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Supplemental Methods

enChIP-PCR. For detection of y-satellite sequence, enChIP was performed as described in
enChIP-Southern blot analysis except that ChIP DNA Clean & Concentrator (Zyme Research)
was used for purification of DNA. The purified DNA was used for PCR with AmpliTaq Gold
360 Master Mix (Applied Biosystems). PCR cycles were as follows: denaturing at 95°C for 10
min; 17 cycles of 95°C for 15 sec, 60°C for 1 min. The primers used in this experiment are 5'-
gcgagaaaactgaaaatcac-3' and 5'-tcaagtcgtcaagtggatg-3'". The PCR amplicons were subjected to
electrophoresis in 2% agarose gel and visualized in Gel Doc XR (Bio-Rad). The intensity of

visualized bands was analyzed using Scion Imaging Software (Scion Corporation).

Identification of proteins by LC-MS/MS. After staining with Coumassie Brilliant Blue, the
each lane was cut into 5 slices. Each slice was digested with trypsin, and the obtained peptides
were dried and then dissolved in 0.1% trifluoroacetic acid, 2% acetonitrile prior to LC-MS/MS
analysis. Peptides were analysed using a nanoLC-MS/MS system, composed of an LTQ Orbitrap
Velos (Thermo Fisher Scientific) coupled with a nanoLC (Advance, Michrom BioResources)
and an HTC-PAL autosampler (CTC Analytics). Peptide separation was carried out using the
C18 reversed phase analytical column (0.1 mm ID x 15 ¢cm, 3 pum resin, L-column Micro; CELI).
The mobile phases consisted of 0.1% formic acid and 100% acetonitrile. Peptides were eluted by
a gradient of 5-35% acetonitrile for 105 min at a flow rate of 500 nl/min. CID spectra were
acquired automatically in the data-dependent scan mode with the dynamic exclusion option. Full
MS was obtained by Orbitrap in the range of m/z 300—1,500 with resolution 30,000. The nine

most intense precursor ions in the full MS spectra were selected for subsequent MS/MS analysis



in an ion trap with the automated gain control mode. The lock mass function was activated to

minimize mass error during analysis.

Database searching. Tandem mass spectra were extracted, then charge state was deconvoluted
and deisotoped by Proteome Discoverer version 1.2. All MS/MS samples were analyzed using
Mascot (Matrix Science, London, UK; version 2.4.1) and X! Tandem (The GPM, thegpm.org;
version CYCLONE (2010.12.01.1)). X! Tandem was set up to search the SwissProt 2012
database (535248 entries) also assuming the digestion enzyme as trypsin. Mascot was set up to
search the SwissProt 2013 08 database (selected for Mus musculus, 16625 entries) assuming the
digestion enzyme as trypsin. Mascot and X! Tandem were searched with a fragment ion mass
tolerance of 0.80 Da and a parent ion tolerance of 10.0 PPM. lodoacetamide derivative of
cysteine was specified in Mascot and X! Tandem as a fixed modification. S-
carbamoylmethylcysteine cyclization (N-terminus) of the n-terminus, oxidation of methionine
and acetylation of the n-terminus were specified in Mascot and X! Tandem as variable

modifications.

Criteria for protein identification. Scaffold (version Scaffold 3.4.5, Proteome Software Inc.,
Portland, OR) was used to validate MS/MS based peptide and protein identifications. Peptide
identifications were accepted if they could be established at greater than 95.0% probability as
specified by the Peptide Prophet algorithm®. Protein identifications were accepted if they could
be established at greater than 99.0% probability and contained at least 2 identified peptides.
Protein probabilities were assigned by the Protein Prophet algorithm®. These thresholds resulted

in a protein false discovery rate (FDR) of < 0.1% as calculated by Scaffold. Proteins that



contained similar peptides and could not be differentiated based on MS/MS analysis alone were
grouped to satisfy the principles of parsimony. MS data were converted using PRIDE Converter
2 Tool Suite (version 2.0.19)* and deposited in the PRIDE database

(http://www.ebi.ac.uk/pride)’” under accession numbers [31251-31256].

Quantification using spectral counting. Label-free quantification of relative protein abundance
was performed by spectral counting® using all spectra matched to a peptide sequence. Relative
protein abundance was calculated on the basis of the unweighted spectral count assigned to each
identified protein by Scaffold. The unweighted spectral count includes spectra matched to
peptides shared between multiple proteins if there is independent evidence that these proteins are
present. To normalize the data, spectral counts were expressed as a percentage of the total
number of spectra expressed as a percentage of the total number of spectra observed in the entire
sample. sd and p-values were calculated from three biological replicates. p-values were

calculated by t-test.



Supplemental Figure Legends

Supplemental Figure 1. Nucleotide and amino acid sequences of 3xFN-Tel-TAL. Sequences of

3xFLAG-tag, V5 epitope-tag and NLS are highlighted.

Supplemental Figure 2. The full-length blot of Figure 2b including molecular size marker.

Supplemental Figure 3. The full-length blot of Figure 2d including molecular size marker.

Supplemental Figure 4. The amounts of y-satellite repeats in enChIP samples. y-satellite repeats

in enChIP samples were quantified by PCR.

Supplemental Figure 5. SDS-PAGE and CBB staining. The stained regions were divided into 5
parts (2-4 mm height each), excised, and subjected to in-gel tryptic digestion. The digested

peptides were analyzed in LC-MS/MS.

Supplemental Figure 6. Localization of candidate proteins at telomeres. U20S cells were
transfected with the expression vector of ECFP-TRF2 together with those of Halo-tagged
proteins. Cells were treated with TMR ligand (5 uM) for 15 min at 37°C 23 h post transfection,
fixed with 4% paraformaldehyde, and subjected to immunofluorescence microscopy. Thirty cells
expressing both ECFP-TRF2 and Halo-tagged proteins were randomly picked up and analyzed as

Figure 2.



Supplemental Figure 7. The full-length gel image of Figure 4.
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Supplemental Table 1

Normalized spectral abundance factor
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25{Eukaryotc ranlton it fctor -1 O5-Hus mussius GN-Ea PET V-2 FsA wouse {17 40s 509 3 2o a0 T4 o om
roton homolog 0 05-Homo sapns GNECBXA PE=1 SV=4 B3 HUNAN T2 00 seo 091 a4 152 o 041
257Golleoll domai-containing prtan 5 05 cdons PEET S22 o080 oUSE  [4610a 0w 12 108 12 5] oo
266N poymerase daa catatesuburit OS=Hus usculs GN-Pold PE-T SV=2 bpoo  wousE 12t 03 o s o4 5o ] o 0w




