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Table S1. List of primers used for real-time PCR as designed by Primer Premier 5.

Genes Forward Primer Reverse Primer
HMGCS1 | 5 - TGA AAA GCACAG AAGAACTTACGC-3" | 5-TCTTGG CAGGGCTTG GAATA-3
HMGCR 5 -TGG GGA ATT GTC ACT TATGG -3 5 -GGG CTATTCAGGCTGTCTTC- 3
FDPS 5 -CAAAATTGG CACTGACATCC-3 5 -GCCACTTTCTCAGCCTCCTT-3
FDFT1 5 -CAA GCAGTGACCCTGATGAT-3 5 -CTG AGT CGG GGATTC TATGA -3
DHCR7 5'-TGCCTTATCTTTACACGCTG-3' 5'-AACAGGTCCTTCTGGTGGTT -3

HMGCS1, 3-hydroxy-3-methylglutaryl-CoA synthase 1; HMGCR, 3-hydroxy-3-methylglutaryl-CoA reductase;
FDPS, farnesyl diphosphate synthase; FDFT1, Squalene synthase ; DHCR7, 7-dehydrocholesterol reductase.



Table S2. List of all proteins quantified and their expression ratios of cells treated with potassium dichromate versus untreated control cells from
one set of forward and two sets of reverse SILAC experiments. The average ratio and standard deviation (“S.D.”) of protein expression ratios
derived from at least two sets of SILAC labeling experiments are listed. Shown also are the number of peptides identified for each protein (“Pep.”)
and percentage sequence coverage (“Seg. Cov. (%)”).

Average

Ratio F1 Ratio R1 Ratio R2 Ratio Seq.
Protein IDs Protein Names Uniprot é;:i:;i:é) JI:?::%) JI:?:;:%) (Treated/ S.D. Pep. (;(c‘)/\; PEP
Untreated) ’

IPI00000001 ﬁg;tzg;t;a”ded RNA-binding protein Staufen | yqc;q3 4 1.24 1.20 1.13 1.19 006 | 12 | 281 | 1E-182

IPIO0000005 | GTPase NRas PO1111 0.99 1.09 1.12 1.07 0.07 7 40.2 3.2E-70

IPI0O0000006 | c-H-ras P0O1112 1.08 1.00 1.11 1.06 0.06 7 40.2 2.19E-75
IPI00000015 | Pre-mRNA-splicing factor SRP75 Q08170 1.05 0.90 1.18 1.04 0.14 11 20.6 3.2E-154
IPI00000030 | PP2A B subunit isoform B56-delta Q14738-1 1.07 1.26 1.12 1.15 0.10 13 25.2 | 4.29E-82
IPI00000041 Rho cDNA clone 6 P62745 0.94 0.94 2 14.8 4.6E-175
IPI00000051 Prefoldin subunit 1 060925 0.94 0.79 0.86 0.87 0.08 4 32.8 2.45E-34
IPI00000057 | Component of oligomeric Golgi complex 2 Q14746 0.98 0.98 2 4.7 3.8E-05

IPI00000070 | Low-density lipoprotein receptor P01130 2.28 4.07 3.28 3.21 0.90 3 5.1 3.7E-102
IPIO0000075 | Latency-associated peptide P01137 0.75 0.75 2 5.4 0.002007
IPI00000104 | GTP--RNA guanylyltransferase 060942-1 1.29 1.29 2 4.4 1.66E-06
IPIO0000105 | Lung resistance-related protein Q14764 1.34 1.46 1.45 1.42 0.07 25 35.9 1.5E-189
IPI00000138 /:lzl;‘;gllu‘iggz;T:;}’t'rag:]ys‘;‘;f;s;e'” 2-beta-N- P26572 0.74 1.12 0.65 0.84 025 | 2 56 | 1.55E-47
IPI00000155 i'rg‘t’gir:"yiSOb“tyrate dehydrogenase-like Q49A26-1 1.41 1.54 1.47 009 | 3 | 7.4 | 803E32
IPI00000162 EIF4E-binding protein Q8NEJ9-1 1.05 0.89 0.96 0.96 0.08 5 14.6 2.59E-67
IPI00000171 | TSC22 domain family protein 4 Q9Y3Q8 2.01 0.83 0.75 1.19 0.71 2 9.9 8.63E-07
IPI00000279 DRG family-regulatory protein 1 Q8WU90 0.79 0.99 0.96 0.91 0.11 9 22.5 5.4E-130
IPI00000330 | Sensor of single-strand DNA complex subunit C Q9NRY2-1 1.02 1.07 1.04 0.03 1 12.5 | 2.18E-25
IPI00000335 | HINT-3 Q9BX68 1.10 1.22 1.34 1.22 0.12 6 55.2 8E-206

IPI00000398 | Nucleolar and spindle-associated protein 1 Q9BXS6-1 1.83 1.55 1.43 1.60 0.20 7 23.8 | 2.03E-82
IPI00000494 | 60S ribosomal protein L5 P46777 0.81 0.85 0.88 0.85 0.04 21 55.9 3.1E-217



c¢DNA FLJ56307, highly similar to Ubiquitin

IPIOD000SBL | 4 o rase protein OTUBL (EC 3.4~ ) B4DPDS 1.06 1.13 1.10 1.10 004 | 11 | 429 0
IPI00000634 | Coiled-coil domain-containing protein 6 Q16204 0.99 0.99 4 9.1 8.52E-70
IPI00000643 | BAG family molecular chaperone regulator 2 095816 0.90 1.03 1.09 1.01 0.10 13 58.8 | 7.9E-160
IPI00000684 | AGX-1 Q16222-1 0.74 0.86 0.81 0.80 006 | 26 | 559 0
IPI00000685 | 39 kDa protein kinase P50613 1.11 1.00 1.05 007 | 3 | 107 | 6.02E21
IPI00000686 | Probable RNA-binding protein 19 QoY4CS8 0.75 0.91 0.87 0.84 008 | 7 | 116 | 6.77E-73
IPI00000690 | Apoptosis-inducing factor 1, mitochondrial 095831-1 1.00 0.87 1.00 0.96 0.07 18 37.2 | 4.4E-131
IPI00000728 | Deubiquitinating enzyme 15 Q9Y4E8-1 0.83 1.00 0.78 0.87 011 | 11 | 13.6 | 7.25E-83
IPI00000733 52’;’;1"“'“'” RNA-associated protein 18 QoYsI1 0.85 0.87 0.76 0.83 006 | 6 | 164 | 2.3E-103
IPI00000760 | DDAHII 095865 1.45 1.25 1.29 1.33 011 | 12 | 484 0
IPI00000769 | Kinesin-like DNA-binding protein Q14807 0.98 1.47 1.35 1.26 0.25 5 12.5 | 5.3E-114
IPI00000783 | Low molecular mass protein 7 P28062-1 0.97 1.05 1.28 1.10 0.16 17 1.97E-16
IPI00000792 | NADPH:quinone reductase Q08257 1.03 1.20 1.21 1.15 010 | 8 38 | 6.64E-84
IPI00000811 | Macropain delta chain P28072 0.96 1.04 1.06 1.02 005 | 7 | 335 | 415673
IPI00000816 | 14-3-3 protein epsilon P62258 1.04 1.03 1.06 1.04 001 | 28 | 77.3 0
IPI00000821 | 395 ribosomal protein L16, mitochondrial QINX20 0.89 0.77 0.85 0.84 006 | 4 | 219 | 3.37E-56
IPI00000858 Zmaiﬁisfﬁ?;?fh'y similar to Negative B4DYX9 112 1.10 1.14 112 002 | 4 | 13.4 | 7.12E74
IPI00000861 | LIM and SH3 domain protein 1 Q14847-1 1.03 112 117 111 007 | 19 | 682 | 6E-291
IPI00000874 | Natural killer cell-enhancing factor A Q06830 1.02 1.15 1.16 1.11 0.08 19 60.8 | 1.8E-250
IPI00000875 ?i':':r':lfjgi 6383, highly similar to Elongation BADTG2 0.76 0.87 0.82 081 | 005 | 27 | 536 0
IPI00000877 | 150 kDa oxygen-regulated protein Q9v4L1 1.15 0.89 1.00 1.01 0.13 41 45.6 0
IPI00000948 | Transducin beta-like protein 2 Q9Y4P3 0.87 1.09 0.94 0.97 011 | 8 | 20.6 | 5.25E-84
IPI00001022 | Myofibrillogenesis regulator 1 Q8N490-2 111 1.32 1.22 0.15 30.3 | 8.54E-64
IPI00001053 tMystehg 'S:zlt‘;?: aciduria and homocystinuria QoYaul 1.29 1.03 0.84 1.05 022 | 2 | 142 | 19633
IPI00001091 | AFG3-like protein 2 Q9Y4W6 1.04 0.92 0.86 0.94 009 | 12 | 147 | 1.7E67
IPI00001134 | RNA-binding motif protein 7 Q9Y580 1.22 1.22 2 6.4 | 0.000686
IPI00001141 | Mitochondrial import inner membrane Q9Y584 0.77 0.97 0.89 0.88 010 | 2 | 103 | 6.29E-17

translocase subunit Tim22




IPI00001146 | U6 snRNA-associated Sm-like protein LSm6 P62312 0.91 1.11 1.07 1.03 0.11 5 48.8 2.03E-18
IPI00001159 | GCN1-like protein 1 Q92616 1.03 0.94 0.91 0.96 0.06 45 24 0
IPI00001287 | Uncharacterized protein C200rf72 Q9BQP7 1.17 0.90 1.20 1.09 0.17 5 20.1 5.2E-47
IPI00001364 | GC-rich sequence DNA-binding factor homolog Q9Y5B6-1 1.04 1.04 3 33 0.000675
IPI00001466 EChi”Oderm microtubule-associated protein-ike | - g3 1.00 0.89 1.01 0.97 006 | 8 | 105 | 1.56E-22
IPI00001541 :f:n"sclgs:i”sadg:ﬁ’?l;‘ger membrane QY517 0.69 0.61 0.85 0.71 012 | 4 | 472 | 8.96E-29
IPI00001543 ::';ﬁ‘;g::s‘:fdgmf?lﬂgr membrane P62072 0.67 0.79 0.83 0.76 008 | 2 | 167 | 4.72E-38
IPI00001546 | DDP-like protein Q9Y5J9 0.85 0.75 0.81 0.80 0.05 3 26.5 2.16E-15
IPI00001560 | Cyclin-dependent kinase 4 inhibitor A P42771-2 0.98 1.23 1.23 1.15 0.14 5 41.9 3.9E-120
IPI00001568 | Vacuolar proton pump subunit D Q9Y5K8 1.21 1.25 131 1.26 0.05 6 29.6 3.42E-73
IPI00001578 | Uncharacterized protein C170rf62 Q9BQA9 1.02 1.28 1.15 0.18 3 13.4 5.33E-05
IPI00001580 iYVE and coiled-coil domain-containing protein Q9BQSS-1 0.93 0.93 ) 32 0.011515
IPI00001589 l\:';zclg::sirfdgmfﬁmsr membrane QovsL4 0.76 0.69 0.81 0.75 006 | 3 | 411 | 473E71
IPI00001636 | Ataxin-10 QouBB4 0.81 1.22 1.15 1.06 0.22 16 44.8 0
IPI00001639 | Importin subunit beta-1 Q14974 0.92 1.10 1.11 1.04 0.11 30 42.5 0
IPI00001641 | Origin recognition complex subunit 6 Q9Y5N6 1.47 1.18 1.32 0.20 2 11.1 | 6.53E-10
IPI00001655 | Transcription factor 11B QI9Y6A4 1.01 1.24 1.17 1.14 0.12 7 29 3.92E-47
IPI00001661 RCC1-I Q16269 0.94 1.01 0.98 0.97 0.04 9 30.3 4.4E-234
IPI00001663 | High temperature requirement protein A2 043464-1 1.14 1.14 3 7.9 3.65E-36
IPI00001676 | Nuclear protein localization protein 4 homolog Q8TAT6-2 0.94 1.01 1.21 1.05 0.14 12 23.2 | 9.7E-156
IPI00001690 | Cullin-7 Q14999 1.78 1.18 1.48 0.42 2.2 4.39E-10
IPI00001710 | Another new gene 2 protein QoUID3-1 0.86 1.05 0.95 0.13 7.9 3.86E-23
IPI00001730 | FH1/FH2 domain-containing protein 1 Q9Y613 1.20 1.13 1.16 0.05 4 7.6 3.35E-48
IPI00001734 | Phosphoserine aminotransferase B4DHQ3 0.65 0.81 0.77 0.74 0.08 18 49.4 1.4E-255
IPI00001738 | 88 kDa nucleoporin Q99567 0.82 0.98 0.90 0.90 0.08 18.8 | 4.1E-158
IPI00001757 | Binder of OVCA1-1 Q9Y559-1 1.03 1.06 0.98 1.02 0.04 8 33.3 4.8E-128
IPI00001780 | Deubiquitinating enzyme 16 Q9Y5T5-1 0.96 0.98 0.97 0.01 3 6 4.58E-14
IPI00001871 | PRKC apoptosis WT1 regulator protein Q96120 0.78 0.86 0.75 0.80 0.06 10 41.2 1.3E-100




IPI00001883 | SH3 and PX domain-containing protein 1 Q9Y5X1 1.48 1.48 4 9.7 3E-133
IPI00001891 | Ancient ubiquitous protein 1 Q9Y679-1 0.79 0.90 0.99 0.89 0.10 3 10.1 | 3.71E-91
IPI00001914 | 23 kDa FK506-binding protein Q9Y680-1 1.09 1.16 1.63 1.29 0.29 7 27.8 | 7.67E-40
IPI00001960 | Chloride intracellular channel protein 4 Q9Y696 0.83 1.04 1.04 0.97 0.12 23 75.9 0
IPI00001985 | | 2cuClar protein sorting-associated protein 18 | gp,3 4 1.47 0.95 1.21 037 | 5 | 84 | 8782l
homolog
IPI00001999 | Cancer/testis antigen 86 043482 0.74 1.08 0.77 0.86 0.18 2 18.8 | 7.39E-60
IPI00002134 | 26S protease subunit S5 basic Q16401 0.98 1.05 1.09 1.04 0.06 18 48.4 0
IPI00002135 | Transforming, acidic coiled-coil containing QIY6AS 134 0.77 1.06 041 | 4 | 67 | 578613
protein 3
IPI00002149 | GTP-binding protein B QoY6B6 0.87 1.12 1.10 1.03 0.14 7 41.4 | 2.4E-148
IPI00002186 S;i::':'g”eﬁ:;’:‘;f’r:tzed guanine nucleotide- Q9Y6D5 0.86 1.28 1.40 118 029 | 4 | 31 | 69E22
IP100002214 | Importin subunit alpha-2 P52292 0.77 0.96 0.96 0.89 0.11 17 46.3 0
IPI00002232 | Kinase from chicken homolog B Q7L7X3-1 1.03 1.03 5 8.1 1.22E-17
IPI00002255 | Beige-like protein P50851-1 0.84 0.84 2 0.9 2.57E-26
IPI00002270 | UPF0364 protein C6orf211 Q9H993 1.22 1.20 1.14 1.19 0.04 7 19 7.9E-110
IPI00002324 | DTDP-4-keto-6-deoxy-D-glucose 4-reductase QI9NZL9-1 1.04 1.11 1.20 1.12 0.08 9 30.8 | 7.7E-139
IPI00002335 | Huntingtin P42858 1.09 1.00 1.05 0.06 4 2.2 5.07E-25
IPI00002349 | 82 kDa FMRP-interacting protein Q72417 1.15 1.05 1.14 1.12 0.05 6 13.4 4.81E-58
IPI00002372 | 70 kDa peroxisomal membrane protein P28288-1 0.97 0.97 9 16.2 3.81E-28
IPI00002408 | RNA polymerase ll-associated protein 3 Q9H6T3-1 1.06 1.18 1.10 1.11 0.06 10 19.5 8.4E-189
IPI00002459 | Annexin A6, isoform CRA_c A6NNS80 1.06 1.05 1.01 1.04 0.03 60 78.3 0
IPI00002460 | Annexin A7 P20073-1 1.05 1.17 1.23 1.15 0.09 10 21.7 | 2.28E-88
IPI00002478 | Endothelin-converting enzyme 1 P42892-1 1.86 1.02 1.29 1.39 0.43 7 10.4 | 8.29E-44
IPI00002496 | GDP-mannose pyrophosphorylase B Q9Y5P6-2 0.93 1.05 0.99 0.09 11 38 4.8E-159
IPI00002501 | Activating transcription factor 1 P18846 1.25 1.25 2 5.9 0.030704
IPl00002506 | ASParagine-linked glycosylation protein 5 Q9673 1.29 1.29 2 | 77 | 23605
homolog
IPI00002519 | Glycine hydroxymethyltransferase P34896-1 1.16 1.16 1.14 1.15 0.01 9 22.2 | 4.5E-183
IPI00002520 | Glycine hydroxymethyltransferase P34897 0.83 0.88 0.89 0.87 0.03 22 49.4 0
IPI00002525 | Cell immortalization-related protein 2 Q9UMX5 1.45 1.02 0.93 1.13 0.28 6 45.9 3E-155




IPI00002535 | 13 kDa FK506-binding protein P26885 0.97 116 1.23 112 014 | 4 | 338 | 1.68E-21
IPI00002557 | Coatomer subunit gamma-2 Q9UBF2 0.74 1.19 1.24 1.06 027 | 8 | 122 | 4E122
IPI00002564 | DNA repair protein XRCC1 P18887 0.95 1.19 1.19 111 0.13 18 | 5.78E-26
IPI00002569 | EUkarvotic translation initiation factor 4E- Q13541 1.27 0.66 0.96 043 | 4 | 593 | 329E-61
binding protein 1
IPI00002580 | Fnosphatidylinositol-4-phosphate 3-kinase C2 000443 1.08 111 1.10 002 | 2 23 | 6E-145
domain-containing subunit alpha
IPI00002707 | Spastic paraplegia 4 protein Q9UBPO-1 1.02 1.02 2 5.2 0.000302
IPI00002745 | Cathepsin P Q9UBR2 0.99 0.84 0.98 0.94 0.08 | 5 19.5 | 1.12E-42
IPI00002790 | Protein sel-1 homolog 1 Q9UBV2-1 0.89 0.89 3 6.5 8.19E-63
IPI00002802 | Lysyl oxidase P28300 0.72 0.92 0.84 0.83 010 | 13 | 424 | 1.1E72
IPI00002804 | Protein kinase C-like 2 Q16513 0.99 1.14 1.06 1.06 007 | 19 | 288 | 7.86-199
IPI00002824 | Cysteine and glycine-rich protein 2 Q16527 0.94 1.26 1.20 1.13 0.17 12 66.8 6.1E-268
IPI00002853 | PP2A B subunit isoform B56-epsilon Q16537 1.17 0.99 1.08 0.13 6 15.8 | 7.3E-117
IPl00002857 | CYiokine suppressive anti-inflammatory drug- | 653 4 1.05 1.15 1.16 1.12 006 | 8 | 319 | 4.02E-36
binding protein
IPI00002894 | DNA polymerase delta catalytic subunit P28340 1.09 1.09 17 16.4 3.4E-53
IPI00002895 | DRB sensitivity-inducing factor 14 kDa subunit P63272 0.80 0.80 2 13.7 | 0.006576
IPI00002902 | Nucleolar protein 9 Q55Y16 112 1.10 1.03 1.08 004 | 4 | 11.4 | 3.39E-64
IPI00002922 | T-POxlike/WD repeat-containing protein QOBZK7 0.92 1.23 1.16 1.10 016 | 5 | 136 | 6.1E-33
TBLIXR1
IPI00002926 | ESCRT-I complex subunit VPS378 Q9HI9H4 1.28 1.08 118 015 | 2 | 151 | 3.89E-75
IPI00002938 | Activator of basal transcription 1 QouULW3 1.23 0.88 1.06 0.25 3 16.9 | 6.12E-06
IPI00002966 | Heat shock 70 kDa protein 4 P34932 0.91 1.02 0.99 0.97 006 | 53 | 69.5 0
IP100002968 | Molybdenum cofactor synthesis 2 096033 0.90 0.90 2 21.6 | 0.000368
IPI00002993 ZNA polymerase Il TBP-associated factor subunit | ) g, 1.25 1.26 1.25 001 | 5 | 231 | 481E-18
IPI00003004 | Glutamate/H(+) symporter 1 Q9H936 0.94 0.98 1.03 0.98 004 | 5 15.8 | 6.48E-42
IPI00003027 | Gem-associated protein 7 Q9H840 0.76 0.76 3 26 4E-109
IPI00003031 | 'SCchorismatase domain-containing protein 2, | ngc g 5 0.80 1.03 1.18 1.00 020 | 3 | 176 | 7E-34
mitochondrial
IPI00003168 | 1 kDa phosphoribosypyrophosphate 060256 0.96 1.25 1.12 111 015 | 8 | 271 | 1.1E-136
synthetase-associated protein
IPI00003217 | Macropain chain Z Q99436 0.98 1.06 1.04 1.03 004 | 7 | 27.4 | 5.89E-81




IPI00003269 | Beta-actin-like protein 2 Q562R1 1.13 0.88 0.97 0.99 0.12 10 19.9 0
IPI00003309 | DNA-directed RNA polymerase Il subunit H P52434 0.98 1.07 1.12 1.06 0.07 5 32.7 | 4.8E-150
IPI00003310 | RPB11a protein Q9H1A6 0.73 0.73 2 15 7.02E-07
IPI00003318 | Protein FON Q9UHR6 0.91 0.85 0.88 0.04 2 5.7 1.18E-13
IPI00003326 | ADP-ribosylation factor-like protein 2 P36404 0.88 1.20 1.18 1.09 0.18 6 429 | 2.34E-56
IPI00003327 | ADP-ribosylation factor-like protein 3 P36405 1.19 1.12 1.17 1.16 0.03 7 46.2 1.6E-31
IPI00003348 | G protein subunit beta-2 P62879 1.20 1.58 1.40 1.39 0.19 12 40.9 6.9E-240
IPI00003362 | 78 kDa glucose-regulated protein P11021 111 0.83 0.92 0.95 0.14 46 55.6 0
IPI00003369 | LIM domain-containing protein 1 Q9UGP4 1.02 1.41 1.19 1.21 0.19 4 9.5 3.6E-81
IPI00003377 | Splicing factor 9G8 Q16629-1 1.05 0.96 0.96 0.99 0.05 10 33.6 | 2.7E-115
IPI00003386 | Protein ZYP P62877 1.06 1.06 1 7.4 0.003025
IPI00003394 | Component of gems 1 Q16637-1 0.91 1.10 0.94 0.98 0.10 4 19.7 5.7E-107
IPI00003406 | Developmentally-regulated brain protein Q16643-1 0.90 0.90 31 47.3 1.6E-271
IPI00003419 | Small acidic protein 000193 1.36 1.00 0.92 1.09 0.24 6 40.4 0
IPI00003420 | APC-binding protein EB2 Q15555-1 1.05 1.39 1.10 1.18 0.18 11 39.4 1.41E-84
IPI00003421 | T-box brain protein 1 Q16650 0.86 0.86 1 1.8 0.008442
IP100003438 | Dnal homolog subfamily C member 8 075937 1.30 1.07 1.11 1.16 0.12 9 34.8 | 4.5E-168
IPI00003443 | Gamma-interferon-inducible protein 16 Q16666-1 1.04 1.22 1.15 1.14 0.09 13 20 2.83E-89
IPI00003479 | Mitogen-activated protein kinase 1 P28482 0.99 1.19 1.17 1.12 0.11 15 46.1 7E-106
IPI00003482 | 2,4-dienoyl-CoA reductase [NADPH] Q16698 0.91 1.17 1.20 1.09 0.16 6 26 7E-106
IPI00003494 | Espl-associated protein 095997 0.96 0.96 1 7.4 9.39E-20
IPI00003505 ;‘;’;’iig zfsi!ci’:’a"ims type 16 EL protein- Q15645-1 1.06 1.27 1.15 1.16 011 | 7 | 199 | 7.56-102
IPI00003515 Clonal e\{olution-related gene on chromosome Q15643 1.16 1.16 5 1 0.006648
14 protein
IPI00003519 i;i';'zaeﬁ small nuclear ribonucleoprotein Q15029 0.93 0.93 0.94 0.93 001 | 38 | 467 0
IPI00003527 | Ezrin-radixin-moesin-binding phosphoprotein 50 014745 1.79 1.16 1.26 1.40 0.34 5 22.6 | 2.73E-62
IPI00003565 igs proteasome non-ATPase regulatory subunit | cgo, 0.97 1.14 112 1.08 009 | 7 | 376 | 2.87E-65
IPI00003588 | AMinoacyl tRNA synthetase complex-interacting | 335, 0.89 1.08 0.98 0.99 009 | 4 | 201 | 9.36E-42
multifunctional protein 3
IPI00003590 | Quiescin Q6 000391-1 1.20 1.20 4 8.3 2.56E-41




IPI00003627 | 53 kDa BRG1-associated factor A 096019-1 1.04 1.08 1.14 1.09 005 | 10 | 30.1 | 6E-118
IPI00003704 | Lark homolog QgB\lNF3' 0.79 1.10 0.95 0.95 015 | 15 | 50.8 | 1.5E-284
IPI00003706 E:\loli:;”;mg motif, single-stranded-interacting Q15434 117 117 4 8.6 | 7.36E-05
IPI00003739 | DEAD box protein 49 QoY6V7 0.75 0.67 0.92 0.78 013 | 7 | 228 | 5.9E-101
IPI00003765 | Calpain-7 Q9Y6W3 0.96 1.20 0.93 1.03 015 | 3 49 | 1.23E-08
IPI00003766 | Ethylmalonic encephalopathy protein 1 095571 0.96 1.01 0.88 0.95 0.07 8 37 1.24E-73
IPI00003768 | Pescadillo homolog 000541-1 0.65 0.96 0.83 0.81 016 | 14 | 22.8 | 2.01E-51
IPI00003783 Eﬁzlssepz;'af'sc:; mitogen-activated protein P36507 0.96 1.14 1.09 1.06 009 | 13 | 42.8 0
IPI00003802 | Alpha-mannosidase 2 Q16706 0.89 0.97 1.01 0.95 006 | 9 89 | 4.02E-42
IPI00003817 | Rho GDP dissociation inhibitor (GDI) beta P52566 1.84 1.84 1 65 | 7.26-07
IPI00003833 | Met-induced mitochondrial protein Q9Y6C9 0.78 0.99 0.95 0.90 011 | 9 32 | 6.21E-96
IPI00003848 | DnaJ homolog subfamily B member 4 QouDY4 0.97 0.93 0.84 0.91 007 | 14 | 448 | 9.9E-228
IPI00003856 | Vacuolar proton pump subunit E 1 P36543 1.02 1.30 1.36 1.23 018 | 7 | 296 | 4.81E-41
IPI00003865 | Heat shock 70 kDa protein 8 P11142-1 0.93 0.91 0.94 0.93 002 | 50 | 695 0
IPI00003870 | Endopeptidase Clp Q16740 1.30 0.86 0.80 0.9 027 | 8 | 383 | 5.83E-94
IPI00003881 | Heterogeneous nuclear ribonucleoprotein F P52597 1.02 1.17 1.11 1.10 0.08 10 33.7 0
IPI00003894 | RING finger protein 11 Q9Y3C5 1.23 1.23 1 7.8 | 0.00117
IPI00003918 | 60S ribosomal protein L1 P36578 0.91 0.94 0.89 0.91 003 | 31 | 546 0
IPI00003923 | OMPdecase P11172-1 0.93 1.09 0.93 0.98 009 | 12 | 306 | 5.3E136
IPI00003925 EZ;:?’fntﬁ::hhg:g‘:gf"ase E1 component subunit | 1,55 4 0.98 1.10 1.09 1.05 007 | 11 | 34 | 3.4E262
IPI00003927 | 40 kDa peptidyl-prolyl cis-trans isomerase Q08752 1.00 1.10 0.93 1.01 0.08 8 26.2 4.1E-32
IPI00003933 | Glyoxalase Il Q16775-1 1.13 1.32 1.53 1.33 020 | 3 | 101 | 5.51E-57
IPI00003935 | Histone H2B type 2-E Q16778 1.04 1.04 15 | 77.8 | 4.8€-177
IPI00003944 E;?;Eid;;r,f,lg::ﬁaéeto acid dehydrogenase | 14,0, 1.06 1.25 1.16 013 | 3 73 | 7E-135
IPI00003949 | Bendless-like ubiquitin-conjugating enzyme P61088 1.09 0.99 1.04 1.04 0.05 9 52.6 | 3.15E-76
IPI00003965 | Deubiquitinating enzyme 7 Q93009 0.98 1.03 1.00 1.00 003 | 20 | 23.8 | 4.3E-148
IPI00003968 | Complex I-39kD Q16795 0.87 0.93 1.03 0.94 008 | 8 | 302 | 6.07E-33
IPI00003971 | Neuroendocrine-specific protein Q16799-1 0.97 0.97 3 4.4 0.004057




IPI00003985 | BCS1-like protein Q9Y276 0.95 1.00 0.62 0.85 0.21 3 10.5 | 8.68E-53
IPI00004233 | Antigen KI-67 P46013-1 1.16 1.22 1.11 1.16 0.06 24 12.7 | 1.1E-201
IPI00004273 | Arg/Glu/Asp-rich protein of 120 kDa P49756-1 1.11 1.05 1.05 1.07 0.03 17 255 1E-100
IPI00004290 | Digestive organ expansion factor homolog Q68CQ4 0.84 0.95 0.89 0.08 3 5 1.99E-05
IPI00004308 | Protein fts) homolog 1 QI9UET6 0.93 1.20 1.06 0.19 3 13.7 | 1.51E-48
IPI00004312 zig”a' transducer and activator of transcription | g5 1.04 1.45 1.63 1.37 030 | 6 | 89 | 2643
IPI00004324 | BET3 homolog 043617 0.86 1.10 1.02 0.99 0.12 6 33.9 | 1.96E-94
IPI00004337 i'lnc finger and BTB domain-containing protein 095625 1.28 1.28 2 3 | 859E-16
IPI00004358 | Glycogen phosphorylase, brain form P11216 1.01 1.13 1.15 1.10 0.08 35 47.3 0
IPI00004363 | DCHT Q9UEW8 0.86 0.89 0.92 0.89 0.03 19 3.3E-34
IPI00004392 | 7,8-dihydro-8-oxoguanine triphosphatase P36639-1 1.03 1.24 1.26 1.18 0.13 4 20.8 | 1.3E-199
IPI00004397 ;?ONt’;E'iIS_ 1877’ highly similar to Ras-related BAE040 1.14 1.24 1.24 1.21 006 | 9 | 329 | 7.4E-115
IPI00004408 | Adducin-like protein 70 Q9UEYS8-1 1.25 1.55 1.19 1.33 0.20 4 7.2 1.05E-83
IPI00004416 | Charged multivesicular body protein 2a 043633 1.14 1.32 1.25 1.24 0.09 3 16.7 1.53E-44
IPI00004436 | Cancer-associated Sm-like 015116 0.55 0.55 2 26.3 | 1.63E-06
IPI00004459 | 18S rRNA dimethylase Q9UNQ2 0.59 0.55 0.72 0.62 0.09 7 26.5 8.06E-43
IPI00004472 | Erythrocyte 65 kDa protein Q9H4A3-1 1.01 0.91 1.05 0.99 0.07 4 2.3 3.71E-20
IPI00004497 | Breakpoint cluster region protein P11274-1 1.06 1.06 2 1.6 0.018962
IPI00004506 | BTB/POZ domain-containing protein KCTD5 QINXV2 0.83 0.83 2 12.4 1.33E-56
IPI00004655 | FSHD region gene 1 protein Q14331 0.92 1.11 0.96 0.99 0.10 6 29.1 | 5.84E-95
IP100004668 | Alpha-(1,6)-fucosyltransferase Q9BYC5-1 0.80 0.80 4 9.6 4.86E-07
IPI00004669 | Polypeptide GalNAc transferase 2 Q10471 0.82 1.25 1.10 1.06 0.22 10 16.1 | 8.7E-129
IPI00004712 | Checkpoint protein HUS1 060921 0.99 0.99 1 7.1 0.00036
IPI00004758 Autos.omal recessive hypercholesterolemia Q5SW96 1.55 1.55 ) 34 1.98E-05
protein

IPI00004795 | Chloride channel, nucleotide sensitive 1A P54105 1.09 0.83 0.96 0.96 0.13 5 38.4 | 5.08E-68
IPI00004838 | Adapter molecule crk P46108-1 1.17 1.07 1.06 1.10 0.06 13 55.9 | 5.7E-258
IPI00004839 | Crk-like protein P46109 1.30 1.01 1.02 1.11 0.17 8 38.9 | 1.1E-117
IP100004845 | Protein NipSnap homolog 3A Q9UFNO 1.09 1.36 1.22 0.19 22.7 2.73E-14
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IP100004859 | Bloom syndrome protein P54132 0.86 0.86 3 2 0.009337
IPI00004860 | Arginine--tRNA ligase P54136-1 0.85 0.97 0.94 0.92 0.06 37 53.5 0
IPI00004928 | Egl nine homolog 1 Q9GZT9-1 1.24 1.19 1.21 0.04 3 10.1 | 3.23E-42
IPI00004942 | Nucleolar autoantigen 36 Q9Y3S2 0.74 0.81 0.78 0.05 3 10.6 1.76E-32
IPI00004962 | Golgiintegral membrane protein 4 000461 0.55 0.58 0.63 0.59 0.04 12 19.5 | 2.5E-256
IPI00004968 | Nuclear matrix protein 200 Q9UMS4 0.95 1.07 1.00 1.01 0.06 17 43.8 1.3E-222
IPI00005015 | CCR4-associated factor 3 075175-1 1.04 1.07 0.91 1.01 0.09 6 11.7 3.82E-60
IPI00005030 | EH-binding protein 10 Q9POV3-1 0.94 1.15 1.07 1.05 0.11 13 17.3 9.96E-73
IPI00005036 | RNA binding motif protein 5 P52756-1 1.79 1.31 1.55 0.34 2 2.9 7.75E-05
IPI00005038 | 14.5 kDa translational inhibitor protein P52758 1.07 0.73 1.08 0.96 0.20 4 409 | 3.37E-74
IPI00005039 | Translation initiation factor IF-2, mitochondrial P46199 1.25 1.25 2 4.3 0.000566
IPI00005050 | 28S ribosomal protein S14, mitochondrial 060783 0.95 0.99 0.97 0.03 2 219 1.34E-29
IPI00005055 | UPF0428 protein CXorf56 Q9H5V9 0.97 1.20 1.07 1.08 0.11 4 21.2 | 1.24E-22
IPI00005087 | Tropomodulin-3 QONYL9 0.98 1.06 1.05 1.03 0.05 16 51.4 0
IPI00005102 | Spermidine aminopropyltransferase P52788-1 0.87 1.05 0.98 0.97 0.09 14 43.4 | 4.4E-204
IPI00005107 | Niemann-Pick C1 protein 015118 0.45 1.41 0.93 0.68 2 2 3.6E-18
IPI00005129 iecretory carrier-associated membrane protein | ;15956 0.79 1.08 0.93 020 | 3 | 148 | 1.69E-22
IPI00005154 fcahcrt‘::‘;grll'sgzﬁigjrfirtan“”pﬁ°” elongation Q08945 1.07 1.10 1.08 1.08 001 | 23 | 341 0
IPI00005158 | Lon protease homolog, mitochondrial P36776 0.94 0.80 0.85 0.86 0.08 21 26.7 1.1E-201
IPI00005160 | Actin-related protein 2/3 complex subunit 1B 015143 0.84 1.21 1.18 1.08 0.20 12 34.9 | 7.8E-130
IPI00005161 | Actin-related protein 2/3 complex subunit 2 015144 0.97 1.10 1.15 1.07 0.09 15 47.3 | 1.1E-153
IPI00005163 | ADP-ribosylation factor-like protein 15 QI9NXU5 0.99 0.99 1 5.9 0.000734
IPI00005179 | AC40 015160-1 0.85 0.88 0.90 0.88 0.03 7 29.5 | 7.8E-150
IPI00005181 | Ca(2+)-dependent phospholipid scramblase 1 015162 1.25 0.99 1.29 1.18 0.16 2 7.2 1.65E-55
IPI00005194 | Ubiquitin domain-containing protein UBFD1 014562 1.20 1.07 0.72 1.00 0.25 3 11.6 | 3.6E-124
IPI00005198 | Interleukin enhancer-binding factor 2 Q12905 1.07 1.09 1.05 1.07 0.02 15 50.3 0
IPI00005202 xfn";'zr::;';ssmated progesterone receptor 015173 1.25 0.93 1.00 1.06 017 | 11 | 364 | 1.2£-282
IPI00005210 | Centrin-3 015182 0.97 0.97 22.2 | 3.66E-14
IPI00005218 | MOCO1-B 096007 0.94 1.25 1.07 1.09 0.16 4 18.6 | 2.1E-106
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IPI00005223 | Madh6 015198-1 1.15 1.15 1 2.8 9.34E-13
IPI00005260 | Proteasome activator complex subunit 4 Q14997-1 1.20 1.08 1.14 0.08 4 3.4 1.23E-56
IPI00005490 | Coat protein GPP34 Q9H4A6 0.93 1.06 1.04 1.01 0.07 4 15.1 | 1.74E-92
IPI00005492 | BMP2-induced 3-kb gene protein P61964 1.04 1.14 1.07 1.08 0.05 4 19.2 5.1E-38
IPI00005511 | PHD finger-like domain-containing protein 5A Q7RTVO 0.81 1.05 1.04 0.97 0.13 6 61.8 | 1.3E-180
IPI00005537 | 39S ribosomal protein L12, mitochondrial P52815 1.09 0.94 0.89 0.98 0.10 11 31.4 3.3E-165
IPI00005573 | 5(3)-deoxyribonucleotidase, cytosolic type Q8TCD5-1 1.23 1.17 1.20 0.05 3 19.9 | 2.49E-14
IPI00005578 | EH domain-containing protein 4 Q9H223 1.20 1.08 1.11 1.13 0.06 17 42 5.9E-278
IPI00005585 | Glutaminase-interacting protein 3 014907 1.01 1.12 1.06 0.08 1 13.7 1.12E-68
IPI00005613 | Splicing factor U2AF 35 kDa subunit Q01081 0.87 1.08 1.06 1.01 0.12 6 29.2 | 8.6E-118
IPI00005614 | Beta-ll spectrin Q01082-1 1.09 1.04 1.09 1.08 0.03 103 51.9 0
IPI00005634 | Tetratricopeptide repeat protein 37 Q6PGP7 1.44 1.76 0.86 1.35 0.46 6 6.3 4.22E-83
IP100005648 | Scaffold attachment factor B2 Q14151 1.43 1.09 0.41 0.98 0.52 12 15.3 | 1.06E-75
IPI00005657 | Prefoldin subunit 6 015212 1.10 0.84 0.89 0.94 0.14 6 39.5 2.4E-104
IPI00005658 | Ubiquitin-like protein 4A P11441 1.41 1.41 6 47.1 1.61E-98
IPI00005677 éf)zkl:-dihydroxyacetonephosphateacyltransferase 015228 0.90 0.86 0.94 0.90 0.04 5 9.1 7.11E-16
IPI00005692 | 28S ribosomal protein S12, mitochondrial 015235 1.04 1.04 2 15.2 | 0.002058
IPI00005715 | Homozygously deleted in neuroblastoma 1 095155-1 1.18 1.07 1.18 1.14 0.06 6 7.4 6.87E-89
IPI0O0005719 | Ras-related protein Rab-1A P62820-1 0.84 1.08 1.11 1.01 0.15 14 66.8 0
IPI00005724 | 40 kDa erythrocyte membrane protein 043813 1.01 0.98 1.33 1.10 0.19 5 17.3 1.45E-60
IPI00005728 | Protein RER1 015258 1.25 1.25 2 13.6 | 1.17E-17
IPI00005737 | Surfeit locus protein 4 015260-1 0.44 1.44 0.94 0.71 2 11.5 | 1.48E-17
IPI00005740 | Neighbor of COX4 043402 0.86 0.97 1.10 0.98 0.12 6 243 | 6.85E-23
IPI00005745 | Long chain base biosynthesis protein 1 015269 0.89 1.15 1.06 1.03 0.13 11 25.4 3E-151
IPI00005751 | Long chain base biosynthesis protein 2 015270 0.85 0.96 0.91 0.08 3 8.7 7.19E-33
IPI00005777 | Chromosome 3p kinase Q16644 1.01 1.01 2 8.1 0.004393
IPI00005780 | O-GlcNAc transferase subunit p110 015294-1 0.85 0.67 0.76 0.13 6 7.9 2.16E-56
IPI00005791 | Highly expressed in cancer protein 014777 1.46 1.42 1.14 134 0.17 14 26.9 9.87E-24
IPI00005792 | Nuclear poly(A)-binding protein 1 Q86U42-1 1.06 1.23 1.16 1.15 0.09 5 27.1 | 7.23E-31
IPI00005822 | Anaphase-promoting complex subunit 8 Q9UJX2-1 0.82 0.93 0.88 0.08 7 13.1 3.52E-61
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HECT domain and RCC1-like domain-containing

IPI00005826 protein 2 095714 0.83 0.96 0.89 0.09 3 0.8 6.53E-33
IPI00005861 Pre-mRNA-splicing factor 3 043395-1 0.97 1.05 1.07 1.03 0.05 10 20.5 1.1E-176
IPI00005904 | Component of gems 3 Q9UHI6 0.77 1.25 0.89 0.97 0.25 6 115 3.64E-22
IPI00005914 | Carbohydrate kinase-like protein Q9UHIJ6 1.03 1.03 3 10.3 | 1.15E-29
IPI00005948 | Mediator of RhoA-dependent invasion Q9BV20-1 1.09 1.08 0.97 1.05 0.07 6 225 2.35E-27
IPI00005966 | 13 kDa differentiation-associated protein Qoul09 1.20 0.75 1.30 1.09 0.30 2 19.9 8.18E-35
IPI00005969 | CapZ alpha-1 P52907 1.12 1.00 1.04 1.05 0.06 14 67.5 0
IPI00005978 | Protein PR264 Q01130 1.31 1.03 1.00 1.11 0.17 7 27.1 | 8.1E-108
IPI00005996 | High mobility group AT-hook protein 2 P52926 1.45 0.95 1.20 0.35 6 58.7 0
IPI0000G025 | AUAMoUS cell carcinoma antigen recognized by | 15050.1 | 0.96 1.08 1.04 1.02 007 | 15 | 212 | 1.4E-162
IPI00006050 | Protein FAM115A Q9Y4C2-1 0.74 0.74 2 4.2 0.005587
IPI00006052 | Prefoldin subunit 2 Q9UHV9 1.07 0.98 0.97 1.01 0.05 10 53.9 | 9.9E-229
IPI00006079 | Bcl-2-associated transcription factor 1 QIONYF8-1 1.19 0.98 0.97 1.05 0.13 13 14.2 5.7E-167
IPI00006092 Phosphomannomutase 2 015305 0.82 1.02 0.86 0.90 0.10 7 27.2 1.78E-62
IPI00006099 | Ribosome assembly protein BMS1 homolog Q14692 0.75 0.80 0.77 0.03 4 37 9.82E-09
IPI00006103 | CD2 antigen cytoplasmic tail-binding protein 2 095400 0.90 1.09 0.99 0.13 4 16.4 | 2.21E-28
IPI00006113 | DNA-directed RNA polymerase Il subunit | P36954 0.91 0.95 0.93 0.03 2 24 8.73E-68
IPI00006142 ARM protein lost in epithelial cancers on Q71311 067 067 ) 6.6 9E-17
chromosome X 2
IPI00006164 L’;tr?f;i/';:ir:';‘?n'gn;;s;;f;‘;i:ezdc Q9HOCS 0.94 1.19 1.09 1.07 012 | 9 23 | 7.97e-67
IPI00006167 | Protein phosphatase 1C 015355 1.03 1.27 1.05 1.12 0.13 10 26.2 6.9E-109
IPI00006176 Eig::°:£‘:t§;’:’th factor-regulated tyrosine 014964-1 0.80 1.07 1.07 0.98 016 | 7 | 102 | 237E-62
IPI00006197 | Nuclear valosin-containing protein-like 015381-1 0.82 0.97 0.89 0.11 2 4.1 6.5E-94
IPI00006205 | Acetyl-coenzyme A transporter 1 000400 0.82 0.82 2 3.5 1.89E-20
IPI00006207 | GC-binding factor 2 Q32Mz4-2 1.10 0.94 1.06 1.03 0.08 9 17.1 6.6E-247
IPI00006210 | Apoptosis inhibitor 4 015392-1 1.20 1.28 1.24 0.06 3 30.3 3.26E-82
IPI00006211 | Vesicle-associated membrane protein- 095292-1 1.02 1.06 1.05 1.04 002 | 14 | 551 | 2.2E-145
associated protein B/C
IPI00006298 | CASP10 Q13427-1 0.87 0.87 2 3.4 4.2E-23
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IPI00006378 | Coiled-coil domain-containing protein 72 Q9Y2S6 1.15 1.15 2 23.4 | 0.000229
IPI00006379 | Nucleolar protein 5 Q9Y2X3 0.83 0.86 0.86 0.85 0.01 21 38.4 0
IPI00006408 | eNOS-interacting protein QoY314 0.82 1.21 1.08 1.03 0.20 9 458 | 2.9E-252
IPI00006440 | 28S ribosomal protein S7, mitochondrial Q9Y2R9 0.75 0.84 0.78 0.79 0.05 8 33.1 3.33E-44
IP100006442 | Coilin P38432 5.24 1.27 1.03 2,51 2.37 18.4 | 2.25E-52
IPI00006451 | N-ethylmaleimide-sensitive fusion protein P46459 0.95 1.13 1.05 1.05 0.09 19 26.7 | 1.8E-208
IPI00006504 | elF-2B GDP-GTP exchange factor subunit gamma | Q9NR50-1 0.77 0.92 0.82 0.84 0.07 7 18.8 3.12E-37
IPI00006552 | BTG1-binding factor 1 Q9ouUIVl 0.97 1.16 1.03 1.05 0.10 3 12.3 1.23E-27
IPI00006558 | Bax-interacting factor 1 Q9Y371-1 0.90 1.12 1.01 0.15 14 29.9 5.9E-115
IPI00006579 | Cytochrome c oxidase polypeptide IV P13073 0.90 0.89 1.03 0.94 0.08 5 25.4 | 1.98E-21
IPI00006586 | Epidermal Langerhans cell protein LCP1 094842 1.26 1.26 2 4.2 3.16E-12
IPI00006592 | Peptide methionine sulfoxide reductase QouJ68 1.08 1.08 2 14 1.25E-10
IPI00006606 | 28S ribosomal protein S13, mitochondrial Q9BYNS8 1.04 0.91 1.00 0.99 0.07 9 459 2.13E-81
IPI00006615 | Caseinolytic peptidase B protein homolog Q9HO078-1 0.84 1.04 0.94 0.14 6 12.4 | 7.99E-58
IPI00006657 | Protein FAM20B 075063 1.20 1.20 2 7.1 5.78E-05
IPI00006658 | Parvulin-14 Q9Y237-2 1.47 1.07 1.27 0.29 3 17.3 9.63E-97
IP100006663 | Aldehyde dehydrogenase, mitochondrial P05091 1.01 1.28 1.29 1.19 0.16 10 26.9 | 5.6E-144
IPI00006675 | ATP-binding cassette sub-family C member 4 015439-1 1.14 1.14 2 1.4 0.01485
IPI00006713 | Dnal homolog subfamily C member 3 Q13217 1.26 0.91 1.39 1.19 0.25 5 16.1 | 1.29E-40
IPI00006715 E;’r‘::)'li';tra”d'break repair protein rad21 060216 111 1.14 1.30 1.18 010 | 7 19 | 2.56-59
IPI00006723 ;?;2;?36825’ highly similar to WD repeat B4DQJ1 0.87 1.03 1.10 1.00 012 | 11 | 313 | 3.3E-156
IPI00006725 | 100 kDa U5 snRNP-specific protein Q9BUQS8 1.17 1.18 1.17 1.18 0.00 14 20.1 3.83E-34
IPI00006754 | DDB1- and CUL4-associated factor 7 P61962 0.88 0.62 0.99 0.83 0.19 2 9.4 8.02E-18
IPI00006800 | APG5-like Q9H1Y0-1 1.53 1.09 1.20 1.27 0.23 3 17.1 | 3.33E-59
IPI00006863 | Sperm-associated antigen 7 075391 1.25 1.26 1.47 1.33 0.12 5 24.2 | 4.8E-169
IPI00006865 | ER-Golgi SNARE of 24 kDa 075396 0.97 1.05 1.08 1.03 0.06 12 46 0
IPI00006900 | Charged amino acid-rich leucine zipper 1 Q9NQZ2 1.01 0.95 0.99 0.98 0.03 7 16.1 | 2.49E-62
IPI00006904 | Cell death regulator Aven QINQS1 1.10 0.91 1.01 0.14 3 14.6 | 2.01E-73
IPI00006907 | Probable fructose-2,6-bisphosphatase TIGAR Q9NQ88 0.77 1.10 1.02 0.96 0.17 9 38.5 | 1.9E-178
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IPI00006932 | Putative RNA-binding protein Luc7-like 2 Q9Y383-1 1.07 1.12 1.06 1.08 0.04 9 23.8 5.08E-50
IPI00006952 | Beta-lactamase-like protein 2 Q53H82 0.67 0.98 0.88 0.84 0.15 3 12.8 | 2.29E-21
IPI00006957 | Dehydrogenase/reductase SDR family member 7 | Q9Y394-1 0.94 1.13 1.15 1.07 0.12 4 21.5 | 3.03E-42
IPI00006970 | 28S ribosomal protein S2, mitochondrial Q9Y399 0.80 0.80 0.74 0.78 0.04 3 8.8 1.55E-05
IPI00006971 | Endosialin Q9HCUO-1 1.51 1.51 1 1.3 0.00408
IPI00006980 | UPF0568 protein C140rf166 Q9Y224 0.85 1.00 0.94 0.93 0.07 16 60.2 1.4E-207
IPI00006987 | ATP-dependent RNA helicase DDX24 Q9GZR7 0.76 1.13 0.99 0.96 0.19 9 19.6 6.9E-106
IPI00007001 | 39S ribosomal protein L11, mitochondrial Q9Y3B7 0.97 1.00 1.03 1.00 0.03 16 65.1 0
IPI00007004 | Ribosomal RNA-processing protein 15 Q9Y3B9 0.80 0.82 0.79 0.80 0.02 6 24.5 | 4.95E-64
IPI00007019 | Peptidyl-prolyl cis-trans isomerase-like 1 Q9Y3C6 0.98 1.07 1.09 1.05 0.06 6 37.3 | 7.71E-82
IPI00007021 | Mediator complex subunit 31 Q9Y3C7 0.96 0.96 1 13 3.8E-168
IPI00007024 | Protein FAM96B Q9Y3DO0 1.02 1.17 1.14 1.11 0.08 4 52.1 | 2.4E-102
IPI00007052 | FIS1 homolog Q9Y3D6 0.93 1.22 1.22 1.12 0.17 3 21.7 | 4.04E-70
IPI00007057 | 110 kDa protein Q9H1KO 1.25 1.25 2 2.9 7.62E-06
IPI00007058 | Coronin-1B Q9BR76 1.09 1.43 1.40 1.31 0.18 12 25.8 2.6E-101
IPI00007063 | Hepatoma-derived growth factor 2 Q9Y3E1l 1.41 1.10 1.25 0.22 4 17.2 | 2.31E-30
IPI00007074 | Tyrosyl--tRNA ligase P54577 0.83 0.89 0.84 0.85 0.03 34 58.1 | 9.7E-239
IPI00007088 | Anaphase-promoting complex subunit 10 Q9UM13 0.97 0.97 0.97 0.00 14.6 | 0.000851
IPI00007089 | Hairy cell leukemia protein 1 095478 0.79 1.01 0.99 0.93 0.12 4 16.5 1.8E-09
IPI00007102 | cDNA FLI76436 A8BK8F0 1.15 1.28 1.23 1.22 0.07 15 28.4 | 2.73E-69
IPI0O0007117 | Monocyte Arg-serpin P05120 0.86 0.71 0.81 0.79 0.07 6 20 5.2E-106
IPI00007118 | Endothelial plasminogen activator inhibitor P05121 0.41 0.36 0.46 0.41 0.05 9 28.1 | 4.08E-42
IPI00007123 | 90 kDa ribosomal protein S6 kinase 6 Q9UK32 0.77 0.77 2 35 0.00544
IPI00007144 | 60S ribosomal protein L26-like 1 QI9UNX3 1.11 1.23 1.04 1.12 0.10 14 53.8 9.16E-35
IPI00007146 | DNA replication complex GINS protein PSF2 Q9Y248 1.12 1.06 0.69 0.96 0.24 3 18.4 1.13E-19
IPI00007155 | ESCRT-I complex subunit VPS28 Q9UK41 1.04 1.04 8 40.3 | 8.5E-162
IPI00007166 'lmmEdiate early response 3-interacting protein | gy g 1.01 116 1.09 011 | 2 | 341 | 1E-115
IPI00007174 | N-acetyltransferase 5 P61599 1.00 1.04 0.98 1.01 0.03 3 20.8 | 3.58E-31
Ipioooo7175 | 80 ribosome subunit biogenesis protein NIP7 1 gy;57 4 0.78 0.78 2 | 106 | 0.000995

homolog
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IPI00007188 | Adenine nucleotide translocator 2 P05141 0.77 0.99 0.86 0.87 0.11 16 43.6 | 4.79E-90
IPI00007208 | DEAD box protein 41 Q9uUJV9 1.11 1.15 1.13 0.03 3 7.1 2.89E-07
IPI00007253 Protein TRS85 homolog Q9Y2L5-1 0.43 0.43 2 4 0.000343
IPI00007264 | Alpha-crystallin C chain QouJy1l 0.99 1.17 1.08 0.13 2 11.2 5.63E-05
IPI00007277 ;euc'”e'“h repeat flightless-interacting protein | ,qy¢g 4 1.70 1.14 1.06 1.30 035 | 5 9.3 | 1.65E-67
IPI00007283 DNA-directed RNA polymerase Il subunit D 015514 1.17 1.06 0.97 1.07 0.10 5 54.2 5.01E-72
IPI00007304 | Protein ariadne-2 homolog 095376 1.07 1.21 0.92 1.07 0.14 3 8.9 6.16E-79
IPI00007309 | Mitochondrial import inner membrane 014925 0.82 0.82 2 | 12 | 12E29
translocase subunit Tim23
IPI00007321 | CONA FLI60607, highly similar to Acyl-protein B4DIVY 0.83 1.00 0.96 0.93 009 | 5 | 262 | 1.62E-16
thioesterase 1 (EC 3.1.2.-)
IPI00007334 | /\POPtotic chromatin condensation inducer in Q9UKV3-1 1.28 1.35 1.32 005 | 14 | 141 | 5.6E-258
the nucleus
IPI00007346 | Peptidyl-prolyl cis-trans isomerase H 043447 0.98 1.19 1.14 1.10 0.11 47.5 | 6.43E-41
IPI00007401 Importin-8 015397 0.98 0.99 1.01 1.00 0.02 8 9.3 1.91E-53
IP100007402 Importin-7 095373 0.81 0.86 0.89 0.85 0.04 22 26.5 0
IPI00007404 | APG7-like 095352-1 1.00 0.84 1.00 0.95 0.09 4 9.4 1.31E-39
IPI00007423 | Acidic leucine-rich nuclear phosphoprotein 32 ;640 4 1.03 1.05 1.01 1.03 002 | 13 | 386 | 6.6E-251
family member B
Ipi00007426 | ADP-ribosylation factor-like protein 6- 075915 1.33 1.03 1.26 121 016 | 2 16 | 1.73£-43
interacting protein 5
IPI00007611 | ATP synthase subunit O, mitochondrial P48047 1.04 0.94 1.01 0.99 0.05 10 57.7 1E-140
IPI00007672 DNA repair protein XRCC4 Q13426-1 0.80 0.80 2 10.4 2.27E-17
IPI00007673 | Aging-associated gene 10 protein Q9Y6H1 1.14 0.94 0.92 1.00 0.12 4 33.8 5.3E-149
IPI00007675 | Cytoplasmic dynein 1 light intermediate chain 1 Q9Y6G9 1.08 1.12 0.97 1.06 0.07 16 42.8 | 1.6E-233
IPI00007676 | 17-beta-hydroxysteroid dehydrogenase 12 Q53GQo 0.81 1.05 111 0.99 0.16 8 28.2 | 4.4E-104
IP100007682 Vacuolar ATPase isoform VA68 P38606 1.12 1.19 1.13 1.15 0.04 17 36.3 0
IPI00007691 | Hematopoietic stem/progenitor cell protein 172 Q9Y296 0.95 1.07 1.22 1.08 0.13 7 32.4 | 9.08E-79
IPI00007694 | Protein phosphatase methylesterase 1 Q9Y570-1 0.56 1.00 0.91 0.82 0.23 12 38.9 | 4.8E-150
cDNA, FLJ95309, highly similar to Homo sapiens
IPI00007722 | adenosine monophosphate deaminase 2 B2RB47 1.13 1.04 0.94 1.04 0.09 10 12.8 | 1.25E-50
(isoform L)(AMPD2), mRNA
IPI00007729 Nucleolar protein 7 Q9U:ll\/IY1- 0.94 0.92 0.90 0.92 0.02 5 23 1.54E-68
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IPI00007752 | Tubulin beta-2 chain P68371 1.07 1.13 1.13 1.11 003 | 34 | 755 0
IPI00007755 | Ras-related protein Rab-21 Q9uL25 0.77 1.03 1.04 0.95 015 | 10 | 41.8 | 3.8E-181
IPI00007756 | Ras-related protein Rab-22A Q9UL26 1.13 1.20 1.23 1.18 005 | 5 | 289 | 6.66E-22
IPI00007765 | 75 kDa glucose-regulated protein P38646 0.90 0.84 0.89 0.87 0.03 40 52.7 0
IPI00007797 | Epidermal-type fatty acid-binding protein Q01469 0.79 1.00 0.92 0.90 0.11 12 65.9 | 2.6E-285
IPI00007811 | Cell division protein kinase 4 P11802 0.78 0.98 0.97 0.91 012 | 14 | 56.8 | 3.6E-120
IPI00007812 | Endomembrane proton pump 58 kDa subunit P21281 1.07 1.10 1.19 1.12 0.06 14 38.2 3E-176
IPI00007814 | Vacuolar proton pump subunit C 1 P21283 0.91 1.05 1.07 1.01 0.09 8 23.6 | 2.35E-58
IPI0000781g | Cle3vage and polyadenylation specificity factor | g ;e 0.88 1.06 0.94 0.96 009 | 6 | 107 | 5.54E-16
73 kDa subunit

IPI00007909 | PRA1 family protein 1 QouIl4 0.95 0.95 2 | 103 | 1.07E-44
IPI00007926 | c-Myc-responsive protein Rcl 043598 0.89 0.89 2 20.1 1.1E-26
IPI00007927 | Chromosome-associated protein E 095347-1 0.98 1.09 1.13 1.07 0.08 52 46.7 0
IPI00007928 | 220 kDa U5 snRNP-specific protein Q6P209 0.84 1.05 0.96 0.95 011 | 46 | 23.3 0
IPI00007935 | Enigma homolog Q96HC4 0.68 111 0.92 0.90 022 | 19 | 393 0
IPI00007940 ;E'F\':d:)ﬁ?:igmﬁ;shx :%”I‘D'Larr f?s?(;?ﬁs;pkli:: B2RDK6 0.95 1.22 1.17 1.11 014 | 11 | 33 | 176135
IPI00007941 | Cardiac lineage protein 1 094992 1.48 1.33 1.40 011 | 3 | 103 | 1.08E-64
IPI00007943 Q;miated molecule with the SH3 domain of 095630 0.84 0.84 2 6.6 | 0011023
IPI00007948 | DNA-directed RNA polymerase Il subunit C Q9BUI4 111 111 2 6.7 | 2.75E-12
IPI00007956 | Thioredoxin-binding protein 2 Q9H3M7 2.15 2.15 2 7.2 | 4.42E-09
IPI00008034 | Ras-related protein Rab-23 Q9ULC3 0.95 117 1.15 1.09 013 | 9 | 553 | 15E-116
IPI00008164 | Post-proline cleaving enzyme P48147 1.23 1.12 1.10 1.15 0.07 14 28.2 0
IPI00008167 ZZS;“;"/ potassium-dependent ATPase subunit | pe7q 1.07 1.10 1.06 1.07 002 | 8 | 305 | 4.04E-84
IPI00008207 f,ﬂggf;:z:a:f.;:tfgll;ma;r;ﬁy;s. dase Q9UKM7 0.88 0.88 2 6.4 | 7.95-07
IPI00008215 | Malic enzyme 1 P48163 0.87 1.33 1.26 1.16 025 | 7 | 166 | 6.12E-22
IPI00008219 | UV excision repair protein RAD23 homolog A P54725 1.30 1.00 1.05 1.12 016 | 5 | 245 | 3.76-123
IPI00008223 | UV excision repair protein RAD23 homolog B P54727 1.35 1.01 1.07 1.14 018 | 16 | 443 | 1.1E-177
IPI00008234 | NADH-cytochrome b5 reductase 2 Q6BCY4-1 1.43 1.04 1.20 1.22 020 | 6 | 264 | 1.65E-12
IPI00008240 | Methionine--tRNA ligase P56192 0.82 0.99 0.88 0.90 009 | 28 | 386 0
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IP100008247 | Anaphase-promoting complex subunit 5 Q9UJX4-1 0.77 0.77 1 2.4 1.44E-28
IPI00008248 | Anaphase promoting complex subunit 7 A5D8X2 0.72 0.97 0.98 0.89 0.15 3 7.2 2.22E-31
IPI00008274 | Adenylyl cyclase-associated protein 1 Q01518-1 1.04 1.07 1.08 1.06 0.02 32 62.5 0
IPI00008380 | Replication protein C P67775 0.86 1.14 0.96 0.99 0.14 16 58.3 0
IPI00008418 | Diablo homolog, mitochondrial QI9NR28-1 1.09 0.98 0.99 1.02 0.06 7 22.5 2.95E-60
IPI00008422 | ATP-dependent helicase 1 Q9H4L7-2 0.72 0.99 0.81 0.84 0.13 2 3.6 8.21E-39
IPI00008433 | 40S ribosomal protein S5 P46782 0.82 0.91 0.87 0.87 0.05 13 45.1 0
IPI00008437 | Probable ribosome biogenesis protein RLP24 Q9UHA3 0.80 0.80 3 22.1 | 7.58E-20
IPI00008438 | 40S ribosomal protein S10 P46783 0.89 0.88 0.88 0.88 0.01 16 61.8 | 2.2E-201
IPI00008454 | APOBEC1-binding protein 2 QouBs4 1.25 1.00 1.10 1.12 0.13 10 30.4 4E-268
IPI00008475 | HMG-CoA synthase Q01581 4.78 3.13 4.39 4.10 0.86 11 32.7 | 2.3E-157
IP100008485 | Citrate hydro-lyase P21399 1.11 1.34 1.35 1.27 0.14 23 31.6 0
IPI00008524 | Polyadenylate-binding protein 1 P11940-1 0.84 0.90 0.89 0.88 0.03 35 57.9 0
IPI00008527 | 60S acidic ribosomal protein P1 P05386 0.97 0.75 0.82 0.85 0.11 2 51.8 1.7E-102
IPI00008529 | 60S acidic ribosomal protein P2 P05387 0.96 0.84 0.82 0.87 0.07 10 80.9 0
IPI00008530 | 60S acidic ribosomal protein PO P05388 0.83 0.86 0.88 0.86 0.02 14 51.4 | 3.3E-233
IPI00008531 | Protein COREST Q9UKLO 1.09 1.09 2 5.8 7.51E-32
IPI00008536 | Glioma-amplified sequence 41 095619 0.96 0.96 2 9.7 3.9E-09
IPI00008542 | F-box only protein 28 QINVF7 0.96 0.96 2 6.5 3.91E-29
IPI00008552 | Glutaredoxin-3 076003 0.89 0.96 0.91 0.92 0.04 7 26.9 | 3.12E-39
IPI00008557 | Coding region determinant-binding protein QINZI8 0.99 1.00 1.01 1.00 0.01 16 35.4 0
IPI00008569 | Synaptobrevin homolog YKT6 015498 0.96 1.14 1.11 1.07 0.09 7 38.9 1.31E-72
IPI00008575 | GAP-associated tyrosine phosphoprotein p62 Q07666-1 1.10 1.08 1.11 1.10 0.02 10 28.4 | 4.1E-119
IPI0000859g | > Peta-hydroxysteroid-delta(8) delta(7)- Q15125 1.36 1.36 2 96 | 5.71E-23
isomerase

IPI00008613 | Interferon-induced 35 kDa protein P80217-1 1.35 1.32 1.35 1.34 0.02 5 21.9 1.09E-17
IPI0O0008708 | CATX-11 076021 0.87 0.87 0.86 0.87 0.01 28 50.8 0
IPI00008711 | Wolframin 076024 0.68 0.68 2 3.1 4.46E-07
IPI00008726 | Iron regulatory protein 2 P48200 1.38 1.38 3 3.6 1.69E-10
Ipioooog72g | ATP-dependent Clp protease ATP-binding 076031 1.04 0.91 0.98 009 | 9 | 155 | 5.44E-40

subunit clpX-like, mitochondrial
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IPI00008750 | Metallothionein-0 P80294 0.67 0.65 0.66 001 | 2 | 32.8 | 4.21E-16
IPI00008752 | Metallothionein-1G P13640-1 0.62 0.61 0.62 000 | 3 | 339 | 143E-24
IPI00008770 | Glutathione S-transferase Mu 4 Q03013-1 118 1.01 1.10 012 | 12 | 495 | 15E-187
IPI00008791 z:gf:iﬁ"z&’é‘;”“c ron-sulfur protein assembly | ¢, 0.88 1.21 1.05 1.05 017 | 3 15 | 6.58E-75
IPI00008800 | Myc-associated zinc finger protein P56270 1.03 0.77 0.93 0.91 0.13 2 6.8 1.14E-25
IPI00008833 | Jumping translocation breakpoint protein 076095 1.11 1.11 1 8.9 0.010297
IPI00008868 | MAP1 light chain LC1 P46821 0.96 1.09 117 1.08 011 | 33 23 0
IPI00008918 | Epithelial protein lost in neoplasm Q9UHB6-1 0.94 1.10 1.07 1.04 0.09 24 42.4 0
IPI00008943 | ATP-dependent RNA helicase DDX19B QQUQARZ_ 1.50 1.41 1.46 0.06 9 18.4 | 1.8E-109
IPI00008961 | | clomeric repeat-binding factor 2-interacting QINYBO 1.28 1.23 1.25 003 | 2 | 11.8 | 1.85E-64
protein 1
IPI00008964 | Ras-related protein Rab-1B Q9HOU4 1.01 1.12 121 111 010 | 15 | 75.1 | 8.2E-269
IPIO0008965 | Activator protein 1 P05412 0.90 1.06 0.98 011 | 4 | 154 | 1.06E-79
IPI00008982 | Aldehyde dehydrogenase family 18 member A1 | P54886-1 0.84 0.98 0.95 0.92 007 | 24 | 361 | 1.8E-166
IPI00008991 | Down-regulator of transcription 1 Q01658 1.06 1.17 1.04 1.09 0.07 4 17.6 2.49E-09
IPI00008998 | Butyrate-induced protein 1 Q9P035 1.20 0.71 0.96 0.35 5.8 3.29E-10
IPI00009009 | Protein CWC15 homolog Q9P013 1.25 1.03 1.01 1.10 013 | 6 | 284 | 1.43E-85
IPI00009010 | TRM112-like protein Q9UI30 0.75 1.02 1.00 0.92 015 | 5 | 49.6 | 7.99E-85
IPI00009032 | La autoantigen P05455 1.06 1.05 1.07 1.06 001 | 31 | 56.1 0
IPI00009057 | GAP SH3 domain-binding protein 2 Q9UNS86-1 1.03 1.01 112 1.05 006 | 11 | 282 | 8.8E-156
IPI00009070 | ERFS Q9Y450-1 1.22 0.80 0.93 0.98 021 | 8 | 184 | 8.8E-119
IPI00009104 ifotgii TATA box-binding protein-interacting Q9Y230 0.92 0.94 0.95 0.94 001 | 25 | 564 0
IPI00009111 | 5T4 oncofetal antigen Q13641 1.70 1.65 1.89 1.75 012 | 4 14 | 47182
IPI00009123 | DNA-binding protein NEFA P80303-1 1.20 1.04 1.10 111 008 | 5 | 155 | 6.3E-119
IPI00009137 | C'€3vage and polyadenylation specificity factor | yqc 050 4 114 0.96 1.05 012 | 5 | 219 | 5.35E-72
30 kDa subunit

IPI00009146 | Protein FLN29 014545 1.24 0.89 1.06 025 | 3 5.8 | 2.32E-49
IPI00009148 5;213?32:? >,5-P1,P6-hexaphosphate 095989 1.11 0.99 1.20 1.10 010 | 4 | 233 | 2.9329
IPI00009210 | Dual specificity protein phosphatase 12 Q9UNI6 0.85 1.19 0.99 1.01 0.17 4 13.8 3.9E-14
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IPI00009225 | Syntaxin-8 Q9UNKO 1.09 1.08 1.08 1.09 0.01 6 39 1.7E-136
IPI00009236 | Caveolin-1 Q03135-1 1.26 1.04 1.41 1.24 0.19 7 44.9 | 1.3E-103
IPI00009253 | Alpha-soluble NSF attachment protein P54920 0.87 1.16 1.14 1.06 0.16 16 64.4 | 5.4E-234
IPI00009274 | Coatomer subunit zeta-2 Q9P299 1.09 1.09 1 9 7.5E-204
IPI00009276 | Activated protein C receptor QI9UNNS8 0.73 1.01 0.87 0.20 2 9.5 7.48E-54
IPI00009286 | ALL-1 Q03164-1 1.40 0.95 0.51 0.95 0.44 2 1.1 3.18E-22
IPI00009301 | COP9 signalosome complex subunit 7b Q9H9Q2-1 1.08 1.05 1.10 1.08 0.02 5 20.5 | 1.5E-100
IPI00009305 | Glucosamine-6-phosphate deaminase 1 P46926 1.07 1.26 1.24 1.19 0.11 7 23.5 2.26E-85
IPI00009315 | Acyl-CoA-binding domain-containing protein 3 Q9H3P7 0.98 1.03 0.99 1.00 0.03 9 29.4 1E-283
IPI00009316 | Cyclophilin E Q9UNP9-1 1.16 1.16 5 19.6 | 4.95E-18
IPI00009328 | ATP-dependent RNA helicase DDX48 P38919 1.06 1.11 1.17 1.11 0.05 21 38.4 | 8.8E-173
IPI00009329 | Dystrophin-related protein 1 P46939 0.99 1.15 1.15 1.10 0.09 24 11.4 | 7.9E-264
IPI00009335 | Brain protein 16 Q9BTY7 0.73 0.73 0.70 0.72 0.02 6 19.5 | 8.72E-21
IPI00009342 | p195 P46940 1.08 1.18 1.26 1.17 0.09 48 37.9 0
IPI00009365 | CYtochrome c oxidase assembly protein COX16 | qpnc, 0.77 0.63 0.70 009 | 1 | 132 | 2.026-16
homolog, mitochondrial
IPI00009368 | Sideroflexin-1 Q9H9B4 0.81 0.86 0.92 0.86 0.06 8 30.4 | 1.25E-86
IPI00009373 | Chromatin modification-related protein MEAF6 Q9HAF1-3 1.18 1.18 1 6.5 0.004385
IPI00009374 | GSK3-beta interaction protein Q9POR6 0.93 0.93 2 15.1 1.16E-08
IPI00009407 | Defender against cell death 1 P61803 0.81 0.99 1.02 0.94 0.11 3 26.5 6.28E-28
IPI00009456 | 5-nucleotidase P21589 0.80 1.49 1.25 1.18 0.35 7 16 7.97E-76
IPI00009464 | Autoantigen PM/Scl 2 Q01780-1 0.86 1.32 1.05 1.08 0.23 15 234 | 6.9E-174
IPI00009471 | WD repeat-containing protein 3 Q9UNX4 0.85 0.97 0.86 0.89 0.07 8 14.6 | 5.12E-41
IPI00009480 | COP9 homolog Q99627 1.00 0.99 1.03 1.01 0.02 5 349 | 3.2E-188
IPI00009505 ignﬁngg;:r; phin-associated protein ALbasic | 13455 4 0.80 1.42 111 044 | 3 | 96 | 9.07E-19
IPI00009542 | 11B6 Q9UNF1-1 0.99 1.61 1.38 1.32 0.32 18 36 0
IPI00009607 | Ras-related protein Rap-2c Q9Y3L5 1.09 1.12 1.01 1.07 0.06 5 34.4 | 1.76E-40
IPI00009634 | Sulfide:quinone oxidoreductase, mitochondrial QI9Y6N5 1.74 1.74 2 7.8 0.002489
IPI00009659 | <ol cvele-related and expression-elevated QINQGS5 1.03 1.10 111 1.08 004 | 12 | 448 0
protein in tumor
IPI00009668 | Centromere protein H Q9H3R5 1.06 1.00 1.03 0.04 2 14.2 | 1.27E-88

20




IPI00009680 | 39S ribosomal protein L44, mitochondrial Q9H9J2 0.92 0.99 1.04 0.98 0.06 8 26.2 | 3.6E-121
IPI00009688 ;S::Sphat'dy"”°S't°"5'ph°5phate Akinase 2| b ea26 1.10 0.84 0.97 018 | 3 7.4 | 7.99E-30
IP100009700 Rab-like protein 5 Q9H7X7-1 1.01 1.01 2 13.5 0.008085
IPI00009726 | Nicotinamide mononucleotide Q9HAN9 1.44 1.44 4 | 161 | 3.91E-07
adenylyltransferase 1
IP100009737 Ras-related GTP-binding protein D Q9NQL2-1 1.46 1.46 2 5.2 0.007831
IP100009747 Lanosterol cyclase P48449 1.69 1.66 1.63 1.66 0.03 16 27.2 5.9E-100
IPI00009771 Lamin-B2 Q03252 1.27 1.05 1.12 1.14 0.11 43 62.7 0
IPI00009790 | 6-phosphofructokinase type C Q01813 0.87 1.04 0.98 0.96 0.09 25 36.1 0
IPI00009803 | CD49 antigen-like family member D P13612 1.05 1.18 1.02 1.08 0.08 2 1.7 7.12E-05
2W1-
IPI00009805 | Homologous-pairing protein 2 homolog Q9P1W 1.01 1.28 1.15 0.20 2 13.8 | 2.37E-53
IPI00009822 | Signal recognition particle 54 kDa protein P61011 0.92 1.11 0.97 1.00 0.09 14 35.7 0
cDNA FLJ31747 fis, clone NT2R12007377, highly
IPI00009841 similar to RNA-BINDING PROTEIN EWS Q96MX4 1.33 0.99 0.99 1.10 0.20 5 10.9 7E-189
IP100009885 19 kDa FK506-binding protein QS9NYL4 0.93 1.00 1.08 1.00 0.07 14.4 2.83E-62
IP100009896 Epoxide hydratase P07099 1.18 1.37 1.34 1.30 0.10 4 15.6 2.96E-35
IP100009901 Nuclear transport factor 2 P61970 0.90 1.12 1.10 1.04 0.12 5 56.7 1.74E-61
IPI00009904 | Endoplasmic reticulum resident protein 70 P13667 1.10 1.09 1.22 1.14 0.07 35 51.9 1.1E-293
IPI00009906 | A\RM protein lostin epithelial cancers on QoUH62 0.99 1.23 1.40 1.21 020 | 6 | 195 | 2.86E-86
chromosome X 3
IPI0000990g | A\RM protein lostin epithelial cancers on Q9p291 131 1.24 127 005 | 2 7.9 | 3.22E-15
chromosome X 1
IPI0000g922 | SRA stem-loop-interacting RNA-binding protein, | g/ 0.80 0.81 0.80 0.80 000 | 8 | 688 | 2E75
mitochondrial
IPI00009923 | "rocollagen-proline,2-oxoglutarate-4- P13674-1 135 1.08 1.21 019 | 20 | 414 | 9.4E-298
dioxygenase subunit alpha-1
IPI00009943 | Tumor protein, translationally-controlled 1 Q5WO0H4 0.72 0.75 0.76 0.74 0.02 11 70.7 | 1.3E-130
IPI00009946 | Mitochondrial import receptor subunit TOM34 Q15785 0.82 1.04 0.89 0.92 0.11 13 58.3 0
IPI00009949 | Proteasome inhibitor PI31 subunit Q92530 1.00 1.08 0.94 1.01 0.07 6 38 1.35E-46
IPI00009950 | Glycoprotein GP36b Q12907 1.01 1.26 1.44 1.24 0.22 5 12.9 8.5E-18
IPI00009958 | COP9 signalosome complex subunit 5 Q92905 0.96 1.11 1.11 1.06 0.09 8 26.3 2.76E-66
IPI00009960 | Cell proliferation-inducing gene 4/52 protein Q16891-1 0.93 0.96 1.00 0.97 0.03 29 40.4 0
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IPI00009976 | Interleukin-1 receptor-like 1 ligand Q13445 1.20 1.08 1.24 1.17 0.09 4 22 2.05E-35
IPI00010080 | Oxidative stress-responsive 1 protein 095747 1.09 1.24 1.19 1.17 0.07 11 25.8 2.2E-190
IPI00010090 | Gamma-ECS regulatory subunit P48507 0.76 1.05 0.95 0.92 0.15 6 28.8 | 9.5E-127
IPI00010105 | B(2)GCN homolog P56537 0.88 1.07 0.96 0.97 0.10 8 50.6 | 1.2E-229
IPI00010130 | Glutamate decarboxylase P15104 0.54 0.91 0.63 0.70 0.19 3 12.9 | 6.32E-65
IPI00010133 | Coronin-1A P31146 1.76 1.35 0.92 1.34 0.42 7 21 7.66E-35
IPI00010136 | C-terminal-binding protein 2 P56545-2 0.88 1.04 1.07 0.99 0.10 8 7.4 1.55E-12
IPI00010141 | Arsenic-transactivated protein QI9NRF9 1.03 1.10 1.07 0.05 7 49 5.95E-80
IPI00010153 | 60S ribosomal protein L17 P62829 0.96 0.95 0.83 0.91 0.07 7 52.1 | 9.4E-181
IPI00010154 | Guanosine diphosphate dissociation inhibitor 1 P31150 0.94 1.09 1.10 1.04 0.09 16 43.2 | 3.2E-249
IPI00010157 | Methionine adenosyltransferase 2 P31153 0.83 0.92 0.90 0.88 0.05 16 38.5 1.2E-141
IPI00010158 | Chromatin accessibility complex 15 kDa protein QI9NRGO 1.09 1.18 1.14 0.06 2 19.8 | 6.81E-46
IPI00010190 | 2,4-dienoyl-CoA reductase 2 Q9NUI1-1 0.90 1.48 1.00 1.13 0.31 2 9.2 9.52E-05
IPI00010201 ;?g‘t’:a?;';?i; '_";ﬂ;’i’:’;glz’;issubunit o BADX18 0.89 1.03 1.02 0.98 008 | 9 | 283 | 240
IP100010204 | Pre-mRNA-splicing factor SRP20 P84103 1.10 1.00 0.94 1.02 0.08 13 49.4 | 9.5E-203
IPI00010207 | Ubiquitin-fold modifier 1 P61960 0.84 1.01 0.98 0.94 0.09 2 27.1 | 2.14E-10
IP100010219 | Kinetochore protein Spc25 Q9HBM1 1.23 1.24 1.23 1.23 0.00 7 39.7 1.5E-153
IPI00010232 | Peroxin-3 P56589 1.08 0.63 0.85 0.32 2 7.5 0.00472
IP100010244 | 28S ribosomal protein S11, mitochondrial P82912-1 0.74 0.96 0.85 0.16 4 22.2 2.49E-74
IPI00010252 | E3 ubiquitin-protein ligase TRIM33 Q9UPNS-1 1.43 1.09 0.97 1.16 0.24 4 3.3 1.21E-17
IPI00010270 | GX P15153 0.91 1.10 1.05 1.02 0.10 10 54.7 8E-137
IPI00010278 | 28S ribosomal protein S30, mitochondrial Q9NP92 1.04 0.93 0.93 0.97 0.06 3 14.6 | 1.8E-102
IPI00010320 | Chromobox protein homolog 1 P83916 1.19 1.19 12 45.9 0
IPI00010346 | Angiotensin-binding protein Q9BYT8 0.77 0.98 0.97 0.91 0.12 8 14.8 | 4.02E-51
IPI00010348 | Acid DNase 000115 1.07 1.07 2 53 3.39E-05
IPI00010349 | Aging-associated gene 5 protein 000116 0.80 0.92 0.97 0.90 0.09 15 30.1 6.1E-265
IPI00010388 | Centromere protein B P07199 1.39 1.38 1.38 0.01 2 4 3.43E-10
IPI00010400 ;LZZZ;T;:SQQirggzig;:g'bi”hOSphate Q01970 111 1.14 0.91 1.05 012 | 9 | 11.8 | 18E-232
IPI00010402 | Putative uncharacterized protein Q862722 1.02 1.17 1.13 1.11 0.08 6 18.1 7.2E-114
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IPI00010404 | Pre-mRNA-splicing factor SF3b 10 kDa subunit Q9BWI5 1.09 0.96 0.93 0.99 0.08 3 45.3 | 4.53E-52
IPI00010414 | C-terminal LIM domain protein 1 000151 1.07 0.99 0.97 1.01 0.05 17 64.4 | 1.5E-217
IPI00010415 | Acyl-CoA thioesterase 7 000154-1 0.99 1.05 0.99 1.01 0.03 16 40.5 0
IPI00010427 | Transmembrane protein 93 Q9BV81 0.91 0.93 0.92 0.02 2 20 0.000113
IPI00010428 | Cell division cycle-associated protein 3 Q99618 1.36 1.36 3 23.9 | 6.63E-79
IPI00010438 | Synaptosomal-associated protein 23 000161-1 1.29 1.17 1.10 1.19 0.10 11 65.9 0
IPI00010460 | Aryl-hydrocarbon receptor interacting protein A3RDR9 1.31 1.31 1 26.5 | 7.99E-33
IPI00010463 | GTP-binding protein 1 000178 0.95 1.10 1.17 1.07 0.11 4 12.7 2.68E-26
IPI00010544 | Protein incorporated later into tight junctions Q5JTDO-1 1.02 1.02 2 4.7 0.002778
IPI00010586 | Androgen receptor coactivator 160 kDa protein P82094-2 0.97 1.15 1.10 1.07 0.09 3 4 5.63E-24
IPI00010676 | Monocyte activation antigen Mo3 Q03405-1 0.48 0.48 0.50 0.49 0.01 4 18.2 4.2E-14
IPI00010700 | HLA-B-associated transcript 2 P48634-1 1.52 0.89 0.82 1.08 0.38 11 9.6 1.26E-80
IPI00010706 | Glutathione synthase P48637 1.07 1.19 1.09 1.12 0.06 11 27.6 | 4.8E-132
IPI00010717 | Mevalonate kinase Q03426 2.04 2.04 2 10.4 5.1E-15
IPI00010720 | CCT-epsilon P48643 0.86 0.98 0.95 0.93 0.06 32 58.2 1.5E-288
IPI00010740 | 100 kDa DNA-pairing protein P23246-1 1.09 0.92 0.92 0.98 0.10 33 40.6 0
IPI00010779 | TM30p1l P67936-1 1.00 0.96 1.00 0.98 0.02 42 86.3 0
IPI00010796 | Cellular thyroid hormone-binding protein P07237 1.22 1.06 1.15 1.15 0.08 38 70.3 0
IPI00010800 | Nestin P48681 1.38 0.92 1.26 1.19 0.24 3 2 0.000653
IPI00010810 2i°;£ﬁ2:;?gﬁfer flavoprotein subunit alpha, P13804 0.89 1.01 1.05 0.99 008 | 12 | 483 | 2.8E-215
IPI00010833 | Transcription factor ZBP-89 Q9UQR1 1.38 0.76 1.07 0.44 2 4.7 2.43E-54
IP100010845 | Complex I-23kD 000217 1.03 0.97 1.03 1.01 0.04 4 17.6 | 4.6E-147
IPI00010860 gss proteasome non-ATPase regulatory subunit | 553 1.12 1.00 1.05 1.06 006 | 11 | 507 | 6.4E-161
IPI00010863 | Copper transport protein ATOX1 000244 1.15 1.07 1.11 0.06 4 45.6 9.83E-08
IPI00010882 | DNA fragmentation factor 45 kDa subunit 000273-1 0.90 0.89 0.89 0.01 7 26.6 | 2.32E-90
IPI00010896 | Chloride channel ABP 000299 0.96 1.10 1.07 1.04 0.07 17 77.2 0
IPI00010948 | Acid finger protein Q12899 1.09 1.33 1.15 1.19 0.12 3 9.1 8.87E-24
IPI00011069 | Uracil-DNA glycosylase P13051-1 1.01 0.95 0.98 0.04 2 17.3 | 5.42E-23
IPI00011102 | Casein kinase | isoform delta P48730-1 1.51 1.13 1.32 0.27 3 9.4 9.37E-13
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IP100011107 ICD-M P48735 0.82 1.34 1.40 1.19 0.32 10 27 9.4E-31
IPI00011115 | Basic transcription element-binding protein 4 Q9BXK1 0.83 0.87 0.92 0.87 0.04 3 21.4 | 49E-181
IPI00011118 | Putative uncharacterized protein RRM2 CcaJxc1 1.13 1.66 1.47 1.42 0.27 12 30.3 | 5.8E-141
IPI00011126 | 26S protease regulatory subunit 4 P62191 1.00 1.01 1.05 1.02 0.03 23 48.4 0
IPI00011200 | D-3-phosphoglycerate dehydrogenase 043175 0.93 1.07 1.12 1.04 0.10 18 45.8 0
IP100011201 Malic enzyme 2 P23368 0.83 0.94 0.92 0.90 0.06 10 27.1 3.56E-84
IP100011209 BTB/POZ domain-containing protein KCTD10 Q9H3F6-1 0.69 1.40 1.05 0.50 2 6.5 4.09E-05
IPI00011217 | Complex I-18 kDa 043181 1.08 1.08 2 14.9 1.83E-08
IPI00011229 | Cathepsin D P07339 0.91 0.94 1.07 0.97 0.09 11 325 7E-158
IPI00011250 t’sb'q”'t'” carboxyl-terminal hydrolase isozyme P15374 0.93 0.96 0.96 0.95 001 | 8 | 509 | 5E-172
IPI00011253 | 40S ribosomal protein S3 P23396 0.82 0.85 0.85 0.84 0.02 22 77.8 | 8.2E-303
IPI00011268 | Autoantigen p542 Q9U1KM9- 1.16 1.09 1.12 1.12 0.04 19 58 5E-208
IPI00011274 | AU-rich element RNA-binding factor 014979-1 1.08 0.93 0.96 0.99 0.08 12 26.7 4.1E-176
Ipl00011276 | 2-OXOisovalerate dehydrogenase subunit beta, P21953 0.88 1.26 1.07 027 | 2 | 82 | 2.68E-27
mitochondrial
IPI00011284 | Catechol O-methyltransferase P21964-1 0.98 1.13 1.09 1.07 0.08 6 25.5 | 5.91E-64
IPI00011285 | Calcium-activated neutral proteinase 1 P07384 1.14 1.32 1.24 1.23 0.09 22 36.4 3.3E-183
IP100011302 1F5 antigen P13987 1.11 1.00 1.08 1.07 0.06 6 28.1 6E-121
IPi00011307 | Difunctional methylenetetrahydrofolate P13995 0.68 0.68 0.75 0.71 004 | 6 | 243 | 3.15E-81
dehydrogenase/cyclohydrolase, mitochondrial
Iploo011416 | DeIt3(3,5)-Delta(2,4)-dienoyl-CoA isomerase, Q13011 0.95 1.10 1.12 1.06 010 | 9 | 332 | 7.6E-122
mitochondrial
IP100011454 | Alpha-glucosidase 2 Q14697-2 1.10 1.06 1.13 1.10 0.04 47 52.9 0
IPI00011461 | Cell cycle autoantigen SG2NA Q13033-1 1.01 1.01 3 3.9 3.95E-12
IPI00011488 | Mammalian STE20-like protein kinase 1 Q13043-1 0.80 0.94 0.86 0.87 0.07 5 13.8 | 2.35E-40
IPI00011511 | Cat eye syndrome critical region protein 5 QQB)1(W7- 1.30 0.80 0.83 0.97 0.28 7 20.3 3.97E-37
IPI00011528 | CF-1 50 kDa subunit Q05048 0.81 1.08 3.24 1.71 1.33 4 10.2 2.5E-22
IPI00011590 | Fos-related antigen 1 P15407 0.87 0.80 0.83 0.05 114 5.36E-08
IPI00011592 | Cytoplasmic dynein 1 light intermediate chain 2 043237 0.95 1.29 0.99 1.08 0.18 6 15.9 | 4.73E-96
IPI00011603 | 255 Proteasome non-ATPase regulatory subunit | ()4, ,, 1.10 0.95 1.02 1.02 007 | 26 | 487 0
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Glycine cleavage system H protein,

