PE=2 SV=3.
Protein quaking OS=Mus musculus GN=Qki PE=1 SV=1
Uncharacterized protein C9orf117 homolog 0S=Mus musculus P!
RNA-binding protein Musashi homolog 1 0S=f
Coatomer subunit epsilon 0S=Mus musculus GN=Cope PE=2 5\
MCG49550 0S=Mus musculus GN=BC048507 PE=4 SV=1
Galectin-8 O5=Mus musculus GN=Lgals8 PE=2 5
Ubiquitin carboxyl-terminal hydrolase 15 OS=Mus musculus GN=Usp15 PE=2 SV-="
Nucleolar protein 7 0S=Mus musculus GN=Nol7 PE=1 5V=1

Eukaryotic translation initiation factor 3 subunit F 05=Mus musculus GN=Eif3f PE=1 V=2
8 box and SPRY domain-containing protein 0S=Mus musculus GN=Bspry PE=1 SV=1
Vesicle-fusing ATPase 05=Mus musculus GN=Nsf PE=1 SV:
Protein Znf512b 0S=Mus musculus GN=znf512b PE=2 5\

Histone-binding protein RBBP7 O5=Mus musculus GN=Rbbp7 PE=2 SV=1
MCG56945 05=Mus musculus GN=Gm382 PE=4
Retinol dehydrogenase 11 0S=Mus musculus GN=Rdh11 PE=2 SV=2
2,4-dienoyl-CoA reductase, mitochondrial OS=Mus musculus GN=Decr1 PE=1 5V=1
Protein Brd1 0S=Mus musculus GN=Brd1 PE=2 SV=1
Merlin (Fragmem)OS MusmusculusGN NF2 PE=4 SV=1
protein 0S=M: p PE=15V=3

SLAIN prmemZDS-Mus in2 PE=15V=2

05=Mus musculus GN=Ppp6c PE=2 V=1
PE=2 5V=:

V-type proton
Gametogenetin O

M
MethyhCpG-binding domain potein 3 0S=Nus musculus GN=Mbds P
CAMP-responsive element modulator (Fragment) OS=Mus musculus GN=Crem PE=4 SV=1
Replication protein A 14 kDa subunit OS=Mus musculus GN=Rpa3 PE=2 SV=1
Protein 05=Mus I 10Rik PE=3 SV=1
Coiled-coil domain-containing protein 30 0S=Mus musculus Gf
ATP dependem RNA helicase DDX3X 05=Mus musculus G
domain protein 6A OS=M:

sAvsz domain-containing protein 1 0S=Mus musculus GN=
Transcription elongation factor 1 homolog 0S=Mus musculus G
ht chain 10S=Mus musculus GN:
MCG9298 OS=Mus musculus GN=Tbc1d21 PE=2 SV=
Protein PE=25V=1
ADP-ibosylation factor-like protein 134 0S=Mus musculus GN=Al13a PE=2 SV=1

protein 10 05=M med10 PE=2 SV=1
MCG142264, soform CRA_a 0S=Mus musculus GN=Akr1b10 PE=t Sv=1
Protein XRP2 0S=Mus musculus GN=Rp2 PE=15V:
Dynein heavy chain 17, axonemal (Fragment) OS=Mus musculus GN=Dnah17 P
Eukaryotic translation initiation factor 1A, X-chromosomal 0S=Mus musculus GN=Eif1ax PE=2 SV=3

Uncharacterized protein Cdorf22 homolog 05=Mus musculus PE=2 SV=1

Akinase (PRKA) anchor protein 14 05=Mus musculus G
7 homolog 0S=Mus

Histone H2A OS=Mus musculus GN=Gm14483 PE=3 SV=1

TOX hgh mbiity group box family member 4 05=Mus musculus GN<Toxd PE=1 5V=3

=M GN=Dpm1 PE=2 S

Intraflagellar transport protein 172 homolog 0S=Mus musculus GN=Ift172 PE=15V=1

PE=15V=1

e/threonine-protein phosphatase 28 catalytic subunit gamma isoform 0S=Mus musculus GN=Ppp3cc PE=2 V=1

sp| Q8CHY! 67 kDa
tr|D32066 76 kDa.
r|Q80T06 31 kDa
tr|QIDSXC 18 kDa
tr|G3UYJ7 29 kDa
5p|Q9Z2K152 kDa
sp|Q80VL1 62 kDa
spIQBCTR 118 kDa
sp|Q6085¢ 43 kDa
5p| Q99162 40 kD2
sp|Q9D2H 70 kDa
sp|Q3TYAC97 kDa
sp|P61082 21 kDa
5p|QIDBE!47 kDa
sp|Q8C1A! 78 kDa
5p|P62827 24 kDa
59|Q8BH8!9 kDa
sp|QUESP124 kDa
sp|QBNZQ 38 kDa
5p|Q6117122 kDa
r|Q9D2T6 12 kDa
tr|Q8CC70 31 kDa
sp|Q91WN 52 kDa
5p|P24815 42 kDa
sp|00913( 45 kDa
tr|Q9DAE6 71 kDa
sp|Q8C62i 54 kDa
5p|QO176¢ 17 kDa
sp| 07043 28 kDa
5p|QBC7V: 59 kDa
sp|Q9DAK' 14 kDa
5p|P26516 37 kDa
sp| Q99LCE 35 kDa
5pIP60670 68 kDa
5p|Q920Q 37 kDa
5p|Q6182: 52 kDa
sp| QICYH: 24 kDa
tr|G8ILA2| 44 kDa.
sp| Q61845 11 kDa
tr| A2ANNE 23 kDa.
sp|P60764 21 kDa
tr|E9PV22 66 kDa
5p|P97807 54 kDa
splQBK3IL 24 kDa
tr|D3YZF6 147 kDa
5p|P6B510 28 kDa
5p|PA84SS 59 kDa
5p|QBBGY: 17 kDa
sp|P29788 55 kDa

5p| 070502 35 kDa
sp|P61982 28 kDa
sp|QBVEL 27 kDa
5p|QB9AB: 15 kDa
5p|P53996 20 kDa
sp1Q3UOV 77 kDa
5p|P47915 18 kDa
5p|Q3TDQ 93 kDa
tr|F6ZQA3 83 kDa
spIQIDAN 19 kDa
5pIPBE049 60 kDa
5p|05487¢ 23 kDa
5p|P33215 71 kDa
tr|E9QOT 461 kDa
5p|QID8S! 14 kDa
sPIQ3UHIC93 kDa
splQ9QZV! 16 kDa
sp|QBBRGI 63 kDa
5p| Q97108 54 kDa
5p|QBOVM 54 kDa
tr|D3VX49 51kDa
tr]Q3TAG8 98 kDa
splQ9cau 19 kpa
tr|A2AUY4 234 kDa
5p|Q3UIG 71kDa
tr|F8VQC7 153 kDa
tr|E9Q6H8 144 kDa
5p|Q6443¢ 60 kDa
5p|Q9DOTE21 kDa
5p1Q497K3 24 kDa
5p|P07978 14 kDa
splQ3voQ 37 kDa
5p|P35279 24 kDa
tr|ESPW2C 22 kDa
tr|B1AU7S 84 kDa
tr|D3YZ57 54 kDa
5p|P53395 53 kDa
5p|Q9DSS1 93 kDa
tr|HIBKWI 21 kD2
5p|05472¢ 44 kDa
5p|QIDST: 45 kDa
splQBCaI7 88 kDa
tr|EOCYH3 15 kDa
5pIP23506 25 kDa
spIP11985 22 kDa
spIQBULOI9 kDa

5p|QID90: 35 kDa
sp|QID1I6 16 kDa
5p|Q6218¢ 32 kDa
splQ9QYst 38 kDa
5p|QOVFX: 61 kDa
5p|Q6147¢ 39 kDa
5p|08907¢ 35 kDa
tr] Q80257 10 kDa
sp|QIILLS 36 kDa
spIQBRSH: 112 kDa
5p|QID7Z: 29 kD2
sp|QIDCH 38 kDa
5pl|QBOYW 53 kDa
5pIPA6460 83 kDa
tr|B7ZCR6 95 kDa
splagcaw 22 kba
5p| QIDBE! 96 kD2
sp|QBBYCE 105 kDa
tr|A2AF11| 47 kD2
tr|BIAXN3 142 kDa
5p|Q9QYF: 35 kDa
5p|Q9CQS: 36 kDa
tr|E9PZ26]133 kDa
tr|F8WJ43 61 kDa
spIQBNVE 118 kDa
sp|QBCI08 62 kDa
5p|Q9CQR 35 kDa
5p|Q9DS9: 26 kDa
5p|QBOW) 69 kDa
splagcau 52 kba
5p| Q9720232 kDa
trlFEXRI7| 35 kDa
splQgcay 14 kpa
tr]E9Q120 58 kDa
5p|QBBVF 76 kDa
5p| Q621673 kDa
5p|Q3UWE 16 kDa
spIQBKISC 21 kDa
5pIP60003 9 kDa

5pIP29391 21 kDa
tr]Q9D9DZ 39 kDa
tr|D3YW2¢ 86 kDa
5p|QID4143 kD2
sp|QID1D-25 kDa
tr|D3Z494 33 kDa
spIQUEPK: 39 kDa
tr|A2A520 406 kDa
5p|Q8BMY. 16 kDa
sp|QB10M 27 kDa
spIQBCHBI 148 kDa
tr|Q3V017| 58 kDa
splQ7TMY 24 kDa
trQsM8Q 12 kDa
5p|Q8BUL 66 kDa
5p| 07015229 kDa
spIQBVH2: 198 kDa
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TRUE
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TRUE
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TRUE

TRUE
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TRUE

TRUE

TRUE

TRUE

TRUE
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TRUE

95% (0.0
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95% (2.0)
0% (L5)
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95% (INF)
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0% (1.2)
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95% (0.3)
0% (1.0)
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0% (1.0)
95% (0.0
95% (0.0)
0% (L5)
95% (INF)
0% (1.0}
0% (0.8)
95% (INF)
95% (0.0)
95% (0.0
95% (0.0)
95% (0.0)
95% (INF)
95% (0.0)
95% (INF)
95% (0.0)
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ch 105=Mus musculus GN=Champ1 PE=1 SV=1
Dnal homolog subfarmily 8 member 4 05=Mus musculus GN=Dnajod PE=2 SV=1

protein 17 0=Mus lus GN=Spata17 PE=2 5\
Uncharacterized protein C7orfS7 homolog 05=Mus musculus GN=Gm11992 PE=2 SV=1

Kinase 24 0S=Mi PE=15V=

Nuclear pore complex protein Nups4 OS=Mus musculus GN=Nups4 PE=1 Sv=1
Protein PML 0S=Mus musculus GN=PmI PE=1 SV=
Androglobin OS=Mus musculus GN=Adgb PE=2 V=1
Nucleoporin-like protein 2 05=Mus musculus GN=NupI2 PE=2 V=1
Histone H3 methyltransferase DOT1 variant a 05=Mus musculus GN=Dot1l PE=2 SV=1
HEAT repeat containing 1 05=Mus musculus GN=Heatr1 PE=4 SV=
Protein Zfp597 OS=Mus musculus GN=Zfp597 P!