3-phosphate dehydrogonase O GiP MOUSE__[a6 kDa 56.47] 1919 8501 4453] 51 0% 037)
290]Putative RNA-binding protein 3 0S=Mus musculus GN=Rom3 PE= REM3 MOUSE |17 kDa 29 254 437 395 15 )
291Splicing factor 1 0S-Mus musculus GN=Sf1 PE=1 SV=6 SFOIMOUSE 70 kDa 662 211 99| 271 15) jov 0.17)
292]Serine/threonine-protein phosphatase PP1-sloha catalytic subunit OS=Mus musculus GN-Pppca PE=1 SV=1 _|PPIAMOUSE |38 kDa 859 19g] 1274 378 149) ox ©016)
293]Matrin-3 0S=Mus musculus GN=Matr3 P MATR3 MOUSE |95 kDa 224 2.49) 713 3323 149) 0% (030)
nuclear tus musculus GN=Hormpad PE=1 SV=1 ROAOMOUSE__[31 kDa 1851 294 2751 ] 149) 0% 025)
295[RuvB-fke 1 0S=Mus musculus GN=Ruvbll PE=1 SV=1 [RUVB 1 MOUSE |50 kDa 19,38 1293 2675] 135 148 0% (040)
24 musculus GN=Pgd PE=2 S\ [6PGD MOUSE |53 kDa 82] 125] 1219 299 147
297[ATP-dependent RNA helicase DDX3X 0S=Mus musculus GN=Daxdx PE=1 SV=3 DDX3X MOUSE |73 kDa 1467 54] 2157] T4 147]
298]Nucleolar GTP-binding protein 1 05=Mus musculus GN=Gtpbpd PE=2 SV- NOGI MOUSE__[744Da 991 1329 1459 501 147]
299[Protein strawberry noteh homolog 1 0S-Mus musculus GN=Sbrol PE=1 SV=2 SBNO1 MOUSE _[154 kDa 9] 10g] 725 269 14g)
300 Apha-enolase OS=Mus musculus GN-Eno1 PE=1 SV=3 [ENOAMOUSE |47 kDa 2747 834 4004 1957 146
301 [Eukaryotic translation initation factor 2 subunit 1 OS- [IF2AMOUSE {36 kD 126] 214 183] 318 146
302]U4/U8 smal Prp31 OS=Mus musculus Gl PRPGI MOUSE |55 kDa 619 374 8] 374] 145]
303]Cleavage and polyadenyiation specificity factor suburit 1 OS-Mus musculus GN=Cpsfi PE=1 SV=1 (CPSF1MOUSE _[161 kDa 691 06 954 432 44 0% 030)
[Verdun, Gell (2006) 127. 709720
IMoser. EMBO J. (2009) 26, 810-820.
304|Repliation protein A 70 KDa DNA-binding suburit 0S=Mus muscul PE=2 SV=1 REAIMOUSE |60 kDa 1122 629 16,08 635 143|RPA is a telomere-associated proteir IMcGee, Nat. Struct. Mol Biol (2010) 17, 1438-1445. 0% (0.40)
305[interlaukin enhancer-binding factor 2 0S=Mus musculus GN-IIZ P L2 MOUSE |43 kDa 439 171 62| 243 143] ox 030)
306[Phospholipase A-2-activating protein OS=Mus musculus GN=Plaa PE=2 SV=4 PLAP MOUSE |67 kDa 329 279 4] 4 143 0% 065)
307 Polypyrimidine tract-binding protein 1 OS-Mus musculus GN=Ptbp1 PE=1 SV=2 PTBP1 MOUSE |56 kDa 39.99] T84 56 66] i5 142 0% 0073
308 RNA-binding protein 27 0S=Mus musculus GN-Rbm27 PE=2 S! [REM27 MOUSE_[119 kDa 539 175] 7 207 141 on 020)
309]U3 smel nucleolar RNA-interacting protein 2 0S=Mus musculus GN-Rrp9 PE=1 SV= UIP2MOUSE_[52 kDa 209 176] 285 268 4] ox 068)
310]Gellufar nucleic acid-binding protein OS=Mus musculus GN=Crbp PE=2 § (ONSP MOUSE__[20kDa 162 K 224 226 3] jos 071)
311[DAZ-associated protein 1 OS=Mus musculus GN-Dazapi PE=2 SV=2 DAZP1MOUSE |43 kDa 334 354 534 469 138 0% (069)
nuclear F OS-Mus musculus GN=Hrmf PE=1 V=3 [HNRPF MOUSE |46 kDa 519 1442 7027 1883 137 jon 020)
313]U2 smal nuclear 87 05=Mus musculus GN=Srrpb? PE=2 § RU2BMOUSE |25 kDa 351] 34| 47] 497 1.36] ox 070)
[Cocroix. Nucleic Acds Res. (2000) 25, 1564-1575,
314]Poly(rC)-binding protein 2 OS=Hus musculus GN=Pebp? PE=1 SV=1 posP2 MOUSE |38 kDa 2187) 899 20.59) 485 1.36|PCBP1 binds to telomeric DNA in vitro. [Bandiera, Arch. Biochem Blophys (2003) 409, 350-314 0% (025)
315]Culln-associated NEDD8-dissociated protein 1 O5=Mus musculus GN=Cand1 PE=2 SV=2 [CAND1 MOUSE _[136 kDa 126] 214 ] 165) 1.35)
316]Fatty acid synthase 0S=Mus musculus GN=Fasn PE=1 SV=2 FASMOUSE __ [272kDa 19.38 369 2607 339 134
317]Cleavage snd o factor subunit 6 OS=Mus musculus GN=Cpsft PE=1 SV=1 CPSF6 MOUSE |50 kDa 764 1.52] 1029 298 134
318]Ghloride ntracellular channel protein 1 OS=Mus musculus GN=Clict PE=1 § CLICT MOUSE |27 kDa 727 324 1044 765 133 ox 061
[Cocroix. Nucleie Acds Res. (2000) 25
319|Poly(rC)-binding protein 1 0S=Mus musculus GN=Pebp! PE=1 SV=1 posP1 MoUSE |37 kDa 2578] 52| 3428] 698 1.33|POBP1 binds to telomeric DNA in vitro [Bandiera. Arch. Biochem Blophys. 0% 0.17)
320]Splicing factor U2AF 36 kDa subunit OS-Mus musculus GN-UZaf1 PE=1 SV=4 UZAFI MOUSE |28 kD 115 325 15,1 525 132 0% 036)
TPR OS=Mus musculus GN=Tpr PE=1 SV=1 [TPRMOUSE [0 kDa 1747 069 2291 129) 192 o5% 00028
nuclear K 0S=Mus musculus GN=Hnrpk PE: [HNRPIMOUSE _[51 kDa Tiosd 1064 15312 1128 [ jo5% (0015)
323 NEDDB-conjugating enzyme Ube12 0S=Mus musculus GN=Ube2m PE=2 SV=| UBC12 MOUSE |21 kDa 424 147] 561 205 [ jos 041
324 Galcium homeostasis endoplasmic retioulum protein OS=Mus musculus GN=Cherp PE=1 SV=1 [CHERP MOUSE __[108 kDa 1.6 157 22| 226 131 0% 076)
325[Proteasome subunt alpha type~7 OS=Mus musculus GN=Psmal PE=1 SV=1 PSATMOUSE |28 kDa 069 12 X 156 13 ox 087)
326[Splicing factor, proline- and giutamine-rich OS=Mus musculus GN=Sfpa PE SFPQMOUSE__[75 kDa 6671 1124 86 59] 1298 13 s 012)
327]Heat shock protein HSP 90-beta 0S=Mus musculus GN=Hsp80ab1 PE=1 SV=3 HS908 MOUSE |83 kD 57.29] 1015 7421 503 3 0% 0.085)
328 RNA binding moti protein, X-iinked-Tike1 0S=Mus musculus GN-Rbmxl1 PE=1 SV=1 RMXLIMOUSE |42 kDa 19.47] 059 24.95] 526 128 0% ©.15)
329]L-lactate dehydrogenase A chain 0S=Mus musculus GN=Leha PET SV=3 LDHAMOUSE |36 kDa 2038] 1279 2605] 1556 1.28] 0% (065)
305 2 0S=Mus musculus GN=Xm2 PE: XRNZ MOUSE__[109 kDa 9 439 T4 197] 127] 0% 022)
331 [Polyadenylate-binding protein 1 0S-Mus musculus GN-Pabpe1 PE=1 S| PABP1MOUSE |71 kDa 1241 6] 154] 1639 1.27] 0% 076)
nuclear D-fike OS=Mus musculus GN=Hrrpd PE=1 SV=1 HNRDL MOUSE |34 kDa 799 1384 10,19 176 127 0% 087)
333]Histone-binding protein RBBP4 0S=Mus musculus GN=Robpd PE=1 SV=5 [RBBP4 MOUSE |48 kDa 1279 56] 1621 079 127] 0% (035)
nuclear Q 0S=Mus musculus GN=Synrip PE=1 SV=2 HNRPQ MOUSE |70 kDa 1599 429 2025] 852 127 0% 048)
335605 rbosomal protein L27 0S=Mus musculus GN=Rol2] PE=2 S| RL27MOUSE _ [16kDa 6.5 395 837 3] 27| 0% 051)
336[Intron-binding protein aguarius OS-Mus museulus GN-Aqr PE=2 SV=2 [AGRMOUSE__[170 kDa 244 244 364 315 126 0% ©77)
TIAR OS-Mus musculus GN=Tiall PE=2 SV=1 TIARMOUSE |43 kDa 234 244 295 269 126 0% 079)
338]tRNA (s > homolog A OS=Mus musculus GN=Trmt2a PE=2 SV=1 [TRM2A MOUSE |63 kDa 577 419 84y T3 1.26] ox 052)
338]Peptidyi-proly cis-trans isomerase A OS=Mus musculus GN=Ppia P PPIAMOUSE |18 4Da 41.00] 1709 5.46] 193] 23] 0% 059)
340[Protein KIAAI967 homolog OS-Mus musculus PE=1 SV=2 [K1967 MOUSE__[103 kDa 659 034 824 24| 1.25] 0% (030)
341 Host cellfactor 1 0S=Mus musculus GN=Hofe! PE= [HOFO1 MOUSE 210D 963 439 1201 189 125
nuclear [ROAZMOUSE |37 kDa 10475 101 13022 271 124 ox 015)
343]mRNA tumover protein 4 homolog OS: MRT4 MOUSE |28 kDa 429 039 539 06 124 o ©16)
344 T-complex protein 1 subunit beta OS-Mus muselus GN-Cet? PE=1 SV=4 [TCPBMOUSE |57 kDa 249 49 35| 361 124 0% (086)
345[Protein DJ-1 0S=Mus musculus GN-Park] PE=1 SV=1 PARKTMOUSE |20 kDa 324 21 401 063 124 jon (058)
346[RNA-binding protein 14 0S=Mus musculus GN=Rbm14 PE=1 SV=1 [RBM14MOUSE |69 kDa 3686] 674 4549] 922 123 ox 026)
347]Serine/arginine-rich splicing factor 10 OS=Mus musculus GN=Srsf10 PE=1 SV=2 SRS10MOUSE |31 kDa 61 489 759 532 23] 0% 075)
348[Heterogeneous nuclear rbonucleoprotein H OS-Mus museulus GN=Hormphi P¥ HNRHI MOUSE |49 kD 244 1601 52.25] 654 1.23] jos (038)
349[ Tubulin alpha~1B chain 0S=Mus musculus GN=Tuba b PE=1 SV=2 TBAIB MOUSE |50 kDa 2145] 24 2637 20 123 ov 0.18)
nuclear Urlie protein 1 OS=Mus musculus GN=Hrrmpull P [HNRL1 MOUSE_[96 kDa 699 24 854 368 1.23] 0% (056)
uclear L 0S=Mus musculus GN=Hnmpl PET SV=2 HNRPL MOUSE |64 kDa 597] 131 56.37] 1617 23] ox 020)
352[RNA-binding protein FUS 0S=Mus musculus GN=Fus PE=2 SV=1 FUS MOUSE |53 kDa 1607 6. 1969 737 23] 0% 057)
nuclear C1/G2 0S=Mus musculus GN=Hnmpe PE=1 SV=1 HNRPO MOUSE |34 kDa 573 659 5321] 664 122 0% ©.15)
354[RNAbinding protein EWS OS=Mus musculus GN-Ewsr1 PE=1 SV= EWSMOUSE [0 kDa 562 116] 684 176] 1.2)
355 RNA-binding protein Raly OS=Mus musculus GN=Raly PE=1 S RALY MOUSE _[33 Da 23] 714 2837 366 1.2)
356[DNA damage-binding protein 1 OS=Mus musculus GN=Ddb PE=1 SV=2. DDB1MOUSE_[1271Da 137] 55 1664 952 1.22]
357405 rbosoma protein $13 05=Mus musculus GN-Rps13 PE1 SV=2 RSIZMOUSE _[17kDa 559 X 67] 448 121
uclear 1 05=Mus musculus GN=Hrrmpal PE=1 SV=2 [ROAIMOUSE |34 kDa 9.1 2326] 1234 1301 119)
359]Probable ATP-dependont RNA hlicase DDXS OS=Mus musculus GN=Ddbs PE=1 SV=2 DDX5 MOUSE |69 kDa 75.19] BE 89.35] 4105 119)