IPI00011604 mitochondrial P23434 1.02 0.94 0.98 0.06 1 5.8 0.000149
IPI00011609 | E6AP ubiquitin-protein ligase Q05086-1 0.79 1.02 0.93 0.91 0.12 5 6.7 3E-103
IPi00011619 | - Phosphoadenosine-5-phosphosulfate 043252 1.04 1.26 1.18 1.16 011 | 12 | 239 | 6.4E-144
synthase
IPI00011631 | Centromere/kinetochore protein zw10 homolog 043264 0.91 0.96 0.89 0.92 0.04 10 18.9 | 8.3E-172
IPI00011675 | Lysp100b P23497-1 0.94 1.22 1.08 0.20 6 53 1.29E-10
IPI00011676 | Neural Wiskott-Aldrich syndrome protein 000401 2.09 1.24 1.67 0.60 4 18 7.67E-59
IPI00011689 ngi’;:;f::::c"t‘i: ';nlfneazee”de”t eukaryotic 000418 0.93 0.93 2 | 41 | 0000112
IPI00011698 | 18 kDa Sin3-associated polypeptide 000422 1.11 1.17 1.22 1.17 0.06 6 27.9 2.5E-156
IPI00011702 | Uncharacterized protein KIAA0406 043156 0.88 1.14 1.09 1.04 0.14 3 5.1 1.48E-17
IPI00011736 ::gjﬁ:lagz‘;'inosnol 3-kinase 85 kDaregulatory | 459 1.97 1.32 1.28 1.52 039 | 4 | 117 | 1.34E-25
IPI00011770 | Complex I-MLRQ 000483 0.75 0.98 1.03 0.92 0.15 37 1.2E-14
IPI00011857 | Chromatin assembly factor 1 subunit B Q13112 1.00 1.23 1.19 1.14 0.12 8 22.2 | 2.17E-70
IPI00011876 :ES: dzl;:i?;?p:(l)gst:rr()srl;:::g (tE’CSZ";e;hZ‘/;)S BADUCS 0.91 1.13 1.09 1.04 011 | 15 | 54 0
IPI00011898 | elF-2B GDP-GTP exchange factor subunit epsilon Q13144 0.81 1.03 1.01 0.95 0.12 6 10.3 1E-49
IPI00011913 | Heterogeneous nuclear ribonucleoprotein AO Q13151 1.09 1.06 1.14 1.10 0.04 11 42 1.2E-216
IPI00011919 | FAS-associated death domain protein Q13158 1.10 1.02 1.06 0.05 4 23.6 | 3.73E-82
IPI00011937 | Antioxidant enzyme AOE372 Q13162 1.04 1.06 1.05 1.05 0.01 14 65.3 4.8E-190
IPI00011970 | 17-beta-hydroxysteroid dehydrogenase 7 P56937-1 1.25 1.25 2 6.2 0.000657
IPI00011996 | Uba6-specific E2 conjugating enzyme 1 Q9H832-1 0.99 1.12 1.25 1.12 0.13 5 13.8 | 2.09E-58
IPI00012007 | Adenosylhomocysteinase P23526 0.88 1.03 0.99 0.97 0.08 20 40 9.1E-201
IPI00012011 | 18 kDa phosphoprotein P23528 0.98 1.20 1.17 1.12 0.12 25 85.5 0
cDNA FLJ77432, highly similar to Homo sapiens
IPI00012066 | poly(rC) binding protein 2 (PCBP2), transcript ABK7X6 0.98 1.14 1.11 1.07 0.08 15 52.5 0
variant 2, mRNA
IPI00012069 | Azoreductase P15559 0.81 1.66 1.99 1.49 0.61 9 25.9 | 8.18E-82
IPI00012074 | Heterogeneous nuclear ribonucleoprotein R 043390-1 1.09 1.04 1.10 1.08 0.03 27 44.5 0
IPI00012079 | Eukaryotic translation initiation factor 4B P23588 1.10 0.86 0.85 0.94 0.15 19 32.8 | 6.6E-294
IPI00012149 | M phase phosphoprotein 10 000566 1.15 0.89 0.90 0.98 0.14 10 22.5 | 1.5E-106
IPI00012197 | dCTP pyrophosphatase 1 Q9H773 1.04 0.89 0.87 0.93 0.09 7 47.6 | 5.1E-115
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IPI00012198 | Uncharacterized protein Clorf50 Q9BV19 0.90 0.90 1 8 1.84E-42
IPI00012199 | Coiled-coil domain-containing protein 86 Q9H6F5 0.87 0.69 0.67 0.74 0.11 5 20.6 | 2.01E-17
IPI00012202 | Androgen receptor cofactor p44 Q9BQA1 0.78 1.01 0.81 0.87 0.13 7 22.5 4.8E-126
IPI00012215 | UPF0184 protein C9orfl6 Q9BUW?7 0.47 0.47 2 30.1 | 3.68E-06
IPI00012268 265 proteasome non-ATPase regulatory subunit |, 3, 0.81 0.94 0.91 0.89 007 | 37 | 477 0

IPI00012315 | DR-nm23 Q13232 1.19 1.24 1.21 0.03 2 16 6.57E-59
IPI00012340 | Pre-mRNA-splicing factor SRp30C Q13242 0.91 0.93 0.92 0.92 0.01 16 61.1 4.8E-99
IPI00012341 | Delayed-early protein HRS Q13243-1 1.23 1.06 1.13 1.14 0.08 7 25.4 3.7E-71
IP100012345 | Pre-mRNA-splicing factor SRP55 Q13247-1 1.10 0.99 1.02 1.04 0.06 13 33.4 5.95E-65
IPI00012347 ﬁ:g‘iﬂ%’;&fﬁr d";’:qz:E;‘crg:aet:;ht;epﬁfszaa:d QINR99 0.84 0.84 1 | 07 | 001653
IPI00012369 | Mitotic arrest deficient 2-like protein 1 Q13257 0.92 1.04 1.06 1.01 0.07 8 32.2 | 4.88E-91
IPI00012382 | U1 small nuclear ribonucleoprotein A P09012 1.22 1.06 1.07 1.12 0.09 7 29.4 | 6.58E-76
IPI00012426 | Retinoid-inducible serine carboxypeptidase Q9HB40-1 0.82 0.79 0.77 0.80 0.02 3 7.1 3.7E-09
IP100012440 | Alpha-L-fucoside fucohydrolase 2 Q9BTY2 1.21 1.21 2 6.9 4.95E-18
IPI00012442 | ATP-dependent DNA helicase VIII Q13283 1.03 0.85 0.90 0.92 0.09 19 53.4 0

IPI00012443 ﬁicr:(;i;:t;:?t):i‘:t growth factor intracellular- 043427-1 071 1.09 0.90 027 | 3 | 107 | 1.34E-06
IPI00012451 | uanifie nucleotide-binding protein subunt QIHAVO 1.16 1.49 129 131 | 016 | 8 | 265 | 2.86E-61
IPI00012462 | Putative uncharacterized protein EIF2A C9JWR7 0.86 1.00 0.93 0.10 17 42 1.4E-173
IPI00012490 | Matrix-remodeling-associated protein 1 P23634-1 1.19 1.04 1.09 1.11 0.08 18 17.4 3.6E-242
IPI00012497 | Beta-adrenergic receptor kinase 1 P25098 1.38 1.14 1.26 0.17 4 6.7 2.41E-36
IPI00012512 | Ras-like protein TC21 P62070 1.19 1.03 1.10 1.11 0.08 12 47.1 9.9E-264
IPI00012535 | Dnal homolog subfamily A member 1 P31689 0.67 0.91 0.80 0.79 0.12 20 63.5 3.5E-271
IPI00012545 | TGN38 homolog 043493-1 0.98 0.96 0.97 0.02 6 16.2 | 8.49E-78
IPI00012578 | Importin alpha Q1 000629 0.86 1.03 1.10 0.99 0.12 7 21.9 | 4.9E-252
IPI00012585 | Beta-hexosaminidase subunit beta P07686 1.07 0.99 1.08 1.05 0.05 16 29.7 | 1.9E-102
IPI00012645 | Beta-lIl spectrin 015020-1 1.18 1.18 8 33 4.74E-18
IPI00012669 | Protein SMG9 Q9H2W8- 0.90 1.04 1.01 0.99 0.07 4 15.4 | 9.83E-68
IPI00012728 | Acyl-CoA synthetase 1 P33121-1 1.12 0.91 1.03 1.02 0.10 3 7.4 3.68E-08
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IPI00012750 | 40S ribosomal protein S25 P62851 0.90 0.90 0.89 0.90 0.00 12 49.6 1.2E-156
IPI00012756 L:t‘:;‘:;”;’:;:i‘:jceefe';'::sgWith Q13325 0.85 0.79 1.06 0.90 014 | 5 11 | 1.53E-59
IPI00012772 | 60S ribosomal protein L8 P62917 0.86 0.88 0.89 0.87 0.01 16 45.1 5.4E-102
IPI00012788 | A34.5 015446-2 1.14 0.71 0.71 0.85 0.25 6 219 2.3E-101
IPI00012795 | elF3 p36 Q13347 0.70 0.92 0.88 0.83 0.12 11 49.2 6.9E-113
IP100012828 | 3-ketoacyl-CoA thiolase, peroxisomal P09110 0.87 1.09 1.09 1.02 0.13 5 13.4 | 4.45E-62
IPI00012831 | Hepatitis B virus X-interacting protein 043504 0.83 0.83 1 11.6 1.34E-08
IPI00012833 | Protein phosphatase X P60510 0.79 1.10 1.11 1.00 0.18 6 24.4 | 4.6E-121
IPI00012835 | C-terminal-binding protein 1 Q13363 1.01 1.19 1.15 1.12 0.09 9 23.9 4.09E-32
IPI00012837 | Conventional kinesin heavy chain P33176 0.93 1.06 1.08 1.02 0.08 43 51.9 0

IPI00012855 Protein PM1 P17152 0.72 0.96 0.97 0.88 0.14 4 19.3 1.82E-24
IPI00012866 | Protein kinase B P31749 1.28 1.59 1.60 1.49 0.18 3 9.6 1.62E-37
IP100012887 | Cathepsin L1 P07711 0.98 0.98 1 4.2 1.29E-09
IPl00012912 | CArnitine O-palmitoyltransferase 2, P23786 1.04 1.08 1.23 1.12 010 | 3 | 68 | 556E71

mitochondrial

IPI00012989 | Lysosomal acid alpha-mannosidase 000754 0.84 0.97 0.91 0.09 5 7 2.1E-168
IPI00013002 | UbcH10 000762 0.88 0.99 1.02 0.96 0.08 5 26.3 6.99E-63
IPI00013004 | Pyridoxal kinase 000764-1 0.96 1.03 1.13 1.04 0.08 11 33.7 7.4E-232
IPI00013068 | elF-3 p48 P60228 0.81 0.91 0.91 0.88 0.06 15 40.7 7.3E-151
IPI00013070 | Adenovirus early region 1B-associated protein 5 Q9BUJ2-1 1.08 1.29 1.12 1.17 0.11 17 29.3 | 7.2E-249
IPI00013079 | Elastin microfibril interface-located protein 1 Q9Y6C2 0.83 0.83 3 5.1 9.7E-08
IPI00013122 :'jgigifhapem“e protein kinase-targeting Q16543 0.98 1.05 0.95 0.99 005 | 16 | 442 | 9.3E-232
IPI00013146 | 28S ribosomal protein S22, mitochondrial P82650 1.02 0.84 0.82 0.89 0.11 11 38.6 | 2.81E-78
IPI00013160 | Hepatocellular carcinoma-associated antigen 56 P41214-1 0.91 0.88 0.94 0.91 0.03 4 9.1 1.6E-131
IPI00013167 | 28S ribosomal protein S25, mitochondrial P82663 1.05 0.90 0.96 0.97 0.07 6 45.1 7.32E-34
IPI00013174 | Paraspeckle protein 2 Q96PK6-1 0.95 0.71 0.80 0.82 0.12 12 22.7 4.1E-242
IPI00013180 | Protein BUD31 homolog P41223 1.13 1.13 11 58.3 1.85E-31
IPI00013184 :‘u'zlupr:f'acetyl"anSferase 10, NatA catalytic P41227 0.87 0.94 0.91 005 | 11 | 417 | 2.3E-191
IPI00013195 | 39S ribosomal protein L49, mitochondrial Q13405 1.06 0.91 1.00 0.99 0.07 3 23.5 9.8E-173
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IPI00013212 | C-Src kinase P41240 1.02 1.23 1.01 1.08 0.12 4 9.6 1.8E-23
cDNA, FLJ93378, highly similar to Homo sapiens
IPI00013214 | MCM3 minichromosome maintenance deficient B2R7C5 1.10 1.25 1.21 1.19 0.08 33 42.3 0
3 (S. cerevisiae) (MCM3), mRNA

IPI00013217 | CAAT box DNA-binding protein subunit B P25208 1.15 1.10 1.13 0.04 2 11.6 6.5E-36
IPI00013219 | 59 kDa serine/threonine-protein kinase Q13418 0.83 1.17 1.21 1.07 0.21 15 33.4 2.16E-39
IPI00013241 | Ubiquitin-like protein 5 Q9BZL1 0.77 1.28 1.14 1.06 0.26 6 43.8 4.08E-41
IPI00013269 | Uncharacterized protein C60rf106 Q9H6K1-1 1.24 1.24 1 6.7 4.51E-08
IPI00013290 | Hepatoma-derived growth factor 2 Q724V5-1 1.44 1.02 1.02 1.16 0.24 6 12.1 2.5E-33
IPI00013296 | 40S ribosomal protein S18 P62269 0.91 0.85 0.90 0.88 0.03 18 58.6 | 4.8E-241
IPI00013297 | 28 kDa heat- and acid-stable phosphoprotein Q13442 1.19 0.94 0.97 1.04 0.14 11 48.6 | 1.9E-273
IPI00013396 | U1 small nuclear ribonucleoprotein C P09234 1.05 1.05 6 31.4 | 7.79E-30
IPI00013404 | Deletion target in pancreatic carcinoma 4 Q13485 0.92 0.92 4 12 1.65E-05
IPI00013415 | 40S ribosomal protein S7 P62081 0.86 0.89 0.88 0.87 0.02 17 69.6 5.3E-173
IPI00013452 | Bifunctional aminoacyl-tRNA synthetase P07814 0.86 1.03 0.94 0.94 0.08 43 37.6 0
IPI00013455 | CAP-Gly domain-containing linker protein 1 P30622-3 1.23 0.82 0.75 0.93 0.26 8 6.6 5.74E-64
IPI00013466 | Arsenical pump-driving ATPase 043681 1.03 0.98 0.99 1.00 0.03 10 32.8 | 3.5E-129
IPI00013468 | Mitotic checkpoint protein BUB3 043684 0.91 1.04 1.00 0.98 0.07 13 46.3 | 5.3E-183
IPI00013475 | Tubulin beta-2A chain Q13885 1.14 1.07 1.20 1.14 0.06 31 76.4 0
IPI00013485 | 40S ribosomal protein S2 P15880 0.82 0.80 0.87 0.83 0.04 13 40.3 | 8.2E-114
IPI00013508 | Alpha-actinin cytoskeletal isoform P12814 0.92 0.94 0.93 0.02 76 76.5 0
IPI00013678 | Metaxin-1 Q13505-1 0.86 1.14 1.03 1.01 0.14 6 18 3.63E-83
IPI00013679 Ejé’l’;‘;‘::ﬂ;s dsr'cflg'::?;”ir;ctﬁon drial P33316-1 1.56 1.06 131 035 | 13 | 552 | 5.5E-193
IPI00013683 | Tubulin beta-3 chain Q13509 0.92 1.12 1.09 1.04 0.11 28 63.6 0
IPI00013706 | 39S ribosomal protein L20, mitochondrial Q9BYC9 0.91 0.94 0.95 0.94 0.02 7 37.6 7.03E-21
IPI00013721 | PRP4 kinase Q13523 0.95 0.95 4 5.6 2E-34
IPI00013723 i: iztr:\jcili-npgrily' cis-trans isomerase NIMA- Q13526 1.10 1.24 1.19 1.18 007 | 7 | 436 | 8E-262
IPI00013735 | FAST kinase domain-containing protein 2 QONYY8-1 0.35 0.85 0.60 0.35 3 5.8 1.5E-100
IPI00013773 | Cell death protein RIP Q13546-1 1.30 0.98 1.14 0.23 9 17.1 8.37E-93
IPI00013774 | Histone deacetylase 1 Q13547 1.08 1.28 1.22 1.19 0.10 6 19.9 3.16E-91
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IPI00013788 | HIV Tat-specific factor 1 043719 1.09 1.22 1.13 1.15 0.07 6 8.1 4.2E-55
IPI00013789 | Protein NN8-4AG Q6GMV2 1.11 1.33 1.05 1.16 0.15 4 15.8 1.87E-21
IPI00013808 | Alpha-actinin-4 043707 0.85 0.97 0.99 0.94 0.08 84 79.4 0
IPI00013830 | Nuclear protein SkiP Q13573 1.21 1.22 1.07 1.17 0.08 11 25.4 4.1E-96
IPI00013832 | GatC-like protein 043716 0.94 0.71 0.80 0.81 0.12 6 55.1 2.59E-16
IP100013847 | Complex Il subunit 1 P31930 0.98 1.01 0.97 0.99 0.02 19 49.8 3.2E-299
Iplo0013860 | - nYdroxvisobutyrate dehydrogenase, P31937 1.09 134 132 1.25 014 | 2 | 86 | 151E72
mitochondrial
IPI00013862 | dTMP kinase P23919 0.91 1.24 1.17 1.11 0.17 13 52.8 | 5.43E-52
IPI00013871 ?LZ‘;’;‘i’tC'e°5ide'diph°5phate reductase large P23921 0.95 131 1.18 1.15 018 | 16 | 253 | 4.7E-135
IPI00013877 | Heterogeneous nuclear ribonucleoprotein 2H9 P31942-1 1.04 0.98 0.95 0.99 0.05 29.5 3.7E-226
IPI00013890 | 14-3-3 protein sigma P31947-1 1.00 1.17 1.09 0.12 254 | 5.3E-111
IPI00013891 | Transformer-2 protein homolog A Q13595-1 0.90 0.99 1.00 0.96 0.06 4 14.9 1.71E-42
IPI00013894 | Hsc70/Hsp90-organizing protein P31948 0.96 1.00 0.97 0.98 0.02 51 63.7 0
IPI00013895 | Calgizzarin P31949 0.93 1.27 1.20 1.14 0.18 7 56.2 9.3E-230
IPI00013917 | 40S ribosomal protein S12 P25398 0.67 0.93 0.84 0.81 0.13 12 65.2 4.5E-160
IPI00013925 | Galactose-1-phosphate uridylyltransferase P07902 0.98 0.98 2 7.7 0.001861
IPI00013930 | Syntaxin-6 043752 1.21 1.21 2 12.9 2.7E-07
IPI00013933 | 250/210 kDa paraneoplastic pemphigus antigen P15924-1 0.70 0.89 0.75 0.78 0.09 20 10.3 0
IPI00013940 | Synaptogyrin-1 043759-1 0.96 0.80 0.88 0.11 2 10.3 1.87E-11
IPI00013949 | Alpha-SGT 043765 1.06 0.84 0.99 0.96 0.11 12 35.1 6.4E-165
IPI00013976 | Laminin B1 chain P07942 1.18 1.03 1.09 1.10 0.08 8 7.7 4E-32
IPI00013981 | p61-Yes P07947 1.11 1.31 1.28 1.23 0.11 6 14.9 7.62E-21
IPI00014053 m:s:)‘;nd”a' import receptor subunit TOMA0 | ¢4 4 0.84 0.84 0.84 0.84 000 | 9 | 368 | 8.4E-169
IPI00014068 | p21-activated kinase 4 096013-1 1.05 1.20 1.19 1.15 0.09 6 17.1 6.5E-99
IPI00014137 | Oxysterol-binding protein-related protein 2 Q9H1P3-1 1.09 1.09 2 5.4 0.007699
IPI00014147 | Hepatitis C virus NS5A-transactivated protein 9 Q15004 1.20 1.20 4 40.5 4.37E-19
IPI00014149 | Tetratricopeptide repeat protein 35 Q15006 1.05 1.03 1.02 1.04 0.02 9 34 4.8E-155
Ipi00014151 | 285 Proteasome non-ATPase regulatory subunit | 540g 1.04 0.96 1.00 006 | 18 | 458 | 1.6E-226
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IPI00014165 | Histone H2A Q92646 1.12 0.90 1.01 016 | 1 87 | 9.77E-09
IPI00014172 fﬂ‘;"g)i 4-transmembrane-spanning transporter Q15012 2.01 2.01 2 | 172 | 0.00055
IPI00014174 | MORF-related gene X protein Q15014 1.04 0.96 1.16 1.05 010 | 6 | 208 | 1.52E-14
IPI00014194 | UPFO760 protein C20rf29 QoUKZ1 1.11 1.05 1.08 004 | 2 63 | 1.7E-11
IPI00014197 | Protein CDV3 homolog QOUKY7-1 1.20 0.88 0.84 0.97 019 | 9 69 | 6.5E-221
IPI00014198 | Exosome complex exonuclease RRP42 Q15024 0.89 0.89 0.89 0.89 000 | 6 | 254 | S5E-126
IPI00014213 | Leucine—-tRNA ligase Q15031 1.23 0.76 1.00 033 | 2 25 | 1.39E-05
IPI00014219 | Sorting nexin-17 Q15036 1.39 1.09 1.24 021 | 2 7 | 1.04E-22
IP100014220 | HAUS augmin-like complex subunit 5 094927-1 1.07 1.07 2 3.6 5.66E-06
IPI00014230 E&'Ef;;';ﬂ::’:ﬁ?;;’:nlﬁasl”bc°mp°ne”t' Q07021 1.01 0.75 0.78 0.85 014 | 7 | 284 | 3.8E-213
IPI00014232 ﬁ::r':cki?r:';:L"t:i;aimr'"ke protein 6- Q15041 0.91 1.02 1.19 1.04 014 | 6 | 23.2 | 1.04E-09
IPI00014236 | LIV-1 subfamily of ZIP zinc transporter 4 Q15043-1 0.71 0.74 0.80 0.75 005 | 2 67 | 6.2E-170
IPI00014253 ﬁ;bn‘:i)j’o";e biogenesis regulatory protein Q15050 0.72 0.80 0.76 0.76 004 | 12 | 375 | 4.2E-109
IPI00014263 | Eukaryotic translation initiation factor 4H Q15056-1 1.05 1.02 0.97 1.01 004 | 17 | 589 | 5.6E-284
Ipi00014264 | AT-GAP with coiled-coil, ANK repeat and PH Q15057 1.43 143 3 49 | SE-47
domain-containing protein 2

IPI00014298 | Keratinocyte protein IEF SSP 9502 Q13610 0.71 1.02 0.87 022 | 2 6.4 | 5.72E-31
IPI00014301 | Hsa Q15070-1 0.80 0.90 0.86 0.86 005 | 3 | 101 | 1.84E-15
IPI00014307 | Myotubularin-related protein 2 Q13614 0.90 0.97 0.94 005 | 2 6.4 | 1.92E-21
IPI00014310 | Cullin-1 Q13616 0.86 1.03 0.19 0.69 045 | 7 | 119 | 1.48E-28
IPI00014311 | Cullin-2 Q13617 1.54 0.96 0.92 1.14 035 4 46 | 0.00031
IPI00014312 | Cullin-3 Q13618-1 0.97 1.03 0.88 0.96 007 | 14 | 203 | 1.4E-160
IPI00014361 f_'f;t’ckt‘:i‘:s'de"xy'["ma””Ose'3’5'epimerase' Q13630 0.98 1.03 115 1.05 009 | 7 | 265 | 3.08E-89
IPI00014377 | Ras-related protein Rab-32 Q13637 1.00 1.01 1.04 1.02 002 | 11 | 587 | 6.76-217
IPI00014399 | Four and a half LIM domains protein 3 Q13643 0.89 0.80 0.78 0.82 006 = 8 | 475 | 7.91E-71
IPI00014400 | Dnal homolog subfamily B member 12 B72713 1.06 1.06 11.7 | 0.011848
IPI00014424 | Elongation factor 1-alpha 2 Q05639 0.64 0.97 0.93 0.85 0.18 17 34.8 | 5.6E-179
IPI00014439 | Dihydropteridine reductase P09417 0.95 1.12 1.02 1.03 009 | 8 | 439 | 1.4E-194
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IPI00014454 | Ras and Rab interactor 1 Q13671-1 1.25 0.77 1.01 0.34 7 15.1 1.7E-124
IPI00014456 | Striatin 043815-1 1.18 1.35 1.21 1.25 0.09 7 13.7 | 1.3E-152
IP100014458 | Protein SCO2 homolog, mitochondrial 043819 0.90 0.90 2 10.5 | 1.49€-21
IPI00014474 | A-kinase anchor protein 8 043823 1.49 1.02 1.12 1.21 0.25 6 13.9 2.61E-89
IPI00014516 | Caldesmon Q05682-1 0.69 0.77 0.73 0.06 48 39.3 0
IPI00014533 | Autoantigen NOR-90 P17480-1 1.19 1.25 1.29 1.24 0.05 13 21.3 4.64E-42
IPI00014572 | Basement-membrane protein 40 P09486 1.11 1.28 1.63 1.34 0.27 7 23.4 1.98E-39
IPI00014577 | Ras-related protein Rab-18 QONP72 0.87 0.93 0.93 0.91 0.04 8 45.1 2.3E-200
IP100014587 | Clathrin light chain A P09496-1 1.26 1.06 1.08 1.13 0.11 9 29.8 1.2E-142
IP100014589 | Clathrin light chain B P09497-1 1.34 0.90 0.95 1.06 0.24 8 245 | 1.76E-26
IPI00014624 ?SSS;g're'ated protein complex 3 sigma-1 Q92572 0.97 1.05 1.04 1.02 004 | 5 | 225 | 3E-100
IPI00014808 | PAF acetylhydrolase 29 kDa subunit Q15102 131 1.11 1.05 1.16 0.14 8 33.8 2.77E-31
IPI00014825 | BTB/POZ domain-containing protein KCTD9 Q7L273 1.05 1.05 9.5 6.75E-36
IPI00014831 E:g;;‘;fid;t‘t‘;‘i'}]°§§;szle llipoamide]] kinase Q15118 1.19 0.93 1.06 019 | 3 | 85 | 215635
IP100014843 | CARMIL homolog Q5VZK9-1 0.96 0.96 2 1.6 0.017378
IP100014877 | Glutaminyl-peptide cyclotransferase-like protein | Q9NXS2-2 1.21 1.21 2 5.8 3.69E-05
IPI00014898 | Hemidesmosomal protein 1 Q15149-1 1.50 1.16 1.17 1.28 0.19 213 50.7 0
IPI00014980 | PP2A B subunit isoform B56-beta Q15173-1 1.15 1.15 3 6.8 | 0.000252
IPI00015011 | F-box and leucine-rich repeat protein 12 QINXK8-1 1.25 1.26 1.25 0.01 2 10.4 | 1.1E-125
IPI00015018 | Inorganic pyrophosphatase Q15181 0.88 0.94 0.91 0.91 0.03 12 53.3 1.2E-232
IPI00015101 | Torsin family protein C9orf167 QINXH8 0.99 0.99 2 6.4 0.001333
IPI00015102 | Activated leukocyte cell adhesion molecule Q13740-1 1.08 0.79 1.04 0.97 0.16 15 319 | 9.9E-148
IPI00015143 | Origin recognition complex subunit 5 043913 1.59 0.97 1.28 0.44 2 5.3 2.78E-11
IPI00015147 | Activating transcription factor 7 P17544-1 0.84 0.84 2 13.4 7.87E-06
IPI00015148 | GTP-binding protein smg p21B P61224 0.87 1.06 1.05 0.99 0.11 13 446 | 1.2E-242
IPI00015161 | Protein p17 043924 0.99 1.26 1.12 0.19 2 20.7 | 2.22E-23
IPI00015195 | CF-1 77 kDa subunit Q12996 1.16 1.02 1.02 1.07 0.08 9 17.6 | 4.35E-92
IPI00015213 | DAP-like kinase 043293 0.94 0.94 2 6.4 6.03E-15
IP100015285 | CTP:phosphoethanolamine cytidylyltransferase Q99447 1.55 1.67 1.94 1.72 0.20 6 19.5 | 1.96E-64
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IPI00015351 UPF0424 protein Clorf128 Q9GZP4-1 0.90 1.16 1.41 1.15 0.26 3 20.4 1.48E-09
IPI00015361 | C-Myc-binding protein Mm-1 Q99471 0.96 0.98 0.97 0.01 5 31.8 2E-191
IPI00015602 | Mitochondrial import receptor subunit TOM70 094826 0.72 0.95 0.87 0.85 0.12 18 37.5 9.9E-156
IPI00015609 | DDB1- and CUL4-associated factor 16 QIONXF7 1.10 1.10 0.84 1.01 0.15 4 19.4 | 1.63E-37
IPI00015671 | Tubulin alpha chain-like 3 A6NHL2-1 0.98 0.98 10.3 1.23E-53
IPI00015713 ﬁEeKi regulatory subunit-associated protein 1- | og\y45 0.62 0.35 0.80 0.59 023 | 3 | 67 | 2.06E:08
IPI00015736 | ThiFP1 Q9GZ79-1 0.89 0.57 0.79 0.75 0.16 4 15.6 7.33E-63
IPI00015773 | COMM domain-containing protein 3 Q9uBI1 1.64 1.26 1.15 1.35 0.26 4 27.7 1.16E-20
IPI00015806 | General transcription factor 3C polypeptide 3 Q9Y5Q9-1 1.36 1.25 1.31 0.08 4 6.5 2.34E-42
IPI00015808 | Autoantigen NGP-1 Q13823 0.91 0.83 0.94 0.89 0.06 9 17 1.39E-45
IPI00015809 | Probable O-sialoglycoprotein endopeptidase Q9NPF4 0.99 1.10 1.02 1.04 0.06 5 14.9 | 3.9e-107
IPI00015836 | /\d2Pter protein containing PH domain, PTB Q9UKG1 1.18 1.11 127 1.19 008 | 5 | 94 | 439E72
domain and leucine zipper motif 1
IPI00015838 | Cell growth-regulating nucleolar protein QI9NX58 0.88 0.83 0.82 0.84 0.04 8 15.3 | 3.4E-201
IP100015842 Reticulocalbin-1 Q15293 1.40 1.04 1.17 1.20 0.18 16 62.5 6.5E-295
IPI00015856 | Aspartyl aminopeptidase Q9ULAO 1.09 1.09 0.92 1.03 0.09 12 38.9 | 2.9E-119
IPI00015865 | LPrOtein ADP-ribosylarginine] hydrolase-like QONX46 1.14 1.03 1.16 1.11 007 | 7 | 234 | 1.76-138
protein 2
IPI00015866 ’sz'z'eri':“y'am” factor-like protein 2-binding | 5qy,y0 4 1.20 1.30 1.34 1.28 007 | 2 | 129 | 3.79E-14
IP100015891 | Prefoldin subunit 4 Q9NQP4 1.09 0.90 0.86 0.95 0.12 5 30.6 3.2E-120
IPI00015894 | Binder of Rho GTPases 4 Q9H3Q1 1.19 1.19 1 5.3 3.91E-59
IPI00015897 | CHORD domain-containing protein 1 Q9U1HD1' 0.68 0.85 0.84 0.79 009 | 14 | 485 0
IPI00015905 | Exosome complex exonuclease RRP4 Q13868 1.05 1.05 0.98 1.03 0.04 5 25.6 1.47E-52
IPI00015911 | Dihydrolipoamide dehydrogenase P09622 1.03 1.10 1.10 1.07 0.04 12 25.3 | 3.2E-198
IPI00015916 | Bone-derived growth factor Q13876 0.73 0.73 1 2.4 1.54E-16
IPI00015924 | Septin and tuftelin-interacting protein 1 Q9UBB9-1 0.96 0.96 2 2.7 0.000199
IP100015947 Dnal homolog subfamily B member 1 P25685 1.11 1.16 1.09 1.12 0.04 17 51.2 2.6E-252
IpI00015052 | CONAFLIS9571, highly similar to Eukaryotic B4DZF2 0.76 0.93 0.88 0.86 009 | 26 | 322 | 2.5E-273
translation initiation factor 4gamma 2
IP100015953 DEAD box protein 21 Q9NR30-1 0.67 0.72 0.64 0.68 0.04 33 45.6 0
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IPI00015954 | COPII-associated small GTPase Q9NR31 0.90 1.06 1.12 1.03 011 | 9 | 39.9 | 2.5E-162
IPI00015956 | Exosome complex exonuclease RRP40 QINQT5 1.01 1.01 2 7.6 2.03E-15
IPI00015972 | Cytochrome c oxidase polypeptide Vic P09669 0.85 0.95 0.96 0.92 006 | 3 32 | 8.88E-05
IPI00015973 | Band 4.1-like protein 2 043491 1.19 1.08 0.99 1.09 010 | 26 | 33.1 0
IPI00015990 | Eyes absent homolog 3 Q99504-1 1.22 0.97 1.10 0.18 1 4.5 1.46E-09
IPI00016014 | Cerebral protein 14 QINQX7-1 2.87 2.87 1 7.5 | 6.35E-20
IPI00016046 | Protein MGR2 homolog P60602-1 0.62 0.62 2 | 241 | 4.04E-63
IPI00016074 | M-phase phosphoprotein 6 Q99547 1.20 1.08 0.71 1.00 025 | 4 | 225 | 2.48E-18
IPI00016077 | Glioblastoma-amplified sequence 075323 1.17 113 0.97 1.09 010 | 5 | 19.9 | 1.08E-24
IPI00016112 | Melanoma-associated antigen MG50 Q92626-1 0.98 1.24 1.54 1.25 028 | 6 6.9 | 1.05E-68
IPI00016179 | Protein $100-A13 Q99584 1.28 1.25 1.45 1.33 011 | 5 48 | 5.11E-36
IPI00016207 | Inner membrane preprotein translocase Tim17a Q99595 0.73 0.73 2 24.6 | 0.017696
IPI00016249 ;ﬁg?nxlmenta' retardation syndrome-related | o1, 0.86 1.09 0.98 016 | 16 | 33.2 | 4.2E116
IPI00016250 ;:‘i!ienxzme”ta' retardation syndrome-related P51116 0.85 1.23 1.05 1.04 019 | 11 | 225 | 5.1E94
IPI00016334 | Cell surface glycoprotein MUC18 P43121-1 0.42 0.42 3 6.3 4.24E-15
IPI00016339 | L1880 P51148 1.05 1.09 111 1.08 003 | 11 | 671 0
IPI00016342 | Ras-related protein Rab-7a P51149 0.93 0.95 1.00 0.96 003 | 18 | 82.6 0
IPI00016346 E:::;fo;y;rt:ta;i co-transcribed bacterial 094903 0.97 1.18 1.22 1.12 013 | 9 | 37.8 | 2.23E58
IPI00016372 | Ras-related protein Rab-9A P51151 1.02 1.09 1.04 1.05 003 | 6 | 358 | 1.4E-103
IPI00016373 | Cell growth-inhibiting gene 4 protein P51153 0.85 1.13 1.14 1.04 016 | 9 | 39.4 | 3.7E-83
IPI00016377 | Ras-related protein Rab-28 P51157-1 1.02 1.02 2 14 | 0.003069
IPI00016381 | GTP-binding protein Ram P51159-1 0.83 171 1.34 1.29 044 | 4 | 204 | 2.09E-06
IPI00016387 | Pre-mRNA cleavage complex 2 protein Pcf11 094913 0.98 0.98 2 1.8 2.79E-06
IPI00016441 :;:“c:g :"ezri’adtjr“z domain-containing QONRF2-1 2.29 2.29 2 36 | 0.017266
IPI00016457 | Carnitine acetyltransferase P43155-1 1.36 1.36 2 3.7 1.35E-05
IPI00016481 | Dim1-like protein QINX01 1.02 1.02 2 | 188 | 1.9€-09
IPI00016513 | Ras-related protein Rab-10 P61026 0.93 1.07 1.05 1.02 007 | 11 | 515 | 3.03E-98
IPI00016532 | UPFO609 protein C4orf27 QINWY4 1.16 1.20 1.20 118 002 | 6 | 225 | 8.26E-83
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IPI00016542 | WD repeat-containing protein 76 Q9H967 1.53 1.53 3 6.9 1.05E-10
IPI00016559 | Interphase cytoplasmic foci protein 45 QINWX6 0.74 0.98 0.86 0.17 3 12.8 1.08E-07
IPI00016568 | Adenylate kinase 3-like P27144 1.03 0.83 0.85 0.90 0.11 6 413 1E-52
IPI00016597 | Ceroid-lipofuscinosis neuronal protein 6 QINWWS5 0.96 0.96 2 10.3 1.72E-12
IPI00016605 | UPF0587 protein Clorf123 QINWV4 1.06 1.26 1.19 1.17 0.10 4 39.4 | 2.09E-17
IPI00016608 | Membrane protein p24A Q15363 0.93 1.17 1.20 1.10 0.15 4 22.4 3.68E-10
IP100016610 | Alpha-CP1 Q15365 1.03 1.07 1.03 1.04 0.02 15 68.3 0
cDNA, FLI92904, highly similar to Homo sapiens
IPI00016613 | casein kinase 2, alpha 1 polypeptide (CSNK2A1), B2R6D7 1.04 0.94 1.00 0.99 0.05 14 45.8 0
mRNA
IPI00016621 | 100 kDa coated vesicle protein C 094973-2 1.10 1.20 1.15 0.07 18 24,9 | 4.3E-245
IPI00016634 | Protein C20orf1l QINWU2 0.77 1.17 1.08 1.01 0.21 5 26.3 | 8.32E-58
IPI00016639 | Atypical protein kinase C-lambda/iota P41743 0.89 0.94 1.03 0.95 0.07 4 9.2 0
IPI00016669 | GTP-binding protein Rheb Q15382 0.86 1.04 1.11 1.00 0.13 9 38 9.7E-136
IPI00016670 | p27Kipl-releasing factor from RhoA Q6IAA8 1.16 1.18 1.17 1.17 0.01 6 44.7 1.66E-78
IPI00016676 | Mitochondrial 20 kDa outer membrane protein Q15388 0.74 0.95 0.84 0.15 5 25.5 | 3.49E-12
IPI00016680 | Transcription factor SOX-30 094993-1 1.07 1.07 2 2.7 | 0.016878
IPI00016702 | GAP and centrosome-associated protein Q9Y3P9-1 1.15 1.10 1.13 1.12 0.02 12 14.4 2.42E-74
IPI00016703 | Desmosterol reductase Q15392 1.66 2.45 2.05 0.56 2 33 3.12E-07
IPI00016726 | Uncharacterized protein C14orf119 QINWQ9 0.87 0.97 0.92 0.08 2 17.1 | 2.98E-16
IPI00016745 | Folylpoly-gamma-glutamate synthetase Q05932-1 0.55 1.06 0.78 0.80 0.26 2 6 3.99E-19
IPI00016746 | Core-binding factor subunit beta Q13951-1 0.90 1.15 1.03 0.18 5 30.8 3E-135
IPI00016801 | Glutamate dehydrogenase 1, mitochondrial P00367 0.99 1.14 1.09 1.07 0.08 15 32.1 | 1.6E-139
IPI00016807 | NAD-dependent deacetylase sirtuin-5 QI9NXA8-1 1.51 1.51 2 10.6 | 6.34E-49
IPI00016862 | Glutathione reductase, mitochondrial P00390-1 0.94 1.18 1.23 1.12 0.16 7 25.1 | 1.73E-38
IP100016868 | Protein clk-2 homolog Q9Y4R8 0.75 1.18 1.26 1.07 0.28 3 4.7 9.81E-93
IPI00016891 | Ras-related protein Rab-6B QI9NRW1 1.75 1.17 1.46 0.41 7 35.1 1.9E-33
IPI00016910 | elF3 p110 Q99613 0.82 0.99 0.94 0.92 0.09 24 24.2 0
IPI00016912 | Tetratricopeptide repeat protein 1 Q99614 1.20 0.70 0.83 0.91 0.26 9 45.9 8.1E-113
IPI00016915 | IGFBP-rP1 Q16270 0.41 1.07 1.09 0.86 0.39 4 20.9 7.7E-23
IPI00016925 | Protein C10 Q99622 0.93 0.92 1.11 0.99 0.11 4 50.8 7.8E-109
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Inositol polyphosphate phosphatase-like protein

IP100016932 1 015357-1 1.00 1.46 1.32 1.26 0.23 2 25 5.15E-36
IPI00017160 | Dopamine-responsive gene 1 protein Q9NP79 0.89 1.05 0.96 0.97 0.08 6 28.3 4.6E-154
IPI00017184 | EH domain-containing protein 1 Q9H4M9 1.14 1.08 1.14 1.12 0.03 26 56.9 0
IPI00017256 | Ras suppressor protein 1 Q15404 1.03 1.03 10 36.8 2.4E-76
IP100017283 | Isoleucine--tRNA ligase QINSE4 1.04 0.96 0.99 0.99 0.04 12 14.5 4E-52
IPI00017289 | Nucleic acid-binding protein RY-1 Q8WVK2 1.19 1.03 1.11 0.11 4 245 | 1.13E-57
IPI00017292 | Beta-catenin P35222-1 0.74 1.07 0.97 0.92 0.17 18 28.2 | 1.4E-253
IPI00017303 | DNA mismatch repair protein Msh2 P43246 1.00 1.10 1.08 1.06 0.05 30 33.1 0
IPI00017334 | Prohibitin P35232 0.88 0.87 0.91 0.88 0.02 19 64 0
IPI00017339 | Pre-mRNA-splicing factor SF3b 49 kDa subunit Q15427 1.17 1.08 1.13 1.13 0.04 5 21 7.2E-123
IPI00017341 | SF3a66 Q15428 1.08 0.99 0.90 0.99 0.09 7 14.1 | 1.05E-42
IPI00017342 | Rho-related GTP-binding protein RhoG P84095 1.09 1.09 1.06 1.08 0.02 12 56 0
IPI00017344 | Ras-related protein Rab-5B P61020 1.46 1.56 1.43 1.48 0.07 8 47.9 | 6.6E-190
IPI00017367 | Radixin isoform b A7YU8 1.06 1.11 1.13 1.10 0.03 42 55.8 0
IPI00017373 | Replication factor A protein 3 P35244 1.79 1.26 1.52 0.38 2 21.5 1.78E-13
IPI00017375 | Protein transport protein Sec23A Q15436 0.94 1.18 1.11 1.07 0.12 20 34.4 0
IPI00017376 | Protein transport protein Sec23B Q15437 0.98 0.76 0.87 0.16 9 14.9 4.9E-156
IPI00017381 | Activator 1 37 kDa subunit P35249 1.06 1.23 1.16 1.15 0.09 18 56.5 7E-202
IPI00017412 | Activator 1 40 kDa subunit P35250-1 1.02 1.26 1.13 1.13 0.12 11 43.8 | 1.5E-158
IPI00017448 | 40S ribosomal protein S21 P63220 0.74 0.84 0.82 0.80 0.05 6 68.7 | 2.9E-124
IPI00017450 | General transcription factor IIF 74 kDa subunit P35269 1.22 0.91 0.78 0.97 0.23 6 15.5 3.11E-64
IPI00017451 | SF3a120 Q15459 1.11 1.03 1.05 1.06 0.04 29 38.1 0
IPI00017469 | Sepiapterin reductase P35270 1.18 0.95 1.06 0.16 3 18.8 1.99E-59
IPI00017504 | Uncharacterized protein C9orf40 Q8IXQ3 1.38 1.26 1.06 1.23 0.16 3 27.8 | 5.71E-47
IPI00017510 | Cytochrome c oxidase polypeptide Il P00403 1.05 0.91 1.00 0.99 0.07 3 14.5 1.5E-84
IPI00017567 | Endoglin P17813-1 0.88 0.93 0.95 0.92 0.04 3 7 2.7E-21
IPI00017592 ;EL'\I/'ti:;:nZanf”d domain-containing protein | o550, 1 1.05 0.95 1.00 1.00 005 | 12 | 211 | 2.2E-139
IPI00017596 | APC-binding protein EB1 Q15691 0.93 1.22 1.16 1.10 0.15 12 49.3 | 4.7E-289
IPI00017598 | GPI ethanolamine phosphate transferase 1 095427 1.14 1.14 1 1.7 0.011904
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IPI00017617 | DEAD box protein 5 P17844 0.78 0.87 0.90 0.85 0.06 36 52.6 0
IPI00017669 | BRG1-associated factor 57 Q969G3-1 0.97 0.99 1.02 1.00 0.03 9 23.8 | 4.23E-69
IPI00017672 | Inosine phosphorylase P00491 0.84 0.98 0.97 0.93 0.08 12 47.4 | 1.9E-139
IPI00017704 | Coactosin-like protein Q14019 0.75 1.17 1.12 1.02 0.23 13 59.2 6E-130
IPI00017726 | 17-beta-hydroxysteroid dehydrogenase 10 Q99714-1 0.86 0.91 0.93 0.90 0.04 15 73.9 0
IPI00017763 | Nucleosome assembly protein 1-like 4 A8CGI3 1.25 1.00 1.03 1.10 0.14 13 42.7 | 5.4E-262
IPI00017816 | ATP synthase subunit s, mitochondrial Q99766 1.03 0.97 1.00 0.04 5 219 1.16E-12
IpI00017895 | GYcerol-3-phosphate dehydrogenase, P43304-1 1.00 1.02 1.13 1.05 007 | 12 | 199 | 1.43-70
mitochondrial

IPI00017963 | Small nuclear ribonucleoprotein Sm D2 P62316 0.96 1.05 0.98 1.00 0.05 10 61.9 0
IPI00018009 | Enhancer of mMRNA-decapping protein 3 Q96F86 1.11 1.03 1.07 0.06 4 9.3 7.44E-84
IPI00018040 | Mediator complex subunit 22 Q15528-1 0.98 0.98 3 15 6.11E-25
IPI00018098 | Pre-mRNA-splicing factor 38B Q5VTL8-1 0.93 0.94 0.87 0.91 0.04 3 5.3 1.25E-09
IPI00018120 | 28S ribosomal protein S29, mitochondrial P51398 0.76 0.86 0.77 0.80 0.05 7 25.4 | 2.8E-125
IPI00018140 | Glycine- and tyrosine-rich RNA-binding protein 060506-1 1.08 0.96 1.00 1.01 0.06 29 51.5 0
IPI00018146 | 14-3-3 protein tau P27348 0.96 1.10 1.11 1.06 0.08 27 81.6 0
IPI00018188 | Adaptin ear-binding coat-associated protein 2 QI9NVZ3-1 1.04 1.16 1.16 1.12 0.07 4 29.7 | 3.16E-82
IPI00018192 | NOP seven-associated protein 1 Q6RFH5-1 0.79 0.91 0.74 0.81 0.09 4 135 4.18E-65
IPI00018195 | Mitogen-activated protein kinase 3 P27361 1.30 1.51 1.40 0.15 7 23.5 | 8.55E-67
IPI00018196 | Notchless protein homolog 1 QINVX2 0.76 0.94 0.85 0.12 6 15.7 1.05E-44
IPI00018198 | Centrosomal protein of 27 kDa QINVX0-1 0.76 0.97 0.86 0.15 2 9.4 1.68E-13
IPI00018206 | Aspartate aminotransferase, mitochondrial P00505 0.86 1.02 1.01 0.96 0.09 15 35.6 2.6E-228
IP100018214 | Class D basic helix-loop-helix protein 4 P61244-1 1.00 0.84 0.92 0.11 3 25 4.59E-87
IPI00018219 | Kerato-epithelin Q15582 0.42 0.39 0.73 0.51 0.18 4 10.5 | 2.56E-14
IPI00018235 Zifngzztem with a long N-terminal hydrophobic | g ;pyg 0.95 1.23 1.03 1.07 014 | 3 12 | 8.86E-57
IPI00018236 | Cerebroside sulfate activator protein P17900 0.93 1.05 0.99 0.09 2 8.8 0.008666
IP100018240 | Nucleolar protein 130 QQN]\-/U7_ 0.74 0.60 1.01 0.78 0.20 3 5.8 1.72E-28
IPI00018260 | Armadillo repeat-containing protein 1 QIONVT9 0.84 1.11 0.97 0.19 2 13.1 2.84E-10
IPI00018272 | Pyridoxamine-phosphate oxidase QINVS9 1.08 0.92 1.00 0.11 3 18.4 | 1.09E-17
IPI00018274 | Epidermal growth factor receptor P00533-1 1.19 1.02 1.30 1.17 0.14 7 10.4 1.43E-70
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DNA-directed RNA polymerase Il 33 kDa

IP100018288 polypeptide P19387 0.96 0.99 0.98 0.02 7 36.4 2.85E-85
IPI00018311 | Neuroplastin Q9Y639-2 1.60 1.14 1.38 1.37 0.23 2 7.5 0.000179
IPI00018331 | SNARE-associated protein Snapin 095295 0.96 1.19 1.07 0.16 3 26.5 | 6.5E-108
IPI00018349 | CDC21 homolog P33991 1.12 1.21 1.18 1.17 0.04 33 43.2 0
IPI00018350 | CDC46 homolog P33992 1.14 1.20 1.18 1.17 0.03 32 47 8.3E-153
IP100018352 | Neuron cytoplasmic protein 9.5 P09936 1.01 1.22 1.24 1.15 0.12 14 65 0
IPI00018364 | Ras-related protein Rap-2b P61225 1.28 1.35 1.31 0.04 6 37.2 | 2.4E-119
IPI00018398 | 26S protease regulatory subunit 6A P17980 1.01 1.00 1.05 1.02 0.03 22 54.2 0
IPI00018404 | Elongin 110 kDa subunit Q14241 1.54 1.54 2 4.1 1.35E-34
IPI00018434 | ESCRT-I complex subunit TSG101 Q99816-1 1.30 1.17 1.08 1.18 0.11 5 17.2 5.47E-51
IPI00018465 | CCT-eta Q99832 0.82 0.95 0.93 0.90 0.07 28 60.4 0
IPI00018522 | Interferon receptor 1-bound protein 4 Q99873-1 0.91 1.00 0.91 0.94 0.06 16 40.4 2.1E-280
IPI00018627 | N-acetyltransferase 13 Q9GZ771-1 0.88 0.96 0.89 0.91 0.04 14 55 4.4E-199
IPI00018689 | Centromere protein Q Q7L229 1.34 1.34 1 5.2 | 0.000146
IPI00018768 | Translin Q15631 0.93 1.05 1.04 1.01 0.07 13 52.6 2E-233
IPI00018783 | Inosine triphosphate pyrophosphatase Q9BY32 0.81 1.03 1.07 0.97 0.13 4 24.2 | 2.92E-85
IP100018798 | Dnal homolog subfamily C member 17 QINVM6E 1.09 1.19 0.99 1.09 0.10 22.4 1.1E-200
IPI00018801 | Eva-1 homolog B QINVM1 2.21 1.67 1.48 1.79 0.38 3 46.1 1.6E-130
IP100018813 | Alien homolog P61201-2 0.98 1.06 1.11 1.05 0.07 14 42.7 9.7E-228
IPI00018871 :i'f)';'g IFa ';’Iiizfzit:;gl:‘k': ﬂgilzi;tg$DP' BAELI8 1.04 1.27 1.29 1.20 013 | 6 | 223 | 3.45E-35
IP100018873 | Nicotinamide phosphoribosyltransferase P43490 1.01 1.17 1.20 1.13 0.10 12 36 0
IPI00018914 | Protein-tyrosine phosphatase pez Q15678 1.18 1.10 1.14 0.06 3 3.9 5.13E-08
IPI00018931 | Maternal-embryonic 3 Q960QK1 1.11 1.20 1.20 1.17 0.05 15 22.4 0
IPl00018946 | CONA FLIS6439, highly similarto Pantothenate | g/ )y 1.60 1.10 1.00 1.23 032 | 4 | 101 | 5.12E-49
kinase 4 (EC 2.7.1.33)

IPI00018963 | Actopaxin QINVD7-1 0.92 1.05 1.22 1.06 0.15 12 30.4 7.6E-293
IPI00018971 | 52 kDa ribonucleoprotein autoantigen Ro/SS-A P19474 1.06 1.26 1.33 1.21 0.14 6 16.8 | 4.75E-25
IPI00019004 | Translocation protein 1 Q99442 0.59 0.81 0.74 0.72 0.11 3 7.3 8.56E-08
IPI00019046 | Pre-mRNA-splicing factor RBM22 Q9N1W54‘ 0.91 1.25 0.99 1.05 0.18 4 121 7.08E-32
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IPI00019141 | 1-acylglycerol-3-phosphate O-acyltransferase 1 Q99943 1.34 0.95 1.22 1.17 0.20 2 10.6 | 1.63E-21
IPI00019148 | B-cell signal transduction molecule alpha 4 P78318 1.12 0.94 0.95 1.00 0.10 7 21.8 | 6.12E-85
IPI00019157 | Chondroitin sulfate proteoglycan 4 Q6UVK1 0.88 0.88 4 2.8 1.1E-41
IPI00019169 éi';’;:lﬁfféolfé gflr;jonf;zif”s sH3-domain Q6FGMO 111 113 1.02 1.09 006 | 12 | 32.6 | 9.9E-115
IPI00019178 | L-3-phosphoserine phosphatase P78330 0.77 0.98 0.90 0.88 0.11 5 24.9 | 3.08E-29
IPI00019226 | Bromodomain-containing protein 8 Q9HOE9-1 1.28 1.28 2 3.2 2.72E-16
IPI00019269 | Meiotic recombination REC14 protein homolog Q9GZS3 0.75 1.27 1.07 1.03 0.26 5 26.2 1.58E-39
IPI00019276 | UBX domain-containing protein 1 Q9BzV1-1 1.02 1.46 1.27 1.25 0.22 4 20 2.92E-61
IPI00019326 | Adrenal ferredoxin P10109 0.89 0.85 0.82 0.85 0.04 2 9.8 6.72E-06
IP100019329 | 8 kDa dynein light chain P63167 0.81 0.97 0.89 0.11 4 51.7 6.1E-128
IPI00019345 | C21KG P62834 1.03 1.02 1.02 0.00 10 44 5.47E-96
IPI00019353 | Acylglycerol kinase, mitochondrial Q53H12-1 1.62 0.83 1.22 1.22 0.39 2 11.1 | 3.48E-24
IPI00019355 | Cerebral protein 2 Q15714-2 2.31 2.31 2 19.4 | 3.25E-70
IPI00019376 | Septin-11 QI9NVA2-2 0.97 1.11 1.18 1.09 0.11 18 41.9 0

IPI00019380 | 80 kDa nuclear cap-binding protein Q09161 0.96 1.01 1.01 0.99 0.03 14 22.2 | 5.1E-120
IPI00019383 EEDCNQ;III,Z?MO' highly similar to Galactokinase | p ;¢4 g 1.19 1.23 1.13 1.18 005 | 12 | 289 | 1.226-81
IPI00019385 | Signal sequence receptor subunit delta P51571 0.94 1.04 1.01 1.00 0.05 29.9 1.5E-196
IPI00019400 | Thiopurine methyltransferase P51580 1.23 1.27 1.25 0.03 4 14.7 | 0.001289
IPI00019407 | NAD(P)H steroid dehydrogenase Q15738 1.36 1.47 1.53 1.45 0.09 10 349 | 2.1E-120
IPI00019432 | EGR-1-binding protein 2 Q15742-1 0.92 1.03 0.97 0.07 2 8.8 5.57E-25
IPI00019450 | 60 kDa SS-A/Ro ribonucleoprotein P10155-1 0.95 1.17 1.16 1.09 0.13 7 14.9 1.05E-59
IPI00019451 MRG-binding protein QI9NV56 1.47 1.31 1.20 1.33 0.13 3 15.7 1.71E-74
IPI00019459 ;":E‘t’sfancsrc;“’;::iﬁ] ritem kinase kinase kinase | 15754 111 1.19 1.10 1.13 005 | 7 21 | 7.76-189
IPI00019463 E;';aszcz’t'c translation initiation factor 2-alpha P19525 0.93 1.15 1.15 1.08 013 | 17 | 325 | 9.9E-248
IPI00019472 | Baboon M7 virus receptor Q15758 0.81 0.72 0.78 0.77 0.05 7 14.8 | 5.3E-218
IPI00019488 | BRMS2 QI9NV31 0.99 0.77 1.01 0.93 0.13 8 38 1.22E-82
IPI00019495 | Dynein light chain Tctex-type 1 P63172 0.82 0.82 14.2 | 4.75E-92
IP100019502 | Cellular myosin heavy chain, type A P35579-1 0.89 0.88 0.99 0.92 0.06 205 73.7 0
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IPI00019548 | JV18-1 Q15796-1 1.30 1.30 3 8.1 6.05E-32
IPI00019551 E:;';V:i;h;g]g‘izgag”:niyg‘:)';Teei:hr°m°5°ma' Q53GA4 1.67 1.67 3 | 342 | 5.94E-08
IPI00019560 | Uncharacterized protein C6orf64 QONPBO-1 1.18 1.18 1 15.3 2.33E-16
IPI00019600 | DDVit1 Q15819 1.20 1.05 1.06 1.10 0.08 10 54.5 7.3E-221
IPI00019640 | Serine/threonine-protein kinase VRK1 Q99986 0.74 1.08 0.98 0.93 0.17 4 11.6 | 2.81E-38
IPI00019642 | CAP-Gly domain-containing linker protein 2 QoUDT6-1 1.32 1.33 0.86 1.17 0.27 5 6.6 1.16E-31
IPI00019733 | mRNA export factor P78406 0.90 1.10 0.98 1.00 0.10 9 28.8 | 8.31E-76
IPI00019755 | Glutathione S-transferase omega-1 P78417 0.87 1.22 1.13 1.07 0.18 8 29.9 1.06E-50
IPI00019770 | 40S ribosomal protein S30 P62861 0.89 0.85 0.78 0.84 0.06 3 21.8 5.06E-07
IPI00019812 Protein phosphatase T P53041 0.96 1.20 1.25 1.13 0.16 9 21 2.4E-183
IPI00019835 Bcl-2-like protein 12 Q9HB09-1 0.64 0.84 0.74 0.14 3 9.6 1.68E-10
IP100019848 | C1 factor P51610-1 1.26 1.12 1.12 1.17 0.08 21 16.8 5.2E-170
IPI00019903 | Coiled-coil domain-containing protein 44 Q9BSH4 0.97 0.89 0.85 0.90 0.06 4 20.5 7E-34
IPI00019912 | 17-beta-hydroxysteroid dehydrogenase 4 P51659 1.02 1.16 1.15 1.11 0.07 25 40.8 | 4.6E-240
IPI00019918 | ATP-dependent RNA helicase DDX19A Q9NUU7 1.03 1.26 1.09 1.13 0.12 10 23.6 9E-126
IPI00019924 | Tubulin-folding cofactor C Q15814 1.07 1.29 1.54 1.30 0.23 4 14.7 1.19€-84
IPI00019927 §65 proteasome non-ATPase regulatory subunit | o) oo 1.09 111 1.03 1.08 004 | 10 | 306 | 2.6E-183
IPI00019962 | UPF0534 protein C4orf43 Q96EY4 0.79 0.87 0.84 0.83 0.04 4 23.2 | 8.1E-162
IPl00019971 | CONAFLIS4775, highly similar to Syntaxin- BAE175 1.16 0.86 1.01 021 | 3 | 75 | 1.17E-08
binding protein 2

IPI00019977 | General transcription factor IIE 56 kDa subunit P29083 0.94 1.05 1.08 1.03 0.07 3 10.7 1.99E-24
IPI00019981 | General transcription factor IIE subunit 2 P29084 0.89 0.91 1.24 1.01 0.20 3 13.4 7.67E-64
IPI00019983 | Apoptosis regulator Bcl-X Q07817-1 1.04 1.49 1.25 1.26 0.23 3 14.2 7.18E-18
IPI00019994 | Gamma-taxilin Q9NUQ3 0.96 0.98 0.87 0.94 0.06 6 13.8 | 3.93E-11
IPI00019997 | Mammalian lin-seven protein 3 QINUP9 0.95 1.05 1.00 1.00 0.05 5 26.4 7.21E-13
IPI00020004 | Protein MAC30 Q5BJF2 1.16 1.16 2 10.2 | 0.010063
IPI00020008 | NEDD8 Q15843 1.08 1.05 1.06 1.06 0.02 4 49.4 | 4.14E-48
1P100020021 Protein DEK P35659 1.27 1.24 1.27 1.26 0.02 16 36.8 5.6E-136
IPI00020042 | 26S protease regulatory subunit 6B P43686-1 0.97 1.03 1.04 1.01 0.04 29 67.5 0
IP100020050 | Mitochondrial DEAD box protein 28 Q9NUL7 1.05 1.05 2 5.2 0.000219
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Abhydrolase domain-containing protein 10,

IP100020075 mitochondrial QI9NUJ1 0.93 1.04 1.08 1.02 0.08 6 23.2 5.3E-263
IPI00020101 | Histone H2B type 1-C/E/F/G/I P62807 1.22 1.22 16 77.8 3.8E-191
IPI00020127 | Replication factor A protein 1 P27694 1.13 1.31 1.33 1.26 0.11 20 42.7 0
IPI00020128 | Hepatocellular carcinoma-associated antigen 66 QINYH9 0.82 0.88 0.90 0.87 0.04 7 15.1 | 4.3E-152
IPI00020164 | Protein tyrosine phosphatase type IVA 1 Q93096 0.74 0.94 0.84 0.15 6 36.4 2.5E-104
IPI00020178 | Signal transducing adapter molecule 1 Q92783-1 1.15 1.15 3 7 1.78E-17
IPI00020191 | HU-PP-1 Q12974-1 0.88 1.34 1.09 1.10 0.23 5 30.5 | 2.52E-74
IPI00020196 | Armadillo repeat-containing protein 6 Q6NXE6 0.76 1.13 0.95 0.95 0.18 6 16.4 | 4.8E-160
IP100020226 | Branched-chain acyl-CoA oxidase 015254-1 0.65 1.12 0.89 0.33 2 4.1 2.68E-27
IP100020356 | MAP1 light chain LC2 P78559 0.92 1.28 1.10 0.25 3 1.1 9.38E-07
IP100020418 | p23 P10301 1.23 1.20 1.19 1.21 0.02 11 50.5 8.1E-147
IP100020436 | GTP-binding protein YPT3 Q15907 1.12 1.12 1.17 1.14 0.03 12 57.8 3E-169
IPI00020451 | Imprinted and ancient gene protein homolog Q9P2X3-1 1.30 1.30 2 6.6 0.001343
IPI00020454 | Deoxycytidine kinase P27707 0.93 1.27 1.20 1.13 0.18 10 35.4 | 8.12E-85
IPI00020472 | Transmembrane protein 111 Q9P0I2-1 1.00 1.04 1.03 1.02 0.02 5 24.5 1.3E-141
IPI00020508 r':‘q(ezt)xl(tzrg:irf';‘:;:zlg”a”°Si”e ERNA QINXH9-1 071 0.87 0.78 0.78 008 | 13 | 27.9 | 3.91E-80
IPI00020515 | p31 Q9NZ43-1 1.06 1.13 1.10 0.05 2 11.2 | 2.47E-06
IPI00020530 | Acyl-coenzyme A thioesterase 13 Q9NPJ3 1.23 1.17 1.20 0.05 2 15.7 | 2.61E-39
IPI00020540 | Transmembrane protein 126B Q8IUX1-1 0.89 0.85 0.74 0.83 0.08 1 6.1 3.58E-05
IPI00020557 | Alpha-2-macroglobulin receptor Q07954 1.53 1.11 0.99 1.21 0.29 6 1.7 9.37E-56
IPI00020567 | CDC42 GTPase-activating protein Q07960 1.13 1.05 1.26 1.15 0.11 9 28.2 7.7E-105
c¢DNA FLJ53211, highly similar to A-Raf proto-
IPI00020578 | oncogene serine/threonine-protein kinase (EC B4DV85 1.09 1.09 2 3.6 2E-06
2.7.11.1)

IPI00020599 | Calregulin P27797 1.15 0.96 1.05 1.05 0.10 31 75.5 0
IPI00020602 | Casein kinase Il subunit alpha P19784 1.07 1.16 1.00 1.08 0.08 8 30.9 1E-166
IP100020672 | Dipeptidyl aminopeptidase Il Q9NY33-1 1.16 1.15 1.18 1.16 0.02 21 38.5 | 4.3E-291
IPI00020701 | ERI1 exoribonuclease 3 043414-1 1.18 1.04 1.11 0.10 2 6.2 9.82E-05
IPI00020719 | CARD adapter inducing interferon beta Q77434-1 1.49 1.18 1.33 0.22 7 28.5 | 3.84E-64
IP100020887 | Synaptobrevin-like protein 1 P51809-1 1.32 1.32 2 7.7 8.33E-06

40




IP100020898 | 90 kDa ribosomal protein S6 kinase 3 P51812 1.18 1.19 1.27 1.21 0.05 6 11.4 2.01E-21
IP100020928 | Mitochondrial transcription factor 1 Q00059 1.08 0.93 0.94 0.98 0.08 10 39.4 1.8E-54
IP100020944 | Squalene synthase P37268 3.42 4.45 4.69 4.19 0.67 11 28.3 | 1.6E-169
IPI00020956 | Hepatoma-derived growth factor P51858 1.50 1.13 1.14 1.26 0.21 22 75.8 0
IP100020965 | UbcH2 P62256 0.88 1.03 0.95 0.10 4 21.3 | 1.16E-90
IP100020984 | cDNA FLI55574, highly similar to Calnexin B4ADGP8 1.17 0.87 1.00 1.01 0.15 26 42.4 0
IP100020985 E1A-associated protein p300 Q09472 1.28 0.98 1.13 0.21 3 2.3 2.22E-10
IP100020991 CDKN2A-interacting protein Q9NXV6 1.13 1.05 1.20 1.13 0.08 8 21.7 5E-137
IP100021033 Collagen alpha-1(lll) chain P02461-1 2.59 1.60 2.24 2.14 0.50 8.5 1.5E-33
IP100021048 Fer-1-like protein 3 QngMl_ 0.95 1.05 1.07 1.02 0.06 29 20.7 1.3E-285
IPI00021106 | Endonuclease G-like 1 Q9Y2C4-1 0.97 0.69 0.90 0.86 0.15 3 10.6 5.3E-18
IPI00021129 ;\dapter're'ated protein complex 3 subunit beta- | )3 4 1.14 1.20 1.06 1.13 007 | 12 | 13.7 | 438E81
IP100021147 | Cell migration-inducing gene 15 protein 015121 1.00 1.07 1.03 0.05 1 5.6 1.37E-31
Ipioo021167 | 'Mterferon-inducible double stranded RNA- 075569-1 1.02 1.21 1.14 1.13 010 | 5 22 | 4.08E-57
dependent protein kinase activator A

IPI00021175 | Cdc2-related kinase, arginine/serine-rich QINYV4-1 1.60 0.87 1.24 0.52 3 2.6 4.61E-07
IPI00021187 i?oligi‘; TATA box-binding protein-interacting Q9Y265-1 0.89 0.93 0.91 0.91 002 | 19 | 515 | 1.4E-304
IP100021248 | Polo-like kinase 1 P53350 0.78 0.93 0.95 0.89 0.10 8 18.6 | 8.9E-242
IPI00021258 | ADP-ribosylation factor-interacting protein 1 P53367-1 1.11 1.01 1.06 0.07 5 22.3 9.8E-68
IPI00021263 | 14-3-3 protein zeta/delta P63104 1.05 1.08 1.12 1.08 0.04 30 81.6 0
IP100021264 Basic calponin P51911 1.01 1.34 1.17 0.23 3 14.5 1.25E-41
IP100021266 60S ribosomal protein L23a P62750 0.96 0.90 0.92 0.93 0.03 12 44.2 2.77E-89
IP100021267 Ephrin type-A receptor 2 P29317 0.67 1.01 0.78 0.82 0.17 11 13.9 8.17E-72
IPI00021277 | Cytosolic Fe-S cluster assembly factor NUBP1 P53384-1 0.93 1.22 1.02 1.06 0.15 5 23.8 | 1.33E-68
IP100021290 | ATP-citrate (pro-S-)-lyase P53396 1.26 1.23 1.24 0.02 42 42.9 0
IP100021305 | Cyclin-H P51946 0.77 0.77 4 16.1 | 2.92E-40
IPI00021320 | 7SK snRNA methylphosphate capping enzyme Q7L2J0 1.28 1.28 3 7.4 0.000452
IPI00021326 | SHC-transforming protein 1 B5BU19 1.15 0.83 1.04 1.01 0.17 2 9.2 2.19E-21
IP100021327 | Adapter protein GRB2 P62993-1 0.87 1.00 1.06 0.98 0.10 9 40.1 3.2E-46
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WD repeat domain phosphoinositide-interacting

IP100021329 protein 3 Q5MNZ6 1.09 1.09 1 4.1 0.000925
IPI00021338 | /0 kD@ mitochondrial autoantigen of primary P10515 1.02 0.95 1.07 1.01 006 | 12 | 257 | 1.2E-209
biliary cirrhosis

IP100021346 | UbcH6 P51965 1.07 1.23 0.93 1.08 0.15 4 31.1 | 3.43E-17
IP100021347 | L-UBC P68036 1.04 0.98 1.01 0.04 13 81.8 2E-102
IPI00021370 | Huntingtin-interacting protein 2 P61086-1 1.08 0.96 1.03 1.02 0.06 9 44 1.5E-151
IP100021389 | Copper chaperone for superoxide dismutase 014618 1.06 1.14 1.00 1.07 0.07 5 25.5 | 3.07E-62
IP100021405 | 70 kDa lamin P02545-1 1.33 1.19 1.28 1.27 0.07 64 78.9 0
IPI00021408 5;212?32:26 5,5-P1,Pé-hexaphosphate QINZJ9-2 1.05 1.00 1.03 003 | 5 | 204 | 2.4E23
IP100021417 | SNU66 homolog 043290 1.02 0.97 1.03 1.01 0.03 19 31 0
IP100021435 | 26S protease regulatory subunit 7 P35998 1.02 1.06 1.12 1.07 0.05 24 51.3 1E-275
IP100021453 | Lipid phosphate phosphohydrolase 3 014495 0.92 1.19 1.05 0.19 1 4.2 0.001333
IP100021458 | EH domain-containing protein 3 Q9NZN3 1.03 1.29 1.16 0.18 12 28 1.56E-62
IPI00021475 | Ras-related protein Rab-33B Q9HO082 1.05 1.05 2 10 5.11E-17
IPI00021537 | Opioid growth factor receptor QONZT2-1 1.00 1.11 1.04 1.05 0.05 6 12.4 | 4.2E-156
IPI00021570 | Endothelial differentiation-related factor 1 060869-1 1.12 1.21 1.11 1.14 0.06 6 43.2 | 4.08E-38
IP100021626 | RNA-binding motif protein 42 Q9BTD8-1 1.02 1.13 1.05 1.07 0.05 5 12.7 4.03E-53
IP100021634 | Kinesin light chain 2 Q9HOB6 0.92 1.08 1.00 1.00 0.08 14 25.7 6.92E-67
IP100021685 | ADP-ribosylation factor-like protein 6 Q9HOF7 0.47 0.47 2 11.8 | 0.000468
IPI00021695 | Plasma membrane calcium ATPase isoform 1 P20020-1 1.12 1.08 1.10 0.03 12 12.8 | 3.3E-176
IPI00021700 | Cyclin P12004 1.08 1.19 1.17 1.15 0.06 16 60.5 0
IPI00021728 EUkary"tic translation initiation factor 2 subunit | o)/, 0.96 0.93 0.89 0.92 004 | 21 | 577 0
IPI00021766 | Foocen QQN:?CS_ 1.17 0.95 1.06 0.16 7 9.6 3.2E-129
IP100021785 | Cytochrome c oxidase polypeptide Vb P10606 1.04 1.03 1.05 1.04 0.01 24 9.06E-19
IP100021805 | Microsomal glutathione S-transferase 1 P10620 0.77 1.21 0.99 0.31 4 22.6 | 2.14E-31
IP100021807 | Acid beta-glucosidase P04062-1 1.17 1.52 1.35 1.35 0.18 5 11.9 5.01E-92
IP100021808 | Histidine--tRNA ligase P12081 0.89 1.01 1.01 0.97 0.07 21 43.6 3.9E-213
IPI00021812 | Desmoyokin Q09666 1.32 0.95 0.99 1.09 0.20 196 59.2 0
IP100021828 | CPI-B P04080 1.09 1.15 1.15 1.13 0.03 4 55.1 2.2E-63
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cAMP-dependent protein kinase type I-alpha

IP100021831 regulatory subunit P10644 1.03 1.19 1.14 1.12 0.08 13 36 3.3E-110
IP100021840 | 40S ribosomal protein S6 P62753 0.77 0.91 0.88 0.85 0.07 14 34.5 2.5E-211
IP100021888 | Histidine-rich membrane protein Ke4 Q92504 0.82 1.14 0.91 0.95 0.16 3 3.01E-26
IP100021924 | Histone H1x Q92522 1.60 1.24 1.40 1.41 0.18 8 32.4 8.94E-68
IPI00021954 ﬁjligﬁg:’gi:h'::;f'fg c’:’;fii“a”ce guanine Q92538 0.97 1.19 111 1.09 011 | 7 | 43 | 3.83E33
IPI00021978 | Peroxin-11B 096011 1.06 1.26 1.18 1.17 0.10 4 15.4 2.82E-12
1P100021983 Nicastrin Q92542-1 1.29 0.91 1.10 0.27 2.8 6.16E-05
IP100021985 | Transmembrane 9 superfamily member 4 Q92544 0.78 0.78 2 5.6 1.44E-13
IPI00022002 Eggﬁgif,ﬁs;gf;'ny sizn;”ar to Mitochondrial | g 4ner) 0.83 0.88 0.95 0.89 006 | 7 | 215 | 1.5E-101
IP100022019 | 30 kDa Sin3-associated polypeptide 075446 1.18 1.18 3 16.4 | 0.016072
IP100022033 | Gamma-SNAP-associated factor 1 Q9BXF6 0.89 0.89 1 43 1.23E-10
IPI00022048 | CD9 partner 1 Q9P2B2 0.76 0.76 2 2.5 1.5E-05
IP100022078 | Differentiation-related gene 1 protein Q92597 1.50 1.87 1.60 1.65 0.19 3 13.7 6.72E-69
IPI00022091 | Anaphase-promoting complex subunit 6 Q13042-1 1.29 0.97 1.13 0.22 3 4.8 1.92E-19
IPI00022095 E’:;tt’g‘i’:"a' carcinoma differentiation-regulated | g¢r7 4 1.00 1.06 1.03 004 | 4 | 75 | 1.86-139
IPI00022133 | Erythrocyte membrane protein band 4.1-like 2 Q5JRN3 0.96 0.96 7 43.2 1.36E-70
IPI00022145 E‘;Z'::Srs“ut’t:gt‘:::’eus casein and cyclin-dependent | q1¢3 1.55 1.51 1.52 1.53 002 | 2 | 111 | 412622
IP100022164 | Leukemia-associated RhoGEF QONZN5-1 0.85 1.13 0.99 0.20 2 2.8 1.7E-05
IP100022200 | Collagen alpha-3(VI) chain P12111-1 0.93 0.77 0.86 0.85 0.08 86 35.4 0
IPI00022202 | Phosphate carrier protein, mitochondrial Q00325-1 0.92 0.94 0.93 0.01 12 31.8 | 4.9E-136
IPI00022215 | Activity-dependent neuroprotective protein Q9H2PO 1.05 1.12 1.03 1.07 0.05 11 15.9 5.55E-49
IPI00022228 | High density lipoprotein-binding protein Q00341 0.84 0.98 0.97 0.93 0.08 33 32.2 0
IP100022229 | Apolipoprotein B-100 P04114 1.07 1.07 3 0.5 0.017366
IP100022239 | Methionine aminopeptidase 1 P53582 0.86 1.12 1.04 1.01 0.13 10 35 5.6E-166
IP100022254 | APG3-like Q9NT62-1 0.88 1.09 0.91 0.96 0.11 7 25.5 7.63E-98
IP100022256 | Adapter-related protein complex 2 mu subunit Q96§W1_ 1.12 1.17 1.15 0.04 15 36.8 | 1.6E-149
IP100022265 | Coiled-coil domain-containing protein 22 060826 1.12 0.93 1.10 1.05 0.11 3 8.9 1.31E-59
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IP100022275 | Phosphatidylinositide phosphatase SAC1 QINTIS 0.88 0.82 1.02 0.91 0.10 8 12.6 | 9.86E-94
IPI00022277 | Coiled-coil domain-containing protein 56 Q9Y2R0O 0.92 0.85 0.88 0.05 26.4 | 5.58E-06
IPI00022305 Ef;‘itz:s“;i”e zipper and W2 domain-containing | qyge, 0.86 0.92 112 0.97 014 | 7 | 184 | 2E-183
IP100022314 | Superoxide dismutase [Mn], mitochondrial P04179 1.08 0.98 1.03 1.03 0.05 6 27.5 | 8.96E-35
IPI00022316 | 28S ribosomal protein S18-2, mitochondrial Q9Y676 0.83 0.90 1.00 0.91 0.09 6 34.5 | 3.86E-77
IP100022334 | Ornithine aminotransferase, hepatic form P04181 1.03 1.22 1.27 1.18 0.12 12 37.1 7.2E-138
IPI00022386 | ATP-Pinding protein associated with cell 014530 0.82 0.92 0.87 0.87 005 | 8 | 358 | 1.356-47
differentiation
IP100022403 | 39S ribosomal protein L13, mitochondrial Q9BYD1 1.00 0.90 0.98 0.96 0.05 8 48.9 | 2.36E-36
IP100022418 | Anastellin P02751-1 1.08 1.14 1.11 0.04 81 42 0
IPI00022421 | COX7a-related protein 014548 0.95 0.95 2 40.4 | 2.25E-23
IPI00022442 | Acyl carrier protein, mitochondrial 014561 0.93 0.89 0.91 0.03 3 15.4 | 3.38E-27
IP100022462 | p90 P02786 0.80 0.68 0.88 0.79 0.10 13 234 0
IP100022477 | B-cell CLL/lymphoma 10 095999 1.01 1.29 1.30 1.20 0.17 18.9 1.03E-33
IP100022498 | Metallothionein-2 P02795 0.53 0.53 4 50.8 4.05E-31
IPI00022536 | 90 kDa ribosomal protein S6 kinase 4 075676-1 0.74 1.18 0.96 0.31 3 3.8 1.79E-06
IPI00022542 | p160 ROCK-1 Q13464 1.15 1.13 1.14 1.14 0.01 12 111 2.6E-40
IP100022543 | GPI8 homolog Q92643 1.10 1.14 1.32 1.19 0.12 10.9 | 1.25E-29
IP100022558 | Myelin protein zero-like protein 1 095297-1 1.21 1.13 1.21 1.18 0.05 4 17.1 | 8.93E-47
IPI00022597 | NEDDS carrier protein P61081 0.92 1.09 0.98 1.00 0.09 12 51.9 | 6.2E-134
IPI00022613 | Nucleolar complex protein 14 P78316-1 1.00 1.02 0.89 0.97 0.07 4 6.1 4.16E-13
cDNA, FLI93207, highly similar to Homo sapiens
IP100022628 | microtubule-associated protein 7 (MAP7), B2R704 0.37 0.37 2 3.2 0.021431
mRNA
IPI00022629 | Protein regulator of cytokinesis 1 043663-1 1.31 191 1.61 0.42 3 7.9 4.58E-07
IP100022648 | Eukaryotic translation initiation factor 5 P55010 0.73 0.99 0.90 0.87 0.13 10 24.1 | 2.21E-53
IPI00022661 | Herpes virus entry mediator B Q92692-1 1.01 1.01 2 4.1 5.75E-06
IPI00022664 | Geranylgeranyl transferase type Il subunit alpha Q92696 0.75 1.40 1.08 0.46 3 9.7 6.64E-18
IPI00022694 265 proteasome non-ATPase regulatory subunit | oo 3¢ 4 1.01 1.08 1.08 1.06 004 | 12 | 424 | 2.6E-198
Ipi00022697 | Developmentally-regulated GTP-binding protein | 5o 0.87 1.10 1.09 1.02 013 | 2 | 85 | 16E-84
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IP100022744 | Cellular apoptosis susceptibility protein P55060-1 0.99 1.02 1.02 1.01 0.02 36 38.9 0
IPI00022745 | Mevalonate-PP decarboxylase P53602 1.62 1.29 1.85 1.59 0.28 2 5.8 6.9E-131
IPI00022774 | 15S Mg(2+)-ATPase p97 subunit P55072 1.01 1.11 1.11 1.07 0.06 53 75.2 0
IPI00022790 | Microfibrillar-associated protein 1 P55081 1.23 1.17 1.10 1.16 0.07 5 13.2 | 3.93E-34
IP100022793 | 3-ketoacyl-CoA thiolase P55084 1.15 0.95 1.21 1.11 0.14 8 22.2 | 8.99E-29
IP100022810 | Cathepsin C P53634 0.91 0.67 0.88 0.82 0.13 9.3 7.16E-62
IP100022820 | General transcription factor TFIIB Q00403 0.82 1.22 1.22 1.09 0.23 8 30.4 3E-102
IP100022824 | Bax-interacting factor 1 Q9Y371-2 1.25 1.25 14 39.4 1.3E-165
IPI00022827 | CTCL tumor antigen se20-9 Q9H2G2-1 1.01 1.03 1.02 0.01 4 3.6 0.00104
IP100022865 | Cyclin-A2 P20248 1.43 1.43 7.9 6.25E-21
IPI00022887 Egi‘;‘;’f&’:;::?g::;“lG°'g' intermediate Q969X5-1 0.89 1.03 0.95 0.96 007 | 4 | 148 | 4.26E85
IP100022892 | CDw90 P04216 1.08 1.07 1.09 1.08 0.01 2 18 1.91E-88
IPI00022919 | Gene-rich cluster gene A protein Q16538-1 0.92 0.92 2 3.7 0.004684
IPI00022963 | CCNDBP1-interactor 095926 1.01 1.17 1.09 0.12 4 16.5 | 3.68E-39
IPI00022990 | Statherin P02808 11.11 11.11 3 54.8 | 1.32E-13
IPI00023001 | E2-induced gene 5 protein Q96A26 1.12 0.86 0.99 0.18 6 40.3 | 3.58E-17
IPI00023006 | Actin, alpha cardiac muscle 1 P68032 0.87 0.98 0.99 0.95 0.07 28 56.5 0
IP100023020 | Alpha-inhibin-31 P04279-1 0.36 0.36 3 10.8 6.9E-189
IPI00023064 ;'roort“;z “jf'rze(fE'Da;ed proliferation-associated Q9P032 0.89 0.77 0.79 0.82 006 | 5 | 286 | 7.12E-65
IPI00023086 | 39S ribosomal protein L15, mitochondrial Q9P015 0.87 0.96 0.96 0.93 0.05 7 31.4 5.09E-94
IP100023087 | Cell proliferation-inducing gene 50 protein Q9NPD8 0.91 1.28 1.15 1.11 0.18 5 22.8 | 1.73E-14
IP100023095 | Myelodysplasia-myeloid leukemia factor 2 Q15773 1.18 1.18 1 4.8 9.99E-06
IP100023101 | Cell differentiation protein RCD1 homolog Q92600 1.06 1.04 1.05 0.01 6 23.1 4.07E-56
IP100023103 | DSH homolog 2 014641 0.94 1.52 1.28 1.25 0.29 4 7.6 1.04E-15
IPI00023122 | LIM mineralization protein Q9NR12-1 0.80 0.97 0.91 0.89 0.08 17 55.6 | 1.4E-129
IPI00023126 | WD repeat-containing protein 46 015213 0.81 0.94 0.94 0.89 0.07 6 17.2 | 9.1E-151
IPI00023138 | p21-Rac3 P60763 1.23 1.23 8 40.6 | 2.8E-129
IPI00023161 | 39S ribosomal protein L46, mitochondrial Q9H2W6 1.07 0.88 0.98 0.13 6 27.2 6.71E-79
IPI00023177 | Chromatin assembly factor 1 subunit A Q13111-1 1.15 1.12 1.13 0.02 3 7.2 1.54E-09
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cDNA FLJ54710, highly similar to Target of Myb