=1

Ankvrm repeat, SAM) and basic eucineaiper doma Wo(ein 105=M: PE=15V=2

protein 1 05=M;
DniJ homolog subfamily C member 8 05=Mus musculus GN=Dnajc8 PE_

NADH [ubiquinone] iron-sulfur protein 3, PE=15V=2
Finteracting protein 0S=Mus muscuus GN=Ph

V-like protein O5=M:

nal recognition particle subunit SRP6S O
3-ketoacyl-CoA thiolase A, peroxisomal OS=Mus musculus GN=Acaala PE=2 SV=1
Testis-expressed sequence 30 protein OS=Mus musculus GN=Tex30 PE=2 SV=1
PHD finger protein 7 05=Mus musculus GN=Phf7 PE=1 5V=1
Protein 05=Mus musculus PE=2 SV=1
Catenin alpha-2 05=Mus musculus GN=Ctnna2 PE=1 5V=3

Centrosomal protein of 57 kDa (Fragment) OS=Mus musculus G!

protein £ 05=Mus lus GN=Iqce PE=2 5V=1
Endopl ticulum resident 44 05=M

ADP-ribosylation factor 4 0S=Mus musculus GN=Arf4 PE=2 SV=2
Spindle and protein 1 0S=M; i

Myosin regulatory light polypeptide 9 O5=Mus musculus GN=Myl9 Pt
Transcription activator BRG1 0S=Mus musculus GN=Smarcad PE=1 SV=1
Long-chain-fatty-acid--CoA ligase 6 0S=Mus musculus GN=Acsl6 P
Protein phosphatase 1 regulatory subunit 42 0S=Mus musculus GN=Ppp:

lus musculus GN=Cbr1 PE=1 5V=3
Developmentally-regulated GTP-binding protein 1 05=Mus musculus GN=Drg1 PE=1 SV=1
Bardet-Bied! syndrome 7 protein homolog OS=Mus musculus GN=Bbs7 PE=2 SV=1
Protein Scafa 0S=Mus musculus GN= =
Probable E3 ubiquitin-protein ligase HERCA 0S=Mus musculus GN=Hercd PE=2 5\
Casein kinase | isoform delta (Fragment) O5=Mus musculus GN=Csnk1d PE=4 5v=1
Acylphosphatase-1 05=Mus musculus GN=Acyp1 PE=2 V=2

Sulfide:quinone oxidoreductase, mitochondrial OS=Mus musculus GN=Sqrdl PE=2 V=3
Mitochondrial import inner membrane translocase subunit Tim13 0S=Mus musculus GN=Timm13 P
NADH [ubiquinone] 1 alpha lus musculus GN=Ndufa6 P
Thioredoxin domair protein 5 05=M PE=2 V=1
Lysine-rich nucleolar protein 1 05=Mus musculus GN=Knop1 PE=1 5

Paired amphipathic helix protein Sin3a OS="

tein 53 05=Mus
Na(+)/H(+) exchange regulatory cofactor NHE-RF3 05=Mus musculus GN=Pdzk1 PE=1 V=1
Uncharacterized protein C170rf104 homolog 0S=Mus musculus GN=Gm1564 PE=2 S\
Pescadillo homolog 05=Mus musculus GN=Pes1 PE=15)
Nucleolar protein 11 05=Mus musculus GN=Nol11 PE:

ylase 1A (Fragment) OS=M PE=4 5V=1

AP-1 complex subunit beta-1 05-Mus musculus GN=Aptb1 PE=25V=1

Isobutyryl-CoA PE=25V=2
kinase 33 0S=Mi PE=15V=2

Nucleolar protein 16 05=Mus musculus GN=Nop16 PE=2 SV=1
Obgrlike ATPase 105=Mus musculus GN=Olal PE=2 5
605 ribosomal protein L22-ike 1 05=Mus musculus GN=Rpl2211 PE=1 V=1

GN=Psmds PE=15V=1
Charged multivesiclar body protein 3 05-Mus musculus GN<Chmp3 PE-1 5V=3

sv=1
ERO1-fike protein beta 05=Mus musculus GN:
Eukaryotic translation initiation factor 4H OS=Mus musculus GN=Eifah PE
protein 5 05=Mus PE=2
c dependent protein kinase type IV OS=M amka PE=1 5V=2
Copper homeostasis protein cutC homolog 05=Mus musculus GN=Cutc PE=2 V=
Sorting nexin-9 05=Mus musculus GN=5nx9 P

sv=3

Leucine-rich repeat- ing protein 57 0S=Mi PE=2 SV=1
Tubulin alpha-1B chain OS=Mus musculus GN=Tuba1b PE=1 V=2
Cathepsin B 0S=Mus musculus GN=Ctsb PE=15V=2

phs2 PE=15V=3
Microtubule-associated proteins 1A/18 light chain 3A 05=Mus musculus GN=Map1lc3a PE=1 V=
Brain acid soluble protein 1 0S=Mus musculus GN=Basp1. PE

Dynein heavy chain 12, axonemal (Fragment) OS=Mus musculus GN=Dnah12 PE=2 5V=1

Protein Rpl39] 05=Mus musculus GN=RpI391 PE=3 SV=1

Estradiol 17rbelzdehydrogenzse 8 05=Mus musculus GN=Hsd17b8 PE=1 5V=2

Protein 1

WD repeat containing protein 48 0S=Mus musculus GN=Wer48 PE=1 SV=1

Nuclear cap-binding protein subunit 2 05=Mus musculus GN=Ncbp2 PE=1 SV=1

605 ribosome subunit biogenesis protein NIP7 homolog 0S=Mus musculus GN=Nip7 PE=2 SV=1

Uncharacterized protein C100rf62 homolog 0S=Mus musculus PE=2 V=1

Cirhin 05=Mus musculus GN=Cirh1a PE=2 5

Steroidogenic factor 1 05=Mus musculus GN=NrSal PE=15V=3

Glutathione perosidase 1 05=Mus musculus GN=Gpx1 PE-

BTB/POZ protein KCTD16 0S=M: lus GN=Kctd16 PE=15V=2
synthase [ (4)}-like O5=M lus GN=Dus3| PE=2 SV=1

Talin-1 0S=Mus musculus GN=TIn1 PE=15V=2

Nucleoporin NUP188 homolog O5=Mus musculus GN=Nup188 P
protein 105=Mus

Colled-cofldomain-containing protein lobo homolog 5=Mus musculus GN=Cedc135 PE<1 SV=4

Putative uncharacterized protein ZNRD1-AS1 homolog 0S=Mus musculus GN=Znrd1-as PE=2 SV=2

protein 105=M PE=25V=1
DNA replication licensing factor MCM6 0S=Mus musculus GN=Mcmé PE=1 V=1
Ubiquitin-conjugating enzyme E2 R1 0S=Mus musculus GN=Cdc34 PE=1 SV=1
Palymerasedela-ntsracingprtein 2 (ragment) 0S=Mus musculus GN-Poldip? PE=4 SV=1

protein 61 05=Mus I sv=1
Actinrelated protein 2/3 complex suburit 3 05-Mus musclus GN-Arpc3 PE<1 5V=3
Probable RNA-binding protein 19 05=Mus musculus GN=Rbm19 PE=1 SV=1
Chromodomain-helicase-DNA-binding protein 1-like OS=Mus musculus GN=Chd1l PE=2 V=1
Telomeric repeat-binding factor 1 05=Mus musculus GN=Terf1 PE=1 SV=1

Eukaryotic translation initiation factor 5B O
Ran-specific GTPase-activating protein O

Ribosomal RNA small subunit methyltransferase NEP1 0S=Mus musculus GN=Emg1 PE=1 SV=1
Inibitor of rowth protein 4 0=Mus musculus GN-lngd PE=1 =2
Enkurin domair protein 105=M PE=2 5V=
Actin-related pru!emiOS Mus musculus GN=Actr3 PE=1 5V=3

05=M isd PE=2 SV=1
Fibosomal RNAprocessing protein 7 homolog A OS=Mus musculus GN=RrpTa PE=2 SV=1
Pre-mRNA 3"-end-processing factor FIP1 05=Mus musculus GN=Fip1l1 PE=15V=1
Glutamate-—cysteine ligase regulatory subunit OS=Mus musculus GN=Gelm PE=2 5V=1
Pogo transposable element with ZNF domain OS=Mus musculus GN=Pogz PE=1 SV-=:
Protein Ddx19b 0S=Mus musculus GN=Ddx19b P
Protein disulfide-isomerase A4 0S=Mus musculus GN=Pdiad P
Elongation factor 1-delta 05=Mus musculus GN=Eef1d PE=1 5

Eukaryotic translation initiation factor 3 subunit M OS=Mus musculus G =25v=1
Uncharacterized protein C7orf63 homolog 0S=Mus musculus PE=2 SV=1
Cyclin-dependent kinase 13 05=Mus musculus GN=Cdk13 PE=1 5V=3
Septin-9 0S=Mus musculus GN=Sept9 PE=1 SV="
Ubiquitin thioesterase OTUB1 05=Mus musculus GN=Otub1 PE=15V=2
Protein polybromo-1 0S=Mus musculus GN=Pbrm. PE=2 SV=1
enzyme E2 N 05=M

rotein 05=M: =
Keratin, type Il cytoskeletal 73 05=Mus musculus Gf
Signal recognition particle receptor subunit alpha 0S=Mus musculus GN=Srpr PE=15)

NADH dehydrogenase [ubiquinone] 1 alpha subcomplex subunit 5 0S=Mus musculus GN=Ndufa5 PE=1 5V=3
Proteasome subunit beta type-2 05=Mus musculus GN=Psmb2 PE=1 5

kinase STK11 0S=Mus 1P

DNA-directed RNA polymerases |, Il and Iil subunit RPABC1 OS=
STE20/5PS1-related proline-alanine-rich protein kinase 0S=Mus musculus G
Fragile X mental retardation syndrome-related protein 2 05=Mus musculus GN=Fxr2 PE=2 V=1

sp|Q8K32; 88 kDa
5p|QIDE3: 38 kDa
sp| Q9DSS5: 46 kDa
5p|Q55590 33 kDa
sp| Q99KH! 48 kDa
5p|Q8BTSE 56 kDa
sp| Q6095 98 kDa
tr|J3QMP3 189 kDa
sp|Q8CIC2 44 kDa
tr|Q6XZL8 166 kDa
tr|G3X9B1 242 kDa
tr|E9Q650 48 kDa
sp|Q8VDA4I 53 kDa
5p|Q8BPOC69 kDa
sp| QBNZBI 30 kDa
5pIQIDCT: 30 kDa
sp|Q8VDD 207 kDa
spIQIWTK 65 kDa
tr|A2AANZ 66 kDa
5p|Q921Ht 44 kDa
sp|Q3TUU 25 kDa
5p|QIDAG 35 kDa
tr|J3QNE4 196 kDa
5p|Q61301105 kDa
sp|Q6102€ 158 kDa
5p|QICXKU!13 kDa
tr|B8IFO|I32 kDa
5p|Q6PCQY 86 kDa
sp|Q9D1Q 47 kDa
5pIP61750 20 kDa
sp| Q8C80¢ 96 kDa
5p|Q9CQ1! 20 kDa
sp|Q3TKT4 181 kDa
5pIQIIWC 78 kDa
sp|Q8R12¢ 41 kDa
5p|Q810D(49 kDa
sp|Q82Q2 90 kDa
sp|Q78Y62 28 kDa
sp|P48758 31 kDa
5p|P32233 41 kDa
sp|Q8K2G: 80 kDa
tr|Q6PFFO 132 kDa
sp|QBPAV. 118 kDa
tr|F7A4U8 25 kDa.
sp|P56376 11 kDa
5pIQIRLL: 50 kDa
sp|P62075 10 kDa
sp|Q9CQZ! 15 kDa
tr|E9PXX7 39 kDa
5p| Q9220 54 kDa
sp|Q8BIG2 22 kDa
5p|Q9QYB! 79 kDa
sp|Q3UGF 151 kDa
5p|Q8BLHE 49 kDa
sp|QB052( 145 kDa
5p|QIDB 39 kDa
5p|Q9JIL4| 56 kDa
5pIA2AGO( 109 kDa
sp|Q9EQS! 68 kDa
spIQSBIW 81 kDa
tr|F22490| 46 kDa
tr|G8ILAO0| 76 kDa.
r|Q5SVGA 102 kDa
5p|QID7BI4S kDa
5p|Q924Xi 54 kDa
5pIQICPTE 21 kDa
tr|B1AYJ9| 32 kDa
5p|QID7S: 14 kDa
5p|Q99)1446 kDa
5p|Q9CQ11 25 kDa
sp| Q6224117 kDa
5p|Q9Z3191 kDa
sp| Q8R2ES 54 kDa
5pIQOWUK 27 kDa
sp|Q9DA3: 43 kDa
5p|P0B414 53 kDa
sp|Q9D8X: 29 kDa
5pIQI1VH.67 kDa
sp|Q9D1G 27 kDa
5p|P0S213 50 kDa
sp|P10605 37 kDa
5p|P97364 48 kDa
sp|Q91VR' 14 kDa
5pIQILXVE 22 kDa
$p|Q9CQ7! 11 kDa
5pIQIDTV 27 kDa
tr|A2ALC6 47 kDa
tr|F6QA5 152 kDa
r|Q9CQD( 6 kDa