360 isomerase OS=Mus musculus GN=Tpil PE=1 S| [TPismoUsE[3zkDa 919 44 1087 766 i19)
361 [Ribosome production factor 2 homolog OS=Mus musculus GN-Rof2 PE=2 SV=2 RPF2MOUSE__[36 kDa 659 544 78] 433 119
362[interleukin enhancer-binding factor 3 0S=Mus musculus GN-II3 P ILF3MOUSE |96 kDa 689 7.99] 81 975 118
363]Hoat shock protein HSP 90-alpha OS=Mus musculus GN=Hsp0sal PE1 S\ HS90A MOUSE_[85 kDa 579 767 642 699 18]
364[Probable ATP-dependent RNA helicase DDX17 0S=Mus musculus GN-Ddx17 PE2 SV=1 DDX17 MOUSE_[72 kDa 552 1831 5409 3515) 18]
365[Putative pre-mRNA-splicing factor ATP—dependent RNA helicase DHX15 OS=Mus musculus GN-Dhx15 PE=2 SV-|DHX15 MOUSE |91 kDa 263 341 3104 661 g
366]Small nuclear ‘Sm D1 OS=Hus musculus GN=Srrpd! PE=2 SV=1 MD1 MOUSE (+3)[13 kDa 789 1.36] 929 537 118
367[ATP-dopendent RNA helicase DDXT OS=Mus musculus GN=Déx1 PE=1 SV= DDX1 MOUSE__[83 kDa 80 429 94 309 11g]
368[Pre-mRNA-processing factor 40 homolog A OS=Mus musculus GN=Prpi40a PE=1 S\ PRAOA MOUSE_[108 kDa 397 339 454 414] 7]
369[Putative ribosomal RNA 'NOP2 0S=Mus musculus GN-Nop? PE=2 SV=1 NOPZMOUSE |87 kDa 1459 1045 1707 1638 7]
05=Mus musculus GN=Ahcy PE=1 SV=3 AHHMOUSE |48 kDa 381 13,13 51.16] 19,13 117
371 [Fructose-bisphosphate aldolsse A 0S=Mus musculus GN=Aldos PE=1 SV=2 [ALDOA MOUSE |39 kDa 1569 53] 1824 684 7]
372|ATP-binding cassette subfamily E member 1 0S=Mus musculus GN=Abcel PE2 SV=1 [ABCE1 MOUSE |67 kDa 034 53] Xl o1 117]
373]Metastasis-associated protein MTAT 05-Mus musculus GN-Mtal PE=1 SV=1 MTAIMOUSE |81 kDa 619 539 714 647 [XH
protein ADE2 OS=Mus musculus GN=Paics PE=1 SV=4 PURG MOUSE |47 kDa 063 109 074 127 116
375 0AD protein OS=Mesosricetus suratus GN=CAD PE=1 SV=4 PYRI MESAU 243 kDa 063 109] 079 127] 116]
376]Costomer subunit beta’ OS=Mus musculus GN=Copb? PE=2 S (COPB2 MOUSE _[1021Da 063 09| 074 1.27] 6]
377]intogrator complex subunit 2 0S=Mus musculus GN-Ints2 PE=2 SV=2 [INTZMOUSE 134 kDa 063 0g] 073 27| i16)
378Non-POU domain-containing octamer-binding protein OS-Mus musculus GN=Nono PE=1 SV=3 NONO MOUSE |56 kDa 39.35] 304 579] 122 116
79[ Transolin-2 OS=Mus musculus G s [TAGL2 MOUSE_[22 kD 664 2] 274 727 110)
0S=Mus musoulus GN=Npm1 PE=1 SV=1 NPMMOUSE  [33kDa 3473] 357 021 79| 6]
381[DNA primase large subunit OS=Mus musculus GN=Prim2 PE=1 5 PRI MOUSE |58 kDa 167] 58] 193] [ i16)
382Nucleolar transcription factor 1 0S=Mus musculus GN=Ubtf PE=1 SV=1 UBF1.MOUSE__[90 kDa 12,1 274 14,03 234 115
383]Serine/arainine-rich splicing factor 5 0S=Mus musculus GN: SRSF5 MOUSE |31 kDa 1017 897 1164 555 115]
384]Splicing factor UZAF 65 kDa subunit O UZAF2 MOUSE_[54 kDa 794 1211 o1 1079 1]
385[GMP synthase [glutamine-hydrolyzing] 0S=Mus musculus GN-Gmps PE=1 SV=2 GUAA MOUSE |77 kDa 1431 614 1694 169) 114
386[Far upstream element-binding protein 2 0S-Mus musculus GN-Kherp PE-1 SV-2 FUBP2 MOUSE |77 kDa 3.48] 591 15.9%] 733 114
nuclear lus musculus GN=Hrmpa3 PE=1 SV: [ROASMOUSE |40 kD 8002 3522 91.43] 41.95) 114
388]Serine/arginine-rich splicing factor 2 0S=Mus musculus G SRSF2 MOUSE |25 kDa 1154 23] 1317 524 114
389 RNA-binding protein 28 0S=Mus musculus GN=Rbm28 PE=1 S\ [REN28 MOUSE |64 kDa 841 49] 957 1288 11
390[Poly(U-binding-splicing factor PUF60 OS=Mus musculus GN=Puf60 PE=2 SV=2 PUF60 MOUSE |60 kDa 264 X 3 079 i3]
391 [Pleiotropic regulator 1 OS-Mus musculus GN=Pirg! PE=2 PLRGI MOUSE _[57 kDa 259 239 2] 273 119
392[Elongation factor 2 0S=Mus musculus GN=Eef2 PE: EF2MOUSE_ [95 kDa 5595] 1687 6a29] 2131 i3]
393]Sister chromatid cohesion protein PDSS homolog A 0S=Mus musculus GN-Pdsba PE=2 SV=3 PDSSAMOUSE_[150 kDa 564 167] 634 308 113
I OS=Mus museulus GN-Phgh PE=1 SV=3 SERAMOUSE |57 kDa 759 394 849 519 112
395[RNAbinding protein 10 0S=Mus musculus GN=Rbm10 PE=1 SV=1 103 kDa 174 301 195 1) 112
396] Small ubiquitin-related modfier 1 0S=Mus musculus GN=Sumol PE=T SV=1 SUMOT MOUSE |12 kDa 397 0] 445 [ 112
397]S-methy1-5 -thioadsnosine phosphorylase OS=Mus musculus GN=Miap PE2 S\ MTAP MOUSE |31 kDa 874 49] 054 197) 112
398]Heterogeneous nuclear rbonucieoprotein DO OS=Mus musculus GN=Harmpd PE=1 SV=2 HNRPD MOUSE |38 kDa 256] 04 2639 815 12
399]Coflin-1 0S=Mus musculus GN=Ofi1 PE=1 SV=3 [COFI MOUSE__[19 kDa 18.19) 90| 2026] 7.68] X1
400]wp 36 0S=Homo sapiens GN-WDR3E PE=1 SV- [WDR36 HUMAN 105 kDa 064 4] 079 127) IR
01er satl PET S SERC MOUSE__[40 kDa 06 114] 074 1.27] IR
402[Pescadillo homolog OS=Mus musculus GN=Pes PE=1 SV=1 PESCMOUSE |68 kDa 1375 329 1524 524 [Tl
nuclear /B 0S=Mus musculus GN=Hrrmpab PE=1 SV=1 [ROAAMOUSE |31 kba 3186] 517 35.3] 1077 (XTI
404605 rbosomal protein L12 0S=Mus musculus GN=Rol12 PE=1 S| RLIZMOUSE _ [18kDa 1337 629 1471 733 [l
405[Serrate RNA effector moleculs homolog OS=Mus musculus GN=Srrt PE=1 SV- SRRTMOUSE__[100kDa 1587 | 1739 327 [l
406[Probable rRNA-processing protein EBP2 0S=Mus musculus GN-Ebnafbp? PE=2 SV=1 EBP2MOUSE__[35 kDa 269 2] 255 269 [l
407]Flap endonuclease 1 OS=Mus musculus GN=Fen! PE=1 SV=1 FENIMOUSE |42 kDa 85 2 94] 086 X
408] Thymidylate synthase OS=Mus musculus GN=Tyms PE=1 SV=1 [TYSYMOUSE_[35kDa 204 08 321 264 1.09)
409 Acidic leusine-rich 32 family member A OS=Mus musculus GN=Anp32a PE=1 SV=1 [AN32A MOUSE |29 kDa 1699 669 184] 591 108
410605 rbosomal protein L34 0S=Mus musculus GN=Rol34 PE=3 S\ RL34 MOUSE |13 kDa 543 4] 594 514] 108
411[KH domain-containing. RNA-binding. signal transduction-associated protein | OS-Mus musculus GN-Khdrbs| PE-|KHDRI MOUSE |48 kDa 1152 03 1241 165 108
uclear U 05=Mus musculus GN=Harnou PE=1 SV=1 HNRPU MOUSE |88 kDa 10512 3084 [IEX] 3672] 108
413[Pyruvate kinase isozymes M1/M2 OS=Mus musculus GN=Phm2 PE=1 SV= [KPYM MOUSE _[58 kDa 247] 1434 565] 2087) 107)
414[Protein RRPS homolog OS=Mus musculus GN-Pdcd11 PE=2 RRPS MOUSE__[208 kDa 21.16] 839 2263 233 107]
415[ Transhetolase OS=Mus musculus GN=Tkt PE=1 SV=1 [TKTMOUSE _[o8 kDa 39.65] 369 4247 1307 07|
416]U2 snRNP-associated SURP motf-containing protein OS-Mus musculus GN-UZsurp PE=1 SV=3 SRI40 MOUSE__[118kDa 1004 489 1073 299 107
417]Heat shock cognate 71 KDa protein OS=Mus musculus GN=Hspa8 PE=1 SV- HSPIC MOUSE |71 kDa 774 2279 8259] 681 107]
418UB saRNA-associated Sm-ilke protein LSm6 OS-Mus musculus GN-Lem6 PE=2 5 LSV MOUSE 94D 319 33 34] 33 06|
419[Pumilo KIAAD020 05=Mus musculus GN=Kisa0020 PE2 SV=2 7 kDa 1061 8] 1129 663 100
420[Rivosomal A1V 1 homolog B 0S-Mus musculus GN=Rrplb PE-2 SV=2 RRP1BMOUSE |81 kDa 099 171 105 182 106
421FAGT complex subunit SPT16 OS=Mus musoulus GN=Supt16h PE=1 SV=2 SPIGH MOUSE__[120 kDa 30.19] 741 a14g] 698 106
422]Putative NSUNS OS=Mus musculus GN=Nsun PE=2 S\ NSUNS MOUSE |51 kDa 06 12 079 127] 06|
423 ATP-dapendent RNA helicase A OS=Mus muscuus GN=Dhx® PE=1 SV=2 DHXO MOUSE [ 149 kDa 10685 T3y 1253 24| 103
424]U4/U8US tri-snRNP-associated protein 1 OS=Mus musculus GN=Sart] PE=2 SV SNUTIMOUSE _[91 kDa 167 5] 1] 165 105
425[Nucleolin 0S=Mus musculus GN=Ncl PE=1 S INUCL MOUSE__[77 kba 252 sion 11758 911 1.05]
426[Pro-mRNA-processing factor 19 0S=Mus musculus GN=Prpf1 PE=2 SV: PRP19 MOUSE__[56 kDa 1391 29| 1459 265 05|
427]Far upstream element-binding protein | 0S-Mus musculus GN-Fubp! PE1 5\ [FUBP1 MOUSE _[69 kDa 317 1223 3300] 1635 .04
428[Prolferating cell nuclear antigen OS=Mus musculus GN=Pena PE=1 SV=2 PONAMOUSE |29 kDa 13,12 334 136 914 104
429[Protein FAMS0A 0S=Mus musculus GN=Fam50s PE=2 SV=1 [FASOAMOUSE |40 kDa 357 339 364 315 103
430[ELAV-lke protein 1 0S=Mus musculus GN=Elavl1 PE=1 S\ [ELAVI MOUSE |36 kDa 221 591 2485 48 03]
431 [Transducin beta-like protein 3 OS-Mus musculus GN=Tbi3 PE=2 5 [TBLsMOUSE |8 kD 575 437 589 34| 107]
432[wo 3 0S-Mus musculus GN-Wdr PE=2 SV=1 DRIMOUSE _[106 kD 665 14] 679 231 102
433]RNAbinding protein 12 0S=Mus musculus GN=Rbm12 PE=1 S [REM12 MOUSE _[103 kDa 239 219 234 069 102]
434[Probable ATP-dependont RNA helicase DDX27 0S=Mus musculus GN=-Ddx27 PE=1 SV=3 DDX27 MOUSE |86 kDa 707 459 72 1024 102]
435]Serine/arginine-rich splicing factor 4 0S=Mus musculus GN=Srsfd PE=2 5\ SRSF4 MOUSE |56 kDa 1504 B 1531 391 107]
436] Transeription activator BRG1 OS=Mus musculus GN=Smarcad PE=1 SV=1 MOALMOUSE _[181 kDa 641 3] 654 299 [
437605 rbosomal protein L38 0S=Mus musculus GN=Rol38 PE=2 SV= RL3MOUSE _ [8kDa 069 12 o7] 121 101