IPI00023191 protein 1 B4DKQ5 1.14 1.67 1.42 1.41 0.26 2 8 3.32E-56
IPI00023205 | PRO2620 Q9H384 0.98 1.07 1.14 1.06 0.08 2 6.1 4.23E-46
IPI00023234 | Anthracycline-associated resistance ARX Q9OUBT2 1.08 1.10 1.13 1.11 0.02 18 37.7 2.3E-184
IPI00023322 | Apoptosis response zinc finger protein Q92785 1.00 1.07 0.83 0.97 0.12 3 13.3 5.71E-90
IPI00023330 :f;gi?f:&i:ggHEAT repeat-containing Q9P260-2 0.93 1.23 1.08 021 | 4 | 46 | 3.03637
IP100023334 | 39S ribosomal protein L4, mitochondrial Q9BYD3-1 1.02 0.80 0.87 0.90 0.11 4 18 4.3E-138
IP100023344 | Symplekin Q92797-1 1.11 1.19 1.10 1.13 0.05 8 121 1.2E-170
IP100023406 | Cytochrome c-type heme lyase P53701 0.85 0.94 0.88 0.89 0.05 5 18.7 | 1.51E-27
IPI00023409 | Nonsense mRNA reducing factor 3B Q9BZI7-1 1.28 1.41 1.34 0.09 5 10.6 | 1.01E-33
IPI00023510 | Ras-related protein Rab-5A P20339 1.04 1.19 1.12 1.12 0.07 10 65.1 1E-270
IPI00023529 | Cell division protein kinase 6 Q00534 0.47 0.68 0.69 0.61 0.12 7 28.5 | 6.64E-63
IPI00023530 | Cell division protein kinase 5 Q00535 0.85 1.09 1.13 1.02 0.15 7 26 1.06E-45
cDNA FLJ59743, weakly similar to Mus musculus
IPI00023532 | spermatogenesis associated, serine-rich 2 BADRE6 0.98 1.18 1.00 1.05 0.11 8 18 4.35E-75
(Spats2), mRNA

IPI00023542 | Glycoprotein 25L2 Q9BVK6 0.87 1.00 1.05 0.97 0.09 9 40.4 | 1.5E-135
IPI00023556 E::Szﬁgyt?ggﬁg;“b”mt A C-terminal domain | ygyp77 4 0.72 1.22 1.21 1.05 028 | 3 | 165 | 1.03E55
IPI00023591 :fpr}:';e'”m single-stranded DNA-binding protein | 3,57 1.16 0.98 1.05 1.06 009 | 7 | 283 | 2.8E-110
IP100023598 | Tubulin 5 beta P04350 0.96 1.13 1.10 1.06 0.09 28 69.4 0
IP100023605 | Binder of Rho GTPases 5 Q00587-1 1.05 0.95 0.93 0.97 0.06 4 18.4 1.97E-54
IP100023640 | Programmed cell death protein 5 014737 0.88 0.78 0.83 0.07 6 48 2.5E-286
IPI00023647 | Monocyte protein 4 AOAVT1-1 0.95 1.02 1.04 1.01 0.05 32 36.7 1.3E-288
IPI00023649 | Monocyte protein 3 A3KN83-1 1.13 1.36 0.92 1.14 0.22 4 4.8 3.46E-70
IPI00023704 :'::'t:zr"?:ilri‘;‘:::aining preferred translocation | 4345, 0.75 1.02 0.91 0.90 014 | 15 | 458 | 2.1E-170
IPI00023728 | Conjugase Q92820 1.08 0.87 1.00 0.98 0.11 20.4 6.79E-60
IP100023832 | Adapter protein HOFI A1X283 1.34 1.44 1.39 0.07 4 7 9.71E-92
IPI00023860 | NAP-1-related protein P55209 0.89 0.88 0.88 0.88 0.01 10 25.8 | 7.5E-272
IPI00023876 | Apoptotic protease Mch-2 P55212-1 0.92 1.33 1.07 1.10 0.21 5 20.8 | 3.54E-14
IPI00023919 | 26S protease regulatory subunit 8 P62195 0.96 1.05 1.05 1.02 0.05 20 56.9 0
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IPI00023939 | Guanine nucleotide exchange factor MSS4 P47224 1.14 1.22 1.18 0.06 1 8.9 0.002376
IPI00023972 | DEAD box protein 47 Q9HO0S4 0.89 0.92 1.07 0.96 0.10 10 31.2 | 4.6E-123
IPI00023974 iF:::ir;acrt‘:::?r%rt:ir:n$f°rmi"g gene 1 protein- P53801 1.29 1.12 1.22 1.21 009 | 3 | 206 | 6.02E-89
IP100023987 | Phosphopantothenate--cysteine ligase Q9HABS 1.30 1.11 1.17 1.19 0.10 20.9 | 2.38E-17
IPI00024006 | Phosphoinositide 3-kinase adaptor protein Q99570 1.10 1.13 0.92 1.05 0.11 4 3.9 1.67E-53
IP100024067 | Clathrin heavy chain 1 Q00610-1 1.00 1.00 1.00 1.00 0.00 77 47 0
IP100024129 | Cyclophilin C P45877 1.16 1.26 1.42 1.28 0.13 4 18.4 | 6.62E-56
IP100024143 | Adracalin Q9NRG9 0.73 1.01 0.83 0.86 0.14 9 20 4.6E-60
IP100024157 | 25 kDa FK506-binding protein Q00688 1.34 1.05 1.07 1.15 0.16 16 49.6 9.5E-282
IP100024163 | DNA-directed RNA polymerase Il largest subunit 014802 1.08 1.08 1 14 2.09E-10
IPI00024167 | ABT1-associated protein Q9H501 0.86 0.76 0.98 0.86 0.11 6 6.8 4.63E-15
IPI00024175 | Proteasome subunit alpha type-7 014818-1 1.00 1.05 1.03 1.02 0.03 19 65.7 0
IPI00024255 Ser;C: domain and KOW motifs-containing Q92917 0.98 1.20 0.99 1.06 012 | 10 | 319 | 1.9E-102
IP100024279 | HEAT repeat-containing protein 1 Q9H583 0.83 0.67 0.77 0.75 0.08 10 5.7 8.06E-67
IP100024281 | Component of gems 2 014893-1 1.00 1.00 3 12.9 1.22E-05
IP100024282 | Ras-related protein Rab-8B Q92930 1.16 1.42 1.48 1.35 0.17 9 44.4 2.3E-108
IP100024283 | FENS-1 Q8IWB7 0.87 0.92 1.10 0.96 0.12 6 20.7 | 1.37E-55
IPI00024284 Ef;te:;;:c;nneg:a:g:;idﬁC heparan sulfate P98160 0.59 1.15 0.83 0.86 028 | 4 | 12 | 2.18E17
IP100024291 | Bcl2 antagonist of cell death Q92934 1.50 1.19 1.34 0.22 1 9.5 4.57E-17
IP100024307 | Ephrin-B1 P98172 1.63 1.63 2 9 1.09€-15
IPI00024320 | Putative RNA-binding protein 3 P98179 0.96 1.06 1.06 1.03 0.06 6 395 2.2E-99
IP100024364 | Importin beta-2 Q92973-1 0.82 1.00 0.98 0.93 0.10 19 25.2 0
IPI00024401 | Deubiquitinating enzyme 13 Q92995 1.13 0.90 0.87 0.97 0.14 3 7.2 6.5E-38
IP100024403 | Copine llI 075131 1.10 1.22 1.12 1.15 0.07 17 40.2 2.2E-114
IPI00024417 | Huntingtin-interacting protein 12 075146 0.87 1.11 0.99 0.17 2 3 8.13E-62
IP100024425 | Putative uncharacterized protein KIAA0664 CcaJeb7 0.73 0.73 6 5.2 5E-17
IP100024462 | Dihydroorotate dehydrogenase, mitochondrial Q02127 1.18 0.60 0.65 0.81 0.32 3 11.4 | 1.39E-11
IP100024466 | UDP--Glc:glycoprotein glucosyltransferase QI9NYU2-1 1.13 1.07 1.10 1.10 0.03 23 22.1 0
IPI00024502 | Ataxin-1 ubiquitin-like-interacting protein A1U Q9NRR5 1.57 1.14 1.35 0.31 4 10.6 | 1.25E-24
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1P100024523 Dnal homolog subfamily B member 6 075190-1 1.00 1.18 1.22 1.13 0.12 3 10.4 1.02E-15
IP100024524 | RNA-binding protein PNO1 QI9NRX1 0.66 0.90 0.85 0.80 0.12 5 26.2 | 4.6E-100
IP100024551 | UPF0480 protein C150rf24 QIONPAO 0.99 0.92 1.01 0.97 0.04 5 24.8 | 2.24E-17
IP100024579 | E3 ubiquitin-protein ligase RAD18 QINS91 0.80 0.53 0.82 0.72 0.16 3 8.9 3.4E-29
IPI00024620 Eg':;‘;egr of yellow 2 transcription factor QONPAS 1.00 1.10 1.06 1.05 005 | 4 | 376 | 9.01E35
IP100024642 | Coiled-coil domain-containing protein 47 Q96A33-1 0.94 0.99 1.03 0.99 0.04 9 19.5 | 9.54E-38
IP100024658 | Cellular zinc finger anti-NF-kappa-B protein Q6GQQ9 1.29 1.09 1.19 0.14 4 10.1 | 5.09E-62
IPI00024661 | Protein transport protein Sec24C P53992 0.96 1.20 1.05 1.07 0.12 13 17.6 | 8.64E-52
IPI00024662 | Antigen p25 P45973 1.18 1.36 1.36 1.30 0.10 14 56.5 5.3E-154
IP100024664 | Deubiquitinating enzyme 5 P45974-1 1.02 1.20 1.15 1.12 0.09 25 41.6 0

IP100024670 | Polyposis locus protein 1 Q00765 0.82 1.16 1.19 1.06 0.21 9 31.2 | 2.29E-56
IP100024674 | c-Jun N-terminal kinase kinase 1 B2R7N7 1.05 1.19 1.24 1.16 0.10 6 19 4.23E-59
IPI00024698 | 38 kDa nuclear protein containing a WW domain | 060828-1 0.93 1.02 0.86 0.94 0.08 5 30.6 1.5E-160
IPI00024705 | GAIP C-terminus-interacting protein 014908 1.13 1.02 0.99 1.05 0.07 7 27 3.36E-56
IPI00024719 ::sbtj:: acetyltransferase type B catalytic 014929 1.05 1.20 1.13 1.12 008 | 15 | 437 0

IP100024742 | Complex Il subunit 8 014949 0.98 0.92 0.99 0.96 0.04 4 24.4 1.37E-19
IPI00024775 | Rab-7-like protein 1 014966 1.11 1.11 2 10.3 1.06E-13
IPI00024781 | Gastric cancer-related protein VRG107 P84101 1.14 1.43 1.18 1.25 0.16 2 32.2 | 8.57E-06
IP100024816 | Mitochondrial fission factor Q9GZY8-2 0.86 0.86 5 33 2.13E-16
IPI00024821 iis proteasome non-ATPase regulatory subunit | (5 0.94 1.05 1.07 1.02 007 | 5 31 | 4.76E-83
IP100024871 | Core-binding factor subunit beta Q13951-2 0.88 1.14 1.10 1.04 0.14 6 34.2 | 8.4E-202
IPI00024911 | Endoplasmic reticulum resident protein 28 P30040 1.24 1.05 1.13 1.14 0.10 15 49.8 | 3.8E-214
IPI00024913 | ES1 protein homolog, mitochondrial P30042-1 0.85 1.03 0.94 0.12 3 22.8 | 2.44E-55
IP100024915 | Alu corepressor 1 P30044-1 1.13 1.23 1.26 1.21 0.07 12 57.5 1.1E-240
IPI00024919 | Antioxidant protein 1 P30048 0.95 1.02 1.06 1.01 0.05 8 37.5 1.7E-103
IP100024920 | ATP synthase subunit delta, mitochondrial P30049 1.14 0.96 0.87 0.99 0.14 3 17.3 1.18E-48
IP100024933 | 60S ribosomal protein L12 P30050-1 0.88 0.90 0.87 0.88 0.01 10 64.8 0

IP100024934 | Methylmalonyl-CoA isomerase P22033 1.00 1.29 1.45 1.25 0.23 6.7 9.46E-14
IPI00024971 | Oxysterol-binding protein 1 P22059-1 1.05 1.04 1.11 1.07 0.04 8 16.2 1.5E-103
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IP100024975 | Kinesin-like protein 2 QINS87-1 0.96 1.35 1.01 1.11 0.21 4 3.3 7.06E-64
IP100024976 | 1C9-2 QINS69 0.96 0.85 0.86 0.89 0.06 4 51.4 | 2.2E-210
IP100024993 | Enoyl-CoA hydratase 1 P30084 0.94 1.09 1.07 1.04 0.08 14 53.8 | 3.2E-257
IPI00025019 | Macropain subunit C5 P20618 0.93 1.01 1.05 1.00 0.06 11 473 | 5.7E-193
IPI00025039 | 34 kDa nucleolar scleroderma antigen P22087 0.91 0.81 0.87 0.87 0.05 14 42.4 | 1.1E-157
IPI00025049 | 46 kDa mannose 6-phosphate receptor P20645 1.22 1.06 1.12 1.13 0.08 5 24.9 1.1E-145
IP100025050 | Tryptophanyl tRNA synthetase 2, mitochondrial Q9UGM6 0.91 0.19 0.55 0.51 6 17.8 1.3E-19
IPI00025081 | Ran guanine nucleotide release factor Q9HDA47-1 0.86 0.86 2 16.7 | 3.09E-05
IPl00025084 | CAlclum-activated neutral proteinase small P04632 1.01 1.12 1.13 1.09 007 | 15 | 713 0
subunit

IP100025086 | Cytochrome c oxidase polypeptide Va P20674 0.94 1.00 0.95 0.96 0.03 6 37.3 | 1.22E-51
IPI00025087 | Antigen NY-CO-13 P04637-1 1.21 1.35 1.34 1.30 0.08 15 37.9 9.8E-134
IPI00025091 | 40S ribosomal protein S11 P62280 0.78 0.98 0.92 0.89 0.10 20 72.8 5E-181
IPI00025156 | Antigen NY-CO-7 Q9UNE7-1 1.04 1.19 1.16 1.13 0.08 6 21.5 | 2.73E-85
IPI00025158 | Cohesin subunit SA-1 Q8WVmM7 0.99 0.99 3 3.7 0.00661
IPI00025174 | Antigen NY-CO-10 Q6UX04-1 1.08 1.03 1.01 1.04 0.03 4 129 | 1.65E-75
IPI00025176 | 30 kDa splicing factor SMNrp 075940 1.40 1.04 0.89 1.11 0.26 34 1.08E-51
IPI00025178 | Breast carcinoma-amplified sequence 2 075934 0.95 0.96 0.93 0.94 0.02 12 48.4 | 4.3E-125
IP100025239 | Complex I-49kD 075306 0.84 1.08 1.13 1.01 0.16 6 16.6 3.85E-73
IP100025244 | Zinc finger protein 259 075312 0.95 0.85 0.86 0.89 0.06 9 19.4 | 5.9E-249
IP100025252 | 58 kDa glucose-regulated protein P30101 1.10 1.07 1.14 1.10 0.04 38 72.9 0
IPI00025257 | Semaphorin 7A 075326 0.62 0.62 1 2.3 | 0.000515
IP100025273 | 5-phosphoribosylglycinamide transformylase P22102-1 0.89 0.94 0.92 0.92 0.03 30 42 3.1E-193
IPI00025277 | Apoptosis-linked gene 2 protein 075340 1.10 1.16 1.15 1.14 0.04 52.4 | 1.39E-69
IPI00025285 | Vacuolar proton pump subunit G 1 075348 0.99 1.22 1.05 1.09 0.12 4 25.4 3.7E-109
IPI00025318 2';'j’t:i‘r’1mai"'bi”di”g glutamic acid-rich-like 075368 1.14 1.37 1.38 1.30 014 | 14 | 851 | 1E-217
IPI00025329 | 60S ribosomal protein L19 P84098 0.89 0.89 0.85 0.88 0.03 13 36.2 | 6.4E-212
IPI00025340 | Pyridoxal phosphate phosphatase Q96GDO0 1.15 1.06 1.10 0.07 6 25.3 1.5E-104
IP100025344 | Complex I-13kD-A 075380 1.10 0.92 1.16 1.06 0.13 2 23.4 | 3.49E-17
IPI00025346 | Peroxin-14 075381-1 1.43 0.97 1.04 1.15 0.25 3 9.8 7.33E-23
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IP100025347 | Nucleolar protein EMG1 homolog Q92979 0.79 0.97 0.89 0.89 0.09 5 28.7 | 2.85E-61
IPI00025366 | Citrate synthase, mitochondrial 075390 0.88 0.96 0.98 0.94 005 | 14 | 264 | 1.11E91
IPI00025418 | Collagen alpha-1(VIl) chain Q02388-1 1.36 0.84 0.89 1.03 028 | 4 26 | 7.31E-29
IPI00025491 | ATP-dependent RNA helicase elF4A-1 P60842 0.86 0.87 0.92 0.88 003 | 27 | 613 0
IPI00025512 | 28 kDa heat shock protein P04792 1.09 0.98 1.01 1.03 006 | 22 | 849 0
IPI00025616 | DNA polymerase delta subunit 2 P49005 0.84 0.96 1.13 0.98 015 | 4 | 149 | SE-118
IPI00025710 | Uncharacterized protein C210orf59 P57076 0.76 0.76 4 18.6 1.11E-47
IPI00025712 | TAK1-like protein P57077-1 1.12 1.12 1 5 | 0.000965
IPI00025717 | Metaxin-2 075431 0.84 1.00 1.00 0.95 009 | 7 | 293 | 488221
IPI00025718 '\‘ZB“R\ 4(gua”i”e'N(7)')'mEthy'tra”Sferase subunit | po0g1.9 0.72 0.97 0.78 0.82 013 | 3 | 13.8 | 9.26E-52
IPI00025721 | COPY signalosome complex subunit 3 Q9UNS2 0.87 1.07 1.00 0.98 010 | 9 | 279 | 1.2E-235
IPI00025796 | Complex I-30kD 075489 1.11 0.97 1.04 1.04 007 | 14 | 50 | 4.9E-212
IPI00025807 | SPR-2 Q02447-1 0.98 0.98 2 32 | 3.3E-51
IPI00025815 | TAR DNA-binding protein 43 Q13148 0.95 1.23 1.19 1.12 015 | 10 | 385 | 7.3E-243
IPI00025849 gcr:'iili 'xinlf;i:\h nuclear phosphoprotein 32 P39687 1.10 1.00 1.02 1.04 005 | 15 | 43 0
IPI00025874 ;3'ci;:z:;f';z:;srzzz‘z;gsgzcsc:sg:;"pmtein P04843 1.03 0.86 1.10 1.00 012 | 29 55 0
IPI00025890 m:s;TZ”g”a' distribution and morphology Q14Cx7-1 1.04 1.04 0.86 0.98 011 | 10 | 13.8 | 2.19€-33
IPI00025974 | Charged multivesicular body protein 4b Q9H444 1.39 1.09 1.15 1.21 0.16 5 27.2 1.3E-187
IPI00026054 | MAP kinase-activated protein kinase 2 P49137-1 1.03 1.03 2 5 0.01539
IPI00026087 | Barrier-to-autointegration factor 075531 0.88 1.15 1.14 1.06 0.15 4 42.7 1.4E-73
IPI00026089 | Pre-mRNA-splicing factor SF3b 155 kDa subunit | 075533 1.09 1.05 1.09 1.08 002 | 35 | 317 | 2.2E-248
IPI00026105 | Non-specific lipid-transfer protein P22307-1 0.88 1.05 1.12 1.01 013 | 11 | 139 | 6.3E-101
IPI00026111 I;i::m?nn;t;rri):z;nf coiled-coil domain- Q9U2/I00- 0.70 1.02 1.19 0.97 025 | 7 | 293 | 4.81E-26
IPI00026154 zmﬁ ::t"k"Seijll’ highly similar to Glucosidase 2 B4DJQS 1.30 0.97 1.02 1.09 018 | 22 | 454 0
IPI00026182 | CapZ alpha-2 P47755 1.03 1.11 1.18 1.11 008 | 12 | 56.6 | 8.8E-219
IPI00026202 | 60S ribosomal protein L18a Q02543 0.80 0.94 0.88 0.87 007 | 10 | 43.2 | 5.1E-149
IPI00026215 | DNase IV P39748 1.24 1.37 1.29 1.30 007 | 15 | 437 0
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IPI00026216 | Puromycin-sensitive aminopeptidase P55786 1.14 1.12 1.17 1.14 0.02 23 325 0
Iplo0026219 | Ce3vage and polyadenylation specificity factor | ), 574 117 1.01 1.06 1.08 008 6 59 | 1.3E114
160 kDa subunit
IPI00026230 | FTP-3 P55795 1.16 1.39 1.02 1.19 0.19 12 36.3 0
IP100026262 | p120GAP P20936-1 0.97 0.92 1.04 0.98 0.06 6 7.4 5.13E-84
IPI00026268 g:;‘/'gr(‘:);‘gg‘;‘s’:slfn?;Ztt”ag 1'° rotein P62873 1.18 1.51 1.43 1.37 017 | 12 | 503 0
IP100026271 | 40S ribosomal protein S14 P62263 0.81 0.90 0.80 0.84 0.05 11 43 2.2E-101
1P100026272 Histone H2A type 1-B/E P04908 1.02 1.11 1.07 0.07 5 35.4 5.5E-181
IP100026302 | 60S ribosomal protein L31 P62899 0.85 0.85 7 46.4 | 1.4E-103
IP100026307 | Cell division cycle 40 homolog 060508 0.86 1.30 1.20 1.12 0.23 3 8.8 2.08E-22
IPI00026309 | Geminin 075496 1.29 1.29 3 19.1 1.07E-05
IPI00026314 | Actin-depolymerizing factor P06396-1 1.31 1.45 1.55 1.44 0.12 19 32.9 0
IP100026320 | E3 ubiquitin-protein ligase UBR5 095071 0.94 0.92 1.10 0.99 0.10 3 1.9 6.08E-35
IP100026328 | Endoplasmic reticulum resident protein 18 095881 1.25 1.07 1.07 1.13 0.10 9 47.1 | 6.5E-116
IP100026337 | Ran-binding protein 3 Q9H6Z74-1 1.41 1.12 1.06 1.20 0.19 9 20.6 1E-101
IP100026448 | Mitochondrial fission factor Q9GZY8-1 0.68 1.00 0.84 0.23 3 19.6 1.55E-22
IP100026496 | Nucleoplasmin-3 075607 1.07 0.72 0.82 0.87 0.18 2 14.6 5.43E-08
IP100026512 | Conserved ERA-like GTPase 075616-1 0.96 0.96 4 9.6 4.62E-07
IP100026513 | Phosphoriboisomerase P49247 0.98 0.81 0.98 0.92 0.10 5 19.3 9E-18
IP100026516 | 3-oxoacid-CoA transferase 1 P55809 1.23 1.18 1.21 0.03 5 13.5 2.58E-21
IP100026519 | Cyclophilin F P30405 0.82 0.93 0.91 0.89 0.06 7 32.9 1.1E-58
IPI00026530 Ef;fe"ifi intermediate compartment 53 kDa P49257 1.10 1.01 1.04 1.05 005 | 14 | 325 | 196111
IPI00026546 | PAF acetylhydrolase 30 kDa subunit P68402 1.16 1.18 1.16 1.16 0.01 6 26.2 | 3.82E-80
IPI00026555 | Mitochondrial tRNA-specific 2-thiouridylase 1 075648-1 1.01 1.01 2 6.9 0.000118
IPI00026570 | CYiochrome c oxidase subunit 7A2, P14406 0.96 0.96 2 20 | 1.79€-36
mitochondrial
IPI00026606 | Surfeit locus protein 6 075683 1.08 0.96 1.11 1.05 0.08 5 22.7 1.85E-19
IP100026612 | Protein phosphatase 1B 075688-1 1.02 1.51 1.19 1.24 0.25 5 10.6 1.1E-153
IP100026625 | 155 kDa nucleoporin 075694-1 0.94 0.96 0.90 0.93 0.03 15 12.9 1.5E-229
IPI00026627 | Protein XRP2 075695 1.10 1.14 1.38 1.21 0.15 5 11.7 2.02E-26
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cDNA FLJ75085, highly similar to Homo sapiens

IPIOD026665 | &\ o HRNA synthetase (QARS), mRNA ABK3A8 0.88 1.07 0.97 0.98 010 | 26 | 37.7 | 1.9-198
IP100026669 | Membrane-anchored ubiquitin-fold protein 095164 1.03 1.03 23.1 | 1.35E-65
IPI00026670 | Elongin 18 kDa subunit Q15370 1.18 1.18 8 | 975 | 2.72E-54
IP100026689 | Cell division control protein 2 homolog P06493-1 1.08 1.21 1.22 1.17 0.07 14 50.8 | 2.2E-275
IP100026781 | [Acyl-carrier-protein] S-acetyltransferase P49327 1.62 1.27 1.38 1.42 0.18 78 40.3 0
IP100026813 | CAAX farnesyltransferase subunit alpha P49354-1 1.30 1.13 1.26 1.23 0.09 31.7 | 3.7E-114
IPI00026824 | Heme oxygenase 2 P30519 0.99 1.20 1.02 1.07 011 | 8 | 295 | 3.2E-108
IPI00026829 | Deoxyhypusine synthase P49366-1 0.95 0.81 0.88 0.10 5 19.5 9.5E-119
IP100026833 | Adenylosuccinate synthetase isozyme 2 P30520 0.96 1.12 1.06 1.05 0.08 15 38.8 | 4.4E-219
IPI00026848 ’:'rzlt":i'rf'ma“°g'°b”““ receptor-associated P30533 1.52 1.13 1.25 1.30 020 | 15 | 37.5 | 2.4E-142
IPI00026940 | 50 kDa nucleoporin Q9UKX7 0.90 1.09 0.99 0.9 010 | 12 | 412 | 1.1E-144
IPI00026942 i’r’:t‘;?r:a;mic reticulum lipid raft-associated 094905-1 1.29 1.17 1.21 1.22 006 | 9 | 218 | 5.7E-105
IPI00026964 | Complex IIl subunit 5 P47985 0.86 0.82 0.82 0.83 002 | 9 | 296 | 2.2E-264
IPI00026969 | p125 Q9Y6Y8-1 0.96 1.17 1.22 1.12 014 | 6 8 | 4.35e-17
IPI00026970 fcahcrt‘;rr“izig:‘g:zi:m;?t”S”ipti°” elongation Q9Y5B9 1.01 1.13 1.07 1.07 006 | 30 | 325 0
IPI00026993 | E3 ubiquitin-protein ligase RING2 Q99496 1.12 1.43 1.28 022 | 3 | 12.8 | 2.12E07
IPI00026994 | PRA1 family protein 2 060831 1.04 1.10 1.14 1.09 005 | 3 | 225 | 2.986-28
IPI00027009 i;‘ﬂﬁﬁfﬁiﬁ.ﬁ ;“d casein kinase substratein | g ;N0 1.03 1.13 1.12 1.09 006 | 12 | 259 | 8.08E-93
IPI00027014 | Dynactin complex subunit 22 kDa subunit 075935-1 1.12 1.13 1.12 1.12 001 | 6 | 263 | 2.76E-12
IPI00027032 | Acyl-protein thioesterase 2 095372 0.93 0.86 1.10 0.96 012 | 3 | 147 | 3E10
IPI00027035 ;?32;'16115% highly similar to XPA-binding B4DQM4 0.94 1.18 1.06 1.06 012 | 3 | 121 | 4.61E47
IP100027078 | Carboxypeptidase D 075976 0.87 0.87 3 4.8 8.18E-33
IPI00027096 | 395 ribosomal protein L15, mitochondrial P49406 0.84 0.92 0.93 0.90 005 | 5 | 17.8 | 5.02E-12
IPI00027107 | Elongation factor Tu, mitochondrial P49411 0.90 0.95 0.93 0.93 002 | 25 | 582 0
IPI00027139 | Inositol polyphosphate 1-phosphatase P49441 0.88 1.19 1.25 1.10 0.20 2 7.3 3.44E-89
IPI00027142 | Ribonuclease P protein subunit p20 075817 0.87 1.12 1.00 0.17 1 10.7 | 7.46E-40
IPI00027166 | TIMP metallopeptidase inhibitor 2 P16035 1.25 1.77 1.51 036 | 4 | 227 | 7.19E35
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IPI00027175 | 22 kDa protein P30626 0.98 1.12 1.00 1.03 0.07 10 52 2.3E-145
IPI00027180 | CAAX prenyl protease 1 homolog 075844 0.77 0.97 1.13 0.96 0.18 5 9.5 5.1E-144
cDNA, FLJ92537, highly similar to Homo sapiens
IPI00027192 zirg;sg":f::é'z’liisr;sézr;sgffx;‘:sr:’ti:I'ers_Danlos B2R5M9 1.18 1.08 1.22 1.16 007 | 30 | 474 0
syndrome type VI) (PLOD), mRNA
IPI00027194 | Cell growth-inhibiting gene 9 protein Q9P2W9 1.10 1.10 1 6.3 1.58E-08
IPI00027223 | Cytosolic NADP-isocitrate dehydrogenase 075874 143 1.69 1.67 1.60 0.15 22 57 0
IPI00027228 | CYiochrome oxidase assembly factor PET112 075879 0.89 0.89 2 | 47 | 5.13E15
homolog
IPI00027230 | 94 kDa glucose-regulated protein P14625 1.11 1.00 1.06 1.06 0.05 67 65.1 0
IP100027233 | Protein SCO1 homolog, mitochondrial 075880 0.90 0.99 1.01 0.97 0.06 3 11 7.5E-17
IPI00027240 g;‘I;"/rg'(‘:);‘g(c(';c;ﬂ‘;int:'t”:;”mgr:?;e'” P63218 1.92 1.94 1.93 001 | 3 | 265 | 0000257
IPI00027251 | NDR1 protein kinase Q15208 1.12 1.19 1.34 1.21 0.12 5 17.8 | 1.05E-12
IPI00027252 | B-cell receptor-associated protein BAP37 Q99623 0.93 0.85 0.94 0.91 0.05 19 64.9 0
IPI00027253 | GABA(A) receptor-associated protein 095166 1.05 1.21 1.13 0.11 2 19.7 4.71E-05
IPI00027255 I'\:g'f‘;sr'; light chain 1 slow-twitch muscle A P14649 0.85 0.85 9 | 466 | 1.1E-134
IPI00027269 | Casitas B-lineage lymphoma proto-oncogene P22681 1.15 1.17 0.84 1.05 0.18 10 14.6 | 1.56E-22
IP100027270 | 60S ribosomal protein L26 P61254 0.91 0.94 0.93 0.93 0.02 16 55.9 4.18E-51
IP100027280 | DNA topoisomerase 2-beta Q02880-1 1.15 1.12 1.16 1.14 0.02 19 14.5 1.3E-303
IP100027342 | Adenylyl cyclase-associated protein 2 P40123 0.88 1.12 1.03 1.01 0.12 9 26.4 | 2.59E-83
IP100027350 | Natural killer cell-enhancing factor B P32119 1.27 1.15 1.19 1.21 0.06 7 33.8 | 2.4E-106
IPI00027415 | DEAH box protein 36 Q9H2U1-1 0.90 1.05 0.96 0.97 0.08 10 12.8 | 2.4E-139
IPI00027434 | Rho cDNA clone 9 P08134 0.86 1.16 1.09 1.04 0.16 12 49.2 | 1.9E-211
IPI00027438 | Flotillin-1 075955 1.19 0.99 1.19 1.12 0.12 3 9.1 1.46E-42
IPI00027442 | Alanine--tRNA ligase P49588 0.83 1.05 1.10 0.99 0.15 27 33.9 0
cDNA FLJ54534, highly similar to Homo sapiens
IP100027443 | cysteinyl-tRNA synthetase (CARS), transcript B4DPV7 0.98 0.92 0.94 0.95 0.03 15 23.3 8.43E-69
variant 3, mRNA
IPI00027444 | Leukocyte elastase inhibitor P30740 1.43 1.44 1.40 1.42 0.02 6 24.5 3.31E-62
IPI00027445 | Histidine--tRNA ligase P49590 1.17 1.17 9 17.8 | 7.28E-28
IPI00027448 | ATP synthase subunit g, mitochondrial 075964 1.01 0.92 0.88 0.94 0.07 5 47.6 | 1.79E-38
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IPI00027462 | Calgranulin-B P06702 10.60 10.60 2 24.6 | 0.000148
IPI00027463 | Calcyclin P06703 1.46 1.46 4 32.2 | 1.44E-07
IPI00027505 | Integrin alpha-V P06756-1 0.99 0.76 0.87 0.88 0.11 8.5 1.1E-195
IPI00027569 I:eterogeneous nuclear ribonucleoprotein C-like 060812 1.00 1.00 12 229 | 8.46-136
IPI00027626 | Acute morphine dependence-related protein 2 P40227 0.85 0.98 0.94 0.92 0.07 26 52.2 0
IP100027681 | Nicotinamide N-methyltransferase P40261 0.87 1.08 1.00 0.98 0.11 10 47 0
IPI00027693 | Nuclear body protein SP140-like protein Q9H930-1 0.55 0.55 0.55 0.00 4 5 1.16E-06
IPI00027704 | DNA primase 49 kDa subunit P49642 0.92 0.98 0.91 0.94 0.04 5 15 2.06E-46
IPI00027705 | DNA primase 58 kDa subunit P49643-1 0.76 1.09 0.83 0.89 0.17 6 15.7 6.68E-29
IPI00027713 :ycnc AMP-responsive element-binding protein | o) ¢, 1.43 1.43 3 | 88 | 7.27e-42
IPI00027717 | Component of gems 4 P57678 0.97 1.07 1.02 0.07 8 7.1 4.2E-12
IPI00027718 | DWF-1 P57679 1.07 1.07 1.6 | 0.009227
IPI00027745 | Beta-G1 P08236-1 1.08 1.08 2 2.8 0.028168
IPI00027808 E(:C;i;te;t:d RNA polymerase II 140 kDa P30876 0.85 1.08 1.04 0.99 012 | 24 | 244 | 3.66E-98
IPI00027831 | Glutamate-rich WD repeat-containing protein 1 Q9BQ67 0.90 0.83 0.87 0.87 0.04 7 23.1 | 8.59E-91
IPI00027834 | Heterogeneous nuclear ribonucleoprotein L P14866 0.99 1.06 1.03 1.03 0.04 22 52.3 0
IP100027838 | RNA-binding motif protein 30 Q9oBQO4 1.09 1.09 10 28.4 1.1E-122
IPI00027851 Ezzfs;ﬁli ?32; 2'@:2’ s‘;’;’ii:]a{Eté’;gfi_'sz) BADVA7 1.28 1.28 3 81 | 6.67E-08
IPI00027898 | Uncharacterized protein C210orf70 Q9NSI2-1 0.67 0.89 0.78 0.78 0.11 4 32.2 1.74E-41
IPi00027996 | /© kD2 WD repeat tumor rejection antigen P57737-1 1.05 1.26 1.16 014 | 3 | 88 | 239E05
homolog
IPI00028004 | Proteasome chain 13 P49720 1.21 1.07 1.11 1.13 0.07 8 33.2 | 6.8E-138
IPI00028005 | 107 kDa nucleoporin P57740 0.87 1.10 1.02 1.00 0.12 11 17.1 | 1.9E-178
IP100028006 | Macropain subunit C7-I P49721 0.91 1.01 1.03 0.99 0.06 10 45.3 8.6E-146
cDNA FLJ56425, highly similar to Very-long-chain
IPI00028031 | specific acyl-CoAdehydrogenase, mitochondrial B4DEAS 0.86 1.04 1.14 1.01 0.14 22 39.4 0
(EC1.3.99.-)
IP100028055 | 21 kDa transmembrane-trafficking protein P49755 0.98 1.12 1.31 1.14 0.16 10 38.4 2.2E-157
IPI00028059 | Protein numb homolog P49757-1 1.11 1.11 2 3.8 2.8E-06
IP100028065 | Cytoplasmic protein NCK1 P16333 0.95 1.23 1.09 0.20 3 8.5 | 0.000222
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IP100028083 | elF-2B GDP-GTP exchange factor subunit beta P49770 0.76 1.06 1.00 0.94 0.16 5 19.4 1.24E-98
IPI00028091 | Actin-like protein 3 P61158 0.92 1.13 1.10 1.05 0.11 21 60.5 0
IPI00028099 | Choroideraemia protein P24386 1.09 1.00 1.08 1.06 0.05 6 12.7 1.7E-28
IPI00028122 | ClL-associated antigen KW-7 075475-1 1.62 1.28 1.35 1.41 0.18 19 39.1 0
IPI00028160 | Hydroxymethylbilane synthase P08397-1 1.08 0.82 1.02 0.97 0.13 2 11.1 | 2.1E-237
IP100028264 | Exocyst complex 84 kDa subunit Qs8lYl6 0.96 0.60 0.78 0.25 3 7.6 3.19E-33
IP100028279 | Testis-specific Y-encoded-like protein 5 Q86Vvy4 1.22 0.93 1.08 0.20 3 8.9 6.39E-18
IPI00028357 | Exportin-4 Q9COE2 0.75 0.75 0.75 0.00 3 3.2 6.11E-22
IP100028366 | Histone H3-K4 methyltransferase SETD7 Q8WTS6 0.92 0.59 0.97 0.82 0.21 3 8.7 1.93E-25
IPI00028376 | Deafness dystonia protein 1 060220 0.85 0.82 0.85 0.84 0.02 3 34 9.09E-17
IP100028387 | DDRGK domain-containing protein 1 Q96HY6-1 1.04 1.04 1.04 0.00 6 33.8 | 1.47E-64
IP100028390 | 39S ribosomal protein L34, mitochondrial Q9BQ48 0.99 0.70 0.85 0.20 2 23.9 1.71E-05
IPI00028412 | Autoantigen p27 060232 0.77 0.92 0.85 0.85 0.07 8 63.3 7E-217
IP100028419 | Adenovirus E1B19K-binding protein B5 060238 1.49 1.53 1.51 0.03 3 16.1 3.32E-35
IP100028481 | Oncogene c-mel P61006 1.00 1.17 1.09 1.08 0.08 11 48.3 1.1E-293
IP100028520 | Complex I-51kD P49821-1 0.91 0.94 0.97 0.94 0.03 11 33.6 3.3E-143
IP100028564 | GTP-binding protein 1 P32455 0.73 1.07 1.20 1.00 0.24 19 27.2 1.2E-100
IPI00028635 gDI?/'ci;:z:;f';z:fesr':";:‘;';gzgzcsc:s;i:;"pr°tei” P04844 1.00 0.96 113 1.03 009 | 14 | 36 0
IP100028883 | Complex I-ASHI 095169 1.41 1.08 1.04 1.18 0.20 3 23.7 1.61E-07
IP100028888 | AU-rich element RNA-binding protein 1 Q14103-1 1.14 1.02 1.02 1.06 0.07 23 46.2 0
IP100028911 | Alpha-dystroglycan Q14118 1.38 1.38 1 1.2 2.42E-05
IPI00028912 | Putative transcription factor DB1 Q14119 0.97 0.97 1 2.7 3.34E-08
IPI00028955 | Block of proliferation 1 protein Q14137 0.79 0.84 0.70 0.78 0.07 14 26.1 | 3.3E-129
IPI00028957 | Ubiquitin conjugation factor E4 A Q14139-2 0.84 1.19 1.13 1.05 0.19 5 6.4 2.49E-82
IPI00028980 ﬁg:f;:;y ribosome biogenesis protein 2 Q14146 0.34 0.34 2 | 18 | 0000391
IPI00029002 | SFT2 domain-containing protein 2 095562 1.08 1.40 1.24 0.23 2 6.9 | 0.000293
IPI00029012 | elF3 p167 Q14152 0.95 0.88 0.94 0.92 0.04 47 32.8 0
IPI00029015 | 3-dehydrosphinganine reductase Q06136 1.37 1.37 2 8.1 0.000214
IP100029046 | Malectin Q14165 1.11 1.05 1.22 1.13 0.09 10 31.8 0

55




IP100029048 | Tubulin--tyrosine ligase-like protein 12 Q14166 0.88 0.99 0.79 0.88 0.10 11 25 2.38E-72
IPI00029054 | Cytosolic 5-nucleotidase Il P49902 1.06 1.06 2 8.2 3.76E-08
IPI00029056 | Selenide, water dikinase 1 P49903 0.80 0.80 4 18.1 | 1.51E-83
IPI00029079 | Glutamine amidotransferase P49915 0.90 0.97 0.93 0.93 0.04 33 58.3 0
IPI00029081 | DNA ligase 3 P49916-1 0.92 0.97 0.87 0.92 0.05 10 12.2 | 1.31E-43
IPI00029091 | Putative nucleoside diphosphate kinase 060361 0.84 1.03 0.94 0.13 6 40.9 | 6.5E-136
IPI00029111 S;’r'::ﬁ:'” response mediator protein 4 long B3SXQS8 1.33 1.27 1.28 1.30 003 | 32 | 52 0
IPI00029133 | ATP synthase subunit b, mitochondrial P24539 1.04 0.93 1.05 1.01 0.07 12 35.5 8.3E-281
IP100029144 | PP2A subunit B isoform PR72/PR130 Q06190-1 1.52 1.52 2 1.7 0.001679
cDNA FLJ38069 fis, clone CTONG2015434, highly
IPI00029159 | similar to DOUBLE-STRAND BREAK REPAIR B3KTC7 0.94 1.23 1.19 1.12 0.15 6 10.1 | 1.71e-81
PROTEIN MRE11A

IP100029264 | Complex Ill subunit 4 P08574 1.17 0.73 1.02 0.97 0.22 6 25.8 | 1.19E-34
IP100029266 | Sm protein E P62304 0.94 1.03 0.99 0.99 0.05 3 29.3 | 4.49E-64
IP100029267 | U2 small nuclear ribonucleoprotein B P08579 1.09 1.07 1.11 1.09 0.02 6 32 1.54E-94
IP100029275 | Melanoma-associated antigen p97 P08582-1 1.12 1.13 1.33 1.19 0.12 5 9.2 3.73E-24
IP100029400 | Zinc finger protein 265 095218-1 1.17 0.48 0.81 0.82 0.35 6 19.1 1.41E-18
IPI00029403 | Sorting nexin-4 095219 0.91 1.19 1.20 1.10 0.17 5 14.2 2.3E-205
IP100029422 | GG10_2 095235 0.91 1.22 1.32 1.15 0.21 9 13.8 2.1E-161
IP100029444 | UPF0160 protein MYG1, mitochondrial Q9HBO7 0.98 1.02 0.95 0.99 0.04 9 30.9 | 5.48E-71
IP100029447 | 28 kDa cis-Golgi SNARE p28 095249 0.85 0.69 1.02 0.85 0.16 3 14.4 | 3.49E-07
IPI00029468 | Actin-RPV P61163 1.18 1.08 0.96 1.08 0.11 10 36.4 | 2.1E-216
IPI00029473 | Protein Njmu-R1 Q9HASO 0.88 0.88 2 6.3 2.74€E-30
IPI00029513 | Nucleolar protein 10 Q9BSC4-1 0.90 0.87 0.88 0.02 8 119 | 1.23e-13
IP100029534 | Amidophosphoribosyltransferase Q06203 0.74 0.88 0.83 0.81 0.07 19.1 | 5.6E-120
IPI00029557 | GrpE protein homolog 1, mitochondrial Q9HAV7 0.81 0.78 0.85 0.81 0.03 11 59.9 | 7.4E-188
IP100029558 | Complex I-B14.5b 095298 0.72 0.97 0.84 0.18 2 16.8 3.25E-05
IP100029601 | Amplaxin Q14247 1.16 1.03 1.02 1.07 0.08 25 50.2 1.8E-295
IPI00029605 | Chondroitinsulfatase P34059 1.34 1.56 1.45 0.16 1 29 7.62E-07
IPI00029623 | 27 kDa prosomal protein P60900 0.87 1.06 1.03 0.99 0.10 15 59.3 | 1.5€-211
IPI00029629 | E3 ubiquitin/ISG15 ligase TRIM25 Q14258 1.02 1.32 1.15 1.16 0.15 13 224 9E-200
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IPI00029631 | Enhancer of rudimentary homolog P84090 1.02 1.10 1.01 1.04 0.05 6 40.4 | 1.1E-164
IPI00029643 E:’OT;: cervical cancer suppressor gene 4 QONYL2-2 0.72 111 0.92 0.92 019 | 9 | 279 | 1.6E-204
IPI00029656 L’L‘g’rr:si'z) Eolr related with estrogen receptor 060443-1 1.51 1.51 2 83 | 4.93E-19
IP100029665 | Cob(l)alamin adenosyltransferase Q96EY8 1.53 1.44 1.42 1.46 0.06 3 14.4 | 7.36E-09
IPI00029697 | Autoantigen PM/Scl 1 Q06265-2 0.92 1.13 1.04 1.03 0.11 4 11 3.76E-51
IP100029723 Follistatin-like protein 1 Q12841 1.15 1.08 1.20 1.14 0.06 10 39.3 1.7E-162
IPI00029728 | Basic transcription factor 2 80 kDa subunit P18074 0.31 0.31 2 4.6 0.002019
IPI00029730 | Renal carcinoma antigen NY-REN-31 Q12846 1.25 1.19 1.22 1.22 0.03 4 16.2 1.5E-28
IP100029731 | 60S ribosomal protein L35a P18077 0.80 0.86 0.84 0.84 0.03 40 2.07E-82
IPI00029733 | 20-alpha-hydroxysteroid dehydrogenase Q04828 0.64 1.58 1.76 1.33 0.60 14 49.5 7.2E-189
IPI00029737 | Long-chain acyl-CoA synthetase 4 060488-1 1.21 1.35 1.25 1.27 0.07 17 28.8 | 1.5E-154
IPI00029744 | PWP1-interacting protein 17 Q04837 0.89 0.93 1.04 0.95 0.08 7 51.4 | 3.9E-251
IPI00029764 | SF3a60 Q12874 0.91 1.08 1.10 1.03 0.11 14 30.1 0
IP100029997 | 6-phosphogluconolactonase 095336 1.05 1.05 1.05 1.05 0.00 14 66.7 | 1.4E-301
IPI00030098 | Protein FAM50A Q14320 1.13 1.12 0.92 1.06 0.12 9 27.7 4.72E-59
cDNA FLJ13370 fis, clone PLACE1000653, highly
IPI00030116 | similar to Phosphoacetylglucosamine mutase B3KN28 0.90 1.07 1.07 1.02 0.10 11 20.7 | 2.7E-161
(EC5.4.2.3)
IPI00030131 | L@mina-associated polypeptide 2, isoforms P42167-1 1.56 1.13 1.09 1.26 026 | 19 | 562 0
beta/gamma
IPI00030182 | Guanidinoacetate N-methyltransferase Q14353 1.18 1.00 1.07 1.08 0.09 4 27.5 2.34E-31
IP100030207 | GDP-D-mannose dehydratase 060547 1.13 1.13 7.8 1.18E-16
IPI00030255 | Lysyl hydroxylase 3 060568 1.10 1.10 1.16 1.12 0.04 14 23 2.9E-253
IPI00030275 | Heat shock protein 75 kDa, mitochondrial Q12931 0.88 0.81 0.88 0.86 0.04 25 39.5 0
IPI00030320 | ATP-dependent RNA helicase p54 P26196 1.10 1.18 1.10 1.13 0.05 14 33.7 5E-286
IPI00030328 | Serine racemase Q9GZT4 0.97 0.97 3 141 5.69E-33
IP100030355 | Hemochromatosis candidate gene V protein 060927 1.03 1.03 3 40.5 | 2.69E-39
IP100030362 | Differentiation-dependent protein A4 Q04941 2.74 2.74 2 18.4 | 2.71E-41
IPI00030363 | Acetoacetyl-CoA thiolase P24752 0.92 1.00 0.98 0.97 0.04 22 53.9 0
IPI00030364 | STAF28 Q12962 1.39 1.12 0.94 1.15 0.23 2 15.6 1.8E-218
IPI00030371 | RING finger protein 87 Q9C037-1 0.96 0.96 2 4.8 0.001187
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IPI00030380 | Basic transcription factor 2 62 kDa subunit P32780 0.79 0.79 2 10.4 | 0.000647
IPI00030383 | Activator of RNA decay Q12972-1 1.32 1.18 1.08 1.19 0.12 4 17.4 8.09E-33
IPI00030389 | Active breakpoint cluster region-related protein Q12979-1 1.15 1.10 1.13 0.04 8.1 2.12E-82
IPI00030397 Ef;tze/;df"m'"us E1B 19 kDa protein-interacting | y159g7 1 1.03 0.93 0.98 006 | 6 | 258 | 1.44E-26
IPI00030481 | Mediator complex subunit 10 Q9BTT4 1.10 1.10 2 21.5 | 0.003314
IPI00030654 | C163vage and polyadenylation specificity factor | ) geq 1.16 1.09 1.02 1.09 007 | 10 | 211 | 7.5E-233
68 kDa subunit
IPI00030702 z?:;tcr;:)i:::lydmge“ase [NAD] subunitalpha, | p5p515 4 0.74 0.92 0.99 0.88 013 | 8 | 268 | 1.526-94
IPI00030706 | Activator of 90 kDa heat shock protein ATPase 095433 0.90 1.09 0.96 0.98 010 | 10 | 334 | 1E-123
homolog 1
IPI00030770 | Chromosome 21 leucine-rich protein 095456-1 0.73 1.01 0.90 0.88 0.14 7 23.6 2.38E-85
IPi00030781 | SiBNal transducer and activator of transcription [ 5555, 1.03 1.26 1.26 1.18 013 | 18 | 288 | 1.3E-119
1-alpha/beta
IPI00030783 f;i/f”a' transducer and activator of transcription | 55, 0.86 0.86 0.86 000 | 2 3.7 | 2.41E-49
IPI00030820 | 39S ribosomal protein L47, mitochondrial Q9HD33-1 0.97 0.83 0.93 0.91 0.07 4 16.8 9.43E-40
IPI00030851 | Protein transport protein Sec24B 095487-1 0.91 0.99 0.98 0.96 0.05 6 7.4 3.6E-191
IPI00030877 | 15 kDa selenoprotein 060613-1 0.58 0.55 0.55 0.56 0.02 3 24.8 1.32E-48
IPI00030915 | Deubiquitinating enzyme 8 P40818 1.23 0.92 1.07 0.22 9 10.7 2.23E-23
IPI00030920 | GDP-mannose pyrophosphorylase B Q9Y5P6-1 1.08 1.08 11 36.4 2E-166
IPI00030968 | Uncharacterized protein C9orf142 Q9BUH6-1 1.27 1.04 0.95 1.09 0.16 3 19.6 | 1.18E-35
IPI00030985 | Protein FAM96A Q9H5X1 1.14 1.14 3 21.2 2.71E-30
IPI00031000 | Vitamin K epoxide reductase complex subunit 1 Q9BQB6-1 1.00 1.14 1.07 0.10 1 8 2.58E-25
IP100031023 Protein flightless-1 homolog Q13045 0.97 1.12 1.05 1.05 0.08 23 25.9 0
IPI00031064 | Transmembrane protein 126A Q9H061 0.87 0.93 0.94 0.92 0.04 8 23.1 1.31E-55
IP100031109 B17.2-like Q8N183 1.23 0.78 0.82 0.94 0.25 11 63.3 1.4E-85
IPI00031115 | Golgin subfamily A member 1 Q92805 1.12 1.12 2 2.7 5.89E-05
IPI00031118 | Alkylated DNA repair protein alkB homolog 7 Q9BT30 1.18 1.14 1.16 0.03 2 20.8 1.84E-48
IPI00031127 | Protein YIPF4 Q9BSR8 0.92 1.16 1.04 0.17 2 7.4 0.002898
IPI00031131 | Adipocyte plasma membrane-associated protein | Q9HDC9-1 0.98 1.10 1.22 1.10 0.12 16 45.2 1.9E-121
IPI00031138 Protease-associated domain-containing protein Q9BSGO 1.03 1.03 1 6.4 3.13E-06

of 21 kDa
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IPI00031169 | Ras-related protein Rab-2A P61019 0.97 1.02 1.12 1.04 0.08 12 64.6 1.3E-302
IPI00031242 | Protein transport protein Sec16A 015027-5 1.12 1.12 4 4.5 5.46E-14
IPI00031357 | Protoporphyrinogen oxidase P50336 1.13 1.13 7.8 1.57E-11
IPI00031370 | Tubulin beta-2B chain Q9BVAl 1.13 1.09 1.11 0.03 30 76.4 0
IPI00031397 | Long-chain acyl-CoA synthetase 3 095573 1.53 1.31 1.36 1.40 0.12 21 35.3 | 3.1E-207
IPI00031420 | UDP-glucose 6-dehydrogenase 060701 1.06 1.31 1.31 1.22 0.14 25 62.1 0
Ipi00031461 | CDNA FLI60299, highly similar to Rab GDP BADLV7 1.01 1.08 1.02 1.04 004 | 25 | 673 0
dissociation inhibitor beta

IPI00031479 | Protein disulfide isomerase-related protein Q14554 1.22 1.37 1.30 0.11 5 10.2 | 7.49E-36
IPI00031508 | ATP-dependent RNA helicase DHX8 Q14562 1.15 1.38 0.90 1.15 0.24 4 5.4 1.55E-20
IPI00031514 | Activator 1 36 kDa subunit P40937 1.24 1.01 1.13 0.16 8 31.5 5.05E-90
IPI00031516 | GA-binding protein subunit beta-1 Q06547-1 1.18 1.18 1 2.3 0.003971
IPI00031517 | DNA replication licensing factor MCM6 Q14566 1.09 1.21 1.17 1.16 0.06 33 40.2 3E-269
IPI00031519 | CXXC-type zinc finger protein 9 P26358-1 0.97 0.99 0.98 0.01 27 19.4 | 9.7E-192
IPI00031521 | Activator 1 38 kDa subunit P40938 0.95 1.12 1.13 1.07 0.10 10 34.6 | 4.1E-208
IPI00031522 | 78 kDa gastrin-binding protein P40939 0.93 1.14 1.14 1.07 0.12 26 41.8 0
IPI00031526 | Uncharacterized protein C190rf43 Q9BQ61 1.27 1.06 1.09 1.14 0.12 12 49.4 | 1.67E-65
IPI00031527 | Protein MIS12 homolog Q9HO081 1.17 1.47 1.32 0.21 3 14.6 2.08E-24
IPI00031554 | ATP-dependent RNA helicase DDX50 Q9BQ39 1.21 0.98 1.00 1.06 0.13 5 9.6 4.88E-76
IPI00031556 | Splicing factor U2AF 65 kDa subunit P26368-1 1.00 0.97 0.99 0.99 0.01 10 34.1 | 3.8E-194
IPI00031558 | Adenosine diphosphoribose pyrophosphatase Q9B\1N91- 0.94 0.94 2 7.4 4.66E-10
IPI00031563 | DET1- and DDB1-associated protein 1 Q9BW61 1.17 1.17 2 29.4 4.34E-05
IPI00031564 | Cytochrome c-releasing factor 21 075223-1 1.03 1.08 1.01 1.04 0.04 8 37.8 | 9.3E-111
IPI00031566 | Centromere protein M QINSP4-1 1.20 1.20 3 18.3 2.62E-14
IPI00031612 | rRNA-processing protein UTP23 homolog Q9BRU9S-1 0.88 0.88 1 4.4 2.36E-21
IPI00031614 | DNA replication complex GINS protein SLD5 Q9BRT9-1 1.07 1.07 1.07 1.07 0.00 7 39.9 | 1.97E-55
IPI00031615 | Protein LAPS18-like Q9BRT6 1.07 0.68 0.88 0.27 2 10.9 | 9.76E-24
IPI00031616 | HBV XAg-transactivated protein 4 Q9BRT3 1.28 1.28 1 53 3.95E-05
IPI00031617 | Breast cancer-associated protein SGA-81M Q9BRT2 0.97 0.97 3 25.4 7.68E-28
IP100031618 | Protein DDI1 homolog 2 Q5TDHO-3 1.19 1.19 1 4.5 7.44E-30
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Coiled-coil-helix-coiled-coil-helix domain-

IPI00031622 containing protein 6 Q9BRQ6 1.21 1.06 0.97 1.08 0.12 10 52.8 1.3E-135
IPI00031627 | DNA-directed RNA polymerase Il subunit A P24928 0.82 0.99 1.24 1.02 0.21 14 10.5 1.3E-216
IPI00031629 | HTPHLP Q9H2J4 0.80 0.85 0.85 0.83 0.03 5 25.1 | 2.36E-35
IP100031647 | Programmed cell death protein 2-like Q9BRP1 1.06 1.06 2 7.8 0.001583
IPI00031650 | NUDT16-like protein 1 Q9BRJ7-1 0.99 1.11 1.18 1.09 0.10 6 33.2 | 3.52E-25
IPI00031651 | Uncharacterized protein C7orf50 Q9BRJ6 1.11 1.00 0.98 1.03 0.07 10 48.5 | 3.99E-92
IPI00031655 | Dermal papilla-derived protein 9 Q9BRG1 0.86 1.13 1.01 1.00 0.13 23.9 | 3.25E-67
IPI00031661 | NOCA4-like protein Q9BVI4 0.96 0.89 0.80 0.88 0.08 8 26.2 | 2.1E-131
IPI00031670 | Nervous system over-expressed protein 20 Q8IWE2 1.12 1.25 1.17 1.18 0.07 14 36.8 1E-245
IPI00031679 | Uncharacterized protein C3orf26 Q9BQ75 0.80 0.70 0.75 0.07 5 17.9 | 2.73E-09
IP100031680 | Acyl-CoA-binding domain-containing protein 6 Q9BR61 1.69 1.19 1.44 0.35 3 15.2 | 9.96E-86
IPI00031681 | Cell division protein kinase 2 P24941 1.05 1.42 1.36 1.28 0.20 10 42.3 7.59E-98
IPI00031691 | 60S ribosomal protein L9 P32969 0.81 0.95 0.89 0.88 0.07 8 37 1.68E-45
IPI00031697 | Mitsugumin-23 Q9BVC6 1.29 1.07 1.20 1.19 0.11 13.2 9.6E-66
IPI00031708 | Beta-diketonase P16930 0.80 1.14 1.09 1.01 0.18 7 20.3 | 2.23E-82
IPI00031768 | Protein Hook homolog 3 Q86VSs8 0.97 1.10 1.13 1.07 0.08 10 19.5 | 4.6E-138
IP100031801 | Cold shock domain-containing protein A P16989-1 0.87 0.73 0.73 0.78 0.08 11 45.7 0
IPI00031812 | CCAAT-binding transcription factor | subunit A P67809 1.09 0.76 0.80 0.88 0.18 20 64.2 0
IPI00031820 | CML33 Q9Y285 0.96 0.89 0.91 0.92 0.03 9 19.7 | 6.8E-139
IPI00031836 ?evelopmentaIIy-reguIated GTP-binding protein Q9Y295 083 0.99 093 092 008 17 49 0
IPI00031960 | A190 095602 0.82 0.86 0.84 0.02 3 2.6 8.8E-19
IPI00032003 | Emerin P50402 1.24 1.05 1.04 1.11 0.11 12 46.9 6.3E-286
IPI00032038 | Carnitine O-palmitoyltransferase 1, liver isoform | P50416-1 0.63 0.78 0.92 0.78 0.14 5 7.4 1.84E-48
IPI00032064 | AKAP-KL Q9Y2D5-4 1.02 0.76 0.88 0.89 0.13 9 12.8 9.8E-260
IPI00032134 | Cytoplasmic antiproteinase 2 P50452 0.94 1.31 1.29 1.18 0.20 5 14.2 | 3.52E-77
IPI00032140 | 47 kDa heat shock protein P50454 1.11 1.00 1.16 1.09 0.08 28 64.8 0
IP100032206 | LIM protein RIL P50479-1 0.80 1.00 0.96 0.92 0.10 10 41.2 | 7.92E-81
IPI00032230 | 4.1B Q9Y2J2-1 0.97 1.22 1.00 1.06 0.14 11 13.7 | 1.29E-45
IPI00032293 | Cystatin-3 P01034 1.16 1.72 1.35 1.41 0.28 2 19.2 3E-05
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IP100032304 | Intestine-specific plastin Q14651 1.05 1.05 7 11.3 | 7.24E-91
IP100032314 | L antigen family member 3 Q14657 1.20 0.98 1.09 0.16 2 27.3 | 8.15E-72
IPI00032342 | TRIP12 protein Q14CA3 0.72 0.93 0.96 0.87 0.13 9 6 2.3E-252
IP100032355 | Pumilio homolog 1 (Drosophila) Q57178 0.78 1.12 0.94 0.95 0.17 9 9.6 3.55E-43
IPI00032387 | DNA replication complex GINS protein PSF1 Q14691 1.07 1.20 1.03 1.10 0.09 4 20.9 1.2E-113
IP100032406 | Cell cycle progression restoration gene 3 protein 060884 0.81 1.12 1.06 0.99 0.17 10 25.5 3.4E-40
IP100032423 | ATP-dependent RNA helicase ROK1-like Q9Y2R4 0.70 1.18 1.06 0.98 0.25 6 18.4 | 6.5E-181
IP100032459 | Adapter-related protein complex 3 mu-1 subunit Q9Y2T2 1.03 1.23 1.50 1.25 0.24 5 20.1 1.6E-31
IP100032460 | Protein G7b Q9Y333 0.80 1.04 0.92 0.16 4 40 1.78E-90
IPI00032491 | Inner nuclear membrane protein Man1l Q9Y2U8 0.97 0.97 5 8.8 1.84E-11
IP100032498 | Dynactin subunit 5 Q9BTE1 1.17 1.17 3 15.4 | 5.62E-09
IPI00032533 | WD repeat-containing protein 18 Q9BV38 0.86 1.05 1.03 0.98 0.10 6 13.4 1.1E-12
IPI00032561 | Calcium-binding protein 39 Q9Y376 0.89 0.89 0.96 0.92 0.04 16 349 | 1.8E-285
IPI00032563 | GC-box-binding zinc finger protein 1 Q9Y2X9 0.84 0.90 0.84 0.86 0.03 4 8.9 1.38E-46
IPI00032597 | RNA-binding motif protein, X-linked 2 Q9Y388 1.10 1.06 1.08 0.03 3 10.9 | 6.36E-21
IPI00032635 | Protein FAM61B Q9BX40-1 1.24 1.03 0.83 1.03 0.20 2 9.6 2.92E-45
IPI00032780 | Intersex-like protein QINX70 0.83 1.12 0.98 0.21 3 17.6 | 1.9E-149
IPI00032791 | Ribonuclease P protein subunit p29 095707 1.08 1.16 1.12 0.06 3 15 3.4E-101
IPI00032799 | Gastric cancer antigen Zgl4 Q9Y3A4 0.75 0.77 0.76 0.01 4 16 1.31E-45
IPI00032808 | Ras-related protein Rab-3D 095716 1.26 1.27 1.18 1.24 0.05 8 37 4.7E-137
IPI00032823 | 3-5 exoribonuclease CSL4 homolog Q9Y3B2 0.89 1.02 1.03 0.98 0.07 5 35.4 | 9.5E-164
IPI00032826 | Hsc70-interacting protein P50502 1.08 0.90 1.01 1.00 0.09 12 31.7 | 2.3E-190
IPI00032827 | Pre-mRNA branch site protein p14 Q9Y3B4 0.91 1.20 1.09 1.07 0.15 4 39.2 | 2.85E-84
IPI00032830 | Oligoribonuclease, mitochondrial Q9Y3B8-1 0.80 0.96 0.94 0.90 0.09 13 39.7 | 1.06E-65
IP100032831 | Soluble 29 kDa NSF attachment protein 095721 1.16 1.09 1.09 111 0.04 9 43 6.41E-78
IPI00032848 | Coiled-coil domain-containing protein 53 Q9Y3COo 1.29 1.29 1 7.2 3.95E-24
IP100032849 | HBV pre-S2 trans-regulated protein 3 Q9Y3C1 0.94 0.77 0.78 0.83 0.10 6 38.2 | 6.5E-113
IP100032851 | Coatomer subunit zeta-1 P61923 0.96 0.86 1.07 0.96 0.10 5 31.6 | 2.7E-227
IPI00032853 | H/ACA ribonucleoprotein complex subunit 3 QINPE3 0.81 0.91 0.77 0.83 0.07 3 62.5 | 5.48E-15
IP100032872 | 28S ribosomal protein S16, mitochondrial Q9Y3D3 0.78 0.78 2 22.6 1.1E-21
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Electron transfer flavoprotein-ubiquinone

IPI00032875 oxidoreductase, mitochondrial Q16134 0.81 0.81 1 3.4 7.23E-05
IPI00032879 | Adenylate kinase isoenzyme 6 Q9Y3D8 0.79 0.70 0.74 0.06 3 19.8 | 7.69E-56
IP100032881 | 28S ribosomal protein S23, mitochondrial Q9Y3D9 0.97 0.81 0.89 0.89 0.08 8 53.7 | 2.3E-111
IPI00032911 | 21 kDa TBP-like protein P62380 0.97 1.16 1.07 0.13 2 16.1 1.09E-72
IPI00032955 | RING finger protein 114 Q9Y508-1 0.78 1.08 1.00 0.95 0.15 8 395 1E-165
IPI00032959 E:‘éigir:"3'ph°5phate dehydrogenase 1-like Q8N335 1.06 111 1.08 003 | 2 | 54 | 543605
IPI00032966 | Bridging integrator 3 QI9NQYO0-1 1.05 1.05 2 8.7 2.29E-11
IPI00032970 | Oxysterol-binding protein-related protein 11 Q9BXB4 1.25 1.52 1.20 1.32 0.17 5 9.1 2.51E-25
IPI00032995 | LanC-like protein 2 QINS86 0.86 1.22 1.10 1.06 0.18 7 20 5.4E-170
IPI00033022 | Dynamin-2 P50570-1 1.14 1.12 1.13 0.01 19 28.9 | 3.8E-243
IPI00033030 | 110 kDa cell membrane glycoprotein Q16186 0.95 1.14 0.99 1.02 0.10 7 15 3.24E-72
IPI00033036 ;\'/tc'zg‘r’:tzfmr 2-associated 67 kDa P50579 0.86 1.10 0.98 0.98 012 | 22 | 533 0
IPI00033054 | CTD small phosphatase-like protein 2 Q05D32-1 1.18 1.38 1.28 0.15 4 7.9 2.66E-44
IPI00033130 | SUMO-activating enzyme subunit 1 Q9UBEO 1.03 1.06 1.13 1.07 0.05 17 54.6 1.3E-201
IPI00033132 | CKIl beta-binding protein 1 Q9UBF6-1 1.19 1.19 2 18.6 | 3.45E-58
IPI00033143 | elF-3 p25 Q9UBQS5 0.85 0.90 1.00 0.91 0.08 5 26.1 1.6E-170
IPI00033153 | mRNA export factor TAP Q9UBU9 0.94 1.16 1.12 1.07 0.12 10 24.7 1E-124
IPI00033466 | C-type lectin domain family 11 member A Q9Y240 0.90 0.90 3 13.3 | 4.91E-09
IPI00033516 | Gamma-ring complex protein 104 kDa Q96§W5_ 1.01 1.33 1.17 0.23 2 4.6 4.42E-10
IPI00033561 | RNA-binding protein with serine-rich domain 1 Q15287-1 1.43 1.06 1.04 1.17 0.22 2 10.2 7.7E-52
IPI00033600 | Protein phosphatase 1 regulatory subunit 22 Q15435-1 1.21 1.17 1.21 1.20 0.02 8 30.3 | 2.4E-205
IP100033892 | GDNF-inducible zinc finger protein 1 Q9H116 1.25 1.25 2 1.4 0.029171
IPI00034006 ;'Lsogggigns'?“tainmg protein tyrosine QoH3S7 1.03 1.17 1.14 1.11 007 | 6 | 57 | 47638
IPI00034049 | ATP-dependent helicase RENT1 Q92900-1 0.93 1.05 1.06 1.01 0.07 36 37.2 0
IPI00034069 | Dimethyladenosine transferase 2, mitochondrial Q9H5Q4 0.79 0.79 3 8.3 6.15E-10
IPI00034181 | B5T-overexpressed gene protein 075884-1 1.01 1.01 2 11.3 | 0.004445
IPI00034277 | Probable cation-transporting ATPase 13A1 Q9HD20-1 0.98 0.93 0.89 0.93 0.05 3 35 5.68E-07
IPI00034319 | Acetylcholinesterase-associated protein 060888-2 1.24 1.17 1.03 1.15 0.11 2 14.1 | 8.92E-17
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IPI00035167 | Ribosomal protein L1 A8MXH3 1.36 1.36 6 17.1 1.07E-16
IPI00036742 | Protein virilizer homolog Q69YN4-1 1.10 1.25 1.17 0.11 5 3.8 1.07E-40
IPI0003744g | CVOXVIate reductase/hydroxypyruvate QoUBQ7 0.95 1.03 0.99 0.99 004 | 14 | 482 0
reductase

IPI00037599 | Alpha-globin transcription factor CP2 Q12800-1 1.05 1.13 0.84 1.01 0.15 4 114 1.03E-43
IPI00038378 i:og;';e:; imethy'thi°'1’ph°5ph°pe”ta”e QOUHY7-1 0.97 112 1.07 1.05 008 | 6 | 215 | 2.1E-152
IPI00041127 | Anti-silencing function protein 1 homolog B Q9NVP2 1.52 1.79 1.75 1.69 0.15 3 28.7 | 7.32E-81
IPI00041325 | H/ACA ribonucleoprotein complex subunit 2 Q9NX24 0.98 0.91 0.87 0.92 0.05 7 39.2 | 3.3E-289
IPI00042099 | Pygopus homolog 2 Q9BRQO 1.62 1.33 1.47 0.20 2 8.4 1.13e-07
IPI00042580 | Apolipoprotein O Q9BURS5-1 0.99 1.07 1.05 1.04 0.04 5 23.7 | 7.55E-33
IPI00043563 | LisH domain-containing protein C160rf63 Q96NB1 0.79 0.79 1 8.6 4.22E-05
IPI00043565 | Coiled-coil domain-containing protein 16 Q96NB3 1.64 1.28 1.43 1.45 0.18 4 13.4 | 8.19E-69
IPI00043598 ::r:r’:c‘i':n‘::r‘;‘:t':;r factor kappa-B kinase- Q70uQo-4 | 0.92 0.90 0.89 0.90 002 | 13 | 385 | 7.9E-165
IPI00043622 | FERM domain-containing protein 6 Q96NE9-1 1.50 1.50 2 5.8 4.49E-17
IPI00044761 | Pseudouridylate synthase 7 homolog Q96PZ0 0.80 0.71 0.76 0.07 3 7.7 6.31E-67
IPI00045051 | Purine-rich element-binding protein B Q96QR8 0.93 1.19 1.06 1.06 0.13 7 35.9 1.8E-106
IPI00045207 | BTB/POZ domain-containing protein 14B Q96RE7 1.58 1.07 1.33 0.36 2 6.1 2.44E-08
IPI00045219 | SH3 and PX domain-containing protein 3B Q96RFO-1 1.32 0.92 0.79 1.01 0.28 2 4.6 5.73E-25
IPI00045496 | Deubiquitinating enzyme 28 Q96RU2-1 1.04 1.25 1.15 0.15 4 5.7 1.22E-15
IP100045511 | Chloride channel CLIC-like protein 1 Q96S66-1 1.16 1.23 1.05 1.14 0.09 3 9.8 6.4E-116
IPI00045550 | Neurabin-2 Q96SB3 1.27 1.28 1.01 1.19 0.16 4 9.2 1.9€-114
IPI00045839 | Growth suppressor 1 Q32P28-3 1.24 1.24 16 26.9 | 1.6E-175
IPI00045914 | Msx2-interacting protein Q96T58 3.40 0.91 2.15 1.76 2 0.9 1.94E-15
IPI00045917 | Protein cereblon Q96iW2- 0.91 0.82 0.87 0.06 3 9.3 6.32E-05
IPI00045946 | ATP-dependent metalloprotease FtsH1 Q96TA2-1 0.72 0.99 1.05 0.92 0.18 6 13.1 1.3E-211
IPI00046057 | Syntaxin binding protein 1 P61764-2 1.33 1.33 4 7 7.7€-11
IPI00046828 | Coiled-coil domain-containing protein 58 Q4vC31 0.74 0.86 0.85 0.82 0.07 25.7 | 8.31E-40
IPI00054042 | Bruton tyrosine kinase-associated protein 135 P78347-1 1.07 1.09 1.08 1.08 0.01 31 34.4 6.4E-138
IPI00055405 | Alkylated DNA repair protein alkB homolog 2 Q6NS38 0.90 0.90 1 8.8 1.59E-94
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IPI00056334 | Cavin-3 Q969G5 1.46 1.10 1.19 1.25 0.19 11 49.8 1.1E-100
IPI00056357 | Interleukin-25 Q969H8 0.92 1.14 111 1.06 0.12 4 23.7 | 5.49E-60
IPI00056496 | Ras-related protein Rab-24 Q96905 1.00 1.04 1.02 0.03 2 12.3 | 2.08E-14
IPI00056499 | Zinc finger protein 622 Q969S3 1.52 1.17 0.86 1.18 0.33 2 6.1 9.54E-24
IPI00056505 | Cytosolic 5-nucleotidase llI-like protein Q96977 0.99 0.99 2 5.8 0.007086
IPI00057097 51 ‘:Z;‘;’:t‘:::;’:g:z'i:alns‘cerase terminal- QoH147 1.19 1.19 2 | 88 | 7.05E-34
IPI00058192 | GDP-fucose protein O-fucosyltransferase 1 Q9H488-1 0.98 1.00 1.21 1.06 0.13 5 17.5 | 6.12E-43
IPI00059242 | Synapse-associated protein 1 Q96A49 0.95 0.93 0.91 0.93 0.02 13 39.2 1.2E-278
IPI00059264 | Vacuolar protein sorting-associated protein 26B Q4GOF5 1.20 0.81 1.00 0.28 3 10.7 2.8E-13

IPI00059279 | Exocyst complex component 4 Q96A65 0.84 1.02 1.03 0.96 0.11 4 6.3 4.24E-28
IPI00059292 | Protein mago nashi homolog 2 Q96A72 1.01 1.01 0.96 0.99 0.03 8 58.8 | 5.83E-98
IPI00059762 | Lysophospholipase-like protein 1 QSV\lsz- 0.83 1.09 0.96 0.19 3 15.2 | 2.39E-07
IPI00059764 | Enzyme-like protein PIT13 Q96B54-1 1.31 1.11 1.21 0.14 16.5 8.21E-42
IPI00060031 | ADP-ribosylation factor-like protein 10B Q96BM9 1.35 1.35 4 22.6 | 5.13E-25
IPI00060148 | Coiled-coil domain-containing protein 127 Q96BQS5 0.57 0.57 2 8.1 0.011216
IPI00060181 | EF-hand domain-containing protein D2 Q96C19 1.20 1.07 1.06 1.11 0.08 18 54.2 2.9E-230
IPI00060200 | Aldose 1-epimerase Q96C23 1.35 1.28 1.25 1.29 0.05 4 16.4 | 3.88E-36
IPI00060423 | Collagen triple helix repeat-containing protein 1 Q96CG8-1 1.20 1.23 1.21 0.02 5 23.9 | 2.54E-30
IPI00060521 | FLYWCH family member 2 Q96CP2 1.64 1.31 1.16 1.37 0.25 6 66.4 | 9.88E-16
IPI00060545 'F\,"/:E’LChO”d”a' intramembrane cleaving protease | g1 0.97 0.92 0.95 003 | 2 | 87 | 431F-24
IPI00060569 | 2-arachidonoylglycerol hydrolase Q8N2K0-2 1.14 1.17 1.25 1.19 0.05 3 9.2 5.24E-45
IPI00060627 | Coiled-coil domain-containing protein 124 Q96CT7 1.33 1.13 1.02 1.16 0.16 8 33.2 1.07E-50
IPI00061108 | Ribosome-recycling factor, mitochondrial Q96E11-1 0.84 0.73 0.81 0.79 0.05 5 21.4 | 1.45E-39
IPI00061111 | BLM-associated protein of 18 kDa Q96E14-1 1.65 1.54 1.61 1.60 0.06 2 16.3 | 0.000134
IPI00061168 | Ankyrin repeat domain-containing protein 40 Q6AI12 1.00 1.00 2 9.2 1.19€-34
IPI00061245 | 28S ribosomal protein S10, mitochondrial P82664 1.00 1.00 1 6 0.000122
IPI00061356 | Arsenite-related gene 1 protein Q96EA4-1 1.00 1.00 2 5 0.000318
IPI00061492 | Uncharacterized protein C7orf30 Q96EH3 1.05 0.79 0.92 0.92 0.13 1 9 1.19€-19
IPI00061525 | Glucosamine 6-phosphate N-acetyltransferase Q96EK6 0.78 0.99 0.92 0.90 0.11 6 39.7 | 2.6E-150
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IPI00061528 | Protein KTI12 homolog Q96EK9 1.06 1.06 1.06 0.00 3 12.4 1.26E-73
IPI00061531 | 39S ribosomal protein L53, mitochondrial Q96EL3 0.79 0.94 0.93 0.89 0.08 6 49.1 | 7.51E-68
IPI00061623 | Beta-SGT Q96EQO 0.95 0.95 4 15.1 | 3.38E-06
IPI00061780 | Atrophin-1-interacting protein 4 Q96J02-1 1.00 1.04 1.01 1.02 0.02 9 13 6.78E-70
IPI00062120 | Aging-associated gene 13 protein Q96FQ6 1.14 1.17 1.32 1.21 0.09 6 38.8 | 8.11E-41
IPI00062599 | 60 kDa BRG-1/Brm-associated factor subunit A Q96(13M5_ 1.10 1.00 1.05 0.07 4 10 3.8E-108
IPI00062866 | Zinc finger CCCH-type antiviral protein 1-like Q96H79-1 1.03 0.97 1.12 1.04 0.07 4 18.7 2.38E-14
IPI00063130 | Transmembrane protein 205 Q6UW68 1.01 0.76 0.89 0.89 0.12 2 16.9 3.25E-09
IPI00063213 | Mediator complex subunit 30 Q96HR3 1.50 1.58 1.54 0.06 2 11.8 8.32E-31
IPI00063219 ':u/ gfﬁtrﬁ::fc'“pmtem complex non-core QU6HRS 1.12 1.12 2 53 | 7.61E-08
IPI00063334 | Transmembrane protein 41A Q96HV5 0.93 0.93 2 10.6 | 0.001814
IPI00063667 | Biorientation defective protein 1 Q961K1-1 1.16 1.16 3 23.8 3.18E-11
IPI00063729 | hTREX45 Q96401 0.79 1.14 0.97 0.25 5 17.2 3.51E-18
IPlo0063784 | esicle transport through interaction with t- QOUEUO-1 | 1.18 1.26 1.23 122 004 | 4 | 233 | L4E-184
SNAREs homolog 1B
IPI00063827 | Abhydrolase domain-containing protein 14B Q96l1U4-1 1.19 1.19 2 16.7 | 1.42E-28
IPI00063903 | HCV F-transactivated protein 2 Q96IX5 1.05 1.05 2 27.6 3.6E-215
IPI00063962 | Protein DPCD Q9BVM2 0.88 0.88 2 10.3 4.19E-06
IPI00064086 | EEF1D protein Q4VBZ6 0.97 0.85 0.79 0.87 0.09 13 58.4 0
IPI00064158 | Brain-derived tau kinase Q5TCY1-1 1.01 1.01 2 2.2 0.009079
IPI00064162 | Deubiquitinating protein VCIP135 Q96JH7 1.12 1.17 1.14 0.03 6 6.5 2.75E-39
IPI00064193 | Protein disulfide-isomerase TMX3 Q96JJ7-1 1.03 0.97 1.03 1.01 0.03 11 30.2 | 6.4E-194
IPI00064212 | Zinc finger protein 828 Q96JM3 1.08 1.56 1.32 1.32 0.24 5 8.9 2.87E-13
IPI00064767 | Rho GTPase-activating protein 17 Q68EM7-1 1.22 1.12 1.23 1.19 0.06 14 28.3 1.2E-100
IPI00065276 | Alveolar soft part sarcoma chromosomal region |- gp7¢g 1.09 1.08 0.99 1.05 005 | 9 | 257 | 2.56-106
candidate gene 1 protein
IPI00065500 | BRO1 domain-containing protein BROX Q5VvVw32 1.18 1.24 1.23 1.22 0.03 4 15.3 | 9.4E-110
IPI00065671 | Cytidine monophosphokinase 2 Q9BZX2-1 0.59 0.83 0.79 0.74 0.13 41 2.2E-123
IPI00068506 | A1+ Dinding cassette, sub-family F (GCN20), Q75MI1 0.72 0.97 0.84 017 | 3 | 55 | 1.71E11
member 2, isoform CRA_d
IPI00069084 | 350/400 kDa PCAF-associated factor Q9Y4A5-1 0.17 0.17 3 0.9 | 0.000272
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Leucine-rich repeat and WD repeat-containing

IP100069309 . Q9UFCO 1.18 1.00 1.17 1.12 0.10 3 6.7 4.55E-08

protein 1
IPI00069734 | Zinc finger matrin-type protein 2 Q96NCO 1.21 1.20 1.33 1.25 0.07 7 28.6 | 2.32E-11
Ipio00sog1y | Bromodomain adjacent tozinc finger domain Q9UIGO-1 0.90 1.19 1.03 1.04 014 | 15 | 138 | 1E-131

protein 1B

. Q9UNNS5-

IPI00070643 | FAS-associated factor 1 1 0.85 0.81 0.92 0.86 0.05 4 6.5 1.83E-09
IPI00070943 | Phosphatidylinositol 4-kinase alpha P42356-1 1.01 1.01 2 1.6 0.020429
IPI00071189 | Cell division cycle 2-like protein kinase 1 P21127-1 1.21 1.17 1.03 1.14 0.09 11 14.1 | 3.16E-45
IPI00071318 | Putative RNA-binding protein Luc7-like 1 Q9NQ29-1 1.02 0.81 0.90 0.91 0.11 9 27.2 | 3.4E-158
IPI00071697 | CAAT box DNA-binding protein subunit C Q13952-1 1.27 1.27 2 4.6 0.000246
IPI00071824 | CTCL tumor antigen se20-10 stivig' 0.87 1.41 131 1.19 029 | 3 6.1 | 4.16E-25
IPI00072044 | Ester hydrolase C11lorf54 Q9H$W9- 1.17 1.17 3 10.5 | 1.16E-05
IPI00072534 | GCUNC-45 Q9H3U1-1 1.38 1.26 1.32 0.08 5 6.9 2.38E-36
IPI00073179 | Vacuolar protein sorting-associated protein 33A Q96AX1 0.77 0.94 0.86 0.13 4 10.1 1.19E-11
IPI00073602 | Exosome complex exonuclease MTR3 Q5RKV6 1.12 0.95 0.98 1.02 0.09 11 40.8 2E-135
IPI00073779 | 28S ribosomal protein S28, mitochondrial P82673-1 0.97 0.93 0.74 0.88 0.13 4 21.4 | 4.37E-27
IPI00073958 | CB1 cannabinoid receptor-interacting protein 1 Q96F85-1 0.89 0.99 1.05 0.98 0.08 58.5 | 5.96E-90
IP100074010 Putative uncharacterized protein QTRTD1 cal71 1.03 1.03 0.88 0.98 0.09 6 21.1 3.82E-64
IpI00074258 | Microtubule-associated serine/threonine- Q96GX5-1 1.27 1.27 2 | 33 | 10711

protein kinase-like
IPI00074587 | 40 kDa SR-repressor protein 075494-1 1.17 1.07 0.93 1.06 0.12 5 21.8 6.45E-35
IPI00074604 | FK506-binding protein-associated protein Q92990-1 1.13 0.97 1.05 0.12 5 10.6 1.1E-35
IPI00075081 | Fanconi anemia group D2 protein QQB)1(W9- 1.12 1.11 1.12 0.01 4 3.3 2.17E-06
IPI00083708 | BAT2 domain-containing protein 1 Q9Y520-7 0.80 0.80 19 8.8 1.88E-55
IPI00084571 | 39S ribosomal protein L39, mitochondrial QINYK5-2 0.80 0.96 0.94 0.90 0.09 5 16.1 2.48E-26
IPI00084828 | Syntaxin binding protein 1 P61764-1 1.39 1.39 2 3.2 0.000224
IPI00090327 | Vacuolar protein sorting-associated protein 45 QI9NRW7 0.79 1.04 1.22 1.02 0.22 6 14.4 | 2.88E-16
IPI00093057 | Coproporphyrinogen-Ill oxidase, mitochondrial P36551 0.91 1.04 0.99 0.98 0.06 13 31.7 | 5.2E-205
IP100094740 RING finger protein 31 Q96EPO-1 0.81 0.76 0.79 0.03 3 4.9 3.59E-12
IPI00095891 | Adenylate cyclase-stimulating G alpha protein Q5JWF2-1 1.25 1.18 1.21 0.05 9 11.4 8.7E-46
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GTP-specific succinyl-CoA synthetase subunit