5p|PS017127 kDa
tr|S4R173 22 kDa
5p|Q8BHS 76 kDa
sp|Q9CQ4! 18 kDa
5pIQICXKE 20 kDa
sp|Q80Y3¢ 34 kDa
sp|Q8R2N.77 kDa
sp|P33242 52 kDa
sp|P11352 22 kDa
sp|QSDTY¢ 49 kDa
5pIQI1XI1 71 kDa
sp|P26039 270 kDa
sp| Q6ZQH 197 kDa
sp| Q9DE6H 102 kDa
spIQ6V3W 103 kDa
sp| QBROEE 25 kDa
tr|E9Q166 165 kDa
51035927135 kDa
tr|A2A654 333 kDa
tr|G3X984 31 kDa
5pIQIDIN 25 kDa
sp|P97311 93 kDa
spIQACFI2 27 kDa
tr|F6SQH7 33 kDa
5p|QIERF2 34 kDa
sp|Q9IM71 21 kDa
5p|Q8R3CC106 kDa
sp| Q9CXF7 101 kDa
5p|P7037148 kDa
sp|Q05D4« 138 kDa
5p|P34022 24 kDa
sp|QSSFM 119 kDa
tr|Q9DA62 13 kDa
sp|03513( 27 kDa
5p|Q8COD’ 29 kDa
sp|Q7TSVE 39 kDa
5pIQ99Y9 47 kDa
sp| Q8BSF4 46 kDa
5pIQIDICt32 kDa
sp|Q9D82¢ 65 kDa
5p[009172 31 kDa
sp|Q8BZH: 155 kDa
tr|Q8BZY3 56 kDa
sp|P08003 72 kDa
sp|PST776 31 kDa
sp|Q99)X4 43 kDa
5p|Q8BHS: 106 kDa
sp|QB9ZA1 165 kDa
5p|Q8OUG 66 kDa
sp|Q7TQI3 31 kDa
tr|D3Z1N4 190 kDa
sp|P61089 17 kDa
tr|E9Q070 34 kDa
sp|QBNXH 59 kDa
5p|QIDBG 70 kDa
sp| Q9CPPE 13 kDa
spIQIRIP: 23 kDa
sp|QIWTK 49 kDa
tr|Q542V3 56 kDa
r|Q9D9Y8 28 kDa
5p|Q921M 113 kDa
sp|Q80UW 25 kDa
5p|QIZIW 60 kDa
tr|Q6PSBS 74 kDa
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Trafficking protein p 905=M pPC9 PE=1 5V=2
Telomeric repeat-binding factor 2 05=Mus musculus GN=Terf2 PE=1 5V=3
PE=15V=1
Cytoplasmic dynein 2 heavy chan 1 0S=Mus musculus GN=Dync2h PE=1 SV=L
N-alpha-acetyltransferase 35, NatC ausiliary subunit OS=Mus musculus GN=Naa35 PE=15V=1
395 ehosoml potei 54 ikochondrial OS=Mus rsculis GMIpISa PE=2 SV

PE

Cytochrome bs type B 05=Mus musculus GN=CybSb PE=1 SV-

Electron transfer flavoprotein subunit beta os Mus musculus GN=Etfb PE=1 5V=3

Profilin-2 0S=Mus musculus GN=Pfn2 P

Basigin O5=Mus musculus GN=Bsg PE=1 SV= z

Elongation factor 1-delta (Fragment) OS=Mus musculus GN=Eef1d PE=2 SV=1

U4/U6 small nuclear Prp3 0S=Mus lus GN=Prpf3 PE=1 V=1

Translationally-controlled tumor protein OS=Mus musculus GN=Tpt1 PE=15\

Acrosin-binding protein OS=Mus musculus GN=Acrbp PE=2 SV=1

Probable ATP-dependent RNA helicase =Mus musculus GN=Ddx6 PE=1 SV=1

Ankyrin protein 42 05=M PE=25V=1

Ras-related protein Rab-14 05=Mus musculus GN=Rab14 PE=1 V=3

Spermatid perinuclear RNA-binding protein 05=Mus musculus GN=Strbp PE=15V=1

TATA box binding protein OS=Mus musculus GN=Tbp PE=2 SV=1

Centrosomal protein of 63 kDa 05=Mus musculus GN=Cep63 PE=2 SV=2

PHD finger protein 1 05=Mus musculus GN=Phf1 PE=1 5V=2

Glycylpeptide N-tetradecanoyltransferase 1 05=Mus musculus GN=Nmt1 PE=15V=1

Transcription factor E8 05=Mus musculus GN=Tfeb P 2

Centromere protein U 0S=Mus musculus GN=MIflip PE=2 S

Dnal homolog subfarnily 8 member 8 05=Mus musculus GN=Dnajb8 P

Rab11 protein 5 05=Mus

Target of EGR1 protein 1 05=Mus musculus GN=Toe1 P!

Protein Fam170b 05=Mus musculus GN=Fam170b PE=2 SV=

Cation channel sperm-associated protein subunit beta OS=Mus musculus GN=Catsperb PE=1 5V=1

Extended synaptotagmin-3 05=Mus musculus GN=Esyt3 PE=2 SV:
-rich nuclear 32 family B 0S=Mus musculus Gt

Eukaryotic translation initiation factor 3 subunit L 0S=Mus musculus GN=Eif3] PE=15V=1

PDZ domain-containing protein 11 05=Mus musculus GN=Pdzd11 PE=1 5V=1

Protein FAM1838 0S=Mus musculus GN=Fam183b PE=2 SV=2

np32b PE=15V=1

g kappa chain C region 0S=Mus musculus PE=1 SV=1

E1 component subunit alph: 0s=Mi lus GN=Pdhal PE=15V=1
5=Mus lus GN=Aldh; PE 25
Nalpha-scotyluansierase 3, NatC adlarysuuk OS-#s sl GNeNas38 PE<3 S4-3
| GN=Mogs PE=2 5V=1

Zincfinger protein 706 05=Mus musculus GN=Znf706 PE=2 SV=L
M lus GN=Ppih PE=2 SV=1

Protein Z(p207 05=Mus musculus GN=2fp207 P!
protein 0S=M: PES25V=1
Septin-4 (Fragment) 0S=Mus musculus GN=Septd PE=2 SV=1
Cytochrome ¢ oxidase subunit 742, mitochondrial OS=Mus musculus GN=Cox7a2 PE=1 SV=2
Protein Gm17359 0S=Mus musculus GN=Gm17359 PE=
Long-chain-fatty-acid--CoA ligase 3 0S=Mus musculus GN=Ac:
Ras-related protein Rab-31 05=Mus musculus GN=Rab31 PE=1 V=
Unconventional myosin-VI 05=Mus musculus GN=Myo6 PE=2 5\
U3 small nucleolar ribonucleoprotein protein IMP3 0S=Mus musculus GN=Imp3 PE=2 SV=1
Leucine-rich repeat and 1 domain-containing protein 4 0S=Mus musculus GN=Lrrigd
Small nuclear ribonucleoprotein F 05=Mus musculus GN=Snrpf PE=2 SV=
Ras-related protein Ral-B O5=Mus musculus GN=Ralb PE=2 SV=1
Centrosomal protein of 78 kDa 05=Mus musculus GN=Cep78 PE=2 5\
d protein 2 0S=Mi ap2 PE=15V=1
tigen 4 pr pagd PE=2 5V=3
EF-hand calcium-binding d protein 2 0S=Mi PE=25V=1
Uncharacterized protein C160rf55 homolog 0S=Mus musculus P!

sv=1

sv=1

Brain-specific angiogenesis inhibitor 1-associated protein 2 0S=Mus musculus GN=Baiap2 PE=1 SV=2

Ackinase anchor protein 12 05=Mus musculus GN=Akap12 PE=15

$1RNA-binding domain-containing protein 1 05=Mus musculus GN=Srbd1 PE=2 SV=1
o

Clp protease Ipx PE=15V=2
Glycosyltzansferase 8 domain-containing protein 1 05-/ Mus muscolus G
, Nat
cl d pecificit 305=M lus GN=Cpsf3 PE=15V=2
Endopl ticulum lectin 1 05=M PE=2 5V=

Tesmin 05=Mus musculus GN=MtS PE=2 SV=
Ubiquitin-like modifier-activating enzyme 1Y 0S=Mus musculus GN=Ubaly PE=2 SV=
TFIIH basal transcription factor complex helicase XPD subunit 05=Mus musculus G
NrfL protein 05=Mus musculus GN=Nrf1 PE=2 SV=1
YL molti-containing protein 1 0S=Mus musculus GN=Vlpm. PE=2 5=2
protein 21 05=Mus lus GN=Spata21 PE=2 SV=1
Eukaryotic translation initiation factor 4 gamma 2 0S=Mus musculus GN=Eif4g2 PE=1 V=2
COP9 signalosome complex subunit 1 05=Mus musculus GN=Gps1 PE=4 SV=1
NGFI-A-binding protein 1 0S=Mus musculus GN=Nab1 PE=1 V=2
NADH dehydrogenase [ubiquinone] 1 beta subcomplex subunit 4 0S=Mus musculus GN=Ndufb4 PE=15)
Acyllycerol kinase, mitochondrial O5=Nus musculus GN=Agk PE=15V=1
205=Mus lus GN=Daam2 PE=2 V=4

Dualspecifcty protein kinase CLK3 05=Mus musculus GN=CIK3 PE=1 5V=2
-protein ligase RING2 05=Mus musculus GN=Rnf2 PE=15V=1
=Mus musculus GN=
chibby homolog 1 05=
Cydm dependent kinase 118 05=Mus musculus GN=Cdk11b PE=1 5V=2

factor ISY1 homolog 05=Mu PE=15V-
General transcription factor 3C polypeptide 4 OS=Mus musculus GN=Gtf3c4 PE=1 5V=2
Terminal uridylyltransferase 7 0S=Mus musculus GN=Zcchcé PE=15)
Aprataxin and PNK-like factor OS=Mus musculus GN=Aplf PE=2 5V=2
CUIP-associating protein 1 05=Mus musculus GN=Clasp1 PE=2 5
Cullin-4A O5=Mus musculus GN=Culda PE=1 V=1

rec2 PE=2 SV=2

I PE=15V=1
SWI/SNF-related d actin-dependent regulator of
SWI/SNF it C105=M
Transcription elongation factor, mitochondrial OS=Mus musculus 61
RNA pol Il subunit

Protein Gm64S (Fragment) O s
Centrosomal protein of 57 kDa 05=Mus musculus GN=Ceps7 PE=1 SV=2
Protein Gm20671 (Fragment) OS=Mus musculus GN=Gm20671 PE=4 S\
€3 ubiquitin-protein ligase UHRF1 0S=Mus musculus GN=Uhrf1 PE=15V=2
Alcohol dehydrogenase class-3 05=Mus musculus GN=AdhS PE=1 5V=3
Mast cell carboxypeptidase A OS=Mus musculus GN=Cpa3 P
Protein arginine N-methyltransferase 1 0S=Mus musculus GN=Prmt1 PE=1 SV=1
Protein Ankrd36 (Fragment) OS=Mus musculus GN=Ankrd36 PE=2 5

D member 2 05=Mus musculus GN=Smarcd2 PE=2 V=2

0Os=Mus lus GN=Plcb1 PE=1 SV=2

4,
UMP-CMP kinase 0S=Mus musculus GN=Cmpkl PE=1 5V=1
Ras-responsive element-binding protein 1 05=Mus musculus GN=Rreb1 PE=1 5V=2
i pro
protein 0S=M: ps1 PE=2 SV=1

Ubiquitin carboxyl-terminal hydrolase 42 05=Mus musculus GN=Usp42 PE=2 SV=1
Protein March10 05=Mus musculus GN=March10 PE=4 SV=1
80kDa MC] protein O=Mus I P
Rho guanine nucleotide exchange factor 6 0S=Mus musculus GN
Large subunit GTPase 1 homolog 0S=Mus musculus GN=Lsg1 PE=2 S