438[OWF19-Ike protein 1 0S=Mus musculus G C1SL1 MOUSE__[60 kDa 069 12 o] 121 o1 0% (100)
439]1s kappa ch: [V5A3 MOUSE__[13 kDa 069 1 o] T2t ot
4401605 rbosomal protein L22 0S-Mus musculus GN-Rpi22 PE=2 SV=2 RL22MOUSE |15 kDo 069 12] o] 121 To1
441[Small E 0S=Mus musculus GN=Snrpe PE=2 SV=1 [RUXE MOUSE ()11 kDa 069 12 o7] 121 ot
442]Spormidne synthase 0S=Mus musculus Gl sVt SPEE MOUSE__ |34 kDa 069 12 o] 121 101
443[MORC farily CW-type zinc finger protein 2A OS=Mus musculus GN-MorcZa PE=1 S MOR2A MOUSE _[1171Da 174] 301 78] 304] o1

nuclear R 0S=Homo sapiens GN-HNRNPR PE=1 SV HNRPR HUMAN_[71 kDa 174 301 175 304 101
445]40S rbosomal protein 525 0S=Mus musculus GN-Rps25 PE=2 RS25 MOUSE |14 kDa 1.39] 24| 4 243 101
446[Ribosome biogenesis protein BRX1 homolog OS=Mus musculus GN=Brix! P BRX1 MOUSE__[41 kDa 104] 181 05| 182] 101
447 Transcrption elongation factor SPT6 0S=Mus musculus GN=Supt6h PE=1 SV=2 SPT6H MOUSE_[199 kDa 104] 181 03] 82| 101
448[Ribosome biogenesis protein NSAZ homolog OS-Mus musculus GN-Nsa? PE-2 SV=1 NSA2 MOUSE |30 kDa 0] 181 05| 82| 101
449]Kinesin-fike protein KIF20A OS=Hus musculus GN=Kif208 PE=2 SV=1 1204 MOUSE__[100kDa 104] 181 105 182 101
450]Protein arginine 1 0S=Mus musculus GN=Prmt PE [ANMI MOUSE |42 kDa 2031 557 2043] 4 101
451 Elongation factor 1-alpha 1 0S=Mus musculus GN=Eeftal PE=1 5\ EFIAIMOUSE _[50kDa 68| 2072 a7.20] 3299) o1
452]Grooked neck-like protein 1 OS=Mus musculus GN=Crrkll PE=2 SV=1 CRNLI MOUSE |83 kD 367 044 364 315 Il
453[Bifunctionsl purine biosynthesis protein PURH OS=Mus musculus GN=Atic PE=1 SV=2 PUROMOUSE _[64 kDa 289 9] 284 32| T
454]Cell dvision cycle 5-like protein OS=Mus musoulus GN=CdcS| PE=1 SV=2 (CDCEL MOUSE |52 kDa 829 083 824 266 T
455[Nucleoside diphosphate kinase B 0S=Mus musculus GN: NOKB.MOUSE |17 kDa 8.6 74| 867 762 T
456]Zine finger RNA-binding protein O [zFRMOUSE 117402 57] 274 564 579 089
457 Guanine nucleotide-binding protein-iike 3 OS=Mus musculus GN=Grid PE=1 SV=2 [GNL3 MOUSE__[61 kDa 124 7.65] 1423 955 099
4 lication licensing factor MOME OS=Mus musculus Gl sv=t MOME MOUSE _[53 kD 37| 719 36.65] 1538 099
5 imgb? PE=1 5 HMGB2 MOUSE |24 kDa 2629] 364 254 504] 08
460]DNA mismatch repair protein Msh6 OS-Mus musculus GN-Msh6 PE MSHE MOUSE [ 151 kDa 1037 28] 1011 036 088
461 [Histone deacetylase 1 0S=Mus musculus GN-Hdac| PE=1 SV- [HDAC1 MOUSE |56 kDa 7.5 274 777] 04 098
462605 rbosomal protein L35a OS=Mus musculus GN-Rel35a PE=2 SV=2 RLISAMOUSE |13 kDa 754 209 734 076 [
463]Small 'Sm D2 0S=Mus musculus GN=Snrpd2 PE=2 S\ SMD2 MOUSE |14 kDa 1389 1044 1354 729 097
464Cytosolic purine 5-nucleotidase OS=Mus musculus GN-Nt5e2 PE=1 SV=2 SNTCMOUSE _[66 kDa 309 374 3 317 097
465[T-complex protein 1 subunit eta 0S-Mus musculus GN=Cot? PE=1 SV=1 TOPHMOUSE |60 kDa 319 545 304 279 096
466]DNA replcation licensing factor MOM3 OS=Mus musculus GN=Mom3 PE=1 SV=2 MOM3 MOUSE _[52 kD 37.35] 689 3597 357 096
487]Structural maintenance of chromosomes protein 2 OS=Mus musculus GN=Smo2 PE=1 SV=2 SMC2 MOUSE [ 134 kDa o 307 769 211 096
468[\RNA (eytosine(38)-C(5) lus musculus GN=Neun2 PE=1 SV: NSUNZ MOUSE |55 kDa 104] 181 1014 85| 096
469]Myb-binding protein 1A OS=Mus musculus GN=MybboTa PE=1 SV-2 MBB1AMOUSE _[152kDa 695 2189] 83,14 23] 096
ax small subunit OS=Mus musculus GN=Prim{ PE=1 SV=1 PRI MOUSE |49 kDa 094 163] X 156 095
471 [Polycomb protein Suz12 0S=Mus musculus GN=Suz12 PE=1 5 SUZ12MOUSE |83 kDa 094 6] X 156 095
isomerase domain and WD rep: tein 1 OS=Mus musculus GN-Ppwd1 PE=2 SV=2 _|PPWDI MOUSE |73 kDa 063 0g] X 04 095
473]DnaJ homelog subfamily G member 8 OS=Mus musculus GN-DajcB PE-2 SV=2 DNJCS MOUSE |30 kDa 063 T09] X 104 05
474]Protein ELYS OS-Mus musculus GN=Anctfl PE=1 SV-| ELYSMOUSE _[2481Da 063 109] o] 104 095
475[Cleavage and fastor subunit 5 OS=Mus musculus GN=Nudt21 PE=2 SV=1 (OPSF5 MOUSE |26 kDa 649 389 615 343 05
76 Asprats A zae,eyoplaric OS-thue museus GN-Dare PELZ SVE2 SYDCMOUSE__[57kDa 297 297 274 275 054]
477]1s kappa chain C region OS-Mus musculus PE=1 SV=1 loKC MOUSE__[12 D 70.43] 1379 7421 832 083
478]Splicing fector 38 subunit 1 0S=Mus musculus GN=Sf3b1 PE=1 SV=1 SF3B1 MOUSE__[146 kDa 16.23] 1055 1514 966 093
479 Transcription slongation factor SPT5 0S=Mus musculus GN=SuptSh PET SV=1 SPTSH MOUSE _[121 kD 754 66| 697 248 099
480]Eukaryotic nitition factor 4A~1 0S=Mus musculus GN=Eiféal PE=2 SV=1 [IF4A1 MOUSE |46 kDa 2056 704 1874 627 091
481 [Proteasome subunit alpha type~6 OS=Mus musculus GN=Psmat PE=1 SV=1 PSAG MOUSE |27 kDa 137 229 12 208 091
482[Platelet-activating faotor 18 subunit alpha OS=Mus musculus GN=Pafahibl PE=1 5V=2 LS| MOUSE |47 kDa 322 279 29| 273 09|
4 lication licensing factor MOMS OS=Mus musculus GN=MomS PE=2 S MOMS MOUSE _[62 kD 3489] 422 127] 631 09|
484]LucT-like protein 3 0S=Mus musculus GN=Luc713 PE=1 S\ LC7Ls MOUSE |51 kDa 369 6] 33] 317 09|
485[Serine/arginine-rich splicing factor | 0S-Mus musculus GN=Srfl PE=1 SV=3 SRSF1 MOUSE |28 kDa 351 .04 314 337 089
486405 rbosomal protein $17 05=Mus musculus GN-Rps17 PE=1 SV=2 RSI7MOUSE |16 kDa o1 53] 54] 55| 089
487]Protein mago nashi homolog 0S=Mus musculus GN-Magoh PE=2 S\ MGNMOUSE _[17kDa 364 469 32] 288 089
498]Keratin type Il cytoskelotal 6A OS-Mus musculus GN=Krt6a PE=2 SV=3 26A MOUSE _[59 kDa 591 1029 524 0.1 089
T epecific helicase 0S=Mus musculus GN=Hells PE=1 S\ HELLS MOUSE |95 kDa 1541 323 1371 42| 089
490]Regulator of chromosome condensation OS=Mus musculus GN=Ree! PE=1 SV=1 [ROCIMOUSE |46 kDo 419 389 3] 337 089
491 [Probable ATP-dependent RNA helicase DDX46 0S=Mus musculus GN-Ddxd6 PE=1 SV=2 DDX46 MOUSE _[117 4D 2199] 604 1949 329 089
492 Actin, cytoplasmic 1 0S=Mus musculus GN=Acth PE=1 5 [ACTB MOUSE (+i)[42 kDa 60.44] 559 61.35] 14 [
493]60S rbosomal protein L14 0S=Mus musculus GN=Rel14 PE=2 5V=3 RLI4MOUSE _ [244Da 71 62] 62] 367 [
494]tigh mobilty group protein B1 OS-Mus musculus GN=Hmgb1 PE=1 SV=2 [HMGS1 MOUSE |26 kDa 2884] [ 25.45] 564 [
495[Putative RNA-binding protein LucT-lke 2 0S=Mus musculus GN-LucTI2 PE=1 SV=1 LO7L2 MOUSE |47 kDa 819 434 727 385 088
496605 ribosomal protein L30 0S=Mus musculus GN=RpI30 PE=2 SV= RLIOMOUSE _ [13kDa 294 035 2] 228 [
497]Lupus La protein homolog 0S=Mus musculus G s LA MOUSE [481Da 2.1 12 2117 44| 088
Snore g et FOBF 05 Mo s G b1 PET V-1 [RBEP7 MOUSE |48 kDa 10.19] 319 8] 771 087
499]15 keppa chain V-1l region 26-10 0S=Mus musculus PE=1 5 [KV2A7 MOUSE_[12 kDa 19.43] 1324 a17] 1012 087
500605 ribosomal protein L21 0S=Mus musculus GN=Rpl21 PE=2 S\ RL21 MOUSE __[19kDa 384 379 334 1.09] 087
protain homolog 5 OS=Mus musculus GN=Cbx3 PE=1 SV=1 CBX5 MOUSE |22 kD 615 374 534 469 087
502[Structural maintenance of chromosomes protein 4 OS-Mus musculus GN-Smed PE=1 SV=1 147 kDa 1967 447 1704 5] 087
503]Small nuclear ‘Sm D3 OS-Hus musculus GN=Srrpd3 PE=1 SV=1 MDIMOUSE |14 kDa 909 517 7.89] 435 087
us musculus GN=Sumo? PE=2 SV=1 SUMO2 MOUSE_[11 kDa 1424 424 1234 436 087
Jus musculus GN=Urf1 PE=1 SV- UHRF1 MOUSE |68 kDa 1204 504 1044 187 087
506]Serine/arginine-rich splicing factor 3 08-Mus musculus GN-Srsf3 PE=1 SV=1 SRSF3 MOUSE |19 kDa 1064 463 921 477 085
507 Ubiauitin carboryl-terminal hydrolase 7 OS=Mus musculus GN-Usp7 PE=1 SV=1 UBP7MOUSE _[128 kDa 104 131 X 156 [
nuclear Urlie protein 2 0S=Mus musculus GN=Hrmpul2 P [HNRL2 MOUSE |85 kDa 193] 174] 1699 232 [
508]FAGT complex subunit SSRPT 0S=Mus musculus GN=Ssrp1 PE=1 S\ SSRP1 MOUSE _[81 kDa 1379 9] 1167 1271 [