IPI00096066 beta Q96199 1.04 1.18 1.10 1.11 0.07 10 23.4 4E-102
IPI00097490 | UPF0407 protein C20rf39 Q96MC2 1.18 1.18 2 2.7 0.003177
IPI00097495 :E‘;SEt;tle antigen recognized and identified by Q9BYX2 1.12 0.95 1.04 012 | 3 | 41 | 6.18E-10
IPI00098524 | Enzyme-like protein PIT13 B5MDW3 1.55 1.55 1 6.6 0.00071
IPI00098827 | Heat shock protein beta-11 Q9Y547 1.07 1.28 1.22 1.19 0.11 3 27.8 1.02E-54
IPI00099131 | Rotavirus X-associated non-structural protein Q9UGR2-1 0.91 1.11 1.06 1.03 0.11 4 6 3.51E-44
IPI00099311 | TRVA (adenine-N(1)-)-methyltransferase non- - g )05 4 0.90 0.81 0.86 006 | 2 | 72 | 177e-28
catalytic subunit TRM6

IPI00099463 | Sphingosine-1-phosphate aldolase 095470 1.19 1.19 2 6.2 7.5E-08
IPI00099497 | Transcription factor MafF Q9ULX9 1.30 1.76 1.53 0.32 5 39 1.11E-31
IPI00099550 | Protein linking IAP with cytoskeleton 1 Q9UI1\/IXO- 1.22 0.97 0.94 1.04 0.15 7 14.8 | 9.1E-161
IPI00099871 | 39S ribosomal protein L40, mitochondrial QINQ50 1.45 0.99 0.96 1.13 0.27 4 24.8 | 3.26E-12
IPI00099986 | Fructosamine-3-kinase-related protein Q9HA64 1.04 1.43 1.21 1.23 0.20 5 15.9 4.09E-12
IPI00099996 | HBV pre-S2 trans-regulated protein 2 Q7L0Y3 0.80 0.87 0.99 0.89 0.10 8 25.8 2E-124
IPI00100030 | GPI transamidase component PIG-T Q969N2-1 1.06 1.13 1.10 0.05 5 8 3.9E-28
IPI00100106 | Protein Ric-8A QIONPQ8-3 0.86 0.86 10 27.2 5.2E-219
IPI00100151 | 5-3 exoribonuclease 2 Q9HOD6-1 0.90 1.08 1.05 1.01 0.10 19 21.8 8E-160
IPI00100160 E;‘;’;;’:T‘mated and neddylation-dissociated | g4\pg 1 1.02 1.00 1.08 1.04 004 | 48 | 416 0
IPI00100213 stu':l‘:gc'lf’k': s:’ootzrndeotide reductase small Q7LG56-1 133 2.03 1.68 049 | 4 | 148 | 9.88E-12
IPI00100239 | DORA reverse strand protein Q9H1A3-1 1.00 1.00 2 8.2 4.11E-05
IP100100247 | Thioredoxin domain-containing protein 13 Q9H1E5 1.27 1.10 1.19 0.12 1 3.7 1.41E-08
IPI00100313 | CSN12-like protein Q5JVF3-4 0.73 1.18 0.95 0.31 3 8.4 1.14E-40
IPI00100460 | Aspartate--tRNA ligase Q6P148 0.79 0.91 1.01 0.90 0.11 7 15.3 5.56E-37
IPI00100656 | Synaptic glycoprotein SC2 Q9NZ01-1 0.89 0.89 3 9.4 5.97E-05
IPI00100673 | Charged multivesicular body protein 3 Q9Y3E7 1.16 1.18 1.17 0.01 4 18.9 2.85E-05
IP100100716 | 60 kDa poly(U)-binding-splicing factor Q9UHX1-2 1.08 0.97 0.98 1.01 0.06 18 43,7 | 9.4E-239
IPI00100731 | Protein SH(2)A Q9H788 0.71 0.97 0.86 0.85 0.13 7 17.2 2.15E-23
IPI00100748 | Heat shock protein-binding protein 1 Q9NZL4-1 0.90 1.12 0.96 0.99 0.11 8 23.5 | 4.2E-141
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IPI00100775 | UPF0366 protein Cllorf67 Q9H7C9-1 1.16 1.28 1.22 0.09 3 30.3 1E-141

IP100100796 | Charged multivesicular body protein 5 Q9NZzz3 1.35 1.17 1.09 1.20 0.14 8 34.2 | 1.16E-98
IP100100930 | cDNA FLJ58610 B4DRA4 1.23 1.23 1 6.1 2.88E-24
IPI00100947 | Leukocyte receptor cluster member 1 Q9o6BZ8 1.20 0.70 0.95 0.35 4 18.9 | 8.86E-35
IPI00100980 | EH domain-containing protein 2 QI9NZN4 1.27 1.58 1.61 1.48 0.19 19 41.3 6E-192

IPI00100984 | HEAT repeat-containing protein 3 Q7z74Q2-1 1.08 0.90 0.99 0.13 2 3.5 0.000974
IPI00101037 | EF-hand calcium-binding protein RLP49 Q96D15 1.40 1.03 1.03 1.15 0.22 11 37.2 6.9E-247
IPI00101106 | COMM domain-containing protein 5 Q9GzQ3 1.09 1.09 2 10.3 2.72E-24
IPI00101186 | RRP12-like protein QS5JTH9-1 0.75 0.75 0.79 0.76 0.02 10 9.1 9.35E-49
IPI00101374 | MP70 protein family member 015321 0.97 0.96 0.97 0.01 3 3.8 3.29E-57
IPI00101524 | ELL-associated protein of 30 kDa Q96H20-1 0.79 1.15 1.01 0.99 0.18 5 18.2 | 1.9E-148
IPI00101608 | Cysteine-rich with EGF-like domain protein 1 Q96HD1-2 1.18 1.18 2 6.6 9.37E-05
IPI00101645 | Putative adenosylhomocysteinase 3 Q96HN2 0.99 0.99 5 7.4 3.26E-18
IPI00101652 | Selenocysteine lyase Q96I115-1 1.13 0.81 0.97 0.22 2 7.6 1.69E-05
IPI00101664 | Asparagine--tRNA ligase Q96159 1.42 0.43 0.93 0.70 2 6.5 1.28E-08
IPI00101961 | Myosin light polypeptide 6-like 0.97 0.97 3 15.9 | 1.67E-46
IP100101968 | Cervical mucin-associated protein QouJU6-3 1.11 1.11 12 35.1 2.8E-286
IPI00102036 | ADP-ribosylation factor-like protein 5B Q96KC2 1.01 1.01 3 16.2 | 3.02E-06
IPI00102059 | Coated vesicle-associated kinase of 90 kDa Q96KG9-1 0.99 1.15 1.02 1.05 0.09 12 21.2 | 1.57E-96
IPI00102069 a‘kary"tic translation initiation factor 3 subunit | 7 5 0.69 0.80 0.76 0.75 006 | 10 | 254 | 3.26-241
IPI00102096 | Stromal membrane-associated protein 1 Q8IYB5-1 1.08 1.08 2 5.4 1.87E-07
IP100102173 | UbcH8 Q96LR5 0.86 1.01 0.91 0.93 0.08 6 34.3 | 1.2E-139
IPI00102182 | Zinc finger FYVE domain-containing protein 21 Q9BQ24-2 1.37 1.37 1 7.9 7.45E-05
IPI00102313 | Steroid receptor RNA activator 1 Q9HD15 0.99 1.06 1.08 1.04 0.05 6 27.8 1.15E-41
IPI00102425 gg'ti;fepe“de”t kinase inhibitor 2B-related Q96P16-1 1.01 1.18 1.16 112 009 | 12 | 359 | 2.1E-190

cDNA FLJ76264, highly similar to Homo sapiens
IP100102495 | mediator of RNA polymerase Il transcription, A8K3N2 1.11 1.11 3 14.6 2.7E-05
subunit 6 homolog (yeast) (MED6), mRNA

IPI00102501 | AT1 receptor-associated protein Q6R\1N13- 1.17 1.19 1.18 0.02 1 13.8 | 9.21E-48
IPI00102660 | Progressive external ophthalmoplegia 1 protein Q96RR1-1 1.60 1.60 2 3.1 0.017577
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IPI00102661 | Hepatocellular carcinoma-associated antigen 90 Q96RR5 1.12 1.24 1.12 1.16 0.07 17 27.8 | 4.8E-149
IPI00102752 | One-twenty two protein 1 Q96T37-1 1.18 1.04 1.16 1.13 0.07 11 17.5 | 3.38E-56
IP100102815 | Factor for adipocyte differentiation 24 Q8WTT2 0.99 0.75 0.83 0.86 0.12 6 11.2 | 6.38E-60
IPI00102856 | Stromal membrane-associated protein 1-like Q8W1U79_ 1.17 1.17 2 4.7 0.000919
IP100102864 | Hexokinase type Il P52789 0.84 0.96 0.89 0.90 0.06 14 19.3 | 1.39E-85
IPI00102896 | Ras-related protein Rab-2B QswuD1 1.07 1.19 1.23 1.16 0.08 9 47.2 1E-180
IP100102897 | Rab-like protein 3 Q5HYI8 1.12 1.08 1.17 1.13 0.05 4 21.6 | 4.77E-91
IPI00102909 | Protein FAM172A Q8WlUF8- 131 1.08 1.20 0.17 3 13.7 | 0.000534
IPI00102962 | Protein canopy homolog 4 Q8N129 0.87 0.87 2 9.3 0.000289
Ipio0102991 | CDNA FLI61322, highly similar to RNA-binding BADNSS 0.86 0.86 5 | 124 | 6.73e-33
motif,single-stranded-interacting protein 1
1P100103026 PRMT3 protein Q8WuUV3 0.64 0.97 0.93 0.84 0.18 4 8.4 2.37E-11
IPI00103057 | Protein FAM36A Q5RI15-2 1.02 0.87 0.95 0.10 2 20 1.39E-33
IPI00103059 | K562 cell-derived leucine-zipper-like protein 1 Q8wuyYs 1.65 1.07 1.24 1.32 0.30 2 15.5 5.4E-51
IPI00103064 | Exocyst complex component 7 Q9UPT5-3 1.03 1.15 0.99 1.06 0.08 5 12.1 4.78E-49
IPI00103065 | MIT domain-containing protein 1 Q8WV92 1.12 1.12 2 11.2 7.32E-34
IPI00103087 | Gem-associated protein 6 Q8WXD5 0.80 0.85 0.79 0.81 0.03 4 28.1 2.22E-30
IPI00103090 Repll(:.atlve senescence down-regulated leol-like | Q8WVCO- 1.39 1.39 3 53 7 4E-27
protein 1
IPI00103142 | NudC domain-containing protein 2 Q8WVJ2 1.21 1.29 1.22 1.24 0.04 4 26.8 | 4.5E-156
IPI00103145 | Class A basic helix-loop-helix protein 39 Q8WVI9 2.54 2.54 2 10 2.12E-11
IPI00103171 | |UmOr necrosis factor alpha-induced protein 8- |- gy pg 1.20 1.20 2 | 124 | 8.17E20
like protein 1
. . . Q8WVV9-
IPI00103247 | Heterogeneous nuclear ribonucleoprotein L-like 1 1.01 1.09 1.16 1.09 0.07 9 25.6 | 1.63E-90
1P100103252 Protein FAM28A Q6NW29 1.05 0.95 0.93 0.98 0.06 3 15.4 2.45E-14
IPI00103341 | Probable tRNA pseudouridine synthase 1 Q8WWHS5 1.16 1.16 3 8.9 4.53E-07
IPI00103467 | Aldehyde dehydrogenase 5 P30837 0.78 0.83 0.82 0.81 0.03 14 35 6.1E-303
IPI00103483 | Cofactor of BRCA1 Q8WX92 1.25 1.33 1.11 1.23 0.11 7 18.1 | 1.43E-61
IPI00103509 | VAPH dehydrogenase ubiquinone 1 alpha Q8WXC9 0.91 0.91 3 10 | 1.48E-05
subcomplex
IPI00103521 | Stoned B Q8WXE9- 2.26 0.80 1.53 1.04 1 1 5.83E-06
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1

IPI00103525 | Paraspeckle component 1 QS\AiXFl_ 1.21 0.95 1.01 1.06 0.14 12 24.3 1.9E-133
IPI00103552 | Mucin-16 Q8WHXI17 1.03 1.03 5 0.2 6.85E-05
IPI00103554 | GATA zinc finger domain-containing protein 2B Q8WXI9 1.07 1.29 1.24 1.20 0.11 17.9 5.39E-78
IPI00103599 | BRI3-binding protein Q8WY22 1.68 0.99 1.18 1.28 0.36 4 20.7 | 1.2E-120
IPI00103654 feeé'unlzf g;;esi”bil?:i'tp?tem phosphatase 4 QONY27-1 0.92 1.10 1.21 1.08 015 | 7 24 | 2.39-43
IP100103884 | Ovarian cancer-associated gene 2 protein Q8Wz82 1.16 0.99 1.08 0.12 1 5.7 2.89E-32
IPI00103925 | Immunity-related GTPase family Q protein Q8WZA9 0.98 0.95 1.04 0.99 0.05 8 21.2 | 5.87E-59
IPI00103940 mzjt‘:i:alcé"tator superfamily domain-containing | ) /)¢ 133 133 1 2.9 | 0.000215
IPI00103994 | Leucine--tRNA ligase QoP2J5 0.85 1.01 0.94 0.94 0.08 38 36.2 0

IP100104050 | Thyroid hormone receptor-associated protein 3 Q9Y2W1 1.41 1.16 1.18 1.25 0.14 17 22.2 | 4.6E-124
IPI00105598 iis proteasome non-ATPase regulatory subunit | (3, 0.97 1.04 1.02 1.01 004 | 19 | 52 | 1.7E-252
IPI00105620 | Adenovirus E3 14.7 kDa-interacting protein 1 Q7L523 1.20 1.20 4 13.4 | 9.46E-18
IPI00106491 | mRNA turnover protein 4 homolog Q9UKD2 0.92 0.82 0.86 0.87 0.05 14 48.1 4.1E-160
IP100106495 | Chromosome-associated protein G Q9BPX3 1.04 1.15 1.06 1.08 0.06 25 29.8 0

IPI00106506 iEn"‘T"C;’I;‘i::tahr&‘;;?;if;‘éﬁgsggr?;'i“g intermediate | 9p95-1 1.01 0.80 0.90 0.90 011 | 4 | 176 | 8.97E45
IP100106549 | Diphthamide biosynthesis protein 2 Q9BQC3 0.84 0.87 0.81 0.84 0.03 1 3.9 4.66E-40
IP100106638 | UPF0399 protein C60rf153 Q96EU6-1 0.87 0.90 0.76 0.85 0.07 4 16.6 | 9.78E-22
IPI00106642 | PWP1-interacting protein 8 Q9HCN8 1.02 0.90 0.84 0.92 0.09 20 45.4 0

IPI00106698 | Protein pelota homolog Q9BRX2 0.81 1.07 1.01 0.96 0.14 9 22.1 | 1.8E-166
IPI00106913 | Dehydrogenase/reductase SDR family member 4 | Q9BTZ2-1 0.85 0.82 1.08 0.92 0.14 5 14.7 | 4.63E-11
IPI00106966 | Transmembrane protein 70, mitochondrial Q9BUB7-1 0.87 0.72 0.77 0.79 0.08 2 7.7 6.31E-10
IPI00107104 | UPF0368 protein Cxorf26 Q9BVG4 1.04 1.04 1.00 1.03 0.02 6 32.2 2.8E-157
IPI00107113 | Antigen NY-CO-16 Q9BVJ6-1 1.13 0.85 0.87 0.95 0.16 16 29.1 1.7E-280
IPI00107122 | Nucleoporin p58/p45 Q9BVL2-1 1.67 0.98 1.08 1.24 0.37 3 7.3 1.44E-43
IPI00107155 | Putative uncharacterized protein C30rf75 A8MQ59 1.13 1.13 3 13.9 1.26E-06
IPI00107339 | DGCRK3 Q9BYB4-1 1.17 1.17 2 119 | 2.41E-08
IPI00107555 | Profilin B4DNH1 0.97 1.23 1.26 1.15 0.16 7 33.5 | 2.6E-188
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IPI00107563 | Ribonuclease P/MRP protein subunit POP5 Q969H6 1.12 1.02 1.07 0.07 2 11.7 7.37E-11
IPI00107693 | Activator-recruited cofactor 105 kDa component | Q96RN5-1 0.77 1.12 1.00 0.96 0.18 3 7.6 3.59E-40
IPI00107745 | cAMP regulatory element-associated protein 1 095232-1 0.94 1.01 1.00 0.98 0.04 11 27.1 2.5E-197
IPI00107752 | Dynamin-like 120 kDa protein, form S1 060313-2 1.12 1.12 8 11.2 1.91E-78
IPI00107753 | Dynamin-like 120 kDa protein, form S1 060313-2 1.01 1.21 1.11 0.14 6 8.6 2.13E-49
IPI00107831 | Leukocyte common antigen related P10586-1 2.18 2.18 3 2.2 2.75E-08
IPI00140201 | Component of oligomeric Golgi complex 8 Q96MW5 0.65 1.29 0.97 0.45 2 7.2 1.38E-11
IP100140420 | 100 kDa coactivator Q7KZF4 0.84 0.98 0.96 0.93 0.08 39 49.8 0
IPI00141318 | 63 kDa membrane protein Q07065-1 1.18 1.05 1.14 1.13 0.07 46 72.6 0
IP100141561 | Component of oligomeric Golgi complex 1 Q8WTW3 1.12 1.12 2 1.9 4.59E-05
IPI00143753 | 140 kDa Ser/Arg-rich domain protein 015042-1 0.98 0.92 0.91 0.94 0.04 9 12.4 | 5.47E-46
IPI00143921 | KDEL motif-containing protein 2 Q7Z4H8-1 1.08 1.49 1.29 0.29 5 12 1.07E-68
IP100144293 | Putative splicing factor Y7521 O‘%TU% 1.15 1.15 4 5.6 4.35E-14
IPI00145260 | Putative transferase Clorf69, mitochondrial Q5T440 1.13 0.76 0.94 0.26 2 10.1 1.32E-06
IPI00145593 | Nucleolar MIFAG domain-containing protein 1 Q5C9z74 0.65 1.12 0.89 0.33 2 33 3.06E-08
IPI00146447 | Myopathy with excessive autophagy protein Q3zZAQ7 1.17 0.97 0.92 1.02 0.13 1 11.9 | 0.000906
IP100146935 | Dnm1lp/Vpslp-like protein 000429-1 1.15 1.15 38 62.8 0
IPI00147874 | N-acetylneuraminate synthase Q9NR45 0.96 1.04 1.03 1.01 0.05 14 45.4 1.8E-258
IP100148063 | Heme-binding protein 1 QI9NRV9 1.07 1.05 1.05 1.06 0.01 8 58.2 6.8E-261
IP100149276 | Brain and reproductive organ-expressed protein | Q9NXR7-1 0.98 1.16 1.07 0.13 4.8 0.00022
IPI00149650 f:;’et;‘mz;"tg’i'r:f:gmperﬁﬁnd‘l’mai” and WD Q96BP3 0.93 0.90 0.91 002 | 4 | 98 | 534E-08
IP100149849 | Component of oligomeric Golgi complex 4 Q9H9E3-3 1.24 1.24 2 3.9 6.03E-27
IP100150269 | PRP4 homolog 043172-1 0.99 1.15 1.05 1.06 0.08 11 25.7 2E-129
IPI00150963 Egrﬁa”i;?::z‘::ti‘{:‘a;e synthase domain- Q8iz73 0.58 0.58 2 | 114 | 001727
IPI00151170 | Dual specificity protein kinase TTK P33981 0.77 1.23 0.72 0.91 0.28 4 7.6 4.17E-08
IPI00151462 mi:i:’g"s:::';ssocmtEd proteins 1A/1B light A6NCE7 0.80 1.13 1.27 1.07 024 | 3 | 216 | 1.38E-07
IPI00152001 | Brain-expressed RING finger protein 075382-1 1.09 1.00 1.05 0.06 2 4 8.83E-05
IPI00152002 | Coiled-coil domain-containing protein 115 Q96NTO 0.96 1.33 1.29 1.19 0.20 3 20.6 | 3.22E-37
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IPI00152011 | PTPL1-associated RhoGAP protein 1 Q52LW3-1 1.06 1.23 122 117 009 | 10 | 92 | 9.17E-91
IPI00152083 | TTD non-photosensitive 1 protein Q8TAP9 1.16 1.16 2 19 3.53E-14
IPI00152089 | Uncharacterized protein CXorf38 Q8TBO03-1 0.80 0.80 2 6.6 | 0.000445
IPI00152196 | Haloacid dehalogenase-like hydrolase domain- Q8TBE9 0.77 0.94 0.85 012 | 2 | 121 | 3.07E9
containing protein 4
IPI00152303 ﬁl‘;?;a;'dy"”os'ml's -phosphate 4-kinase type | arpyg 1.30 141 1.43 138 008 | 6 | 112 | 9.4E-40
IPI00152377 | Dolichyl-diphosphooligosaccharide--protein Qs8TC)2 0.62 0.98 0.80 026 | 5 8 | 5.99E-11
glycosyltransferase subunit STT3B
cDNA FLJ43030 fis, clone BRTHA3000633, highly
IPI00152491 | similar to Homo sapiens CD99 antigen-like 2 B3KWG2 1.03 1.03 2 12.9 5.01E-38
(CD99L2), transcript variant 1, mRNA
IPI00152503 | B-lymphoma- and BAL-associated protein Q8TDB6-1 0.94 1.16 1.05 0.15 2 4.2 1.52E-11
IPI00152510 | DEAD (Asp-Glu-Ala-Asp) box polypeptide 54, B9ZVP3 0.82 1.02 0.89 0.91 010 | 12 | 155 | 3.03E-78
isoform CRA_a
IPI00152627 | C11orf30 protein B7ZKUO 0.81 0.81 3 17 | 0.002933
IPI00152658 | Never in mitosis A-related kinase 7 Q8TDX7 0.83 0.94 0.92 0.90 0.05 9 36.8 5.1E-82
IPI00152671 | Protein FAM91A1 Q658Y4 1.03 1.01 1.00 1.01 002 | 4 7.2 | 1.65E-57
IPI00152695 | Swd2 Q6UXN9 1.03 1.15 121 113 009 | 6 | 227 | 3.3E-136
IPI0015270g | U3 small nucleolar RNA-associated protein 15 Q8TEDO 0.70 0.74 0.72 003 | 8 | 185 | 1.12E-57
homolog
IPI00152785 | Histone H2B type 1-O P23527 1.03 114 1.09 008 | 12 | 643 | 7.4E-159
IPI00152850 | JAM-2 Q9BX67 112 112 2 7.6 | 0.009825
IPI00152853 | Phostensin Q6NYC8-1 1.19 1.03 0.95 1.06 012 | 12 | 299 | 7.9E-237
IPI00152890 | Nucleolar protein 6 Q9H6R4-1 0.77 0.76 0.81 0.78 003 | 15 | 146 | 5.6E-93
IPI00152900 | -eucine zipper and CTNNBIP1 domain- Q8WZA0 1.02 0.98 1.00 1.00 002 | 6 | 209 | 1.26-112
containing protein
IPI00152946 | Male germ cell RacGap Q9HOH5 0.86 1.46 1.28 1.20 031 | 9 | 225 | 212691
IPI00152081 | AACYI-CoA dehydrogenase family member 9, QoH845 1.10 1.04 1.00 1.05 005 | 8 18 | 2.19E-36
mitochondrial
IP100152998 | Leucine-rich repeat-containing protein 40 Q9H9A6 1.12 1.02 1.04 1.06 0.05 13 28.7 7.24E-70
IPI00153023 | Coiled-coil domain-containing protein 51 Q96ER9-1 0.92 1.16 1.04 0.17 2 7.5 9.49E-40
IPI00153032 | Protein LTV1 homolog Q96GA3 0.65 0.68 0.73 0.68 004 | 2 74 | 1.8E-102
IPI00154283 | Cancerous inhibitor of PP2A Q8TCG1-1 0.67 0.97 0.85 0.83 015 | 13 | 135 | 1.69E-75
IPI00154451 | cDNA FLI55586, highly similar to MMS19-like BADQX2 1.09 0.58 0.83 037 | 4 49 | 2.41E-08
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protein

IPI00154473 | Elongation factor G 1, mitochondrial Q96RP9-1 0.90 0.89 0.89 0.00 12 19.4 | 6.61E-65
IPI00154515 | FHA domain-containing protein SNIP1 Q8TADS 1.09 1.38 1.23 0.21 1 35 3.43€-21
IPI00154590 m\’gfghi;’?o‘izir:ai”'i”temti"g nucleolar QoBYG3 0.83 0.80 0.75 0.79 004 | 15 | 433 | 3E-266
IPI00154668 | Coiled-coil domain-containing protein 93 Q567U6 1.33 1.33 2 3.6 2.23E-67
IPI00154778 | Protein Muted homolog Q8TDH9-1 1.24 1.24 2 10.2 | 0.000292
IPI00154975 | Dnal homolog subfamily C member 9 Q8WXX5 1.00 1.25 1.17 1.14 0.13 11 44.6 0
IPI00156032 | HIV-1 Rev-binding protein 2 Q13601 0.95 1.00 0.98 0.98 0.02 4 16 1.76E-80
IPI00156689 | DYNaptic vesicle membrane protein VAT-1 Q99536 1.43 1.16 1.21 1.27 014 | 12 | 394 | 1.26-230
homolog

IPI00156804 | Zinc finger protein 160-like Q9H7RS 1.26 0.93 1.07 1.09 0.17 2 13.9 | 0.000869
IPI00156984 | Charged multivesicular body protein 1b Q7LBR1 1.42 1.32 1.37 0.07 2 8.5 0.001579
IPI00157215 | Uncharacterized protein C190rf52 Q9BSF4 0.86 0.86 2 9.6 1.83E-05
IPI00157375 | Dnal homolog subfamily C member 30 Q96LL9 1.14 1.14 2 8.4 0.000893
IPI00157729 | Dendritic cell-derived ubiquitin-like protein Q8WUN7 1.17 1.17 1 5.6 8.77E-13
IPI00157734 | Exocyst complex component 3 060645-1 1.67 1.67 2 2.6 0.001812
IPI00157757 | Molecule interacting with CasL protein 1 Q8TDZ2-1 0.97 1.10 1.13 1.07 0.09 4 5.7 1.73E-60
IPI00157790 | Proteasome-associated protein ECM29 homolog Q5VYK3 0.89 1.08 0.93 0.97 0.10 24 16.1 5.7E-259
IPI00158020 | Arginine/serine-rich-splicing factor 14 Q8IX01-1 0.90 1.20 1.05 0.21 7 12.8 2.1E-19
IPI00159899 2:;‘;:': {epeat and FYVE domain-containing Q9P2R3-1 0.87 1.19 1.15 1.07 017 | 14 | 164 | 3.3E-194
IPI00160421 | 39S ribosomal protein L18, mitochondrial Q9HOU6 0.93 0.75 0.91 0.86 0.10 5 24.4 | 1.02E-08
IPI00160901 | Putative uncharacterized protein GTSE1 ASMRTO 0.77 1.95 1.58 1.44 0.60 2 3.9 5.73E-07
IPI00162330 | 39S ribosomal protein L2, mitochondrial Q9BZE1 0.92 0.91 0.92 0.92 0.00 6 22 0
IPI00162563 | 95 kDa retinoblastoma-associated protein 075150-1 1.11 1.29 0.96 1.12 0.16 8 10 2.87E-76
IP100163084 | Pre-mRNA-splicing factor SYF1 Q9HCS7 0.89 1.15 1.22 1.09 0.18 13 18.8 1.6E-168
IPI00163172 | Putative uncharacterized protein SKP2 C9JN85 0.24 0.24 1 3.6 0.000122
IPI00163230 | COP9 signalosome complex subunit 6 Q7L5N1 0.94 1.13 1.10 1.06 0.10 13 42.5 6.8E-172
IPI00163361 | T-box transcription factor TBX14 Q96SF7 1.84 1.84 1 3.7 0.000566
IPI00163381 | Growth suppressor 1 Q32P28-1 1.25 1.15 1.20 0.07 17 28.7 | 6.5E-176
IPI00163391 | Methyltransferase 10 domain-containing Q86W50- 1.25 0.97 1.11 0.20 3 4.6 0.000222
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protein 1
IPI00163496 | LAR-interacting protein 1 Q13136-1 1.09 0.93 1.06 1.03 0.08 5 5.4 1.63E-21
IPI00163505 | Hepatocellular carcinoma protein 1 Q14498-1 0.90 1.10 1.02 1.01 0.10 9 18.1 1.8E-99
IPI00163644 | Oxysterol-binding protein-related protein 8 Q9BZF1-1 1.00 1.15 1.00 1.05 0.09 11 179 | 2.5E-159
Ipi00163849 | CONA FLI60624, highly similar to Epidermal B4DKA3 1.11 0.95 1.06 1.04 008 | 11 | 263 | 2.56-145
growth factor receptor substrate 15-like 1
IPI00163851 E_ukaryotlc translation initiation factor 2-alpha Q9P2KS-1 0.90 0.90 3 29 0.001743
kinase 4
IPI00164672 | mRNA-decapping enzyme 1A QONPI6 0.78 0.78 3 9.8 7.35E-18
IP100164949 Negative elongation factor C/D Q8IXH7-1 0.97 1.13 1.11 1.07 0.09 4 9.8 1.26E-68
IPI00165026 | SET domain-containing protein 3 Q86TU7-1 0.99 1.19 1.15 1.11 0.11 7 14 3.86E-84
IPI00165092 | Tyrosine--tRNA ligase Q9Y274 0.91 0.96 0.96 0.94 0.03 9 20.1 9.1E-103
IPI00165171 | DiGeorge syndrome critical region 13 Q96DF8 1.75 1.23 1.09 1.36 0.34 4 15.5 1.04E-81
IPI00165230 | DAZ-associated protein 1 Q96EP5-1 1.08 1.12 0.97 1.06 0.07 7 24.8 5.3E-258
IPI00165357 | Metastasis-associated protein MTA3 Q9BTC8-1 1.11 1.10 1.10 0.00 6 10.8 | 4.5E-101
IP100165361 DCN1-like protein 5 Q9BTE7 0.78 0.97 0.92 0.89 0.10 5 21.1 1.21E-69
Ipl00165393 | Acidic leucine-rich nuclear phosphoprotein 32 Q9BTTO 1.23 1.11 1.17 008 | 8 | 302 0
family member E
IPI00165434 | CONA FLIS8S90, highly similar to YLP motif- B4DMQ9 1.51 0.92 1.05 1.16 031 | 5 | 44 | 7.94E57
containing protein 1
IPI00165477 | Elongator complex protein 3 Q9HIT3-1 0.67 0.87 0.81 0.78 0.10 5 11.9 2.65E-19
IPI00165506 zfoliz; DNA polymerase delta interaction Q9Y257 0.89 0.96 0.96 0.94 004 | 9 | 272 | 9.43E79
IPI00165587 | Galectin-8 000214-2 1.10 1.61 1.35 0.37 2 6.4 2.06E-09
IPI00165651 | Cndoplasmic reticulum-Golgi intermediate Q96RQ1 0.97 1.05 1.01 006 | 2 9 | 481E-12
compartment protein 2
IP100165949 | Adipocyte-derived leucine aminopeptidase Q9NZ08-2 1.28 1.51 1.15 131 0.18 5 8 8.33E-78
IPI00165981 | NFX1-type zinc finger-containing protein 1 Q9P2E3-1 1.25 1.25 2 1.7 1.28E-07
IPI00166010 | CCR4-associated factor 1 A5YKK6-1 1.12 1.04 0.95 1.04 0.09 7 3.4 1.49E-50
IPI00166044 | p150 target of rapamycin (TOR)-scaffold protein | Q8N122-1 0.79 0.79 3 2.5 3.36E-05
IPI00166066 | ORM1-like protein 3 Q8N138-1 1.53 1.53 2 11.8 | 0.017977
IPi00166153 | |t methyltransferase domain-containing Q8N1G2 1.04 1.22 1.09 1.11 009 4 5.7 | 3.38E-05
protein 2
IP100166395 | Acyl-CoA synthetase family member 3, Q4G176-1 0.97 0.97 2 4.9 1.19E-06
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mitochondrial

IPI00166444 | SFT2 domain-containing protein 3 Q58719 0.97 1.11 1.04 0.10 3 27 1.67E-28
IPI00166526 | APOPtosis-inducing TAFS-like domain-containing | gy 579 9 1.06 1.06 2 | 174 | 117807
protein 1
IPI00166638 | UPF0598 protein C8orf82 Q6P1X6-1 1.23 1.45 1.34 0.15 4 25 2.73E-20
IPI00166749 | Alpha-MPP Q10713 1.02 1.01 1.22 1.08 0.12 3 9 7.29E-16
IPI00166785 | Membrane magnesium transporter 1 Q8N4V1-2 1.11 1.11 1 12.2 4.96E-45
IPI00166835 | Protein FAM26E Q8N5C1 0.85 0.85 2 7.4 1.58E-22
IPI00166861 | Uncharacterized protein C120rf45 Q8N5I9 0.53 0.53 2 12.8 | 0.026039
IPI00166865 | CDGSH iron sulfur domain-containing protein 2 Q8N5K1 0.94 0.93 1.00 0.96 0.04 3 28.1 | 3.77E-61
IP100166873 | Alba-like protein C9orf23 Q8N5L8 1.32 0.98 0.98 1.09 0.20 3 19.6 4.51E-14
IPI00166931 | Drosophila-related expressed sequence 17 Q86TP1-1 0.95 0.95 2 7.9 1.06E-31
IP100166945 Protein FAM101B Q8N5W9 0.72 0.84 0.80 0.79 0.06 4 36.9 4.82E-45
IPI00166955 | Protein canopy homolog 4 Q8N129 1.53 1.35 1.44 0.12 2 5.1 2.19E-16
IPI00166956 | Leucine-rich repeat-containing protein 35 Q5QJ74 0.88 0.88 2 6.8 0.000197
IPI00167074 ﬁ::r':cki?r:';:L"t:i;agmr'"ke protein 6- Q8N6S5 1.08 1.24 1.16 011 | 3 | 102 | 7.36E-13
IPI00167368 ?l;ztpr:f'acetyl"anSferase 16, NatA auxiliary Q6N069-1 0.81 0.81 8 7.8 | 2.4E17
IPI00167535 | CAG repeat protein 32 Q96L91-1 1.20 0.73 0.96 0.33 2 0.8 2.37E-16
IPI00167538 | Cytochrome c oxidase assembly protein 18 Q8N8Q8-1 0.82 0.82 2 7.8 0.00012
IPI00167638 | GTP-binding protein 10 A4D1E9-1 0.84 1.10 0.81 0.91 0.16 4 16.5 2.22E-27
IPI00167783 | Protein SFRS12IP1 Q8N9Q2 1.04 1.04 2 12.3 | 4.72E-05
IPI00168262 | Glycosyltransferase 25 family member 1 Q8NBIJ5 1.13 1.04 1.12 1.09 0.05 16 24.4 | 3.9E-140
IPI00168317 | Kinetochore protein Spc24 Q8NBT2 1.28 1.11 1.17 1.19 0.08 8 54.8 2.5E-244
IPI00168336 | LEM domain-containing protein 2 Q8NC56 1.47 1.25 1.36 0.16 5 11.1 7.3E-23
IPI00168378 :';Ya':tsiAbT;ZT;:c;'rﬁte‘T: protein 4 splice Q8NCE21 | 1.8 144 124 129 | 013 | 3 | 94 | 73673
IPI00168388 | Signal recognition particle 68 kDa protein Q9UHBY9-1 0.93 1.07 1.03 1.01 0.08 24 43.7 0
c¢DNA FU56357, highly similar to Homo sapiens
IP100168479 | apolipoprotein A-I binding protein (APOA1BP), B4DP80 1.15 1.17 1.10 1.14 0.04 8 37.5 | 8.5E-277
mRNA
IP100168691 | SHC SH2 domain-binding protein 1 Q8NEM2 0.62 1.26 0.97 0.95 0.32 6 12.6 1.07E-36
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IP100168849 | Cdc42-interacting protein 4 Q15642-1 1.02 1.05 0.94 1.00 0.06 4 12.1 1.99E-58
IPI00168878 | Lumenal domain-like LAP1 Q8NFQ8 1.12 1.12 4 11.3 | 8.2E-120
Iplo0168884 | ATase H(+)-transporting lysosomal accessory 075787 0.92 1.39 1.64 1.32 037 | 4 | 157 | 2.6E-182
protein 2
IP100168885 | DEAH box protein 57 Q6P158-1 1.12 0.99 1.14 1.08 0.08 5 5.1 5.61E-19
IPI00169259 | Small VCP/p97-interacting protein Q8NHG7 1.28 1.16 1.21 1.22 0.06 2 32.5 | 3.57E-32
IPI00169267 i‘:\?:r':cbt‘i’:g's:ljotzi?;tor'"ke protein 6- QgN;'Hg' 1.21 1.06 0.88 1.05 016 | 3 6 | 1.21E-05
IP100169285 | 76 kDa protein Q8NHP8 1.07 1.03 1.15 1.08 0.06 6 11 2.33E-45
IP100169325 | T-cell activation WD repeat-containing protein Q8NI36 0.86 0.90 0.88 0.88 0.02 12 15.2 9.9E-148
IPI00169383 | Cell migration-inducing gene 10 protein P00558 1.07 1.08 1.04 1.06 0.02 37 83.2 0
IPI00169400 | 28S ribosomal protein S5, mitochondrial P82675-1 0.91 0.94 0.95 0.93 0.02 5 16.3 | 2.83E-53
IPI00170692 | 33 kDa VAMP-associated protein Q9POLO 1.11 1.11 10 41 2.22E-81
IPI00170770 | PHD finger protein 3 Q92576-1 1.09 1.09 2 1.9 2.17€-51
IPI00170778 | Formin-binding protein 30 Q8N3X1 1.11 1.11 1 1.5 0.00196
IPI00170786 | Npw38-binding protein Q9Y2W2 1.37 0.97 1.11 1.15 0.20 10 15.3 5.11E-36
IPI00170862 | Androgen receptor trapped clone 27 protein Q9UBK9 1.13 1.13 2 14.2 | 1.26E-46
cDNA FLJ45232 fis, clone BRCAN2021718, highly
IPI00170877 | similar to Homo sapiens mitochondrial A6NGJ4 0.84 0.84 2 10.7 | 1.35E-40
ribosomal protein L10 (MRPL10), mRNA
IPI00170924 | Histidine triad nucleotide-binding protein 3 QI9NQE9 0.91 1.20 1.32 1.14 0.21 3 21.4 | 6.32E-83
IPI00170935 | Leucine-rich repeat-containing protein 47 Q8N1G4 1.06 1.07 1.02 1.05 0.03 19 44.4 0
IPI00170972 | UPFO0553 protein C9orf64 Q5T6V5 0.95 1.03 0.99 0.05 4 12 2.61E-14
IPI00171044 | Schlafen family member 11 Q7z7L.1 1.27 1.21 1.18 1.22 0.05 5 8.3 5.02E-92
IPI00171117 | COMM domain-containing protein 1 Q8N668 0.96 1.00 1.16 1.04 0.11 5 29.5 1.38E-49
IPI00171123 | GATA zinc finger domain-containing protein 1 Q8WUU5 1.07 1.28 1.18 0.15 1 6.7 3.09E-14
IPI00171127 | Ubiquitin-associated protein 2 Q5T6F2 1.23 1.03 0.78 1.01 0.22 9 11.6 1.1E-39
IPI00171134 | Akt phosphorylation enhancer Q3VeT2-1 0.91 0.91 3 1.8 1.64E-24
IPI00171176 | Pantothenate kinase 2, mitochondrial Q9BZ23-1 1.02 1.28 1.02 1.11 0.15 2 5.6 2.11E-52
IPI00171390 | Pre-mRNA-splicing factor 38A Q8NAV1-1 1.04 1.17 0.95 1.06 0.11 5 17.9 6.57E-25
IPI00171421 | Mesenchymal stem cell protein DSCD75 Q8WUY1 1.22 1.44 1.38 1.35 0.11 4 18.8 3.43E-30
IPI00171438 | Endoplasmic reticulum resident protein 46 Q8NBS9 1.15 1.10 1.19 1.15 0.04 20 50.9 0
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IPI00171475 | 45 kDa NF-AT-interacting protein Q8NCF5-1 1.34 1.17 0.93 1.15 0.20 3 13.1 5.41E-74
IPI00171525 | Sentrin/SUMO-specific protease SENP3 Q9H4L4 1.14 1.14 2 5.6 8.97E-18
IPI00171573 | Coiled-coil domain-containing protein 109A Q8NES86-1 1.03 0.97 1.31 1.11 0.18 4 14 3.97E-58
IPI00171626 | 1-acylglycerophosphocholine O-acyltransferase Q8NF37 1.44 1.05 1.00 1.16 0.24 3 9.6 4.73E-87
IPI00171665 | Nucleoporin Nup37 Q8NFH4 0.74 0.94 0.91 0.87 0.11 6 19.6 | 4.5E-119
IPI00171692 | Abhydrolase domain-containing protein 11 Q8NFV4-1 1.06 0.92 0.84 0.94 0.11 8 26.3 1.8E-75
IPI00171712 | Leucine carboxyl methyltransferase 2 060294 1.07 0.82 0.95 0.18 2 4.7 6.63E-71
IPI00171769 | Cervical cancer proto-oncogene 3 protein Q9BWH2 0.70 0.84 0.86 0.80 0.09 3 17.5 | 2.49E-40
IPI00171798 | Metastasis-associated 1-like 1 094776 0.93 1.10 1.11 1.05 0.10 25 41.3 0
IPI00171844 | COP9 signalosome complex subunit 4 Q9BT78 0.98 1.05 1.03 1.02 0.03 20 60.1 0
IPI00171856 | Deoxyhypusine dioxygenase Q9BU89 0.83 0.95 1.00 0.93 0.09 7 38.4 | 5.9E-103
IPI00171903 | Heterogeneous nuclear ribonucleoprotein M P52272-1 1.02 1.05 1.06 1.04 0.02 39 54.7 | 7.8E-277
IPI00172513 | Adapter protein containing PH domain, PT8 Q8NEUS 1.22 1.40 1.43 1.35 011 | 6 | 128 | 2.99E-45
domain and leucine zipper motif 2
IPI00172580 | Nucleoporin 54kDa variant Q53H29 0.91 0.90 1.04 0.95 0.07 7 189 | 1.5E-170
IPI00172591 | 39S ribosomal protein L17, mitochondrial QINRX2 0.94 1.03 0.90 0.96 0.07 6 349 7E-78
IPI00172594 | 39S ribosomal protein L28, mitochondrial Q13084 0.88 0.91 0.83 0.87 0.04 6 29.7 1.13E-25
IPI00172656 | FAS-associated factor 2 Q96CS3 1.01 0.97 0.96 0.98 0.03 11 35.1 3E-113
IPI00173359 ;J:Ejr'i:”;ae’:tife" with coiled-coil domainsand | g5 4 1.72 0.82 1.27 063 | 1 | 08 | 168E38
IPI00173589 | Similar to ribosomal protein L29 0.82 0.82 3 20.6 | 1.29E-38
IPI00173946 | Protein TANC1 Q9C0D5-1 1.00 1.04 1.25 1.10 0.13 2 1.9 | 0.000266
IPI00174025 | Dynamin-binding protein Q6XZF7-1 0.66 0.99 0.83 0.23 4 2.4 2.54E-07
IPI00174190 | Phosphoinositide lipid phosphatase QSV\QUKO_ 1.03 0.92 1.09 1.01 0.09 4 19.4 | 6.54E-09
IPI00174390 | 2,5-phosphodiesterase 12 Q6L8Q7-1 0.92 1.04 0.96 0.98 0.06 8 23 9.2E-154
IPI00174442 | Protein FAM98A Q8NCAS5 0.82 0.99 0.94 0.92 0.09 6 17 4.3E-139
IPI00174852 | Mediator complex subunit 20 Q9H944 0.98 1.14 1.26 1.13 0.14 3 22.6 8.57E-16
IP100174962 | MICAL-like protein 1 Q8N3F8 1.15 1.00 0.87 1.01 0.14 4 5.9 6.88E-49
IPI00174976 | MAGUK p55 subfamily member 5 Q8N3R9-1 1.29 1.29 1 1.8 1.03E-22
IPI00175029 | PtdIns-4,5-P2 4-Ptase Il Q8N4L2 1.18 1.57 1.37 0.28 2 14.4 | 1.72E-18
IPI00175096 | Tetratricopeptide repeat protein 9C Q8N5M4 0.91 0.99 0.99 0.96 0.05 6 35.1 3.15E-73
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IPI00175136 | One-twenty two protein 3 Q8NDT2 1.06 1.06 2 4 8.86E-09
IPI00175202 | Zinc finger protein 433 Q8N7KO0-1 1.05 1.05 2 10.8 0.00332
IPI00176193 | Collagen alpha-1(XIV) chain Q05707-1 6.50 0.15 3.33 4.49 2 1.3 2.07E-59
IPI00176706 | 45 kDa-splicing factor Q96125 1.08 1.14 0.81 1.01 0.18 6 14.5 2.7E-50
IPI00176903 | Cavin-1 Q6NZI2-1 1.18 1.13 1.13 1.15 0.03 18 36.9 0
IPI00177008 | Phosphoglycolate phosphatase A6NDG6 1.00 1.20 1.01 1.07 0.11 7 25.5 | 1.52E-65
IpI00177428 | COlled-coil-helix-coiled-coil-helix domain- QsN4Ql-2 | 130 0.68 0.99 044 | 2 | 213 | 1.23E36
containing protein 4

IPI00177437 | Crooked neck homolog Q9BZJ0-1 1.09 1.34 1.31 1.25 0.13 15 17.6 | 2.3E-161
IPI00177509 | Trafficking protein particle complex subunit 5 Q8IURO 0.92 0.98 1.03 0.98 0.05 4 21.3 | 2.56E-55
IPI00177728 | CNDP dipeptidase 2 Q96KP4-1 1.06 1.05 1.06 1.06 0.01 12 36 6E-115
IPI00177808 | Bcll0-interacting CARD protein Q96LW7-2 1.03 1.09 1.05 1.06 0.03 5 35 6.48E-55
IPI00177856 z::?y(t?cd::g;:':ﬁ&'%el?y'tranSferase Q96FX7-2 0.76 0.97 0.87 0.87 010 | 3 | 175 | 4.78E-36
IPI00177965 | 5-nucleotidase domain-containing protein 1 Q5TFE4 0.99 1.31 1.08 1.13 0.17 4 12.1 | 2.35E-82
IPI00178072 | Cytospin-A Q69YQ0 1.00 0.90 0.95 0.07 3 4 4.85E-06
IPI00178150 | Chromokinesin-A 095239-1 0.83 1.16 1.12 1.04 0.18 26 23.7 7.4E-208
IP100178203 | Protein CTF18 homolog. Q96508 1.00 1.00 4 5.1 7.92E-77
IPI00178314 | Amisyn Q8NFX7-1 0.58 0.66 0.64 0.63 0.04 7 34.3 1.07E-84
IP100178352 | ABP-280-like protein Q14315-1 0.76 0.80 0.80 0.79 0.02 123 55 0
IPI00178431 | ATP-dependent DNA helicase Q1 P46063 1.03 1.22 1.17 1.14 0.10 23 41 6.9E-196
IPI00178440 | Elongation factor 1-beta P24534 0.94 0.79 0.81 0.85 0.08 11 58.7 0
IP100178743 | Alstrom syndrome protein 1 Q8TCU4-1 0.78 0.78 2 0.6 0.017197
IPI00178750 | NEFA-interacting nuclear protein NIP30 Q9GzZU8 1.00 0.98 0.79 0.92 0.12 4 24 5.4E-154
IPI00178899 | Cyclin-A/CDK2-associated protein p45 Q13309-1 1.47 1.47 3 10.1 3.47E-16
IPI00179026 | Malignant T cell-amplified sequence 1 Q9oULC4-1 0.95 1.08 1.02 1.02 0.06 9 49.2 1.1E-129
IPI00179172 | hSGT2 Q86\2N92_ 1.08 1.08 6 7.3 1.21E-23
IP100179298 | ARF-binding protein 1 Q7z67Z7-1 0.87 0.92 0.94 0.91 0.03 30 11.3 0
IPI00179330 | 40S ribosomal protein S27a P62979 1.11 0.88 1.13 1.04 0.14 14 69.9 0
IPi00179415 | Caimedulin-dependent calcineurin A subunit Q08209-1 111 1.20 1.01 1.10 009 | 13 | 271 | 1.83E-52

alpha isoform
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114 kDa Rho-specific guanine nucleotide

IP100179437 exchange factor Q67575-1 1.08 1.22 1.09 1.13 0.08 5 7.4 2.18E-32
IPI00179438 | Differentially-expressed protein 2 P98082-1 1.00 0.89 1.05 0.98 0.08 7 15.3 | 1.27E-27
IPI00179473 | EBI3-associated protein of 60 kDa Q13501-1 1.02 1.32 1.26 1.20 0.16 9 27.5 2.7E-230
IPI00179589 | Myotrophin P58546 1.00 1.16 1.08 0.11 3 231 3.17E-97
IPI00179700 | High mobility group AT-hook protein 1 P17096-1 1.48 0.94 1.21 0.39 5 56.1 | 8.02E-35
IPI00179713 | Hepatocellular carcinoma autoantigen p62 Q9Y6M1-2 1.24 1.00 1.04 1.09 0.13 18 37.4 2.6E-304
IPI00179953 | Nuclear autoantigenic sperm protein P49321-1 1.09 1.09 22 46.4 0
IPI00180154 | Ataxin-2 Q99700-1 1.11 1.00 0.88 1.00 0.11 7 7.8 1.7e-101
IPI00180267 | Protein INMO1 Q86YL5 0.85 1.13 0.99 0.19 3 13.6 2.11E-12
IPI00180404 | F-actin-binding protein Q0ZGT2-1 1.03 1.11 1.11 1.08 0.05 3 4.3 3.66E-06
IPI00180454 z:z:)::i 1U 3 small nucleolar RNA-associated Qov3A2 0.81 0.91 0.92 0.88 006 | 5 | 233 | 8.52E-14
IP100180675 | Alpha-tubulin 3 Q71U36 1.86 1.41 1.77 1.68 0.24 31 74.5 0
IP100180954 | A18 hnRNP Q14011 1.15 1.22 1.24 1.20 0.05 8 42.4 9.8E-90
IPI00180956 E;tsa::)‘geoggg';;rlag;erized protein ABMW4S 0.79 0.79 5 | 127 | 1.76-103
IPI00181116 | Brix domain-containing protein 4 Q96G21 0.93 0.83 1.12 0.96 0.15 5 15.5 1.2E-120
IP100181617 | RNA-binding motif protein 34 P42696-1 0.96 0.99 0.96 0.97 0.01 6 19.5 1E-125
IPI00181728 | Brix domain-containing protein 2 Q8TDN6 0.87 0.99 0.94 0.94 0.06 8 28 4.1E-24
IPI00182180 | DUBA-5 Q8N6MO 0.85 1.76 0.99 1.20 0.49 4 16.1 2.71E-43
IP100182289 | 40S ribosomal protein S29 P62273 0.76 0.74 0.75 0.01 3 46.4 | 0.000581
IPI00182373 Zi'g)f;g”:f::;Zzogr:i’tzs’:ﬁag_';ta'ate'4' 015460-2 1.28 1.09 1.14 117 010 | 19 | 458 0
IP100182533 | 60S ribosomal protein L28 P46779 0.91 0.95 0.91 0.92 0.03 12 51.8 2.1E-84
IP100182728 | Cell migration-inducing gene 1 protein 075351 1.14 1.17 1.09 1.13 0.04 8 23.2 1.27E-50
IPI00182757 | Deleted in breast cancer gene 1 protein Q8N163-1 1.15 1.11 1.08 1.12 0.04 28 44 0
IPI00182933 | Cytochrome b5 P00167-2 0.97 0.97 4 56.1 | 1.38E-78
IPI00183002 | Myosin phosphatase-targeting subunit 1 014974-1 0.94 1.02 1.00 0.99 0.04 30 30.7 0
IP100183018 | Protein MICAL-2 094851-1 0.78 0.78 3 3.6 3.18E-06
IPI00183208 | F-box only protein 22 Q8NEZ5-1 0.80 0.80 4 11.9 | 5.87E-65
IP100183500 | 20 kDa nuclear cap-binding protein P52298-1 0.99 1.36 1.24 1.19 0.19 33.3 | 5.43E-61
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IPI00183508 | Protein A6 Q12792-2 0.90 1.08 1.05 1.01 0.10 10 28.4 | 9.5E-262
IPI00183603 | Hydrophobic protein HSF-28 Q9NRPO 0.98 0.95 1.15 1.03 0.11 1 8.1 3.77€-07
IPI00183626 | Polypyrimidine tract binding protein 1 Q9BUQO 1.01 0.99 1.03 1.01 0.02 16 41.8 0
IPI00183642 | Suppressor of hairy wing homolog 3 Q8ND82 1.66 1.66 1 2.2 7.54E-09
IPI00183695 | Calpactin | light chain P60903 1.13 1.31 1.33 1.26 0.11 10 49.5 | 3.7E-150
IPI00183938 | Tetratricopeptide repeat protein 27 Q6P3X3 0.80 0.99 0.77 0.86 0.12 3 6.5 1.64E-15
IP100184363 | Glycolipid transfer protein Q9NzZD2 0.86 1.15 1.05 1.02 0.15 4 19.1 2.28E-36
1P100184477 | Domain E Q9NQX3-2 0.88 0.88 5 7.4 5.02E-09
IP100184533 | Deubiquitinating enzyme 11 P51784 0.72 1.35 1.19 1.09 0.32 5 7.3 1.22E-16
IPI00184546 | UPF0444 transmembrane protein C120rf23 Q8WUH6 0.94 0.99 1.05 0.99 0.05 3 44 1.81E-21
IPI00184871 | Uncharacterized protein C6orf130 Q9Y530 1.63 1.63 2 15.8 | 6.14E-05
IPI00184884 Z:';ztr::it:;igﬁg‘te“ance of chromosomes Q8wv22 0.85 1.01 0.93 012 | 2 12 | 591E-19
IPI00185146 | Importin-9 Q96P70 1.00 1.10 1.13 1.08 0.07 23 27.3 0
IPI00185374 igs proteasome non-ATPase regulatory subunit | ()5, 0.95 1.04 1.04 1.01 005 | 24 | 496 | 5E-297
IP100185919 | La ribonucleoprotein domain family member 1 Q6PKGO-1 1.02 1.00 1.01 0.02 22 29.8 | 3.9E-118
IP100186139 | Protein KRI1 homolog Q8NIT8-2 1.24 1.24 8 16.3 4E-135
IPI00186194 | Centrosomal protein of 170 kDa QSS\]/-\HQ_ 1.01 0.88 0.95 0.09 11 8.6 1.68E-42
IPI00186290 | Elongation factor 2 P13639 0.72 0.80 0.76 0.76 0.04 62 70.3 0
IPI00186721 | CFTR-associated ligand Q9HD26-1 0.63 0.96 0.98 0.86 0.20 5 13.6 1.45E-18
IP100186966 | Amphiphysin Il 000499-1 1.59 1.04 1.08 1.24 0.31 14.2 7.1E-94
IPI00187011 | Zinc finger CCCH domain-containing protein 4 Q9UPT8 1.39 1.04 1.06 1.16 0.20 8 11.9 2.25E-63
IPI00215610 | 55 kDa erythrocyte membrane protein Q00013 2.30 1.16 1.10 1.52 0.67 11.8 3.7E-30
IP100215637 | ATP-dependent RNA helicase DDX3X 000571 0.73 0.92 0.91 0.85 0.11 32 56 0
IP100215687 | Glutaminase kidney isoform, mitochondrial 094925-3 0.75 0.86 0.92 0.84 0.08 18 35.5 0
IPI00215704 Ef(:tzéidf"m’ims F18 19 kDa protein-interacting | 120814 | 085 0.85 4 | 197 | 159E-19
IP100215719 | 60S ribosomal protein L18 Q07020 0.87 0.81 0.92 0.87 0.05 12 52.1 | 1.3E-205
IPI00215777 | Phosphate carrier protein, mitochondrial Q00325-2 1.03 1.03 11 31.9 | 8.98E-51
IP100215780 | 40S ribosomal protein S19 P39019 0.91 0.88 0.90 0.90 0.02 13 57.9 1.03E-93
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IPI00215790 | 60S ribosomal protein L38 P63173 0.72 0.90 0.89 0.84 0.10 7 50 3.09E-82
IPI00215878 | ATP synthase subunit epsilon, mitochondrial P56381 0.81 0.98 0.89 0.12 2 29.4 | 0.004583
IP100215884 | Alternative-splicing factor 1 Q07955-1 1.17 0.87 0.89 0.98 0.17 21 62.5 | 1.1E-150
IP100215888 | Signal recognition particle 72 kDa protein 076094 0.91 1.07 1.02 1.00 0.08 23 35.9 0
IP100215890 | Zinc finger protein 22 P17026 1.19 1.19 2 13.4 | 0.000269
IP100215893 | Heme oxygenase 1 P09601 1.37 1.31 1.34 0.05 4 18.1 8.01E-29
IPI00215901 | Adenylate kinase 2, mitochondrial P54819-1 0.99 0.81 0.80 0.87 0.11 11 56.5 2.6E-120
IPI00215911 | APEX nuclease P27695 0.91 0.99 0.96 0.95 0.04 18 535 0
IP100215914 | ADP-ribosylation factor 1 P84077 1.10 1.14 1.14 1.13 0.03 11 53 3.1E-250
IP100215918 | ADP-ribosylation factor 4 P18085 0.91 1.04 1.05 1.00 0.08 10 54.4 | 1.5E-117
IP100215919 | ADP-ribosylation factor 5 P84085 1.07 1.29 1.18 0.15 6 37.2 9.8E-75
IP100215920 | ADP-ribosylation factor 6 P62330 1.05 1.22 1.14 1.14 0.08 7 43.4 | 2.31E-62
IP100215928 | Caltractin isoform 1 P41208 1.28 1.28 2 11 0.001602
IP100215948 | Alpha E-catenin P35221-1 0.92 1.17 1.13 1.07 0.14 40 58.1 0
IP100215965 | Helix-destabilizing protein P09651-1 0.95 0.95 0.93 0.94 0.01 28 67.5 0
IPI00215974 | Guanine insertion enzyme Q9BXRO 0.98 0.92 0.84 0.91 0.07 5 20.6 7.34E-84
IP100215979 | 2,3-bisphosphoglycerate mutase, erythrocyte P07738 0.99 0.99 2 11.2 | 2.05E-19
IPI00215995 | CDA49 antigen-like family member C P26006-2 1.04 1.20 1.36 1.20 0.16 8 7.7 1.91E-58
IP100215997 | CD9 antigen P21926 1.83 1.25 1.35 1.48 0.31 3 14.5 | 1.48E-79
IP100216003 | Cullin-5 Q93034 0.90 1.20 1.22 1.11 0.18 4 6.5 2.17E-78
IPI00216008 | Glucose-6-phosphate 1-dehydrogenase P11413-2 1.12 1.34 1.46 1.31 0.17 23 42.6 | 4.9E-260
IP100216047 | BRG1-associated factor 170 Q8TAQ2-1 0.98 1.15 1.32 1.15 0.17 11 10.4 3.2E-288
IPI00216048 IF; :?:f:qatidylimgml transfer protein alpha Q00169 0.87 1.04 0.95 012 | 8 | 311 | 1.39£-53
IP100216057 | L-iditol 2-dehydrogenase Q00796 0.88 1.08 0.96 0.98 0.10 10 33.9 | 1.34E-87
IP100216088 | Cellular retinoic acid-binding protein 2 P29373 1.53 1.44 1.51 1.49 0.05 3 23.9 | 5.48E-17
IP100216135 | Alpha-tropomyosin P09493-3 0.54 0.65 0.74 0.64 0.10 31 63 0
IP100216138 | 22 kDa actin-binding protein Q01995 0.58 0.95 1.02 0.85 0.24 29 88.6 0
IP100216159 | D-fructose-6-phosphate amidotransferase 2 094808 1.85 0.60 0.55 1.00 0.74 5 6.9 2.1E-141
IPI00216171 | 2-phospho-D-glycerate hydro-lyase P09104 1.17 1.08 1.16 1.14 0.05 14 46.1 0
IPI00216172 | Lysosomal-associated membrane protein 2, Q6Q3G8 1.39 1.13 1.48 1.33 0.18 4 8.8 9.26E-25
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isoform CRA_b

IPI00216190 | Glycogen synthase kinase-3 beta P49841-2 0.97 1.10 1.10 1.06 0.07 7 26.1 | 2.7E-208
IP100216219 | Tight junction protein 1 Q07157-1 0.98 1.13 1.05 0.11 25 19.6 1E-183
IP100216225 | CDA49 antigen-like family member F P23229-6 1.19 0.90 0.97 1.02 0.16 8 9.2 8.2E-180
IPI00216230 | Lamina-associated polypeptide 2, isoform alpha P42166 1.31 1.20 1.20 1.23 0.06 33 65 0
IP100216237 | 60S ribosomal protein L36 Q9Y3U8 0.92 0.87 0.79 0.86 0.06 6 33.3 1.03E-78
IP100216260 | Elongation factor Ts, mitochondrial P43897-2 0.97 1.02 1.05 1.02 0.04 7 26.9 3.42E-82
IP100216293 | Rhodanese Q16762 1.09 1.25 1.61 1.32 0.26 4 20.5 1.02E-39
IP100216298 | ATL-derived factor P10599 0.88 1.13 1.12 1.04 0.14 48.6 2.9E-111
IPI00216308 | Outer mitochondrial membrane protein porin 1 P21796 1.10 1.02 1.06 1.06 0.04 14 62.2 0
IPI00216318 | 14-3-3 protein beta/alpha P31946-1 1.03 1.06 1.04 1.04 0.01 22 71.1 0
IP100216319 | 14-3-3 protein eta Q04917 0.99 1.15 1.18 1.11 0.10 21 69.9 0
IP100216456 | Histone H2A type 1-C Q93077 1.08 1.08 7 46.2 | 4.7E-297
IP100216461 | Acylphosphatase, muscle type isozyme P14621 1.04 1.04 2 17.3 | 3.37E-16
IPI00216470 i;‘ig“phatidyli”°Sit°"5'ph°5phate akinase 2- 1 pre356.1 1.17 1.41 1.15 1.24 015 | 2 6 | 4.4E-148
IPI00216520 | ADP-ribosylation factor-interacting protein 1 P53367-2 1.19 1.19 5 23.8 | 2.14E-64
IP100216587 | 40S ribosomal protein S8 P62241 0.89 0.86 0.88 0.87 0.01 15 60.1 0
IPI00216592 E'f;z?ge“ews nuclear ribonucleoproteins P07910-2 1.03 1.03 1.03 000 | 23 | 6038 0
IPI00216654 | 140 kDa nucleolar phosphoprotein Q14978-2 1.21 0.99 1.10 0.16 7 10.2 1.99E-21
IP100216659 | Binder of OVCA1-1 Q9Y559-2 1.15 1.15 7 31.8 | 4.3E-125
IP100216674 | Apoptotic protease Mch-3 P55210-2 0.73 0.73 2 7.5 0.00365
IP100216682 | Calponin, acidic isoform Q15417 1.01 1.12 1.02 1.05 0.06 13 43.5 0
IP100216691 | Profilin | P07737 0.88 1.09 1.03 1.00 0.11 16 78.6 0
IP100216694 | Plastin-3 P13797 0.82 1.08 1.11 1.00 0.16 32 55.6 0
IPI00216719 | ELKS/Rab6-interacting/CAST family member 1 Qs8luD2-1 1.13 1.00 1.01 1.05 0.07 11 14 2.13E-94
IP100216730 | Histone H2A type 2-B Q8IUE6 1.48 1.48 3 30 4.13E-09
IPI00216737 | Mineral dust-induced gene protein Q8IUF8-1 0.85 1.02 1.07 0.98 0.11 5 14.6 | 1.19E-38
IPI00216746 | Heterogeneous nuclear ribonucleoprotein K P61978-2 1.11 1.01 1.00 1.04 0.06 28 59.1 0
IPI00216750 | DeVelopmentally-regulated RNA-binding protein | g3 4 1.35 1.35 1 | 29 | 63308

1
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IP100216873 | 3-5 exonuclease ERI1 Q81v48 0.95 1.00 0.98 0.04 2 7.2 7.8E-41
IPI00216874 ;‘(’)Sn':/'aiann_go‘:gai:i‘; . Zig:ﬁggzlyca”'bi”di”g Q8IVs0-1 | 0.76 0.95 085 | 013 | 2 | 98 | 4.82£-08
IPI00216919 ;Ssr\;ﬁi;"ézl’?ilt; ::ghly similar to 65 kDa Yes- BADTY1 1.35 1.04 1.15 1.18 016 | 8 | 27.2 | 3.06E-49
IPI00216951 | Aspartate--tRNA ligase P14868 0.96 0.93 0.93 0.94 0.01 27 57.3 0
IP100216952 | 70 kDa lamin P02545-2 1.89 1.18 1.20 1.42 0.41 60 79.7 0
IP100216965 | 27 kDa Golgi SNARE protein 014653-2 0.84 0.86 0.88 0.86 0.02 4 18.3 3.5E-09
IP100216999 | Pumilio domain-containing protein C14orf21 Q86U38 0.83 0.74 0.98 0.85 0.12 121 1.8E-116
IPI00217007 | Uncharacterized protein KIAA2013 Q8I1YS2-2 1.05 1.05 2 3.9 3.89E-06
IPI00217013 feeé'unlzf g;;esi”bil?:i'tp;‘;\tem phosphatase 4 Q6IN85-1 1.44 0.96 1.20 034 | 4 | 62 | 686E-09
IPI00217018 | Sterile alpha motif domain-containing protein 9 Q5K651 1.06 1.18 1.36 1.20 0.15 3 33 3.49E-47
IP100217030 | 40S ribosomal protein S4, X isoform P62701 0.80 0.88 0.84 0.84 0.04 26 74.9 1.9E-288
IPI00217056 | Leprecan-like protein 2 Q8IVL6-1 1.20 1.11 1.16 1.16 0.05 8 15.1 2.1E-146
IP100217059 | Coiled-coil domain-containing protein 50 Q8IVMO0-2 0.92 1.06 1.02 1.00 0.07 20.1 | 8.13E-75
IPI00217069 | 70 kDa ribosomal protein S6 kinase 2 Q9UBSO 0.81 0.81 2 12 1.89E-06
IPI00217104 | Hepatocellular carcinoma-associated protein 4 Q96MG7 1.00 1.01 1.00 1.00 0.00 5 20.7 | 5.38E-78
IPI00217143 | SDHA protein Q8IW48 1.10 1.07 1.08 1.08 0.01 10 33.5 0
IP100217223 | AIR carboxylase P22234 0.87 1.07 1.00 0.98 0.10 25 51.9 0
IPI00217236 | TCP1-chaperonin cofactor A 075347 0.97 0.98 0.90 0.95 0.05 14 63.9 | 5.2E-285
IPI00217240 | WD repeat-containing protein 75 Q8IWAO 0.99 1.05 0.80 0.95 0.13 5 8.4 4.5E-134
IPI00217261 | Testis-expressed sequence 2 protein Q8IWB9-2 1.16 1.16 1 1.2 0.010289
IP100217272 | Acetoacetyl-CoA synthetase Q86V21-1 0.89 0.87 0.88 0.88 0.01 4 7.7 2.05E-50
IP100217282 | DCN1-like protein 3 Q8IWE4 1.02 1.02 3 14.1 3.4E-05
IPI00217313 | Dnal homolog subfamily C member 20 Q8IWL3 1.03 1.03 2 8.5 0.000169
IPI00217354 ’sz'z'erii:“y'atm” factor 1 GTPase-activating Q8N6T3-2 0.98 1.07 0.93 0.99 007 | 10 | 362 | 26224
IPI00217357 | Cell cycle and apoptosis regulatory protein 1 Q8IX12-1 1.03 1.04 1.13 1.07 0.06 10 9.6 5.8E-162
IPI00217413 | ATP-dependent RNA helicase DHX29 Q72478 0.88 1.06 0.97 0.97 0.09 8 8 5.85E-77
IPI00217465 | Histone H1.2 P16403 0.92 1.17 1.04 0.18 15 38.5 3.2E-178
IPI00217467 | Histone H1.4 P10412 1.31 0.95 1.06 1.11 0.18 18 47.9 1.1E-213
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IPI00217468 | Histone H1.5 P16401 1.35 0.92 1.10 1.12 0.22 17 42.9 1.1E-302
IPI00217469 | Histone H1.1 Q02539 1.33 0.90 0.86 1.03 0.26 12 32.1 | 4.5E-192
IP100217477 | High mobility group protein 2a 015347 1.32 1.02 1.07 1.14 0.16 13 48 2.3E-255
IPI00217490 | Factor for adipocyte differentiation 104 Q53EPO-1 0.76 0.73 0.79 0.76 0.03 6 6.9 2.05E-15
IPI00217519 | Ras-related protein Ral-A P11233 1.04 1.00 1.10 1.05 0.05 7 30.6 | 5.3E-135
IP100217540 | BRAF35-HDAC complex protein BHC110 060341-2 1.26 0.98 1.04 1.09 0.15 3 5.5 1.03E-27
IPI00217541 | ATP-dependent RNA helicase DDX51 Q8N8A6 2.14 0.60 1.37 1.09 2 8.1 1.19E-24
IP100217553 | 39S ribosomal protein L27 homolog Q8IXM3 1.02 0.88 0.95 0.95 0.07 5 33.6 | 4.45E-24
IP100217557 | Nuclear envelope membrane protein Q8IXM6-1 1.02 1.06 1.04 0.02 3 13.4 2.12E-07
IPI00217563 | Fibronectin receptor subunit beta P05556-1 1.14 1.00 1.14 1.09 0.08 19 26.8 | 3.7E-293
IP100217630 | DEAH box protein 37 Q8lY37 0.71 0.71 2 2.9 8.62E-05
IPI00217652 | Glucoside xylosyltransferase 1 Q4G148-1 1.10 1.10 2 5.5 0.001938
IPI00217661 | Protein raver-1 Q81Y67-2 1.33 1.28 1.09 1.23 0.13 17 43.5 | 1.2E-155
IP100217686 | Protein ftsJ homolog 3 Q8l1Y81 0.99 0.99 0.91 0.96 0.05 15 24.3 1.5E-126
IP100217766 | 85 kDa lysosomal membrane sialoglycoprotein Q14108 1.37 1.02 1.28 1.22 0.18 5 14 1.41E-16
IP100217831 | Ankyrin repeat domain-containing protein 13A Q81z07 0.83 1.06 1.15 1.01 0.17 5 9.7 6.14E-64
IP100217852 | Aminoacylase-1-like protein 2 Q8IYSs1 1.02 0.81 1.14 0.99 0.17 3 11 2.95E-10
IP100217862 | RRP9 homolog 043818 0.74 0.83 0.79 0.79 0.04 11 25.1 | 1.6E-160
IP100217918 | ELMO domain-containing protein 2 Q81281 0.99 1.04 1.02 0.03 4 14.3 | 8.35E-18
IPI00217920 | Aldehyde dehydrogenase family 16 member Al Q8I1z83-1 1.24 1.08 1.16 0.12 7 18.2 1.63E-50
IPI00217943 | Ras-related protein Rab-6A P20340-2 1.10 1.18 1.22 1.16 0.06 11 55.8 0

IP100217949 | E2-EPF Q16763 0.98 1.10 1.06 1.04 0.06 8 52.3 3.08E-88
IPI00217950 :;gr:a"i"n‘ft’g:;’a?r:;‘;pp';g:‘::52°me'bi”di”g P05204 1.68 137 1.24 1.43 023 | 6 | 533 | 1.426-92
IPI00217952 | D-fructose-6-phosphate amidotransferase 1 Q06210-1 0.94 1.18 1.12 1.08 0.13 20 37.9 0

IPI00217975 | Lamin-B1 P20700 1.29 1.16 1.23 1.23 0.07 43 62.8 0

IP100218019 | 5F7 P35613-1 1.48 0.84 0.97 1.10 0.34 8 26.8 1.6E-181
IP100218187 | Protein phosphatase 1C catalytic subunit P36873-2 0.66 0.78 0.96 0.80 0.15 15 41.5 0

IP100218214 | Inhibitor of p53-induced apoptosis-alpha 075414-1 1.10 1.10 2 11.9 | 5.98E-11
IPI00218236 | “Crine/threonine-protein phosphatase PP1-beta | o)) 1 0.90 0.95 1.12 0.99 012 | 16 | 471 0

catalytic subunit

84




IP100218268 | Aging-associated gene 8 protein Q99720-1 0.84 0.99 0.92 0.11 2 11.2 | 3.22E-07
IP100218288 | Protein transport protein Sec24D 094855-2 0.86 1.14 1.14 1.05 0.16 15 20 4.6E-165
IPI00218319 | Gamma-tropomyosin P06753-2 1.12 0.95 1.05 1.04 0.08 41 85.5 0
IPI00218337 | Lectin mannose-binding 2-like Q9HOV9-2 1.09 1.23 1.13 1.15 0.07 3 8.9 4.56E-06
IPI00218342 | C-1-tetrahydrofolate synthase, cytoplasmic P11586 1.05 1.02 1.04 0.02 43 43.1 0
IP100218343 | Alpha-tubulin 6 Q9BQE3 1.11 1.13 1.14 1.13 0.02 31 74.4 0
IP100218349 | GDP-fucose protein O-fucosyltransferase 2 Q9Y2G5-3 1.18 1.31 1.29 1.26 0.07 6 14.2 | 6.11E-43
IP100218442 | Calcium pump 3 Q93084-6 0.91 0.91 3 3.4 3.59E-48
IP100218449 | Oxysterol-binding protein-related protein 9 Q965SU4-2 1.21 1.21 6 10.1 | 3.4E-117
IPI00218463 m;t:ri;;r;dgzacz'?:g::: :Eg:ﬂgﬁ:’:e Q9Y3D7 0.91 0.91 1 | 184 | 3.1E-215
1P100218465 Phospholipase A-2-activating protein Q9Y263 1.07 1.14 1.09 1.10 0.04 18 28.4 4.9E-218
IPI00218466 fgﬁ?pffs:ftz:isg:cz figuirntif;;it:iigoform , | BADRG1 0.81 1.04 0.93 016 | 3 | 83 | 6.66E-12
IP100218474 | 2-phospho-D-glycerate hydro-lyase P13929-1 0.95 1.04 0.99 0.06 8 25.6 0
IPI00218493 ;'gg?:gg:’;g:yi‘:::g:rase P00492 0.93 0.98 0.96 0.96 002 | 10 | 491 | 9.7E-113
IP100218539 | Collagen alpha-1(Xl) chain P12107-2 1.39 1.28 1.34 0.07 17 15.3 2.2E-216
IP100218606 | 40S ribosomal protein S23 P62266 0.82 0.94 0.89 0.88 0.06 6 37.1 5.26E-26
IPI00218624 | Bax antagonist selected in saccharomyces 1 P18583-9 0.81 1.03 0.92 0.16 4 3.2 1.68E-21
IPI00218682 Zirg;;’g'ffae:;Zoereifa‘fsﬁagjftarate“" P13674-2 111 111 21 | 451 0
IPI00218693 | Adenine phosphoribosyltransferase P07741 1.00 1.03 1.00 1.01 0.02 7 53.9 | 9.26E-44
IP100218694 | Caldesmon Q05682-2 0.80 0.80 36 48.9 0
IP100218696 | Caldesmon Q05682-4 0.62 0.62 36 50.3 0
IP100218729 | Disks large homolog 1 Q12959-2 1.48 0.93 0.93 1.11 0.32 7 15.1 1.98E-36
IP100218733 | Superoxide dismutase [Cu-Zn] P00441 1.41 1.11 1.11 1.21 0.18 13 90.9 1.4E-302
IP100218775 | 51 kDa FK506-binding protein Q13451 1.35 1.04 1.20 0.23 3 5.9 0.000302
IPI00218782 E:fapi”g protein (Actin filament) muscle Z-fine, B1AKSS 0.94 1.08 1.01 010 | 25 | 49.9 | 3.2€-283
1P100218803 Fibulin-1 P23142-3 1.47 1.47 2 4.7 2.86E-39
IPI00218831 | Glutathione S-transferase Mu 1 P09488-1 1.07 1.16 1.16 1.13 0.05 15 55.5 7E-156
IP100218848 | ATP synthase subunit e, mitochondrial P56385 0.92 0.97 0.95 0.04 2 23.6 1.78E-05
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Dual specificity mitogen-activated protein

IP100218858 kinase kinase 3 P46734-3 0.75 0.88 0.83 0.82 0.06 8 233 5.4E-151
1P100218889 | Dynamin-2 P50570-2 1.15 1.15 24 31.9 2E-113
IP100218895 | DNA-directed RNA polymerase Il subunit G P62487 0.88 1.01 0.99 0.96 0.07 3 22.7 2.81E-32
IP100218918 | Annexin Al P04083 1.00 1.15 1.19 1.11 0.10 33 78.3 0
IP100218922 | Translocation protein SEC63 homolog Q9UGPS8 0.90 0.91 0.85 0.89 0.03 9 14.2 | 4.8E-118
IP100218924 | Calcineurin B homolog Q99653 1.25 1.21 1.36 1.27 0.07 13 70.8 | 2.2E-300
IPI00218962 | Chromosome 20 open reading frame 43 A2A2L5 0.82 1.26 1.22 1.10 0.24 6 21.1 | 4.06E-98
IP100219005 | 51 kDa FK506-binding protein Q02790 0.90 0.90 0.82 0.87 0.05 29 64.7 0
IP100219006 | 40S ribosomal protein S19-binding protein 1 Q86WX3 1.06 1.06 1.13 1.09 0.04 4 35.3 1.17E-51
IP100219018 | Glyceraldehyde-3-phosphate dehydrogenase P04406 0.97 1.09 1.09 1.05 0.07 26 77 0
IP100219025 | Glutaredoxin-1 P35754 1.39 1.13 1.26 0.18 3 311 2.61E-15
IPI00219029 | Aspartate aminotransferase, cytoplasmic P17174 1.08 1.12 1.08 1.10 0.02 18 54.5 5.3E-278
IP100219034 | Complex I-19kD P51970 0.98 0.93 0.91 0.94 0.04 8 59.9 | 6.8E-154
IP100219037 | Histone H2A.x P16104 1.33 1.26 1.31 1.30 0.04 38.5 | 2.8E-128
IP100219038 | Histone H3.3 P84243 1.03 1.07 1.05 0.03 11 55.1 | 9.41E-28
IPI00219067 | Glutathione S-transferase Mu 2 P28161 1.33 1.33 8 39 2.93E-60
IP100219077 | Leukotriene A(4) hydrolase P09960-1 1.15 1.14 1.11 1.13 0.02 22 44.5 0
IP100219078 | Calcium pump 2 P16615-1 0.89 0.94 1.09 0.97 0.10 17 22.2 4.5E-195
IP100219097 | High mobility group protein 2 P26583 1.52 1.08 1.12 1.24 0.24 20 49.8 1.8E-196
IPI00219110 | Frequenin homolog P62166 1.11 1.07 1.41 1.19 0.19 4 30 1.08E-42
IPI00219129 | NRH dehydrogenase [quinone] 2 P16083 1.03 1.26 1.32 1.21 0.15 16.5 | 2.87E-27
IP100219153 | 60S ribosomal protein L22 P35268 0.83 0.51 0.88 0.74 0.20 6 60.9 | 1.3E-137
IP100219155 | 60S ribosomal protein L27 P61353 0.96 0.86 0.90 0.91 0.05 10 49.3 | 8.74E-83
IP100219160 | 60S ribosomal protein L34 P49207 0.79 0.97 0.87 0.88 0.09 8 39.3 | 2.54E-21
IPI00219168 | Beta-V spectrin QI9NRC6 0.99 0.99 3 0.8 0.0109
IP100219217 | LDH heart subunit P07195 0.88 1.00 0.98 0.95 0.07 24 52.4 0
IP100219219 | 14 kDa laminin-binding protein P09382 0.98 1.15 1.11 1.08 0.09 9 63 1.3E-292
IP100219229 | U6 snRNA-associated Sm-like protein LSm3 P62310 1.16 0.99 0.97 1.04 0.10 2 13.7 6.13E-10
IP100219299 | Talin-2 Q9Y4G6 0.88 0.84 0.92 0.88 0.04 26 12.5 0
IPI00219301 | Myristoylated alanine-rich C-kinase substrate P29966 1.57 1.01 1.08 1.22 0.31 15 56.9 0
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IPI00219344 | Calcium-binding protein BDR-1 P37235 1.34 1.87 175 1.65 028 | 4 | 223 | 7.78E-22
IPI00219365 | Membrane-organizing extension spike protein P26038 1.04 1.10 1.13 1.09 0.05 64 78.9 0
IPI00219381 | Complex I-B8 043678 0.84 1.14 1.06 1.01 015 | 4 | 424 | 2.3E-138
IPI00219385 | Complex I-B17 095139 117 0.86 1.09 1.04 0.16 18.8 | 2.39E-05
IPI00219420 Ef;f:):;tcg‘nembra"e'aswdated chondroitin Q9UQE7 1.10 1.08 1.22 1.13 008 | 36 | 366 0
IP1I00219436 | Microsomal signal peptidase 21 kDa subunit Q9BY50 0.84 1.00 0.92 0.12 2 14.6 | 3.44E-13
IP100219445 | 11S regulator complex subunit gamma P61289-2 0.82 0.93 0.85 0.87 0.06 13 47.9 0
IPI00219446 | HCNPpp P30086 1.26 1.14 111 117 008 | 12 | 75.4 0
IPI00219468 | Profilin Il P35080-1 0.82 1.32 1.07 035 | 6 | 37.9 | 6.7E-184
IPI00219518 | ADP-ribosylation factor-like protein 1 P40616 0.84 1.05 1.02 0.97 011 | 6 | 309 | 5.48E-70
IPI00219525 S;Flgcr’gzzailtﬁgnate dehydrogenase, P52209 1.11 1.36 1.37 1.28 015 | 18 | 387 0
IPI00219526 | Glucose phosphomutase 1 P36871-1 1.16 1.11 1.09 1.12 0.04 26 50.5 0
IP100219568 | Phosphoglycerate kinase 2 P07205 0.83 0.83 8 24 6.2E-162
IPI00219575 | Bleomycin hydrolase Q13867 1.26 0.99 1.03 1.09 015 | 5 | 143 | 151E-70
IPI00219604 IZI;ZLZFEEI:::I mitogen-activated protein Q02750 1.24 1.05 1.14 013 | 8 | 247 | 26112
IP100219616 | Phosphoribosyl pyrophosphate synthase | P60891 0.91 0.93 0.92 0.92 0.01 18 59.4 | 3.9E-262
IPI00219622 | Macropain subunit C3 P25787 1.01 1.05 1.10 1.05 005 | 11 | 453 | 15E-146
IP100219628 | Protein kinase C beta type P05771-2 1.96 1.96 2 5.5 3.07E-30
IPI00219649 | Beta-thionase P35520-2 1.30 0.69 1.00 0.43 44 | 0.000141
IP100219673 | Glutathione S-transferase kappa 1 Q9Y2Q3 1.20 1.20 4 19 1.62E-56
IPI00219675 | Cell migration-inducing gene 5 protein P63000-2 0.92 1.20 1.13 1.08 015 | 12 | 50.7 | 5.6E-150
IPI00219677 | Phosphodeoxyriboaldolase Q9Y315 0.99 1.18 1.07 1.08 0.10 7 34.6 3E-225
IPI00219678 i“kary"tic translation initiation factor 2 subunit | 5c )50 0.82 0.84 0.92 0.86 006 | 27 | 686 0
IPI00219679 | Ras-related protein Rab-28 P51157-2 1.09 1.09 4 | 259 | 8.79E-89
IPI00219682 | Erythrocyte band 7 integral membrane protein P27105 1.09 1.28 1.29 1.22 0.11 10 46.5 | 3.5E-245
IPI00219718 :Etm IF g;gf’:gzprﬁz:z j":iﬁ:lt:r':sg‘l;;)sa:]mi A8K2Q0 1.37 1.37 1 61 | 2.7E-15
IPI00219729 | Mitochondrial 2-oxoglutarate/malate carrier Q02978 0.92 1.02 0.99 0.98 005 | 11 | 389 | 47E-139

protein
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IPI00219757 | Glutathione S-transferase P P09211 1.08 1.11 1.17 1.12 005 | 14 | 614 0

IPI00219772 | Cell adhesion protein SQM1 P17568 1.16 0.89 0.97 1.00 013 | 4 | 234 | 6.29E-09
IPI00219774 ::gMu::iisi:ii?ﬁtpmtem kinase type l-alpha P13861 0.97 1.18 1.08 1.08 010 | 17 | 53.7 0