Kinase MARK2 05=M lus GN=Mark2 PE=2 V=1
frotein Gm32s? 05-Mus musculus GN=Gm3252 PE=2 =1

PE=15V=2

hgef6 PE=1 5V=1

HTATIP 05=Mus lus GN=Htatip2 PE=1 5
Ras 1QGAP1 0S=Mus lus GN=Iqgap1 PE=1 SV-=
Ctrate synthase, mitochondrial 05=Mius musculus GN<Cs PE<1 SV=1

PE=15V=

Prolactin regt protein 05=Mus
Tubulin alpha-4A chain 0S=Mus musculus GN=Tubada PE=1 SV=1
DNA-directed RNA polymerases | and Il subunit RPAC1 0S=Mus musculus GN=Polric PE=15V=3
Plasma serine protease inhibitor 0S=Mus musculus GN=Serpinas PE=1 SV:
Acrosomal protein SP-10 0S=Mus musculus GN=Acrv1 PE=1 SV=:

Vacuolar protein sorting-associated protein 35 0S=Mus musculus GN=Vps35 PE=1 SV=1
Yeshs -expressed sequence 12 protein OS=Mus musculus GN<Tex12 PE=2 SV

M N=Gpatch8 PE=2 S\

cyto:mome i prmemos-Mus lus GN=CybSd1 PE=2 SV=1
=M PE=15V=3

Protein LTV1 homolog OS=Mus musculus GN=Ltv1 PE=2 5\

HAU: 108=M: lus GN=Haus1 PE=2 SV=
Tropomyosin alpha-4 chain 0S=Mus musculus GN=Tpmé PE
Gene model 443, (NCBI) 05=Mus musculus GN=Ct8I1 PE=2 SV=1
sv=1
265 pr 905=M lus GN=Psmdg PE=15V=1
Yc(exl i protein 2 0S=M: PE=2S

h pling factor 6, =M
POC] entrioar protein homolog A 0S-Mus musculus GN= Pu:la PE=2 5v-2

Methyl-CpG-binding domai
£3 ubiquitin-protein ligase ARIH1 Of
Protein 4933400A11

AT synthase protein 8 0S=Mus musculus GN=Mtatp8 PE=1 SV=
General transcription factor IIF subunit 2 0S=Mus musculus G
pti hydrolase 2, i PE=25V=1

sp|Q3UON 128 kDa
5p|03514¢ 60 kDa
sp|Q9JHR7 118 kDa
5p|QASVK: 492 kDa
sp|Q6PHQ 83 kDa
5p|QICPW 15 kDa
sp|Q8K21¢ 11 kDa
5p|Q9CQX 16 kDa
sp|Q9IDCW 28 kDa
splQ9uV2 15 kDa
5p|P18572 42 kDa
tr|ESPUM 25 kDa.
sp|Q922U: 77 kDa
5p|P63028 19 kDa
sp|Q3V14( 61 kDa
5p|P54823 54 kDa
sp|Q3V09¢ 59 kDa
sp|Q91Va: 24 kDa
sp|QI1WN 74 kDa
tr|Q91YM: 28 kDa
sp| Q3UPP! 80 kDa
5p|Q9Z18¢ 61 kDa
sp|07031( 57 kDa
sp|Q9R21( 53 kDa
sp|Q8C4M 46 kDa
sp|Q9QYI7 25 kDa
sp|Q8R36170 kDa
5p|Q9D2E:57 kDa
tr|E9PXT9| 44 kDa
SpIAZRTF1 126 kDa
sp|QSDTI8 100 kDa
sp|QUESTS 31 kDa
sp|Q8QZY: 67 kDa
5p|Q9CZGE 16 kDa
sp|QSNCS’ 16 kDa
5p| 035408 54 kDa
r|Q8BG37 25 kDa
spIP17427 104 kDa
tr| A2AKES 24 kDa
5p|P62892 6 kDa

sp|P01837 12 kDa
5p|P35486 43 kDa
5pIP47740 54 kDa
5p|QEZWN 10 kDa
sp|Q80UN 92 kDa
5p|QUD11:8 kDa

sp| Q9D86! 20 kDa
tr|A2BI40] 25 kDa.
tr|E9PW1Z 51 kDa
tr|Q14BX6 17 kDa
tr|QSND1£ 24 kDa
5pIPAB7719kDa

tr|E9QAV2 22 kDa
5p|Q9CZW 80 kDa
sp|Q921E: 21 kDa
tr|E9PVUO 146 kDa
sp|Q921Yz 22 kDa
5pIAGHGA 68 kDa
sp|P62307 10 kDa
splQ9IWE 23 kDa
sp|Q6IRU7 87 kDa
5p|QICYTE 53 kDa
sp|Q9IF2| 49 kDa
5p|Q9CQ4 19 kDa
sp|Q8C62¢ 15 kDa
1r|Q99L20 27 kDa
sp|QBNSS’ 163 kDa
5p|QBBKX: 59 kDa
sp|QIWTC 181 kDa
tr|FBWGW 110 kDa
sp| Q9JHSA 69 kDa
sp|QBNSU 42 kDa
sp|Q80UN 101 kDa
5p|Q9QXK 78 kDa
sp| QBVEH: 55 kDa
sp|QIWTII 51 kDa
sp|P31254 118 kDa
5p| 00881187 kDa
tr|Q99K73 57 kDa
tr|D3VWX: 241 kDa
sp|Q8BHW 76 kDa
5p|Q6244£ 102 kDa
tr| G3UXW 59 kDa
5p| Q6112254 kDa
sp|Q9CQC 15 kDa
sp|QIESW 47 kDa
sp|Q80U1¢ 128 kDa
5p| 03549274 kDa
sp|Q9CQU« 38 kDa
spl|QBVDIZ 142 kDa
sp|Q9D1C: 15 kDa
5p|P2478892 kDa
sp| Q6920 33 kDa
5p|QBBMC 92 kDa
sp|QSBLK4 169 kDa
5p|Q9D84: 55 kDa
tr|J3QP81) 161 kDa
5p|Q3TCH 88 kDa
sp|Q8BGQ 107 kDa
5p|Q99IRE 59 kDa
spIP97496 123 kDa
splQssska a2 kDa
sp|P60898 15 kDa
tr|F65CS1] 23 kDa.
sp| QBCEE( 57 kDa
tr|F6TVX7 64 kDa
sp| Q8VDF: 88 kDa
5p|P28474 40 kDa
sp|P15089 49 kDa
sp|Q9IIF0| 42 kDa
tr|QSQNR: 141 kDa
5plQ9Z18: 138 kDa
sp| Q9DBP! 22 kDa
sp|Q3UHO 184 kDa
sp|Q99K01 87 kDa
tr|J3QNRS 50 kDa
sp|B2RQC: 146 kDa
tr|E9PX79 88 kDa
sp|QIWUL 217 kDa
splQBKaI3 87 kDa
sp|Q3UM173 kDa
tr|E9PYX3| 80 kDa.
tr|E9PUT 25 kDa
5p|Q9Z26¢ 27 kDa
sp|Q9JKF1 189 kDa
5p|Q9CZUL52 kD2
sp|QIWUC 45 kDa
5p|P6B368 50 kDa
spIP52432 39 kDa
spIP70458 46 kDa
sp|P50289 28 kDa
sp| QIEQH 92 kDa
sp| Q9CR8: 14 kDa
SpIA2AGA1 165 kDa
sp|QSNCY: 27 kDa
5p|0352113 kDa
sp|QBNSQ 54 kDa
5p|QBBHX 31 kDa
sp|Q6IRU2 28 kDa
tr|Q80YT3 61 kDa
tr|D32237 19 kDa
5p|QICROC 25 kDa
sp|Q9CQS6I 16 kDa
5p|P97450 12 kDa
sp|Q8JZX3 45 kDa
sp| Q9QZE! 98 kDa
sp|Q9Z2E2 70 kDa
5p|Q9Z1KE 64 kDa
tr|Q9CRS2 33 kDa
5p|03590C 11 kDa
sp|P03930 8 kDa

5p|QBROA(28 kDa
sp| Q8R2YE 20 kDa
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Probable ribosome bi tein RLP24 O5=M PE=25V=1
Anmrre\aled protein ik 05=Mus lus GN=Arpcs| PE=1 SV=1
Protein 17 ik 05=Mus N=1 PE=4 V=1

MCG]S]S]OS Mus musculus GN=Gm6812 PE=4 SV=1

Intrafiagellar transport protein 43 homolog 0S=Mus musculus GN=ftd3 PE=2 SV=2

MCG131172, isoform CRA_a O5=Mus musculus GN=2610318NO2Rik PE=2 5V=1

Nucleoporin GLEL 05=Mus musculus G
Uveal autoantigen with cole.coil domains and ankyrn repeats OS=Mus musculus GN=Uaca PE<1 5V=2
Tripeptidyl-peptidase 1 05=Mus musculus GN=Tpp1 PE=1 SV=2

Protein Ttc39d 0S=Mus musculus GN=Ttc39d PE=2 SV=1

Protein sv=1

Cyclin-dependent kinase 7 0S=Mus musculus GN=Cdk7 PE=1 5V=2

COP9 signalosome complex subunit 2 05=Mus musculus GN=Cops2 PE=1 SV=1

Coatomer subunit beta’ OS=Mus musculus GN=Copb2 PE=2 V=2

Cystatin-9 0S=Mus musculus GN=Cst9 PE=2 SV=1

U3 smal nucleolar RNA-associated protein 6 homolog 05=Mus musculus GN=Utp6 PE=2 SV=1

05=Mus musculus GN=Ppplca PE=15V=1

rotein phosphatase 16 05=Mius musculus GN=Ppm1g PE-2 SV-=
ARF GTPase-activating protein GIT1 0S=Mus musculus GN -1
‘Guanine nucleotide-binding protein G(1)/G()/G(0) subunit gamma-12 0S=Mus musculus GN=Gng12 PE=1 SV=3
protein ECM29 homolog 0S=Mus musculus GN=Ecm29 PE=15V=3

DNA-directed RNA polymerase Il subunit RPB7 O5=Mus musculus GN=Polr2g PE=2 SV=1

in 0S=Mus
Deoxyuridine triphosphatase, isoform CRA_b O
MCG15480 05=Mus musculus GN=Ppil6 PE=2 5

TRAF-type 8 protein 1 05=M; lus GN=Trafd1 PE=1 5V=
i ransfer protein 2 05=Mus lus GN=Pitpnm2 PE=1 5V=2
DDB1-and CUL-associated factor 13 05=Mus musculus GN=Dcaf13 PE=2 5V=2
enzyme E2 variant 1 0S=M: PE=15V=1

Ferritin heavy chain 0S=Mus musculus GN=Fth1 PE=15\
Hepatoma-derived growth factor 0S=Mus musculus GN=Hdgf PE=1 SV=2

U4/U6 small nuclear ribonucleoprotein Prpd 05=Mus musculus GN=Prpfd PE=2 SV-
i PE=25V=1
Cullin-5 0S=Mus musculus GN=Cul5 PE=1 5V=3
i 4 PE=15V=2
Centrosomal protein of 41 kDa O5=Mus musculus GN=Cep41 PE=2 5\
Host cell factor 2 05=Mus musculus GN=Hcfc2 PE=4 5
REST corepressor 1 05=Mus musculus GN=Reor1 PE=a SV=1
c ing protein 150 OS=Mi cdc150 PE=2 V=2
AT-rich protein 3A 0S=Mus lus GN=Arid3a PE=1 SV=1

protein 82 05=Mus PE=15V=1
Mitochondrial import inner membrane translocase subunit TIM44 OS=Mus musculus GN=Timmd4 PE=2 S\
Twinfilin-1 0=Mus musculus GN=Twf1 PE=1 5V=2
Sorting nexin-33 0S=Mus musculus GN=5nx33 PE=2 5
Protein FAM208A 0S=Mus musculus G
Poliovirus lated protein 2 O
Protein PRRC2A O5-Mus musculus GN=Prrc2a PE=2 SV
Leucine zipper putative tumor suppressor 2 05=Mus musculus GN=Lzts2 PE=2 V=3

in 1.05=M PES15V=1

Protein Gm12394 0S=Mus musculus GN=Gm12394 PE=4 SV=1
DNA replication licensing factor MCM3 0S=Mus. musculus GN=Mcm3 PE=15V=2
Rab-like protein 5 05=Mus musculus GN=Rabls
MCG11474 05=Mus musculus GN= 7oooomsmpz 2 5v=
Galactokinase OS=Mus musculus GN=Galk1 PE=2 5\
Protein Rasal2 0S=Mus musculus GN=Rasal2 PE zsv-1
Bifunctional tein PURH 0S=Mus lus GN=Atic PE=1 5V=2
s .