510]60S rbosomal protein L23 0S=Mus musculus GN=Rol23 PE=1 S| RLZ3MOUSE _[15kDa 519 28] 439 g [
51 lcation licensing factor MOM7 OS=Mus musculus GN-Mom? PE- zsv ] MOM7 MOUSE |81 kDa 32.3] 587 212]] 568 084
512]Ribosome biogenesis protein BOP1 0S=Mus musculus GN-Bop! PE=1 SV- [BOP1 MOUSE_[63 kDa 1] 722 351 607 084
513]40S rbosoma protein L15 0S=Mus musculus GN=Rol15 PE=2 S| RLISMOUSE _ [244Da 1049 587 874 03] 083
toin SMUT OS=Mus musculus GN=Smul PE=2 SV=2 SMUI MOUSE |58 kDa 764 1.52] 634 1 083
‘complex subunit 4 0S=Mus musculus GN-Dke1 PE=1 SV=4 DKCTMOUSE |57 kDa 541 479 454 XY 083
[TRA2AMOUSE |32 kD 367 159] 304 1.05] 083
SF3B3 MOUSE__[136 kDa 1884 405 1561 471 083
SRSF7 MOUSE |31 kDa 1741 337 1424 287 [
HS105 MOUSE__[96 kD 22| 387 12| 312 [
TBB5 MOUSE__[50 kD 2734 1741 23 T4 082
PKIP MOUSE |42 kDa 52] 03] 43] 37 082
NOPS6 MOUSE |64 kDa 2553 365 20.98] 551 081
523]ATP-dependent RNA helicase DDX24 OS=Mus musculus GN-Dax2d PE=1 5V=2 DDX24 MOUSE 96 kDa i a4 63 267 og]
524605 rbosomal protein L26 0S=Mus musculus GN=Rol26 PE=2 SV=1 RLZ6 MOUSE _[17kDa 845 46 674 537 0g|
[DNA ropiication icensing factor MOM2 0S=Mus musculus GN=Mom2 P MOM2 MOUSE _[102 D2 3117 635 2481 428 08
526[Probable U3 small nucloolar RNA-associated protein 11 0S=Mus musculus GN=Uto1 11 P UTP11MOUSE_[31 kDa 137 229 03] 182] 03]
527[Exosome component 10 0S-Mus musculus GN-Exoso10 PE=1 SV-2 [EXOSXMOUSE _[101 kDa 1.32] 18] 05| 182] 079
528[Nucleolar RNA helicase 2 0S=Mus musculus GN-Dx21 PE=1 SV=3 DDX21 MOUSE |94 kDa 8472 16,6 67.16] 2589) 079
529]Keratin type | oytoskeletal 10 0S=Homo sapiens G 59 kDs 432[ aseg] 429] 1474 079
530]1s gamma-1 chain C rogion secreted form 0S=Mus musculus GN=lghg1 P! [l6HG1 MOUSE {36 kDa 18458 7897 145,95 56,54 079
531405 rbosomal protein S15a OS-Mus musculus G RS15AMOUSE |15 kDa 1134 7.19 857 506 079
532[RNAbinding protein 39 0S=Mus musculus GN-Rbm39 PE=1 SV=2 [REM39 MOUSE_[50 kDa 1334 429 104 475 078
s3] 10 0S=Mus musculus GN-Nat10 PE=2 SV=1 NATIOMOUSE _[115 kDa 1747 245 1369 401 078
534]Keratin type Il cytoskeletal 2 epidermal OS=Homo sapiens GN-KRTZ Pt 22 HUMAN __[65 kDa a07]  2us .88 15.54] 078
535605 ribosomal protein L18 05=Mus musculus GN=Rpl18 PE=2 SV= RLIE MOUSE |22 kDa 20.43] 1319 1559 931 078
teh repalr protein Msh2 OS=Mus musculus GN-Msh? PE=2 SV=1 MSH2 MOUSE _[104 kDa 334 319 24] 228 078
537]Pre-mRNA-processing factor 6 OS=Mus musculus GN=Prpf PE=2 SV=1 PRP6 MOUSE__[107 kD2 597 182] 461 154 078
538]40S rbosomal protein S14 0S=Mus musculus GN=Rps14 PE=2 S RS14MOUSE _ [16 kDa 9] 31 759 397 077
538] Transformer-2 protein homolog beta 0S=Mus musculus G [TRAZ8 MOUSE _[34 1Da 89| 257 62 608 077
540Girhin 0S=Mus musculus GN=Cirhla PE=2 SV=3. CIRIAMOUSE |77 kDa 234 244 12| 167 077
DNMT1 MOUSE _[183 kDa 53 674 PIRE] 442 077
RANMOUSE |24 kDa 2245 249 1729 361 077
[APIS MOUSE |57 kD 60 27] 457 256 076
[REM26 MOUSE [ 114 kDa 274 127 21 364 076
545[Keratin type Il cytoskeletal 1 OS=Homo sapiens GN-KRT1 PE K201 HUMAN __[66 kDa a8 a14d] 6586] 1372 076
546]DNA topoisomerase 2-alpha 0S=Mus musculus GN=Top2a Pt [TOP2A MOUSE_[173 kDa 7511 214 56.66] 1057 075
547]Bei-2-associated transeription factor 1 0S=Mus musculus GN-Belaf! PE=1 S\ [BCLF1 MOUSE _[106 kD 1511 32] 1139 169) 015
548]SWI/SNF—related matrix-assosiated actin-dependent regulator of chromatin subfamily A member 5 OS-M: MOAS MOUSE _[122 D 2543 24 174] 523 075
549]60S rbosoma protein L17 0S=Mus musculus GN=Rol17 PE=2 S| RLI7MOUSE _ [21kDa 1] 469 53] 279 075
550]U1 smll nuclear 70 kDa OS=Mus museulus GN=Snimp70 PE=T SV=2 RUI7MOUSE |52 kDa 589 347 437 015 075
551[DNA-(apurinic or apyrimidini site) yase OS=Mus musculus GN=Apex1 PE=1 SV=2 [APEX1 MOUSE |35 kDa 434 174] 37| 318 074]
552[Keratin. type Il cytoskeletal 5 OS-Homo sapiens GN-KRTS PE=1 SV=3 K205 HUMAN |62 kD 1029 1464 754 1084 073
553]Histone deacetylase complex subunit SAP18 OS-Mus musculus GN=Sap18 PE=1 SV=1 [SAP1MOUSE__[18 kDa 58] 7.15] 43] 379 013
RLI0AMOUSE |25 kDa 1019 337 742 397 073
RS1EMOUSE |18 kDa 1034 567 754 483 073
ding protein G 0S=Streptocascus sp. group G GN=spg P\ SPG1 STRSG (+1) [48 kDa 964 834 697 605 072
557[wD 43 0S=Mus musculus GN-War3 PE=1 SV=2 [WDRe3 MOUSE |75 kDa 79 25 567 K 072
56| Telomere-associated protein RIFI 0S=Mus musculus GN=RIfl PE=1 SV=2 RIFI MOUSE___[266 kDa 126] 214 X 156] 071
nuclear L-ike OS=Mus musculus G HNRLLMOUSE |64 kDa 777 419 551 435 071
560605 rbosomal protein L18a OS=Mus musculus GN=Rpl 18a PE=1 S\ RLIBAMOUSE |21 kDa 97| 339 654 299 071
561405 ribosomal protein 523 OS=Mus musculus GN=Rps23 PE2 SV=3 RS23MOUSE |16 kDa 4] 093 324 285 071
562 Ubiauitin carboxyl-terminal hydrolase isozyma L5 0S=Mus musculus Gt UCHLS MOUSE |38 kD 157] 279 | o1 [
563]Keratin type | cytoskeletal § OS=Homo sspiens GN=KRTS PE=1 SV=3 109 HUMAN __[62 kDa 57] 526 570] 1978 7]
564]Protein RCC2 0SMus musculus GN=Rec2 PE=2 S [RCC2MOUSE |56 kDa 020 834 397 478 069
565]ATP—dependent RNA helicase DDX18 OS=Mus musculus GN-Ddx18 PE=2 SV DDX18 MOUSE |74 kDa 1064 504 721] 251 068
566[RRP12-1ike protein OS=Mus musculus GN=-Rrp12 PE=1 SV=1 RRP12MOUSE _[143kDa 12| 229 X 156] 068
567]U3 smal nucleolsr RNA-associated protein 14 homolog A OS=Mus musculus GN=Utp14a Pt UT14AMOUSE |87 kDa 309 374 21 364 068
RNA helicase Ddx39b OS=Mus musculus GN=Ddxd9h PE=1 SV=1 DX395 MOUSE |49 kD 3450] 679 2369] 87 068
569]U3 smal nucleolar brotein MPP10 05-Mus musculus GN-Mphosph 0 PE=1 SV=2 MPP10.MOUSE |79 kDa 104 131 o] 121 067
570[Nuslease-sensitive element-binding protein 1 0S=Mus musculus GN=Yox! PE=1 SV=3 BOXI MOUSE_[36 kDa 104] 181 o] 121 067
571 0S=Mus musculus GN=Utp3 PE=1 SV=1 53 kDa 104 181 o] 121 067
572]Pre-mRNA-processing-splicing factor 8 OS-Mus musculus GN-Prpf8 PE=1 S PRPS MOUSE__ 274 1Da 2| 401 2136 218 067
575]60S rbosomal protein L13a OS=Mus musculus GN-Rel13a PE=1 SV=4 RLIGAMOUSE |23 kDa 1013 444 679 616 066
574405 rbosomal protein S3a 0S=Mus musculus GN=Rpsda PE=1 5 RSIAMOUSE 30 kDa 1264 649 847 567 066
575[PHD finger-like domain-containing protein 5A OS=Mus musculus GN=Ph5a P! [PHF5A MOUSE _[12 kDa 229 204 i 24] 068
576]ATP-citrate synthase OS=Mus musculus GN=Acly PE=1 SV=1 [ACLY MOUSE__[120 kDa 357 187] 23] 222 068
577 T-complex protein 1 subunit zeta OS-Mus musculus GN-Cetba PE=1 SV=3 [TGPZ MOUSE |58 kDa 574 567 34| 408 066
578[Eukaryotic ntition factor 4A-lil 0S=Mus musculus GN=Eifda3 PE=2 SV=3 IF4A3 MOUSE__[47 kD 3606] 1129 2367] 599 066
[TCPAMOUSE [0 kD 625 131 409 125] 065
RLI1MOUSE |20 kDa 9.17 254 535 254] 065
581 T-complex protein 1 subunit theta OS=Hus musculus GN=Cetf PE=1 SV- [TCPQ MOUSE_ |60 kDa o1 521 59| 351 065
lcation licensing factor MOMA OS=Mus musculus GN-Momd PE=2 SV=1 MOM4 MOUSE |97 kDa 217] 116 164 605 064
583]Nuclear pore complox protein Nup30 OS=Mus musculus GN=Nup50 PE=1 S\ NUPSO MOUSE |49 kD 439 174] 27] 1.42] 064 0% (029)
584]Sauamous cell carcinoma antigen recognized by T-cels 3 OS=Mus musculus GN=Sartd PE=2 SV=1 [SARTS MOUSE _[110kDa 034 163] X 04 064] o 077)
585405 rbosomal protein S9 OS=Mus musculus GN=Rps9 PE=2 RSOMOUSE |23 kDa 87 619 557 309 063 0% 047)
586]DNA tooisomerase 2-beta O5-Mus musculus GN=Top2b PE=1 SV-2 TOP28 MOUSE [ 162 kDa 172 122]] 10 1021 063 jov 052)
587]Structural maintenance of chromosomes protein 1A OS=Mus musculus G MO1AMOUSE _[143kDa 3127] 419 1954 24 063 jos% 0015)
588]40S ribosoma protein S8 0S=Mus musculus GN=Rps8 PE=1 RSBMOUSE __[244Da 857 244 537 096 063 o 0100