IP100219783 | Ubiquitin-conjugating enzyme E2G 1 P62253 0.85 3.13 1.99 1.61 10 0.006058
IPI00219825 | Prosaposin B1AVUS 1.07 1.03 0.99 1.03 004 4 75 | 1.22E-22
IPI0021984g | Adapter-related protein complex 2 sigma P53680-1 1.06 1.06 3 | 127 | 0.000859

subunit

IPI00219841 | DNA ligase 1 P18858 1.05 1.14 1.41 1.20 019 | 13 | 21.8 | 8.1E-108
IPI00219861 | Adipocyte acid phosphatase P24666-1 0.87 1.16 1.15 1.06 016 | 6 | 475 | 1.2E-175
IPI00219871 L\tstpr:f'acety'tra”Sfe’ase 38, NatC awxiliary 095777 1.07 1.03 1.13 1.07 005 | 3 | 365 | 835E-32
IPI00219910 | Biliverdin reductase B P30043 121 1.22 1.20 121 001 | 4 28 | 2.1E-116
IPI00219919 | DNA methyltransferase 1-associated protein 1 Q9NPF5 1.14 1.27 1.21 0.09 3 10.7 | 2.07E-64
IPI00219953 | Cytidine monophosphate kinase P30085 0.94 1.09 1.10 1.04 009 | 10 | 456 | 5.7E-193
IPI00220007 Z?)';'ﬁpi:’f;l?:ﬁgh'y similar to B4ELTS 1.15 1.05 1.09 1.10 005 | 7 | 153 | 2.48E-83
IPI00220014 | Isopentenyl-PP-delta-isomerase Q13907-2 2.87 3.07 3.58 3.17 036 | 9 43 | 1.5E-121
IPI00220031 | Paxillin P49023-3 0.87 1.16 1.05 1.03 015 | 8 20 | 3.7E-200
IPI00220059 | Complex I-B15 095168 1.05 1.02 0.97 1.01 004 | 4 38 | 2.85E-80
IPI00220063 | Complex I-15 kDa 043920 0.99 1.08 1.04 006 | 3 | 292 | 6.87E-34
IPI00220150 ';‘i’tccitcr:;‘:‘:r‘?:lydr°ge"ase [NAD] subunit gamma, | 5, ;¢ 1.06 1.06 2 87 | 6.17E-05
IPI00220152 | BRCA2 and CDKN1A-interacting protein Q9P287-2 0.91 0.93 0.87 0.90 003 | 5 | 242 | 6.9E-132
IPI00220154 | Dilute myosin heavy chain, non-muscle Q9Y411-3 0.98 1.12 1.05 0.10 2 1.2 1.42E-28
IPI00220158 | Alpha-adducin P35611-3 1.21 1.50 1.24 1.32 016 | 12 | 204 | 2.1E-101
IPI00220219 | Beta-coat protein P35606 0.87 1.02 1.00 0.96 008 | 33 | 488 0

IPI00220232 | elF-2B GDP-GTP exchange factor subunit delta | Q9UI10-2 0.92 0.89 0.91 0.02 20 | 3.7E-114
IPI00220267 | Argininosuccinate lyase P04424 1.11 1.05 1.00 1.06 006 | 4 11 | 5.8E-103
IPI00220271 | Alcohol dehydrogenase [NADP+] P14550 1.09 1.30 1.24 121 011 | 15 | 53.2 | 1.3E-300
IPI00220278 | 20 kDa myosin light chain P24844 0.85 0.83 1.01 0.90 010 & 11 | 663 0

IPI00220299 | FAD pyrophosphorylase Q8NFF5-1 1.18 0.89 0.72 0.93 023 | 4 | 112 | 6.06E-69
IPI00220301 | 1-Cys peroxiredoxin P30041 1.02 1.06 1.06 1.05 002 | 19 | 652 0
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1P100220302 Female-lethal(2)D homolog Q15007-1 1.32 1.54 1.11 1.32 0.22 4 13.4 3.66E-59
IP100220308 | Merlin P35240-2 0.98 1.06 0.93 0.99 0.07 5 8.7 1.02E-24
IP100220327 | 67 kDa cytokeratin P04264 11.80 0.11 0.11 4.01 6.75 40 57.6 0
1P100220342 | DDAHI 094760 1.27 1.14 1.29 1.23 0.08 3 16.5 3.14E-14
IP100220344 | 60S ribosomal protein L36a P83881 0.90 0.93 0.87 0.90 0.03 8 47.2 | 9.82E-46
1P100220362 10 kDa chaperonin P61604 0.93 0.84 0.84 0.87 0.05 9 69.6 7.93E-81
IP100220373 | Abeta-degrading protease P14735 1.13 1.22 0.70 1.02 0.27 3 4 9.49E-25
1P100220402 Protein phosphatase inhibitor 2 P41236 1.06 1.09 1.21 1.12 0.07 5 27.3 5.77E-25
IP100220416 | Complex Il subunit 7 P14927 0.95 0.96 0.95 0.01 4 35.1 1.09E-37
IPI00220484 :;gnﬁa';:ﬁ:g:Za’igr:;“gpp':gfg?:zome'bindi”g 000479 1.29 1.29 2 | 189 | 2.49E-78
IP100220487 | ATP synthase subunit d, mitochondrial 075947-1 1.07 0.95 1.02 1.01 0.07 13 79.5 1.72E-84
IP100220503 | 50 kDa dynein-associated polypeptide Q13561 1.16 0.98 1.06 1.07 0.09 18 52.7 0
IP100220527 | Sorting nexin-1 Q13596-2 1.14 1.26 1.20 0.08 10 23.9 1.87E-47
IP100220528 | Sm protein F P62306 0.92 0.93 0.86 0.90 0.04 4 40.7 2.38E-98
IP100220566 | Selenoprotein Z QQNTW% 0.81 1.38 1.06 1.08 0.28 2 5 1E-34
IPI00220567 | 5,10-methenyl-tetrahydrofolate synthetase P49914 0.91 1.11 1.00 1.01 0.10 3 13.3 | 8.81E-14
IP100220578 | G(i) alpha-3 P08754 1.19 1.70 1.59 1.49 0.27 15 39.5 0
IPI00220581 | Disks large-associated protein 4 Q9Y2HO0-2 1.35 1.24 1.29 0.08 2 4.2 7.7E-173
IP100220609 | Nucleoporin SEH1 Q96EE3-1 0.90 1.08 1.20 1.06 0.15 4 12.6 | 4.52E-63
IP100220628 | AKAP 120-like protein Q99996-6 0.91 0.91 3 13 3.03E-23
1P100220642 14-3-3 protein gamma P61981 0.99 1.04 1.02 1.02 0.03 20 68.8 0
IP100220648 | Phosphomevalonate kinase Q15126 0.97 1.05 1.12 1.05 0.07 13 63.5 1.4E-103
IP100220683 | AU-rich element RNA-binding protein 1 Q14103-2 1.11 1.11 1.11 0.00 22 43.2 0
IP100220709 | Beta-tropomyosin P07951-2 0.71 0.82 0.89 0.81 0.09 45 83.1 0
IP100220726 | Apoptotic cysteine protease Q14790-9 1.30 1.27 1.28 0.02 3 7.2 4.08E-80
IPI00220739 2’(')?“'22?:;'?5””““ progesterone receptor 000264 1.37 1.04 1.14 1.18 017 | 12 | 492 0
1P100220741 Erythroid alpha-spectrin P02549-1 1.27 1.27 3 1.5 0.001527
IP100220766 | Aldoketomutase Q04760 1.11 1.08 1.07 1.09 0.02 10 51.1 1.77€-70
IP100220770 | Dynactin subunit 6 000399 0.64 1.01 0.83 0.26 3 18.9 | 8.86E-23
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IPI00220827 | Thymosin beta-10 P63313 1.12 117 0.99 1.10 009 | 3 | 318 | 3.18E-14
IPI00220834 | 86 kDa subunit of Ku antigen P13010 0.98 1.06 1.08 1.04 005 | 43 | 556 0
IPI00220835 | Protein transport protein Sec61 subunit beta P60468 0.76 1.06 0.97 0.93 0.16 3 37.5 2.86E-25
IPI00220g73 | > Phosphoadenosine-S-phosphosulfate 095340-2 0.70 1.11 1.05 0.95 022 | 13 | 228 | 1.4E-163
synthase
IPI00220918 | CXXC-type zinc finger protein 9 P26358-2 0.79 0.79 27 | 202 | 7.26-232
IP100221002 | 22 kDa peroxisomal membrane protein Q9NR77 1.18 1.18 2 9.7 0.001831
IPI00221012 | Deubiquitinating enzyme FAF-X Q93008-2 0.91 1.03 1.00 0.98 006 | 16 | 82 | 9.8E-109
IPI00221035 | RNA polymerase B transcription factor 3 P20290-1 1.03 0.89 0.76 0.89 0.14 15 65.5 8.7E-189
IPI00221088 | 40S ribosomal protein S9 P46781 0.86 0.91 0.91 0.89 003 | 21 | 624 | 2.6E-165
IPI00221089 | 40S ribosomal protein 513 P62277 0.91 0.89 0.87 0.89 002 | 12 | 629 | 4.2E-154
IPI00221091 | 40S ribosomal protein S15a P62244 0.82 0.92 0.76 0.83 008 | 7 | 454 | 2.02E-76
IPI00221092 | 40S ribosomal protein 516 P62249 0.77 0.93 0.93 0.88 009 | 10 | 56.8 | 9.17E-45
IPI00221093 | 40S ribosomal protein 17 P08708 0.90 0.91 0.82 0.88 005 | 14 | 726 | 6.7E-275
IPI00221106 | Pre-mRNA-splicing factor SF3b 145 kDa subunit | Q13435 1.27 0.99 1.04 1.10 015 | 23 | 293 | 4.8E-158
IPI00221108 | Thymidylate synthase P04818 0.86 1.20 1.20 1.08 020 | 11 | 46.6 | 4.56-256
IPI00221172 | N-recognin-7 Q8N806 1.19 1.43 1.56 1.39 019 | 1 31 | 4.2E-113
IPI00221222 | Activated RNA polymerase Il transcriptional P53999 1.19 1.15 1.06 1.13 007 | 11 | 56.7 | 4.96E-95
coactivator p15
IPI00221226 | 67 kDa calelectrin P08133 0.97 1.03 1.06 1.02 005 | 60 | 785 0
IPI00221231 [B;_szm ';:‘:'tfg:‘l’]')'te”aph°5phatase P50583 0.97 1.14 0.92 1.01 012 | 4 | 361 | 7.31E30
IPI00221232 | Guanine nucleotide-binding protein QoUBI6 1.03 1.20 1.16 1.13 009 | 5 | 708 | 1.72E-91
G(1)/G(S)/G(0) subunit gamma-12
IP100221234 | Aldehyde dehydrogenase family 7 member Al P49419 1.02 1.09 1.15 1.09 0.06 20 43.6 0
IPI00221300 | elF-2B GDP-GTP exchange factor subunit alpha Q14232 0.85 1.20 0.97 1.01 018 | 11 | 39.7 | 1.5E-126
IPI00221325 | 358 kDa nucleoporin P49792 0.80 1.02 0.93 0.92 011 | 28 | 12.7 | 3.4E-285
IPI00221327 | RNA 3-terminal phosphate cyclase 000442-2 0.88 0.92 1.00 0.93 006 | 6 | 198 | 1.93E-31
IP100221328 | Chloride intracellular channel protein 2 015247 1.01 1.29 1.15 0.20 5 32 3.98E-39
IPI00232533 E;‘fg:\’c‘)’:ﬁ:”‘c"ati°” initiation factor 14, X- P47813 0.88 0.91 0.88 0.89 002 | 9 | 458 | 1.6E-274
IPI00234252 | BRG1-associated factor 155 Q92922 0.99 0.95 0.91 0.95 004 | 12 | 13.5 | 3.24E-88
IPI00234793 | cDNA FLI61112, highly similar to BTB/POZ BADGD9 0.90 0.90 3 | 143 | 2.26E-77
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domain-containing protein KCTD15

IP100237884 | A-kinase anchor protein 12 Q02952-1 1.04 0.90 0.84 0.93 0.11 2 1.8 1.34E-23
IP100238209 | NudC domain-containing protein 3 QsIvD9 1.16 0.53 0.84 0.45 3 11.6 | 7.57E-13
IPI00238218 | ARF GTPase-activating protein GIT2 Q14161-1 1.05 1.05 2 4.9 1.1E-06
IPI00238469 | Centrosomal protein of 97 kDa Q8IW35-2 1.28 1.28 4 5.8 3.24E-71
IP100239077 | Adenosine 5-monophosphoramidase P49773 0.97 1.12 1.08 1.06 0.08 6 40.5 | 1.35E-43
IP100239406 | Nesprin-2 QSWZXHO_ 0.81 0.90 0.85 0.07 5 1 1.57E-09
IP100239815 | Cirhin Q969X6-1 0.88 0.76 0.69 0.78 0.10 8 16.5 | 3.4E-151
IP100241860 | Mitochondrial intermediate peptidase Q99797 0.68 1.09 0.89 0.29 2 4.8 3.53E-08
IPI00242630 | HEAT repeat-containing protein 2 Q86Y56-1 1.17 1.09 0.96 1.07 0.10 3 5.5 2.16E-08
IP100243221 | Nardilysin (N-arginine dibasic convertase) B1AKI5 0.95 0.96 1.00 0.97 0.02 16 14.3 | 1.35E-81
IP100246975 | Glutathione S-transferase Mu 3 P21266 1.06 1.09 1.08 1.08 0.02 13 53.3 | 3.6E-108
IP100247063 | Atriopeptidase P08473 1.41 1.88 1.64 0.33 2 3.6 1.97E-10
IP100247583 | 60S ribosomal protein L21 P46778 0.93 0.93 0.91 0.92 0.01 9 51.9 2.4E-65
IPI00247871 | TATA box-binding protein-associated factor 25 014776-1 1.10 0.90 1.00 1.00 0.10 11 12.1 1.54E-88
IPI00249529 | Centrosomal protein of 78 kDa Q5JTW2-2 1.16 1.22 1.05 1.14 0.09 5 11.8 | 9.73E-89
IP100250297 | 4-phosphopantetheinyl transferase Q9NRN7 0.77 0.97 0.98 0.91 0.12 7 20.7 2.8E-85
IPI00251559 | E3 ubiquitin-protein ligase BRE1A Q5VTR2 0.92 1.05 1.06 1.01 0.08 14 16.4 1E-212
IP100251749 | Glucocorticoid receptor P04150-3 1.23 134 1.06 1.21 0.14 6 11.7 1.7E-175
IP100251989 | DNA-directed RNA polymerase | subunit E Q9GZS1-1 0.79 0.80 0.79 0.01 3 8.1 2.13E-28
IP100253036 | 1.2E+08 P14209-1 0.81 1.27 1.17 1.09 0.24 2 13 1.85E-37
IPI00254162 | Neural polypyrimidine tract-binding protein Q9UKA9-3 0.83 0.83 2 7.8 4.87E-18
IP100254338 | Protein FAM134C Q86VR2 0.88 1.31 1.10 0.31 2 5.2 2.82E-09
IP100255052 | Complex I-B22 Q9Y6M9 1.20 0.92 0.95 1.02 0.15 6 34.6 | 1.1E-100
IP100256861 | 620 kDa actin-binding protein Q9UPN3-2 0.97 0.89 0.89 0.91 0.05 39 9.4 0
IPI00257508 | Collapsin response mediator protein 2 Q16555 1.49 1.38 1.39 1.42 0.06 26 60.3 0
IP100257882 | Imidodipeptidase P12955 0.99 1.14 1.11 1.08 0.08 7 17.8 1.75E-25
IPI00257932 | Transcription elongation factor A protein-like 5 Q5H9L2 1.60 1.60 12.1 | 4.94E-66
IP100258168 | Fox-1 homolog B 043251-8 1.30 1.15 1.10 1.18 0.10 4 15.1 | 1.52E-57
IPI00260090 | cDNA FLI60834, highly similar to Engulfment B4DRLS 1.50 1.28 1.13 1.30 0.18 10 19.9 | 2.02E-55
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and cell motility protein 2 (CED-12 homolog A)

IP100260715 | 75 kDa DNA-pairing protein P35637-1 1.43 0.79 0.94 1.05 0.33 9 17.8 1E-161
IP100288941 | Coactivator independent of AF-2 Q9HCD5 1.06 0.59 0.93 0.86 0.24 4 10 1.35€-21
IPI00288947 | Guanine nucleotide-binding protein alpha-q P50148 1.17 1.24 1.25 1.22 0.04 10 32.3 1.54E-59
IPI00289031 | Protein FAM160B1 Q5W10V3- 1.27 1.27 2 5.1 2E-30
IPI00289082 | Protein-tyrosine phosphatase G1 Q05209 1.43 1.21 0.99 1.21 0.22 7 12.3 2.7E-155
IP100289491 | Cancer susceptibility candidate gene 3 protein 015234 1.11 1.11 2 5 5.53E-08
IPI00280499 | >-2minoimidazole-4-carboxamide P31939 0.86 0.97 0.98 0.94 007 | 33 | 667 0
ribonucleotide formyltransferase
IP100289547 | Transcription factor jun-D P17535 2.03 1.39 1.71 0.45 3 15 2.33E-54
IP100289601 | Histone deacetylase 2 Q92769-2 0.92 1.01 1.00 0.98 0.05 9 19.9 | 6.1E-120
IP100289667 | DNA-directed RNA polymerase Il subunit H Q9Y535-1 0.93 1.22 1.07 0.20 2 20.6 | 3.42E-30
IP100289746 | Alpha-PAK Q13153-2 1.17 1.32 1.24 0.11 6 14.8 0
IP100289758 | Calcium-activated neutral proteinase 2 P17655 1.00 1.15 1.12 1.09 0.08 29 46.4 0
IPI00289807 gﬂci;cf;:i’i?:g”a' tRNA nucleotidyl transferase, Q96Q11-1 | 096 1.02 0.89 09 | 007 | 8 | 214 | 1.9E-145
IP100289819 | 300 kDa mannose 6-phosphate receptor P11717 1.01 0.59 0.98 0.86 0.23 8 3.7 1.23E-29
IP100289831 | Receptor-type tyrosine-protein phosphatase S Q13332-1 0.94 1.94 1.44 0.71 2 1.8 2.78E-18
IP100289876 | Syntaxin-7 015400-1 1.45 1.23 1.13 1.27 0.16 6 34.1 1.1E-128
IPI00290071 | DDBI1- and CUL4-associated factor 8 Q5TAQ9-1 0.95 0.95 2 3.9 5.31E-52
IP100290085 | Cadherin-2 P19022 1.10 0.96 1.00 1.02 0.07 5 8.4 1.4E-207
IPI00290110 | Neoplastic transformation inhibitor protein Q53EL6 4.00 3.70 3.23 3.64 0.39 6 24.7 6.91E-68
IP100290142 | CTP synthase 1 P17812 0.81 0.92 0.91 0.88 0.06 26 45 1.6E-189
IPI00290192 | Aicardi-Goutieres syndrome 4 protein 075792 0.98 1.51 1.12 1.20 0.28 4 24.4 1.24E-74
IPI00290204 | U1 small nuclear ribonucleoprotein 70 kDa P08621-1 1.26 1.08 1.11 1.15 0.09 17 31.1 3E-82
IPI00290239 | C2lcium/calmodulin-dependent protein kinase | gpp, 4 0.96 0.96 2 | 34 | 0.000647
kinase 2

IP100290272 | DNA polymerase alpha 70 kDa subunit Q14181 0.85 1.10 0.99 0.98 0.12 4 11 6.87E-11
IPI00290279 | Adenosine 5-phosphotransferase P55263-1 1.21 0.64 0.93 0.93 0.29 4 17.7 1.66E-16
IP100290305 | Nori-2 Q96544 1.12 0.93 1.03 1.03 0.10 3 15.8 | 2.27E-84
IPI00290314 | ATPase WRNIP1 Q96S55-1 1.24 1.24 3 6.3 1.4E-172
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Epidermal growth factor receptor kinase

IPI00290337 | PSS Q12929 1.03 1.27 1.37 1.22 018 | 7 | 142 | 47E-145
IPI00290358 | Protein CCSMST1 Q4G0I0 0.89 0.89 2 | 348 | 2.04E-05
IPI00290409 Ercc:tze/;dae”ov"us E1B 19 kDa protein-interacting | = 1,g3 1.23 1.01 0.87 1.04 018 | 2 | 124 | 456E-16
IPI00290410 | DeOXynucleotidyltransferase terminal- Q5QJE6 1.01 1.05 0.92 0.99 006 | 12 | 222 | 1E-232
interacting protein 2

IPI00290435 | Kinesin-like protein 6 Q99661-1 0.87 1.42 1.12 1.14 028 | 11 | 179 | 2.7E-121
IPI00290460 | elF3 p42 075821 1.01 0.91 0.83 0.92 009 | 12 | 45 | 5.7E-179
IPI00290461 | elF3 p35 075822 0.93 0.9 0.92 0.95 004 | 15 | 37.6 | 1.2E-76
IPI00290462 | Carbonyl reductase [NADPH] 3 075828 1.22 1.41 1.35 1.33 010 | 16 | 675 0
IP100290514 | Integrator complex subunit 9 QI9NV88 1.08 1.08 2 4.3 0.000269
IPI00290542 | Hrs-binding protein 075886-1 1.20 1.07 0.95 1.08 012 | 5 | 114 | 1.156-14
IPI00290566 | CCT-alpha P17987 0.90 0.92 0.94 0.92 002 | 28 | 558 0
IPI00290614 | Endonuclease G, mitochondrial Q14249 1.62 1.62 2 7.7 0.007193
IPI00290652 | HBV pX-associated protein 8 Q96T23-1 0.65 1.04 0.79 0.83 020 | 2 3 | 5.87E-76
IPI00290684 | 2(3)-polynucleotidase Q96T60 1.24 1.20 1.01 1.15 012 | 7 | 179 | 47E60
IPI00290799 | Uncharacterized protein C180rf19 Q96NDO 1.10 1.12 1.11 0.01 4 11.8 | 2.31E-06
IPI00290812 | Lodestar homolog Q9UNY4-1 1.37 1.24 1.31 009 | 6 8.1 | 1.18E-16
IPI00290928 aGI‘;igi_'lz"”c'e°tide'bi”di”g protein subunit Q14344 1.19 130 137 129 | 009 | 11 | 308 | 6.64E-86
IPI00290945 :)2gﬁ:;z‘emz‘t’t?ﬂ'g;;;“\ifé::tHl‘,’:‘;;Tie”S A4D1H7 1.07 1.13 1.10 004 | 4 | 133 | 5.94E9
IPI00290952 | Ribosomal RNA processing protein 1 homolog B Q14684-1 0.87 1.03 0.99 0.96 0.08 11 18.7 5.91E-79
IPI00290979 i:;‘gg'ycero"3'ph°5phate O-acyltransferase Q8WTS1 0.93 0.93 1 4.6 | 0.000983
IPI00291006 | Malate dehydrogenase, mitochondrial P40926 0.91 1.00 1.00 0.97 0.05 22 66.9 0
IPI00291016 | Complex I-9kD Q8WU60 1.20 0.84 0.85 0.96 021 | 7 | 224 | 1.13E-73
IPI00291093 E:C;ii;;zt:d RNA polymerase Il 23 kDa P19388 0.90 0.98 1.07 0.98 009 | 5 | 276 | 2.1E-108
IPI00291136 | Collagen alpha-1(VI) chain P12109 1.12 1.01 1.15 1.10 007 | 21 | 293 0
IPI00291200 | 133 kDa nucleoporin Q8WUMO 0.96 1.08 1.03 1.02 006 | 19 | 21.1 | 1.8£-291
IPI00291215 | B aggressive lymphoma protein 2 Q460N5-2 1.25 1.21 1.56 1.34 0.19 5 4.3 4.21E-11
IP100291316 | Guanine nucleotide exchange factor H1 Q92974-1 0.97 0.97 25 31.8 1.4E-236
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IP100291398 Nucleolysin TIA-1 isoform p15 P31483-1 0.93 1.17 1.04 1.05 0.12 6 13.7 2.37E-43
Ipl00291412 | C3(2)/calmodulin-dependent protein kinase P49593 1.07 1.08 1.07 1.07 000 | 7 26 | 3.83E-55
phosphatase
IPI00291417 | DePhospho-CoA kinase domain-containing Q8WVCe- 1.17 1.03 1.10 010 | 2 10 | 4.1E-06
protein 1
IPI00291419 | Acetoacetyl-CoA acetyltransferase-2 Q9BWD1 1.56 1.68 1.79 1.68 0.12 15 40.6 0
IPI00291467 | Adenine nucleotide translocator 3 P12236 0.74 0.83 0.74 0.77 0.05 17 46.3 3.84E-82
IP100291483 | 17-beta-hydroxysteroid dehydrogenase type 5 P42330 0.98 1.40 1.19 0.30 10 319 | 2.2E-138
IP100291510 IMPDH-II P12268 0.83 0.94 0.92 0.90 0.06 25 50.4 0
IPI00291570 | Caspase-2 P42575-1 1.36 1.18 1.27 0.13 2 8.8 3.3E-08
IPI00291608 | PET Proteolytic signal-containing nuclear Q8WW12- 1.50 1.10 1.08 1.22 024 | 9 | 522 | 2.6E-194
protein 1
IP100291643 | SPRY domain-containing protein 4 Q8WWS59 0.84 0.84 2 9.2 0.001805
IPI00291646 | Methylenetetrahydrofolate dehydrogenase B7ZM99 0.76 0.72 0.70 0.73 003 | 12 | 158 | 3.41E-66
(NADP+ dependent) 1-like
IPI00291669 | UPiquitin-like domain-containing CTD Q8WVY7 1.22 1.18 1.01 1.14 012 | 5 | 151 | 1.64E-16
phosphatase 1
IPI00291695 | Probable glutathione peroxidase 8 Q8TED1 0.92 1.06 1.09 1.02 0.09 6 31.6 | 4.81E-59
IPI00291751 | Uncharacterized protein C2orf47, mitochondrial Q8wWwca 0.83 0.81 0.85 0.83 0.02 5 17.9 1.64E-10
IP100291764 Histone H2A type 1 POCOS8 1.26 1.19 1.02 1.16 0.12 7 46.2 4.7E-297
IPI00291783 | Gem-associated protein 5 Q8TEQ6 0.87 0.83 0.78 0.83 0.04 9 8 0
IP100291802 F-box only protein 20 Q8W3WI1_ 0.83 0.97 0.95 0.92 0.08 22 23.1 0
IP100291893 | DCN1-like protein 1 Q96GG9 0.96 1.17 1.26 1.13 0.15 6 24.7 | 5.8E-157
IP100291916 IRS-1 PH domain-binding protein Q8WWQ0 0.90 0.98 0.94 0.06 5 4.3 9.8E-38
IP100291922 Macropain zeta chain P28066 0.96 1.00 1.00 0.99 0.02 12 57.3 1E-242
1P100291928 Ras-related protein Rab-14 P61106 1.01 1.08 1.14 1.08 0.07 15 77.7 0
IPI00291930 | Clathrin interactor 1 Q14677-1 1.14 1.31 1.17 1.21 0.09 8 19.1 8.08E-69
IP100291939 | Sb1.8 Q14683 1.12 1.08 1.16 1.12 0.04 20 18.2 | 2.48E-94
IP100291946 | Deubiquitinating enzyme 10 Q14694 0.88 1.06 0.90 0.95 0.10 13 26.4 | 8.29E-58
IP100292000 | Pre-mRNA-processing factor 31 Q8W1WY3‘ 1.16 1.11 1.04 1.10 0.06 13 29.7 | 5.7E-109
IP100292020 | Putrescine aminopropyltransferase P19623 0.70 0.95 0.86 0.84 0.13 11 37.1 1.27E-92
IP100292134 | Epidermal growth factor receptor substrate 15 P42566-1 1.39 1.07 0.90 1.12 0.25 5 11.3 | 7.73E-30
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Integral nuclear envelope inner membrane

IP100292135 protein Q14739 1.08 0.95 1.13 1.05 0.09 4 8.6 6.7E-119
1P100292140 | Apopain P42574 1.04 1.14 1.35 1.17 0.16 4 11.9 1.41E-08
IP100292168 | Anti-silencing function protein 1 homolog A Q9Y294 1.33 1.10 1.24 1.22 0.11 3 16.7 | 1.19E-65
IP100292228 | Glycogen synthase kinase-3 alpha P49840 0.93 1.20 1.15 1.09 0.14 5 19.3 | 5.26E-83
IP100292354 | E3 ubiquitin-protein ligase RNF181 Q9POPO 0.78 1.07 0.90 0.91 0.15 4 27.5 | 4.67E-13
IP100292496 | Tubulin beta-8 chain Q3zCM7 0.99 0.99 13 28.4 | 3.3E-140
IP100292499 | Heat shock 70 kDa protein 14 QOVDF9 0.79 1.02 0.85 0.89 0.12 5 16.1 | 1.31E-42
IP100292537 | DNA-binding factor KBF1 P19838-2 0.80 0.82 1.05 0.89 0.14 9 13 6.01E-84
IP100292657 | 15-oxoprostaglandin 13-reductase Q14914 1.45 1.15 1.10 1.23 0.19 7 24.3 | 1.92E-32
IP100292753 | GAPex-5 Q14C86-6 0.98 1.01 0.91 0.96 0.05 7 7.5 2.25E-75
IP100292787 | Actin-related protein 5 Q9HI9F9 1.03 1.21 1.05 1.10 0.10 5 14.3 2.49E-55
IP100292894 | Pre-rRNA-processing protein TSR1 homolog Q2NL82 0.85 0.89 0.76 0.83 0.07 8 13.8 | 6.4E-204
IP100292953 | Ankycorbin Q9POK7-2 0.64 0.98 0.81 0.24 7 7.7 2.72E-40
IP100292975 | RNA-binding motif protein 27 Q9P2N5 1.03 1.04 1.03 0.01 7 10.8 | 4.46E-24
IPI00293009 | Rab GTPase-binding effector protein 1 Q15276-1 1.10 1.30 0.98 1.12 0.16 6 10.3 | 3.7E-167
IPI00293026 E(')On:f::zg ;":Ztt‘:rrll‘ GTP-binding domain- Q722221 1.29 0.88 1.08 029 | 3 | 54 | 429E-25
IP100293073 | Fzo homolog Q8IWA4-1 0.65 0.92 0.98 0.85 0.18 7.2 1.37E-66
IP100293078 | DEAD box protein 27 Q96GQ7 0.95 0.97 0.98 0.97 0.01 8 11.8 | 1.59E-70
IP100293088 | 70 kDa lysosomal alpha-glucosidase P10253 1.29 1.22 1.25 1.25 0.04 3 5.4 2.3E-15
IPI00293126 | Cytoskeleton-associated protein 1 Q99426 0.92 1.18 1.13 1.08 0.14 16 455 | 7.6E-286
IP100293167 | Stromal cell-derived factor 2 Q99470 1.15 1.21 1.30 1.22 0.08 3 22.3 2.11E-34
IP100293260 | Dnal homolog subfamily C member 10 Q8IXB1-1 1.04 1.02 1.08 1.05 0.03 6 10.8 1.71E-30
IP100293276 | Glycosylation-inhibiting factor P14174 1.07 1.13 0.96 1.05 0.09 2 17.4 1.93E-38
IP100293303 | Asparaginyl endopeptidase Q99538 0.73 0.86 1.15 0.91 0.21 3 11.3 | 5.16E-55
IP100293307 | Adipophilin Q99541 0.54 0.25 0.30 0.36 0.15 4 12.4 | 7.39E-29
IPI00293331 | Ribonucleases P/MRP protein subunit POP1 Q99575 0.81 0.87 0.91 0.86 0.05 15 20.2 | 1.35E-70
IP100293350 | Translin-associated factor X Q99598 1.04 1.06 1.12 1.07 0.04 9 33.4 | 5.2E-118
IP100293425 | Frataxin intermediate form Q16595-1 0.97 0.77 0.81 0.85 0.11 4 25.7 | 3.79E-30
IP100293434 | 18 kDa Alu RNA-binding protein P37108 1.08 1.34 1.27 1.23 0.13 42.6 1.27E-78
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IP100293464 | Damage-specific DNA-binding protein 1 Q16531 1.03 1.00 1.07 1.03 0.03 41 41.6 1.3E-238
IPI00293476 | 39S ribosomal protein L23, mitochondrial Q16540 0.93 0.93 5 40.5 1.27E-82
IP100293533 | 62 kDa nucleoporin P37198 1.84 0.74 0.95 1.18 0.58 6 12.6 2.5E-57
IPI00293564 | 3-hydroxy-3-methylglutarate-CoA lyase P35914 1.30 1.30 1.28 1.30 0.01 5 18.2 | 4.58E-64
IPI00293613 | NF-kappa-B-activating kinase Q9UHD2 1.17 1.17 2 4 6.18E-23
IP100293655 | ATP-dependent RNA helicase DDX1 Q92499 0.93 1.00 1.01 0.98 0.04 22 36.6 4.2E-284
IPI00293665 | Cytokeratin-6B P04259 0.44 0.44 12 22.2 9.5E-276
1P100293735 Elongator complex protein 1 095163 0.84 1.00 0.93 0.92 0.08 11 12.4 4.8E-93
IP100293746 | Multiple myeloma tumor-associated protein 2 Q9BU76-1 1.04 1.00 1.02 0.02 2 9.9 9.44E-21
IPI00293748 L”:;;L"r:;;z:"s)'tetrakiSph°Sphate 3 quTWL 1.02 1.39 1.27 1.23 019 | 1 23 | 8.41E-14
IP100293817 | Gamma-soluble NSF attachment protein Q99747 0.88 1.05 1.08 1.00 0.11 4 14.4 | 7.52E-76
IP100293921 | DNA topoisomerase 2-binding protein 1 Q92547 1.25 1.25 2 2.4 6.43E-11
IP100293946 | Erasin Q92575 1.16 1.06 1.09 1.10 0.05 3 8.7 4.6E-111
IP100294008 | ZW10 interactor 095229 1.00 1.00 3 12.3 3.95E-19
IP100294158 | Biliverdin reductase A P53004 1.04 1.20 1.21 1.15 0.09 10 38.9 2.6E-122
IP100294159 | Citrate transport protein P53007 1.13 1.43 1.46 1.34 0.18 6 19 2.93E-26
IPI00294186 | Scrine beta-lactamase-like protein LACTE, P83111-1 1.24 1.24 1 | 18 | 3.38E-05
mitochondrial

IPI00294211 | ATP-dependent RNA helicase DHX38 Q92620 0.94 0.97 0.96 0.03 3 3.2 7.34E-23
IPI00294229 | RNA 3-terminal phosphate cyclase-like protein Q9Y2P8 0.90 0.65 0.80 0.78 0.13 4 11.5 1.28E-53
IP100294242 | 28S ribosomal protein S31, mitochondrial Q92665 1.20 0.87 0.85 0.97 0.19 6 22.3 1.6E-99
IP100294426 | 68 kDa TATA-binding protein-associated factor Q92804-1 1.13 0.97 0.91 1.00 0.11 6 16.6 5.6E-109
1P100294481 UPF0172 protein FAM158A Q9Y3B6 1.05 1.05 1 6.2 1.18E-12
IP100294495 | Ubiquitin-fold modifier-conjugating enzyme 1 Q9Y3C8 1.02 1.27 1.28 1.19 0.15 4 24.6 | 9.25E-08
IP100294501 | 7-dehydrocholesterol reductase Q9UBM7 2.19 2.06 2.13 0.09 3 6.9 4.59E-23
IPI00294536 :Er'\e'ﬁni:f iign?s'ehrii'c"x:g:‘_gas;:i:g;"per;tein BADNJ6 0.83 1.01 0.95 0.93 010 | 21 | 68 0

IP100294567 | F-box only protein 7 Q9yY3I1 1.01 1.23 1.26 1.17 0.14 4 111 7.11E-48
IPI00294610 zr::éc:zr:gr';gl subfamily A member 3, Q96EY1-1 1.04 1.03 0.97 1.02 003 | 5 | 117 | 3.556-30
Ipi0029461g | Fapillary renal cell carcinoma translocation- Q92733 1.72 1.01 0.96 1.23 043 | 7 | 358 | 3.98E-83

associated gene protein
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IP100294619 | Protein TFG Q92734 1.47 0.93 1.20 0.38 8 29.5 | 1.06E-38
IP100294680 | Putative TRAF4-associated factor 1 QoY448 0.88 0.96 0.85 0.89 0.06 7 32.6 | 2.9E-128
IP100294739 | Dendritic cell-derived IFNG-induced protein Q9Y373-1 1.02 1.01 1.09 1.04 0.05 8 15.8 | 6.5E-103
IPI00294742 | La ribonucleoprotein domain family member 7 Q4G0J3-1 1.26 1.08 1.08 1.14 0.10 6 13.1 1.48E-68
IPI00294744 | Deadenylating nuclease 095453 0.68 0.68 3 6.1 3.43E-42
IP100294779 | Outer mitochondrial membrane protein porin 3 Q9Y277-2 1.03 1.17 1.19 1.13 0.09 9 33.8 | 5.9E-109
IP100294834 | Aspartate beta-hydroxylase Q12797 1.29 1.11 1.29 1.23 0.11 19 31.1 0

IP100294839 | Lysyl oxidase homolog 2 Q9Y4K0 0.84 0.90 0.87 0.87 0.03 6 12.7 | 1.8E-111
IP100294842 | Kinase homologous to SPS1/STE20 Q9Y4K4 1.09 1.09 3 5.2 3.85E-06
IP100294879 | Ran GTPase-activating protein 1 P46060 0.79 0.90 0.77 0.82 0.07 22 46.7 0

IP100294903 | Phosphomannomutase 1 Q92871 0.87 1.69 1.26 1.27 0.41 6 26 2.17E-51
IPI00294911 | Iron-sulfur subunit of complex Il P21912 0.89 1.01 0.99 0.96 0.06 8 29.3 | 9.84E-25
IP100294943 | H7-AP2 Q9Y4X5 1.06 1.06 2 7.4 9.46E-58
IP100294955 | Glycine-rich protein Q9Y4z0 1.14 1.20 0.96 1.10 0.13 4 26.6 3.68E-09
IPI00294962 | Cbl-interacting protein of 85 kDa Q96B97-1 1.08 1.39 1.18 1.21 0.16 8 20.6 4.61E-43
IP100294997 | nm23-H7 Q9Y5B8 1.27 1.27 2 6.1 4.26E-12
IP100295066 | 39S ribosomal protein L48, mitochondrial Q96GC5 0.98 1.07 1.05 1.03 0.05 3 16 4.7E-110
IP100295081 | Gamma-1-tubulin P23258 0.91 1.08 0.88 0.96 0.11 8 25.5 | 2.6E-149
IP100295098 | Protein APMCF1 Q9Y5M8 0.70 0.89 0.88 0.82 0.11 10 42.4 | 4.7E-257
IP100295209 | Sorting nexin-5 Q9Y5X3 0.82 0.99 1.17 0.99 0.17 9 23.8 | 2.68E-28
IP100295240 | Cysteine desulfurase, mitochondrial Q9Y697-1 1.26 1.19 1.09 1.18 0.09 3 8.8 2.49E-34
IPI00295386 ?ﬁAhgs:;’xypr°Stag'a"di" dehydrogenase P16152 1.05 1.18 1.19 1.14 008 | 19 | 711 0

IPI00295387 | Cytokine receptor-like factor 3 Q8IuI8 0.93 1.20 1.26 1.13 0.18 3 10.6 | 6.53E-39
IPI00295400 | Interferon-induced protein 53 P23381-1 0.81 1.25 1.17 1.08 0.23 13 329 2.2E-302
IPI00295457 | Myosin phosphatase Rho-interacting protein Q6W2CQ1- 0.90 0.98 0.95 0.94 0.04 15 21.2 | 8.7E-131
IP100295497 | 3-alkyladenine DNA glycosylase P29372-1 0.85 1.38 1.15 1.12 0.27 6 31.9 | 2.32E-59
IP100295502 | Protein Wiz 095785-1 0.99 0.98 0.98 0.01 3 3.4 5.5E-09
IP100295542 | CALNUC Q02818 0.94 1.16 1.20 1.10 0.14 5 11.7 | 1.29€-57
IP100295575 | Collagen alpha-1(XI) chain P12107-1 1.06 1.06 18 14.6 1.3E-258
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IPI00295585 | 20 kDa CGG-binding protein Q9UFW8 1.09 1.47 1.48 1.35 0.22 11 65.3 | 1.07E-88
IPI00295601 | BMS88 antigen Q8N111 2.91 2.91 3 45 | 9.09E-80
IPI00295624 | Developmentally-regulated brain protein Q16643-2 0.91 0.91 29 49.3 0

IPI00295741 | APP secretase P07858 1.19 1.03 1.16 1.13 0.09 7 29.2 | 3.1E-130
IPI00295772 | Lanosterol 14 alpha-demethylase Q16850-1 1.83 1.71 1.81 1.78 0.06 12 | 29.7 | 5.1E-204
IP100295849 | Geranylgeranyl transferase type Il subunit beta P53611 0.61 0.61 2 6.6 9.85E-11
IPI00295851 | Beta-coat protein P53618 0.85 1.03 0.97 0.95 0.09 30 37 0

IP100295857 | Alpha-coat protein P53621-1 1.00 1.00 41 38 0

IP100295889 | Signal recognition particle 19 kDa protein P09132 0.80 0.94 0.90 0.88 0.07 9 51.4 2.4E-255
IPI00295040 | CONA FLISSS08, highly similar to Sad1/unc-84- BAE2AG 1.26 1.62 1.59 1.49 020 | 8 | 185 | 1.2E-174

like protein 2

IPI00295992 g\lpase family AAA domain-containing protein | g7 0.83 0.78 0.80 0.80 002 | 19 | 374 | 2.2E215
IPI00296022 | Complex Il subunit 6 P07919 0.95 0.86 0.86 0.89 0.05 5 67 | 2.01E-81
IP100296053 | Fumarate hydratase, mitochondrial P07954-1 1.00 1.03 1.02 1.02 0.01 16 39.8 0

IPI00296099 | Thrombospondin-1 P07996 0.61 0.91 1.05 0.86 0.22 5 6.8 | 6.03E-21
IP100296157 | All-trans-13,14-dihydroretinol saturase QGN;JMQ_ 1.16 1.14 1.38 1.22 0.13 4 9.2 9.07E-29
IPI00296191 | Nef-binding protein 1 QouI12-1 0.94 1.23 1.31 1.16 0.19 5 18.2 | 2.3E-128
IPI00296197 | BiP-associated protein Q9H173 1.32 1.12 1.13 1.19 0.11 3 7.2 | 2.07e-21
IPI00296259 Egd‘)p'asmic reticulum stress-response protein | ;0 ) 0.77 1.17 1.51 1.15 037 | 4 | 189 | 3.39£-28
IPI00296337 | DNA-dependent protein kinase catalytic subunit P78527-1 0.94 0.90 0.93 0.92 0.02 116 31.9 0

IPI00296374 | Zinc finger protein MCG4 095159 0.95 0.90 0.93 0.04 2 10.3 | 2.6E-05
IPI00296432 | IWS1-like protein Q965T2-1 1.51 0.84 0.82 1.06 0.39 5 6.3 | 5.7E-105
IPI00296441 | Adenosine aminohydrolase P00813 1.23 1.25 1.24 0.01 4 13.8 | 4.04E-22
IPI00296485 | BPY2-interacting protein 1 Q66K74 1.29 1.28 1.29 0.01 3 44 | 1.23E-11
IPI00296526 zsxlgﬁf:ffr:}:;gkr}:aiiﬂiéacrzt%sg) B4DLZS5 0.97 1.16 1.16 1.10 011 | 14 | 43.8 | 1.4E-246
IPI00296535 | 2-hydroxyacyl-CoA lyase 1 QoUJ83 0.93 0.93 5 3.16E-08
IPI00296563 | GTP-binding protein GUF1 homolog Q8N442 0.87 1.07 0.97 0.14 4 9.3 | 3.03E-19
IPI00296635 | 1,4-alpha-glucan-branching enzyme Q04446 0.96 1.07 1.18 1.07 0.11 22 37.7 | 3.6E-135
IPI00296713 | Acrogranin P28799-1 1.21 1.21 2 3.5 | 2.64E-06
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IP100296772 | ADP-ribosylation factor-binding protein GGA2 QoulY4 1.52 1.36 1.44 0.12 5 11.6 7.29E-17
IP100296805 | Oculospanin Q9H179 1.22 1.22 1 2.3 | 0.004008
IP100296830 | Leucine zipper protein 1 Q86V48-1 0.92 1.11 1.01 1.02 0.09 14 16.1 | 1.35E-73
IP100296907 | Palmitoyl-CoA oxidase Q15067-1 0.86 0.99 0.76 0.87 0.12 3 6.2 2.46E-25
IP100296909 | 193 kDa vault protein Q9UKK3 9.37 9.37 2 1 3.21E-18
IP100296922 | Laminin B1s chain P55268 1.17 1.04 1.17 1.12 0.08 16 13.8 0
IPI00296992 | AXL oncogene P30530-1 0.77 0.82 0.74 0.78 0.04 6 9.1 5.32E-79
IPI00296g9 | ATP synthase mitochondrial F1 complex Q8N5M1 2.50 2.50 2 | 73 | 2.76E05
assembly factor 2

IPI00297084 ng‘;'ci;:;':;f;‘r’]:f‘::rgzzc":;gsgaac_s:sg:i‘:"pr°tei” P39656 1.03 0.89 111 1.01 011 | 14 | 476 | 5.2E-209
IPI00297211 | Sucrose nonfermenting protein 2 homolog 060264 0.84 0.99 0.93 0.92 0.07 39 34 0
IPI00297241 | Nucleolar pre-ribosomal-associated protein 1 060287 0.92 0.77 0.84 0.11 5 33 1.88E-07
IPI00297261 | Protein-tyrosine phosphatase 1B P18031 0.94 1.24 1.20 1.13 0.16 11 26.9 2.12E-65
IP100297333 | TBC1 domain family member 24 Q9ULP9-1 1.35 1.28 1.31 0.05 2 6.1 2.86E-06
IP100297357 | Liver-related putative tumor suppressor Q96BK5-1 0.58 0.58 3 16.5 2.96E-08
IPI00297452 | Putative uncharacterized protein TFG C9JJP5 0.75 0.75 7 12.6 | 4.17E-23
IP100297455 | A-kinase anchor protein 8-like Q9ULX6 1.13 1.13 2 33 1.26E-06
IPI00297475 | Dolichol-phosphate mannose synthase subunit 3 | Q9P2X0-2 0.90 1.20 1.19 1.10 0.17 2 13.1 | 3.14E-33
IPI00297477 | U2 small nuclear ribonucleoprotein A P09661 1.21 1.04 1.10 1.11 0.09 15 39.2 1E-217
IPI00297492 | B5 P46977 1.01 0.78 1.05 0.94 0.15 6 7.9 2.82E-09
IPI00297572 | Intron-binding protein aquarius 060306 1.06 0.66 0.96 0.89 0.21 5 5.9 5.05E-38
IP100297578 | 130 kDa GPBP-interacting protein Q4L180-1 1.00 0.62 0.81 0.27 4 4.2 2.3E-08
IPI00297579 | Chromobox protein homolog 3 Q13185 1.18 1.18 1.07 1.14 0.06 12 46.4 0
IPI00297617 z:‘o‘:;:";i}?o':::;::;gclh repeat-containing 060346 0.58 0.58 1 1.7 | 7.19€-05
IPI00297626 | Platelet Secl protein 000186 0.95 1.24 1.22 1.14 0.16 3 6.1 1.65E-39
IP100297646 | Alpha-1 type | collagen P02452 1.46 1.26 1.44 1.39 0.11 43 43.4 0
IP100297655 | Neurogenic locus notch homolog protein 2 Q04721 1.51 0.95 1.17 1.21 0.28 3 23 1.34E-07
IPI00297723 | Lung cancer antigen NY-LU-12 P78332 1.09 1.09 2 3 2.13E-09
IPI00297779 | CCT-beta P78371 0.82 0.91 0.85 0.86 0.05 39 76.1 0
IP100297851 | ATP-dependent helicase CHD1 014646-1 0.80 0.73 0.76 0.05 4 3.9 5.14€-31
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IP100297900 DEAD box protein 10 Q13206 0.74 0.80 0.78 0.77 0.03 9 13.7 2.41E-70
IPI00297982 ;“kary"t'c translation initiation factor 2 subunit | o g, 0.93 0.88 0.94 0.92 003 | 23 | 549 | 3.56-278
IP100298058 DRB sensitivity-inducing factor 160 kDa subunit 000267-1 0.98 1.00 0.74 0.91 0.14 5 7.6 1.65E-82
IP100298111 Sorting nexin-6 Q9UNH7 1.03 1.14 1.19 1.12 0.08 13 33.3 3.2E-213
IP100298202 | Acyl-CoA thioesterase 8 014734 0.94 0.84 0.89 0.07 2 12.2 6.65E-23
IP100298281 Laminin B2 chain P11047 0.79 0.81 0.84 0.82 0.03 24 22.2 0
IP100298289 | Foocen Q9N2QC3- 0.96 0.96 8 324 2.7E-70
IP100298308 | Aldehyde dehydrogenase family 1 member L2 Q3SY69-1 0.90 0.95 1.21 1.02 0.16 2 2.9 3.71E-28
IPI00298406 | HYdroxyacyl-coenzyme A dehydrogenase, Q16836-2 121 121 6 | 146 | 1.13E-19
mitochondrial
IP100298409 Phosducin-like protein Q13371 0.81 1.65 1.45 1.30 0.44 2 7.6 2.11E-78
IPI00298423 | Dihvdrolipoamide dehydrogenase-binding 000330 0.9 1.14 1.17 1.10 009 | 5 | 126 | 84E-86
protein of pyruvate dehydrogenase complex
IP100298520 | Archain 1, isoform CRA_a BOYIW6 0.83 1.10 1.03 0.99 0.14 22 36.8 2.5E-199
IP100298547 Oncogene DJ1 Q99497 1.05 1.00 1.04 1.03 0.02 15 61.4 3E-277
IP100298558 | Cerebral cavernous malformations 3 protein Q9BUL8 1.09 1.00 1.06 1.05 0.05 6 39.6 | 6.71E-68
IPI00208612 | Lo Methyl-2-oxobutanoate dehydrogenase 014874 1.00 1.00 2 73 | 0.000714
[lipoamide]] kinase, mitochondrial
Ipi0029861g | Eukarvotic translation initiation factor 1A Q8NIN8 0.76 0.90 0.86 0.84 007 | 5 | 388 | 5.7E-131
domain-containing protein
IPI00298625 | Tyrosine-protein kinase Lyn P07948-1 0.89 0.89 4 7.6 1.74E-19
1P100298662 UPF0449 protein C190rf25 QI9UFG5-1 0.95 0.95 2 26.1 8.29E-18
IP100298731 | MHC class | region proline-rich protein CAT53 Q96QCO 1.22 1.34 1.06 1.20 0.14 6 9.9 4.27E-49
IP100298788 Double-stranded RNA-binding protein 76 Q12906-1 2.15 0.86 1.05 1.35 0.70 32 41.2 0
IP100298851 CD151 antigen P48509 1.18 0.95 1.30 1.14 0.18 3 9.1 6.13E-05
IP100298883 | 5-azacytidine-induced protein 1 Q9UPN4-1 1.27 1.27 3 3.1 7.02E-05
IPI00298928 | Leucine-rich repeat protein SHOC-2 QouQi13-1 0.74 0.74 2 5.7 1.44E-29
IPI00298935 | MIC domain-containing histone demethylation |, peg 1.23 0.82 1.03 029 | 2 1.9 | 2.39E-10
protein 2B
IPI00298940 | Aurora kinase A 014965 0.75 1.23 1.11 1.03 0.25 5 18.4 3.55E-30
IP100298946 | Down syndrome critical region protein 3 014972 1.85 1.41 1.17 1.48 0.35 2 10.4 5.07E-53
IPI00298949 | Cyclin-G-associated kinase 014976 1.06 1.06 2 3.2 0.000191
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Chromosome region maintenance 1 protein

IP100298961 homolog 014980 0.95 1.09 1.08 1.04 0.08 32 379 0
IP100298991 | WASH complex subunit 7 QZNF’SQ_ 1.11 1.16 1.19 1.15 0.04 9 10.3 | 2.52E-93
IP100298994 | Talin-1 Q9Y490 0.92 1.00 1.00 0.97 0.05 130 65.1 0
IPI00299000 | Cell cycle protein p38-2G4 homolog Q9ouQ80 0.89 0.93 0.88 0.90 0.02 25 60.9 0
IPI00299003 | Protein WAVE-3 QI9UPY6 1.18 1.18 2 3 6.26E-14
IP100299024 | 22 kDa neuronal tissue-enriched acidic protein P80723-1 1.11 1.10 1.10 0.01 2 22 2.54E-09
IP100299033 | Importin alpha Q2 000505 3.76 1.09 1.09 1.98 1.54 8 21.7 5E-123
IP100299063 | Stromal interaction molecule 1 Q13586 1.25 1.15 1.20 0.07 3 6.1 2.77E-11
IP100299084 | Protein DB83 P57088 0.68 0.81 0.94 0.81 0.13 5 17.4 | 4.71E-58
IP100299086 | Melanoma differentiation-associated protein 9 000560-1 1.60 2.04 1.76 1.80 0.22 7 45.6 6.1E-187
IPI00299088 Sg:;”c'i:’;:;iz:;';igrzge”eSiS inhibitor 1- QQUSBS' 0.92 1.17 0.94 1.01 014 | 18 | 44 | 1E-160
IP100299095 | Sorting nexin-2 060749 1.12 1.11 1.05 1.09 0.03 17 35.5 | 1.7E-220
IP100299145 | Cytokeratin-6C P48668 0.29 0.29 20 323 0
IP100299149 | HSMT3 P61956 1.15 1.07 0.96 1.06 0.10 3 27.4 | 4.5E-123
IPI00299155 | Macropain subunit C9 P25789 0.92 1.09 1.09 1.03 0.10 12 54 1.7E-189
IPI00299158 | Nectin-like protein 5 P15151-1 0.89 0.96 0.99 0.95 0.05 3 8.4 9.3E-145
IP100299193 | Mitochondrial outer membrane protein 25 P57105 0.96 0.96 3 27.6 | 6.07E-06
IP100299214 | Thymidine kinase, cytosolic P04183 0.94 1.62 1.61 1.39 0.39 13 57.7 8.8E-284
IP100299219 | CCN family member 1 000622 0.46 0.61 0.66 0.58 0.10 7 22.6 1.94E-56
IP100299254 | Eukaryotic translation initiation factor 5B 060841 1.03 0.93 0.96 0.97 0.05 20 22.2 | 4.3E-171
IPI00299263 ﬁ?oz;i:‘;sylam” factor GTPase-activating QONP61 0.80 0.93 0.87 009 | 9 | 229 | 296116
IP100299299 | Heat shock 70 kDa protein 13 P48723 1.03 1.30 1.28 1.20 0.15 4 9.1 2.9E-13
IP100299387 | Protein M5-14 QI9NPL8 0.87 0.97 0.86 0.90 0.06 7 29.5 | 1.26E-43
IP100299402 | Pyruvate carboxylase, mitochondrial P11498 1.11 1.18 1.28 1.19 0.09 7 8.1 2.39E-46
IP100299413 | GA-binding protein alpha chain Q06546 0.91 1.21 1.28 1.13 0.19 3 10.1 4.6E-22
IPI00299417 | Functional spliceosome-associated protein 79 Q13769 0.88 1.01 0.94 0.09 3 7.2 6.74E-29
IP100299463 | Cell cycle regulatory protein p95 060934 1.40 1.40 2 33 6.83E-12
IPI00299465 | Leucine zipper transcription factor-like protein 1 Q9NQ48 1.43 1.24 1.05 1.24 0.19 9 38.5 | 2.6E-167
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IP100299507 | Barren homolog protein 1 Q15003 1.01 1.25 0.96 1.07 0.15 12 23.9 2E-113
IP100299512 | Neurofibromatosis-related protein NF-1 P21359-1 1.03 1.10 1.06 0.05 2 1.1 5E-05
IP100299517 | Abraxas brother protein 1 Q15018 1.00 1.00 2 5.8 1.81E-09
IPI00299524 | CNromosome condensation-related SMC- Q15021 1.04 1.05 1.09 1.06 003 | 30 | 295 0
associated protein 1

IP100299554 | Kinesin-like protein KIF14 Q15058 1.25 1.25 2 1.4 | 0.000121
IP100299571 | Protein disulfide isomerase P5 Q15084-2 1.16 1.03 1.15 1.11 0.07 19 41.1 0
IP100299573 | 60S ribosomal protein L7a P62424 0.84 0.86 0.90 0.87 0.03 26 59 0
IPI00299608 iss proteasome non-ATPase regulatory subunit | gq,¢ 4 1.03 1.00 1.01 1.01 002 | 28 | 423 0
IPI00299635 | Baculoviral IAP repeat-containing protein 6 QI9NRO9 0.13 0.57 0.35 0.31 2 1.2 0.001555
IPI00299667 | Vesicle-associated membrane protein 4 075379-1 1.07 0.92 1.28 1.09 0.18 3 26.2 7.1E-142
IPI00299738 | Procollagen C-endopeptidase enhancer 1 Q15113 1.62 1.95 1.78 1.78 0.16 10 30.1 | 3.99E-78
IP100299904 | CDC47 homolog P33993-1 1.06 1.23 1.24 1.18 0.10 27 43.4 | 5.7E-294
IP100299977 | 14 kDa phosphohistidine phosphatase QI9NRX4 0.96 1.24 1.25 1.15 0.16 3 21.6 2.09E-41
IPI00300074 | Phenylalanine--tRNA ligase beta chain QI9NSD9 0.85 0.95 0.94 0.91 0.06 22 38.5 1.3E-139
IPI00300078 | Periodic tryptophan protein 2 homolog Q15269 0.72 0.91 0.89 0.84 0.11 7 8.8 2.71E-80
IPI00300094 | Large subunit GTPase 1 homolog Q9HO089 0.88 0.99 0.94 0.08 2 3.6 0.00335
IPI00300096 | GTP-binding protein RAY Q15286 1.01 1.10 1.10 1.07 0.05 12 54.2 | 8.3E-155
IPI00300127 | N-acetyltransferase 10 Q9HOAO 0.80 0.93 0.80 0.84 0.07 28 34.7 0
IPI00300278 | Activator-recruited cofactor 32 kDa component Q96G25-2 1.11 0.92 0.99 1.01 0.10 6 27.6 2.2E-103
IPI00300299 | Microsomal signal peptidase 22/23 kDa subunit P61009 0.98 0.96 1.01 0.98 0.03 4 20.6 | 1.22E-34
IPI00300333 | Pancreatic differentiation protein 2 Q8N7H5-1 5.20 1.12 0.95 2.42 2.40 6 14.1 4E-24
IPI00300341 | Elongin 15 kDa subunit Q15369 0.89 1.08 1.01 0.99 0.10 7 58.9 1.2E-275
IPI00300371 | Pre-mRNA-splicing factor SF3b 130 kDa subunit Q15393-1 1.02 0.99 1.02 1.01 0.02 37 34.5 0
IPI00300504 | Nonsense mRNA reducing factor 2 Q9HAUS-1 1.37 0.92 1.17 1.15 0.23 3 2.9 1.66E-06
IPI00300562 | Ras-related protein Rab-3B P20337 0.78 0.91 0.88 0.86 0.07 11 48.9 5E-230
IPI00300567 | 3,2-trans-enoyl-CoA isomerase, mitochondrial P42126-1 1.10 1.10 1.16 1.12 0.03 5 17.9 1.7E-126
IPI00300585 | GTPase-interacting protein 2 Q9HB90 1.22 1.22 3 9.3 9.01E-09
IPI00300659 | Cell division cycle protein 73 homolog Q6P1J9 0.82 1.16 1.01 0.99 0.17 14 24,9 | 3.61E-36
IPI00300697 | RING finger protein 108 Q9H270 1.47 1.23 1.35 0.17 2 3.2 1.2E-27

102




IPI00300725 | Cytokeratin-6A P02538 2.84 2.84 20 32.3 0
IPI00300763 | Methionine aminopeptidase B4DUX5 0.95 0.98 1.02 0.98 0.04 18 51.4 | 3.6E-255
IPI00300789 5;’;?%?2'3”“" RNA-binding protein Staufen | g\ 13,9 0.99 1.66 1.32 047 | 2 | 47 | 3.05E-07
IPI00301051 NHL repeat-containing protein 2 Q8NBF2-1 1.10 0.96 1.03 0.10 4 10.9 1.16E-25
IPI00301058 | Vasodilator-stimulated phosphoprotein P50552 0.93 1.19 1.12 1.08 0.13 16 43.4 0
IPI00301139 | Activator-recruited cofactor 77 kDa component QINVC6-1 0.99 1.09 1.13 1.07 0.07 4 9.2 6.76E-25
IPI00301144 | C-alpha-formylglycine-generating enzyme 1 Q8NBK3-1 0.98 1.44 1.12 1.18 0.24 4 15.2 | 4.03E-46
IPI00301163 | CAP10-like 46 kDa protein Q8NBL1 1.16 0.73 1.19 1.02 0.26 5 15.3 7.1E-167
IPI00301263 | Aspartate carbamoyltransferase P27708 0.83 0.94 0.90 0.89 0.06 23 13.6 3.9E-141
IPI00301280 | Protein LUMA Q9BTV4 1.07 0.97 1.12 1.05 0.08 19 54.2 0
IPI00301305 E:‘;t(:i’:ary”geal carcinoma-associated gene 20 | 9\ 709.1 1.05 1.27 1.16 016 | 3 | 85 | 3.58E-91
IPI00301311 | HLA-DR-associated protein Il Q01105-2 1.24 1.01 1.04 1.10 0.12 12 37.9 0
IP100301323 | ATP-dependent RNA helicase DDX18 Q9NVP1 0.88 0.86 0.93 0.89 0.03 8 12.7 1.29E-40
IPI00301364 | Cyclin-A/CDK2-associated protein p19 P63208-1 0.95 1.18 1.07 1.07 0.12 12 66.9 6.8E-211
IPI00301419 | COP9 signalosome complex subunit 7a Q9UBWS 1.01 1.12 1.15 1.09 0.07 9 38.9 3E-101
IPI00301428 | cDNA FLU60315 B4DNRO 1.18 1.18 1 5.4 0.000492
IP100301434 | BolA-like protein 2 Q9H3K6-1 0.84 1.11 0.97 0.98 0.13 5 39.5 | 9.84E-96
IPI00301489 | Uroporphyrinogen decarboxylase P06132 1.25 1.27 1.15 1.23 0.07 10 31.3 | 7.4E-101
IPI00301561 | Opa-interacting protein 1 Q15654 0.91 1.12 0.91 0.98 0.13 11 38.7 | 9.11E-76
IPI00301579 zgggtz'r'\lfsrloﬁ’i:fr'y similar to Epididymal BADV10 1.58 1.40 1.42 1.47 010 | 5 | 353 | 9.2E-90
IPI00301609 | Nerccl kinase Q8TD19 1.22 1.53 1.38 0.22 3 4.2 2.4E-23
IPI00301936 ;?(')\'t’;g"llsoom’ highly similar to ELAV-like BADVBS 1.02 1.09 1.06 1.06 004 | 15 | 442 | 2.4E-207
IPI00302030 | Ras-related protein Rab-30 Q15771 9.58 9.58 3 15.8 2.2E-18
IPI00302047 25.22;5;7(6(;9 :é:)i’gthrg’nssi::ii;r\:ﬁ:r‘:tm;” :g:\f:s ABK8C4 1.57 0.98 1.16 1.24 030 | 13 | 497 0
IP100302176 | H/ACA ribonucleoprotein complex subunit 1 Q9NY12-1 0.89 0.81 0.77 0.82 0.06 7 355 | 1.95E-68
IP100302238 | Apoptosis-antagonizing transcription factor Q9NY61 1.13 1.04 0.88 1.02 0.13 4 13 4.1E-95
IP100302281 | ATP-dependent 61 kDa nucleolar RNA helicase QI9NY93 0.65 1.01 0.87 0.84 0.18 5 10.4 | 2.69E-77
IPI00302329 | Myosin heavy chain 8 P13535 0.94 0.94 4 2.3 2.59E-05
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IP100302453 | Axonemal beta dynein heavy chain 9 Q9NYC9-1 0.99 1.12 1.05 0.09 4 0.8 0.002801
IPI00302605 | Solute carrier family 30 member 7 Q8NEWO 0.66 0.94 0.89 0.83 0.15 2 6.6 2.62E-92
IPI00302647 | Coiled-coil and C2 domain-containing protein 1A | Q6P1NO-1 1.00 1.36 1.18 1.18 0.18 14 21 1.7E-74
IPI00302652 | Cofactor required for Spl transcriptional Q6P2C8-1 114 1.23 1.19 006 | 2 | 96 | 3.29€-08
activation subunit 8
IP100302658 | HAUS augmin-like complex subunit 4 Q9H6D7-1 0.76 1.34 1.05 0.40 3 11.3 3.65E-43
IP100302674 | Coiled-coil domain-containing protein 134 Q9H6E4 1.42 1.19 1.30 1.30 0.11 7 28.8 | 3.07E-66
IPI00302688 i”Oy"C°A hydratase domain-containing protein | gy rys 4 0.93 1.01 091 0.95 005 | 9 | 427 | 35E-192
IPI00302690 | Actin-related protein 10 Q9NZ32 1.14 1.14 2 7.9 1.36E-12
IPI00302712 | Cytoplasmic dynein 1 intermediate chain 2 Q13409-2 1.07 1.07 14 26.9 1.9E-158
IPI00302850 | Small nuclear ribonucleoprotein Sm D1 P62314 0.98 0.88 0.97 0.94 0.06 3 28.6 1.5E-26
IPI00302927 | CCT-delta P50991 0.84 0.91 0.84 0.86 0.04 34 66 0
IPI00303099 | Borealin Q53HL2 1.09 1.62 1.34 1.35 0.26 7 27.5 2E-40
IPI00303158 | CMP-N-acetylneuraminic acid synthase QSNIWB_ 0.92 1.35 1.16 1.14 0.22 4 15.2 | 3.41E-56
IPI00303195 | Syncoilin Q9H7C4 1.12 0.84 0.98 0.20 3 5.8 4.3E-06
IPI00303207 | 2-5-oligoadenylate-binding protein P61221 0.79 0.91 0.86 0.85 0.06 28 52.1 0
IPI00303258 | Dyxin QI9NZU5 1.34 1.06 1.20 0.20 3 12.9 2.62E-06
IP100303292 Importin subunit alpha-1 P52294 1.01 1.18 1.16 1.12 0.09 10 19.9 8.2E-237
IP100303297 | Dnal homolog subfamily C member 25 Q9H1X3-3 1.80 1.80 2 11.8 | 5.49E-05
IPI00303300 | 65 kDa FK506-binding protein Q96AY3 1.16 1.18 1.13 1.16 0.03 14 28.2 4.3E-158
IPI00303318 | L1 QI9NUQS 1.09 1.28 1.12 1.16 0.10 10 41.7 0
IPI00303402 | Phosphorylated adapter RNA export protein Q9H814 1.13 1.08 1.06 1.09 0.03 4 12.2 | 8.19E-31
cDNA FLJ13963 fis, clone Y79AA1001299, highly
IPI00303439 | similar to Homo sapiens integrase interactor 1b Q9H836 0.96 1.02 0.96 0.98 0.03 7 25.9 | 3.28E-46
protein (INI1B)
IPI00303476 | ATP synthase subunit beta, mitochondrial P06576 1.18 0.89 1.03 1.03 0.15 25 70.9 0
IPI00303568 | Microsomal prostaglandin E synthase 2 Q9H727 0.99 0.86 0.81 0.89 0.09 8 30.2 | 1.2E-103
IPI00303602 | AXin interaction partner and dorsalization Q96BJ3-1 1.07 1.20 1.08 1.12 007 | 10 | 35 | 3.87E-97
antagonist
IPI00303753 | Hcp beta-lactamase-like protein Clorf163 Q96BR5 0.82 0.78 0.69 0.76 0.07 7 36.8 6.2E-99
IPI00303813 | Nucleolar protein 11 Q9H8HO 0.68 0.87 0.79 0.78 0.09 5 9.9 8.7E-104
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RNA polymerase-associated protein RTF1

IPI00303832 homolog Q92541 1.04 1.28 1.20 1.17 0.12 8 13.9 1.83E-38
IPI00303867 | Protein FAM176A Q9H8M9 0.93 1.11 0.84 0.96 0.14 2 11.2 5.19E-15
IP100303868 | Glycogen [starch] synthase, muscle P13807 0.80 1.05 0.85 0.90 0.13 13 25.9 8E-130
IPI00303882 ﬁ:olizf; mannose 6-phosphate receptor-binding | 6,66, 4 1.40 1.13 1.08 1.21 017 | 22 | 694 0
IPI00303954 ICS‘:fC;Cr:me bS outer mitochondrial membrane | 5, 5 1.50 1.38 1.40 1.43 006 | 4 | 48 | 4.07E-66
IPI00304082 | Isochorismatase domain-containing protein 1 Q96CN7 0.91 1.18 1.09 1.06 0.13 5 20.5 6.23E-76
IPI00304171 | Core histone macro-H2A.1 075367-1 1.25 1.14 1.14 1.18 0.07 15 40.9 | 8.4E-122
IPI00304181 | Eukaryotic translation initiation factor 2C 3 Q9H9G7 0.69 0.69 2 3.7 1.53E-55
IP100304187 | RNA-binding motif protein 28 Q9NW13 0.72 0.98 0.86 0.85 0.13 10 14.5 2.54E-88
IP100304227 | Cadherin-11 P55287-1 1.83 1.83 1 2.4 1.77E-05
1P100304232 Ribosome biogenesis protein WDR12 Q9GZL7 0.69 0.84 0.78 0.77 0.08 11 31.2 2.38E-83
IPI00304264 | Degradation in endoplasmic reticulum protein 2 Q9GZP9 0.98 0.92 1.03 0.98 0.05 3 17.2 1.94E-35
IP100304267 | Nucleoredoxin Q6DKJ4-1 1.08 1.20 1.14 1.14 0.06 9 29.2 3.1E-144
IPI00304306 | Dnal homolog subfamily C member 19 Q96DA6 0.88 0.77 0.87 0.84 0.06 3 26.7 | 3.87E-08
IPI00304379 | Deubiquitinating enzyme 1 094782 0.97 0.97 2 3.6 0.000221
IPI00304409 | Calcium-regulated heat stable protein 1 Q9Y2V2 1.48 1.12 1.30 0.25 3 23.8 | 9.47E-21
IPI00304417 Li?f;if;ijﬁ:lydr°ge"ase [NAD] subunitbeta, | ;3037 4 0.84 1.10 0.97 018 | 5 | 183 | 3.01E-81
IPI00304435 | Protein NipSnap homolog 1 Q9BPWS8 1.24 1.12 1.22 1.19 0.06 6 16.5 1.05E-43
IPI00304483 E‘:;{Z?ne;y'ate'bi”di”g protein-interacting Q9BPZ3 1.57 1.57 1 11 | 3.46E-58
IPI00304493 | p49/STRAP Q8NEF9 0.76 0.98 0.87 0.15 2 6.1 0.002847
IPI00304577 | 100 kDa coated vesicle protein A 095782-1 1.04 1.17 1.10 1.10 0.07 29 35.8 | 1.1E-267
IPI00304589 | 182 kDa tankyrase-1-binding protein Q9coC2-1 1.51 1.26 1.17 1.31 0.18 26 24.5 0
IPI00304596 | 54 kDa nuclear RNA- and DNA-binding protein Q15233 1.08 1.00 1.01 1.03 0.04 27 49.3 0
IP100304612 | 23 kDa highly basic protein P40429 0.88 0.85 0.84 0.86 0.02 15 44.3 7.35E-53
IPI00304692 | Glycoprotein p43 P38159 1.14 0.96 0.99 1.03 0.10 23 48.1 1.1E-223
IPI00304740 | Intersectin-1 Q15811-1 1.26 1.26 2 2.4 0.000315
IPI00304742 | Lymphocyte-oriented kinase 094804 1.14 1.26 0.96 1.12 0.15 9 10.5 2.97E-52
IP100304840 | Collagen alpha-2(VI) chain P12110-1 1.37 1.02 1.14 1.18 0.18 9 10.1 3.42E-82
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Q9BW71-

IPI00304875 | HIRA-interacting protein 3 . 1.45 1.45 2 58 | 1.12E-21
IPI00304925 | Heat shock 70 kDa protein 1/2 P08107 112 0.98 0.99 1.03 007 | 40 | 60.5 0
IPI00304932 | Cerebral protein 1 043159 1.14 0.97 0.88 0.99 0.13 10.7 | 3.5E-255
IPI00304935 | Protein SAALL Q96ER3 0.83 0.92 1.08 0.94 013 | 4 | 105 | 6.36E-97
IPI00304962 | Alpha-2 type | collagen P08123 1.50 1.23 1.45 1.39 014 | 34 | 349 0
IPI00305010 Sg:]cti;‘ii‘i‘r:;”;ir';ie‘i’:ofph°e“erase domain- Q9BRF8-1 0.84 1.09 0.87 0.93 014 | 10 | 404 0
IPI00305064 | CD44 antigen P16070-1 131 1.03 1.02 112 016 | 9 | 123 | 5.9E-146
IPI00305068 | Pre-mRNA-processing factor 6 094906 0.94 1.16 1.08 1.06 0.11 17 21.6 | 9.2E-103
IPI00305092 | Partner of Y14 and mago Q9BRPS-1 1.68 1.13 1.03 1.28 035 | 10 | 67.6 0
IPI00305166 | Flavoprotein subunit of complex Il P31040 0.90 0.92 0.91 002 | 8 | 205 | 8.7E-243
IPI00305212 | COMM domain-containing protein 9 Q9P000 1.01 1.24 1.15 1.13 0.12 5 36.9 4.36E-94
IPI00305267 | Golgi complex-associated protein of 170 kDa Q08378-1 1.16 0.91 1.09 1.05 0.13 6 5.8 1.81E-29
IPI00305289 | Kinesin-like protein 1 P52732 0.91 1.29 1.23 1.14 020 | 21 | 248 | 4.4E-167
IPI00305296 | Autophagy-related protein 101 Q9BSB4 0.92 0.92 2 12.8 | 3.26E-47
IPI00305303 | Ufm1-specific protease 2 Q9NuUQ7 0.91 0.91 2 6.8 1.14E-11
IPI00305305 | GTPase-activating protein Spa-1 Q96FS4 1.05 1.26 111 1.14 011 | 4 56 | 1.11E-35
IPI00305337 | Enhancer factor C P22670 1.30 1.11 1.20 014 | 2 52 | 9.96E-07
IPI00305374 | hTREX84 Q96FV9-1 1.00 1.00 2 3.5 | 0.000868
IPI00305383 | Complex Il subunit 2 P22695 1.04 0.96 0.94 0.98 005 | 17 | 459 | 2E-286
IPI00305384 E;Z‘izrazj’;fézpl’Ps'hexaph“phate Q96G61 0.85 0.92 0.88 005 | 6 | 348 | 3.86E-26
IPI00305423 | Charged multivesicular body protein 6 Q96FZ7 1.15 1.05 0.89 1.03 013 | 4 | 229 | 27847
IPI0030543g | 2cuolar protein sorting-associated protein 16 | g, 1564 4 1.20 0.92 1.06 019 | 4 62 | 553E-11
homolog

IPI00305545 | Lariat debranching enzyme Q9UK59-1 0.74 1.08 1.14 0.99 0.21 4 8.8 2.51E-26
IPI00305551 S;igme nucleotide-binding protein Gly) subunit | 54, 1.11 1.26 1.17 1.18 008 | 14 | 41.8 | 2.76-120
IPI00305552 | cDNA FLI39671 fis, clone SMINT2008917 B7WNR3 0.95 0.95 2 | 209 | 1.39-44
IPI00305822 | Proline-rich protein 11 Q96HEY 0.95 0.95 3 | 12.8 | 15607
IPI00305827 | Fipronectin type il and SPRY domain-containing | 0ggryg 1.10 1.05 1.07 004 | 4 | 115 | 2.3E-205

protein 1
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Smu-1 suppressor of mec-8 and unc-52 protein

IPI00305833 homolog Q2TAY7 0.96 1.18 1.21 1.12 0.14 11 21.2 3.54E-68
IP100305887 | Cell division cycle-associated protein 1 Q9BzZD4 1.10 1.30 1.30 1.23 0.12 6 18.8 | 3.51E-49
IPI00305978 | AFB1 aldehyde reductase 1 043488 1.04 1.27 1.23 1.18 0.12 8 22 9E-179

IPI00305986 | Mediator complex subunit 18 Q9BUEO 1.21 1.02 1.19 1.14 0.10 1 4.7 0.0008

IPI00305992 | RCC1-like G exchanging factor-like protein Q96151 0.80 1.35 1.41 1.19 0.33 3 11.4 | 4.69E-10
IPI00306043 | CLL-associated antigen KW-14 Q9Y5A9-1 0.84 1.12 0.97 0.98 0.14 10 225 6.2E-116
IPI00306046 E) i‘;i";‘;’:‘;’:iz"y'reg“'atec' endothelial cell 043854-1 0.97 1.98 1.47 071 | 3 9.4 | 3.34E-24
IPI00306048 g\gpase family AAA domain-containing protein | 5g,4 9 0.79 0.79 15 | 255 | 4.35E-84
IPI00306049 | Protein misato homolog 1 Q9BUK6-1 0.76 0.93 0.84 0.12 4 121 1.83E-16
IPI00306087 | Telomerase Cajal body protein 1 Q9BUR4 1.16 1.00 1.11 1.09 0.08 3 10.2 | 4.4E-141
IPI00306127 | THUMP domain-containing protein 3 Q9BV44 0.92 1.11 1.16 1.06 0.13 6 16 1.24E-53
IPI00306159 | Nuclear receptor-binding factor 1 Q9BV79 1.05 1.05 1 3.8 0.004238
IPI00306195 | 40 kDa proline-rich AKT substrate Q96B36-2 0.89 0.92 0.80 0.87 0.06 3 12.7 2.17E-05
IPI00306290 | Exportin(tRNA) 043592 1.03 1.07 1.01 1.04 0.03 10 14.1 5.7E-151

cDNA FU59461, highly similar to Pyruvate
IPI00306301 | dehydrogenase E1 component alpha subunit, A5YVE9 1.00 1.02 1.01 0.01 15 32.7 4.1E-47
somatic form, mitochondrial (EC 1.2.4.1)

IPI00306322 | Canstatin P08572 0.86 0.86 2 13 0.000776
IPI00306353 | Dual specificity protein phosphatase 23 Q9BVJ7 1.22 0.98 0.79 0.99 0.21 4 313 6.4E-12

IPI00306369 | NOL1/NOP2/Sun domain family member 2 Q08J23 0.80 0.99 0.91 0.90 0.09 12 21.8 3.1E-153
IPI00306380 | E2-induced gene 3 protein Q9BVP2-1 0.78 0.95 0.93 0.89 0.09 15 335 4.4E-179
IPI00306382 gecremry carrier-associated membrane protein |y, 455 1 0.81 1.00 1.06 0.96 013 | 6 | 308 | 4.56-128
IPI00306400 | Kinesin-like protein 2 Q9BW19 1.13 1.71 1.59 1.48 0.31 11 25.3 1.5E-220
IPI00306406 | RIO kinase 2 Q9BVS4 1.07 1.07 2 6 2.43E-14
IPI00306439 | TIM21-like protein, mitochondrial Q9BVV7 0.82 0.82 0.83 0.82 0.01 5 23 4.23E-14
IPI00306516 l\:':n"sclgs:s‘lrfd;m‘t’;tlmzr membrane 043615 0.88 0.85 0.75 0.83 007 | 14 | 327 | 7.21E-81
IPI00306518 | Fanconi anemia group | protein QO9NVI1-3 0.94 0.60 0.77 0.24 4 3.4 2.79E-30
IPI00306531 | Cytoplasmic protein NCK2 043639 1.23 1.23 5.8 6.74E-07
IPI00306604 | CDA49 antigen-like family member E P08648 1.25 0.98 1.19 1.14 0.14 14 17.8 3E-216
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IPI00306642 | DDB1- and CUL4-associated factor 13 QINV06-1 0.61 1.05 0.95 0.87 0.23 7 13.7 | 2.1E-106
IPI00306661 | E3 ubiquitin-protein ligase KCMF1 Q9oP0J7 0.89 0.89 3 9.7 3.8E-29
IPI00306667 | 2,3-cyclic-nucleotide 3-phosphodiesterase P09543-1 1.15 1.40 1.26 1.27 0.12 15 40.1 1.3E-202
IPI00306708 | Cancer/testis antigen 84 Q96KB5 0.86 1.16 1.03 1.02 0.15 8 28.2 | 1.5E-119
IPI00306719 | cDNA FLJ55809 B4DN31 0.28 1.46 1.24 1.00 0.63 4 10.8 | 2.63E-44
IPI00306723 | CCAAT/enhancer-binding protein zeta Q03701 0.98 0.79 1.02 0.93 0.12 6 6.9 2.44E-28
IPI00306749 | Human lung cancer oncogene 3 protein Q9BWUO 1.07 1.04 1.17 1.10 0.07 6 12.8 1.2E-28
IP100306933 | Myosin-IXb Q13459-2 0.96 1.16 1.12 1.08 0.10 6 4.4 1.49E-32
IPI00306960 | Asparagine--tRNA ligase 043776 0.87 0.97 0.94 0.93 0.05 19 37.6 0

IPI00307092 | Lysine--tRNA ligase Q15046-2 0.80 0.97 1.07 0.95 0.13 17 24.5 2.4E-68
IPI00307155 | p164 ROCK-2 075116 0.85 1.17 0.59 0.87 0.29 6 7.1 1.01E-29
IPI00307162 | Metavinculin P18206-1 0.93 0.98 1.07 1.00 0.07 66 61.2 0

IPI00307200 | Switch-associated protein 70 Q9UH65 1.00 1.00 10 20.9 4.43E-37
IP100307257 | TBC1 domain family member 9B Q66K14-1 1.69 1.15 1.42 0.38 4 4.8 4.9E-104
IPI00307259 | Dnal homolog subfamily C member 13 075165 1.11 1.29 1.06 1.15 0.12 12 7.5 7.5E-221
IPI00307359 | Oxysterol-binding protein B1AKJ7 0.77 1.16 0.97 0.27 3 4.6 9.33E-09
IPI00307409 | 39S ribosomal protein L9, mitochondrial Q9BYD2 0.90 0.80 0.81 0.84 0.06 8 32.2 | 1.8E-187
IPI00307545 | Tensin-1 Q9HBLO 0.53 1.12 1.02 0.89 0.31 8 7.3 3.04E-16
IPI00307572 | Transmembrane protein 165 Q9HCO7 1.07 0.54 0.94 0.85 0.28 2 8.6 5.26E-29
IPI00307749 | Complex I-20kD 075251 0.85 1.10 1.09 1.01 0.14 5 18.8 | 7.04E-78
IP100328113 | Fibrillin-1 P35555 1.02 1.14 1.08 0.08 7 3.8 2.11E-12
IP100328118 | Astrin Q96R06 0.52 0.84 0.90 0.75 0.20 10 13.2 | 8.96E-90
IPI00328154 | NEDD8-activating enzyme E1 catalytic subunit Q8TBC4 1.25 1.05 1.12 1.14 0.10 12 39.3 | 1.1E-152
IP100328161 | 38 kDa FK506-binding protein Q14318-2 0.96 0.96 6 16.3 | 2.7E-114
IPI00328170 | Mannosyl-oligosaccharide glucosidase Q13724 1.29 1.02 1.07 1.13 0.14 14 21.6 | 3.6E-156
IP100328200 | Glutamine-rich protein 1 Q2TAL8 0.92 1.21 1.06 1.06 0.15 5 7.6 7.52E-72
IP100328243 | Choline phosphatase 3 Q8Ivo8 1.51 1.64 1.80 1.65 0.14 6 18 6.83E-73
IP100328293 | Ser/Arg-related nuclear matrix protein Q8IYB3-2 1.16 0.90 1.07 1.04 0.14 4 8 6.69E-31
IP100328306 | Zinc finger CCCH domain-containing protein 11A 075152 0.96 1.26 1.16 1.13 0.15 10 16.5 1.34E-75
IP100328318 | 4-alpha-glucanotransferase P35573-1 1.07 1.24 1.16 0.12 4 3.8 3.75E-31
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IP100328319 | Chromatin assembly factor 1 subunit C Q09028 1.27 1.09 0.96 1.11 0.15 12 334 1.81E-94
IP100328350 | Cell growth-inhibiting gene 39 protein Q9BzQ8 1.27 1.66 1.27 1.40 0.23 6 10.8 | 3.91E-94
IP100328361 | Serine--tRNA ligase Q9NP81 1.00 0.77 0.93 0.90 0.12 7 20.8 | 3.1E-115
IP100328415 | Diaphorase-1 P00387-1 0.94 1.27 1.29 1.16 0.20 13 38.9 1E-152
IP100328571 | Protein FAM39DP C4AAMC7 1.10 1.10 5 16.1 | 6.11E-57
IP100328658 | ASH2-like protein Q9UBL3-1 0.94 1.13 1.34 1.14 0.20 2 5.4 6.7E-159
IP100328715 | 3D3/LYRIC Q86UE4 1.27 1.14 1.06 1.16 0.10 13 31.4 2.6E-200
IP100328737 | Zinc finger protein 598 Q86UK7-1 0.80 0.96 0.82 0.86 0.09 5 9.8 2E-198
c¢DNA FLJ77177, highly similar to Homo sapiens
IP100328748 | arginine-rich, mutated in early stage tumors A8K878 1.01 1.02 1.03 1.02 0.01 20 43.6 0
(ARMET), mRNA
IP100328753 | CG-1 antigen Q86UP2-1 1.16 1.04 1.14 1.11 0.07 39 33.6 0
IP100328815 | Deubiquitinating enzyme 48 Q86UV5-1 1.14 0.89 1.06 1.03 0.13 6 9.6 3.5E-198
IPI00328838 | Menin 000255-1 1.04 1.19 1.23 1.15 0.10 3 111 1.1E-61
IP100328840 | Ally of AML-1 and LEF-1 Q86V81 1.25 0.94 1.02 1.07 0.16 8 42.4 3.9E-290
IP100328847 | N-acetyltransferase 11 Q86UY6-1 0.91 1.17 1.07 1.05 0.13 2 12.2 2.18E-18
IP100328867 | pp60c-src P12931-2 1.01 1.01 6 13.3 | 1.72E-41
IP100328905 | Ras GTPase-activating-like protein IQGAP3 Q86VI3 1.12 1.43 1.43 1.33 0.18 10 9 9.1E-119
IPI00328913 | /acuclar protein sorting 28 homolog (5. Q86VKO 0.89 1.00 0.94 008 | 7 | 318 | 1.2E101
cerevisiae)
IP100328985 | Functional spliceosome-associated protein 35 O‘86\1N42_ 1.08 1.05 1.13 1.08 0.04 8 31.7 | 3.51E-62
IPI00328987 | Bystin Q13895 0.69 0.88 0.81 0.79 0.09 13 36.4 1.97E-85
IP100329025 | Protein jagunal homolog 1 Q8N5M9 1.05 0.79 1.12 0.99 0.18 2 13.1 1.95E-31
IP100329036 | 39S ribosomal protein L50, mitochondrial Q8N5N7 0.96 0.84 0.81 0.87 0.08 5 39.2 | 9.2E-142
IP100329088 | Amplified in liver cancer protein 1 Q86WJ1-1 1.02 1.03 0.99 1.01 0.02 4 4.8 4.51E-08
IP100329108 | Sciellin 095171-1 0.85 0.85 2 3.9 | 0.014457
IPI00329142 | Glutamate-rich protein 1 Q86X53 1.15 1.15 1 3.8 1.59E-76
IP100329236 | nPKC-delta Q05655 1.07 1.21 1.14 0.10 3 6.1 3.17E-34
IP100329275 | Serine/threonine-protein kinase VRK2 Q86Y07-1 1.10 1.10 2 6.3 5.45E-14
IP100329321 | LYR motif-containing protein 7 Q5U5X0 1.07 0.89 0.98 0.13 4 41.3 1.18E-29
IP100329331 | UDP-glucose pyrophosphorylase Q16851-1 1.07 1.20 1.13 0.10 15 29.9 | 4.3E-198
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IP100329385 | Myotubularin-related protein 6 Q9Y217-1 1.18 1.18 3 6 1.29E-18
IPI00329441 | Ras-related protein Rab-41 Q86YS6 0.81 1.12 0.96 0.22 5 22.6 | 1.48E-28
IPI00329512 | Sm protein B/B P14678-3 1.00 0.92 0.95 0.96 0.04 11 24.2 | 3.94E-86
IPI00329526 | Cell division cycle protein 20 homolog Q12834 0.76 0.73 0.75 0.02 5 19.2 | 5.29E-24
IPI00329536 | Early endosome antigen 1 Q15075 1.25 0.91 1.05 1.07 0.17 16 16.3 6.1E-152
IP100329572 | Endophilin | QI9UKS6 1.26 1.21 0.88 1.12 0.21 6 18.9 4.5E-220
IP100329573 | Collagen alpha-1(XIl) chain Q99715-1 1.85 1.03 1.20 1.36 0.43 59 26.5 0
IP100329583 | ATPase family protein 2 homolog Q8NB90-1 0.96 0.96 4 5.5 3.11E-10
IPI00329591 Ez:qu;nl'(e)(gzl for meiotic nuclear division protein 1 Q9N1N58- 1.09 1.09 ) 42 4.35E-06
IP100329594 | Coiled-coil domain-containing protein 59 Q9P031 1.12 0.93 1.03 0.13 2 8.7 1.05E-16
IP100329598 | 17-beta-hydroxysteroid dehydrogenase 11 Q8NBQ5 1.66 1.46 1.56 0.14 2 11 5.5E-141
IPI00329600 | Probable saccharopine dehydrogenase Q8NBXO0 0.96 1.30 1.16 1.14 0.17 4 11 3.5E-36
IPI00329605 | Divergent upstream protein P20585 1.14 1.08 1.11 0.05 6 6.4 4.22E-10
cDNA FLJ56153, highly similar to Homo sapiens
IP100329625 | transforming growth factor beta regulator 4 B4DU42 0.61 0.67 0.64 0.04 2 34 0.000437
(TBRG4), transcript variant 1, mRNA