PE=15V=2

protein 6, 08=Mus musculus GN=Chchd6 PE=2 V=1

Uncharacterized protein C3orf38 homolog 05=Mus musculus PE=2 V=1
Heat shock protein 75 kDa, mitochondrial O5=Mus musculus GN=Trap1 PE=15V=1
Neurabin | 05=Mus musculus GN=Ppp1r9a PE=2 SV=1
Conserved 605=M 06 PE=2 SV=2
Alpha-actinin-3 05=Mus musculus GN=Actn3 PE=2 SV=1
DNA mismatch repair protein Msh6 05=Mus musculus GN=Msh6 PE=15)

[NADP], 05=Mus lus GN=Idh2 PE=1 SV=3
Cysteine-rich perinuclear theca 4 0S=Mus musculus GN=Cyptd PE=2 5\
3-ketoacyl-CoA thiolase, mitochondrial OS=Mus musculus GN=Acaa2 P!
Host ol factor 1 0S=Mus musculus GN=Hcfcl. PE=1 SV=z

05=Mus musculus sv=1

Transcrptional repressor CTCF O5=Mus musculus GN=Ctf PE=1 SV=2
Annexin (Fragment) OS=Mus musculus GN=Anxa2 PE=2 5
Kinesin-like protein KIF17 0S=Mus musculus GN=Kif17 PE=

and W2 d protein 10 lus GN=Bzw1 PE=15V=1
Rasrelated proten Rap-14 05«Mus musculus GN=Rapa PE=2 SV-=1

o protein 3 05=M peb3 PE=2 SV=1
105=M PE=25V=1

TPase Kias 05-Mus musculus GNokras P
Lebercilin-like protein OS=
Protein Gm3739 0S=Mus musculus GN=Gm3739 PE=a4 SV
Magnesium transporter protein 1 05=Mus musculus GN=Magt1 P
Intron-binding protein aguarius 0S=Mus musculus GN=Aqr PE=2 5\
Collagen alpha-1(V1) chain O5=Mus musculus GN=Col6al PE=2 5
Haploid specific alanine-rich acidic protein OS=Mus musculus GN=Tsgag PE=2 SV=1
Enoyl-CoA delta isomerase 1, mitochondrial OS=Mus musculus GN=Ecil PE=2 SV=2

sv=1

Magnesium transporter protein 1 (Fragment) O
Periphilin 1, isoform CRA_a 0S=Mus musculus GN=Pphin1 PE=4 SV=1
RNA-binding protein 4B 05=Mus musculus GN=Rbmdb PE=1 5
MCG141086 OS=Mus musculus GN=4921513D11Rik PE=4 SV=1
Rila domain-containing protein 1 0S=Mus musculus GN=Riiad1 PE=2 SV:
395 ribosomal protein L49, mitochondrial O5=Mus musculus GN=Mrpld9 P
Suppressor of G2 allele of SkP1 homolog O!
MCG1618, isoform CRA_c O5=Mus musculus GN=Nsmceda PE=4 5
Replication factor C subunit 1 0S=Mus musculus GN=Rfcl PE=15
ATPase family AAA d protein 105=Mus I
Calumenin 0S=Mus musculus GN=Calu PE=
UPFO704 protein C6orf165 homolog OS=Mus musculus PE=2 5V=2
Serine protease inhibitor Kazal-type 2 05=Mus musculus GN=Spink2 PE=1 SV=1
Serine/threonine-protein kinase VRK2 0S=Mus musculus G s
Colled-coil domain-containing protein 12 0S=Mus musculus GN=Ccdc12 PE=15V=2
Mediator of RNA polymerase If transcription subunit 10 OS=Mus musculus GN=Med10 PE=1 5V=1
TP-dep DNA helicase Q1 0= P

Protein Ubeda O
Protein Tafda (Fragment) OS=Mus musculus GN=Taf4a PE=4 SV=1
Phosphoglycerate mutase 1 0S=Mus musculus G
Keratin, type Il cytoskeletal 1b 0S=Mus musculus G
RNA 112 homolog 05=Mus

DNA palymerase epsilon subunit 3 0=

lus musculus GN=Pole3 PE=2 5V=1
an protein 1 05=Mus lus GN=Cabs1 PE=15V=1
UPFO68S protein C11orf1 homolog OS=Mus musculus PE=2 SV=1
Ras-related protein Rab-10 05=Mus musculus GN=Rab10 PE=1 V=1
Synaptotagmin-like protein 4 O5=Mus musculus GN=Sytl4 PE=1 SV=1
PHD finger protein 6 05=Mus musculus GN=Phf6 PE=2 SV=1
Zinc finger CCHC d protein 10 O
Sperm acrosome membrane-associated protein 4 OS=Mus musculus GN=Spacad P
Protein Gm7873 0S=Mus musculus GN=Gm7873 PE=4 SV=1
protein 74 05=Mus PE=2 5V=1
Calpain-6 O5=Mus musculus GN=Capn PE=1 5\
Putative IQ motif and ankyrin repeat domain-containing protein LOC642574 homolog 0S=Mus musculus PE=S SV-=
Regulation of nuclear pre-mRNA d protein 2 05=M lus GN=Rprd2 PE=1 SV=1
protein 18 05=Mus sv=1
Hsp90 co-chaperone Cdc37 05=Mus musculus GN=Cdc37 PE=2 SV=1
Fragile X mental retardation protein 1 homolog 05=Mus musculus GN=Fmr1 PE=1 V=1
Protein AATF 0S=Mus musculus GN=Aatf PE=1 SV=1
UBK domain<ontaining potein 6 05=Mus musculus GN=Ubint PE=
Canitine O- 1 o
High mobility PE=15V=2
NADH [ubiquinone] 1 alpha lus musculus GN=Ndufal PE=2 5V=1
395 ribosomal protein L12, mitochondrial 05=Mus musculus GN=Mrpl12 P
Coiled-coil domain-containing protein 87 Of
Centrin (Fragmen) OS=Mus musculus GN=Cetnd PE=2 5V=1
protein 60 OS=Mus I
Cleavage and pecificity factor subunit 1 0=M; psf1 PE=15V=1
Signal-induced proliferation-associated 1-like protein 2 0S=Mus musculus GN=Sipa1l2 PE=15V=3
Microtubule-associated proteins 1A/18 light cham 38 05=Mus msculus GN=Mapcsh PE-1.
Trafficking protein ppc2 PE=1 5V=1
MCG14253, isoform CRA_a 05=Mus musculus GN-Wu PE=4S
DCN1-like protein 1 05=Mus musculus GN=Dcun1d1 PE=2 S\
GPl-anchor transamidase OS=Mus musculus GN=Pigk PE=2 SV:
CDKN1A interacting zinc finger protein 1, isoform CRA_d 0S=Mus musculus GN=Ciz1 PE=4 SV=1
Ubiquitin-fold modifier 1 05=Mus musculus GN=Ufm1 PE=1 SV=1
Asparagmesynlhe!ase [glutamine-hydrolyzing] OS=Mus musculus GN=Asns PE=2 V=3
05=M, lus GN=Pyt1b PE=15V=
Pm!em AF1q 05=Mus musculus GN=MIICL1 PE=2 SV=1
sm: modifier 1 05=Mus lus GN=Sumo1 PE=1 SV=
ar bmdmg protein SAR1a O5=Mus musculus GN=Sar1a PE=2 S\
Sterol O-acyltransferase 105=Mus musculus GN=Soat1 PE=2 SV=2

sp|Q99L28 20 kDa
5p|Q9D89: 17 kDa
tr|B1AX35 10 kDa
tr|BIAXU1 13 kDa
sp| Q9DAG! 24 kDa
tr|Q80VTS 34 kDa
sp| Q8R32: 80 kDa
5p|Q8CGB.161kDa
sp| 08902 61 kDa
tr|QOVF76 70 kDa
tr|F6UUA42 46 kDa
5100314739 kDa
sp|P61202 52 kDa
5p|05502¢ 102 kDa
sp| Q9ZOHE 16 kDa
spIQBVCY(70 kDa
sp|P62137 38 kDa
5p|Q6107¢ 59 kDa
tr|QSF258 84 kDa
5| QIDAS 8 kDa

sp|Q6PDIS 204 kDa
5p|P62438 19 kDa
sp|Q9DBO! 33 kDa
tr|Q8VCG121 kDa
tr| B2RWF7 36 kDa
5p|Q3UDK 64 kDa
sp|Q6ZPQI 148 kDa
spIQSPAC: 51 kDa
sp|Q9CZY: 16 kDa
5p|P09528 21 kDa
sp|P51859 26 kDa
5p|QIDAW 58 kDa
sp|Q9D52¢ 37 kDa
5p|QIDSV!91 kDa
sp|Q6zQL« 75 kDa
tr|HIKUZ8 33 kDa.
tr| G5E837 79 kDa
5p|Q8BI72 60 kDa
sp|P23249 114 kDa
5p|QSBNA! 19 kDa
sp|Q8BPI1 88 kDa
tr|A2AT37 148 kDa
tr|E9Q817| 102 kDa
tr|K3W4PE 53 kDa.
sp|Q8CDI7 129 kDa
5106243164 kDa
sp|Q8BFQ: 35 kDa
5p|035857 51 kDa
sp|Q91YR140 kDa

5p|P32507 57 kDa
tr|G3UX48 219 kDa
5p|Q9IYUL73 kDa
sp|Q925TE 122 kDa
tr| A2AKPG 109 kDa
sp|P25206 92 kDa
5p|Q9DAI221 kD2
r|Q80ZT1 25 kDa

5| QICWJ 64 kDa
tr|E9QUM: 26 kDa
5p|Q3TTLO40 kDa
5p|QICQN 80 kDa
tr|Q7TN74 123 kDa
5IQ8R3I3 73 kDa
5p|08899C 103 kD2
59|P54276 151 kDa
5p|P54071 51 kDa
tr|Q6P925 18 kDa
5p|Q8BWT 42 kDa
51061191210 kb2
5p|QICQPi23 kDa
5pIQ6116¢84 kDa
tr|BOV2NT 22 kDa
5p|QIIPW 116 kba
5p/QICQC 48 kDa
59|P62835 21kDa
tr|D3Z5R9 76 kDa
59|Q8BHS!83 kDa
5p|P32883 22 kDa
tr|D3YXG 81 kDa
tr|LTN296 26 kDa
splQgCQY:38 kDa
5p|Q8CFQ; 170 kD2
59104857 108 kba
tr]Q9NLo| 23 kDa
5p|P42125 32 kDa
5p|QUIYPC51kDa
tr|F6TBVL 35 kDa
tr|G3X959 44 kDa
59|Q8VES: 40 kDa
tr|G3X012| 38 kDa
5pIQ3KNY: 11kDa
5p/Q9CQ4I19 kDa
5pIQICX3 38 kDa
tr|G3XA30 44 kDa
5p|P35601 126 kba
5p|QIDST(41 kDa
5p|035887 37 kDa
5p|Q6PES} 71 kDa
5|Q8BMY 10kDa
5p|Q8BN2' 58 kDa
sp|Q8R3419 kDa
5p/QICKUI16 kDa
519212572 kDa
tr|DGRHM 11 kDa
tr|£9Q735 118 kDa
tr|FEWBW 73 kDa
5/QIDBI129 kDa
5p|QBIFZ6 61kDa
5p/QIDCG 14 kDa
5p|QUIKP7 17 kDa
59|Q8C63:42 kDa
5p|QID13: 20 kDa
591P61027 23 kDa
5p|QIR0Q 76 kDa
tr|E9QAG2 36 kDa
5p|QICXEE 19 kDa
51Q802Q(13 kDa
tr| FEWEU: 27 kDa
5IQ8VCG 43 kDa
5p|03564€ 75 kDa
5pIQ3TYLO38 kDa
5p|QENXIG 157 kDa
5| QAVBEE4T kDa
5p/6108145 kDa
591P35922 69 kDa
5p|QOIKK 59 kDa
5| QIIPLE SO KDa
5p|Q924X:88 kDa
51QQIL35 45 kDa
5p|03568:8 kDa