589]Structural maintenance of chromosomes protein  OS=Mus musculus GN=SmeS P SMCS MOUSE__[129 kDa a9 397 24] 341 062 0% 060)
590405 rbosomal protein S6 OS=Mus musculus GN=Rpst PE=1 SV= RS6MOUSE |29 4Da 1241 549 769 39| 062 0% 029)
of SWI4 1 homolog OS=Mus musculus GN=Ppan PE=2 SV=2 SSFIMOUSE _[53 kDo 1] 154 105 182 062 0% 066)
592605 ribosomal protein L9 OS=Mus musculus GN=Rol9 PE=2 SV=2 RLOMOUSE _ [2240a 492 19 294 071 061 os 0.17)
593405 ribosoma protein L19 0S=Mus musculus GN=Rol19 PE=1 S| RLISMOUSE _ [234Da 651 401 394 343 061
594]Protein DEK OS=Mus musoulus GN=-Dek PE=1 SV=1 DEK MOUSE |43 kDa T2 2] 67 045 [
595[Nucleolar GTP-binding protein 2 05-Mus musculus GN-Gl2 PE=2 SV-2 NOGZ MOUSE |53 kDa 94 o] 294 269 0]
596]Lamina-associated polypeptide 2. isoforms apha/zeta OS=Mus musculus GN=Tmpo PE=1 SV=4 LAP2A MOUSE |76 kD 1389 362 824 378 04|
597]Protein VPRBP 0S=Mus musculus GN=Vprbp PE=2 S\ [VPRBP MOUSE 169 kDa 225 199] 1.33] 7] 059
595]408 ribosomal protein SA 0S=Mus musculus GN=Rpsa PE<1 S\ [RSSAMOUSE__[53 kDa 454 479 267 234) 059
599405 rbosoma protein S7 OS=Mus musculus GN=Rps? PE=2 SV=1 RSTMOUSE _ [2240a 3] 557 667 214 059
600]U3 smell nucleolar RNA-associated protein 16 homolog OS=Mus musculus GN-Utp15 PE=2 SV=1 UTP15 MOUSE__[59 kD 304 277 174 162 058
601608 ribosomal protein L4 O sv=3 RLAMOUSE _ [47kDa 1989 349 1149 5] 058
602608 ribosomal protein L O sv=2 RLIMOUSE |31 kDa 1939 1739 1] 971 058
603]60S ribosoma protein L3 OS=Mus musculus GN=Rol3 PE-2 SV=3 RLIMOUSE |46 kDa 253 1254 1467 633 058
604[Myosin-9 0S=Mus musculus GN=Myh PE=1 SV=4 MYHO MOUSE 226 kDa 1959) 344 1125 288 057
605405 rbosomal protein 526 0S=Mus musculus GN-Rpa26 PE=2 SV=3 RS26 MOUSE |13 kDa 1004 719 567 31 056
606] Trypsin OS=Sus scrofa PE=1 [TRYP PIG 24 kDa 2993 2725 1687 20,14 056
607]116 KDa US smal nuclear ribonucleoprotein component 0S-Mus musculus GN-Efud2 PE=2 SV=1 USST MOUSE __[109 kDa 2107 o1 174 09| 056
K2L2 MOUSE_[118 kD 37] 423 21 364 056
MO4L2 MOUSE |32 kDa 1.89] 32] 05| 1.82] 056
DHX33 MOUSE |78 kDa 132 229 074 1.27] 056
[ALBU MOUSE__[69 kD 387 667 21 364 055
612[Structural maintenance of chromosomes protein 3 OS=Mus musculus GN=Sme3 PE=1 SV=2 MOIMOUSE__[142 D 31 693 17.49 331 055
613408 ribosoma protein S11 0S=Mus musculus GN=Rps11 PE=2 SV=3 RS11MOUSE _ [18kDa 1424 87] 764 53 055
614Nucleolar protein 58 0S=Mus musculus GN=Nop58 PE=1 SV=1 NOPSE MOUSE |60 kDa 1767 467 969 304] 055
615605 rbosomal protein L13 0S=Mus musculus GN=Rol13 PE=2 S\ RLIGMOUSE _ [244Da 1647 549 9 238 055
616605 ribosomal protein L6 OS=Mus musculus GN=Rol6 PE=1 SV=3 RLOMOUSE |34 kDo 19.69) 647 1071 082 054
617605 ribosomal protein L5 0S=Mus musculus GN=Rok sv=3 RLEMOUSE |34 kDa 1239 539 669 308 054
618]Keratin type Il cytoskeletal 6A OS=Homo sapiens GN=KRTGA PE=1 SV=3 K2C6A HUMAN _[60 kDa 1239 1434 669 1154 054]
Gi9]RNA fbrilarin 0S=Mus musculus GN=Fbl PE=T SV=2 FERLMOUSE |34 kDa 20.13] 224 1079 37| 054
620[Plastin-2 O5-Mus musculus GN-Lep! PE=1 SV=4 PLSLMOUSE 70 kDa 57] 504 309 189 053
621Keratin type Il cytoskeletal 5 OS=Mus musculus GN=KrtS PE=1 k205 MOUSE__[62 kD 1297 14 684 964 059
622]U5 sl nuclear 200 kDa helicase OS=Homo sapiens GN-SNRNP200 PE=1 S| U520 HUMAN 245 kDa 1.3 1s] o] 121 059
623]Scaffold attachment factor B2 0S=Mus musculus GN=Safb2 PE=1 5 SAFB2 MOUSE _[1121Da 64 63| 354 436 052
624405 rbosoma protein S4. X soform OS=Mus musculus GN-Rpsdx PE=2 SV-2 RSAXMOUSE |30 kDa 1841 241 954 22| 052
625[Paired amohipathic heli protein Sinda OS=Mus musculus GN=Sinda PE=1 SV=3 SINGAMOUSE__[145 kDa 1.35] 117] o7] 121 052
626[SUMO-astivating enzyme subunit 1 0S=Mus musculus GN=Sas1 PE=2 SV=1 SAEI MOUSE |39 kDa 201 259 15 24| 052
627]ATP-dependant RNA helicaze DDX39A OS=Mus musculus GN=-Ddxd9a PE=2 SV=1 DX39A MOUSE |49 kD 32.05] 1089 1657 1631 052
625]40S rbosoma protein $10 0S=Mus musculus GN=Rps10 PE=1 SV=1 RSIOMOUSE |19 kDa 584 39 304 279 052
29[ Transeription longation regulator 1 0S=Mus musculus GN=Teera! PE=1 V=2 TORGI MOUSE _[124 kDa 504 469 2] 228 051
630]DNA-directed RNA polymerase Il subunit RPB2 OS=Mus musculus GN=Polr2h PE=2 S\ RPB2MOUSE _[134 kDa 329 134 65| 56| 051
631US smal nuclear 200 kDa helicase OS=Mus musculus GN=Snmp200 PE=2 SV=1 Us20 MOUSE___[0Da 381 247 2214 419 051
632]Keratin tyne | cytoskelotal 42 0S=Mus musculus GN=Krt42 PE=1 SV=1 K1C42 MOUSE__[50 kD 834 1444 421 729 03]
633]DNA ligase 1 0S=Mus musoulus GN=Lig! PE=1 SV=2 DNLIT MOUSE__[102Da 1012 559 51 421 [
634]Zinc fingor protin 638 0S=Mus musculus GN=Znf638 PE=1 SV= [ZN638 MOUSE__[218 kD 208 36 05| 1.82] 03]
63540 rlbosoma protein S2 0S=Mus musculus GN=Rps2 PE=1 RS2MOUSE___[a1kDa 1469 65 73] 467 03]
636605 rbosomal protein L7a 0S=Mus musculus GN=RplTa PE=2 S\ RLIAMOUSE |30 kDa 23] 1707 14.17 668 03]
637405 ribosomal protein §3 0=Mus musculus GN=Rps3 PE=1 SV=1 RSIMOUSE _ [27kDa 3021 654 1491 465 049
638]Cel growth-regulating nucleolar protein OS=Mus musculus GN-Lyar PE=1 SV=2 LYARMOUSE |44 kDa 43] 059 21 364 049
639 Tyrosine-protein kinase BAZIB OS=Mus musculus GN-Bazb PE=1 SV=2 BAZIE MOUSE_[171kDa 954 219 479 226 0ag
640]DNA topoisomerase 1 OS=Mus musculus GN=Top! PE=1 SV=2 [ToP1 MoUSE_[o1 kD 1427 469 64 35| 04g
641 [Pre-mRNA-splcing factor 38A 0S-Mus musculus GN-Prpida PE=1 SV=1 PRIGAMOUSE |37 kDa 4 119 9] 181 048
642[DNA-directed RNA polymerase Il subunit RPB1 OS=Mus musculus G RPBIMOUSE 217 kDa 351 34| 163] 144 047
643[Probable ATP-dependent RNA halicase DDX56 O [DDX56 MOUSE |61 kDa 304 269 4 243 08
644]Histone H3.2 0S=Mus musculus GN=Hist hab PE=1 SV=2 H32MOUSE |15 kDa a2z a1z 2021 1206 04g
645[Serum albumin 0SBos taurus GN-ALB PE=1 SV=4 [ALBUBOVIN _[69 kD 211 2011 1039) 1047 05
[RS21AMOUSE |18 kDa 1099] 1881 1841 323 045
HVMST MOUSE |13 kDa 1289 176] 579 515 05
RLEMOUSE |28 kDa 18.19 1034 509 072 024
649]1& gamma~28 chain C region OS=Mus musculus GN-Igh-3 PE=1 SV=3 16625 MOUSE |44 kD 104] 1234 454 789 044
630]Keratin type | cytoskeletal 10 0S=Mus musculus GN=Krt10 PE=1 SV=3 56 kDa 1651 105 701 1214 042
651[DNA repair protein RADS0 OS=Mus musculus GN-Rad50 PE=1 SV- [RADS0 MOUSE _[153 kDa 425 13 e 312 02
652]Keratin type | cytoskeletal 16 0S=Homo sapiens GN=KRT16 PE=1 SV=4 [KIC16 HUMAN _[51 kDa 1473 1634 509 528 041
653]Keratin, type | cytoskeletal 17 05-Mus musculus GN=Krt17 PE=1 SV=3 KIC17 MOUSE |48 kDa 1024 101 421 729 041
654Enhancer of rudimentary homolog OS=Mus musculus GN=Erh PE=1 SV=1 ERHMOUSE _ [124Da 2] 387 X 156 041
655605 rbosomal protein L28 0S=Mus musculus GN=Rpl28 PE=1 S RL28 MOUSE__[16 kDa 974 239 3] 676 04
636] Guanine nucsotidebinding protein suburit beta~2-iike 1 OS=Mus musculus GN=Grb2I1 PE=1 SV=3 GBLPMOUSE__[35 kDa 104] 239 | 406 04
657405 rbosoma protein 524 0S=Mus musculus GN-Rps24 PE=1 SV=1 RS26 MOUSE |15 kDa 453 40§ i3 312 04
638] Activity~dependent neuroprotector homeobor protein OS=Mus musculus GN=Adnp PE=2 SV=1 [ADNP MOUSE__[02 kD 22 204 X 156 04
RS20 MOUSE |13 kba 269 2] 0s] 1.82] 039
RL24 MOUSE__[18 kDa 459 174] i a1 039
[TCPD MOUSE |56 kDa 1.57] 274 X 104 038
‘adiacent to zinc finger domain protein 1A OS=Mus musculus GN-Bazla PE=1 SV=3 BAZIAMOUSE _[178kDa 157 274 X 104 038
factor C subunit 1 0S=Mus musculus Gt RFC1MOUSE__[126 kDa 162] 15 X 104 037
664[Keratin type | cytoskeletal 14 0S=Homo sapiens G [KIC14 HUMAN _[52 kDa 1714 1969 63| 1099 037 0% 025)
665]Thyroid hormone receptor-associated protein 3 0S=Mus musculus GN=Thrap3 PE=1 SV=1 [TR150 MOUSE__|[108 kDa 2129] .19 779 088 037 0% ©:10)