IP100329629 | Dnal homolog subfamily C member 7 Q99615 0.79 1.07 0.93 0.93 0.14 24 41.3 6.9E-277
IP100329633 | Threonine--tRNA ligase P26639 0.85 0.92 0.95 0.91 0.05 25 40.1 0
IP100329650 | 35 kDa nucleoporin Q8NFH5 0.95 1.08 0.90 0.98 0.09 5 24.2 | 1.57E-83
IPI00329664 | E3 ubiquitin-protein ligase SMURF2 Q9HAU4 0.73 0.87 0.80 0.10 4 5.9 1.28E-10
IPI00329672 | Myosin-Ic Q12965 0.80 1.16 1.01 0.99 0.18 8 9.2 4.1E-112
IPI00329679 | Protein zwilch homolog Q9H900-1 1.08 1.08 2 4.6 8.08E-17
IP100329685 | Arylsulfatase A B7XD04 1.13 1.41 1.27 0.20 2 6.1 2.57E-58
IPI00329692 | Glycylpeptide N-tetradecanoyltransferase 1 P30419-1 1.10 1.07 1.10 1.09 0.02 12 27.8 0
IPI00329696 | Protein FAM82B Q96DB5 0.91 1.02 1.02 0.98 0.06 15 47.8 1.7E-139
IPI00329742 zgmz:::z;egfjtc;aaihydr°'ase domain- Q96GK7 111 1.12 0.96 1.06 009 | 4 | 172 | 3.196-63
IPI00329753 | Protein FAM164A Q96GY0 0.92 1.43 1.17 0.36 5 14.5 | 9.82E-06
IPI00329784 S;Z:‘nzla”wi"e receptor-calcium release Q15413-1 1.52 1.52 3 | 07 | 0020652
IP100329801 | Anchorin ClI P08758 1.17 1.11 1.16 1.15 0.04 30 78.4 0
IPI00332106 | Hematopoietic PBX-interacting protein Q96AQ6-1 1.95 1.87 1.46 1.76 0.26 11 18.1 6.66E-36
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IP100332157 | 39S ribosomal protein L54, mitochondrial Q6P161 0.93 0.93 1 7.2 6.93E-05
IP100332371 | 6-phosphofructokinase, liver type P17858-1 1.12 1.11 1.12 0.01 20 30.5 0
IPI00332428 | NNP78 Q9BXYO 1.01 0.96 0.66 0.88 0.19 2 12.3 1.2E-61
IPI00332493 :ii‘sb:irnzmmm"gy domain-containing family O | grpygs 4 3.13 1.16 2.14 139 | 2 61 | 4.41E-90
IPI00332499 | Nuclear autoantigenic sperm protein P49321-3 1.39 0.93 1.16 0.32 20 43 1.2E-263
IPI00333010 Ef;;”f: homeostasis endoplasmic reticulum Q8IWX8 1.00 1.08 0.90 0.99 009 | 8 | 106 | 4.38E75
IP100333014 | Spindle and kinetochore-associated protein 3 Q8IX90-1 0.85 0.85 2 9.2 1.24E-10
IPI00333067 ;'rE(ftTeiiofam and RCC1-like domain-containing | 5 /g 4 0.97 0.97 3 42 | 532611
IPI00333068 | Actin-related protein 2/3 complex subunit 1A Q92747 0.94 1.12 1.12 1.06 0.11 12 39.7 | 2.7E-163
IPI00333133 Putative uncharacterized protein RAB6C Q53s08 0.92 0.91 0.92 0.01 4 16.1 9.1E-157
IPI00333215 | Transcription elongation factor A protein 1 P23193-1 1.05 1.15 1.10 1.10 0.05 16 43.9 0
IPI00333541 | Actin-binding protein 280 P21333-1 0.95 0.87 0.94 0.92 0.05 162 71.6 0
IPI00333568 | CAAT box DNA-binding protein subunit A P23511-1 0.77 0.77 1 5.5 1.32E-08
IPI00333753 | Inositol 1,4,5-trisphosphate receptor type 1 Q14643-1 1.33 1.33 3 0.8 0.009157
IPI00333763 | Glutaredoxin-related protein 5, mitochondrial Q86SX6 1.11 1.14 0.98 1.07 0.08 3 28 2E-148
IPI00333770 | Dedicator of cytokinesis protein 10 Q96BY6-1 0.89 1.21 1.24 1.11 0.19 2 1.3 2.08E-17
IPI00333771 | Caldesmon Q05682-5 0.84 0.86 0.85 0.01 48 60.2 0
IPI00333913 | Neuroblastoma-amplified gene protein A2RRP1-1 0.48 0.48 2 0.8 0.003813
IPI00334126 ga' GEF with PH domain and SH3-binding motif | \56y77 4 1.09 1.06 1.08 002 | 3 | 69 | 6.24E-61
IPI00334159 | HIBBJ46 P61758 1.03 0.92 0.87 0.94 0.08 8 27.9 1.6E-139
IPI00334190 | EPB72-like protein 2 QouJz1 1.12 0.86 0.94 0.97 0.13 19 59 0
1P100334282 Protein FAM3C Q92520 0.83 0.96 0.96 0.91 0.08 6 29.1 7.32E-54
IP100334514 | C-alpha-formylglycine-generating enzyme 2 Q8NBJ7-3 1.17 1.17 3 109 | 1.97E-18
IPI00334713 | APOBEC1-binding protein 1 Q99729-3 1.02 0.89 0.95 0.95 0.06 13 45.3 1.4E-258
IP100334715 | Glucocorticoid receptor DNA-binding factor 1 QI9NRY4-1 1.02 0.90 1.03 0.98 0.07 4 4.1 1.32E-21
IPI00334914 | TRM1-like protein Q722T75-1 0.77 0.80 0.79 0.02 2 9.5 1.82E-47
IPI00335001 | Huntingtin yeast partner K QINX55-1 1.04 0.86 0.85 0.92 0.11 7 29.7 1.57E-62
IPI00335051 | Toll-like receptor 8 Q495P6 0.74 0.74 1 0.9 0.002683
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IP100335280 | Ribulose-5-phosphate-3-epimerase Q96AT9-1 0.87 1.04 0.97 0.96 0.09 3 154 | 9.9E-123
IPI00335385 | DCS-1 Q96C86 1.07 1.31 0.77 1.05 027 | 4 | 172 | 219837
IPI00335437 | Ankyrin repeat and zinc finger domain- QOH8Y5 0.89 1.11 1.00 015 | 2 | 37 | 257E-05
containing protein 1

IPI00335449 | PP2A subunit A isoform PR65-beta P30154-2 0.91 117 1.00 1.02 013 | 15 | 283 0
IPI00335589 | RNA methyltransferase-like protein 1 Q9HC36 1.35 1.35 3 8.1 7.03E-09
IPI00336034 | Epimorphin P32856-1 1.15 1.15 1 46 | 1.44E-71
IPI00337386 | Fas ligand-associated factor 1 075400-2 0.99 0.90 0.94 0.95 0.04 15 19 2.7E-144
IPI00337397 | 96 kDa nucleoporin P52948-5 0.92 1.04 0.99 0.98 006 | 18 | 141 | 3.82E-82
IPI00337460 25;\:/: ;“555 19, highly similar to Kinesin light B4DS14 0.82 1.06 0.94 017 | 17 | 24 | 596113
IPI00337494 gg;c&‘g'lbi”di”g mitochondrial carrier protein | o\ i1.q 1.07 0.96 1.03 1.02 005 | 12 | 277 | 5.37E-78
IPI00337495 | Lysyl hydroxylase 2 000469-2 1.19 0.88 0.95 1.01 016 | 28 | 41.4 0
IPI00337648 | Fas-associated protein-tyrosine phosphatase 1 Q12923-4 1.37 1.37 2 0.8 0.021837
IPI00337667 | Protein bicaudal D homolog 2 Q8TD16-2 0.65 1.01 0.84 0.84 018 | 5 8.8 | 6.08E-95
IPI00337772 | Hyaluronan mediated motility receptor 075330-3 1.00 1.00 2 4 7.04E-07
IPI00339381 i[:] ':‘&ft’c':dl'“ri::;tti:'/ plasminogen activator Q14527-1 1.46 0.97 1.22 035 | 5 73 | 4.41E-43
IPI00339384 32:;3fgg;‘;i‘:;‘:::ui::;’ihai” Q8TC12-1 0.88 1.30 1.29 1.16 024 | 8 | 286 | 1.76-126
IPI00373869 | HCG32827, isoform CRA_d C9J4GO 1.62 1.30 112 1.35 025 | 8 | 53.6 | 9.62E-38
IPI00373877 | Zinc finger protein 326 Q5BKZ1-1 0.95 0.97 0.89 0.94 0.04 16 | 2.2E47
IPI00374272 | UPFO600 protein C50rf51 A6NDUS 1.62 1.01 1.31 044 | 3 | 221 | 4.74E76
IPI00374657 | 33 kDa VAMP-associated protein A6NDZ0 1.07 1.00 1.04 005 | 10 | 31 | 2.13E78
IPI00374747 | Origin recognition complex subunit 3 Q9UBD5-2 1.16 1.06 1.11 0.07 6 10.5 5.5E-138
IPI00375015 Sj;)g;:.rg:;rr:j dsr';:"‘:?;‘:r;ct:on drial P33316-2 1.14 1.11 1.13 002 | 14 | 817 | 5.7E195
IPI00375127 | Eukaryotic translation initiation factor 4H Q15056-2 1.27 0.93 1.10 024 | 11 | 364 | 9.56-224
IPI00375142 | Ubiquitin carrier protein D3 P61077-3 0.81 0.81 1 7.4 | 0.012393
IPI00375144 | Arsenite-resistance protein 2 Q9BXP5-1 0.95 1.08 1.04 1.02 0.06 28 34.2 1E-246
IPI00375358 | Activator 1 140 kDa subunit P35251-1 1.06 1.21 1.24 1.17 010 | 11 | 125 0
IPI00375380 | CONVA FLI37456 fis, clone BRAWH2011096, B3KT15 1.08 1.08 22 | 542 0

highly similar to 26S proteasome non-ATPase
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regulatory subunit 13

Serine/arginine-rich-splicing regulatory protein

Q8WXA9-

IPI00375462 86 ) 1.65 1.53 1.59 0.08 3 7.4 4.63E-17
IPI00375527 | Inosine-5-monophosphate dehydrogenase A4D0Z6 0.91 0.91 4 9 1.48E-39
IPI00375531 | Granzyme A-activated DNase P15531-2 0.87 0.98 0.91 0.92 0.06 11 49.7 4E-162
IPI00375600 | Beta-1,3-glucosyltransferase Q6Y288 1.10 1.10 2 5.2 0.000782
IPI00375631 | Interferon-induced 15 kDa protein P05161 0.99 1.11 1.05 0.09 2 13.3 | 1.21E-06
IPI00375676 | Ferritin light chain P02792 1.34 0.97 1.07 1.12 0.19 6 429 | 1.87E-70
IPI00375677 | 39S ribosomal protein L21, mitochondrial Q7Z2W9 0.85 0.94 0.71 0.83 0.12 3 24.4 | 9.67E-36
IPI00375731 | G patch domain-containing protein 9 P98175-1 1.01 1.04 0.96 1.00 0.04 12 15.5 | 5.14E-51
IPI00375824 | Diphthamide biosynthesis methyltransferase Q9H2P9-5 0.72 0.93 0.83 0.14 3 15.8 | 2.78E-15
IPI00375836 | Cancer-associated nucleoprotein Q65J93-1 1.06 1.06 2 4.6 1.03E-06
IPI00376005 | elF-4D P63241-2 0.84 0.98 0.92 0.91 0.07 15 62.5 3.3E-232
IPI00376035 | cDNA FLI55847 B4DJ79 1.18 0.89 1.04 0.21 1 129 | 1.77E-43
IPI00376119 Eﬁmi}fi’ﬁ:de”t protein kinase catalytic P22694-2 1.30 1.30 10 | 214 | 5.6E-122
IPI00376195 | HESB-like domain-containing protein 1 Q86U28 0.87 1.26 1.06 0.28 20.1 2.77E-07
IPI00376199 | Interferon regulatory factor 2-binding protein 2 Q7z5L9-1 1.22 0.85 1.04 0.26 16.7 | 1.1E-125
IPI00376317 | Autoantigen Ge-1 Q6P2E9-1 1.41 1.21 1.12 1.24 0.15 8 9.2 5.09E-88
IPI00376344 | MYH-1c 043795-1 0.98 1.00 0.98 0.99 0.01 31 343 0
IPI00376394 | Neuroblastoma-derived sulfhydryl oxidase Q6ZRP7 0.95 1.03 0.99 0.06 3 6.6 2.97E-19
IPI00376798 | 60S ribosomal protein L11 P62913-1 0.80 0.99 0.93 0.91 0.10 9 38.8 | 2.47E-83
IPI00376976 zig::;ef’]}t‘Zﬁ’:‘lag%gzz_s;z:v:;gF”)':g:;:ate' QIULH1-2 1.08 1.08 30 4 | 177817
IPI00377050 | 13S Golgi transport complex 90 kDa subunit Q9oUP83-2 0.87 0.23 0.55 0.45 4 5.3 3.35E-12
IPI00377261 | Far upstream element-binding protein 3 Q96124-1 1.02 1.10 1.03 1.05 0.04 21 50.2 0
IPI00382412 E;:‘::(':Iid{hai"'ami”°'a°id aminotransferase, P54687 0.89 0.98 0.94 007 | 7 | 216 | 2.01E-80
IP100382452 | Charged multivesicular body protein 1a Q9HD42-1 1.04 1.05 1.05 0.00 3 13.3 | 0.000165
IP100382470 | Heat shock 86 kDa P07900-2 1.00 0.98 0.96 0.98 0.02 71 55.7 0
IP100382683 | Lymphocyte/NHL galectin-8 short isoform Q96QS7 1.17 1.17 3 14.7 | 2.76E-42
IP100382843 | Major prion protein 075942 0.98 0.97 0.98 0.98 0.01 3 11.2 4.55E-39
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IPI00382926 | Decay-accelerating factor splicing variant 5 Ql4UF2 1.23 1.23 3 9.1 0.004031
IP100382958 | MTAP protein Q8wVvs8o 1.15 1.15 6 31.8 2.3E-99
IPI00382985 | Aicardi-Goutieres syndrome 3 protein Q8TDP1-1 1.01 1.04 1.03 0.02 4 30.5 3.55E-89
IP100382990 | DERP12 (Dermal papilla derived protein 12) Q8TEO1 2.60 0.80 0.75 1.38 1.05 14 443 | 5.3E-279
IPI00383163 | Thymocyte nuclear protein 1 Q9P016-1 1.06 1.42 1.24 0.26 3 15.1 1.7E-07
IPI00383439 | Centrosomal protein of 97 kDa Q8IW35-1 0.83 1.39 1.11 0.39 5 8.2 8.31E-16
IP100383444 | T-complex protein 11-like protein 1 Q9NUJ3 1.22 1.16 1.19 0.04 2 5.3 2.8E-192
IP100383581 | Alpha-glucosidase 2 Q14697-1 1.21 1.06 1.15 1.14 0.08 47 51.6 0
IPI00383751 | Calregulin Q9UDG2 1.30 0.97 1.02 1.10 0.18 5 19.6 1.3E-132
IP100383849 | Phospholipase C, gamma 1 A2A284 0.93 1.10 1.05 1.02 0.09 20 21.3 | 2.1E-144
IP100384028 | Poly(A) polymerase alpha P51003-1 1.10 1.23 1.24 1.19 0.08 6 11.2 | 9.66E-33
IPI00384176 | BRG1-associated factor 180 Q86U86-1 0.98 1.14 1.15 1.09 0.10 35 2.67E-19
IPI00384180 | Dopamine receptor-interacting protein 3 Q86U90 0.59 0.74 0.64 0.66 0.08 8 36.9 6.36E-43
IPI00384265 Ef:ts‘;:ulﬁ"e coactivator of PPAR-gamma-like QONZB2-6 | 0.99 1.09 1.00 1.03 006 | 20 | 225 | 426161
IPI00384280 | Prenylcysteine lyase Q9UHG3 1.38 1.27 1.53 1.39 0.13 7 15.4 | 8.56E-40
IP100384428 | Biphenyl hydrolase-like protein Q86\{VA6- 1.05 1.05 3 10.3 | 0.000179
IP100384456 | DNA mismatch repair protein Msh6 P52701-1 1.02 1.26 1.14 1.14 0.12 25 219 | 7.1E-184
IP100384471 | Bromodomain containing 1 A6ZJA4 0.73 0.73 2 1.9 | 0.024566
IPI00384541 Ejﬁ:a'?::zrg’ ;’Io::fr']e;r pre-mRNA domain- Q5VT52-1 0.99 1.07 1.03 006 | 6 | 68 | 1.13E-29
IP100384643 | p53-induced gene 3 protein Q53FA7-1 0.90 0.90 2 5.1 | 0.005036
IPI00384689 Ezzfa?:?r:gds:’;r:fgt decarboxylase domain- Q6P996-1 0.71 1.04 0.90 0.88 017 | 16 | 317 | 1.9€-251
IP100384746 | Copine VIII Q86YQ8 0.85 0.85 4 7.3 3.04E-07
IP100384857 | Androgen-regulated protein 2 Q9UK76-2 1.05 1.05 1.05 0.00 2 215 5.71E-79
IP100385042 | Chronic renal failure gene protein Q9BZE4 0.78 0.84 0.79 0.80 0.03 20 32.5 1.1E-144
IP100385055 | Alpha N-catenin P26232-1 1.20 1.20 7 8.6 6.8E-116
IPI00385128 | 1-acylglycerol-3-phosphate O-acyltransferase 7 Q643R3-1 0.85 0.84 0.84 0.01 2 7.8 3.26E-34
IPI00385267 | Docking protein alpha P08240 1.13 1.12 1.13 0.01 9 19.6 | 8.59E-54
IP100385449 | Protein kinase C alpha type P17252 0.92 1.11 1.09 1.04 0.10 8 13.2 4.8E-124
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IPI00385495 | Lipase maturation factor 2 Q9BU23-1 1.14 111 112 002 | 2 42 | 45327
IPI00385649 ;i‘:‘:;s:z::t;?:;agt;r’;‘:;i'g°”i” homology Qg6li8-2 1.16 1.16 2 | 31 | 497607
IPI00385950 ZZ)I::::ou:'::::'ntllr:jgepdrlci:j:ﬁdi oxidoreductase Q8WU10 0.93 0.93 2 62 | 2.1E-64
IPI00385978 | Centrobin Q8N137-2 0.96 1.15 1.01 1.04 010 | 1 1.1 | 0.010656
IPI00386119 | Mammalian branch point-binding protein Q15637-5 0.99 0.86 0.92 0.09 10 16.6 | 6.8E-100
IPI00386120 | Mammalian branch point-binding protein Q15637-6 1.14 1.14 10 23.8 1.3€-97
IPI00386122 | 2C4D Q9Y3A3-1 0.99 1.16 0.99 1.05 010 | 5 | 329 | 1.21E-70
IPI00386189 | Gastric cancer antigen Gal9 Q9BXJ9-1 0.89 0.99 0.88 0.92 006 | 34 | 388 | 1E-168
IPI00386208 | Drug-sensitive protein 1 Q9NZ23 2.44 0.72 0.72 1.29 099 | 11 | 757 | 238120
IPI00386271 f\f;;ur?'binding mitochondrial carrier protein 075746 1.08 0.85 0.87 0.93 013 | 7 | 127 | 3.81E65
IPI00386311 | HepA-related protein Q9INZC9 1.07 1.07 2 2.8 | 0.003728
IPI00386444 | Enaptin Q8NF91-1 0.98 1.04 1.06 1.03 004 | 9 1.4 | 3.39E-58
IPI00386516 | cDNA FLI32696 fis, clone TESTI2000358 ASKAHS 2.72 1.70 1.06 1.83 084 | 2 5 | 0.000134
IPI00386562 | Filamin-binding LIM protein 1 Q8W2UP2' 0.74 1.07 0.92 0.91 016 | 4 | 163 | 1.78E-48
IPI00386591 | Probable proline racemase Q96EMO 0.89 0.81 0.85 0.06 2 7.3 0.000113
IPI00386755 | Endoplasmic oxidoreductin-1-like protein Q96HE7 1.39 1.12 1.20 1.24 0.14 19 57.9 0
IPI00387130 | Anamorsin Q6FI81-1 0.92 0.98 0.97 0.96 003 | 7 | 202 | 2.79€-35
IPI00394668 | 136 kDa double-stranded RNA-binding protein P55265-4 1.04 1.27 1.12 1.14 0.12 18 18.2 3E-280
IPI00394679 | Negative elongation factor A Q9H3P2-7 1.23 1.34 1.23 1.27 0.06 6 25.6 1.63E-42
IPI00394758 | Aldehyde dehydrogenase 10 P51648-2 0.95 1.02 0.98 004 | 3 83 | 17E-33
IPI00394767 | Carbonate dehydratase XIll Q8N1Q1 0.95 0.95 1 6.5 | 2.86E-56
IPI00394788 | Alanine—tRNA ligase Q5729 0.81 1.13 0.89 0.95 017 | 6 8.2 | 1.29E-35
IPI00394805 | Protein ALAESM Q67518 1.10 0.86 0.98 017 | 3 | 391 | 9.54E-15
IPI00394837 ?aaélzslasﬁgucéfsgﬂgmﬁ ;‘r’gi:;“::gla)te L(Rho | apop2 0.92 0.92 11 | 669 | 2.1E-134
IPI00394838 zz:\'tﬁazl‘ejs(’sg“zz_'gg_ggt;ly similar to ATP-citrate B4DIMO 114 114 37 | 372 0
IPI00394926 | DNA polymerase delta subunit 3 Q15054 1.03 0.95 0.99 0.05 4 11.6 | 6.02E-37
IPI00395002 | Homer protein homolog 3 QONSC5-1 1.14 1.27 0.98 1.13 0.14 55 | 3.7E-07
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IPI00395337 | Factor interacting with PAP Q6UN15-1 1.34 0.91 1.01 1.09 0.22 8 22.6 2.2E-208
IP100395357 | MBNL protein Q96P92 0.81 1.05 1.06 0.97 0.14 223 1.4E-29
IPI00395372 | Coed-coil-helix-cofled-coil-helix domain- QgBsY4 0.88 0.88 3| 527 | 4E-6s
containing protein 5
IP100395463 | Charged multivesicular body protein 7 Q8WUX9 0.88 0.88 4 124 2.3E-12
IP100395488 | Protein slit-like 2 Q6EMK4 1.15 1.90 1.20 1.42 0.42 7 15.2 | 4.6E-129
IPI00395596 | Amino-terminal enhancer of split Q1401 2.03 2.03 2 8 0.000111
IPI00395605 | 115 kDa guanine nucleotide exchange factor Q92888-3 1.07 1.14 1.08 1.09 0.04 17 22.4 | 1.36E-98
IPI00395627 | Calcyclin-binding protein Q9HB71-1 0.90 1.00 1.01 0.97 0.06 23 73.7 0
IPI00395694 | Importin-12 Q9Y5L0-2 1.01 1.01 1.08 1.03 0.04 7 10.4 2.4E-100
IPI00395768 | Syntaxin-3 Q13277-1 1.44 1.41 1.43 0.02 3 10.7 1.44E-07
IPI00395865 | Histone acetyltransferase type B subunit 2 Q16576 1.12 1.21 1.17 0.06 14 40.7 | 2.6E-175
IP100395887 | Thioredoxin domain-containing protein 1 Q9H3N1 0.98 1.07 1.04 1.03 0.05 8 311 3.82E-63
IPI00395903 | Transmembrane protein 106B Q9NUM4 1.09 1.09 4.7 1.62E-66
IPI00395939 IF; Z?Sf:atidy"ms”"' transfer protein beta P48739-2 0.94 1.01 0.99 0.98 004 | 14 | 502 | 1.9E-175
IP100395977 | Smoothelin P53814-3 1.07 1.07 14 19.1 2.58E-80
IPI00396015 | ACC-alpha Q13085-4 1.22 0.93 0.92 1.03 0.17 8 4.4 2.5E-158
IP100396048 | UPF0636 protein C4orf4l Q77392-1 1.09 0.93 1.01 0.11 5 7.4 5.52E-27
IPI00396126 | UPF0461 protein C5o0rf24 Q72618-1 1.26 1.36 1.30 1.31 0.05 3 245 1.2E-99
Ipio0396131 | CDNAFLIS6221, highly similar to YTH domain BADPX9 091 1.14 1.13 1.06 013 | 10 | 187 | 3.4E-124
protein 3

IPI00396171 | Microtubule-associated protein 4 P27816-1 1.38 0.98 1.04 1.13 0.21 40 43.8 | 1.3E-290
IPI00396174 | Coiled-coil domain-containing protein 25 Q86WR0 0.96 1.23 1.09 0.20 3 14.4 | 8.34E-05
IPI00396185 | Embryonic growth-associated protein homolog Q5VZES 1.16 1.16 2 2.8 0.001899
IP100396203 | Beta-tubulin cofactor D QQBIWQ- 0.86 0.97 0.97 0.93 0.06 12 13.1 | 1.2E-127
IP100396218 | Coated vesicle-associated kinase of 104 kDa Q6P3W?7 0.98 1.27 1.22 1.16 0.15 3 5.4 3.18E-10
IP100396279 | CLIP-associating protein 1 Q72460-1 0.83 1.22 1.16 1.07 0.21 11 10.3 | 2.7E-146
IPI00396321 | Leucine-rich repeat-containing protein 59 Q96AG4 0.94 0.92 0.91 0.92 0.02 15 55.4 0
IPI00396329 | Brix domain-containing protein 1 Q9H7B2 0.73 0.72 0.75 0.73 0.02 6 21.6 1.8E-61
IPl00396378 | Heterogeneous nuclear ribonucleoproteins P22626-1 1.15 1.04 1.15 111 006 | 27 | 626 0

A2/B1
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IP100396387 | GTP-binding protein HSR1 P36915-1 1.40 1.11 1.22 1.25 0.15 7 11.2 2.05E-66
IPI00396406 | Probable E3 ubiquitin-protein ligase makorin-2 Q9HO000 0.79 0.79 3 9.4 5.36E-07
IP100396411 | Cleft lip and palate transmembrane protein 1 096005-1 1.29 0.73 1.19 1.07 0.30 5 12 3.25E-28
IPI00396435 | ATP-dependent RNA helicase #46 043143 0.88 1.02 0.97 0.96 0.07 29 39.6 | 8.1E-200
IPI00396437 | Cervical mucin-associated protein QouJue-2 1.06 1.08 1.07 0.01 10 33.9 0
IP100396485 Elongation factor 1-alpha 1 P68104 0.76 0.82 0.82 0.80 0.04 34 70.8 0
IPI00396527 | Coiled-coil domain-containing protein 128 Q6ZMI0-1 1.10 1.31 1.20 0.15 3 5 1.84E-18
IPI00396563 | SAPK substrate protein 1 Q04323-2 1.16 1.06 0.92 1.05 0.12 10 37.8 6.93E-73
IP100396593 | PDZ and LIM domain protein 2 Q96JY6-1 0.89 1.03 0.92 0.95 0.08 5 15.3 1.8E-134
IP100396627 | ElaC homolog protein 2 Q9BQ52-1 0.82 0.76 0.86 0.81 0.05 12 22.9 7.2E-217
Ipio0396630 | CAMP-dependent protein kinase catalytic P17612-1 1.19 1.23 1.23 1.22 003 | 14 | 444 | 23E-181
subunit alpha

IPI00396656 | APOBEC-related cytidine deaminase Q9HC16-1 1.04 1.04 1 31 0.011275
IPI00396967 | Four and a half LIM-domain protein 2 Q21514 0.43 0.63 0.61 0.55 0.11 25 57.1 0
IP100397366 | hSGT2 Q86\1N92_ 0.91 0.98 0.95 0.05 6 7 1.03E-27
IPI00397383 Kinesin-like protein KIF1B 060333-4 0.93 0.74 0.84 0.13 2 1.6 3.03E-13
IPI00397571 NSFL1 cofactor p47 Q9UNZ2-5 1.36 1.07 1.09 1.17 0.16 20 54.6 0
IPI00397715 | Testis development protein NYD-SP11 Q62Q0Q6-2 0.83 0.83 2 0.5 0.021878
IPI00397721 S::ﬁs&exsf:’:;:';‘i’:‘;me're'ated organelles Q6QNYO0 1.27 0.85 1.06 030 | 2 | 173 | 2.76-76
IP100397860 | Cytochrome b5 P00167-1 1.29 1.13 1.21 0.12 4 42.5 7.1E-103
IPI00397883 | Uncharacterized protein FLJ45252 Q6ZSR9 1.05 1.28 0.89 1.07 0.19 211 5.5E-108
IPI00397904 | 93 kDa nucleoporin Q8N1F7 0.89 1.10 1.01 1.00 0.11 25 37.1 5.3E-210
IPI00397947 | CROC-1 Q13404-1 1.09 1.01 1.04 1.05 0.04 9 23 3.8E-103
IPI00398009 | Importin-4 Q8TEX9-2 0.79 0.76 0.72 0.75 0.03 25 30.1 0
IPI100398625 Hornerin Q86YZ3 5.55 0.10 0.10 1.92 3.15 7 8.8 1.6E-140
IPI00398708 | Kinesin light chain 1 Q07866-9 1.08 1.08 9 15.2 2.21E-74
IPI00398779 | Hemidesmosomal protein 1 Q15149-4 1.11 1.22 1.27 1.20 0.08 213 52.1 0
IP100398828 | Endophilin-B2 QI9NR46-2 1.11 1.31 1.21 0.14 6 17.6 3.69E-24
IPI00398845 | MAGE tumor antigen CCF Q9Y5V3-2 0.99 0.99 3 6 1.51E-72
IPI00398922 | Phospholipase C-beta-3 neighbouring gene Q96C90 1.50 1.01 1.25 0.35 3 30.2 | 2.2E-108
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protein

NADH dehydrogenase [ubiquinone] 1 alpha

IPI00399053 subcomplex assembly factor 3 Q9BU6G1 0.71 0.87 0.85 0.81 0.09 4 25.5 7.38E-23
IPI00399089 | LDLR chaperone MESD Q14696 1.08 1.06 1.10 1.08 0.02 10 40.2 7.53E-91
IP100399254 | HIV-1-induced protein HIN-1 Q01804-1 0.89 0.89 1 1.4 5.18E-17
IP100399265 | Tumor protein D52-like 2 Q5JwWuUe 1.10 0.90 0.89 0.96 0.12 14 62.4 0

IP100399266 | Tumor protein D52-like 2 043399-3 0.94 0.94 12 60.8 | 9.5E-300
IPI00399307 IF; ;"f'(‘)’:?rcbszgepﬁdase (Angiotensinase C), ASMU24 1.10 1.12 1.19 1.14 005 | 7 | 157 | 157E-69
IPI00400765 | UPF0493 protein KIAA1632 Q9HCEO-1 1.13 0.67 0.90 0.32 2 1.2 5.75E-06
IPI00400826 | Aging-associated gene 4 protein P10909-2 1.28 1.28 2 7 3.64E-10
IPI00400922 | NF-kappa-B-binding protein Q14690 0.88 1.14 0.98 1.00 0.13 10 7.2 6.53E-74
IPI00401002 | OriLyt TD-element-binding protein 7 Q8NDX6 1.27 1.66 1.46 0.28 2 14 0.000379
IPI00401264 | Endoplasmic reticulum resident protein 44 Q9BS26 1.04 1.05 1.05 1.05 0.01 10 34.5 | 3.6E-187
IP100401285 | DNL-type zinc finger protein Q55XM8 0.84 0.88 1.13 0.95 0.16 3 36 1.11E-41
IPI00401829 | Uncharacterized protein C14orf38 P0OC221 2.16 1.00 1.58 0.82 3 4.2 0.000884
IP100401962 | Coiled-coil domain-containing protein 137 Q6PK0O4 0.91 0.88 0.90 0.02 5 20.1 | 7.58E-12
IP100402008 | SAPS domain family member 1 Q9UPN7 1.07 1.19 0.92 1.06 0.14 5 14 1.7E-107
IPI00402055 gf;jian'gi” synthase W domain-containing QsITYS 0.91 0.91 1 | 35 | 158620
IPI00402231 | Cysteine string protein Q9H374-1 1.35 1.51 1.43 0.12 3 33.3 4.04E-20
IPI00402657 | RNA polymerase ll-associated protein 1 Q9B\{VH6- 1.93 1.93 2 2.5 1.64E-07
IPI00409561 | COMM domain-containing protein 6 Q7Z4G1-2 1.11 1.11 2 24.5 | 6.08E-80
IPI00409607 Eflﬂ?:i“ﬂk;eﬁfﬁ.e: spectrin-associated QO8ADL-1 |  1.06 1.06 2 | 17 | 117608
IPI00409635 | Chr2Syt AOFGR8-2 1.29 1.18 1.24 0.08 4 5.5 2.89E-13
IPI00409659 | Chapl Q9UHD9 1.36 1.08 1.07 1.17 0.17 7 19.7 2.3E-261
IPI00409671 | ATP-dependent RNA helicase DDX42 Q86XP3-1 0.93 1.06 0.97 0.99 0.07 19 33.2 4.2E-180
IPI00409675 | MORF-related gene 15 protein Q9UBUS-1 0.97 1.08 1.28 1.11 0.16 2 5 6.16E-17
IPI00409684 | Membrane-associated protein HEM-2 Q9Y2A7-2 0.99 1.11 1.17 1.09 0.09 16 17.4 9.1E-138
IPI00409717 | ATP-dependent RNA helicase elF4A-2 Q14240-2 1.12 1.43 1.47 1.34 0.19 17 40.7 1.2E-290
IPI00409761 | CHETK-alpha P35790-1 0.16 0.16 1 8.8 0.005863
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IPI00410034 | Amino acid transporter A2 Q96QD8-1 0.99 1.17 1.08 0.13 1 4.2 2.06E-14
IPI00410067 | Zinc finger antiviral protein O“7ZiW4_ 0.87 0.87 11 18 6.8E-218
IPI00410069 | Zinc finger antiviral protein O‘7Z§W4- 1.01 1.04 1.03 0.02 6 8.3 1.1E-199
IPI00410079 | Cerebral protein 10 Q96TC7-1 0.83 0.83 1 3.6 | 0.000398
IPI00410091 | Uncharacterized protein C11orf73 Q53FT3 0.97 1.18 1.07 0.15 2 11.2 1.08E-26
IPI00410118 | Protein quaking Q96PU8-4 1.20 1.06 0.99 1.08 0.11 6 23.1 1.55E-46
IPI00410162 | Putative uncharacterized protein TCEB2 B7WPD3 1.06 1.24 1.15 0.13 11 49.1 3.41E-70
IP100410214 | 3(2),5-bisphosphate nucleotidase 1 095861-1 1.13 1.06 1.09 0.05 10 41.9 7.7E-132
IP100410215 | 3(2),5-bisphosphate nucleotidase 1 095861-2 1.06 1.06 3 15.7 1.3E-40
IPI00410287 ;’S’:g:'aaivated protein kinase catalytic subunit |, 3,3, , 0.96 1.27 1.09 111 015 | 5 | 115 | 3.63E-55
IPI00410297 | Endo-glucoronidase Q9Y251 2.45 2.45 2 33 0.004472
Ipi00a10485 | Cutaneous T-cell lymphoma-associated antigen | g 5y 1.09 1.01 1.05 006 | 3 | 53 | 108E-09
HD-CL-09

IPI00410487 | Twisted gastrulation protein homolog 1 Q9GZX9-1 1.30 0.99 1.11 1.13 0.15 3 19.7 | 1.14E-14
IPI00410590 | Protein FAM61A Q8ND56-2 0.86 1.07 1.09 1.01 0.13 6 13.6 3.47E-09
IPI00410618 | Uncharacterized protein KIAA1143 Q96AT1 1.31 1.10 1.21 0.15 7 45.5 2.52E-47
IPI00410657 | mRNA (guanine-N(7)-)-methyltransferase 043148-2 1.19 1.12 1.20 1.17 0.04 6 143 | 6.77E-30
IPI00410666 | Protein LAP4 Q14160-3 1.17 1.19 1.11 1.15 0.04 7 7.3 3.17E-86
IPI00410693 | PAI1 RNA-binding protein 1 Q8NC51-1 1.04 0.81 0.85 0.90 0.12 27 56.6 0
IPI00410705 | I-kappa-B-interacting Ras-like protein 1 QINYSO 0.78 0.78 2 12.5 3.8E-08
IPI00410717 | Pogo transposable element with ZNF domain Q7Z3K3-1 1.38 1.38 1.38 0.00 3 4.2 4.4E-74
IPI00411356 | Protein SKD2 Q9UN37 1.05 1.05 3 8.9 5.91E-07
IPI00411426 | Vacuolar protein sorting-associated protein 26A 075436 1.25 0.98 1.16 1.13 0.14 10 35.2 9.3E-116
IPI00411559 | Chromosome-associated polypeptide C QONTJ3-1 0.99 1.09 1.07 1.05 0.05 35 33.6 0
IPI00411614 | Acidic nucleoplasmic DNA-binding protein 1 075717 0.90 1.23 1.10 1.08 0.17 14 16 5.6E-259
IPI00411680 | L-isoaspartyl protein carboxyl methyltransferase | P22061-1 1.03 1.04 1.10 1.05 0.04 10 64.8 0
IPI00411690 | La ribonucleoprotein domain family member 1 Q6PKGO-3 1.09 1.09 16 23.8 | 2.13E-29
IPI00411705 gz;znécplg:g:ocytic leukemia deletion region Q5V\;111- 111 111 5 11.2 | 9.96E-50
IPI00411706 | Esterase D P10768 0.93 1.12 1.07 1.04 0.10 8 31.9 | 1.3E-152
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Serine/threonine-protein phosphatase 4

IPI100411730 regulatory subunit 1 Q8TF05-1 0.98 1.30 1.08 1.12 0.16 8 11.4 1.34E-55
IPI00411816 | 39S ribosomal protein L2, mitochondrial Q57653 0.90 0.84 0.84 0.86 0.03 6 26.2 2.4E-100
IP100411886 | NOC2-like protein Q9Y3T9 0.94 0.76 1.02 0.91 0.13 3 4.3 7.65E-06
IPI00411937 | Nucleolar protein 56 000567 0.85 0.85 0.85 0.85 0.00 22 40.6 | 1.8E-258
cDNA FLJ16404 fis, clone UTERU2008019, highly
IPI00411984 | similar to Serine/threonine-protein kinase 3 (EC B3KYA7 1.16 1.16 3 6.9 1.26E-21
2.7.11.1)
IPI00412147 | Long-chain fatty acid transport protein 4 Q6P1MO 0.70 1.10 0.90 0.29 3 6.1 6.15E-13
IPI00412224 E:gt";ic’nd‘z’ main and WD repeat-containing Q9BZH6 1.02 1.05 1.00 1.03 002 | 4 | 49 | 2.33E13
IPI00412243 | TLD domain-containing protein KIAA1609 Q6P9B6 1.09 0.97 0.84 0.97 0.12 4 13.6 4.4E-13
IPI00412252 | Putative uncharacterized protein RAPGEF5 A8MQO7 0.77 0.77 2.6 0.019361
IPI00412343 | Fragile X mental retardation 1 protein Q06787-1 1.11 141 1.26 0.21 7 11.6 | 2.02E-75
IPI00412344 | Serine/arginine-rich protein-specific kinase 1 Q96SB4-2 0.94 0.87 0.85 0.89 0.05 10 17.3 1.19E-28
IPI00412404 | ATP-dependent RNA helicase SUPV3LI, Q8IvBS 0.95 0.95 2 | 34 | 157E0s
mitochondrial
IPI00412415 | ATP-dependent chromatin-remodeling protein QI9NRL2-1 0.88 0.79 0.84 0.06 3 2.4 2.01E-15
IPI00412497 | Dynein, light chain, roadblock-type 1 B1AKR6 1.12 1.09 1.11 0.02 2 18.9 1.62E-26
IPI00412499 | Rab GTPase-binding effector protein 2 Q9H5N1-1 1.05 1.05 2 4.4 1.07E-10
IPI00412539 | Coiled-coil domain-containing protein 104 Q96G28-2 1.15 0.69 0.92 0.33 3 12.3 | 1.95E-15
IP100412579 | 60S ribosomal protein L10a P62906 0.83 0.82 0.87 0.84 0.03 13 43.8 1E-142
IPI00412607 | 60S ribosomal protein L35 P42766 0.93 0.90 0.96 0.93 0.03 10 49.6 | 1.2E-292
IPI00412672 | Protease-activated kinase 1 Q16512-2 1.27 1.27 1.29 1.28 0.01 5 7.6 4.6E-33
IPI00412771 | Adapter protein CMS Q9Y5K6 1.10 1.18 1.18 1.15 0.05 7 13.1 | 2.33E-28
IPI00412787 | ADP-ribosylation factor-like protein 5A Q9Y689 0.65 0.65 1 6.1 0.000708
IPI00412792 | Basic transcription factor 3-like 4 Q96K17 1.32 0.89 1.11 0.30 5 44.9 | 3.26E-92
IPI00412987 | Glia maturation factor beta P60983 1.02 1.17 1.05 1.08 0.08 7 38.3 3.6E-99
IPI00413006 :;tsa;:)‘geogggggrzaﬁerized protein A6NHZ8 0.85 1.15 1.20 1.07 019 | 2 | 329 | 7.98E-96
IPI00413100 :Zi‘;:irnlh°m°'°gy"ike domain family B Q86UU1-1 1.22 1.22 2 | 26 | 564E49
IPI00413108 | 37 kDa laminin receptor precursor P08865 0.89 0.82 0.82 0.84 0.04 13 57 0
IPI00413293 | cDNA FLI56343, highly similar to Torsin A B4DGM9 1.12 1.06 1.09 0.04 2 7.1 1.17E-20
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IP100413324 60S ribosomal protein L17 P18621 0.90 0.93 0.86 0.90 0.04 15 62 6.4E-131
IP100413344 | Cofilin, muscle isoform Q9Y281 1.01 1.12 1.24 1.12 0.12 15 67.5 0
IPI00413451 | Cytoplasmic antiproteinase B2RBAS8 1.08 1.56 1.25 1.29 0.24 10 34 8.6E-221
IPI00413500 | COMM domain-containing protein 4 Q9HOAS8-1 0.95 1.13 1.15 1.08 0.11 5 38.2 8.29E-28
IPI00413517 | Rho guanine nucleotide exchange factor 10 015013-1 0.08 0.08 2 2.7 1.49E-28
Ipi0041357g | MOsSY fiber terminal-associated vertebrate- Q5TODY-1 0.88 127 1.12 1.09 020 | 2 | 188 | 4.11E-12
specific presynaptic protein
IPI00413611 | DNA topoisomerase 1 P11387 1.01 1.07 0.99 1.02 0.04 21 27.8 | 9.6E-142
IPI00413612 | cDNA FLI56629 B4DZB6 0.92 0.92 2 2.7 0.001003
IPI00413641 | Aldehyde reductase P15121 0.97 1.20 1.19 1.12 0.13 11 32.6 3.89E-28
IP100413778 FKBP1A protein QOVDC6 1.03 1.03 0.95 1.00 0.04 5 37.2 9.6E-137
IPI00413817 | Serine incorporator 1 QINRX5 1.66 1.66 2 6.6 1.35E-27
IP100413853 UPF0515 protein C190rf66 Q9NUL5-1 1.03 1.09 1.06 0.04 2 11.3 8.09E-07
IP100413895 | 130 kDa cis-Golgi matrix protein Q08379-2 0.98 1.22 1.16 1.12 0.12 11 13.5 1.7E-99
IPI00413961 | CONA FLI61553, highly similar to Focal adhesion | g\ ¢ 0.91 0.98 0.83 0.91 007 | 8 | 11.6 | 9.48E-55
kinase 1 (EC 2.7.10.2)
IPI00414037 | Uncharacterized protein C90rf93 Q6TFL3-1 0.67 0.67 2 13 0.018246
IPI00414093 | BSD domain-containing protein 1 Q9N1N68_ 1.02 1.11 1.16 1.09 0.07 2 8.6 1.58E-09
1P100414127 Ran-binding protein 1 P43487 1.08 0.89 0.90 0.96 0.10 14 71.1 4.2E-252
IP100414168 E3 ubiquitin-protein ligase MARCH5 Q9NX47 0.66 0.85 1.00 0.83 0.17 2 10.4 2.73E-39
IPI00414197 | CUL4- and DDB1-associated WDR protein 2 Q9H7D7-1 1.31 1.31 2 4.4 0.00895
IP100414289 | COP9 signalosome complex subunit 1 Q13098-7 0.92 1.00 0.95 0.95 0.04 16 324 | 2.1E-121
Iplo0a14315 | CPidermal growth factor receptor kinase QOHES3-1 127 132 1.22 127 005 | 12 | 234 | 2.9E-133
substrate 8-like protein 2
IP100414320 | 56 kDa autoantigen P50995 1.10 1.10 9 15.9 2.1E-101
IPlo0a14323 | “erine/threonine-protein phosphatase 4 Q5MIz7-1 1.17 1.22 1.20 003 | 2 3.4 | 6.72E-06
regulatory subunit 3B
IP100414384 | Hydroxysteroid dehydrogenase-like protein 2 Q6YN16-1 0.87 1.13 1.08 1.02 0.14 7 22.2 2.2E-171
IP100414410 | 39S ribosomal protein L22, mitochondrial Q9N\1NU5— 0.91 0.98 0.91 0.93 0.04 10 46.6 2.39E-74
IPI00414442 | CDKS5 activator-binding protein C53 Q96JB5-1 1.11 1.13 1.21 1.15 0.05 9 15.8 5.05E-56
IPI00414463 | Leucine carboxyl methyltransferase 1 QouIC8-2 0.84 0.84 3 8.1 0.00059
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IPI00414482 | General transcription factor 3C polypeptide 1 Q12789-2 0.92 0.87 0.80 0.87 0.06 2 1.6 1.06E-11
IPI00414554 S::t';;e'ated protein 2/3 complex subunit 5-like | (gppy 1.14 0.94 1.03 1.03 010 | 7 | 634 | 1.126-74
IPI00414629 | Protein unc-119 homolog B A6NIH7 0.99 1.28 1.28 1.18 0.17 6 34.7 1.94E-30
1PI00414657 Chromosome transmission fidelity factor 18 Q8WVB6- 1.47 131 139 011 7 1 1.8E-120
homolog 2

IPI00414676 | Heat shock 84 kDa P08238 0.98 0.92 0.92 0.94 0.04 80 73.5 0

IPI00414717 | Golgi glycoprotein 1 Q92896-2 0.54 0.57 0.72 0.61 0.10 6 6.2 2.63E-94
IPI00414836 | Osteoclast-stimulating factor 1 Q92882 0.88 1.02 0.96 0.95 0.07 10 57.5 9.2E-222
1P100414852 0.85 0.85 5 39.1 1.89E-14
IP100414858 | Component of oligomeric Golgi complex 3 Q96JB2-1 1.29 1.29 4.5 4.36E-49
IP100414860 | 60S ribosomal protein L37a P61513 0.78 1.03 0.91 0.18 4 31.5 | 2.28E-08
IPI00418125 | Layilin Q6UX15-1 1.20 1.20 7.6 1.01E-20
IPI00418169 | Annexin A2 P07355-2 0.99 1.07 1.07 1.04 0.05 37 72.3 0

IPI00418213 | Rab5 GDP/GTP exchange factor QouJ41-1 1.03 0.94 0.99 0.06 3 3.7 1.11E-07
Ipi0041824g | CPNA FLIS635L, highly similar to Mps one BADKP3 1.07 1.07 2 | 78 | 235623

binder kinase activator-like 2

IPI00418262 | Brain-type aldolase P09972 1.11 1.16 1.11 1.13 0.03 17 38.6 0

IP100418290 | 39S ribosomal protein L14, mitochondrial Q6P1L8 0.91 0.90 0.82 0.88 0.05 4 35.9 5.6E-136
IP100418313 | Double-stranded RNA-binding protein 76 Q12906-4 1.11 1.11 1.07 1.10 0.02 33 41.4 0

IPI00418471 | Vimentin P08670 0.97 0.90 1.01 0.96 0.05 68 85.4 0

IPI00418497 :f;ﬁifg::s‘lrfl:;m:mmgr membrane Q32€Q8-2 0.84 0.81 0.85 0.83 002 | 9 | 219 | 5.7E-208
IP100418603 | Ubiquitin carrier protein R2 Q712K3 1.03 1.04 0.90 0.99 0.08 5 23.1 5.74E-25
IP100419084 | DENN domain-containing protein 5B Q6ZUT9-2 0.68 0.68 2 2 1.53E-09
IPI00419166 | Protein FAM83G A6ND36-1 0.75 0.75 2 2.6 2.14E-05
IPI00419194 | Isoamyl acetate-hydrolyzing esterase 1 homolog Q2TAA2 1.02 1.18 1.10 0.12 3 214 | 1.26E-30
IPI00419235 | Glutathione S-transferase Mu 5 P46439 1.35 1.17 1.26 0.13 12 40.2 | 2.37E-76
IPI00419237 | Cytosol aminopeptidase P28838-1 0.90 0.94 0.92 0.92 0.02 21 53.2 0

IPI00419249 | Macropain subunit C8 P25788-1 0.96 1.08 1.14 1.06 0.09 17 56.9 | 4.9E-163
IPI00419258 | High mobility group protein 1 P09429 1.10 1.06 1.06 1.07 0.02 21 51.2 0

IP100419266 | Complex |-B14 P56556 1.17 1.11 1.21 1.16 0.05 2 15.6 | 0.000574
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IPI00419373 | Heterogeneous nuclear ribonucleoprotein A3 P51991-1 1.10 1.06 1.01 1.06 0.04 23 47.1 0
IP100419473 | RNA polymerase B transcription factor 3 P20290-2 1.33 0.79 0.74 0.95 0.32 15 68.5 1.5E-172
Iplo0a19531 | C1e3vage and polyadenylation specificity factor Q9P210 0.80 1.20 0.86 0.95 022 | 4 8.6 | 2.58E-30
100 kDa subunit
IPI00419535 | Leucine-rich repeat-containing protein 8E Q6NSJ5 0.96 0.96 3 3.8 0.001855
IPI00419575 | Conserved edge-expressed protein Q7L5D6-1 1.14 1.14 3 10.4 | 8.75E-40
IPI00419585 | Cyclophilin A P62937 0.96 1.24 1.21 1.14 0.15 14 81.8 9.8E-282
IPI00419626 | 39S ribosomal protein L55, mitochondrial Q727F7-2 1.00 0.97 0.90 0.96 0.05 2 18.9 1.86E-30
IPI00419721 | EPM2A-interacting protein 1 Q7L775 2.16 0.83 1.29 1.43 0.67 4 9.4 1.17E-21
IPi00419802 | >-NVdroxyisobutyryl-CoA hydrolase, Q6NVY1-1 0.85 1.33 1.10 1.09 024 | 3 | 83 | 5.4£08
mitochondrial
IP100419844 | Inactive ubiquitin-specific peptidase 39 Q53GS9 1.03 0.89 1.06 1.00 0.09 14 28 3.6E-211
IPI00419847 | SH3-containing adapter molecule 1 060504-1 1.28 1.34 1.06 1.23 0.15 7 15.4 | 1.8E-112
IPI00419856 | cDNA FLI54538, highly similar to Transportin-2 B4DRY5 1.10 1.10 9 10.9 1.6E-109
IP100419880 | 40S ribosomal protein S3a P61247 0.80 0.86 0.84 0.84 0.03 25 70.8 0
IP100419894 | CCAAT displacement protein P39880-3 0.91 0.91 2 1.5 8.34E-06
IPI00419903 ﬁ:‘é’f;it:te dehydrogenase domain-containing A6ND91 1.00 1.12 1.06 008 | 2 57 | 0.001907
IP100419932 Putative Ras-related protein Rab-12 Q61Q22 0.88 1.21 1.10 1.07 0.17 7 32 3.83E-87
IP100419979 | C-t-PAK2 Q13177 1.15 1.18 1.04 1.12 0.08 11 31 6.1E-188
IPI00420014 gj?l'("ea;'ng signal cointegrator 1 complex subunit | ;0c) 3 0.96 1.02 1.02 1.00 004 | 41 | 239 0
IPI00420084 | BH3-interacting domain death agonist P55957-2 1.14 0.94 1.04 0.14 3 11.2 1.1E-99
IPI0042010g | 2 OX0glutarate dehydrogenase complex P36957 1.11 1.05 1.05 1.07 003 | 8 21 0
component E2
IPI00423156 | Cdsl 096017-9 1.07 1.07 2 7.7 4.18E-16
IPI00423570 | c-Ki-ras PO1116-2 1.33 1.33 4 26.6 4.22E-67
1P100424460 Endofin Q7Z378-1 1.04 1.01 1.02 0.02 3 3.9 1.98E-53
IP100427242 | rRNA-processing protein FCF1 homolog Q9Y324 0.93 0.92 0.92 0.01 2 10.1 9.54E-20
IP100427330 Ribosome maturation protein SBDS Q9Y3A5 0.75 1.07 1.02 0.94 0.17 14 53.2 7.9E-226
IP100428288 | 39S ribosomal protein L43, mitochondrial Q8N983-4 0.93 0.95 0.94 0.94 0.01 7 42.1 | 3.79E-58
Ipl00428967 | O'like receptor adapter molecule 2 (TICAM-2) | g, ;1 0.85 1.06 1.15 1.02 015 | 5 | 156 | 9.356-16

(Putative NF-kappa-B- activating protein 502).
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Eukaryotic peptide chain release factor subunit

IP100429191 1 P62495 0.76 0.97 0.89 0.87 0.10 11 27.5 2.8E-159
IP100429538 Protein yippee-like 5 P62699 0.83 0.95 0.89 0.08 4 41.3 1.4E-138
IPI00429689 | SeTine/threonine-protein phosphatase 2A P62714 0.92 1.11 1.01 014 | 15 | 57 0
catalytic subunit beta isoform
IPI00430201 | CAlcium/calmodulin-dependent protein kinase | )} 5cc) 1.07 1.07 9 | 261 | 8.4E-255
type Il subunit delta
IPI00430411 f;;i"l‘\r/“/ calmodulin-dependent protein kinase | ), g5e¢ 1.09 0.95 1.02 010 | 2 | 66 | 5.62E52
1100430472 ?ctlvatmg signal cointegrator 1 complex subunit Q8N3CO 1.06 1.06 ) 09 2 62E-05
IP100430803 Uncharacterized protein C20rf79 Q6GMV3 1.19 1.07 1.13 0.09 3 15.7 5.27E-05
IP100430812 | Cellular nucleic acid-binding protein P62633-1 0.97 0.98 0.94 0.96 0.02 11 57.1 0
IP100431082 Coiled-coil domain-containing protein 5 Q96CS2-1 1.03 0.84 1.05 0.97 0.12 5 20.1 4.63E-50
1PI00432363 Zﬂlcrotubule-actln cross-linking factor 1, isoform Q96PK2 092 092 36 3 0
IPI00438170 | Sorting nexin-12 QQU|1VIY4_ 1.21 1.15 1.07 1.14 0.07 9 44.8 | 4.76E-82
IP100438229 | KRAB-associated protein 1 Q13263-1 1.07 1.10 1.02 1.06 0.04 31 53.9 0
IP100438286 | Densin-180-like protein Q96RT1-1 0.98 1.24 1.08 1.10 0.13 6 6.1 2.42E-47
IP100439194 | Methyl-CpG-binding domain protein 3 095983-1 1.12 1.33 1.17 1.21 0.11 6 22 2.2E-69
IP100439948 | Inhibitor of ASPP protein stlUFS_ 0.92 0.98 0.77 0.89 0.11 19 36.1 | 3.3E-205
IPI00440493 | ATP synthase subunit alpha, mitochondrial P25705 1.07 0.96 1.03 1.02 0.06 32 61.1 0
IPI00440502 | Bromodomain-containing protein 2 P25440-2 1.23 1.48 0.98 1.23 0.25 4 6 7.14E-16
IPI00440688 | CDNAFLIS4030, highly similar to Polymerase B4EOLO 1.18 137 1.19 1.25 010 | 9 | 292 | 1.7E-106
delta-interacting protein 3
IPI00440703 | CONA FLI76598, highly similar to Homo sapiens |\ 5 1, 0.97 1.19 1.08 015 | 3 | 149 | 2.48E62
glutathione S-transferase kappa 1, mRNA
Ipio0a4o719 | ARDLhomolog A, N-acetyltransferase (S. A6NMO98 0.86 0.86 11 | 432 | 1.8E-157
cerevisiae), isoform CRA_b
IP100440727 | Bromodomain-containing protein 4 060885-1 1.04 1.04 3 3.6 9.51E-09
IP100440932 | Cellular disintegrin-related protein Q13443-1 0.99 1.40 1.37 1.25 0.23 5 10.6 8.2E-67
IP100441473 72 kDa ICIn-binding protein 014744 0.88 0.87 0.85 0.87 0.01 14 27.2 8.7E-178
IP100441867 | 33 kDa housekeeping protein P40855-1 1.32 0.91 1.12 0.29 2 13 3.7E-114
IP100442073 | Cysteine and glycine-rich protein 1 P21291 0.70 1.00 0.98 0.89 0.17 14 69.4 0
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IPI00442210 | Abelson interactor 2 QI9NYB9-1 1.44 0.90 1.17 0.38 2 7 2.63E-16
CDNA FLI26613 fis, clone MPB05565, highly
IP100442821 | similar to Serine/threonine protein phosphatase Q6ZP32 0.91 0.91 7 16.5 | 7.75E-69
2A, 55 kDa regulatory subunit B, alpha isoform
IPI00443909 | MIR-interacting saposin-like protein Q9Y2B0O-1 1.14 1.00 0.96 1.03 0.09 10 60.4 | 9.9E-251
cDNA FLJ45695 fis, clone FEBRA2013570, highly
IPI00444329 | similar to 2-oxoisovalerate dehydrogenase alpha Q6ZSA3 1.14 1.38 1.26 0.17 2 6.9 2.7E-12
subunit, mitochondrial (EC 1.2.4.4)
IP100444371 | Rabphilin-11 Q5JSH3-1 0.87 0.95 0.91 0.05 3 3.9 3.64E-09
IPI00444452 | Moloney leukemia virus 10 protein Q9HCE1-1 1.23 1.25 1.25 1.24 0.01 12 17.8 | 7.1E-193
IPI00444646 | Putative uncharacterized protein SYNRG A6NEV4 1.04 1.04 4 4.6 1.04E-05
IP100444945 | Apoptosis regulator BAX Q07812-2 1.19 1.15 1.07 1.13 0.06 6 32.1 6E-126
IPI00446294 | Target of Myb-like protein 2 Q62\1/M7- 0.73 0.73 2 9.3 1.53E-79
IPI00446875 52:;‘:3:1“;{ ‘:’t:g;’:i‘r:“f‘)'gi intermediate QoY282-2 0.81 0.98 1.00 0.93 011 | 5 | 111 | 6.826-33
IP100447051 | B-cell CLL/lymphoma 7 protein family member C Q8W2UZO— 1.37 1.37 2 9.1 0.000878
IP100448095 | Carbonyl reductase Il Q7Z24W1 1.16 1.34 1.27 1.25 0.09 43.4 4E-122
IP100448630 | Sterile alpha and Armadillo repeat protein Q6S7ZW1-1 0.95 0.98 0.94 0.96 0.02 8 159 | 6.2E-106
IP100448798 | Casein kinase | isoform alpha P48729-2 0.82 1.06 1.00 0.96 0.12 7 19.5 1.1E-240
IPI00449049 | NAD(+) ADP-ribosyltransferase 1 P09874 1.01 1.11 1.07 1.06 0.05 48 50.6 0
IPI00449197 | GMP reductase Q6PKCO 0.91 1.05 0.98 0.10 3 10 1.02E-28
IPI00450071 | SEN15 homolog Q3wwo1 1.02 1.02 2 22.8 | 3.02E-16
IPI00450472 | Ubiquitin carrier protein BOQYN7 0.98 1.10 1.06 1.05 0.06 5 20.1 1.83E-51
IPI00451941 szN:nszeigzi’uzf:ilZ ;;T:Zr(ltz?: gFTlNé;g')'c'”g BADTS1 0.95 1.10 1.01 1.02 008 | 5 | 24 | 221E-14
IPI00452731 | Complex I-B14.5a 095182 0.72 1.23 0.97 0.36 3 31 1.07€E-09
IPI00453473 | Histone H4 P62805 1.17 0.99 1.06 1.07 0.09 15 65 1.6E-268
IPI00455153 | HIRA-interacting protein 5 Q9UMSO 1.06 0.87 0.84 0.92 0.12 7 30.3 4.4E-106
IP100455210 | ATP-dependent helicase CHD4 Q14839-2 0.95 0.99 1.01 0.99 0.03 27 17.7 0
IPI00455457 | Histone H3 Q5TEC6 1.27 0.94 1.18 1.13 0.17 10 47.8 3.83E-19
IPI00455473 | C219-reactive peptide Q5JRA6-1 1.14 1.01 1.03 1.06 0.07 9 7.7 4.65E-56
IP100456008 | ATP synthase-coupling factor 6, mitochondrial P18859 1.06 1.06 2 24.1 8.2E-66
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IP100456048 | COMM domain-containing protein 2 Q86X83 1.00 1.09 1.01 1.03 0.05 2 7.5 0.002118
IPI00456363 | Ataxin-2 domain protein QSV\{\;VM7 1.05 1.01 0.92 0.99 0.07 18 204 1.2E-114
IP100456429 | 60S ribosomal protein L40 P62987 0.69 0.69 10 60.2 | 1.9E-147
IP100456492 | Ciliary rootlet coiled-coil protein Q5TZA2-1 1.17 1.17 4 1.6 7.18E-10
IPI00456642 | HECT domain-containing protein 3 Q5T447-1 1.29 1.06 1.17 0.16 4 5.6 7.68E-71
IPI00456664 | Nitrilase homolog 1 Q86X76-3 1.04 1.24 1.14 1.14 0.10 5 13.9 | 4.22E-15
IPI00456744 | SH3 domain-binding protein 1 Q9Y3L3-1 1.03 1.03 3 6 3.38E-12
IP100456758 | 60S ribosomal protein L27a P46776 0.87 0.92 0.82 0.87 0.05 7 39.9 | 2.91E-84
IPlo0asegsy | Heterogeneous nuclear ribonucleoprotein U-like |-y 1.17 121 1.13 117 004 | 29 | 351 0
protein 2
IPI00456899 | RING finger protein 169 Q8NCN4 0.74 0.74 2 31 0.001103
IPI00456925 | Cervical mucin-associated protein QouJu6b-1 1.00 1.26 1.00 1.08 0.15 12 35.6 0
IP100456940 | 60S ribosomal protein L7-like 1 Q6DKI1 0.81 0.89 0.88 0.86 0.04 7 27.6 | 3.14E-25
IPI00456969 | Cytoplasmic dynein 1 heavy chain 1 Q14204 1.08 0.96 1.01 1.01 0.06 137 334 0
IP100456983 | ATPase class VI type 11A P98196 0.92 0.92 2 1.5 0.013707
IPI00457347 | Eukaryotic translation initiation factor 1b 060739 0.71 1.18 1.10 0.99 0.25 5 23.5 | 3.57E-71
IPI00464952 | Arginine-rich 54 kDa nuclear protein Q05519 1.30 1.01 0.91 1.07 0.20 5 15.3 3.41E-39
IPI00464979 ﬁ:::pec'f'c succinyl-CoA synthetase subunit Q9P2R7-1 0.92 1.21 1.05 1.06 014 | 7 | 153 | 2.1E-161
IPI00464980 | Histone deacetylase complex subunit Sin3b 075182-1 1.04 1.04 2 3.9 3.49E-29
IP100464999 | Amplified in breast cancer protein 1 Q6AI08 1.50 1.50 2 2.3 3.46E-41
IPI00465028 | Triosephosphate isomerase Q53HE2 1.03 1.08 1.07 1.06 0.03 25 80.4 0
cDNA FLJ50237, highly similar to Homo sapiens
IP100465038 fibulin 2 (FBLN2), transcript variant 1, mRNA B726T9 0.77 1.36 1.31 1.15 0.33 17 21.4 7.2E-303
IP100465044 Protein RCC2 Q9P258 0.85 0.98 0.97 0.93 0.08 15 31 4.5E-107
Putative uncharacterized protein
IP100465054 DKFZp686C1054 Q6MZT3 1.19 1.28 1.29 1.25 0.05 7 244 3.1E-102
IP100465059 Mitochondrial Rho GTPase 2 Q8IXI1-1 1.01 0.98 0.99 0.02 5 12.1 5.41E-51
IP100465070 Histone H3.1 P68431 1.16 1.16 11 39 6.37E-26
IP100465085 FHA-HIT-interacting protein Q6XQN6-1 1.20 1.07 1.13 0.09 4 9.1 5.46E-77
IPI00465132 | Coatomer subunit epsilon 014579 0.85 1.04 1.05 0.98 0.11 15 52.6 | 1.9E-301
IPI00465139 | Acyl-CoA-desaturase 4 Q86SK9-1 0.98 0.83 0.91 0.10 1 5.5 1.77E-06
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Q9NUQ8-

IPI00465160 | ATP-binding cassette sub-family F member 3 1 0.79 1.26 1.07 1.04 0.24 10 19 1.7E-206
IPI00465170 | 5-nucleotidase domain-containing protein 3 Q86UY8-1 0.88 0.88 2 5.3 9.92E-06
IP100465176 | 39S ribosomal protein L28, mitochondrial Q8TCC3-2 2.38 1.00 1.69 0.97 2 11 3.03E-07
cDNA FLJ44241 fis, clone THYMU3008436,
IPI00465179 | highly similar to 6-phosphofructokinase, muscle Q6ZTT1 1.07 1.04 1.04 1.05 0.02 16 19.5 | 3.4E-198
type (EC 2.7.1.11)
IPI00465211 | HZGIJ C9JHT3 0.90 1.01 1.05 0.99 0.07 9 154 | 6.4E-108
IPI00465233 E‘:'r::?r':ct:ntgri”ri:::s” initiation factor 3, subunit | g5 qvgg 0.91 0.98 0.92 0.94 004 | 19 | 359 0
IP100465248 | 2-phospho-D-glycerate hydro-lyase P06733-1 1.08 1.05 1.02 1.05 0.03 47 85.5 0
IPI00465256 | Adenylate kinase 3 Qoul7 1.30 1.04 1.11 1.15 0.13 11 489 | 3.5E-132
IPI00465261 | Endoplasmic reticulum aminopeptidase 2 Q6P179-1 2.13 2.13 1 1.7 0.010038
IPI00465275 | BPM90 Q96S59-1 0.95 1.12 1.12 1.06 0.10 3 5.8 2.7E-154
IP100465290 | Dnal homolog subfamily C member 11 QI9NVH1-1 0.82 0.91 0.80 0.84 0.06 6 15.7 1E-170
IP100465294 | Cell division cycle 5-like protein Q99459 1.10 1.16 1.04 1.10 0.06 27 39.4 1E-297
IP100465296 | Exportin-6 Q96QU8 0.96 1.04 1.00 0.05 4 5.5 3.37E-38
IPI00465308 | GPItransamidase component PIG-S Q96552-1 1.06 1.00 1.40 1.15 0.21 11.7 | 7.23E-56
IPI00465315 | Cytochrome c P99999 0.69 1.05 0.85 0.86 0.18 38.1 | 1.81E-26
IP100465361 | 60S ribosomal protein L13 P26373 0.96 0.83 0.87 0.89 0.07 16 455 | 4.7E-114
IPI00465373 | Cysteine-S-conjugate beta-lyase 2 Q6YP21-1 1.35 1.09 1.43 1.29 0.18 3 12.3 2.33E-42
IPI00465377 | Matrix-remodeling-associated protein 7 P84157-1 1.33 0.96 1.14 0.26 3 23 2.17E-36
IP100465387 | Cell division cycle-associated protein 2 Q69YH5-1 1.60 0.94 1.27 0.47 3 5.1 6.22E-07
IP100465431 | 35 kDa lectin P17931 1.57 1.54 1.67 1.59 0.07 9 37.2 4.35E-60
IP100465432 | Nodal modulator 2 QS5JPE7-1 0.99 0.99 20 22.3 7.3E-260
IPI00465436 | Catalase P04040 0.99 1.05 1.01 1.02 0.03 15 31.1 | 1.2E-259
IP100465443 | TSG-9 Q2TAM9 1.17 0.82 1.03 1.01 0.18 2 14.6 | 5.39E-30
IPI00470422 | ANKyrin repeat and MYND domain-containing Q659G1 1.05 1.05 3 | 65 | 0000739
protein 2
IPI00470498 | PAI1 RNA-binding protein 1 Q8NC51-3 0.63 0.80 0.71 0.12 26 56 0
IPI00470502 | Inorganic pyrophosphatase 2, mitochondrial Q9H2U2-2 1.49 1.12 0.88 1.16 0.31 6 24.4 | 8.2E-155
IPI00470528 | 60S ribosomal protein L15 P61313 0.83 0.87 0.88 0.86 0.02 10 37.3 | 7.4E-125
IPI00470537 | AT-rich interactive domain-containing protein 2 Q68CP9-1 1.17 1.17 2 1.4 0.002326
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IPI00470559 | Ankyrin repeat domain-containing protein 25 Q637Y3-1 0.96 1.81 1.43 1.40 0.43 11 18.9 8.8E-155
IPI00470573 | CONA FLIS1656, highly similar to Actin-like B4DHK9 0.91 1.03 1.06 1.00 008 | 17 | 411 0
protein 2
IPI00470576 | Leucine-rich repeat-containing protein 57 Q8NI9N7 1.10 1.38 1.21 1.23 0.14 8 34.3 2.53E-33
Putative MAPK-activating protein
IPI00470594 | Lo 120/PM22 Q72422-1 121 121 4 | 322 | 11912
IPI00470596 | _onoeous Treellymphomarassociated antigen | q14966.1 | 1.08 0.79 0.80 088 | 014 | 10 | 65 | 481E-24
IPI00470606 | [RVA guanosine-2-O-methyltransferase TRM1L | o)) ) o 0.80 0.93 0.86 009 | 2 5.8 | 4.57E-11
homolog
IPI00470610 | Pyrroline-5-carboxylate reductase 2 Q96C36 0.98 0.91 0.91 0.93 0.04 6 209 | 1.4E-217
IPI00470649 | Nicalin Q969V3-1 1.04 0.95 0.97 0.99 0.04 | 12 | 256 | 1.7E-176
IPI00470674 | Humb5R2 Q9UHQY 0.94 1.15 1.15 1.08 0.12 3 9.2 | 1.11E-05
IPI00470779 | Alpha-taxilin P40222 0.97 1.01 1.00 0.99 002 | 22 | 482 | 9.1E-272
IPI00470883 | Stromal antigen 2 B1AMTS 1.26 1.26 3 28 | 8.87E-13
IPI00472073 | HUA class | histocompatibility antigen, B-59 Q29940 1.05 1.05 7 | 235 | 2.1E-163
alpha chain
IPI00472160 | Guanine nucleotide exchange factor H1 Q92974-2 0.91 1.13 1.02 0.16 22 25.1 0
IPI00472164 | Protein WAVE-2 QOY6WS 1.22 1.10 1.16 008 | 6 149 | 1.47E-54
IPI00472442 | 30 kDa prosomal protein P25786-2 1.02 1.03 1.09 1.05 004 | 14 | 446 | 8E-201
IPI00472794 | FCH domain only protein 2 QOJRZ9-1 1.03 1.44 1.23 029 | 3 7 | 1.85E-78
IPI00472825 | HUA class I histocompatibility antigen, A-32 P10314 1.19 1.19 10 | 337 | 1.85E-86
alpha chain
IPI00472939 | Microsomal signal peptidase 25 kDa subunit Q15005 0.78 1.03 1.17 0.99 0.20 11 46 4.7E-157
IPI00473014 | Actin-depolymerizing factor P60981 0.88 132 130 116 025 | 14 | 515 | 5.6E-209
IPI00473047 i'AMP'aCt'VatEd protein kinase subunit gamma- | o c) 0.92 1.00 1.10 1.01 009 | 5 | 153 | 8.04E-26
IPI00473085 | Dnm1p/Vpslp-like protein 000429-4 1.01 1.23 1.10 111 011 | 38 | 625 0
IPI00473118 | Matrilin-2 000339-1 1.28 1.28 2 34 | 2.59E-09
IPI00477001 | Cell cycle autoantigen SG2NA Q13033-2 1.07 1.07 4 6.6 | 1.02E-41
IPI00477040 | Nucleoporin NUP188 homolog Q5SRES5-1 0.90 1.05 0.98 011 | 3 22 | 2.07E-10
IPI00477118 | Transmembrane protein 214 Q6NUQ4 0.88 1.18 1.30 1.12 021 | s 9.3 | 5.54E-06
IPI00477231 | Beta-hexosaminidase 060502-1 1.15 1.39 1.20 1.25 0.13 6 7.6 | 3.4E-59
IPI00477313 | Heterogeneous nuclear ribonucleoproteins P07910-1 1.09 1.09 21 50.3 0
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c1/c2

IP100477355 | KIF1-binding protein Q96EKS5 0.89 1.22 1.25 1.12 0.20 5 12.6 | 2.5E-235
IPI00477468 Egﬁgigmerase'asswated protein CTR9 Q6PD62 0.97 0.97 2 | 25 | 0008216
IPI00477494 | Drl-associated corepressor Q14919-2 1.20 1.01 1.15 1.12 0.09 2 9.9 1.64E-08
IPI00477505 | Ankyrin repeat domain-containing protein 28 015084-1 0.84 0.84 3 3.8 5.83E-27
IPI00477526 | UPF0550 protein C70rf28 095766 2.71 2.71 2 5.4 5.37E-06
IPI00477661 | Zinc finger protein 91 homolog Q96JP5-1 1.15 1.01 1.16 1.11 0.08 3 10.4 | 5.06E-48
IPI00477686 | ATP-dependent helicase GTF2F2 P13984 1.05 0.98 1.00 1.01 0.04 9 41.4 | 2.82E-23
IPI00477763 | CDC42-binding protein kinase beta Q9Y5S2 1.08 1.08 2 1.5 0.000953
IP100477802 Nuclear phosphoprotein p21/SIIR Q15170-2 5.00 1.54 1.67 2.74 1.96 1 7.5 5.69E-16
IPI00477806 | TSC22 domain family protein 2 075157-1 1.33 0.71 1.02 0.44 4 13.8 1.73E-13
IPI00477971 | Transducin beta-like protein 3 Q12788 0.75 0.91 0.85 0.83 0.08 14 26.2 1E-216

IPI00478068 fg‘;ttzf::ggirsoi:zﬁerase C-terminal domain- Q8NEC7 1.09 0.86 0.98 017 | 3 | 66 | 298616
IPI00478127 | Transcription elongation factor A protein-like 3 Q969E4 1.40 1.40 4 22.5 | 7.5E-102
IPI00478128 ::’!\'rzszl;’fgégz'|;‘:]ihly similar to Transcriptional | g g 0.99 0.89 0.97 0.95 005 | 7 15 | 1.71E-25
IPI00478229 | Ribonuclease P (30kD) (RPP30) Q5vUull 0.89 1.07 0.91 0.96 0.10 7 24.4 1.5E-23

IPI00478230 | Retinoblastoma-binding protein 5 Q15291-1 1.22 1.22 2 3.7 0.000535
1PI00478231 Rho cDNA clone 12 P61586 0.83 1.11 1.14 1.03 0.17 11 46.1 1.7E-212
IPI00478278 ifjtzir:tleasome'aSSOCiated UCH37-interacting | 199g71-2 0.95 0.95 3 | 131 | 6.43E-59
IPI00478390 | Cyclin-dependent kinase inhibitor 2A, isoform 4 Q8N726 1.58 1.58 1 11 0.002415
IPI00478410 | ATP synthase subunit gamma, mitochondrial P36542-1 1.02 0.96 1.04 1.01 0.04 10 349 | 2.13E-55
IP100478450 | Complex I-ESSS QI9NX14-2 1.18 0.99 1.14 1.10 0.10 2 20.9 8.25E-52
IPI00478496 | Ribonuclease P protein subunit p40 075818-1 0.88 0.80 0.84 0.06 3 16.3 | 4.8E-100
IPI00478521 | Rab-interacting lysosomal-like protein 1 Q5EBL4-1 0.85 0.85 1 2.7 0.005512
IPI00478657 | G-rich sequence factor 1 Q12849 0.71 0.83 0.83 0.79 0.07 7 21 5.7E-23

IP100478758 | UPFO557 protein C100rf119 Q9BTE3-1 0.86 1.26 1.14 1.09 0.20 5 11.5 | 4.63E-64
IPI00478834 | Arginine and glutamate-rich protein 1 Q9N\1NB6- 1.27 1.27 4 11.7 | 9.72E-07
IPI00478838 | Fatty acyl-CoA reductase 1 Q8WVX9 0.67 0.67 0.67 0.00 3 7.4 1.62E-21
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IP100479018 | Melanoma differentiation-associated protein 9 000560-2 1.37 1.72 1.54 0.25 7 42.5 | 1.5E-195
IPI00479058 | 40S ribosomal protein S15 P62841 1.02 0.91 0.83 0.92 0.09 5 31 3.9E-114
IPI00479125 | Formin-binding protein 2 075044 1.10 1.12 1.11 0.02 3 3.2 2.53E-22
IPI00479186 | Cytosolic thyroid hormone-binding protein P14618-1 1.05 1.18 1.17 1.13 0.07 49 77.4 0
IPI00479191 | Heterogeneous nuclear ribonucleoprotein H P31943 1.07 0.99 1.00 1.02 0.04 16 45.6 0
IPI00479217 | Heterogeneous nuclear ribonucleoprotein U Q00839-2 143 143 43 46.7 0
IPI00479262 E“karymic translation initiation factor 4 gamma | ¢4, 5 0.97 0.91 0.94 004 | 48 | 324 0
IPI00479306 | Macropain epsilon chain P28074 0.94 0.93 1.03 0.97 0.05 13 43 0
IP100479307 | Cellular myosin heavy chain, type B P35580-2 1.03 1.06 1.04 0.02 83 41.8 0
IPI00479385 gr'gtc:itg"ser°t°“i" O-methyltransferase-like 095671-1 | 098 0.85 092 | 009 | 3 | 95 | 712641
IPI00479534 g?t‘:i‘;tt?;r:e::‘;:e: tfglr fg’ &(tgznscriptm“a' Q5IWT2 111 131 0.77 1.06 027 | 3 | 35 | 2.64E17
IPI00479571 | Putative uncharacterized protein DTNBP1 A6NFV8 1.17 1.17 1 4.5 | 0.008359
IPI00479676 | Cancer/testis antigen 89 060271-4 0.98 0.98 25 255 0
IPI00479722 | 11S regulator complex subunit alpha Q06323 1.11 1.17 1.14 0.04 17 65.9 0
IPI00479724 | CD11 antigen-like family member C P20702 1.13 1.13 1 0.8 0.00129
IPI00479743 | ANKRD26-like family C member 1A Q6S8J3-1 1.03 0.76 0.90 0.19 14 11.8 0
IPI00479786 | Far upstream element-binding protein 2 Q92945-1 1.24 0.97 0.95 1.05 0.16 34 51.6 0
IPI00479793 r'\:iizhciﬁg:;?:f“lfo’(ide reductase B3, Q8IXL7-2 1.01 1.09 1.05 006 | 2 | 318 | 9.01E-08
IPI00479877 | 4-trimethylaminobutyraldehyde dehydrogenase P49189 0.94 1.22 1.10 1.09 0.14 10 20.7 | 5.34E-92
IP100479905 | Complex I-PDSW 096000 0.98 1.05 1.09 1.04 0.06 10 59.9 1.12E-91
IPI00479997 | Leukemia-associated phosphoprotein p18 P16949 1.61 1.22 1.20 1.34 0.23 20 79.2 5E-201
IP100480022 | Golgi complex-associated protein of 16 kDa Q725G4 0.97 1.31 1.32 1.20 0.20 3 27 4.22E-30
IP100480028 | Putative uncharacterized protein ABI1 A6NFN2 1.24 1.24 2 5.7 2.68E-19
IPI00480056 | Ras-related protein Rab-4A P20338 1.12 1.17 1.16 1.15 0.03 9 42.2 | 6.9E-123
IPI00480103 | Protein FAM83D Q9H4H8-1 0.34 0.99 0.67 0.46 2 3.4 3.96E-06
IPI00480142 | Cullin-4B Q13620-2 1.14 1.22 1.18 1.18 0.04 28 32.2 0
IPI00480187 | Histone lysine demethylase PHF8 Q9UPP1-1 1.03 1.03 2 2.7 2.05E-12
IPI00513791 | Dedicator of cytokinesis protein 7 Q96N67-1 0.83 1.13 0.87 0.94 0.16 6 4.5 8.49E-26
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IPI00513805 | Mitochondrial ribosomal protein S18A A6XND3 1.01 0.86 0.91 0.93 0.07 3 14.4 1.82E-38
IPI00513827 E‘I‘(t;’zt;‘g;:wj;c;e”zed protein QSHYG? 0.91 0.98 1.02 0.97 006 | 6 | 172 | 548673
IPI00513833 | Transmembrane protein 9 B1ALM4 1.02 1.02 2 12.5 5.81E-19
IPI00513853 | Syntaxin 12 B1AJQ6 1.19 1.09 1.16 1.14 0.05 7 32.4 3.3E-211
IPI00514021 | Guanylate kinase 1 B1ANH3 1.15 1.15 1 3.8 2.51E-07
IPI00514027 :2: ;h:fe';fg::el'” 90kDa alpha (Cytosolic), Q5TOWS 0.01 0.01 14 | s3 0
IPI00514173 | Cyclophilin-33B Q3s611 1.04 1.09 1.07 0.03 8 22.3 5.62E-28
IP100514213 | Zinc finger, AN1-type domain 5 Q5QPB1 0.96 0.80 0.85 0.87 0.08 2 19.6 2.4E-180
IPI00514311 | CTTNBP2 N-terminal-like protein Q9P2B4 1.04 1.29 1.17 0.18 2 8 5.73E-21
IPI00514340 | Methyltransferase-like protein 13 Q8N6R0-5 1.09 1.13 1.11 0.03 4 53 1.51E-05
IPI00514399 | Putative uncharacterized protein RPS27 Q5T4L4 0.62 0.83 0.70 0.72 0.10 4 39.4 5.22E-40
IPI00514424 | Palmitoyl-protein thioesterase 1 Q5T0S6 0.94 0.79 0.94 0.89 0.09 6 29 1.98E-86
IPI00514501 | Chromosome 1 open reading frame 57 Q5TDFO 1.15 1.11 1.12 1.13 0.02 7 38.2 7.16E-56
IPI00514506 | 39S ribosomal protein L24, mitochondrial Q96A35 0.92 0.85 0.88 0.88 0.03 6 20.8 8.84E-09
IPI00514550 E?g’:ﬁ/ Z'i"n:‘i?asrsif;;{;'::ﬂﬁ;';YMUZOOZSS& Q8N1K8 1.07 1.07 19 | 29 | 3.25E-9
IP100514558 | Polyamine-modulated factor 1 Q6P1K2-2 1.20 1.20 2 13.5 | 6.56E-34
IPI00514587 | Seryl-tRNA synthetase Q5T5C7 0.87 1.09 1.04 1.00 0.12 27 53.4 0
IPI00514593 | Tetratricopeptide repeat domain 4 Q5TA95 0.83 0.86 0.85 0.02 3 15.1 | 2.97E-86
IPI00514611 | Putative uncharacterized protein BCAP29 A6NCU1 1.05 1.05 2 8.6 2.01E-05
IPI00514619 | C2orf4 protein Q5R2V8 0.90 1.09 0.90 0.96 0.11 4 12.7 1E-115
IPI00514622 | Ran-binding protein 6 060518 0.98 1.17 1.11 1.09 0.10 10 11.4 | 2.84E-52
IPI00514705 | WASH complex subunit FAM21C Q9Y4E1-1 1.26 1.26 9.9 6.88E-49
IPI00514769 | Ankyrin repeat domain-containing protein 28 015084-2 0.98 1.55 1.26 0.40 4 6.1 5.29E-21
IPI00514832 | RING finger protein 109 Q9BRZ2-1 1.76 1.76 2 5.4 4.2E-205
IPI00514856 | Protein NICE-4 Q14157-2 1.35 1.01 0.97 1.11 0.21 15 22.3 0
cDNA FLJ58025, highly similar to Homo sapiens
IPI00514863 | mitochondrial translational release factor 1-like BADMX1 0.87 0.87 2 7.6 0.016899
(MTRF1L), mRNA