5/QIDB1!22 kDa
5p|Q8CDLE98 kDa
tr|E9PVNS 10kDa
5p|Q8C761115 kDa
5pIQIEPU 161 kDa
5p|Q8OTE4 189 kDa
splagcav 15 kba
5| QICAP. 16 kDa
tr|GSE8I8] 103 kba
5p/Q9QZ7:30 kDa
5p|QICKYE4S kDa
tr| A2AN6191 kDa
59IP619619 kDa

5p|Q6102¢ 64 kDa
5/Q811142 kDa
5p|P97783 10 kDa
59|P63166 12 kDa
tr]Q99124|22 kDa
59106126364 kDa
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trophic lateral sclerosis 2
ATP-dependent RNA helicase DDX19A 05=Mus musculus GN=Ddx19a PE=2 S\
Probable ATP-dependent RNA helicase DDX20 05=Mus musculus GN=Dcx20 P
LRP2-binding protein 0S=Mus musculus GN=Lrp2bp PE=2 5\

os

Upstream-binding protein 1 0S=Mus musculus GN= uhpl PES15V=1

Coiled-coil domain-containing protein 96 0S=Mus musculus GN=Cedc96 PE=2 V=1

DNA-directed RNA polymerases I, Il and Iil subunit RPABC3 OS=Mus musculus GN=Polr2h PE=:

COP9 signalosome complex subunit 5 OS=Mus musculus GN=Cops5 PE=1 5V=3

Deathinducer obliterator 1 05=Mus musculus GN=Didol PE=1 SV=4

£3 SUMO-protein ligase PIASA OS=Mus musculus GN=Piasd PE=1 5V=2

FGFR1 oncogene partner 0S=hus musculus GN-Fgirlop PE-15
protein 7 05=Mus

Protein Tfg 05=Mus musculus GN=Tfg PE=4 SV=1

Cohesin subunit $A-3 05=Mus musculus GN=Stag3 PE=1 SV=:

c finger protein 622 0S=Mus musculus GN=Znf622 P

AFG3-like protein 1 05=Mus musculus GN=Afg3|1 PE=2 5V=2

Plasminogen OS=Mus musculus GN=Plg PE=1 5

Surfeitlocus protein 6 05=Mus musculus GN=Surf6 PE=2 SV=1

protein

Protein strawberry notch homolog 1 0S=Mus musculus GI

Next to BRCAL gene 1 protein 0S=Mus musculus GN=Nbrl PE=15\

285 rbosomal protein 522, mitochondrial 0S=Mus muscuus GN=Mrps22 P&
Kinase MARK2 0S=M fark2 PE=1 5V=3

Anamorsin 05=Mus musculus GN=Ciapin1 PE=15

MCG1612 05=Mus musculus GN=4933402N03Rik PE=2 SV=1

Beta-2-syntrophin 0S=Mus musculus GN=Sntb2 PE=15)

ister chromatid cohesion protein PDSS homolog B 05=Mus musculus GN=PdsSb PE=15V=1

Sect family domain-containing protein 1 0S=Mus musculus GN=Scfd1 PE=2 V=1

Splicing factor, suppressor of =Mu lus GN=Sfswap PE=15V=2

Calcium uptake protein 2, mitochondrial OS=Mus musculus GN=Micu2 PE=1 5V=2

Kinesin-like protein KIF188 O 'MusmusculusGN mez 25v=2

LIM domain-containing protein 2 0S=Mus musculus GN=Limd2 PE=2 SV=1
Mediator of RNA polymerase Il transcription subunit 19 OS=Mus musculus GN=Med19 PE=1 5V=1
Mast cell protease 4 0S=Mus musculus GN=Mcptd PE=2 S

Ribonucleoprotein PTB-binding 1 05=Mus musculus GN=Raver1 PE=1 5
Putative p RNA helicase PE=15V=3
E3ub protein ligase UBRS 0S=Mus I Jbrs PE=15V=2
enzyme E2 D3 05=M PE=15V=1
dependent protein kinase 1 05=M: =Pdpkl PE=15V=2

Atherin OS=Mus musculus GN=Samd1 PE=3 SV-1
Microtubule-associated protein 2 05=Mus musculus GN=Map2 PE=1 5
Chromatin complexes subunit BAP18 O5=Mus musculus GN=Bap18 PE=1 SV=1
Protein disulfide-isomerase A6 0S=Mus musculus GN=Pdia6 P

Cyclin-dependent kinase 2-associated protein 1 0S=Mus musculus GN=Cdk2ap1 PE=15V=2
Cingulin OS=Mus musculus GN=Cgn PE=2 SV="
cAP-Gly d protein 1 (Fragment) O

Hematopoietic cell transcript 1, isoform CRA _a Of
MCG4822, isoform CRA_a O5=Mus musculus GN=March10 PE=2 SV=1

DNA-directed RNA polymerase If subunit RPB11 05=Mus musculus GN=Polr2} PE=2 SV=1
OTU domain-containing protein 6A 0S=Mus musculus GN=Otud6a P!

Colled-coil alpha-helical rod protein 1.0S=Mus musculus GN=Ccher PE=2 V=3
alpha 05=Mus lus GN=Pmpca P
Protein g (Fragment) OS=M: PE=45V=1

DNA-directed RNA polymerase | subunit RPA34 0S=Mus musculus GN=Cd3eap PE=1 5V=2
Ataxin-3 05=Mus musculus GN=Atxn3 PE=2 SV:
Nal+)/H(+) exchange regulatory cofactor NHE-RF1 0S=Mus musculus GN=Sc9a3r1 PE=15V=3
ADP-ribosylation factor-like protein 1 0S=Mus musculus GN=Arl1 PE=2 S\
Microprocessor complex subunit DGCRE 0S=Mus musculus GN=Dgcr8 P!
Protein CASC3 05=Mus musculus GN=Casc3 PE=15V=3

CCRA-NOT it 10 0=Mus lus GN=Cnot10 PE=2 SV=1
Tubulin gamma-1 chain OS=Mus musculus GN= Tubgl PE=15V=1

sv=2

ublqumnurboxv\ terminal hydrolase 48 0S=Mus musculus GN=Usp4g PE=2 5\
I I subunit P
Peroxisomal membrane protein 118 0S=Mus musculus GN=Pex11b PE=2 5V=1
Leucine-rich ing protein 16A rre16a PE=2 V=1
Exosome complex component RRP4 OS=Mus musculus GN=Exosc2 PE=2 SV=1
Stromal interaction molecule 1 05=Mus musculus GN=Stim1 PE=1 SV=
Cation channel sperm-associated protein 2 0S=Mus musculus GN=Catsper2 PE=1 SV=2
Myeloid leukemia factor 2 05=Mus musculus GN=MIf2 PE=1 SV=1
Zinc finger protein 62 (Fragment) OS=Mus musculus GN=2fp62 PE=2 SV=
Heat shock transcription factor, Y linked 2 05=Mus musculus GN=Hsfy2 PE=2 SV=
Culln-2 Fragment) OS=Mus musculus GN=Cul2 PE=2 SV=1
protein 4 0S=M; us GN=Spatad PE=2
I-3-ph gamma OS=Mus N=Agpat3 PE=15V=2
Generaltranscipton fator H subunit 4 0S=Mus musculus GN=Gi12hd PE-2 SV-1
Sentrin-specific protease 7 05=Mus musculus GN=Senp7 PE=2 S
[acylating], mit 05=Mus musculus GN=Aldh6al PE=15V=1
Tax1-binding protein 1 homolog 0S=Mus musculus GN=Tax1bp1 PE=1 SV-
DNA methyltransferase 1-associated protein 1 0S=Mus musculus G

Sorbin and SH3 d protein 105=M
Lsm ing protein 1 0S=Mus lus GN=L

yrrol boxylate reductase 2 05=M: lus GN=Pycr2 PE=2 5V=1
Probable arginir ligase, ial 05=M; lus GN=Rars2 PE=2 SV=1

Centromere protein P 0S=Mus musculus G
Sortilin 05=Mus musculus GN=Sort1 PE=1V:

Transcription initiation factor TFIID subunit 1 0S=Mus musculus GN=Taf1 PE=2 SV=2
Drebrin 05=Mus musculus GN=Dbn1 PE=15V=4

£3 SUMO-protein ligase PIAS2 O5=Mus musculus G
Alanine aminotransferase 2 05=Mus musculus GN=Gp!

Alcohol denyirogenzse (NADP() 0=t musculs GN-Alrl P 5
(Fragment) 0

PE=25V=1
ke protein 7 05=M pla7 PE=15V=1

Replication factor C subunit 3 0S=Mus musculus GN=Rfc3 PE=2 5V=1

Polypyrimidine tract-binding protein 3 0S=Mus musculus GN=Ptbp3 PE=2 SV=1

Protein polybromo-1 05=Mus musculus GN=Pbrm1 PE=2 SV=1
Aspartate aminotransferase, cytoplasmic 0S=Mus musculus GN=Gotl PE=1 5V=3
Cation channel rotein subunit
Gem-associated protein 5 05=Mus musculus GN=Gemins PE=1 SV=2
dil protein 0S=Mus lus GN=Radil PE=1 V=2
Protein Pabpcd 0S=Mus musculus GN=Pabpcd PE=2 SV=1
Calcium uptake protein 1, mitochondrial OS=Mus musculus GN=Micul P
Zinc finger MYM-type protein 4 0S=Mus musculus GN=Zmymd PE=15\
Chromatin complexes subunit BAP18 O5=Mus musculus GN=Bap18 PE=1 SV=1
U/U6.US small nuclear 27 kDa protein 05=M p27 PE=2 SV=1
E1A-binding protein p400 0S=Mus musculus GN=Ep400 PE=2 SV=1
Protein Zmyndg 0S=Mus musculus GN=Zmyndg PE=2 S\
Dynactin subunit § OS=Mus musculus GN=DctnS PE=1 SV=
Uncharacterized protein KIAAL751 homolog OS=Mus musculus PE=2 5V=2
MCG2797 0S=Mus musculus GN=Mrohd PE=4 SV:
protein 92 O5=Mus lus GN=Wdr92 P
Wilms tumor protein homolog O5=Mus musculus GN=Wt1 PE=1 5V=1
Testosterone 17-beta-dehydrogenase 3 05=Mus musculus GN=Hsd17b3 PE=1 5V=2
G protein pathway suppressor 2 05=Mus musculus GN=Gps2 PE=2 SV=
Transcription initiation factor TFIID subunit 9 OS=Mus musculus GN=Taf9 PE=2 SV=1
Protein Gm17019 05=Mus musculus G
protein 05=M:
Actin-related protein it 18 05=M PE=15V=4
plicing factor 388 05=M:

atspergl PE=2 SV=1

sv=1

sv=1

£

Protein
Ubiquitin carboxyl-terminal hydrolase 49 OS=! =
Probable U3 small nucleolar RNA-associated protein 11 05 jtp111 PE=2 5V=1
Eukzrvouc transltion iitation factor 1A 0S=Mus musculus GN=Eif1 PE=2 SV=3
protein 105=M a1 P
Beslmphm—l 05=Mus musculus GN=Bestl PE=2 SV=3
ARL14 effector protein OS=Mus musculus GN=Ar14ep PE=2 V=
oop- RNA-binding protein, 0s=Mus lus GN=SIi
05=Mus lus GN=Ppie P!
Cytoplasmic FMR1-interacting protein 1 (Fragment) O5=Mus musculus GN=Cyfip1 PE=2 SV=1
Kinesin-like protein KIF20A 0S=Mus musculus GN=Kif20a PE=2 V=1
Probable ATP-dependent RNA helicase DDX52 0S=Mus musculus GN=Ddx52 PE=2 V=2

protein 11 05=Mus I =15V=:
Major prion protein 05=Mus musculus GN=Prnp PE=1 5V=2
proten 93 05=Mus PE=25V=1
binding protein 4 05=M pebd PE=2 SV=1