repetitive matrix protein 2 0S=Mus musculus GN=Srrm2 PE=1 SV=3 RAMZMOUSE 295 kDa 129 788] 7] 497 036 jon (020)
667605 rbosoma protein L23a OS=Mus musculus GN-Rel23s P! RLZ3AMOUSE |18 kDa 1104 619 401 063 036 ox 012)
us musculus GN=Noll 1 PE=2 S\ NOLT1 MOUSE |81 kDa 98] 01 o7] 121 035 ox 010)
0S=Mus museulus GN=Sarnp P [SARNP MOUSE |24 kDa 52] 4] 13 167] 03] 0% 0053
670]tistone H1.3 0S=Mus musculus GN-HistTh1d PE=1 SV=2 HIZMOUSE  [22kDa s04] _2089) 2055] 537 034 [95% (0032)
671 [Nuslear RNA export factor 1 0S=Mus musculus GN=Nxf1 PE=1 V=3 NXFIMOUSE |70 kDa 309 374 1.05] 182] 034
672]Heat shock 70 kDa protein 4 0S=Mus musculus GN=Hspad PE=1 S HSP74 MOUSE |54 kDa 497 44] 65| 58] 034]
673]40S ribosoma protein $15 0S=Mus musculus GN=Rps15 PE=2 SV-= RS1SMOUSE _ [17kDa 189] 321 X 04 032
674605 rbosomal protein L37a OS=Mus musculus GN-Reld7a PE=2 SV=2 RL3TAMOUSE |10 kDa 1.92] v89] X 104 031
sv=3 [VIMEMOUSE |54 kD 3278] 1064 1023 481 031
676]80S rbosomal protein L32 0S=Mus musculus GN=Rpl32 Pl RL32MOUSE__[16 kDa 289 259 o] 1.56) 031
677]60S rbosomal protein L36 0S=Mus musculus GN=Rold6 PE=2 S\ RL36 MOUSE__[12kDa 74] 647 23] 2 031
678[WD rep: 45 0S=Mus musculus GN=Wdr6 PE=2 SV=1 DRG MOUSE _[69 kDa 234 214 074 121] 031
679[Elongation factor I-gamme OS=Mus musculus GN=Eeflg PE=1 SV=3 EFIGMOUSE _ [50kDa 78] 24] 24] 416 031
680] Transitional endoplasmic reticulum ATPa: [TERAMOUSE |89 kDa 454 479 1.39] 117) 029
681 [Histone Ha OS=Mus musculus GN=Histiha PE=1 SV=2 14 MOUSE 111D i3s3 er82] 4005] 1832 029
682[RNAbinding protein 25 0S=Mus musculus GN-Rbm25 PE=1 S\ [REM25 MOUSE _[100 kDa 524 035 [ 24| 029
683[vistone HZ8 type 1-G/E/G OS=Mus musculus GN=Hist 1hZbo PE=1 SV=3 12810 MOUSE (+1]14 kDa 10039] 6989 2605] 1629 027
684]Histon H2Ax OS=Mus musculus GN=Hzaf PE=T SV=2 12AX MOUSE__[15 kDa S22 1391 1281 026
685605 rbosoma protein L36a O pld6a PE=3 [RLI6AMOUSE_[12 kDa 229 249 X 04 025
686]Proliferation-associated protein 2G4 0S=Mus musculus GN-Pa2gh PE=1 SV=3 PA2G4 MOUSE |44 kDa 197 1267 514 496 026
687]Lamin-B receptor 0S=Mus musculus GN=Lbr PE=1 SV=2 LBRMOUSE _ [71kDa 13.11] 323 329 116 025
688]60S rbosomal protein L31 0S=Mus musculus GN=Rol31 PE=2 SV=1 RL3IMOUSE _[14kDa 294 09 o7] 121 024
tus musculus GN=Pon PE=1 SV=4 PININ MOUSE__[82 kD 259 243 X 04 023
Fistone H1.§ OS=Mus musculus GN=Hist hib PE=1 5 HISMOUSE |23 kDa 275] 1201 729 385 022
691605 rbosoma protein L10-like OS=Mus musculus GN=R!10l PE=2 SV- [RLIOL MOUSE (+1]26 kba 327 279 X 104 019
692[Histone H1.2 0S=Mus musculus GN=HstIhc PE=1 S\ HIZMOUSE |21 kDa 473 4109 8] 1524 019
693]Lamin-B1 0S=Mus musculus GN=Lmnb1 PE=1 S\ LMNE 1 MOUSE |67 kDa 34.56] 414 534 369 018
694]Core istone macro-H2A.1 0S=Mus musculus GN=H2afy PE=1 S\ H2AY MOUSE__[40 kD 1179 54 21 304] 018
repelitive matrix protein | OSMus musculus GN=Srrm1 PE=1 SV=2 RAM1MOUSE _[107 kDa 36 204 X 104 017
696]Sister chromatid cohesion protein PDSS homolog B 0S=Mus musculus GN=Pds6h PE=1 SV=1 PDSSB MOUSE_[164 kDa 519 387 079 127] 014
697]Histone H2AV 0S=Mus musculus GN=H2afy PE=1 SV=3 H2AV MOUSE (+1)[14 kDa a5 1519 491 83 014]
698[importin suburit alpha~1 OS=Mus musculus GN=Kpral PE=1 SV=2 [MATMOUSE |60 kDa 1881 94] 24| 233 014]
699[Histone H1.4 0S=Mus musculus GN=HistThie PE=1 SV=2 HIaMOUSE  [224Da 676 2219] 69| 1196 012
700[Importin subunit beta~1 0S=Mus musculus GN=Kpri! PE IMBIMOUSE__[97 kD 759 144] X 156 012
701 [Histone H1.1 0S=Mus musculus GN=HistThla PE=2 SV=2 HITMOUSE  [224Da 3629] 1074 39| 676 o1
702]Larelated protein 7 05=Mus musculus GN=Larp? PE=1 S LARP7MOUSE _[65 kDa 043 10g] o o o
703[Myosin ight polypeptide 6 OS=Mus musculus GN=Myl6 PE=1 SV=3 MYLG MOUSE__[17kDa 063 09| q q o
704[Plasminogen sctivator inhbitor 1 RNA-binding protein OS=Mus musculus GN=Serbp! PE=1 SV-2 PAIRB MOUSE |45 kDa 063 109 9 o o
o318 PE=1 SV=1 [zGH18 MOUSE 106 kDa 069 114] q o o
[ANXA MOUSE |36 kDa 06 114] o o o
707 Tropomodulin-3 0S-Mus musculus GN=Tmods PE [TMODS MOUSE |40 kD 064 114] o o] o]
708 DNA helicase 1 OS=Mus musaulus GN-Recal PE=1 SV-2 RECQI MOUSE |72 kDa 064 114 9 o] o]
suppressor of hairless 0S=Mus musculus GN=Rbp) PE=1 SV=1 SUHMOUSE__[59 kba 069 114] q o o
710]RNA polymerase I-specific transcription iiiation factor RRN3 O [RRNG MOUSE |75 kDa 06 114] o of o
711[Apha-2-macroglobulin OS-Bos taurus GN=AZM PE=1 SV=2 [A2MG BOVIN 168 kDa 069 12 q 9 o
712|Pre-mRNA 3 -end-processing factor FIP1 OS=Mus musculus GN=FiplI1 PE=1 SV=1 FIP1 MOUSE |66 kDa 069 17] q q o
713[Eukaryotic transition intition factor 1A, X-chromosomal OS=Mus musculus GN=Eiflay PE=2 SV=3 [IF1AX MOUSE (716 kDa 069 12 9 of o
714]Kinesin-like protein KIF2C 0S=Mus musculus GN=Kif2c PE=1 SV=1 KIF2C MOUSE__[81 kDa 069 12 q o o
715]Small nuclear ribonucleoprotein-associated protein B OS-Mus musculus GN=Snrpb PE=1 SV- [RSMB MOUSE (+1)[24 kDa 069 1 o 9 o
716[F-bor-like/WD repeat-containing protein TBLIXR OS=Mus musculus GN=Tbl1xrl PE=2 SV=1 TBLIRMOUSE _[56 kDa 069 12] q o o
717[THUMP 1 05=Mus musculus GN=Trumpd! PE=1 5\ [THUMIMOUSE _[39 kD 069 12 9 o o
18] Serine/threonine-protein kinase VRKT OS=Mus musculus GN=Vrk! PE=1 S\ [VRKI MOUSE__[50 kD 069 12 q o o
719 o subunit 1 03 onl PE=2 S) 69 kDa 034 53] q q o
720[Cyolin-dependent kinase 118 O5=Hus musculus GN=Cck 1b PE=1 SV=2 OD118 MOUSE__[0kDa 094 169 9 o] o
721[DDB1~ and CUL4-sssociated factor 13 OS=Mus musculus GN=Daf13 PE=2 SV=2 DCAIS MOUSE_[51 kDa 099 11 9 of o
722]Digestive organ expansion factor homolog 0S=Mus musculus GN=Diexf PE=2 SV=2 DIEXF MOUSE__[89 kDa 03| 171 q o o
7231 kappa chain V1817 OS=Mus musculus GN-lgk-V19-17 PE=1 [V5A1 MOUSE_[16 kDa 039 171 o o] o]
724[60S ribosomal protein L29 OS-Mus musculus GN-Roi20 PE=2 SV=2. RL20MOUSE |18 kDa 039 171 9 o] o]
725[T-complex protein 1 suburit gamma OS=Mus musculus GN=Ctd P TOPG MOUSE__[61 kDa 104] 181 9 of o
726 Splicing factor 3A subunit 1 0S=Mus musculus GN=5f3al PE=1 SV=1 SFaAI MOUSE__[89 kDa 0] 181 q o o
727[RNA-binding protein with serine-rich domain 1 OS=Mus musculus GN=Raps1 PE=2 SV=1 RNPSTMOUSE |34 kDa 04 81 q [ o
728|High-molecular weight hydratase subunit alpha OS=Rhodococeus thodochrous GN=nhhA AINHAT RHORH |23 kDa 10d] 181 9 o] o]
725[RNA-binding protein 8A OS-Mus musculus GN-Roma PE=1 SV=3 MEAMOUSE |20 kDa 104 11 9 o o
730]Protein Red 0S=Mus musculus GN=lk PE=2 SV=2 RED MOUSE |66 kDa 04 81 q of o
731 [Eukaryotic translation iniistion factor 3 subunit L 0S=Mus musculus Gf EIFILMOUSE |67 kDa 126] 214 q [ o
732]Small nuclear ribonucleoprotein F OS=Mus musculus GN=Srpf PE=2 5 RUXF MOUSE |10 kDa 126] 214 o o] o]
733[THO complex subunit 4 OS-Mus musculus GN-Alyref PE=1 SV=3 THO4 MOUSE |27 kDa 137 229 q q [
synthass, oytoplasmic 0S=Mus musculus GN=Hmgos 1 P [HMOS1 MOUSE |58 kDa 1.3 15| q o o ox 012)
735 Arginine and glutamate-rich protein 1 0S=Mus musculus GN=Arglut PE=1 SV=2 [ARGLI MOUSE |33 kDa 35| 117] o of o o 012)
736]Structural maintenance of chromosomes protein 6 OS=Mus musculus GN=Smo6 PE=2 SV=1 SM6 MOUSE [ 127 1Da 35] 117] o o] o] os 012)
737[Protein odr—4 homolog OS=Mus musculus GN=Odrd PE=2 SV=2 [ODR4 MOUSE |50 kDa 139 24| 9 o] o] jov 037)
78| Eukaryotio transition intition factor 3 subunit D OS=Mus musculus GN-E3d PE=1 SV=2 EIF3D MOUSE__[64 kDa 1.39] 24| 9 o o ox 037)
739[Eukaryotic translation initiation factor 3 subunit C OS=Mus musculus GN=Eifdc PE=1 SV=1 EIFaC MOUSE__[106 kDa 139] 24 q o o o 037