IPI00514926 | Guanylate kinase 1 B1ANH2 1.94 1.12 1.53 0.58 4 11.8 | 3.95E-06
IPI00514951 | Golgi phosphoprotein 3-like Q5T516 1.11 0.99 1.05 0.08 9.1 5.82E-30
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Heat shock protein 90kDa alpha (Cytosolic),

IPI00515119 Q5TOWS 0.94 0.99 0.96 004 | 16 | 735 0
class B member 1
IPI00549189 | Endopeptidase 24.15 P52888 1.00 1.02 1.03 1.02 001 | 19 | 289 | 1.6E-253
IPI00549205 | DNA repair protein RAD50 Q928782 1.07 1.00 111 1.06 005 | 9 | 102 | 7.6E-270
IPI00549232 ;':mned'” type-lll domain-containing protein | gy c 4 1.10 1.10 2 28 | 2.12E-13
IPI00549248 | Nucleolar phosphoprotein B23 P06748-1 0.99 0.85 0.84 0.89 008 | 21 | 619 0
IPI00549296 | SAP30-binding protein Q9UHRS5-1 1.29 1.29 2 78 | 8.29E-08
IPI00549343 | Cellubrevin Q15836 118 121 121 1.20 002 | 7 50 0
IPI00549361 | Polyamine-modulated factor 1 Q6P1K2-1 0.97 0.89 0.93 006 | 3 | 17.1 | 1.07E-78
IPI00549381 | 395 ribosomal protein L1, mitochondrial Q9BYD6 0.95 0.75 0.82 0.84 010 | 7 | 258 | 3.3E-149
IPI00549389 | Methyltransferase-like protein 11A Q9BVS6 0.85 0.90 0.95 0.90 005 | 5 | 188 | 6.83E-65
IPI00549434 | Septin-8 Q92599-1 117 1.27 1.44 1.29 014 | 6 | 141 | 2.92E-51
IPI00549467 | Nitrilase homolog 2 QINQR4 0.91 1.03 1.04 0.99 007 | 9 | 435 | 2.6E-156
IPI00549516 | Target of EGR1 protein 1 Q96GMS 1.02 1.08 0.90 1.00 009 | 4 | 129 | 2.86E-35
IPI00549540 i’nﬂmvated protein kinase-interacting protein | g\ 1 0.91 1.02 0.97 007 | 2 | 66 | 497624
IP100549564 | Acetoacetyl-CoA synthetase Q5QPH3 1.58 1.58 3 49 1.3E-31
IPI00549664 | Testis-expressed sequence 10 protein QINXF1 0.95 1.15 0.88 0.99 0.14 7 9.7 6.7E-124
IPI00549672 igs proteasome non-ATPase regulatory subunit | g ;1 1.01 1.08 1.05 005 | 20 | 515 0
IPI00549725 | BPG-dependent PGAM 1 P18669 1.09 0.97 0.96 1.01 007 | 18 | 622 0
IPI00549736 ’;cm’at'“g signal cointegrator 1 complex subunit | 5,110 4 0.84 133 0.87 1.01 028 | 3 53 | 0.000391
IPI00549761 | /SParagine-linked glycosylation protein 1 QoBT22 0.98 0.98 1 2.8 | 0.000299
homolog

IPI00549766 | Protein FAM40A Q5VSL9-1 0.99 122 1.25 1.15 014 | 5 82 | 2.42E-42
IPI00550020 | Parathymosin P20962 137 0.84 136 1.19 030 | 4 | 235 | 1.21E-20
IPI00550021 | 60S ribosomal protein L3 P39023 0.87 0.93 0.89 0.90 003 | 23 | 50.6 | 9.8E-242
IPI00550037 | 28S ribosomal protein S15, mitochondrial P82914 1.01 0.86 0.94 0.94 008 | 9 | 245 | 1.78E-19
IPI00550069 | Placental ribonuclease inhibitor P13489 0.92 1.19 1.13 1.08 0.14 28 76.1 0
IPI00550165 Sshydmge”ase/ reductase SDR family member Q6IANO 1.07 1.19 1.20 1.15 007 | 3 92 | 1.9E-65
IPI00550181 | Charged multivesicular body protein 2b Q9UQN3 1.14 1.30 1.09 1.18 011 | 5 | 22.5 | 5.75E-45
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IPI00550191 | Hepatocellular carcinoma-associated antigen 59 Q9NZ63 1.08 1.08 3 10.7 | 1.02E-09
IPI00550192 | Aminopeptidase P3 Q9N3H7_ 0.89 1.01 1.04 0.98 0.08 3 10.1 4.2E-74
IPI00550234 | Actin-related protein 2/3 complex subunit 5 015511-1 1.02 1.17 1.20 1.13 0.10 11 72.8 | 9.3E-198
IPI00550239 | Histone H1 P07305 1.03 1.11 1.21 1.12 0.09 6 29.4 1.57E-54
IPI00550364 | Glucose phosphomutase 2 Q96G03 0.77 1.01 1.03 0.94 0.14 17 30.6 2.2E-93
IPI00550380 | Transmembrane protein 160 QINX00 0.84 0.84 2 16 0.001102
IPI00550440 | Transmembrane protein C20rf18 Q8N357 0.85 0.96 0.90 0.08 1 3.2 4.35E-10
IPI00550451 Z’f;:;e! ;':ar%‘:inc";i;apur:ittei“ phosphatase PP1- P62136 0.83 1.09 1.09 1.00 015 | 19 | 53 0
IPI00550477 Egz'tﬁ::zgrg:'oi:ﬁewed G-patch domain- QBRRS 1.02 1.02 2 | 53 | 6.67E12
IPI00550523 | Atlastin-3 Q6DD88-1 0.91 1.13 1.26 1.10 0.18 14 36.4 | 7.6E-264
IPI00550655 | Ovarian cancer-related protein Q9Y657 1.16 1.36 1.24 1.25 0.11 7 38.2 | 8.12E-58
IPI00550689 | UPF0027 protein C220rf28 Q9Y3I0 0.86 1.08 1.06 1.00 0.12 22 55.2 | 2.6E-248
IPI00550746 | Nuclear distribution protein C homolog Q9Y266 1.06 0.92 0.93 0.97 0.08 18 46.8 | 2.8E-134
IPI00550766 | Novel nuclear protein 1 P56182 0.74 0.92 0.88 0.85 0.10 6 15.8 | 4.43E-92
IPI00550781 | PRKR-interacting protein 1 Q9H875 1.53 1.19 1.36 0.24 2 10.3 | 0.001338
IPI00550815 | Proline-rich protein 14 Q9BWN1 0.82 0.82 1 1.4 0.010766
IPI00550854 | Limitrin Q9BRK3-1 1.44 1.44 1 2 0.002725
IPI00550882 | Pyrroline-5-carboxylate reductase B4DMUO 1.02 0.87 1.04 0.97 0.09 6 26.6 | 3.8E-109
IPI00550917 | A6-related protein Q61BS0O 1.24 1.25 1.14 1.21 0.06 13 46.4 3.8E-270
IPI00550977 | Coiled-coil domain-containing protein 21 Q6P2H3-1 0.55 0.55 2 4.5 3.26E-53
IPI00550987 | Centrosomal protein 4 Q66GS9-1 1.10 1.10 1 1 0.017129
IPI00550995 | Nucleolar protein 17 homolog QIONWSO0 1.02 1.04 1.03 0.01 3 16.2 1.4E-106
IPI00551002 ;i’:‘:bz';:ii 1;;,(2:5%2;"}::2 ;0 Nuclear BADSA1 1.43 1.43 3 75 | 4.376-08
IPI00551024 | ATP-dependent dihydroxyacetone kinase Q3LXA3 1.56 1.40 1.48 0.11 5 12.9 1.16E-58
IPI00551062 | CTG repeat protein 4a Q9BT09-1 1.54 1.10 1.30 1.31 0.22 4 12.2 | 2.01E-87
IPI00552073 | ATP-dependent RNA helicase #3 060231 0.98 1.07 0.97 1.00 0.06 11 13.3 | 1.1E-117
IPI00552149 | PHD finger protein 6 Q5JRC6 1.10 1.35 1.11 1.19 0.14 9 31.1 | 1.87E-76
IPI00552277 | Ubiquitin-like 4A Q5HY81 1.13 1.00 1.07 0.09 7 41.7 7.65E-33
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IPI00552413 | C-2K P50750-2 0.89 1.14 1.07 1.04 0.13 8 17.4 3.2E-133
IP100552452 | Ubiquitin-like modifier activating enzyme 1 Q5JRS2 1.21 1.79 1.50 0.41 8 26.9 8E-115
IPI00552495 | Phosphoribosyl pyrophosphate synthetase 1 B1ALA9 0.93 0.98 0.96 0.04 16 78.9 1.1E-163
IPI00552569 | ATP-dependent helicase ERCC6-like Q2NKX8 0.93 1.04 1.09 1.02 0.08 5 7.8 2.16E-94
IPI00552587 | CKIl beta-associating protein Q8TAES8 0.96 0.81 0.87 0.88 0.08 6 32.4 2.25E-41
IPI00552634 | Chromosome 20 open reading frame 27 Q5JX81 1.08 0.89 0.91 0.96 0.11 3 20.1 1.2E-130
IPI00552756 | Translation initiation factor IF-3, mitochondrial Q9H2KO 1.17 1.17 1 4 4.86E-06
IPI00552849 | Protein FAM76B QS5HYJ3-1 1.00 1.00 1 3.2 1.27E-23
IP100552897 | Mediator of DNA damage checkpoint protein 1 Q14676-1 0.97 0.79 0.88 0.13 4 4.7 3.58E-31
IP100552920 | Exosome complex exonuclease RRP43 Q96B26 0.92 0.94 0.95 0.94 0.02 4 246 | 7.13E-31
IPI00553067 | Coiled-coil domain-containing protein 132 Q96JG6-1 0.66 0.66 2 3.2 2.41E-96
IPI00553080 | Ubiquitously-expressed transcript B1AJQO 1.03 1.03 3 37 4.77E-34
IPI00553131 | Galactowaldenase Q14376 0.85 1.20 1.02 0.24 4 16.1 1E-114
IPI00553153 | ATPase inhibitor, mitochondrial Qaull2 1.07 1.02 1.04 0.03 4 22.4 2.18E-12
IPI00553169 | Putative uncharacterized protein FLNA A6NDY9 0.96 1.00 1.00 0.99 0.02 139 68.9 0
IPI00553175 | G patch domain-containing protein 6 Q8N5A5-1 0.90 1.08 1.17 1.05 0.14 2 5.5 2.32E-40
IPI00553185 | CCT-gamma P49368 0.84 0.97 0.92 0.91 0.06 36 62.2 0
IPI00553199 | Rad51 Q6TAR4 0.75 0.95 0.85 0.14 3 8.2 5.4E-125
IPI00554436 | Arginine/serine-rich-splicing factor 14 Q8IX01-3 1.17 1.17 4 6.3 4.71E-08
IPI00554481 | 4F2 cell-surface antigen heavy chain P08195-4 0.71 0.81 0.97 0.83 0.13 8 16.9 | 3.03E-72
IPI00554521 | Cell proliferation-inducing gene 15 protein P02794 1.41 1.27 1.36 1.34 0.07 4 22.4 | 2.03E-22
IPI00554541 | Acetolactate synthase-like protein A1L0TO-1 0.93 1.00 1.25 1.06 0.16 6 14.6 | 2.48E-88
IPI00554560 | Lysine-rich nucleolar protein 1 Q1ED39 2.50 1.10 1.80 0.99 3 10.3 | 4.82E-17
IPI00554589 | Ferrochelatase Q8NANO 1.44 0.85 1.02 1.10 0.30 4 13.3 4.39E-34
IPI00554590 | Rab3 GTPase-activating protein 150 kDa subunit Q9HfM9- 1.18 1.12 1.09 1.13 0.05 13 10.8 6.2E-39
IP100554681 | Complex | subunit B13 Q16718 1.13 1.06 1.10 0.05 44 9.97E-49
IP100554701 | Complex Ill subunit 9 QouDW1 0.84 0.84 1 27 6.86E-65
IPI00554705 | dCMP deaminase P32321-2 0.90 0.95 1.06 0.97 0.08 5 36 3.6E-178
IPI00S54737 | Medium tumor antigen-associated 61 kDa P30153 0.90 1.06 1.03 1.00 009 | 32 | 57 0

protein
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IPI00554742 | Antiapoptosis clone 11 protein Q9BZZ5-2 1.01 1.12 1.03 1.06 0.06 21 44.2 2.5E-244
IPI00554761 :;gn:‘amt’g:Za?r:;‘:gpp:gfg?:slome'bi”di”g P05114 0.97 0.97 1 14 | 0.012515
IPI00554777 | Asparagine synthetase [glutamine-hydrolyzing] P08243 0.66 0.72 0.78 0.72 0.06 14 29.8 | 4.7E-208
IP100554788 | Cell proliferation-inducing gene 46 protein P05783 0.88 1.04 1.02 0.98 0.09 18 38.6 | 3.4E-270
IPI00555565 | Putative heat shock protein HSP 90-beta 4 Q58FF6 0.96 0.98 0.97 0.02 10 119 | 2.9E-161
cDNA FLJ32471 fis, clone SKNMC2000322, highly
IPI00555597 | similar to Peptidyl-tRNA hydrolase 2, Q96ME4 0.96 0.90 0.95 0.94 0.03 5 35 1.5E-116
mitochondrial (EC 3.1.1.29)
IPI00555647 ff:;cr::fofran:zrz irfr':(')rl'zé f%rizse;';;?lalfvariant Q59GA1 1.05 1.00 1.05 1.03 003 | 8 | 311 | 6.67E-94
IPI00555703 | Transmembrane protein 41B Q5BJD5-1 1.04 0.93 1.19 1.05 0.13 2 9.3 1.19E-40
IPI00555744 | 60S ribosomal protein L14 P50914 0.82 0.87 0.84 0.84 0.03 12 45.5 | 1.4E-304
IPI00555838 | ELKL motif kinase 1 Q7KzI7-1 0.95 0.95 4 7.5 8.37E-08
IP100555883 | Dnm1lp/Vpslp-like protein 000429-2 1.17 1.17 38 63.6 0
IPI00555956 | 26 kDa prosomal protein P28070 1.02 1.00 1.06 1.03 0.04 8 42.8 6.3E-213
IPI00555957 | Heat shock 90 kDa protein 1 alpha-like 2 Q58FG1 1.00 0.98 0.99 0.02 5 13.2 1.29€-77
IP100556027 | BAG family molecular chaperone regulator 5 Q9oUL15-2 0.90 0.90 2 7.6 5.53E-46
IPI00556369 | 61E3.4 Q96Q15-1 0.85 1.37 1.09 1.10 0.26 4 1.7 1.12E-25
IPI00556385 | ADP-dependent glucokinase Q9BRR6-1 1.05 0.54 0.80 0.36 5 16.1 6.4E-07
IPI00556430 | Syntaxin 16 isoform a variant Q59G13 1.10 1.10 2 6 5.13E-11
IPI00556451 | Electron transfer flavoprotein subunit beta P38117-2 0.93 1.05 1.05 1.01 0.07 17 48.6 | 2.8E-229
IPI00556494 | Activator-recruited cofactor 36 kDa component Q9NPJ6 0.66 0.66 5 26.7 | 3.57E-58
poossosn | Srrelreoine o ostne e | s s o
IPI00556532 | Putative uncharacterized protein TAF9 A8MSZ6 0.76 0.76 4 31.4 | 5.76E-09
IPI005S6553 | AT Pinding cassette sub-family B member7, | 50, 1.00 1.00 2 4 | 0010402
mitochondrial
IPI00556594 | Zinc finger CCHC domain-containing protein 8 Q6NZY4-1 0.75 0.75 4 11 7.33E-09
IPI00604464 | Ubiquitin-protein ligase E3C Q15386-1 0.96 0.96 4 4.2 3.42E-20
IPI00604523 | Myosin regulatory light chain MRCL3 variant Q53HL1 1.04 0.91 0.97 0.97 0.06 11 64.4 0
IPI00604527 | Threonine--tRNA ligase Q9BW92 0.68 0.70 0.69 0.01 5 8.9 7.85E-13
IPI00604566 | DNA fragmentation factor 45 kDa subunit 000273-2 0.93 0.93 4 25 4.66E-81
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IPI00604590 | Nucleoside diphosphate kinase Q32Q12 0.94 1.01 0.98 0.98 0.03 16 66.1 | 7.6E-279
IPI00604598 ﬁ;f;:’;;;‘l’;sa; Ja,\'fjigg'e demethylase and lysyl- Q6NYC1-3 0.97 0.96 0.80 0.91 010 @ 4 14 | 1.25E-70
IPI00604620 | Nucleolin P19338 1.07 0.81 0.91 0.93 013 | 46 | 43.8 0
IPI00604624 fer;‘;‘:rcc;zzi;::rgael::'ir:rs;i;rfhmmosoma' Q9GZT8-1 0.93 0.70 1.11 0.91 021 | 5 | 172 | 2.36E-35
IPI00604647 | HPK/GCK-like kinase HGK 095819-3 1.15 1.08 0.85 1.03 016 | 7 6.6 | 1.06E-60
IPI00604664 _mz:;:biq”im”e oxidoreductase 75 kDa B4DJAO 0.83 0.98 1.05 0.95 011 | 15 | 30 | 9.3E-260
IPI00604756 | Nuclear receptor-binding protein Q9UHY1 1.09 1.16 1.18 1.14 0.05 8 19.4 | 5.15E-68
IPI00604759 zgmg:::z;elmamate hydrolase domain B1AK40 0.89 1.08 112 1.03 012 | 6 | 331 | 3.3(-119
IPI00607554 | Deubiquitinating enzyme 47 Q96K76-1 1.19 1.20 1.19 000 | 6 6.3 | 5.73E-72
IPI00607584 | Myb-binding protein 1A Q9BQGO-2 0.92 0.88 0.80 0.87 006 | 22 | 209 | 4.6E-273
IPI00607685 5\';‘12?3‘;:“; 5:5-P1,P6-hexaphosphate Q9NZJ9-1 0.98 1.29 1.13 022 | 5 | 306 | 1.19€-23
IPI00607799 | 3-hydroxybutyrate dehydrogenase type 2 Q9BUT1-1 0.94 1.31 1.39 1.21 0.24 5 22 1.03E-58
IPI00607861 | 6-phosphogluconolactonase 095479 1.50 1.50 2 4 1.02E-30
IPI00619921 | Death-associated transcription factor 1 Q9BTCO-4 1.07 1.30 1.19 0.16 5 3.5 2.54E-27
IPI00619930 | tRNA pseudouridine synthase A Q9Y606-1 1.03 0.81 0.92 016 | 4 | 117 | 1.32E-49
IPI00639805 | Glutathione S-transferase Mu 2 P28161 1.16 1.16 13 | 51.4 | 1.3E-104
IPI00639811 | 40 kDa Rab9 effector protein Q7z6M1-1 0.76 0.90 0.83 010 | 4 | 185 | 1.99e-16
IPI00639841 | Delta(3),delta(2)-enoyl-CoA isomerase 075521-1 0.92 1.09 111 1.04 0.11 30.5 | 5.3E-50
IPI00639925 | Exportin-6 Q96QU8 121 121 4 4 | 2.02E-20
IPI00639931 | Adenylyl cyclase-associated protein 1 Q01518-2 1.09 1.09 32 62.4 0
IPI00639957 CmOeat;t\'/‘l';;rSf:::ialteg;frfr';'":R Ab A6NN38 1.04 0.94 0.98 0.99 005 | 5 9.9 | 5.84E-52
IPI00639982 | Putative uncharacterized protein DYNLT3 A6NGIJO 1.36 1.15 1.26 0.15 1 11.2 3.05E-56
IPI00640088 | Casein kinase 2 beta polypeptide Q5SRQ6 0.97 0.96 0.98 0.97 0.01 7 38 3E-219
IPI00640197 | Tripeptidyl peptidase II Q5VZU9 0.93 0.93 0.97 0.94 003 | 16 | 193 | 2.4E-129
IPI00640276 | EF-hand domain-containing family member Al Q8IYus 0.86 0.86 2 5.3 4.41E-75
IPI00640316 | Putative uncharacterized protein ZNF414 A8MY94 0.85 1.30 1.08 0.32 2 8.5 2.77E-44
IPI00640341 | 38 kDa FK506-binding protein Q143181 1.14 1.24 1.19 007 | 9 | 27.2 | 1.4E-184
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IP100640416 NA 1.22 1.22 8 49.7 1.39E-40
IPI00640525 | Carrier family 6, member 8 variant Q59EV6 1.12 1.09 1.22 1.14 0.07 8.2 3.2E-146
IP100640703 Exportin-5 Q9HAV4-1 0.73 0.88 0.90 0.84 0.09 17 17.6 1.4E-296
1100640747 Putative mltochon.dnél import inner membrane Q5SRD1 0.80 0.80 5 10.5 4.82E-42
translocase subunit Tim23B
IPI00640817 | Adenylate kinase 1 variant Q53EY8 1.23 1.14 1.18 1.18 0.05 13 41.9 7.3E-93
IPI00640818 | Neuropathy target esterase Q8lY17-1 1.05 1.05 2 2.4 3.17E-10
Iplo0gaog33 | Acidic (Leucine-rich) nuclear phosphoprotein 32| o7, 1.18 1.04 1.11 010 | 7 | 377 | 5.1E-213
family, member E
IPI00640867 | Putative uncharacterized protein GNAS A6NI00 1.19 1.19 11 38.5 6.89E-81
IPI00641076 | cDNA FLJ56056 B4DEQ9 0.71 0.95 0.83 0.17 3 3.7 2.95E-87
IPI006a1124 | CONA FLIS5777, highly similar to DCN1-like BADH25 1.46 1.46 2 62 | 1.09E-05
protein 4
IP100641177 Protein FAM39A QI9NQA3 1.24 1.29 1.26 0.04 4 12.1 3.55E-86
IPI00G41181 | Macrophage myristoylated alanine-rich Ckinase | o g0 1.64 1.08 1.06 1.26 033 | 2 | 144 | 2.13E-23
substrate
IP100641330 E3 ubiquitin-protein ligase RING1 Q06587-1 1.22 1.22 1 3.4 9.58E-08
IPI00641364 | Putative uncharacterized protein PPAN C9J3F9 0.82 0.85 0.83 0.02 4 5 7.32E-38
IPI00641384 | Protein transport protein Sec16A 015027-1 1.54 1.54 4 4.4 6.2E-16
IPI00641523 | PDZ domain-containing protein 11 Q5EBL8-2 1.24 1.24 2 19.9 1.82E-40
IP100641582 | BAG family molecular chaperone regulator 3 095817 1.16 0.76 0.95 0.96 0.20 6 18.1 1.05E-44
IPI00641635 ’:;%ha'kemg'“tarate'depe”de“t dioxygenase Q9C0B1-1 0.77 1.19 0.98 030 | 5 | 124 | 2.65E-43
IPI00641706 | 46 kDa protein 0.98 1.10 1.12 1.07 0.07 24 67.7 0
IPI00641788 | U1 small nuclear ribonucleoprotein C Q53G33 1.00 1.15 1.08 0.11 6 37.2 1.46E-21
IPI00641829 | 56 kDa U2AF65-associated protein Q13838-2 0.98 0.98 1.04 1.00 0.04 20 50.1 0
IPI00641924 | 28S ribosomal protein S9, mitochondrial P82933 0.90 0.91 0.84 0.89 0.04 15.7 6.3E-155
IP100641973 HCLS1-associated protein X-1 000165-2 1.04 0.80 0.77 0.87 0.15 4 16 4.98E-56
IPI00641990 | Protein LAS1 homolog Q9Y111W2- 0.82 1.03 1.02 0.95 0.12 11 19.5 1.3E-147
cDNA, FLJ94230, highly similar to Homo sapiens
1P100642032 thioredoxin-like 1 (TXNL1), mRNA B2R960 0.94 1.01 1.02 0.99 0.04 14 49.2 0
IPI00642105 | Neuronal cell death-related protein 7 Q9HBM6 0.98 0.98 4 219 | 1.43E-07
IPI00642211 | Aminopeptidase B Q9H4A4 1.16 1.11 1.13 0.04 20 38.8 8E-164
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IP100642238 | Heterochromatin protein 1-binding protein 3 Q5SSJ5-1 1.50 1.35 1.31 1.39 0.10 16 31.3 6E-128
IPI00642256 | CapZ beta P47756-2 1.07 1.07 24 | 65.1 | 1.7E-270
IPI00642259 | 230 kDa bullous pemphigoid antigen Q5TBT2 0.95 2.32 1.64 097 | 9 19 | 4.2E56
IPI00642329 | Mitofusin-2 095140-1 0.92 0.79 0.85 009 | 4 6.5 | 3.84E-30
IPI00642369 | CONA FLIG0364, highly similar to Stat3- BADXPO 0.74 0.74 4 52 | 1.1E-53
interacting protein
IPI00642370 | Mpv17-like protein 2 Q567v2-1 0.76 1.01 1.09 0.95 0.17 13.6 | 3.07E-12
IPI00642374 | Ubiquitin carboxyl-terminal hydrolase L5 Q5UA9 0.94 1.11 0.98 1.01 0.09 8 28.5 | 5.8E-127
IPI00642542 | DJ639P13.2.2 (Acidic calponin 3) QIBWY6 0.92 0.92 7 | 443 | 3.7E-250
IPI00642584 | Uncharacterized protein KIAAOO90 Q8N766-1 0.93 0.83 0.90 0.89 005 | 15 | 241 | 2.8E-134
IPI00642798 | Nucleolar autoantigen No55 Q92791 1.20 1.19 1.13 1.17 004 | 4 8.7 | 1.01E-28
IPI00642816 | Signal recognition particle 9 kDa protein P49458 1.04 1.17 1.16 1.12 0.07 5 54.7 4.02E-71
IPI00642862 | Cyclophilin-like protein PPIL4 Q8WUA2 0.90 114 1.02 1.02 012 | 9 | 238 | 1.12E-39
IPI00642904 | PABPC4 protein Q3B867 0.76 111 0.94 0.93 017 | 22 | 379 0
IPI00642971 | Antigen NY-CO-4 P29692-2 0.91 0.85 0.83 0.86 004 | 14 | 252 0
IPI00642984 E;:HJ eceptor-associated protein 31, isoform B3KQ79 1.16 1.00 117 111 009 | 14 | 272 | 7.3E275
IPI00643152 | CDNA FLIS6386, highly similar to Heat shock 70 B4DIS4 0.86 0.86 14 | 243 | 576293
kDa protein 1L
cDNA FLI38560 fis, clone HCHON2003642,
IPI00643342 | highly similar to Astrocytic phosphoprotein PEA- B1AKZ3 0.98 1.15 1.13 1.09 0.10 7 33.8 | 2.11E-43
15
IPI00643554 | Regulator of G-protein signaling 10 043665-3 113 1.02 0.98 1.05 008 | 8 | 475 | 9.7E-141
IPI00643591 | CONVA FLI30560 fis, clone BRAWH2004217, B3KNW1 1.06 112 1.20 1.13 007 | 10 | 143 | 1.39E-55
highly similar to AP-1 complex subunit gamma-1
IPI00643722 /i\/:'”Ch interactive domain-containing protein 014497-1 136 0.99 117 026 | 9 6.5 | 1.4E-14
IPI00643747 | Uncharacterized protein C220rf30 Q5THK1-1 1.16 1.16 1 0.8 0.004773
IPI00643920 (CECNQZF '1’51‘)‘957’ highly similar to Transketolase B4DE31 1.00 1.09 113 1.07 007 | 32 | 517 0
IPI00643904 | CONA FLI46245 fis, clone TESTIA020596, highly | o1 0.90 1.17 1.36 1.14 023 | 4 7.6 | 1.52E-48
similar to Homo sapiens calpain 5 (CAPN5)
IPI006a400g | E-AY (Embryonic lethal, abnormal vision, B1AMA49 1.03 1.03 3 85 | 9.13E-14
Drosophila)-like 2 (Hu antigen B)
IPI00644127 | Isoleucine—-tRNA ligase P41252 0.90 0.93 0.95 0.93 002 | 36 | 349 0
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IP100644231 Cytoplasmic FMR1-interacting protein 1 Q7L576-1 1.05 1.16 1.08 1.09 0.06 28 25.3 2.2E-168
IP100644290 | NDRG family member 3 Q5TH30 1.39 1.48 1.39 1.42 0.05 4 16.5 7.29E-40
IPI00644297 (CECN;\;T?ZSZ& highly similar to Helicase SKI2W | 5109 0.80 0.80 2 2.8 | 1.33E-16
cDNA FLJ55484, highly similar to ATP-dependent
IP100644431 RNA helicase DDX39 (EC 3.6.1.-) B4DX78 0.84 0.98 0.98 0.93 0.08 15 36.2 2.8E-170
IPI00644482 '_;"Epawce"“'ar carcinoma-susceptibility protein | 0gqq, 0.69 0.99 0.90 0.86 015 | 5 | 189 | 5.76E-21
IPI00644620 | 35 kDa protein 0.96 0.96 18 59.5 0
IPI00644674 | Cytosolic Fe-S cluster assembly factor NUBP2 Q9Y5Y2 1.28 1.02 1.15 0.18 5 29.2 | 4.12E-73
IP100644697 Heme-binding protein 2 Q9Y574-1 1.77 1.12 1.25 1.38 0.34 5 27.6 2.97E-57
IP100644708 cDNA FLJ75459 A8K4L9 0.98 1.19 1.02 1.07 0.11 5 133 1.63E-42
IP100644712 70 kDa subunit of Ku antigen P12956 1.03 1.04 1.11 1.06 0.04 40 56 0
IPI00644775 (Zigronlc myelogenous leukemia tumor antigen QINQT4 0.95 1.27 0.95 1.06 019 | 5 | 246 | 3.04E-40
IPlo0Ga4og2 | NOVe! enoyl-CoA hydratase/isomerase family Q5TEG3 1.10 1.10 4 | 404 | 1.69E-17
protein
IPI00645078 | Protein A1S9 P22314 1.01 1.11 1.10 1.08 0.06 41 43 0
IPI00645303 | Sorting nexin-27 Q96L92-1 1.41 1.04 1.22 0.26 4 7.6 2.26E-06
IPI00645452 25::/: FLI50617, highly similar to Tubulin beta-7 | g1\ \q 1.05 1.09 1.13 1.09 004 | 30 | 754 0
IP100645608 | Interferon regulatory factor 2-binding protein 1 Qs8lugl 1.25 1.16 0.94 1.12 0.16 4 13.9 1.6E-18
IPI00645702 | CTP synthase 2 QI9NRF8 1.10 1.24 1.11 1.15 0.08 6 13.1 3.37E-16
cDNA FLJ58300, highly similar to Seryl-tRNA
2 B4DXB 1.21 2. 1. . 16.2 2.5E-1
IP10064578 synthetase, mitochondrial (EC 6.1.1.11) ADXBI 26 88 0.95 6 6 SE-103
IPI00645849 | Extracellular matrix protein 1 Q16610-4 1.92 1.58 1.59 1.70 0.20 4 12.2 2.03E-24
IPI00646015 | Acyl-CoA thioester hydrolase 9 Q9Y305-1 0.94 1.02 1.01 0.99 0.05 23 2.45E-31
IPI00646058 | SAFB protein AOAV56 1.29 0.92 0.90 1.03 0.22 13 19.4 1.87E-79
IPI00646086 | 60S ribosomal protein L39 CaJB44 0.83 0.81 0.82 0.02 1 10.1 2.66E-05
IPI00646105 | Pyrroline-5-carboxylate reductase 3 Q53H96 0.82 1.07 0.92 0.94 0.12 6 32.5 | 2.58E-69
cDNA FLJ55427, highly similar to
IPI00646182 | Sodium/potassium-transporting ATPase alpha-1 B722T5 1.04 0.91 1.10 1.02 0.09 29 34.5 0
chain (EC 3.6.3.9)
IP100646240 | Histone H2B B4DR52 1.05 1.05 12 47 4.7E-159
IPI00646304 | Cyclophilin B P23284 0.96 1.07 1.13 1.05 0.09 19 65.7 0

139




IPI00646350 | Putative uncharacterized protein NAE1 A6NCKO 1.05 1.03 1.01 1.03 0.02 14 28.5 8.9E-142
IPI00646361 | 214 kDa nucleoporin P35658-5 1.19 1.14 0.83 1.05 0.20 10 8.9 7.2E-171
IPI00646377 | elF-4-gamma I 043432-1 0.89 0.85 0.69 0.81 0.11 9 5.6 1.69E-58
IP100646493 | Alpha-coat protein P53621-2 0.89 0.95 0.92 0.04 42 39.6 0
IPI00646500 | Replication factor A protein 2 P15927-3 1.26 1.22 1.11 1.20 0.08 6 22.9 2.09E-43
c¢DNA FL77317, highly similar to Homo sapiens
IPI00646512 | retinoblastoma binding protein 7 (RBBP7), A8K6A2 1.18 1.18 11 35.2 | 2.96E-93
mRNA
IPI00646556 g'lAr::o‘if]Zﬁrﬁagle"ase [ubiquinone] flavoprotein | 54,5, 0.90 0.93 0.87 0.90 003 | 7 | 333 | 9.1E-161
IPI00646689 | 14 kDa thioredoxin-related protein Q9BRA2 0.94 1.05 0.94 0.98 0.07 4 38.2 | 6.39E-40
IPI00646748 | Tropomyosin 2 (Beta) Q5TCU3 0.70 0.70 39 83.1 0
IPI00646762 | Putative uncharacterized protein NUDT5 A6NFX8 0.96 0.94 0.99 0.96 0.02 7 25.9 | 2.6E-138
IPI00646779 | Tubulin beta-6 chain Q9BUF5 1.09 1.01 1.18 1.09 0.09 24 62.4 0
IPI00646811 | Zinc finger protein 185 variant 692 B8K2M2 1.14 1.14 8 18.5 2.1E-41
IP100646857 | Metaxin-3 Q5HYI7-1 1.08 1.08 2 6.4 4.24E-06
IPI00646885 | p190-B Q13017-1 1.15 1.56 1.35 0.29 1 1 0.0013
IPI00646899 | Putative uncharacterized protein RPL10 C9J7T6 0.70 0.70 13 60.7 0
IPl00646917 | Cle3vage and polyadenylation specificity factor | 3409 1.08 1.01 1.10 1.06 005 | 14 | 515 | 8.3E-99
25 kDa subunit
IPI00646954 | Protein enabled homolog Q8N8S7-2 0.82 0.90 0.86 0.86 0.04 11 19.3 | 1.2E-106
IPI00647067 | Neural polypyrimidine tract-binding protein Q9UKA9-2 1.22 1.22 7.1 1.35E-64
IPI00647082 | TBC1 domain family, member 13 A7E2E7 1.17 1.58 1.07 1.27 0.27 4 15.8 4.28E-80
IPI00647163 | Transcription elongation factor A protein-like 4 Q96EI5-2 1.80 1.26 1.53 0.38 1 5.9 2.73E-09
IPI00647185 | Centrosomal protein 170kDa B1ARM6 1.02 1.02 7 6.2 6.13E-31
IPI00647217 | ATP-dependent helicase SKIV2L2 P42285 0.86 1.02 0.89 0.92 0.08 17 20.2 | 5.09E-68
IPI00647286 | C90rf88 variant protein Q4LE55 1.05 1.23 1.10 1.12 0.09 22 44 2.1E-272
IPI00647389 | EH domain-binding mitotic phosphoprotein Q9Y613-2 1.93 1.13 1.05 1.37 0.49 8 22.8 | 1.8E-192
IPI00647400 | Putative uncharacterized protein RNPEP A6NKB8 1.27 1.27 18 38.6 3E-186
IPI00647491 | Mitochondrial ribonuclease P protein 3 015091-1 0.98 0.98 1 2.4 6.79E-33
cDNA FLJ358009 fis, clone TESTI2006016, highly
IPI00647650 | similar to Eukaryotic translation initiation factor B3KS98 0.82 1.06 0.97 0.95 0.12 10 32.5 | 3.6E-236

3 subunit 3
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IP100647655 DNA polymerase A6NMQ1 1.20 0.78 0.96 0.98 0.21 6 5.1 1.93E-36

IPI00647762 | TCF3 protein Q2TB39 1.17 0.94 1.06 0.16 3 4.9 9.34E-13

Ipio0g47837 | CONA FLI61310, highly similar to Zinc finger BADLE9 1.18 1.18 6 | 164 | 4.41E-56
protein 185

IP100647892 Discs large homolog 7 Q15398-2 0.89 1.38 1.04 1.10 0.25 6 12.9 4.06E-76

IPI00647915 | SM22-alpha homolog P37802 1.04 0.94 1.00 0.99 0.05 21 75.9 0

Ipio0g5173g | L2 dihvdroxy-3-keto-5-methylthiopentene Q9BV57-1 1.25 1.99 1.88 171 040 | 6 | 39.1 | 1.44E-25
dioxygenase

IP100654555 | Nucleolar protein 1 P46087-1 0.89 0.81 0.83 0.84 0.04 21 29.7 0

IP100654582 | Toll interacting protein variant Q59FB9 1.04 1.48 1.43 1.32 0.24 4 10.8 2.28E-15

IPl00654605 | Areinine/proline-rich coiled-coil domain- Q3kQU3-1 1.04 1.16 0.99 1.07 009 | 20 | 265 | 7.3E-141
containing protein 1
cDNA FLJ36192 fis, clone TESTI2027450, highly

IPI00654777 | similar to Eukaryotic translation initiation factor B3KSH1 0.81 0.85 0.82 0.82 0.02 9 26.6 | 3.4E-176
3 subunit 5

IPI00654820 | ATP synthase subunit a P00846 0.92 1.03 0.98 0.08 1 4.2 4.32E-05
Eukaryotic translation initiation factor 2B,

IP100654843 subunit 4 delta, 67kDa, isoform CRA_e Q53RY7 0.95 0.95 6 14.2 1.7E-106

IPI00655631 | DNA polymerase Q308M6 0.92 1.01 0.97 0.06 16 19.2 8.8E-112

IPI00655650 | 40S ribosomal protein S26 P62854 0.83 0.97 0.91 0.90 0.07 2 20.9 5.33E-48
cDNA FLJ53961, highly similar to Pyruvate

IPI00655704 | dehydrogenase (lipoamide) kinase isozyme 1 (EC B72937 1.21 1.21 3 8.6 2.38E-13
2.7.11.2)

IPI00656021 | 3CuOlar protein sorting-associated protein 53 | 06 1.00 1.36 1.19 1.19 018 | 2 | 43 | 7.72E60
homolog

. . . Q9UM?22-

IPI00657648 | Mammalian ependymin-related protein 1 ) 0.92 1.14 1.42 1.16 0.25 3 8.7 1.9E-40
cDNA FLJ39535 fis, clone PUAEN2005502, highly

IPI00657692 | similar to Goodpasture antigen-binding protein B3KUB7 1.40 1.40 4 7.7 8.71E-17
(EC2.7.11.9)

IPI00657700 | Putative uncharacterized protein GART caJkQ7 0.97 1.27 1.12 0.21 6 63 1.05E-28

IPI00657752 | Putative uncharacterized protein CD81 A6NMHS8 2.06 1.52 1.25 1.61 0.42 3 21.5 0

IPI00657805 | 5-3 exoribonuclease 1 Q8IZH2-1 1.10 1.10 3 2.5 0.000174

IPI00657888 | GDP-mannose pyrophosphorylase A Q961J6-2 1.03 1.11 1.10 1.08 0.05 9 26.2 3E-121

IPI00657953 | PTPRF-interacting protein 075962-1 0.72 0.72 5 2.2 1.74E-11

IPI00657962 | 110 kDa centrosomal protein Q7Z7A1-1 0.95 0.95 4 1.2 0.016477

141




IPI00658000 | IGF-Il mRNA-binding protein 3 000425-1 0.98 1.17 1.11 1.09 0.09 18 36.3 0
IPI00658023 | Protein-tyrosine phosphatase 1D Q06124-1 0.93 1.06 1.01 1.00 0.07 15 32 0
IPI00658115 | Putative uncharacterized protein C20rf43 B5MDU6 0.80 0.98 0.89 0.13 2 6.5 9.86E-82
IPI00658145 | HEAT repeat-containing protein C7orf27 Q6PJG6-1 0.84 0.84 3 5.6 1.08E-06
IPI00658155 | 28S ribosomal protein S34, mitochondrial P82930 1.04 0.83 0.88 0.92 0.11 8 41.8 2.61E-46
IPI00658210 | p80 Q8TAF3-1 1.26 1.27 1.26 0.00 7.2 1.45E-53
IP100718888 | Phosphoribosyl pyrophosphate synthase Il P11908-2 1.02 1.10 1.02 1.04 0.05 12 45.5 | 1.6E-140
IPI00719040 | Uncharacterized protein Clorf77 Q9Y3Y2-3 1.18 1.16 1.22 1.18 0.03 4 20.9 1E-199
IPI00719051 | Exocyst complex component 5 000471 0.82 1.17 1.14 1.05 0.20 10 4.48E-11
IPI00719079 iarki"”n disease 7 domain-containing protein | og\g37 5 1.05 1.30 1.50 1.28 023 | 3 | 152 | 1421
IPI00719178 | ATP-binding cassette sub-family C member 1 P33527-9 1.38 0.82 1.11 1.10 0.28 2 2 6.1E-30
IP100719210 | HAUS augmin-like complex subunit 6 Q7Z4H7-1 0.92 1.21 0.95 1.03 0.16 7 111 2.63E-36
IPI00719285 | Putative uncharacterized protein CIT ABMWQ3 1.28 1.30 1.24 1.28 0.03 5 33 1.54E-79
IPI00719622 | 40S ribosomal protein S28 P62857 0.75 0.85 0.77 0.79 0.06 6 56.5 | 2.7E-134
IPI00719680 gsl"f‘cgffr're'ated protein complex 3 subunit 014617-5 1.03 0.88 1.08 0.99 010 | 12 | 157 | 6.7E-154
IPI00719725 | SAPS domain family member 3 Q5H9R7-5 0.84 0.93 0.89 0.06 8 14.6 | 1.5E-136
IPI00719752 | elF3 p110 P55884-2 0.90 0.86 0.93 0.89 0.04 25 38 0
IP100719821 | SAPS domain family member 3 Q5H9R7-1 0.89 0.89 9 15.2 | 9.23E-62
IPI00735288 | Non-homologous end-joining factor 1 Q9H9Q4-2 0.94 1.09 1.02 0.11 2 12 5.36E-12
IPI00736813 | Protein YIF1B Q5BJH7-1 0.89 0.70 1.03 0.87 0.17 2 12.1 | 6.14E-45
IPI00737251 | Interferon regulatory factor 3 nirs variant 1 Q5FBY4 1.17 1.03 1.10 0.09 3 10 4.32E-21
IPI00739099 | Collagen alpha-2(V) chain P05997 2.36 1.13 1.47 1.65 0.64 9 10.5 2.7E-142
IPI00739117 | BAT2 domain-containing protein 1 Q9Y520-4 1.09 0.82 0.96 0.20 16 8 1.59E-64
IPI00739940 /;:;tléif:sed gene from chromosome 4p12 094915-1 0.84 1.08 0.96 017 | 4 16 | 2.84E-21
IPI00740545 | POTE ankyrin domain family, member | 0.07 0.22 0.15 0.11 10 9.6 3.61E-93
IPI00741970 | Zinedin variant Q59GV6 1.52 1.17 0.59 1.09 0.47 5 8.2 1.31E-08
IPI00742124 | UBX domain-containing protein 7 094888 1.09 1.20 1.15 1.14 0.06 7 18.2 5.7E-103
IPI00742670 | Aromatic esterase 2 Q15165-2 1.08 1.08 2 6.7 2.08E-78
IPI00742682 | Nucleoprotein TPR P12270 1.13 0.96 1.00 1.03 0.09 53 27.7 0
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IPI00742743 | Tumor suppressor p53-binding protein 1 Q12888-2 1.12 0.97 0.98 1.03 0.08 12 10.3 3.49E-97
IPI00742943 | Nucleoporin Nup43 Q8NFH3 0.86 1.16 0.85 0.96 0.18 3 10.8 1.32E-83
IPI00742996 | RING finger protein 214 Q8ND24 1.02 1.24 1.13 0.16 3 7.4 4.07E-09
Ipl00743284 | > Methitetrahydrofolate—homocysteine Q99707 0.72 0.80 0.84 0.79 006 | 6 | 57 | 1E-54
methyltransferase
IPI00743293 | Neuroendocrine-specific protein-like 2 095197-1 1.02 1.20 1.61 1.28 0.30 3 2.6 1.26E-05
cDNA FLJ58962, moderately similar to Mus
IPI00743429 | musculus a disintegrin and metallopeptidase B4DY53 0.92 0.92 1 6.8 0.015364
domain 3 (cyritestin) (Adam3), mRNA
IPI00743503 | Aw-34 P30453 1.24 1.24 10 35.6 1.5E-193
IPI00743594 ;?c’;i/:iriuaiﬁr?o' highly similar to Actin-binding B4DSL6 0.62 112 1.09 0.94 028 | 18 | 215 | 4.7E-151
IPI00743663 | E3 ubiquitin-protein ligase TRAF6 Q9Y4K3 1.95 1.23 1.59 0.51 2 4.4 2.31E-10
IPI00743696 | Arresten P02462-1 1.17 1.17 2 2.4 0.000335
IPI00743772 | COMM domain-containing protein 7 Q86VX2-1 1.08 0.85 0.97 0.16 2 135 3.36E-19
IPI00743862 | Proteasomal ATPase-associated factor 1 Q9BRP4-1 1.05 1.16 1.11 0.08 3 9.4 3.6E-13
IPI00743871 Integrator complex subunit 7 QI9NVH2-1 0.88 1.11 1.00 0.16 2 3 4E-111
IPI00743879 | Kinesin light chain 4 QINSKO-3 1.27 1.27 4 8.8 6.14E-10
IPI00743931 | Golgi phosphoprotein 6 Q9H8Y8-2 1.09 1.00 0.97 1.02 0.06 10 24.4 1.3E-177
IPI00744015 | Cytoplasmic dynein 1 intermediate chain 2 Q13409-1 0.98 1.02 1.00 0.03 11 16.6 | 1.7E-129
IPI00744139 | HSPA12B protein Q5BKz8 1.19 1.30 1.26 1.25 0.05 10 17.8 | 8.18E-32
IPI00744211 | elFAE-like protein 4E-LP 060573 1.02 1.25 1.02 1.10 0.14 5 27.3 1.18E-30
IPI00744319 | Protein PRRC1 Q962/|27_ 1.06 1.17 1.04 1.09 0.07 4 9.9 2.82E-81
IPI00744637 | FYVE-finger protein EIP1 Q96T51-1 1.36 1.07 1.11 1.18 0.16 6 13.3 1.04E-90
IPI00744692 | Transaldolase P37837 1.08 1.04 1.13 1.08 0.04 23 47.8 1.7E-251
IPI00744702 | CIN85/CD2AP family-binding protein Q96EY5-1 1.19 1.51 1.08 1.26 0.22 2 121 3.01E-70
IPI00744711 | 3-5 RNA exonuclease OLD35 Q8TCS8 1.15 0.75 0.78 0.89 0.22 11 14.4 8.69E-50
IPI00744834 | Syntaxin-5 Q13190-1 0.93 1.18 0.93 1.01 0.15 4 18.9 8.8E-165
IPI00744851 ;Dol\g;i:";&?b?:t’:;raﬁé_Sli/TI:;’gff; High BADWAO 1.01 1.01 3 | 125 | 212616
IPI00744858 | Pre-mRNA-splicing factor ISY1 homolog Q9ULRO-1 1.17 1.06 1.09 1.11 0.06 5 19.6 9.2E-163
IPI00745105 UPF0585 protein C160rf13 Q96519-1 1.18 1.27 1.22 1.22 0.04 3 16.2 1.11E-37
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IPI00745125 | Acyl-coenzyme A:cholesterol acyltransferase 1 P35610 0.82 0.82 3 6.9 3.35E-06
IPI00745406 | Cancer/testis antigen 89 060271-1 0.91 1.02 0.96 0.08 22 21.3 0
IPI00745433 | Eukaryotic translation initiation factor 2C 2 Q9UKV8-1 1.04 1.04 3 5.7 1.69E-09
IPI00745568 | Putative MAPK-activating protein PM10 075663-1 0.91 1.23 1.14 1.09 0.16 9 34.2 1.68E-47
IPI00745613 | Exosome complex exonuclease RRP41 Q9NPD3 0.97 0.89 1.00 0.95 0.06 5 24.9 4.11E-62
IPI00745792 | NmrA-like family domain-containing protein 1 Q9HBL8 1.09 1.09 2 6.3 1.18E-09
IPI00745793 | G2/mitotic-specific cyclin-B1 P14635 0.71 1.24 1.04 1.00 0.26 7 17.6 1.4E-142
IPI00745868 | 35-alpha calcimedin A6NLK4 0.94 1.21 1.12 1.09 0.14 13 41.5 6.1E-188
IPI00745921 | RING finger protein 126 Q9BV68-1 0.99 0.95 0.97 0.03 3 14.1 | 0.002123
IPI00746004 | 40S ribosomal protein S27-like Q71UM5 0.84 1.07 1.02 0.98 0.12 5 40.5 | 3.36E-35
IPI00746165 | Actin-interacting protein 1 075083-1 0.89 1.02 1.05 0.98 0.08 30 56.4 0
IPI00746221 | Protein FAM195B CaJLw8 1.08 0.96 0.95 0.99 0.07 41.2 | 4.92E-21
IPI00746351 | Exosome complex exonuclease RRP44 Q9Y2L1-1 0.93 0.96 1.03 0.97 0.05 8 114 2.8E-105
IPI00746360 | Protein Ric-8A QI9NPQ8-1 0.97 0.94 0.95 0.02 13 28.7 6.5E-285
IPI00746412 | CTD-associated SR protein 11 Q99590-1 1.06 1.06 2 1.4 0.000663
IPI00746655 | Extended synaptotagmin-1 Q9BSI8-2 1.08 1.10 1.15 1.11 0.04 24 26.9 0
IPI00746777 | Alcohol dehydrogenase 5 P11766 1.00 1.07 1.08 1.05 0.05 14 353 1.1E-213
IPI00746934 fi‘:;r')a retinoblastoma protein-associated Q5T4S7-2 1.08 0.86 0.93 0.96 011 | 28 | 83 | 26243
IPI00747053 | Basic transcription factor 2 89 kDa subunit P19447 1.26 1.26 1 15 0.002257
IPI00747077 | RUN and TBC1 domain-containing protein 2 Q2NKQ1-1 7.68 7.68 2 15 0.023056
IPI00747319 | HBV preSl-transactivated protein 1 Q6DTV5 1.16 1.16 2 5.2 4.85E-17
IPI00747478 x;zhglzzz?: ;Ciifoucrgzsgﬂrmocy“in“ria A6NHZ2 0.61 0.61 2 9.1 | 1.9E-08
IPI00747764 | Importin subunit alpha-7 060684 0.87 1.12 1.11 1.03 0.14 13 25.7 5.7E-271
IPI00747787 | Condensin-2 complex subunit D3 P42695 0.50 0.50 2 2.5 4.66E-07
IPI00747810 | FSCN1 protein Q96IH1 0.84 1.05 1.03 0.97 0.12 25 55 0
IPI00747849 22‘:;“:"/ potassium-dependent ATPase subunit | p;5556 9 0.88 1.04 0.94 0.96 008 | 4 | 221 | 2.83E-23
Five-pass transmembrane protein localizing in Q969M3-
IPI00748093 | the Golgi apparatus and the endoplasmic 3 0.54 1.12 0.83 0.41 1 4.5 2.33E-15
reticulum 5
IPI00748145 | Adenylate cyclase-inhibiting G alpha protein P04899-1 1.14 1.42 1.40 1.32 0.16 18 59.2 0
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IPI00748151 | Endoplasmic reticulum lectin 1 Q96D71-1 1.26 1.17 1.44 1.29 0.14 5 12 3.73E-23
IPI00748244 | Cancer/testis antigen 89 060271-7 1.38 0.91 0.94 1.08 0.26 17 45.9 0
IPI00748256 | Putative uncharacterized protein PSME1 A6NJGY 1.31 1.31 12 47.6 2.1E-164
IPI00748360 | Uncharacterized protein KIAA1797 Q5VW36 0.79 0.78 0.84 0.80 0.03 3 2.9 2.8E-08
IPI00748472 | Protein KIAA0196 variant Q53EL1 1.10 1.28 1.12 1.17 0.10 8 8.5 5.14E-83
IPI00748490 | cDNA FLJ36765 fis, clone 3NB691000191 B3KSP9 0.77 0.73 0.95 0.82 0.12 12.8 2.69E-35
IPI00748502 | Cartilage-associated protein 075718 1.03 1.22 1.24 1.16 0.11 9 24.9 9.8E-113
IPI00748700 | DNA replication complex GINS protein PSF3 QY9BRX5-1 1.23 1.01 1.05 1.10 0.12 10 49.1 0
IP100748807 | 160 kDa nucleoporin Q12769-1 0.95 1.09 1.14 1.06 0.10 10 9.4 2.05E-87
IPI00748891 | Protein FAM177A1 Q8N128-2 0.73 1.02 0.88 0.20 2 9.3 0.000103
IPI00749013 | Ubiquitin carrier protein D3 P61077-2 1.01 0.97 0.99 0.03 2 14.2 | 0.00013
IPI00749454 | Cell migration-inducing gene 2 protein Q14699 0.94 1.01 0.64 0.86 0.20 5 8.8 1.7E-119
IPI00759481 | HMGA2e QiM183 1.12 1.12 2 245 | 3.32E-19
IPI00759532 | Ankycorbin Q9POK7-1 0.99 0.99 10 13.3 3.81E-63
IPI00759542 | Connectin QSV\:;ZM_ 1.02 1.19 1.11 0.12 6 0.1 | 0.000595
IPI00759562 | Alkylated DNA repair protein alkB homolog 5 Q6P6C2-1 1.10 1.30 1.20 0.14 1 6.3 3.1E-33
IPI00759601 | Nuclear distribution protein nudE homolog 1 QINXR1-1 1.32 1.37 1.34 0.03 4 145 | 1.29E-39
IPI00759776 | Alpha actin 1 Al1LOV1 0.73 0.73 67 71.2 0
IPI00759799 | HBeAg-binding protein 2 binding protein A Q1HDL3 1.22 1.22 1 33 0.002028
IPI00760554 | Aw-69 P10316 1.19 1.17 1.18 0.01 11 41.1 4.9E-266
IPI00760715 | Calpain inhibitor P20810-5 1.44 1.24 1.34 0.15 23 54.4 0
IPI00760837 | Putative uncharacterized protein FAM98B A8MUWS5 1.14 1.14 1.15 1.14 0.01 15 4.73E-89
IP100760846 | Molecule associated with JAK3 N-terminus Q92614-1 1.02 0.98 1.49 1.16 0.28 4 31 3.02E-46
IPI00760940 | Hepatopoietin PCn127 Q1AHP8 1.07 1.07 229 | 2.2E-241
IPI00761017 | Androgen receptor coactivator 55 kDa protein 043294-1 0.56 0.95 1.03 0.85 0.25 10 25.8 1.33E-84
IPI00761082 | Centromere protein V Q7Z7K6-1 1.09 0.89 0.98 0.98 0.10 4 25.1 1.97E-73
IPI00761160 | Calpain inhibitor P20810-6 1.70 1.70 23 44.1 0
IPI00782950 | nPKC-D1 Q15139 0.69 1.17 1.03 0.96 0.25 3 4 4.07E-14
IPI00782965 | Huntingtin-interacting protein 1 000291 1.07 0.86 1.02 0.98 0.11 5 6.8 1.61E-67
IPI00782974 | Protein ELG Q53F19-1 1.02 1.04 1.03 0.01 2 4.2 7.49E-17
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IP100782992 | 300 kDa nuclear matrix antigen Q9oUQ35-1 1.03 0.78 0.85 0.89 0.13 15 8.9 1.6E-86
IPI00783001 Ii/lethyltransferase 5 domain-containing protein AGNI78-1 0.87 0.87 3 12 3.09E-24
IPI00783004 ;LZZZ;T;:SQQirggzig;:i'bi”hOSphate Q15147-4 0.65 0.12 0.39 037 | 2 | 28 | 7.42E27
IPI00783097 | Diadenosine tetraphosphate synthetase P41250 0.81 0.95 0.97 0.91 0.09 27 42.2 0
IPI00783118 | 5-nucleotidase domain-containing protein 2 Q9H857-2 1.10 1.43 1.13 1.22 0.18 3 6.5 9.33E-30
IPI00783133 | Methyltransferase-like protein 14 Q9HCES 1.26 1.26 2 8.1 2.23E-16
IPI00783185 | Coiled-coil domain-containing protein 150 Q8NCX0-1 1.03 1.03 2 2.1 0.004029
IPI00783271 | 130 kDa leucine-rich protein P42704 0.76 0.84 0.82 0.81 0.04 66 51.2 0
IPI00783298 | Fragile X mental retardation 1 protein Q06787-7 1.33 1.33 7 12.5 8.4E-107
IPI00783302 ;ﬁ:éi:gi‘;‘:faﬁtide repeat-containing protein 3, | yg6py7.1 0.97 0.97 3 | 74 | 7E19
IPI00783305 | BUB1A 043683 0.93 0.88 0.90 0.04 2 3.7 3.56E-19
IP100783313 | Glycogen phosphorylase, liver form P06737 0.98 1.04 1.02 1.01 0.03 35 43.4 | 7.3E-296
IPI00783378 | Ubiquitin carrier protein O Q9C0C9 1.00 0.97 1.01 0.99 0.02 5 6.8 5.75E-16
IPI00783497 T:de“ide diphosphate-linked moiety X motif Q96DED 1.12 1.32 1.22 014 | 6 | 349 | 2.94E-55
IPI00783559 | Exocyst complex component 2 Q96KP1 1.07 1.24 1.29 1.20 0.12 2 2.8 1.9E-131
IPI00783656 | 39S ribosomal protein L38, mitochondrial Q96DV4 0.83 0.91 0.85 0.86 0.04 7 234 1.9E-21
IPI00783781 | 205 kDa nucleoporin Q92621 0.85 1.13 0.92 0.97 0.14 7 5.5 9.36E-55
IPI00783826 | Ryanodine receptor 1 P21817-1 0.89 0.89 2 0.6 0.028228
IPI00783835 | RING finger protein 160 094822 1.32 0.76 1.04 0.39 2 1.6 2.5E-117
IPI00783872 | Caprin-1 Ql14444-1 1.00 0.82 0.87 0.90 0.09 15 26.9 0
IPI00783874 ';';r:‘z:icr:?n‘g‘ephrzlt‘;g;nzase'"ke hydrolase domain- | g110pg 1 1.26 1.06 1.16 014 | 4 | 166 | 502633
IPI00783895 | Uncharacterized protein KIAA0528 Q86YS7-2 1.03 0.96 0.99 0.06 4 4.7 1.31E-20
IPI00783902 | HEAT repeat-containing protein 5A Q86XA9-1 1.00 1.00 3 3 0.000141
IPI00783931 | Collagen alpha-1(XVIIl) chain P39060-3 1.36 1.15 1.13 1.21 0.13 6 6.5 1.46E-57
IPI00783982 | Coatomer subunit gamma Q9Y678 0.86 0.96 0.99 0.94 0.07 31 44.4 0
IPI00784013 | Janus kinase 1 P23458 1.47 1.34 1.40 0.09 4 6.2 2.49E-14
IPI00784020 | Ankyrin repeat domain-containing protein 17 075179-1 1.14 1.12 0.90 1.05 0.13 10 53 7.6E-235
IPI00784044 | 3-methylcrotonyl-CoA carboxylase 2 Q9HCCO-1 0.84 0.96 0.90 0.90 0.06 11 249 | 2.2E-137
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IPI00784090 | CCT-theta P50990 0.79 0.93 0.90 0.87 0.07 40 67.9 0
IPI00784107 | tRNA-dihydrouridine synthase 3-like Q96G46-1 0.72 0.80 0.76 0.06 3 8 9.2E-116
IPI00784119 | Protein XAP-3 Q15904 1.05 1.05 1 3.8 3.93E-40
IPI00784154 | 60 kDa chaperonin P10809 0.92 0.81 0.84 0.86 0.05 49 70.9 0
IPI00784161 | Tat-cotransactivator 2 protein Q7Kz85-1 0.86 1.18 0.92 0.99 0.17 17 13.9 4.7E-209
IP100784224 | M-phase phosphoprotein homolog Q96KR1 0.83 1.05 1.06 0.98 0.13 10 13.8 0
IPI00784233 | GRB10-interacting GYF protein 2 QGYZWG_ 1.18 0.98 0.95 1.04 0.12 9 9.8 2.92E-80
IPI00784366 | Adapter-related protein complex 2 beta subunit P63010-2 1.00 1.11 1.16 1.09 0.08 36 38.4 0
IP100784376 Mitochondrial 18 kDa protein Q9UDX5 1.14 0.86 0.85 0.95 0.16 5 28.3 1.51E-37
IPI00784414 | Acute-phase response factor P40763-1 1.01 1.13 1.09 1.08 0.06 11 18.2 6.07E-72
IPI00784614 | Ovarian/Breast septin epsilon Q96QF2 1.24 1.17 1.13 1.18 0.05 21 43.9 5.8E-132
IP100784739 Uncharacterized protein C14orf43 Q6PJG2 1.75 1.58 1.67 0.12 1 1.8 3.24E-11
Ipio0785110 | Bromodomain and PHD finger-containing Q12830-1 1.04 1.04 2 1 | 2.13E-14
transcription factor
Modulator of non-genomic activity of estrogen
IP100787089 Q8l1ZL8-2 0.99 0.94 0.93 0.95 0.03 8 9.5 5.4E-127
receptor
cDNA FLJ56391, highly similar to Cysteine
1 B4DZ . 1.2 1. 1. 22 2 . .8E-
IP10078750 protease ATGAB (EC 3.4.22.-) 4DZKO 0.79 3 07 03 0 6.9 7.8E-99
IPI00787853 | Inositol monophosphatase 3 QINX62 1.12 0.83 0.92 0.96 0.15 3 14.2 | 2.48E-53
IPI00788747 | TIMP metallopeptidase inhibitor 2 P16035 1.56 1.56 6 289 | 8.92E-39
Iplo0788837 | CONAFLIS4752, highly similar to Poly(rC)- BADRD7 0.93 0.93 10 | 553 | 2.8E-274
binding protein 2
IpiI00788879 | HCV non-structural protein 4A-transactivated QONUY8-1 1.27 1.06 1.16 015 | 6 | 109 | 1.3E-122
protein 1
IP100788907 Bcl-XL-binding protein v68 Q96HS1-1 1.02 0.86 0.89 0.92 0.09 13 43.6 6.95E-33
IPI00788925 | Branched-chain-amino-acid aminotransferase Q53EW7 1.34 1.34 2 7.1 0.001796
Ipi00789041 | 140 kDanuclearand cell adhesion-related Q9H307-1 1.04 0.95 1.07 1.02 007 | 14 | 223 | 1.01E-85
phosphoprotein
cDNA FLJ40895 fis, clone UTERU2002294, highly
IPI00789101 | similar to Prostaglandin E synthase 3 (EC B3KUY2 1.09 1.06 1.03 1.06 0.03 7 34.5 | 2.2E-151
5.3.99.3)
IPI00789155 | Calumenin, isoform CRA_c B3KPG9 1.17 1.10 1.15 1.14 0.04 15 51.4 | 2.7E-225
IPI00789455 | Katanin p60 ATPase-containing subunit A-like 1 Q9BW62 0.86 0.86 1 3.7 3.18E-15
IPI00789551 | Putative uncharacterized protein MATR3 A8MXP9 1.02 1.07 1.07 1.05 0.03 42 47 0
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Eukaryotic translation initiation factor 3, subunit

IPI00789582 D BOQYA3 1.00 1.00 7 34.3 8.49E-42
IPI00789737 | Cell proliferation-inducing gene 17 protein Q5J8M3-1 0.88 1.00 1.14 1.01 0.13 4 20.3 | 1.95E-69
IPI00789740 | Gem (Nuclear organelle) associated protein 4 Q8WUM5 0.98 0.98 2 2.3 0.00219
IPI00789798 | Putative uncharacterized protein RAI1 A8BMTC3 1.14 1.14 2 14 1.5E-08
IPI00789848 | Putative uncharacterized protein IVD caJuio 0.86 1.08 0.97 0.16 3 7.3 1.98E-12
IPI00790107 | Protein SOLO Q8TERS5-1 1.17 1.04 1.11 0.09 3 2.8 4.66E-06
IPI00790214 | Calcium-binding protein ERC-55 Q14257 1.56 0.89 1.00 1.15 0.36 4 19.7 | 1.7E-186
IPI00790230 | cDNA, FLJ94609 B2R9Y2 0.91 1.05 0.98 0.10 2 1.8 1.58E-06
IPI00790292 ;?(ﬁziifjg’lﬁ?é:!ﬁgh' dsrii':li'ar to 39S ribosomal | g g 0.83 1.01 0.95 0.93 009 | 4 | 173 | 2.28E-30
IPI00790342 | 60S ribosomal protein L6 B2R4K7 0.86 0.85 0.90 0.87 0.02 20 50.9 | 1.6E-238
IPI00790441 | NCAPD2 protein AOPJ76 1.33 1.33 7 27.2 | 3.31E-92
IPI00790491 | Hepatitis C virus NS5A-transactivated protein 9 Q15004 1.31 1.31 1 16.4 2.69E-08
IPI00790503 | Cellular myosin heavy chain, type B P35580-3 1.08 1.08 82 41.6 0
IPI00790530 | 85 kDa nucleoporin Q9BW27 1.04 1.02 1.08 1.05 0.03 6 12 4.98E-94
cDNA FLJ52271, moderately similar to
IPI00790644 | Ubiquinol-cytochrome c reductase complex 14 B7Z2R2 1.02 1.02 2 13 2.6E-07
kDa protein (EC 1.10.2.2)

IPI00790739 | Aconitase 2, mitochondrial A2A274 0.98 0.93 0.99 0.97 0.04 21 31.1 | 8.8E-290
IPI00790743 | 60S ribosomal protein L36a-like Q969Q0 1.03 1.05 0.84 0.97 0.12 7 36.2 | 6.11E-39
IPI00790757 | Dual specificity protein phosphatase 3 P51452 0.90 1.25 1.06 1.07 0.18 7 42.4 0
IPI00790974 | APG16-like 1 Q676U5-1 1.00 1.00 2 6.1 2.69E-15
IPI00791026 | 56 kDa protein 1.35 1.12 1.13 1.20 0.13 24 48.8 5.9E-279
IPI00791060 | BRCA1-A complex subunit MERIT40 QQN;NVS_ 1.10 1.27 1.05 1.14 0.12 3 11.7 4.7E-190
IPI00791086 | Putative uncharacterized protein EIF3D ASMWD3 0.78 0.98 0.91 0.89 0.10 16 39.1 2E-241
IPI00791117 | NA 1.02 0.75 0.89 0.19 13 48.7 1.2E-117
IPI00791262 | Digestion substraction 1 Q14197 0.97 0.84 0.94 0.92 0.07 5 29.1 5.53E-31
IPI00791325 | HBV XAg-transactivated protein 5 Q15397 0.76 0.98 0.97 0.90 0.12 7 10.5 3.17E-96
IPI00791333 | Chromosome 20 open reading frame 4 A2A2Q9 0.84 1.09 1.12 1.02 0.16 6 19.6 2.94E-92
IPI00791509 | CDNA FLI75002, highly similar to Homo sapiens, | g1/ 135 135 2 64 | 2.1E-156

neural cell expressed,developmentally down-
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regulated gene 1

IPI00791711 | Nuclear receptor 2C2-associated protein Q86WQ0 1.12 1.09 0.99 1.07 0.07 3 28.1 4.73E-35
IPI00791720 | Protein Smaug homolog 2 Q5PRF9 0.73 0.73 1 2.2 9.38E-30
IPI00792065 | Putative uncharacterized protein TOR1AIP1 A8MUMS5 0.98 1.10 1.04 0.08 12 29.1 1E-138
IPI00792109 | CCDC43 protein Q86WV7 1.02 1.01 1.04 1.02 0.01 6 20.3 7.41E-37
IPI00792186 | ATP-binding cassette sub-family F member 1 AOPJ72 1.51 1.23 1.37 0.20 12 34 1.7E-214
IPI00792312 Integrator complex subunit 3 Q68E01-1 1.07 1.09 0.97 1.04 0.06 9 15.2 8.73E-30
IPI00792352 | Putative uncharacterized protein RAN B5SMDF5 0.93 0.97 1.00 0.97 0.04 13 36.4 | 4.9E-150
IP100792422 | WASH complex subunit FAM21A Q641Q2-1 1.51 1.35 1.43 0.11 8 9.5 1.6E-147
IPI00792423 | Activator-recruited cofactor 100 kDa component 075448 0.75 0.75 2.8 9.31E-07
IPI00792788 | Dedicator of cytokinesis protein 5 Q9H7D0-1 1.08 1.00 0.91 1.00 0.08 10 8.4 9.02E-48
IPI00792789 | Putative uncharacterized protein THOC7 B5MDZ2 1.11 0.86 0.77 0.91 0.18 5 24 2.5E-100
IPI00792837 | Zinc finger protein 207 variant Q59G9%4 0.97 0.98 0.98 0.98 0.01 5 8.3 5.9E-77
IPI00793111 | Rho GTPase-activating protein SYDE1 QGZ\;V‘D’L 0.81 1.14 0.97 024 | 2 3.8 | 9.66E-05
IPI00793132 ;Zg;z :n';'i?;::q’a?;gg‘r’]:;ﬁii':; t1° :‘;’L‘Z sapiens | rgk702 1.16 1.10 1.13 004 | 3 | 102 | 181E-15
IPI00793155 Putative uncharacterized protein RAB34 CaJ196 0.96 1.12 1.09 1.06 0.08 8 25.6 2.6E-172
IPI00793181 | Selenoprotein S Q9BQE4 0.44 0.75 0.59 0.22 3 17.2 3.49E-14
IPI00793199 | Annexin A4 Q6LES2 1.10 1.32 1.33 1.25 0.13 16 47.4 0
cDNA FLI61202, highly similar to
IPI00793201 | Multisynthetase complex auxiliary component B4E1S7 0.88 0.98 0.93 0.93 0.05 13 49.4 | 5.9E-207
pa3

IPI00793330 | 12 kDa protein A8K674 1.23 1.07 1.07 1.12 0.09 11 84.4 5.8E-269
IPI00793330 EE)':Q ;'i‘;7u5ti:3'it?;g2|‘sgmar to Xenopus ASK674 1.23 1.07 1.07 1.12 009 | 11 | 844 | 5.8E-269
IPI00793375 | Aminoacylproline aminopeptidase Q9N(11W7' 0.98 1.12 1.12 1.07 008 | 7 | 144 | 25981
IPI00793381 :g?]tf;;’g: (:, o ?s;j)pai”) 265 subunit, | cojzg4 0.92 0.92 17 | 385 | 86E-171
IPI00793696 | 60S ribosomal protein L24 P83731 0.98 0.95 0.91 0.94 0.04 9 39.3 1.92E-50
IPI00793717 | Uncharacterized protein C210orf59 CaJB10 0.89 0.89 2 10.4 1.38E-24
IPI00793723 | CDK7/cyclin-H assembly factor P51948 0.73 1.03 0.88 0.21 4 12.6 | 3.01E-17
IPI00793922 | 9 kDa protein 1.02 1.14 0.84 1.00 0.15 8 68.7 4E-211
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IPI00794221 | Putative uncharacterized protein DBN1 A8MV58 1.13 1.13 25 44.5 9.2E-290
IPI00794252 | Cysteine-rich with EGF-like domain protein 2 Q6UXH1-5 1.00 0.90 1.00 0.97 0.06 3 10.2 1.15E-28
IPI00794278 | Anaphase-promoting complex subunit 3 P30260 1.19 0.18 0.69 0.71 3 4.3 1.11E-28
IPI00794284 Ezictggeg::e”'"a”Sf°rmi”g sequence 2 QOH8V3-2 1.07 1.07 2 29 | 4.01E-09
IPI00794402 | Rho GDP-dissociation inhibitor 1 P52565 1.02 1.02 1.05 1.03 0.02 10 27.7 2.8E-263
IPI00794461 | Histone H2B type 1-N Q99877 1.13 1.13 12 48.8 1.3E-139
IPI00794521 | Putative uncharacterized protein DKFZp434J046 QI9UFV9 0.73 0.73 2 1.8 1.36E-40
IPI00794605 | 18 kDa protein 1.05 1.05 14 67.1 0
IPI00794613 | GTPase-activating protein RAB7 Q8TC07-2 1.06 1.19 1.22 1.16 0.08 11 20.1 2E-140
IPI00794659 ;?32;“533953’ highly similar to 405 ribosomal | g1\ g 0.81 091 0.88 0.87 005 | 7 | 338 | 3.79E-58
cDNA FLJ56179, highly similar to Pyruvate
IPI00794806 | dehydrogenase (lipoamide)-phosphatase 1 (EC BADYX8 0.90 0.90 2 5.2 9.32E-55
3.1.3.43)
IPI00794900 | C-1-tetrahydrofolate synthase, cytoplasmic B2R5Y2 0.94 0.94 29 28 3.6E-220
IPI00794956 | Putative uncharacterized protein SCFD1 A8MVI7 0.92 1.19 1.01 1.04 0.14 22 1.2E-280
IPI00795107 | Hepatocarcinoma high expression protein Q6P1N9-1 0.81 0.88 0.86 0.85 0.04 12.9 2.22E-16
IPI00795257 | 32 kDa protein 1.05 0.99 1.02 0.04 25 82.9 0
IPI00795287 | Uncharacterized protein C120rf29 Q8N999-1 0.93 0.97 0.95 0.03 2 5.5 2.94E-05
IPI00795553 | Armadillo repeat-containing protein 8 Q8IUR7-1 1.13 1.13 2 3.4 0.001047
IPI00795611 ;?t':g ;f;ifjtzéi:iém“m"ar to ARF GTPase- BADGUY 134 134 3 | 45 | 0003114
Ipi00795627 | CONAFLIS1883, highly similar to Mitochondrial g,y 14 0.73 091 0.87 0.84 010 | 3 | 99 | 145E10
39S ribosomal protein L3
IPI00795769 | Cytokine-induced protein of 29 kDa P82979 1.42 1.09 1.06 1.19 0.20 7 17 2.1E-142
IPI00795842 | Alpha mannosidase 6A8B QONTJ4 1.02 1.02 3 2.5 0.012655
IPI00795922 | Mitochondrial ribosomal protein $28 variant Q53G62 0.85 0.89 0.92 0.89 0.04 6 37.5 | 3.88E-22
IPI00795979 | Epidermal surface antigen Q14254 1.04 1.04 2 4.8 2.36E-30
IPI00795990 ;?(')\'t’;g"z'g?isl’ highly similar to Tight junction B4DZK4 114 114 18 | 14.8 | 1.6E-169
IPI00796062 | HCG2022684, isoform CRA_b C9J8T6 0.76 0.76 2 17.3 2.59E-47
Ipio0796114 | CONA FLIL1889 fis, clone HEMBA1007251, QOHAAS 0.09 0.09 2 | 11 | 0.003006

weakly similar to Homo sapiens F-box protein
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FBX29 (FBX29) mRNA

cDNA FLJ57946, highly similar to Elongation

IP100796284 B4DDU4 0.80 0.80 11 51.1 4.5E-151
factor 1-delta

IPI00796333 | Fructose-bisphosphate aldolase A P04075 0.95 111 1.06 1.04 0.08 36 75.1 0

IPI00796366 | CONVA FLIS6329, highly similar to Myosin light B72624 0.97 0.98 0.98 0.98 001 | 12 | 445 0
polypeptide 6

IPI00796379 | CDNAFLIS7067, highly similar to Beta-2- B4EOX1 0.91 1.54 1.22 044 | 3 | 189 | 6.78E-20
microglobulin

IPI00796467 | NA 0.94 1.08 1.01 0.10 1 18.6 2.54E-11

IPI00796519 | Testis expressed sequence 264 variant Q53GI2 1.04 1.04 2 7.1 0.001736

IPI00796864 | DOlichyl-Phosphate mannosyltransferase Q5QPKO 1.23 0.95 1.17 1.12 014 | 5 | 193 | 4.95E-92
polypeptide 1, catalytic subunit

IPI00796891 | Golgin B1 B27791 1.14 0.87 1.01 1.01 0.14 19 9.1 0
cDNA, FLJ95791, highly similar to Homo sapiens

1 B2 1. 1.2 1.2 1.1 1 15.1 1.09E-1

IPI00796914 aurora kinase B (AURKB), mRNA RCO6 00 4 5 6 0.14 4 5 09E-14

IPI00796919 | Beta-galactosidase B726Q5 1.21 0.95 1.16 1.10 0.14 4 7.2 1.63E-58
cDNA FLJ78093, highly similar to Homo sapiens

IP100796934 ribosomal protein L29 (RPL29), mRNA A8KOH3 1.12 0.92 1.02 0.14 3 19.5 2.3E-111
cDNA FLJ57452, highly similar to Nucleoside

IP100797013 diphosphate-linked moiety X motif16 (EC 3.6.1.-) B4E3B4 1.16 1.16 3 14.1 8.7E-19
cDNA FLJ50710, highly similar to

IPI00797038 | Phosphoenolpyruvate carboxykinase (GTP), B4DW?73 0.93 1.15 1.03 1.04 0.11 8 18.3 2E-183
mitochondrial (EC 4.1.1.32)

IPI00797126 | Alpha-NAC Q13765 0.87 0.76 0.77 0.80 0.06 6 7.8 0

IPI00797136 | 'mhibitor of nuclear factor kappa-B kinase- Q70UQ0-1 1.20 1.10 1.16 1.15 005 | 9 | 274 | 6.8E-116
interacting protein
cDNA FLJ78091, highly similar to Homo sapiens

IPI00797279 | ubiquitin-like, containing PHD and RING finger A8K024 0.95 1.33 1.16 1.15 0.19 14 18.4 | 5.25E-77
domains, 1 (UHRF1), mRNA

IPI00797384 | La ribonucleoprotein domain family member 4 Q71RC2-4 0.60 0.88 0.80 0.76 0.15 6 11 2.71E-55
cDNA FLJ37430 fis, clone BRAWH2001679,

IPI00797406 | highly similar to Homo sapiens NMD3 homolog B3KT11 0.99 0.95 0.83 0.92 0.08 5 12.1 8.02E-66
(NMD3), mRNA

IPI00797537 ggronlc myelogenous leukemia tumor antigen | gpqe o 0.93 1.00 0.89 0.94 005 | 7 | 134 | 3.56-166

Ipio0797572 | CDNA FLI604S1, highly similar to IQ motif and BADGCS 0.81 0.81 1 1.8 | 9.75E-12
Sec7 domain-containing protein 1

IPI00797603 | 39 kDa phosphoribosypyrophosphate synthase- Q14558 1.27 1.36 1.18 1.27 0.09 9 35.3 | 2.7E-130
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associated protein

IPI00797612 | WD repeat-containing protein 6 B4DHK2 1.21 1.37 1.12 1.23 0.13 6 10.6 | 4.11E-57
IPI00797738 | Cytochrome c oxidase subunit 6B1 P14854 0.87 0.98 0.94 0.93 0.06 4 45.6 | 1.64E-55
IPI00797771 | Uncharacterized protein C200rf117 094964-2 0.96 0.96 2.2 8.49E-65
IPI00797887 ;De'\:l’:;';'eizij:t’izf:\'}:‘:f’z:fg_trzlzsz;'sr)étein , | B4DMTS 0.66 0.66 15 | 345 | 12E-160
IPI00798011 | Putative uncharacterized protein SUMO3 A8MU27 1.31 0.95 1.03 1.10 0.19 3 17 3.71E-51
IPI00798034 | Protein KRI1 homolog Q8N9T8-1 0.94 1.05 1.00 0.07 7 13.2 | 4.33E-44
cDNA FLJ58665, highly similar to
IPI00798041 | Serine/threonine-protein phosphatase 2A 55 B4E1T7 0.93 1.10 1.03 1.02 0.09 9 21.9 1.5E-141
kDa regulatory subunit B alpha isoform
IPI00798102 | PEP11 homolog Q9U2I3QO- 1.02 1.15 1.14 1.10 0.07 6 25.7 2.98E-44
IPI00798272 | Branched-chain-amino-acid aminotransferase B7Z5L0 0.89 1.01 0.74 0.88 0.13 6 19.8 | 4.07E-93
IPI00807412 | Cytosolic 5-nucleotidase 3 Q9HOPO-4 0.82 0.82 2 6.5 7.34E-42
IPI00807498 | CCDC6 protein QO05CP8 1.03 1.04 1.04 0.00 7 23.4 1.17E-93
IPI00807545 | Heterogeneous nuclear ribonucleoprotein K P61978-3 1.19 1.19 27 56.8 0
IPI00815642 | TMSB4X protein QOP5N8 1.50 1.07 0.93 1.16 0.30 5 35.7 1E-41
IPI00815672 | Axonal transporter of synaptic vesicles Q12756-2 0.60 0.60 2 1.3 0.001573
Iploog15707 | AnKvrin repeat and K domain-containing Q8Iwz3-4 0.91 0.91 7 | 39 | 252623
protein 1
IPI00815713 | Treacher Collins syndrome protein Q13428-4 1.21 1.01 0.85 1.02 0.18 10 8.7 2.9E-137
IPI00815770 | Protein SDP3 060493-1 0.99 1.19 1.22 1.13 0.12 10 55.6 | 1.25E-76
Iploog16217 | tructural maintenance of chromosomes Q965B8-2 0.93 0.69 0.81 017 | 3 | 47 | 9.64E58
protein 6
IPI00816474 | Mammalian retrotransposon derived protein 8C A6ZKI3 1.06 1.75 1.41 0.49 4 26.5 1.03E-06
IPI00816707 | NBPF8isoform 5 Q3BBV4 1.16 1.16 2 2.5 0.01693
IPI00827625 f;;“:lr:ﬁ Toaljmfg::i:'depe”de”t protein kinase Q1315157' 0.81 1.04 0.93 017 | 9 | 248 | 2.2E-254
IP100827871 | Zinc finger homeobox protein 4 Q86UP3-2 0.91 0.91 2 0.6 0.021335
IPI00827967 | Partner of ARF Q3YEC7-2 1.17 1.22 1.19 0.03 3 4.9 3.12E-05
IPI00827972 | Partner of ARF Q3YEC7-1 1.11 1.11 2 3.7 | 0.000288
IPI00828021 | Heat shock 70 kDa protein 4-like protein A2ICT2 1.27 0.99 1.02 1.10 0.16 13 17.5 | 1.26E-87
IP100828080 | Arf-GAP with Rho-GAP domain, ANK repeat and Q96P48-6 1.36 1.10 1.23 0.18 5 5.1 3.07E-62
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PH domain-containing protein 1

IP100828125 | Neutral sphingomyelinase 3 QINXE4-4 1.52 1.01 0.79 111 0.38 4 8.2 5.58E-22
IPI00828150 | Protein 40-6-3 Q9Y270-1 0.93 0.91 1.02 0.95 0.06 10 32.1 1E-130
IPI00828172 | Protein FAM114A2 Q9NRY5-1 1.74 1.31 1.52 0.30 5 15.6 | 5.3E-123
IPI00828189 | L-isoaspartyl protein carboxyl methyltransferase | P22061-2 1.10 1.09 1.10 1.09 0.01 10 51.4 | 8.1E-204
IP100829707 | Dermal papilla-derived protein 6 Q8TE02-4 1.18 1.18 2 10.5 | 1.14E-05
Iplo0g29741 | Ankvrin repeat and LEM domain-containing Q86XL3-1 0.74 0.74 3 | 74 | 18827
protein 2
IPI00829826 | Activator-recruited cofactor 205 kDa component | Q15648-1 0.92 0.92 2 1.5 1.01E-11
IP100829835 | G patch domain-containing protein 4 Q5T310-1 0.72 0.72 7 21.7 | 1.03E-63
IP100829865 Protein SMILE Q6ZXV5-1 0.87 0.87 3 4.4 6.3E-07
1P100829992 Myosin | beta 000159-3 1.10 1.15 1.11 1.12 0.03 44 44.7 0
IP100830108 | Dnal homolog subfamily C member 2 Q99543-1 0.96 0.88 0.84 0.89 0.06 4 8.7 5.01E-98
IPI00830136 | Uncharacterized protein Clorf31 Q5JTI3-2 1.25 0.71 0.44 0.80 0.41 4 26.9 | 6.41E-85
IP100843975 | Cytovillin P15311 1.07 1.13 111 111 0.03 40 58.5 0
IP100844000 | E3 UFM1-protein ligase 1 094874 0.97 1.12 1.06 1.05 0.07 12 17 4.1E-183
IPI00844014 | Uncharacterized protein C9orfl114 Q57280 0.94 1.51 1.09 1.18 0.30 3 10.4 | 4.09E-31
IPI00844050 | Basic FGF-repressed Zic-binding protein Q9NVA1l-1 1.00 1.08 0.94 1.01 0.07 3 10 5.14E-10
IP100844090 | Collagen alpha-1(V) chain P20908 1.54 0.98 1.61 1.38 0.35 9 8.1 1.14E-65
IP100844193 | Zinc finger protein 593 000488 0.94 0.73 0.68 0.79 0.14 3 38.8 | 3.9E-102
IPI00844214 | Beta-catenin-like protein 1 QSV\;YAG- 0.93 1.04 1.28 1.09 0.18 7 14.9 3.93E-17
IP100844215 | Alpha-Il spectrin Q13813-1 1.07 1.04 1.10 1.07 0.03 116 51.7 0
Putative uncharacterized protein

IP100844264 DKFZp77980247 Q68DF1 0.90 1.18 1.14 1.07 0.15 25 32.7 0
IP100844303 | Unc-84 homolog A (C. elegans) A4D2Q0 1.23 1.23 2 3.3 3.88E-14
IPI00844311 | Uridine-cytidine kinase-like 1 QQN;NZS_ 0.62 0.62 2 4.4 0.030848
IP100844377 | Diaphanous-related formin-2 060879-1 0.90 1.01 0.96 0.08 2 2.6 2.83E-19
IP100844425 | Probable protein BRICK1 Q8V\_/2UW1 0.76 1.28 1.19 1.08 0.28 4 349 | 6.53E-55
IP100844507 | UPF0688 protein Clorf174 QslyL3 1.17 1.59 1.15 131 0.25 2 13.2 | 7.4E-126
IP100844578 | ATP-dependent RNA helicase A Q08211 0.97 1.02 1.00 0.99 0.02 57 44.4 0
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IP100845263 FN1 protein Q14328 0.68 1.27 1.07 1.01 0.30 77 39.7 0

IP100845373 | DNA-binding factor KBF2 Q00653-1 1.08 1.08 3 5.2 3.33E-17

Iploog4sas3 | Uncharacterized protein C18orf21 (HBV X- Q8TBSO 1.30 1.30 1 | 62 | 37839
transactivated protein 13).