N a\wha acetyltransferase 11 05=Mus musculus GN=Naa11 PE=2 V=1

gene 12 protein homolog 0S=Mus musculus GN=Als2cr12 PE=2 SV=1

sp|Q8BVM 45 kDa
5p|Q6165¢ 54 kDa
sp|Q9NY4 92 kDa
5p|QIDACI40 kDa
sp|QBKCD! 315 kDa
5p|QB0STE 80 kDa
tr|L7MUEE 22 kDa
tr|QOVBL3 106 kDa
sp| Q81157 60 kDa
5p|QICRY: 67 kDa
sp|Q923G: 17 kDa
5p|03586¢ 38 kDa
sp|Q8CYBE 247 kDa
5pIQIMO! 56 kDa
sp|QBBIXS 43 kDa
5p|08BGES 74 kDa
tr|B8IGE| 16 kDa
5p|07057€ 141 kDa
sp|Q91VY¢ 53 kDa
5p|Q920A87 kDa
sp|P20918 91 kDa
5p|P70279 41 kDa
sp|Q8OXS( 117 kDa
tr|B2RRI2| 154 kDa
5p|P97432 110 kDa
5pIQICKW 41 kDa
sp| Q05517 86 kDa
spIQBWTY 33 kDa
r|Q8CDT9 38 kDa
5pIQ6123¢ 56 kDa
sp| Q4VAS: 164 kDa
5p|Q8BRFI 72 kDa
sp|Q3USH: 104 kDa
5p|Q8CD1(49 kDa
sp| QBPFDE 92 kDa
5pIQIERDC 31 kDa
sp|QSXJY5 57 kDa
510225782 kDa
sp|Q8BGB! 14 kDa
5p|QACLSC 26 kDa
tr|Q3UN8E 27 kDa
5pIQICW4 79 kDa
5pIQ14BI7 156 kDa
5p|Q8OTP: 308 kDa
sp|P61079 17 kDa
5p|QIZ2AC 64 kDa
sp| D3YXK155 kDa
5p|P20357 199 kDa
sp|Q9DCTH 18 kDa
5p|Q922R¢ 48 kDa
tr|Q8Jzs2| 32 kDa
591035207 12 kDa
tr|E9QMC: 137 kDa
tr|Q8C0S5 93 kDa
sp| QBOXNI 38 kDa
tr|GSEBL7 20 kDa.
r|Q497L7 26 kDa
5p|00874C 13 kDa
sp|Q6IE21 34 kDa
sp|Q8K212 87 kDa
sp|Q9DCE: 58 kDa
tr|F78P94 26 kDa
sp|Q76KIS 43 kDa
tr|QSM8S: 34 kDa
5p1P70441 39 kDa
sp|P61211 20 kDa
sp|QIEQN 86 kDa
5pIQ8K3W 76 kDa
sp|Q8BH1! 82 kDa
5p|P83887 51kDa
tr|B2RPUB 84 kDa
5pIQACSV(37 kDa
sp|Q8BGE 93 kDa
tr|A2ALR9 119 kDa
sp|Q8K20: 54 kDa
5|21 29 kDa
tr|F7A127] 103 kDa
spIQBVEV: 33 kDa
sp|P70302 78 kDa
5pIA2ARPE 69 kDa
sp| Q99KX1 28 kDa
tr|J31523]. 102 kDa
tr|Q80Y37 44 kDa
tr|EOCYTS| 68 kDa
sp|Q8K3V: 34 kDa
5p|QIDS1:43 kDa
$p| 070422 52 kDa
spIQ8BUH 116 kDa
sp| Q9EQ2!( 58 kDa
spIQ3UKC: 94 kDa
sp|Q9JI44|53 kDa
5p|Q62417 143 kDa
sp|Q9D2UV 13 kDa
5p| Q9220 34 kDa
sp|Q3U18( 65 kDa
5pIQ9C292 33 kDa
sp|Q6PHU 91 kDa
5p|Q8OUV: 214 kDa
sp|Q9QXSI 77 kDa
5p|Q8CSDI 68 kDa
sp|Q8BGT! 58 kDa
5p|Q91I13|53 kDa
sp|QaJI6| 37 kDa
tr|E9Q2C0 164 kDa
sp|A2AJ88 150 kDa
5p|Q8R32: 41 kDa
sp|Q8BHD 57 kDa
5p|QIZ2U(28 kDa
sp|A2AIT4 92 kDa
5pIQICYSE S kDa
sp| Q9DBS! 61 kDa
1r|D32236 22 kDa.
tr|D3Z1N4 190 kDa
5p|P05201 46 kDa
sp|E9Q35¢ 132 kDa
5p|Q8BXL: 167 kDa
sp| Q69Z8¢< 120 kDa
tr| A3KFUS 69 kDa.
sp|QBVCX! 54 kDa
5p|A2A791172 kDa
sp|Q9DCTH 18 kDa
5pIQBK19¢ 19 kDa
tr|D3Z6R8 73 kDa
tr|A2A482 134 kDa
sp|Q9QZ8! 20 kDa
5pIQ3UY(90 kDa
tr|G3X8W: 113 kDa
5p|QBBGF:40 kDa
sp|P22561 49 kDa
5p|P70385 34 kDa
tr|Q921N8 37 kDa
5pIQ8VI33 29 kDa
tr|K7N6W! 30 kDa
tr|Q14AD7 48 kDa
sp|QIWV3 41 kDa
5p|QBOSYS 64 kDa
tr|E9Q591 36 kDa
5p|Q6POLA7E kDa
sp|Q9C2)1 31 kDa
5p|Q6087: 17 kDa
sp|P40201 196 kDa
5p|088B7C 64 kDa
sp|Q8BIX3 31 kDa
5p|QIDET: 13 kDa
sp|Q9QZH 33 kDa
tr|G3UZI5| 27 kDa
sp|P97329 100 kDa
5p|Q8K30167 kDa
sp| QIERA 96 kDa
5p|P04925 28 kDa
sp|Q4028: 79 kDa
spIQTTNG! 80 kDa
sp|Q3UX6: 25 kDa

TRUE

TRUE

TRUE

TRUE
TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE

TRUE
TRUE

TRUE
TRUE

TRUE

TRUE

TRUE

TRUE

TRUE
TRUE

95% (INF)
95% (INF)
95% (0.0
95% (0.0)
95% (0.0)
95% (0.0)
95% (INF)
95% (0.0)
95% (0.0
95% (0.0)
95% (0.0)
95% (INF)
95% (0.0)
95% (INF)
95% (0.0
95% (0.0)

95% (INF)

unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown
unknown

OO R PR PR OR R R OR O R R RS OROOR R E R R R OOROOORHHOOOR L EORKORORONLEROOORNNONNONONNNELERORORREROOORLOR KON RERENNORNWOONNLONROOOROOOREORORREOROOOONOOOROR®WORONLNNGNNNNGOG