740268 proteasome non-ATPase regulatory subunit 1 OS=Mus musculus GN=Psmd1 PE=1 SV=1 PSMD1 MOUSE _[106 kDa 5] 279 q q q 0% 037)

741 T-complex protein 1 subunt epsilon OS=Mus musculus GN=Cot5 PE=1 SV= [TCPEMOUSE_[60 kD 157] 274 o o] o] 0% 037)

¢ domain-containing protein 1 OS=Mus musculus GN=Snd! PE=1 SV=1 SNDIMOUSE _[102Da 6] 145 9 o] o] ox 019)

743[Protein SON 0S=Mus musculus GN=Son PE=1 SV=2 SONMOUSE 266 kD 162] 15 q o o os 010)

744]Transeriptionsl repressor GTCF 0S=Mus musculus Gt CTCF MOUSE |54 kDa 64| 147] q o o o 019)

745[Nucleolar protein 10 05=Mus musculus GN=Nol10 PE=2 § NOL10 MOUSE |50 kD 65| 289 q o o 0% 037)
746|Nuclear receptor coactivator 5 OS-Mus musculus GN-Neoa® PE=1 SV=1 NCOAS MOUSE |66 kDa 165 285 q q o
NAGAM MOUSE 220 kDa 165] 285 9 of o
[MAZMOUSE |58 kDa 174] 301 q of o
k2G4 HUMAN |57 kDa 174] 301 o o] o]
750|Putative RNA-binding protein Luc7-fike 1 05=Mus musculus GN-Luc?l PE=2 SV=2 LUGIL MOUSE |44 kDa 98] 347 q q o
751/PG4 and SFRS I-interacting protein OS=Mus musculus GN=Psipl PE=1 SV=1 PSIP1MOUSE |60 kDa 199] 173] 9 o o
752]Keratin type | cuticular Had OS=Homo sapiens GN=KRT34 PE=2 5\ [KRT34 HUMAN |49 kDa 204 36 q of o
753](RNA (guarine(26)-N2)y 0S=Mus musculus G sv=2 [TRM1 MOUSE__[721Da 22| 387 q q o
754[Ribosome biogeness regulatory protein homolog OS=Mus musulus GN-Rrs 1 PE=Z SV=1 RRS1MOUSE |42 kDa 224 249 q 9 9
758[Serine/threonine-protein kinase PRP4 homolog 0S=Mus musculus GN=Prpfdb PE=1 SV=3 RP4BMOUSE_[117 kD 23] 05 9 o] o
756]Structural maintenance of chromosomes flexible hinge domein-containing protein 1 OS=Mus musoulus MOUSE _[226 kDa 274 482 q of o
757]Keratin type | cuticular Ha! OS=Homo sapiens GN=KRT31 PE: [HTHUMAN (1) [47 kDa 274 487 q o o
756]Keratin. type Il cuticular Hb1 0S=Homo sapiens GN=KRTS1 PE=1 5V- KRTS1 HUMAN |56 kDa 27§ 487 q 9 o
759|Probable ATP-dependent RNA helicase DDX47 OS-Mus musculus GN-Dexd7 PE=2 SV=2 DDX47 MOUSE _[51 kDa 3 269 9 o] o]
e synthase 0S=Mus musculus GN=Pfas PE=2 SV- PURI MOUSE__[145 kDa 9 269 q o o
761 [Ekaryotic translation initiation factor 3 subunit A OS=Mus musculus Gl EIF3AMOUSE__[1621Da 32] 104] o of o
762[Keratin. type Il cuticular Hb OS=Homo sapiens GN-KRTS PE=1 SV- KRT86 HUMAN |53 kDa 347 607 q 9 o
763[SAFE-like transcription modulator OS=Mus musculus GN=Sitm PE=1 SV=1 SLTMMOUSE _[117kDa a1 1] 9 o] o]
764[Keratin, type | cuticuar Ha1 OS=Mus musculus GN=Krt31 PE=2 SV=2 [K1H1 MOUSE (1) [47 kDa 1] 722 9 o o
765 delta 3 0S=Mus musculus GN=Poldipd PE=2 SV=1 PDIPS MOUSE |46 kDa 44 384 q o o
766]importin suburit alpha~3 0S=Mus musculus GN-Kpnad PE=1 SV=1 [MAG MOUSE |56 kDa 443 419 q 9 o
767| Lamina-associated polypeptide 2. isoforms beta/ defta/ epsilon/gamma OS=Mus musculus GN=Tmpo PE=1 5V=4_|LAP28 MOUSE |50 KDa 457 782 9 o] o]
768|Apoptotic chromatin condensation inducer in the nucleus OS=Mus musculus GN=Acin! P! [ACINUMOUSE 151 kDa 48] 599 q o o
769]Keratin type Il cuticular Hb5 0S=Mus musculus GN=Krt85 PE=2 SV=2 [KRT85 MOUSE |56 kDa 545 529 q of o
protein {-binding protein 3 OS=Mus musculus GN=Hp 1bp3 PE [HP1B3 MOUSE |61 kDa 527 I o o] o
771 |Importin subunit alpha~4 OS-Mus musoulus GN-Kpnad PE=2 SV=1 [MATMOUSE |58 kDa 98] 129 9 o] o]
772|Histone H3.1 0S=Mus musalus GN=Hist1h3a PE=1 SV-= 131 MOUSE 15 KD 1542] 2671 9 of o

773]tistone H2A type 1-F OS=Mus musculus GN=Hist1h2af PE=1 5\ 12A1F MOUSE |14 kDa 4298 ssed] q of o 0% 019)

774 LoxA repressor OS=Escherichia coll 0139128 (strain E24377A / ETEC) GN-lexh PE=3 SV=1 LEXA ECO2¢ (426)[22 kDa [ T 9 of ofsxFNLDD jo5% 0012)