2409 TRUE Empty  Protein FAM78A 0S=Mus musculus GN=Fam78a PE=2 SV=1 p|Q8C55: 32 kDa 95% (0.0) unknown

2410 TRUE Empty  MCG127334 OS=Mus musculus GN=1810009A15Rik P tr|Q9D937 14 kDa 95% (INF) unknown
2411 TRUE Empty  Exocyst complex component 4 05=Mus musculus G tr|Q8C391 57 kDa TRUE  95%(00) unknown
2412 TRUE Empty  NADH [ubiquinone] iron-sulfur pr 5p|Q99LY9 13 kD2 95% (INF) unknown
2413 TRUE Empty  Complement component 1Q 5= N=Clabp PE=1 SV= 5p|03565¢ 31 kDa 95% (INF) unknown
2414 TRUE Empty  Llactate dehydrogenase B chain OS=Mus musculus o ldhh PE=15V=2 spIP1612537kDa  TRUE  95% (INF) unknown
2415 TRUE Empty  Chymase OS=Mus musculus GN=Cmal PE=15V=2 5p|P21844 28 kDa 95% (INF) unknown
2416 TRUE Empty  Bifunctional arginine demethylase and lysyl-hydroxylase IMIDG OS=Mus musculus GN=Jmjd6 PE=1 5V=2 5p|QERIS 47 kDa 95% (INF) unknown
2417 TRUE Empty  ATPsynthase subunit gamma OS=Mus musculus GN=AtpSc1 PE=2 SV=1 trlA2AKU9 33 kDa TRUE  95% (INF) unknown
2418 TRUE Empty  Surfeit locus protein 6 OS=Mus musculus GN=Surf6 PE=2 SV=1 tr| A2ALAD 24 kD2 TRUE  95% (INF) unknown
2419 TRUE Empty  Pre-mRNA 3"end-processing factor FIP1 0S=Mus musculus GN=Fip1l1 PE=2 SV=1 trD32619 59 kDa TRUE  95% (INF) unknown
2420 TRUE Empty  Leucine zipper putative tumor suppressor 105=Mus musculus GN=Lzts1 PE=2 V=3 5p|P608S3 67 kDa 95%(0.0) unknown
2421 TRUE Empty  RRP12-like protein OS=Mus musculus GN=Rrp12 PE=1S) 5p|Q6PSBL 143 kDa 95%(0.0) unknown
2422 TRUE Empty  Cytoskeleton-associated protein 2-like OS=Mus musculus GN=Ckap2| PE=2 5V=1 sp|Q7TS7483 kD2 95%(0.0) unknown
2423 TRUE Empty  F-box only protein 28 0S=Mus musculus GN=Fbxo28 PE=2 5 5p|Q8BIGA 41 kDa 95%(0.0) unknown
244 TRUE  Empty  ATP-dependent RNA helicase DDX5 0S=Mus musculus GN=DAs4 PE=1 SV=1 5p|Q8KALC 98 kDa 95%(0.0) unknown
2425 TRUE Empty  Non-POU inding protein O5=Mus musculus 5p|Q9KAE 55 kDa 95%(0.0) unknown
2426 TRUE Empty  Mitochondrial import receptor subunit TOM20 homolog OS=Mus musculus GN=Tomm20 PE=1 SV=1 5p|QIDCC: 16 kDa 95%(0.0) unknown
2427 TRUE Empty  Protein Gm6489 0S=Mus musculus GN=GmG489 PE=4 SV=1 trlJ3QNS9 28 kDa 95%(0.0) unknown
2428 TRUE Empty  Hepatoma derived growth factor-like 1 0S=Mus musculus GN=Hdgfl1 PE=2 SV=1 tr|Q2VPRS 32 kDa 95%(0.0) unknown
2429 TRUE Empty  Protein PE=2 SV=1 tr|Q8C529 16 kDa 95%(0.0) unknown
2430 TRUE Empty  MCG8351OS=Mus musculus GN=1700013H16Rik PE=2 SV=1 tr| Q9DACE 34 kDa 95%(0.0) unknown
2431 TRUE Empty  Proenkephalin-A OS=Mus musculus GN=Penk PE=2 SV=2 5p1P22005 31 kDa 95% (INF) - unknown
2432 TRUE Empty  FUN14d protein 2 0S=M; I 5p|QID6K! 17 kDa 95%(0.0) unknown
2433 TRUE Empty  F-boxlike/WD repeat-containing protein TBLlK 05=Mus musculus GN=Tbl1x PE=2 =2 5p|QIQXE 57 kDa TRUE  95%(00) unknown
2434 TRUE Empty Trafficking protein 12 05=M; PE=15V=2 splQ8K2LE88kDa  TRUE  95% (0.0) unknown
2435 TRUE Empty  ADAMGb OS=Mus musculus GN=Adameb PE=4 sv.1 tr] QSIMH 85 kDa TRUE  95%(00) unknown
2435 TRUE Empty  Tubulin beta-1 chain OS=Mus musculus GN=Tubb1 PE=1 SV: sp|A2AQ0'50kDa  TRUE  95% (INF) unknown
2437 TRUE Empty  Protein Fam98c (Fragment) OS=Mus musculus GN=Fam98c PE=4 SV=1 trlF62XW2 23 kDa TRUE  95% (INF) unknown
2438 TRUE  Emply  Betaine-homocysteine S-methyltransferase 1 05=Mus musculus GN=Bhmt PE=2 5 5p|03549C 45 kD2 95% (INF) unknown
2439 TRUE  Empty =M lus GN=Tgm2 PE=15V=4 5p|P2198177 kDa 95% (INF) unknown
2440 TRUE Empty  Haloacid fike hydrolase d M lus GN=Hdhd2 PE=1 5V=2 5p|Q3UGR 29 kDa 95% (INF) unknown
2041 TRUE  Empty protein 2 05=M; 5p|Q8BF2242 kDa TRUE  95% (INF) unknown
2442 TRUE  Empty protein 26 O5=Mus I PE=15V=3 5p|Q8C6G! 71 kDa 95% (INF) - unknown
2443 TRUE Empty  ElA-binding protein p400 0S=Mus musculus GN=Ep400 PE=15V=3 splQ8CHIE337kDa  TRUE  95% (INF) unknown
2444 TRUE Empty 395 ribosomal protein LSO, mitochondrial OS=Mus musculus GN=MrplS0 PE=2 SV=2 5p|Q8VDT: 18 kDa 95% (INF) unknown
2445 TRUE  Empty cr»<5y gulator protein 3 05=Mus dkSrap3 P 5p1Q99LM 57 kDa 95% (INF) - unknown
2446 TRUE  Empty protein NCK1 05=Mus lus GN=Nck1 PE=1 SV=1 5p|Q9IMS 43 kD2 95% (INF) unknown
2047 TRUE  Empty Ras Telted protein Rab 54 05 Mus musculus GN=abSa PE<1 SV=1 5p1Q9CQD 24 kDa TRUE  95% (INF) unknown
2443 TRUE  Empty protein C = lus PE=2 SV=3 5p|QICXL2 22 kD2 95% (INF) - unknown
2449 TRUE Empty  Syntaxin-17 OS=Mus musculus GN=Stx17 PE=1 SV=1 5019004 33 kDa 95% (INF) - unknown
2450 TRUE Empty  Charged multivesicular body protein 5 OS=Mus musculus GN=Chmps PE=2 V= 5p|QID7S¢ 25 kD2 95% (INF) unknown
2451 TRUE Empty  Uncharacterized protein C20rf81 homolog 05=Mus musculus PE=2 SV=3 5p|QIDAQ 66 kDa 95% (INF) unknown
2452 TRUE  Empty  Eukaryotic translation initiation factor 3 subunit K 0S=Mus musculus GN=Eif3k PE=1 5v=1 5p|QIDBZ! 25 kDa 95% (INF) unknown
2453 TRUE  Empty 105=Mus P 5p|QIR1TZ 39 kDa 95% (INF) unknown
2454 TRUE Empty  Proteinl 0s=M; lus GN=1: PE=25V=1 tr|E9PY36| 26 kDa 95% (INF) unknown
2455 TRUE  Empty Awl-prmem thioesterase 1 (Fragment) 0S=Mus musculus GN=Lyplal PE=4 5V=1 tr]J3QK48 23 kDa TRUE  95% (INF) unknown
2456 TRUE  Empty d protein kinase subunit 205=M 2 tr|Q8BIQ9 50kDa  TRUE  95% (INF) unknown
2457 TRUE  Empty Nu:leus\de diphosphate kinase 7 05=Mus musculus GN=Nme7 PE=2 SV=1 tr|Q8BUH: 31 kDa TRUE  95% (INF) unknown
2458 TRUE Empty  Uncharacterized protein Clorf177 homolog OS=Mus musculus P splA2AVQ 48 kDa 95%(0.0) unknown
2459 TRUE Empty  Nonhistone chromosomal protein HMG-14 0S=Mus musculus GN=Hmgn1 PE=15V=2 5p|P18608 10 kDa 95%(0.0) unknown
2460 TRUE Empty  DNA-directed RNA polymerases |, Il and Ill subunit RPABC2 OS=Mus musculus GN=Polr2f PE=2 SV=1 5p|P61219 14 kDa 95%(0.0) unknown
2461 TRUE Empty  Rho-related GTP-binding protein RhoB OS=Mus musculus G 5p|P62746 22 kDa TRUE  95%(00) unknown
2462 TRUE Empty  DNA-directed RNA po\ymerases 1.1 2nd 1 suburit RPABCS O 5p|P62876 8 kDa 95%(0.0) unknown
2463 TRUE Empty L v 5p1Q3U28! 67 kDa 95%(0.0) unknown
2464 TRUE Empty  Adrenocortical dysplasia rotein 0S-Mus museulus G sp|QSEE3E 45 kDa 95%(0.0) unknown
2465 TRUE Empty  putative malate dehydrogensse 18 0S=hus musculus GN=Mdhb PE=2 V=1 5p|Q5F204 56 kDa 95%(0.0) unknown
2466 TRUE Empty  WW d b lus GN=Wbp4 PE=15\ 5p|Q6104¢ 42 kD2 95%(0.0) unknown
2467 TRUE Empty  Ubinuclein-2 0S=Mus musculus GN=Ubn2 PE=1 SV= sp|Q8OWC 142kDa  TRUE  95% (0.0) unknown
2468 TRUE Empty  Probable inactive protein kinase-like protein Sgk071 homolog OS=Mus musculus GN=Sgk071 PE=2 5V=3 5p|Q8OYSE 75 kDa 95%(0.0) unknown
2469 TRUE Empty  General transcription factor 3C polypeptide 2 0S=Mus musculus GN=Gtf3c2 PE=1 V=2 5p|Q8BL74 100 kDa 95%(0.0) unknown
2470 TRUE Empty  Protein FAM92A1 OS=Mus musculus GN=Famo2a1 PE=1 SV=1 5p|Q88P2: 40 kDa 95%(0.0) unknown
2471 TRUE  Empty  Zincfinger protein 15 05=M PE=15V=1 5p|Q8COR: 82 kDa 95%(0.0) unknown
2472 TRUE Empty  Protein C21orf2 homolog OS=Mus musculus PE=2 5 5p|Q8C6G: 28 kDa 95%(0.0) unknown
2473 TRUE Empty  BRCAL-Acomplex subunit BRE OS=Mus musculus GN=Bre PE=1SV=2 5p|Q8K3W 44 kDa 95%(0.0) unknown
2474 TRUE Empty  Serine/threonine-protein kinase RIO1 OS=Mus musculus GN=Riok1 PE=2 SV=: 5p|Q922; 65 kD2 95%(0.0) unknown
2475 TRUE  Empty c finger protein 281 0S=Mus musculus GN=Znf281 PE=1 SV=1 sp|QgsLis 97 kDa 95%(0.0) unknown
2476 TRUE  Empty 395 ribosomal protein L27, mitochondrial OS=Mus musculus G-t MvaZ7 PE=25V=1 5p|QIIN 16 kDa 95%(0.0) unknown
2477 TRUE  Empty P proteln 26 05=Mus s 5p|QIIPN: 63 kDa 95%(0.0) unknown
2478 TRUE Empty  Coiled-oil o h protein 105=M cerl PE=2 5V=1 splQgcat: 46 kDa 95%(0.0) unknown
2479 TRUE Empty  YEATS ing protein 4 OS=Mus lus GN=Yeatsd PE=2 V=1 5p|QICR1: 27 kDa 95%(0.0) unknown
2480 TRUE Empty Trafficking protein 680 I PE=2 V=1 5p|QID28! 18 kDa 95%(0.0) unknown
2481 TRUE Empty  Melosis-specific with OB domain-containing protein OS=Mus musculus GN=Meiob PE=2 SV=3 5p1Q9IDS51: 53 kDa 95%(0.0) unknown
2482 TRUE Empty  Exosome complex component CSL4 OS=Mus musculus GN=Exoscl P 5p|QIDAA 21 kDa 95%(0.0) unknown
2483 TRUE Empty  F-box/WD protein 5 0S=M; GN=Fbxw5 PE=15V=1 5p1Q90XW 65 kDa 95%(0.0) unknown
2484 TRUE Empty  Mitochondrial import receptor subunit TOMAO homolog OS=Mus musculus GN=TommA40 PE=1 5V=3 5p|QIQYA 38 kD2 95%(0.0) unknown
2485 TRUE  Empty PHF2 05=Mus I sp|QIWTL 121 kDa 95%(0.0) unknown
2486 TRUE Empty  Dynactin subunit 3 0S=Mus musculus GN=Dctn3 PE=2 SV=2 5p|Q9Z0V1 21 kDa 95%(0.0) unknown
2487 TRUE Empty 395 ribosomal protein L40, mitochondrial OS=Mus musculus GN=Mrpl40 PE=2 SV=2 50192201 24 kDa 95%(0.0) unknown
2488 TRUE Empty  Dynein heavy chain 17, axonemal OS=Mus musculus GN=Dnah17 PE=2 S tr]A2A519 24 kDa TRUE  95%(00) unknown
2489 TRUE Empty  MCG1031886 OS=Mus musculus GN= rema PE=4 V=1 trlA2AFS9 43 kDa 95%(0.0) unknown
2490 TRUE Empty  DMRT-like family C1b OS=Mus musculus GN=Dmrtclb PE=2 S\ tr| A2A193] 26 kDa 95%(0.0) unknown
2491 TRUE Empty  Transcription elongation factor, mn(nchundr\a\ (Fragmzn(} 05=Mus musculus GN=Tefm PE=2 SV=1 tr[B72CA9 25 kDa TRUE  95%(00) unknown
2492 TRUE Empty  Protein lgck OS=Mus musculus GN=Iqck PE=2 S\ tr[D3YYL3| 33 kD2 95%(0.0) unknown
2493 TRUE  Empty  Protein Tepl0c 0S=Mus musculus GN=Tcp10c P tr[E9Q046 54 kDa TRUE  95%(00) unknown
2494 TRUE Empty  Protein 1700123101Rik OS=Mus musculus GN=1700123I01Rik PE=2 SV=1 tr| E9Q4NA 29 kD2 95%(0.0) unknown
2495 TRUE Empty  Probable tubulin at GN=THI9 PE=2 SV=1 tr[F6ZRM19 kDa TRUE  95%(00) unknown
2496 TRUE Empty  protein A9 (Fragment) O5=Mus musculus GN=Ari PE=2 SV tr|F7BE40|19kDa  TRUE  95% (0.0) unknown
2497 TRUE Empty  Protein Bbs1 OS=Mus musculus GN=Bbs1 PE=2 SV=1 tr|Q3V3N7 65 kDa 95%(0.0) unknown
2498 TRUE  Empty lus GN=Pels PE=2 SV= tr|Q8CBGE 23 kDa 95%(0.0) unknown
2499 TRUE Empty  Protein 05=Mus musculus PE=2 5V=1 tr|QSCET2 65 kDa 95%(0.0) unknown
2500 TRUE Empty  Larp2 protein OS=Mus musculus GN=Larplb PE=2 SV=1 tr|Q8R3FO 39 kDa 95%(0.0) unknown
2501 TRUE Empty  Cellular nucleic acid binding protein 2 0S=Mus musculus GN=Zcchcl3 PE=2 SV=1 tr|Q9D548 19 kDa 95%(0.0) unknown
2502 TRUE Empty  Ankrd36 protein OS=Mus musculus GN=Ankrd36 PE=2 SV=1 |Q9EQ263akDa  TRUE  95% (0.0) unknown
2503 TRUE Empty  Calci i o lus GN=Kcnma1 PE=2 SV=2 tr[F7BHLO 119 kDa 95%(0.0) unknown
2504 TRUE Empty  Moloney leukemia virus 10-like 1 0S=Mus musculus GN=Mov10l1 PE=4 SV=1 tr]G3XBTO 133 kD2 95% (INF) unknown
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