IP100847168 RSU1 protein Q32Q10 1.14 1.08 1.11 0.04 10 32.1 1.27E-60

IPI00847637 | MAP7 domain-containing protein 3 Q8IWC1-1 0.98 0.98 1 1.7 2.5E-08

Ipi00847665 | CONA FLISS165, highly similar to Particularly B7Z7R3 0.88 1.18 1.04 1.03 015 | 11 | 346 | 6.2E-156
interesting new Cys-His protein

1P100847670 NA 0.99 1.03 1.07 1.03 0.04 6 28 9.72E-68

IP100847793 Dermcidin isoform 2 AS5JHP3 6.12 0.17 0.08 2.12 3.46 1 9.1 4.74E-07

IPI00847987 | Formin homology 2 domain-containing protein 2 | Q96PY5-1 0.96 0.96 4 4.6 7.36E-11
cDNA, FLJ94534, highly similar to Homo sapiens

IP100848090 | capping protein (actin filament), gelsolin- B2R9S4 0.79 1.88 1.50 1.39 0.55 5 21.6 | 3.54E-47
like(CAPG), mRNA
cDNA FLJ32689 fis, clone TESTI2000207, highly

IP100848133 | similar to NifU-like N-terminal domain- B3KQ30 1.16 1.16 3 21.8 | 1.03E-06
containing protein, mitochondrial
cDNA FLJ34950 fis, clone NT2RP7017284, highly

IP100848174 | similar to Casein kinase | isoform epsilon (EC B3KRV2 1.38 1.38 3 9.1 5.15E-07
2.7.11.1)

IP100848226 | Cell proliferation-inducing gene 21 protein P63244 0.71 0.91 0.91 0.84 0.11 21 79.8 0

IPI00848321 | SMARCD2 protein ASPLL5 1.12 1.08 1.10 0.03 4 10.7 8.29E-41

IPI0084g328 | SImilar to peroxisomal enoyl-coenzyme A 0.95 1.05 1.00 007 | 12 | 49.4 | 83E-151
hydratase-like protein

IP100848334 Kinesin-2 000139-4 1.14 1.14 6 7.8 9.22E-20

IP100852645 Uncharacterized protein KIAA0819 094909-2 0.53 1.09 0.81 0.40 2 1.3 1.41E-39

IPI00852659 Echlnoderm microtubule associated protein like B7WPE2 117 117 ) 36 2 81E-06
3, isoform CRA_e

IPI00852685 | Diaphanous-related formin-1 060610-1 0.89 1.02 0.92 0.94 0.07 17 17.8 | 3.2E-184

IP100852741 | ABP125 094979-8 0.85 1.03 1.00 0.96 0.10 37 30.1 3.2E-265
cDNA FLJ13729 fis, clone PLACE3000121, weakly

IPI00852806 | similar to VESICULAR TRAFFIC CONTROL Q9H8D6 2.23 1.16 1.06 1.48 0.65 4 7.2 4.34E-21
PROTEIN SEC15

IPI00852997 | Putative uncharacterized protein CRYZL1 A6NHJ8 0.95 0.93 0.99 0.96 0.03 5 23.1 8.78E-15

IPI00853009 | 0 kD2 nuclear polyadenylated RNA-binding Q92879-4 0.82 112 1.01 0.99 015 | 7 17 | 2.64E-50

protein
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IPI00853093 Methyltransferase-like protein 2B Q6P1Q9-1 0.89 0.99 0.94 0.07 3 10.8 1.03E-22
IPI00853120 | Chromosome-associated protein H2 Q61BW4-4 1.18 1.18 2 53 0.015246
IPI00853201 | Putative uncharacterized protein MRPL23 A8MYK1 0.85 0.79 0.82 0.04 2 11.5 3.2E-248
IPI00853224 | Gestational trophoblastic tumor protein 1 QI9NQZ5 0.86 0.85 0.85 0.00 3 9.2 1.47E-12
IP100853278 | SLAIN motif-containing protein 2 Q9P270 1.03 1.21 1.00 1.08 0.12 8 21.7 | 8.1E-191
IPI00853369 | MM1 015031 1.42 1.06 1.23 1.24 0.18 5 4 3.74E-56
IP100853400 | 133 kDa FK506-binding protein Q5T1M5-1 1.00 1.13 1.04 1.05 0.07 7 10.2 9.4E-166
Iplo0g53508 | CONAFLIS6334, highly similar to SECI3-related | gy 0.85 1.01 1.02 0.96 010 | 13 | 462 0
protein
IP100854642 | Cell proliferation-inducing gene 54 protein Q29RF7-1 0.92 1.00 1.00 0.97 0.05 25 24.9 0
IP100854741 DLG4 Q15334 1.61 1.13 1.08 1.27 0.29 9 13.2 1.15E-47
IP100855725 | TGN38 homolog 043493-4 0.96 0.96 4 17.2 2.82E-57
cDNA FLJ30470 fis, clone BRAWH1000040,
IPI00855767 | highly similar to Rap1 GTPase-GDP dissociation B3KNUO 0.87 0.98 0.95 0.93 0.06 11 23.5 1.1E-130
stimulator 1
IPI00855785 | Anastellin P0217551- 0.66 0.66 76 39.3 0
IP100855820 | Protein MON2 homolog Q7Z23U7-1 0.89 0.65 0.77 0.17 3 2.1 0.000176
IPI00855873 | Transmembrane protein 192 Q8I1Y95-1 0.92 1.01 1.04 0.99 0.06 3 15.5 | 8.92E-84
IPI00855940 Zsmgr';';?igg;;fgmhg’i\m"ar toHomosapiens | xgy607 1.06 1.22 1.04 1.10 010 | 13 | 146 | 5.9E-212
IPI00855954 | cDNA FLJ58388 B4DUI4 1.15 0.91 1.03 0.17 2 12.3 | 0.000191
IPI00855998 | AH antigen P49454 1.08 1.24 1.06 1.12 0.10 6 2.8 1.74€-22
IPI00856045 | Protein AHNAK2 Q8IVF2-1 0.71 1.14 0.93 0.31 4 1 5.09E-06
IPI00856098 | p180/ribosome receptor A7BI36 1.10 0.81 0.95 0.95 0.15 56 55.6 0
IPI00856116 | Palladin QSV\:/LX%- 0.68 1.20 0.94 0.37 5 5.1 6.93E-30
IPI00867503 | Amplified in breast cancer gene 2 protein Q8NDO04-2 0.85 0.85 3 4.7 3.6E-151
IPI00867509 | Coronin-1C_i2 protein A7MAPO 0.88 1.04 0.98 0.97 0.08 31 45.7 0
IPI00867529 | Kinesin-2 000139-2 1.12 1.27 1.20 0.10 8 13.8 | 4.78E-45
IPI00867714 | Protein LSM12 homolog Q3M2HD2_ 0.88 1.00 0.90 0.92 0.07 5 28.3 3.23E-26
IPI00867735 | UPF0488 protein C8orf33 Q9H7E9-2 0.81 0.90 0.83 0.85 0.05 4 20.7 | 9.47E-74
IPI00867739 | cDNA FLJ60533, highly similar to Kinesin-like BADHGS8 0.99 0.95 0.97 0.03 4.7 5.46E-13
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protein KIF3A

IPI00871157 | Putative uncharacterized protein SRPK2 AGNFO9 1.25 1.25 3 5.1 | 0.00058
IPI00871174 | Associate of Myc 1 Q99417 0.94 0.94 4 | 466 | 9.12E-12
Ipi00g71240 | CONA FLIS6906, highly similar to RNA-binding B7Z3A4 1.19 1.19 1.12 1.17 004 | 5 5.6 | 1.08E-40
protein 16
IPI00871372 ;?n '\:g :::)453832izzi;':_';er;isi:ﬁg:f:ﬁ%c:ig;"y B3KWT6 0.81 0.84 0.96 0.87 008 | 11 | 67 | 7.35E-51
IPI00871467 | Neural cell adhesion molecule L1 P32004-1 1.24 0.50 1.45 1.06 050 | 4 52 | 9.63E-14
IPI00871617 | BRCAL/BRCA2-containing complex subunit 3 P46736-2 0.90 1.38 1.14 0.34 15.1 | 7.74E-18
IPI00871680 | Putative uncharacterized protein ARFGAP2 ASMXL3 0.85 1.26 1.13 1.08 021 | 8 | 21.1 | 5.7E-209
IPI00871686 :Sgﬁé;’:;:}?jt’e'?;ggly similar to CLIP- BADF74 0.95 0.95 5 6 | 2.86-172
IPI00871704 | Putative uncharacterized protein DIAPH3 A8MYX0 0.63 0.68 0.85 0.72 012 | 4 29 | 1.35E-80
IPI00871780 | RNA-binding motif protein 12B Q8IXTS 0.89 0.94 0.81 0.88 006 | 5 | 105 | 2.61E-12
IPI00871827 | 60S ribosomal protein L7 ASMVV7 0.86 0.87 0.86 001 | 25 | 56.6 | 3.8E-234
IPI00871851 2':\;‘(;3;’;?;‘;:""; szulixfgzlif:t‘i d protein 5 Q15019-2 1.15 1.15 1.20 1.17 003 | 17 | 556 0
IPI00871854 | Putative uncharacterized protein SAMMS50 A8MZI2 0.99 0.89 0.97 0.95 0.06 9 26.7 | 2.71E-53
IPI00871870 | Actin-related protein 2/3 complex subunit 3 A8BMYY8 0.95 1.18 1.12 1.08 0.12 10 51.7 | 2.64E-61
cDNA FLJ75056, highly similar to Homo sapiens
IPI00871890 | phosphatidylinositol binding clathrin assembly A8K5U9 0.87 0.96 1.00 0.95 0.07 13 29.4 0
protein (PICALM), mRNA
IPI00871891 | Putative uncharacterized protein COMMDS8 A8MQB6 0.96 1.04 0.91 0.97 0.06 3 19.1 | 4.77E-09
IPI00871903 | Putative uncharacterized protein PLRG1 ABMW61 0.88 1.13 1.01 1.00 0.13 25.5 9.14E-68
IPI00871988 | cDNA FLI58980, highly similar to Sideroflexin-3 B4DRS6 1.09 0.94 111 1.05 009 | 4 | 182 | 4.6E38
IPI00872028 | NUMAL variant protein Q4LE64 1.22 127 1.22 1.24 003 | 69 | 42.2 0
IPI00872261 | Adenosylhomocysteinase ASMYU1 131 1.15 1.23 011 | 9 | 179 | 6.91E-31
IPI00872292 | Putative GTP-binding protein RAY-like QQB;NS} 1.10 1.05 1.07 004 | 5 | 387 | 3.486-88
IP100872352 | HD domain-containing protein 2 Q7Z4H3-1 0.98 0.91 0.98 0.96 0.04 6 31.9 | 5.45E-45
IPI00872375 ts:’;:;z;ft:;)er;ae?:g:r ﬁ:?:;itted glucose Q59GX2 135 1.22 1.46 1.34 012 | 4 | 93 | 24621
IPI00872387 | 60S ribosomal protein L7 ASMY04 0.87 0.87 21 | 484 | 3.7E-114
IPI00872549 | p59scr BSME39 1.02 1.02 1.02 000 | 2 55 | 1.1E-124
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cDNA FLJ52228, highly similar to Mps one

IPI00872556 binder kinase activator-like 1A B4DRY3 0.88 0.96 1.00 0.95 0.06 5 253 2.66E-61
IPI00872664 | Deubiquitinating enzyme 14 A8MYAS 0.98 1.09 1.01 1.03 0.05 23 45.9 3.6E-245
IPI00872733 | Putative uncharacterized protein POLE4 ABMUW3 1.23 1.02 1.12 0.15 2 29.1 1.3E-128
Ipl00872762 | SUCCiNVI-CoA ligase [GDP-forming] subunit P53597 1.00 1.03 1.10 1.04 005 | 5 | 185 | 1.1E-36
alpha, mitochondrial
IPI00872817 | Putative uncharacterized protein GLIPR2 ABMWQ4 1.32 1.20 1.26 1.26 0.06 4 42.2 1.28E-71
IPI00872859 | Putative uncharacterized protein TUSC3 A8MSMO 0.84 1.01 1.35 1.07 0.26 11.8 1.22E-72
IPI00872929 ?;Z'lﬁ?cp;t;;“eEt?é:m:gicﬁcagrg:iyme’ Q59GY0 1.96 1.96 1| 71 | 127632
IPI00872940 | 60S ribosomal protein L30 A8MYX5 0.70 0.95 0.86 0.84 0.13 8 64.3 1.3E-141
IPI00873116 | Arginine--tRNA ligase A8MX73 0.63 1.09 0.90 0.87 0.23 5 9.3 2E-54
cDNA, FLI95012, highly similar to Homo sapiens
IP100873223 | UDP-glucose pyrophosphorylase 2 (UGP2), B2RAN1 1.20 1.20 10 26.7 | 2.8E-219
mRNA
IPI00873228 | Lissencephaly-1 protein A8BMYHO 1.06 1.13 1.14 1.11 0.05 17 43.9 9E-285
IPI00873326 | Putative uncharacterized protein UFD1L C9JS35 0.92 1.41 1.16 1.17 0.24 8 29.2 6.77E-49
IPI00873344 | Protein N8 P55327-3 0.95 0.86 0.80 0.87 0.07 8 46 4.8E-146
IPI00873459 | Septin-10 Q9POV9-2 1.52 1.52 5 14.3 3.5E-23
IPI00873472 | Protein transport protein Sec24A 095486-1 0.91 1.17 1.10 1.06 0.13 8 10.2 1.6E-171
IPI00873518 | MAD1 mitotic arrest deficient-like 1 (Yeast) A4D218 0.93 1.18 1.06 0.18 3 5.5 1.91E-24
IPI00873534 | Shank-associated RH domain-interacting protein | Q9HOF6-1 1.00 1.00 1 3.9 2.35E-39
IPI00873577 | Kinesin-like protein 5 ABMTR8 0.82 1.11 1.21 1.05 0.20 4 5.8 2.14E-50
IPI00873607 | Cell proliferation-inducing gene 26 protein Q9Y320-1 0.63 0.82 0.78 0.74 0.10 4 15.9 8.5E-110
IPI00873608 ;[; '::I ';'::tllj:je ngtgas's":gz;m'\é'grzso';‘a' B4DUL4 0.89 0.87 1.02 0.93 008 | 5 | 229 | 6.83E-82
IPI00873767 | DNA helicase V Q96AE4-1 1.05 0.89 0.89 0.94 0.09 28 48.5 0
IPI00873829 | 3-ketoacyl-CoA thiolase, mitochondrial ABMVT9 0.88 1.02 0.99 0.96 0.07 13 40.3 | 1.8E-195
IPI00873899 | ATP-binding cassette 50 Q8NE71-1 1.06 1.07 1.03 1.05 0.02 25 35.6 0
IPI00873904 | GRIP1-associated protein 1 Q4Vv328-1 1.86 0.94 0.79 1.20 0.58 3 7.3 9.81E-46
IPI00873935 | Putative uncharacterized protein DKC1 A8MUTS 0.96 0.85 0.85 0.89 0.06 13 30.9 1.7E-141
IPI00873982 | Myosin heavy chain 11 smooth muscle isoform B1PS43 0.72 0.72 25 11.4 0
IPI00873991 | Axonemal beta dynein heavy chain 8 Q96JB1-1 0.94 0.94 3 0.5 0.062162
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IPI00874047 | Putative uncharacterized protein MRPS36 ABMWD6 1.13 1.17 1.15 0.03 1 11.7 1.49E-05

IPI00874175 | Ubiquitin carrier protein G2 ABMWE66 1.16 0.91 1.04 0.17 2 18.8 | 7.57E-35

IPI00876972 | Inner centromere protein QINQS7-1 1.02 1.52 1.31 1.28 0.25 5 7.6 4.42E-24

IPI00877014 Gangl.|05|de-|nduced differentiation-associated Q8TB36-1 0.90 0.90 3 95 4.45E-59
protein 1
cDNA FLJ78682, highly similar to Homo sapiens

IPI00877174 | 2-5-oligoadenylate synthetase 3, 100kDa A8KA84 1.10 1.10 2 2.8 7.56E-22
(OAS3), mRNA

IPI00877716 | TBC1 domain family, member 10A A7E244 1.27 1.25 1.26 0.02 3 8.3 0.00013

IP100878015 12 kDa protein 0.85 0.91 1.05 0.94 0.10 1 14.2 1.7E-160

. . Q4KMP7-
IPI00878181 | TBC1 domain family member 10B ) 1.40 1.39 1.03 1.27 0.21 5 14.4 2.62E-31
. . Q8WYP5-

IPI00878213 | Embryonic large molecule derived from yolk sac 5 1.02 0.96 0.90 0.96 0.06 15 9.7 7.6E-152
Putative uncharacterized protein

IPI00878256 ENSP00000395989 C9JFH9 1.23 1.23 2 6.2 1.31E-43

IPI00878392 | NA 0.88 0.88 6 67.4 | 7.5E-108
cDNA FLJ38619 fis, clone HEART2007696, highly

IPI00878551 | similar to Protein disulfide-isomerase (EC B3KTQ9 1.31 1.31 37 72.3 0
5.3.4.1)

IPI00878557 | Delta transcription factor P25490 1.32 1.32 2 4.5 0.000109

IPI00878669 | Putative uncharacterized protein CBX1 B5MD17 1.13 1.10 1.12 0.02 11 46 0

IP100878984 | D-dopachrome decarboxylase P30046 1.22 1.13 1.17 0.06 5 31.8 6.8E-94

IP100879004 DNA topoisomerase 2-alpha P06786 1.06 1.20 1.15 1.14 0.08 33 23.1 0

IPI00879210 | General transcription factor 3C polypeptide 5 Q9Y5Q8-3 1.00 0.91 0.95 0.06 3 7.8 1.32E-46

IPI00879287 | Putative uncharacterized protein CDCA5 B5MBX0 1.14 1.38 1.63 1.38 0.25 5 29.6 2.2E-61

Ipi00879742 | ADP-ribosylation factor GTPase activating BOQYVS 1.23 1.23 9 | 268 | 5.1E-117
protein 3

IP100879750 | Small nuclear ribonucleoprotein Sm D3 caJacs3 0.96 0.84 0.91 0.90 0.06 4 24 1.68E-86

IPI00879822 | NA 1.03 1.03 3 21.3 | 0.006988

Ipio0ggo117 | APClipoprotein B mRNA editing enzyme, BOQYD3 1.00 2.26 1.63 089 | 4 | 116 | 2.41E-20
catalytic polypeptide-like 3B

IP100880176 NA 0.95 0.95 1 16.7 1.52E-07

IPlo0gg017g | Nematopoietic signal peptide-containing Q5UCC4-3 1.16 1.16 2 6.7 | 0.000745

membrane domain-containing protein 1
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cDNA, FLI92684, highly similar to Homo sapiens

IP100883647 IK cytokine, down-regulator of HLA II (IK), mRNA B2R5Y4 1.61 1.19 1.24 1.34 0.23 7 17.4 5.35E-43
IP100883857 | Heterogeneous nuclear ribonucleoprotein U Q00839-1 0.99 1.02 1.02 1.01 0.02 45 46.7 0
IP100883896 | Epithelial protein lost in neoplasm beta variant Q53GG0 0.95 1.05 1.00 0.07 24 42.5 0
IPI00883897 | RELA protein Q2TAMS 1.02 1.12 1.10 1.08 0.05 9 26.3 5.23E-64
IPI00883925 | FLI00169 protein Q8TEM4 1.02 1.07 1.17 1.09 0.08 3 11.5 | 2.84E-80
IPI00884061 | NA 1.22 1.22 2 30.9 | 5.01E-57
IPI00884105 | CD107 antigen-like family member A P11279 1.28 1.01 1.44 1.24 0.21 4 9.8 6.9E-113
IPI00884192 | Glutathione peroxidase 4 P36969-1 0.85 0.57 0.48 0.64 0.20 4 21.4 | 1.47E-16
IPI008gagos | Cone associated with retinoicand interferon- | ) geq; 4 0.63 0.86 1.00 0.83 019 | 22 | 499 0
induced mortality 12 protein
IPI00885108 | PAT1-like protein 1 Q86TB9-1 1.19 1.22 1.15 1.18 0.03 7 13.6 | 1.6E-107
IPI00885123 | SH3 domain-containing guanine exchange factor | Q96DR7-3 0.97 0.97 2 5.4 0.009854
IPI00886911 | NA 0.84 0.97 1.04 0.95 0.10 3 5.6 2.18E-89
IPI00887558 | NA 0.78 0.78 1 5.9 0.010054
IPI00889000 | Neurochondrin Q9UBB6-3 0.95 1.17 1.06 0.15 3 53 3.2E-08
IP100889534 | Carbamoylphosphate synthetase | Q5R206 1.03 1.03 2 1.7 2.96E-31
IPI00890743 | Serine/threonine-protein phosphatase B7Z2W9 0.83 1.12 1.04 1.00 0.15 8 29.2 3.8E-121
IPI00890837 f\f;‘;itzga;:z'r;:fﬂ";?;i;;g:g::‘fomes flexible | gNHRo-1 0.91 1.08 1.03 1.01 008 | 15 | 102 | 2.3E-125
IPI00892541 | HLA-B associated transcript 3 BOUX85 1.13 1.29 1.12 1.18 0.10 7 14.3 2.56E-73
IP100893004 | Major histocompatibility complex, class I, C B0S7Z6 0.86 1.55 1.57 1.33 0.40 9 28.2 | 3.8E-159
IPI00893197 | Phosphotyrosyl phosphatase activator Q15257-2 1.18 1.17 1.07 1.14 0.06 7 28.4 | 2.07E-47
IPI00893532 \F;cr)(r)\tZ\ilri]IISeErand factor A domain-containing QSOEWG— 0.88 0.88 1 08 0.004303
IPI00893541 | 14 kDa protein C9JKU1 1.04 1.07 1.08 1.06 0.02 8 69.9 3.2E-252
IPI00893746 :\'S'_"::rz\(/’i:i‘::)tone chromosome protein 2-like 1 | g 55y 0.73 0.95 0.88 0.86 012 | 6 | 394 | 1.1E-106
cDNA FLJ46786 fis, clone TRACH3028837, highly
IP100893770 | similar to Homo sapiens smoothelin (SMTN), B3KY41 0.68 0.92 0.80 0.18 15 18.6 9E-143
transcript variant 2, mRNA
IP100893918 | Valyl-tRNA synthetase BOV043 0.95 0.88 0.90 0.91 0.03 42 39.6 0
IPI00893949 | MHC class | antigen AONOE2 1.12 1.46 1.76 1.45 0.32 12 44.2 0
IPI00894154 | Complex I-42kD 095299 0.92 0.96 0.94 0.03 7 17.7 | 1.5E-112

159




IP100894287 | cDNA FLI56889, moderately similar to Vigilin B4DTQ2 0.73 1.06 0.91 0.90 0.16 32 32.7 0
IPI00894395 | Low molecular mass protein 2 BOVOT1 1.27 1.27 2 8.7 0.000426
IP100894409 | Copinel B0QZ18 1.10 1.33 1.32 1.25 0.13 14 29.2 1.1E-210
IP100894498 | Beta-actin A1E282 0.91 0.91 36 79.5 0
IPI00895781 | GC-rich promoter-binding protein 1 Q86\2NP2- 1.06 1.06 1 2.4 0.000683
IPI00895800 | HBEBP2-binding protein C Q27J81-1 1.05 1.18 1.26 1.16 0.11 3 4.8 8.32E-23
IPI00895911 Sae:::'rftr 1””°'e'° acid binding protein alpha Q5UOE9 0.92 0.98 0.89 0.93 004 | 11 | 573 0
cDNA, FLI93047, highly similar to Homo sapiens
IPI00896498 | matrix metallopeptidase 14 (membrane- B2R6P3 1.55 1.86 2.05 1.82 0.25 2 3.8 9.24E-05
inserted) (MMP14), mRNA
IPl00g96504 | Olucosamine (UDP-N-acetyl)-2-epimerase/N- A6PZH2 1.43 1.25 1.34 013 | 5 9.7 | 135671
acetylmannosamine kinase, isoform CRA_a
cDNA, FLJ93859, highly similar to Homo sapiens
IPI00900291 | Protein phosphatase 1A (formerly 2C), B2R8E4 0.96 1.63 1.30 047 | 3 73 | 2.36E-06
magnesium-dependent, alpha isoform (PPM1A),
mRNA
IPI00900293 Filamin B B27783 0.91 0.92 0.96 0.93 0.03 125 61.3 0
IPI00900312 Proto-oncogene c-RAF P04049-2 0.90 1.11 1.07 1.03 0.11 8 19.9 3.17E-25
IPI00900386 | Putative uncharacterized protein GTPBP3 A6NFH1 0.58 0.58 1 4.4 1.04E-39
IPI00902451 | SCr/thr protein kinase Emk1/MARK2 isoform Q5DNC6 1.02 1.02 6 | 133 | 7.556-39
EMK1A
IPI00902533 T;ldear envelope pore membrane protein POM | (gqy,1 4 1.28 0.61 0.95 047 | 2 29 | 6.67E-09
IPI00902560 | Outer mitochondrial membrane protein porin 2 P45880-1 0.89 0.99 1.12 1.00 0.11 12 50.2 | 5.6E-172
IP100902564 | 65 kDa eukaryotic translation initiation factor 2A | Q9BY44-1 0.93 0.90 0.91 0.02 19 45.8 | 9.9E-142
cDNA FLJ38699 fis, clone KIDNE2002168, highly
IPI00902588 | similar to Short chain 3-hydroxyacyl-CoA B3KTT6 1.09 1.15 1.12 0.05 9 24.2 7.97E-37
dehydrogenase, mitochondrial (EC 1.1.1.35)
IP100902614 Deubiquitinating enzyme 24 Q9UPUS5S 1.21 1.08 1.04 1.11 0.09 3 1.7 1.91E-34
cDNA FLJ39696 fis, clone SMINT2011033, highly
IP100902680 | similar to Sorting and assembly machinery B3KUE6 0.91 0.91 3 10.9 | 1.98E-14
component 50 homolog
cDNA FLJ16129 fis, clone BRACE2039823, highly
IPI00902843 | similar to CDP-diacylglycerol--inositol3- B3KY94 1.38 1.38 1 4.6 0.000422

phosphatidyltransferase (EC 2.7.8.11)
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IP100902969 | Augmenter of liver regeneration P55789 0.99 0.79 0.80 0.86 0.11 3 24.9 1.5E-99

IPI00902991 | BetaCstF-64 variant 2 B3V096 1.09 121 0.99 1.10 011 | 8 | 184 | 7.93E-49

IPI00903155 | CPNA FLI39540 fis, clone PUAEN2008314, highly | gy 5q 111 0.93 1.05 1.03 009 | 11 | 256 | 3.03E-52
similar to Switch-associated protein 70

IPI00903226 | CONA FLI46353 fis, clone TESTIA4049786, highly B3KXY9 0.90 0.89 0.97 0.92 004 | 14 | 146 | 2.01E-69
similar to Hexokinase-1 (EC 2.7.1.1)

IPI00903253 | cDNA FLJ44718 fis, clone BRACE3022051 Q6ZRD3 1.15 0.95 0.88 0.99 014 | 2 | 223 | 3.63-42

IPI00903256 | Putative uncharacterized protein ZC3H14 B5MBX9 1.31 1.02 1.00 1.11 0.17 6 11.8 1.96E-61

IPI00903320 | CDNA FLI36571 fis, clone TRACH2012242, highly | o5, 5 1.38 121 1.29 012 | 4 | 263 | 3.87E-37
similar to Myoferlin
cDNA FLI40132 fis, clone TESTI2012155, highly

IPI00903328 | < T o oTEm Rip B3KUL1 0.92 0.96 0.98 0.95 003 | 4 12 | 2.14E51

IPI00908375 | CONA FLIS2821, highly similar to Protein B4E0QY 0.93 0.93 12 | 381 | 1.4E181
transport protein Sec23A

IPI0090g404 | CPNA FLIS1188, highly similar to N- B4E284 1.26 1.15 117 1.19 006 | 10 | 233 | 4.04E-47
acetylglucosamine-6-sulfatase (EC3.1.6.14)

IpI00g0ga1g | CONA FLISS157, highly similar to Eukaryotic ASMIX72 0.94 0.98 0.98 0.97 002 | 4 | 206 | 1.03E-67
translation initiation factor 4E

IPI0090844q | CAlcium/calmodulin-dependent protein kinase | ) j3cec ¢ 136 136 5 | 133 | 3.28E-95
type Il subunit gamma

IPI009084g1 | CONA FLI52942, highly similar to Nucleolar B4DYA9 1.03 1.03 2 91 | 2.27E-23
protein of 40 kDa

IPI00908469 25::/: FL52712, highly similar to Tubulin beta-6 | o) oc ) 0.92 0.97 1.05 0.98 006 | 23 | 605 0

IPI00908538 | cDNA FLI54293 B4E3J6 1.02 1.02 3 | 11.7 | 0.002513

IPI00908568 | Replication factor C 5 isoform 3 1.11 1.11 8 37.6 | 2.51E-90

IPI00908578 | cDNA FLJ51932 B4DQO6 1.05 1.05 2 | 184 | 1.03E-05

IPI00908639 | cDNA FLI61589 B4DGV1 1.14 1.19 117 004 | 3 38 | 5.39F-42

IPI00908736 | Putative uncharacterized protein YAF2 C9JKP3 0.92 0.96 0.86 0.91 0.05 4 28.9 | 8.04E-95

IPI00908g04 | CONA FLIS3353, highly similar to ATP-binding B4DLO7 0.85 1.22 1.03 026 | 7 | 127 | 1.67E-64
cassette sub-family D member 3

IP100908873 | 140 kDa nucleolar phosphoprotein Q14978-3 0.81 0.81 7 12.3 | 2.78E-10

IPI00g0g913 | CONA FLI61582, highly similar to RNA-binding BAE3T4 0.79 121 1.16 1.05 023 | 4 | 286 | 1.08E-77
protein with multiple splicing

IPI0090g931 | CDNA FLI52456, moderately similar to BADE64 0.87 0.87 4 | 326 | 7.2E-120
Programmed cell death protein 5

IPI00909064 | Bifunctional coenzyme A synthase Q13057-2 0.91 118 1.02 1.04 014 | 9 | 196 | 1.63E-65

161




IP100909083 GSPT1 protein Q96GF2 0.94 1.07 0.99 1.00 0.07 16 28.5 3.6E-117
cDNA FLJ59570, highly similar to Protein

IP100909112 farnesyltransferase subunit beta (EC 2.5.1.58) BADLS4 1.02 1.02 3 o8 8.66E-16

Ipi00g0g195 | CPNA FLIS3622, highly similar to Hematological | g, 1 1.34 1.09 0.96 1.13 020 | 10 | 60.1 | 6.7E-130
and neurological expressed1-like protein

IPI0090g247 | CONA FLIS1655, highly similar to Actin-like B4ADWQS 0.74 0.74 10 | 292 | 22227
protein 2

IPI00909366 | CONA FLI600S8, highly similar to Myosin light B4E368 3.41 0.88 2.14 179 | 6 | 269 | 2.86-138
chain 1, slow-twitch muscle A isoform

IPI00g0gags | CPNAFLIS4776, highly similar to Cell division B4ELU9 0.92 1.15 1.09 1.05 012 | 8 | 309 | 5.99-70
control protein 42 homolog

IPI00909515 | CDNAFLIS1495, highly similar to ADP- B4DLI3 1.29 1.29 4 | 227 | 273687
ribosylation factor 5

IPI00909555 | CONA FLIS1602, highly similar to Interferon- B4DNS2 0.82 1.26 1.04 031 | 12 | 319 | 2.46E-82
induced guanylate-binding protein 1

IP100909569 Histone deacetylase 7 Q8wWuUl4-8 0.85 0.95 0.90 0.07 5 7.7 3.15E-09

IP100909703 cDNA FLJ51518, highly similar to Annexin A11 B4DPJ2 1.15 1.16 1.16 0.01 14 32.3 1.1E-205

IPI00909772 | CPNA FLIS3069, highly similar to AP-2 complex B4DNBO9 0.97 0.97 10 25 | 5.78E-69
subunit mu-1

IP100909773 Ubiquitin carrier protein B4DSz4 1.15 1.15 6 28.8 3.92E-56
cDNA FLJ59607, moderately similar to D-

IP100909853 dopachrome decarboxylase (EC 4.1.1.84) B4E259 0.93 0.93 3 154 5.29E-57

IP100909904 Mammalian STE20-like protein kinase 3 Q9Y6EOD-2 1.11 1.17 1.01 1.10 0.08 8 19.6 3E-182
c¢DNA FLJ75178, highly similar to Homo sapiens

IPI00910016 | methyl-CpG binding protein splice variant 1 A8K654 1.14 1.14 2 5.9 3.32E-06
(MBD1) mRNA

IPI00910034 | cDNA FLJ51105, highly similar to Arfaptin-2 B4DUZ3 0.96 1.30 0.97 1.08 0.19 4 14.4 2.19E-36
cDNA FLJ14622 fis, clone NT2RP2000147, highly

IPI00910088 | similar to Adaptor-related protein complex 1 B3KNH5 1.04 1.08 1.12 1.08 0.04 9 28.3 1.01E-69
mu-1 subunit
cDNA FLJ56849, moderately similar to Mus

IPI00910135 | musculus actin filament associated protein 1 B4DMU2 0.81 1.25 1.03 0.31 3 4.4 1.29E-05
(Afap1), mRNA

IPI00910164 | CONA FLIS3381, highly similar to BADKSO 0.90 0.67 0.97 0.85 016 | 5 | 117 | 4.48E-44
Monocarboxylate transporter 1

Ipi00g10194 | CPNA FLIG0S6S, highly similar to Nuclear pore BADIK2 1.03 1.11 1.08 1.07 004 | 17 | 17.6 | 3.46-250
complex protein Nup153

IPI00910365 | CONA FLIS3237, highly similar to Caseinolytic BADXP7 0.99 0.99 5 11 | 2.05-26

peptidase B protein
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c¢DNA FLJ61695, highly similar to Glioma tumor

IP100910443 . . R B4E1N4 1.42 0.90 0.86 1.06 0.31 7 19.5 7.11E-62
suppressor candidate region gene 2 protein
c¢DNA FLJ60673, highly similar to Homo sapiens

IPI00910572 | aldehyde dehydrogenase 16 family, member Al B4DLQ1 0.99 0.99 5 9.5 8.13E-48
(ALDH16A1), mRNA

IPI00910581 | cDNA FLJ57960 B4DF33 1.44 0.98 1.21 0.32 3 11 3.09E-05

IPI00910593 | cDNA FLJ52765, highly similar to Calponin-2 B4DUT8 0.76 1.08 1.02 0.96 0.17 17 56.1 0

IPI00910610 | NEDDS carrier protein UBE2F Q962M7- 1.22 1.17 1.20 0.03 2 12.8 | 5.47E-28
cDNA FLJ58598, highly similar to Homo sapiens

IP100910694 NOL1/NOP2/Sun domain family, member 5 B4DP79 0.72 0.93 0.86 0.83 0.11 3 8.5 5.73E-12
(NSUNS5), transcript variant 1, mRNA

IPI00910781 | Glucose-6-phosphate isomerase B4DE36 1.05 1.06 0.99 1.03 0.04 29 43.8 0

IPI00910882 | Putative uncharacterized protein TBC1D5 C9JP52 1.02 1.15 1.10 1.09 0.06 4 6.9 4.16E-26

IPi00910937 | CONA FLIS4803, highly similar to Cyclin- BADQP9 1.07 135 1.21 020 | 2 | 152 | 1.29E-75
dependent kinase inhibitor 1

IPI00910974 | Phosphoglycerate kinase B4DWQ3 1.02 1.04 1.03 0.01 16 97.5 0

Ipi00g10977 | CPNAFUI31171fis, clone KIDNE2000046, highly | g3y oo, 1.13 0.94 1.01 1.03 010 | 8 | 347 | 2E-110
similar to 3-mercaptopyruvate sulfurtransferase
cDNA FLJ38698 fis, clone KIDNE2002015, highly

IPI 11 B3KTT 1.02 1. 1.01 1.01 .01 .

00911039 similar to HEAT SHOCK 70 kDa PROTEIN 1 3KTTS 0 00 0 0 0.0 3 253 0

cDNA FLJ53329, highly similar to

IPI00911050 | NADPH:adrenodoxin oxidoreductase, B4DHX5 1.64 1.64 1 2.4 0.003353
mitochondrial (EC 1.18.1.2)

IPI00911064 | CDNAFLIS8961, highly similar to APAF1- ASMWRO 1.18 1.07 1.13 008 | 3 | 181 | 2.04E-08
interacting protein
cDNA FLJ77570, highly similar to Homo sapiens
pleckstrin homology domain containing, family C

IP100913848 (with FERM domain) member 1 (PLEKHC1), A8K6S3 0.65 0.87 0.88 0.80 0.13 26 52.3 1.9E-263
mRNA

Ipio09138gy | Haloacid dehalogenase-like hydrolase domain- Q08623 1.23 1.02 0.98 1.08 013 | 4 | 151 | 6.77E-87
containing protein 1A

IP100913938 | cDNA FLI59791, highly similar to Importin-11 B4DZ73 0.93 0.71 0.89 0.84 0.12 6 10 1.57E-12

IPI00913961 | Histone H2A.Z POCOS5 1.35 1.09 1.13 1.19 0.14 4 22.1 | 1.14E-24

IPI00914016 | Dynactin subunit 4 Q9UIWO 1.24 1.11 1.17 1.17 0.06 7 22.9 | 1.03E-53

IPI00914045 | Small integral membrane protein 13 2.55 2.55 2 13.2 | 8.16E-07

IPI00914048 | Basophilic leukemia-expressed protein Bles03 Q9H3H3 1.04 1.13 1.18 1.11 0.07 5 18.8 | 7.66E-28
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IPI00914566 | Farnesyl diphosphate synthetase P14324 1.91 2.06 2.14 2.04 0.11 8 21 2.74E-55
IPI00914847 | Nebulin ASMTT4 1.09 0.98 112 1.06 0.08 04 | 0.009732
IPI00914938 | 100 kDa coated vesicle protein C 094973-1 1.00 1.00 18 | 242 | 8.76-203
IPI00914949 :gﬁg:g:y; est,j celzlt:;’tc];:l()'cg:r‘l’::: Q59FPS 0.97 0.97 7 25 | 2.14E-11
IPI00915008 | Methyltransferase-like protein 1 Q9UBP6 0.80 0.92 0.83 0.85 0.06 30.6 | 2.07E-72
IPI00915022 | hTREX120 Q8NI27-1 0.75 1.05 0.92 0.91 015 | 4 25 | 6.66E-10
IPI00915356 %ez;zg:uz:iiFt’O'yade”y'atm“ specificity factor | (engga-1 1.14 1.55 1.27 1.32 021 | 7 | 177 | 3.36E-14
IPI00915363 | 40S ribosomal protein S24 P62847-1 0.94 0.84 0.89 0.89 005 | 4 | 121 | 891E-75
IPI00915437 | Aicardi-Goutieres syndrome 2 protein Q5TBB1 0.82 0.82 13.2 | 0.001792
IPI00915456 ZZSQZLSJZZZ;SE th;>grrc]>|Ze?rl1mGI|(aI)r ;;X")""r':]‘;':f\p'ens A8K822 117 117 2 45 | 9.51E-05
IPI00915466 | EPS-15-interacting protein 2 095208-1 121 121 3 6.1 | 1.25E-10
IPI00916111 | Cytosolic malate dehydrogenase P40925 1.02 1.18 1.13 1.11 0.08 14 44.3 0
IPI00916402 | Adaptor-associated kinase 1 Q2M218 121 1.09 0.98 1.09 012 | 6 | 148 | 13E75
IPI00916405 :,‘\‘ltsa;ggeogggg*;rza;;e“ZEd protein B8ZZU2 0.96 0.96 11 | 178 | 7.3-132
cDNA FLJ55789, highly similar to Rattus
IPI00916503 | norvegicus basic leucine zipper and W2 domains B4DLZ8 1.02 1.07 1.19 1.09 0.09 16 31 4.2E-105
1 (Bzw1), mRNA
IPI00916546 | Putative uncharacterized protein PWP2 CaJCa1 0.92 1.23 1.07 0.21 3 22 1.04E-32
IPI00916570 iecremry carrier-associated membrane protein | g\ 0.97 0.84 1.08 0.96 012 | 1 | 46 | 5.09-14
cDNA FLJ75174, highly similar to Homo sapiens
IP100916600 | calmodulin 1 (phosphorylase kinase, delta), A8K1M?2 1.28 1.06 1.06 1.14 0.12 7 36.2 0
MRNA
IPI00916847 | GTP-binding protein 9 QINTK5-1 0.97 0.97 0.97 0.97 000 | 21 | 50.7 | 1.9€-250
IPI00917041 | Putative uncharacterized protein METTLS B8ZZC8 0.58 0.66 0.59 0.61 004 | 2 | 102 | 7.62E-07
IPI00917072 | Putative uncharacterized protein RABL2A B7ZBD6 1.01 1.05 1.03 0.03 3 18.1 2.77E-51
IPI00917081 | ANO6 protein BYEGGO 1.03 1.03 3 56 | 6.71E-22
IPI00917228 | Putative uncharacterized protein PTMA €9J0DO 1.33 0.95 0.92 1.07 023 | 8 | 223 0
IPI00917297 | Putative uncharacterized protein CWC22 B7WP27 1.05 0.95 1.04 1.01 0.06 6 8.3 5.4E-38
IPI0091720g | CONA FUIS7527, highly similar to 60S ribosomal B724C8 0.99 0.90 0.95 006 | 4 | 262 | 1.13E-24

protein L31
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IPI00917656 | Putative uncharacterized protein FAM128B B87787 1.06 1.17 1.12 0.08 2 16.5 2.5E-96

IPI00917683 | Putative uncharacterized protein SUMO1 BSZZN6 121 1.25 1.06 117 010 | 2 13 | 9.66E-06

IPI00918021 | Ubiquitin carrier protein B8ZZCO 137 1.43 113 131 016 | 7 | 306 | 4.4E-170

IPI00921172 | Peroxisomal carnitine O-octanoyltransferase Q9UKG9 1.45 1.45 2 5.8 1.2E-28

IPI00921422 E;’:t’;'rf and hepatic tumor over-expressed gene | 140 3 0.90 1.01 0.97 0.96 006 | 33 | 209 | 1E-165
cDNA FLJ54837, highly similar to Inositol

PI00921428 | hatase (EC 3.1.3.25) B7Z6Q4 0.85 1.06 1.08 1.00 013 | 10 | 339 | 84E92

IPI00921819 | CONA FLIS6007, highly similar to Cip1- B7Z3U7 0.98 1.06 1.02 006 | 3 6.7 | 2.256-39
interacting zinc finger protein

IPI00921844 | MAD3/BUBL-related protein kinase 060566-3 0.69 118 0.96 0.94 024 | 9 10.6 | 4.32E-49

IP100921909 | Zinc finger protein 185 variant 721 B8K2M1 1.48 1.48 7 17.9 | 8.94E-52

IPI00921911 | CONA FLIS6946, highly similar to Cysteine-rich B726C0 1.14 118 1.16 1.16 002 | 5 | 284 | 3E-216
protein 2

IPI00922006 ?j;f:ir're'ated protein complex 1 sigma-18 P56377 113 1.10 112 002 | 3 | 217 | 1.1E-104

IPI00922055 | Diazepam binding inhibitor, splice form 1G B8ZWD6 132 121 1.19 1.24 007 | 5 | 385 | 1.87E-57

IPI00922070 | CPNA FLIS7025, highly similar to Ceroid- BADDH6 0.72 0.84 0.78 009 | 1 32 | 3.28E-09
lipofuscinosis neuronal protein 6

IPI00922181 | CONA FLIS3276, moderately similar to DNA B72876 1.13 1.17 1.15 1.15 002 | 34 | 406 0
replication licensing factor MCM2
cDNA FLJ54755, highly similar to Vacuolar ATP

PI00922223 | (it (EC 3.6.3 14) B726L9 0.95 1.15 1.27 112 016 | 8 | 19.1 | 5.83E-57

IP100922250 z;‘;::l‘r’]e overexpressed in colon carcinoma 1 Q8TAD7 0.62 0.88 0.75 019 | 3 | 556 | 6.1E-60
cDNA FLJ57430, highly similar to DNA-directed

IPI00922383 | RNA polymerase Il 33 kDa polypeptide (EC B726D1 1.08 1.08 5 149 | 1.17E-78
2.7.7.6)

IPI00922413 | CPNA FLI61560, highly similar to Tight junction B72954 0.97 1.04 1.04 1.02 004 | 8 | 121 | 3.2E-177
protein ZO-2

IPI00922415 | CONA FLIS1825, highly similar to Single-stranded | o/, g 121 121 6 | 409 | 1.7E-154
DNA-binding protein, mitochondrial

IPI00922428 | CONA FLIS1089, highly similar to FK506-binding | 27,5 1.15 1.27 1.27 1.23 007 | 5 75 | 7.13E-12
protein 9 (EC 5.2.1.8)

IPI00922443 | CDNA FLI59210, highly similar to Tubulin-specific | o755, 1.05 111 0.97 1.04 007 | 12 | 268 | 1.91E-82
chaperone E

IPI00922476 | EVPL protein B7ZLH8 0.83 112 0.98 020 | 2 14 | 0.003419

IP100922484 | BUD31 homolog (Yeast), isoform CRA b B72459 0.70 0.99 0.85 0.20 10 60 1.9E-36
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cDNA FLJ57872, highly similar to Mevalonate

IP100922513 kinase (EC 2.7.1.36) B7z1C2 1.74 2.06 1.90 0.22 5 25.6 1.44E-16
cDNA FLJ58752, highly similar to Homo sapiens
IPI00922574 | RCD1 required for cell differentiation 1 homolog B7Z1E5 0.85 0.85 4 13 1.02E-20
(RQCD1), mRNA
IP100922682 | cDNA FLI54713, highly similar to Gephyrin B7Z2B5 0.89 0.83 0.86 0.05 6 10.1 | 6.38E-24
IP100922697 | PDHE1-A type | P08559 1.05 1.05 17 42.8 | 3.59E-83
IPI00922773 | cDNA FLI58031, highly similar to Tuftelin B7z4Y1 0.73 1.17 1.13 1.01 0.24 5.1 1.19€-24
IP100922855 | TUBGCP2 protein B7ZKL8 1.24 1.35 1.30 0.08 4 53 7.15E-34
IP100923468 | SMARCA4 protein BOEGQS8 1.01 0.93 1.01 0.98 0.05 11 8.3 1.2E-175
IP100923582 | cDNA FLJ59687, highly similar to Secernin-1 B4DHMO 1.02 1.08 1.05 1.05 0.03 10 27.2 1E-102
IP100924510 | Putative uncharacterized protein RIF1 CaJI70 0.89 1.12 0.90 0.97 0.13 9 5.2 1.8E-107
IP100924549 | BET1 homolog cajzci 1.07 1.07 2 21.8 | 1.09E-59
cDNA, FLJ93994, highly similar to Homo sapiens
IP100924713 | phosphate cytidylyltransferase 1, choline, alpha B2R8P1 0.96 1.07 1.11 1.05 0.08 9 35 8.28E-29
isoform (PCYT1A), mRNA
IPI00924769 | Putative uncharacterized protein WBSCR22 C9K060 1.17 1.17 2 111 6.82E-05
IPI00924778 (E)f_’]'ct::glc:r';;”:zf;:?e"\’/i::gtuznce 2 QOMTS0 1.06 1.08 1.07 001 | 3 6 | 252605
IPI00924780 | Putative uncharacterized protein RAPH1 C9KO0J5 1.05 1.05 2 1.7 0.000155
IP100924788 | Arylacetamide deacetylase-like 1 Q6PIU2-2 0.82 1.20 1.21 1.08 0.22 8 29.9 1.7E-294
IP100924816 | Myotrophin P58546 0.94 0.94 30.5 1.1E-167
IPI00924991 ;?c';i/;Eucg:f;z'n:‘;i:i'x;i)'g_lgrc:lSDNA'repair BADIP3 1.03 1.03 3 52 | 6.05E-06
IPI00925052 | Putative uncharacterized protein ARPC4 CoJWmM7 0.98 1.08 1.14 1.07 0.08 9 29.9 3.13E-59
IP100925205 | SH3-domain GRB2-like endophilin B2 B7ZC38 1.40 1.40 6 21.5 7.06E-19
IPI00925217 | CLASP2 protein B2RTR1 0.75 1.30 1.03 0.39 5 53 5.3E-176
IPI00925251 | Putative uncharacterized protein SNRPG C9J303 0.91 0.95 0.98 0.95 0.03 3 23.3 | 2.1E-139
IPI00925413 | EIF4G1 protein B2RU10 0.83 0.83 43 29.4 0
IP100925520 | 6-phosphofructokinase, liver type P17858-2 1.20 1.20 15 21.7 | 2.6E-113
IPI00925656 | MRPS17 protein Qsly71 0.83 0.98 0.92 0.91 0.07 2 16.9 | 3.62E-98
IPI00925803 | cDNA FLI60579 B4DIY7 0.99 0.99 2 6.4 5.6E-138
IPI00925804 | \on-functional anyl hydrocarbon receptor A5IGZ4 1.09 1.40 1.39 1.29 017 | 8 | 269 | 6.3E-158

interacting protein
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IP100925918 | Coiled-coil domain-containing protein 12 Q8WuUD4 1.27 1.23 1.08 1.19 0.10 8 43 6.5E-199
IPI00926007 | FLI00144 protein Q8TEP9 1.21 1.21 16 64.7 | 4.2E-223
IP100926109 | DEAH box protein 30 Q7L2E3-2 0.87 1.01 1.02 0.97 0.09 21 21 1.4E-112
IPI00926396 | 'umor hecrosis factor figand superfamily CoIP96 0.84 0.84 1 | 338 | 001533
member 10 isoform 3
IPI00926491 ;Zr':'gtiﬁzizif{ dr:gr::;’e:g';rt:l’n ) BADJ38 0.84 0.95 0.90 008 | 3 56 | 2.286-23
IP100926529 | Putative uncharacterized protein SUMF2 C9J660 1.25 1.23 1.24 0.01 5 18.5 3.4E-30
1P100926581 MYH14 variant protein BOI1S2 0.98 0.98 18 7.9 5.7E-220
IP100926625 | Zyxin Q15942 0.92 0.87 0.91 0.90 0.03 15 43 2.6E-144
IP100926648 | Putative uncharacterized protein APEH CIJIF9 1.10 1.15 1.10 1.12 0.03 11 213 6.08E-67
IP100926903 | Putative uncharacterized protein CHCHD3 C9JRZ6 0.88 0.92 0.89 0.90 0.02 16 45.3 3.8E-239
IPI00926925 | OGDH protein A2VCT3 1.11 1.45 1.24 1.27 0.17 3 3.2 1.14E-06
IPI00926977 | 26S protease regulatory subunit 10B P62333 0.96 1.06 1.05 1.02 0.05 23 59.8 2E-267
IP100927412 NA C9J8D9 1.66 1.11 0.91 1.22 0.39 2 229 2E-166
IPI00927432 | COX assembly mitochondrial protein homolog CcoJ8M2 0.75 1.11 1.10 0.99 0.20 2 17.7 | 3.61E-09
IPI00927531 ?f;f;ir'related protein complex 1 sigma-1A CIIXAG 111 1.10 1.05 1.09 003 | 2 | 131 | 15E-123
IP100927606 | Cellular glutathione peroxidase P07203 0.38 0.38 2 12.3 | 9.97E-06
IP100927614 | 256 kDa golgin Q13439-3 1.41 0.64 1.03 0.55 3 1.7 1.31E-42
IPI00927646 | Ubiquitin carboxyl-terminal hydrolase B4DGT3 0.82 0.82 3 3 5.34E-51
IPI00927658 | Putative uncharacterized protein RPL32 C9JBL2 0.86 0.85 0.85 0.85 0.01 10 47.7 1.3E-167
IP100927682 | Putative uncharacterized protein RAB3GAP1 C9J837 1.00 0.95 1.06 1.00 0.05 15 219 | 9.8E-152
IPI00927731 | Angio-associated, migratory cell protein, C9JEH3 078 1.05 0.97 0.93 014 | 6 | 177 | 1.41E-83
isoform CRA_a
1P100927892 Beta-MPP 075439 0.82 1.05 1.04 0.97 0.13 11 24.9 1.4E-17
1P100927933 Protein FAM136A Q96C01 0.86 0.81 0.84 0.03 3 13.1 1.38E-27
IPI00929268 ;?0'\':;;2]; loiz;n';i:gnst";;'i;;’ ;Z‘;" subunit BADN27 0.79 0.65 0.63 0.69 009 | 8 | 3.5 | 7.48E-40
1P100929313 Uncharacterized protein FLJ40176 Q8NDH2 1.16 1.16 3 0.5 0.017334
c¢DNA FLJ77779, highly similar to Homo sapiens
IP100929344 | phosphoribosylformylglycinamidine synthase A8K8N7 0.85 0.96 0.86 0.89 0.06 24 27.5 4E-221
(FGAR amidotransferase) (PFAS), mRNA
IP100930241 | EBNA1-binding protein 2 Q99848 1.02 0.91 0.94 0.96 0.06 10 29.9 7.36E-88
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IP100930688 | Alpha-tubulin ubiquitous P68363 1.02 1.14 1.13 1.10 0.06 31 75.4 0
Ipi00930706 | CONAFLIS3259, highly similar to Fourand a half | g/, ;4 1.01 1.40 1.13 1.18 020 | 9 | 288 | 1.9E-242
LIM domains protein 1

IPI00930710 x:f;:ond”a' aspartate-glutamate carrier Q546F9 0.91 0.76 0.91 0.86 009 | 14 | 303 0
IPI00935649 | Putative uncharacterized protein CUL4A A8MSH7 1.12 1.40 1.26 0.20 10 11.2 8.21E-54
IPI00935906 | cDNA FLI56465, highly similar to Dynactin-1 B4DMA45 1.00 1.15 1.08 1.07 007 | 28 | 287 0
IPI00936141 | AKT-interacting protein Q9H8TO-2 1.41 1.41 2 13 | 6.98E-10
IP100936284 | Dihydrofolate reductase P00374 1.31 1.34 1.31 1.32 0.02 11 443 | 2.34E-47
IPI00936328 | MARCKS-related protein-like 0.89 0.89 2 10.8 | 3.95E-06
IPI00936738 | Torsin-1A-interacting protein 1 Q5JTV8-1 1.14 1.14 12 29 4.4E-155
IPI00936844 | NA 1.06 1.06 1 6.6 | 0.006426
IPI00937477 | WD repeat-containing protein 43 Q15061 0.81 0.78 0.80 0.02 10 16.7 5.71E-51
IPI00937635 | NA 1.03 1.03 1 | 122 | 2.8E07
IPI00937956 | Putative uncharacterized protein FNBP1L A6NDI6 0.92 0.92 2 5.9 0.001546
IPI00938079 EE|’|\l§eZ?h52jiféglenygspi::c:ltiri;o Programmed B4DHD2 0.92 1.13 1.11 1.05 011 | 44 | 60.4 0
IPI00939154 zgmlzt"i':;ii’tsggp':g’tzii':izlar to Apoptosis- BADG66 1.02 1.02 2 27 | 19E-15
IPI00939159 | Adenylyl cyclase-associated protein B4DNA3 1.39 0.91 1.05 1.12 0.25 27 67.9 0
IPI00939163 | Antigen NY-CO-25 Q92598-1 0.74 0.89 0.84 0.82 007 | 38 | 407 0
IPI00939239 :;gr:ari':ft’g:Zaigr:;‘;pp':gi‘?:sl°me'bi“di”g PO5114 1.49 1.20 135 020 | 5 | 396 | 8.56E-27
IPI00939304 | Importin subunit beta-3 000410-3 0.79 0.88 0.86 0.84 004 | 43 | 454 0
IPI00939339 | Alcohol dehydrogenase 6 P28332-2 0.86 1.16 1.01 021 | 1 2.7 | 0.002277
IPI00939523 | DEAD box protein 46 Q71014 0.90 1.03 1.01 0.98 007 | 14 | 165 | 1.32E-58
IPI00939667 | Cell growth-inhibiting gene 1 protein 014773-1 1.18 0.46 1.07 0.90 0.39 4 12.3 | 9.05E-18
IPI00939707 | Protein KIAAO664 075153 0.82 0.74 0.78 006 | 11 | 102 | 1.8E-25
IPI00939864 | cDNA FLI23974 fis, clone HEP18860 Q6ZMES 0.80 0.80 2 | 203 | 1.06E-27
IPI00940000 | DEAD box polypeptide 17 isoform p82 variant Q59F66 1.00 1.06 1.02 1.03 0.03 35 48.2 0
IPI00940113 ffylAégigai\lg')lhEm ASim"ar to Homo sapiens | g5 om3 0.68 1.01 0.91 0.87 017 | 4 | 184 | 4.75E-20
IPI00940180 | Dipeptidyl peptidase 9 Q86TI2-2 1.23 1.06 0.88 1.05 018 | 6 7.6 | 2.2E-24
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cDNA FLJ58495, highly similar to Adapter-

IPI00940292 | 1 otein complex L beta-1 subunt BADKHS 1.06 1.08 1.07 1.07 001 | 29 | 293 | 4.9-280
IPI00940373 | RalBP1-associated Eps domain-containing Q96D71-1 1.22 0.86 0.91 1.00 019 | 5 | 117 | 7.67E-70
protein 1
IPI00940755 | Putative uncharacterized protein DENR C9JW58 0.99 1.02 1.01 1.01 0.01 8 37.5 0
IPI00940936 | LYN protein QB6NUK7 0.81 1.05 0.93 0.17 9.1 | 6.84E-29
IPI00940950 | Ribosomal protein L10 Q5HYS0 2.66 0.95 0.86 1.49 101 | 13 | 522 | 2.1E-158
IPI00941161 | General vesicular transport factor p115 060763 0.93 1.13 1.03 1.03 0.10 22 31.2 0
IPI00941170 | E3 ubiquitin-protein ligase NEDD4-like Q96PUS-8 0.77 1.06 0.85 0.89 015 | 10 14 | 9.29€-53
IPI00941534 | CDC10 protein homolog Q16181-1 1.00 1.23 1.23 1.15 013 | 17 | 39.7 | 6.1E-268
cDNA FLJ75843, highly similar to Homo sapiens
IPI00941549 zl‘(?;ﬁtsr;;:ﬁ] ';’Sollt?dgz si‘; ';’;ig ;;:;;::;’E;:gz'ryz A8K727 0.65 0.65 1 26 | 2.12E-11
(PLEKHA2), mRNA
IPI00941696 | NA CcoJ8vse 1.14 1.14 2 | 186 | 1.83E-15
IPI00941711 | Myosin Q14784 1.45 1.02 0.95 1.14 027 | 9 10 | 1.96-133
IPI00941810 | NA 0.87 0.94 0.90 005 | 15 | 186 | 2.5E-261
IPI00941899 | Cytosolic thyroid hormone-binding protein P14618-2 0.79 1.42 1.30 1.17 0.34 46 65.5 0
IPI00942092 | Adenylosuccinase P30566-1 0.79 0.99 0.97 0.92 011 | 12 | 33.1 | 2.96E-97
IPI00942266 | SLC9A3R2 protein QBNTGO 0.80 0.82 0.81 001 | 3 9.9 | 5.91E-06
IPI00942269 | Putative uncharacterized protein TBC1D4 CoJFI1 0.86 0.86 2.4 | 1.03E-26
IPI00942279 | Putative uncharacterized protein APOOL C9J5N9 0.95 1.14 0.98 1.03 010 | 4 | 231 | 4.19E19
IPI00942405 :i's\gzigfe";‘)bg' U small nuclear RNA 075243 0.48 0.48 2 | 234 | 9.18E-09
IPI00942417 | Nik-related protein kinase Q7z2Y5-1 1.79 1.79 2 2.2 | 0.003375
IPI00942450 | Putative uncharacterized protein SFRS15 CoIIW7 1.13 1.19 1.05 1.12 007 | 5 8.2 | 2.85E-27
IPI00942549 E;ts‘a;ggeoggzggfggeme{j protein 91062 0.96 0.96 2 | 111 | 1.18€45
IPI00942869 | Cadherin-associated Src substrate 060716-1 0.94 1.13 1.07 1.05 0.10 27 35.8 0
IPI00942981 | DDRGK domain-containing protein 1 CoIsz5 1.38 1.38 3 | 143 | 9.55E-16
IPI00943181 | Putative uncharacterized protein PSME2 C9JES2 1.10 1.07 1.17 1.11 005 | 13 | 51.6 | 3.4E-147
IPI00943886 E‘:;{Z?nezy'ate'bi”di”g protein-interacting Q9H074-1 1.01 1.13 1.07 008 | 3 6 | 6.67E-08
IPI00944536 | Alpha N-catenin P26232-5 0.92 0.92 7 9.8 | 1.3E-245
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IP100945379 | Cell proliferation-inducing gene 53 protein P46934-1 0.86 0.86 3 2.6 1.47E-06
IPI00945633 | Putative uncharacterized protein SSR1 C91zQ1 1.18 0.98 1.01 1.06 0.11 4 19.1 1E-116
IPI00945749 | cDNA FLI77653 A8K3B4 1.02 1.04 1.19 1.08 0.09 15 25.7 | 4.4E-294
IPI00945846 | Trypsin 1 P07477 138.44 0.02 0.03 46.16 79.91 1 3.8 5.54E-43
IPI00945864 | CONAFLIS8E44, highly similarto Fragile X BADXZ6 0.98 0.98 20 | 391 | 486121

mental retardation syndrome-related protein 1

cDNA FLJ54528, highly similar to
IPI00945940 | Serine/threonine-protein kinase MST4 (EC B4EQOY9 1.01 1.19 1.21 1.13 0.11 11 32.4 2.1E-276

2.7.11.1)
IP100945964 | Elongation factor G 1, mitochondrial Q96RP9-2 0.78 0.78 5 9.4 5.49E-23
1P100946083 RING finger protein 104 Q8IWR1 1.03 1.03 1 2.1 6.23E-47
IPI00946103 | Putative uncharacterized protein NDUFAS C9IZN5 0.97 0.97 3 38.7 2.9E-38
IPI00946150 :Ssiﬁigtizzsglt; ?r:gslll‘éj:;”ga;n:‘r’;ra”S'°°°n' BAE2P2 0.75 0.95 1.15 0.95 020 | 2 9.1 | 2.76-100
IPI00946154 | Basic fibroblast growth factor P09038-4 0.61 0.71 0.70 0.67 0.05 6 19.1 1.19E-58
IPI00946415 | ACIN1 protein B2RTT4 1.03 1.11 1.07 0.06 15 15.8 3.4E-240
IP100946421 | Cell death regulatory protein GRIM-19 Q9P0JO 0.91 1.12 1.10 1.04 0.12 5 15 1.4E-28
IPI00946478 | Apoptin-associating protein 1 Q8N488 1.23 1.24 1.23 0.01 3 24.6 1.66E-84
IPI00946792 ;?cﬁzig";?niii’igg:'y similar to Tyrosine- B72477 0.94 0.99 1.20 1.05 014 | 13 | 169 | 7.26-123
IPI00946830 Kfa'\:g E';’fntifzg'(mi':‘a’;immto Homo sapiens BOAZTS 1.09 1.09 8 | 505 | 1.97E-78
IPI00947127 | L-lactate dehydrogenase B7Z5E3 0.96 1.07 1.01 1.01 0.05 31 66.5 0
IPI00947530 | Putative uncharacterized protein TAGLN3 C9J5W6 0.92 0.77 0.84 0.10 3 30.4 | 4.6E-186
IPI00952618 | FERM and PDZ domain-containing protein 4 Q14CMO 0.76 0.76 2 1.4 0.007713
IPI00952714 | MHC class | antigen Q2YHR9 0.70 1.53 1.11 0.58 8 26 9.04E-84
IPI00953224 | Putative uncharacterized protein APIP COJEQ4 1.10 0.96 1.03 0.09 3 25 4.38E-13
IPI00953272 | Putative uncharacterized protein NDUFA11 CaJT23 0.99 0.99 2 16.7 1.07E-28
IPI00953308 | Putative uncharacterized protein PCM1 A6NNNG6 0.94 1.08 1.01 0.10 4 2.3 1.01E-07
IPI00953461 | La ribonucleoprotein domain family member 4B Q92615 1.32 1.02 1.17 0.21 4 6.5 9.23E-19
IPI00953526 | Putative uncharacterized protein CCNK CaJI13 1.12 0.49 0.81 0.44 2 5.8 1.81E-85
IPI00953712 KIAA1715 protein B7ZLA8 1.16 1.07 0.92 1.05 0.12 4 12.4 6.45E-18
IPI00954006 | Futative uncharacterized protein Q69YJ7 0.85 1.06 0.93 0.94 011 | 10 | 114 | 3.66E-21

DKFZp667H197
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IPI00954084 | MHC class | antigen QIMYF2 121 1.81 1.63 1.55 031 | 5 | 331 | 7.99E-65
IPI00954460 | MHC class | antigen Q1W4D6 291 1.28 2.09 115 | 9 | 429 | 2.2E-136
IPI00954473 | D-tyrosyl-tRNA(Tyr) deacylase Q496C9 0.96 1.06 1.02 1.01 005 | 6 | 25.8 | 1.3E-176
IPI00954530 | OCIA domain-containing protein 1 QINX40-1 1.05 0.99 1.13 1.06 0.07 8 41.6 | 4.5E-124
IPI00954568 | Vitochondrial import inner membrane 060830 0.88 1.04 0.98 0.96 008 | 5 | 369 | 7.54E-49

translocase subunit Tim17-B
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Table S3. List of proteins whose expression was significantly changed upon K,Cr,O; treatment. The ratio
is expressed as the average ratio in K,Cr,O5-treated cells versus control untreated cells. (“S.D.” represents
standard deviation).

IPI No. Protein Names Ratio | S.D.
Up-regulated
IP100945846 | Trypsin 1 46.16 | 79.91
IP100022990 | Statherin 11.11
IP100027462 | Calgranulin-B 10.60
IP100302030 | Ras-related protein Rab-30 9.58
IP100296909 | 193 kDa vault protein 9.37
IP100747077 | RUN and TBC1 domain-containing protein 2 7.68
IP100020944 | Squalene synthase 419 | 0.67
IP100008475 | HMG-CoA synthase 410 | 0.86
1P100220327 | 67 kDa cytokeratin 401 | 6.75
IP100290110 | Neoplastic transformation inhibitor protein 3.64 | 0.39
IP100176193 | Collagen alpha-1(XIV) chain 3.33 | 4.49
IP100000070 | Low-density lipoprotein receptor 3.21 | 0.90
IP100220014 | Isopentenyl-PP-delta-isomerase 3.17 | 0.36
IP100295601 | BM88 antigen 291
IP100016014 | Cerebral protein 14 2.87
IPI00300725 | Cytokeratin-6A 2.84
IP100030362 | Differentiation-dependent protein A4 2.74
IP100477802 | Nuclear phosphoprotein p21/SIIR 2.74 | 1.96
IP100477526 | UPF0550 protein C70rf28 2.71
IP100914045 | Small integral membrane protein 13 2.55
IP100103145 | Class A basic helix-loop-helix protein 39 2.54
IP100006442 | Coilin 251 | 237
IP100296999 | ATP synthase mitochondrial F1 complex assembly factor 2 2.50
1P100410297 | Endo-glucoronidase 2.45
IPI00300333 | Pancreatic differentiation protein 2 242 | 2.40
IP100019355 | Cerebral protein 2 231
IP100016441 | Pro-rich, PH and SH2 domain-containing signaling mediator 2.29
IP100107831 | Leukocyte common antigen related 2.18
IP100045914 | Msx2-interacting protein 215 | 176
IP100007956 | Thioredoxin-binding protein 2 2.15
IP100909366 | cDNA FLJ60058, highly similar to Myosin light chain 1, slow-twitch muscle A 214 | 179
isoform

IP100332493 | Pleckstrin homology domain-containing family O member 2 214 | 1.39
IP100021033 | Collagen alpha-1(I11) chain 2.14 | 0.50
IP100465261 | Endoplasmic reticulum aminopeptidase 2 2.13
IP100294501 | 7-dehydrocholesterol reductase 213 | 0.09
IP100847793 | Dermcidin isoform 2 212 | 3.46
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IP100954460 | MHC class | antigen 2.09 1.15
IP100016703 | Desmosterol reductase 2.05 | 0.56
IP100010717 | Mevalonate kinase 2.04
IP100914566 | Farnesyl diphosphate synthetase 204 | 0.11
IP100395596 | Amino-terminal enhancer of split 2.03
IP100014172 | Golgi 4-transmembrane-spanning transporter MTP 2.01
IP100219783 | Ubiquitin-conjugating enzyme E2G 1 1.99 1.61
IP100299033 | Importin alpha Q2 1.98 1.54
IP100872929 | Apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3C variant 1.96
IP100219628 | Protein kinase C beta type 1.96
IP100027240 | Guanine nucleotide-binding protein G(1)/G(S)/G(O) subunit gamma-5 193 | 0.01
IP100402657 | RNA polymerase Il-associated protein 1 1.93
IP100398625 | Hornerin 192 | 3.15
IP100922513 | cDNA FLJ57872, highly similar to Mevalonate kinase (EC 2.7.1.36) 190 | 0.22
IP100645782 | cDNA FLJ58300, highly similar to Seryl-tRNA synthetase, mitochondrial (EC 1.88 | 0.95
6.1.1.11
IP100163361 | T-box tr?emscription factor TBX14 1.84
IP100003817 | Rho GDP dissociation inhibitor (GDI) beta 1.84
IP100304227 | Cadherin-11 1.83
IP100386516 | cDNA FLJ32696 fis, clone TESTI2000358 183 | 0.84
IP100896498 | cDNA, FLJ93047, highly similar to Homo sapiens matrix metallopeptidase 14 1.82 | 0.25
(membrane-inserted) (MMP14), mRNA
IP100299086 | Melanoma differentiation-associated protein 9 1.80 | 0.22
IP100303297 | DnaJ homolog subfamily C member 25 1.80
IP100554560 | Lysine-rich nucleolar protein 1 1.80 | 0.99
1P100018801 | Eva-1 homolog B 1.79 | 0.38
IP100942417 | Nik-related protein kinase 1.79
IP100299738 | Procollagen C-endopeptidase enhancer 1 1.78 | 0.16
IP100295772 | Lanosterol 14 alpha-demethylase 1.78 | 0.06
IP100332106 | Hematopoietic PBX-interacting protein 1.76 | 0.26
IP100514832 | RING finger protein 109 1.76
IP100009111 | 5T4 oncofetal antigen 1.75 | 0.12
IP100009634 | Sulfide:quinone oxidoreductase, mitochondrial 1.74
IP100015285 | CTP:phosphoethanolamine cytidylyltransferase 1.72 | 0.20
1P100289547 | Transcription factor jun-D 1.71 | 045
1P100011528 | CF-1 50 kDa subunit 1.71 | 133
IP100651738 | 1,2-dihydroxy-3-keto-5-methylthiopentene dioxygenase 1.71 | 0.40
IP100761160 | Calpain inhibitor 1.70
IP100645849 | Extracellular matrix protein 1 1.70 | 0.20
IP100465176 | 39S ribosomal protein L28, mitochondrial 1.69 | 0.97
IP100041127 | Anti-silencing function protein 1 homolog B 1.69 | 0.15
IP100180675 | Alpha-tubulin 3 168 | 0.24
IP100100213 | p53-inducible ribonucleotide reductase small subunit 2-like protein 1.68 | 0.49
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IP100291419 | Acetoacetyl-CoA acetyltransferase-2 1.68 | 0.12
IP100019551 | Beckwith-Wiedemann syndrome chromosomal region 1 candidate gene C protein | 1.67
IP100157734 | Exocyst complex component 3 1.67
IP100784739 | Uncharacterized protein C140rf43 1.67 | 0.12
IP100011676 | Neural Wiskott-Aldrich syndrome protein 1.67 | 0.60
IP100413817 | Serine incorporator 1 1.66
IP100009747 | Lanosterol cyclase 1.66 | 0.03
IP100183642 | Suppressor of hairy wing homolog 3 1.66
IP100022078 | Differentiation-related gene 1 protein 1.65 | 0.19
IP100739099 | Collagen alpha-2(V) chain 1.65 | 0.64
IP100219344 | Calcium-binding protein BDR-1 1.65 | 0.28
IP100328243 | Choline phosphatase 3 165 | 0.14
IP100247063 | Atriopeptidase 164 | 0.33
IP100642259 | 230 kDa bullous pemphigoid antigen 164 | 0.97
IP100911050 | cDNA FLJ53329, highly similar to NADPH:adrenodoxin oxidoreductase, 1.64
mitochondrial (EC 1.18.1.2)
1P100024307 | Ephrin-B1 1.63
IP100184871 | Uncharacterized protein C60rf130 1.63
IP100880117 | Apolipoprotein B mRNA editing enzyme, catalytic polypeptide-like 3B 1.63 | 0.89
IP100290614 | Endonuclease G, mitochondrial 1.62
IP100022629 | Protein regulator of cytokinesis 1 161 | 0.42
IP100657752 | Putative uncharacterized protein CD81 161 | 042
IPI00000398 | Nucleolar and spindle-associated protein 1 1.60 | 0.20
IP100102660 | Progressive external ophthalmoplegia 1 protein 1.60
IP100061111 | BLM-associated protein of 18 kDa 1.60 | 0.06
IP100027223 | Cytosolic NADP-isocitrate dehydrogenase 1.60 | 0.15
IP100257932 | Transcription elongation factor A protein-like 5 1.60
IP100375462 | Serine/arginine-rich-splicing regulatory protein 86 159 | 0.08
IP100022745 | Mevalonate-PP decarboxylase 159 | 0.28
IP100465431 | 35 kDa lectin 159 | 0.07
IP100743663 | E3 ubiquitin-protein ligase TRAF6 159 | 051
IP100549564 | Acetoacetyl-CoA synthetase 1.58
IP100401829 | Uncharacterized protein C140rf38 158 | 0.82
IP100478390 | Cyclin-dependent kinase inhibitor 2A, isoform 4 1.58
IP100304483 | Polyadenylate-binding protein-interacting protein 2 1.57
IP100329598 | 17-beta-hydroxysteroid dehydrogenase 11 156 | 0.14
IP100788747 | TIMP metallopeptidase inhibitor 2 1.56
IP100954084 | MHC class | antigen 155 | 031
IP1I00004758 | Autosomal recessive hypercholesterolemia protein 1.55
IP100005036 | RNA binding motif protein 5 155 | 0.34
IP100098524 | Enzyme-like protein PIT13 1.55
IP100479018 | Melanoma differentiation-associated protein 9 154 | 0.25
IP100641384 | Protein transport protein Sec16A 1.54
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IP100018404 | Elongin 110 kDa subunit 1.54
IP100063213 | Mediator complex subunit 30 154 | 0.06
IP100099497 | Transcription factor MafF 153 | 0.32
IP100647163 | Transcription elongation factor A protein-like 4 153 | 0.38
IP100103521 | Stoned B 153 | 104
IP100022145 | Nuclear ubiquitous casein and cyclin-dependent kinases substrate 153 | 0.02
IP100514926 | Guanylate kinase 1 153 | 0.58
IP100166066 | ORM1-like protein 3 1.53
IP100016542 | WD repeat-containing protein 76 1.53
IP100011736 | Phosphatidylinositol 3-kinase 85 kDa regulatory subunit beta 152 | 0.39
IP100828172 | Protein FAM114A2 152 | 0.30
1P100029144 | PP2A subunit B isoform PR72/PR130 1.52
IP100017373 | Replication factor A protein 3 152 | 0.38
IP100215610 | 55 kDa erythrocyte membrane protein 152 | 0.67
IP100873459 | Septin-10 1.52
IP100329784 | Brain ryanodine receptor-calcium release channel 1.52
IP100028419 | Adenovirus E1B19K-binding protein B5 151 | 0.03
IP100016807 | NAD-dependent deacetylase sirtuin-5 151
IP100029656 | Inversely correlated with estrogen receptor expression 1 151
IP100027166 | TIMP metallopeptidase inhibitor 2 151 | 0.36
IP100006971 | Endosialin 1.51
IP100552452 | Ubiquitin-like modifier activating enzyme 1 150 | 041
1P100464999 | Amplified in breast cancer protein 1 1.50
IP100607861 | 6-phosphogluconolactonase 1.50
IP100043622 | FERM domain-containing protein 6 1.50
IP100220578 | G(i) alpha-3 149 | 0.27
IP100940950 | Ribosomal protein L10 149 | 1.01
1P100216088 | Cellular retinoic acid-binding protein 2 1.49 | 0.05
1P100295940 | cDNA FLJ55508, highly similar to Sad1/unc-84-like protein 2 149 | 0.20
IP100012866 | Protein kinase B 1.49 0.18
IP100012069 | Azoreductase 1.49 0.61
IP100100980 | EH domain-containing protein 2 1.48 | 0.19
IP100017344 | Ras-related protein Rab-5B 1.48 | 0.07
IP100921909 | Zinc finger protein 185 variant 721 1.48
IP100852806 | cDNA FLJ13729 fis, clone PLACE3000121, weakly similar to VESICULAR 1.48 | 0.65
TRAFFIC CONTROL PROTEIN SEC15
IP100216730 | Histone H2A type 2-B 1.48
IP100551024 | ATP-dependent dihydroxyacetone kinase 1.48 0.11
1P100298946 | Down syndrome critical region protein 3 1.48 0.35
IP100215997 | CD9 antigen 148 | 0.31
IP100306400 | Kinesin-like protein 2 148 | 031
1P100001690 | Cullin-7 148 | 0.42
IP100001883 | SH3 and PX domain-containing protein 1 1.48
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IP100042099 | Pygopus homolog 2 1.47 | 0.20
IP100306046 | Developmentally-regulated endothelial cell locus 1 protein 147 | 0.71
IP100000155 | 3-hydroxyisobutyrate dehydrogenase-like protein 1.47 | 0.09
IP100178899 | Cyclin-A/CDK2-associated protein p45 1.47
1P100218803 | Fibulin-1 1.47
IP100301579 | cDNA FLJ59142, highly similar to Epididymal secretory protein E1 147 | 0.10
IP100029665 | Cob(l)alamin adenosyltransferase 1.46 | 0.06
IP100401002 | OriLyt TD-element-binding protein 7 1.46 | 0.28
IPI00009737 | Ras-related GTP-binding protein D 1.46
IP100016891 | Ras-related protein Rab-6B 146 | 041
IP100641124 | cDNA FLJ55777, highly similar to DCN1-like protein 4 1.46
1P100008943 | ATP-dependent RNA helicase DDX19B 1.46 | 0.06
IP100027463 | Calcyclin 1.46
1P100019407 | NAD(P)H steroid dehydrogenase 1.45 | 0.09
IP100029605 | Chondroitinsulfatase 1.45 | 0.16
IP100304875 | HIRA-interacting protein 3 1.45
IP100043565 | Coiled-coil domain-containing protein 16 145 | 0.18
IP100893949 | MHC class | antigen 1.45 | 0.32
IP100921172 | Peroxisomal carnitine O-octanoyltransferase 1.45
IP100289831 | Receptor-type tyrosine-protein phosphatase S 144 0.71
IP100166955 | Protein canopy homolog 4 144 | 0.12
IP100550854 | Limitrin 1.44
IP100296772 | ADP-ribosylation factor-binding protein GGA2 144 | 0.12
IP100031680 | Acyl-CoA-binding domain-containing protein 6 144 | 0.35
IP100009726 | Nicotinamide mononucleotide adenylyltransferase 1 1.44
IP100026314 | Actin-depolymerizing factor 144 | 0.12
IP100160901 | Putative uncharacterized protein GTSE1 1.44 | 0.60
IP100792422 | WASH complex subunit FAM21A 143 | 011
IP100022865 | Cyclin-A2 1.43
IP100479217 | Heterogeneous nuclear ribonucleoprotein U 1.43
IP100027713 | Cyclic AMP-responsive element-binding protein 1 1.43
IP100014264 | Arf-GAP with coiled-coil, ANK repeat and PH domain-containing protein 2 1.43
IP100217950 | High mobility group nucleosome-binding domain-containing protein 2 143 | 0.23
IP100303954 | Cytochrome b5 outer mitochondrial membrane isoform 1.43 | 0.06
IP100551002 | cDNA FLJ55173, highly similar to Nuclear distribution protein nudE-like 1 1.43
IP100402231 | Cysteine string protein 143 | 0.12
IP100419721 | EPM2A-interacting protein 1 143 | 0.67
IP100395768 | Syntaxin-3 143 | 0.02
IP100027444 | Leukocyte elastase inhibitor 142 | 0.02
IP100216952 | 70 kDa lamin 142 | 041
IP100257508 | Collapsin response mediator protein 2 1.42 | 0.06
IP100026781 | [Acyl-carrier-protein] S-acetyltransferase 142 | 0.18
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IPI00011118 | Putative uncharacterized protein RRM2 142 | 0.27
IP100644290 | NDRG family member 3 1.42 | 0.05
IP100395488 | Protein slit-like 2 142 | 0.42
IP100307257 | TBC1 domain family member 9B 142 | 0.38
IP100000105 | Lung resistance-related protein 1.42 | 0.07
IP100936141 | AKT-interacting protein 1.41

IP100028122 | CLL-associated antigen KW-7 141 | 0.18
IP100021924 | Histone H1x 141 | 0.18
IP100032293 | Cystatin-3 141 | 0.28
IP100023191 | cDNA FLJ54710, highly similar to Target of Myb protein 1 141 | 0.26
IP100816474 | Mammalian retrotransposon derived protein 8C 141 | 0.49
IP100005658 | Ubiquitin-like protein 4A 141

IP100299463 | Cell cycle regulatory protein p95 1.40

IP100925205 | SH3-domain GRB2-like endophilin B2 1.40

IP100784013 | Janus kinase 1 1.40 | 0.09
IP100018195 | Mitogen-activated protein kinase 3 1.40 | 0.15
IP100328350 | Cell growth-inhibiting gene 39 protein 1.40 | 0.23
IP100470559 | Ankyrin repeat domain-containing protein 25 1.40 | 0.43
IP100007941 | Cardiac lineage protein 1 140 | 0.11
IP100657692 | cDNA FLJ39535 fis, clone PUAEN2005502, highly similar to Goodpasture 1.40

antigen-binding protein (EC 2.7.11.9)

IP100478127 | Transcription elongation factor A protein-like 3 1.40

IP100003527 | Ezrin-radixin-moesin-binding phosphoprotein 50 140 | 0.34
IPI00031397 | Long-chain acyl-CoA synthetase 3 1.40 | 0.12
IP100304962 | Alpha-2 type I collagen 1.39 0.14
IP100384280 | Prenylcysteine lyase 1.39 | 0.13
IP100221172 | N-recognin-7 1.39 | 0.19
IP100299214 | Thymidine kinase, cytosolic 1.39 | 0.39
IP100084828 | Syntaxin binding protein 1 1.39

IP100103090 | Replicative senescence down-regulated leol-like protein 1.39

IP100848090 | cDNA, FLJ94534, highly similar to Homo sapiens capping protein (actin 1.39 0.55

filament), gelsolin-like(CAPG), mRNA

IP100003348 | G protein subunit beta-2 1.39 | 0.19
1P100002478 | Endothelin-converting enzyme 1 1.39 | 043
1P100023832 | Adapter protein HOFI 1.39 | 0.07
IP100642238 | Heterochromatin protein 1-binding protein 3 1.39 | 0.10
IP100414657 | Chromosome transmission fidelity factor 18 homolog 139 | 011
IP100297646 | Alpha-1 type I collagen 139 | 011
IP100010388 | Centromere protein B 1.38 | 0.01
IP100879287 | Putative uncharacterized protein CDCA5 138 | 0.25
IP100410717 | Pogo transposable element with ZNF domain 1.38 | 0.00
1P100902843 | cDNA FLJ16129 fis, clone BRACE2039823, highly similar to CDP- 1.38

diacylglycerol--inositol3-phosphatidyltransferase (EC 2.7.8.11)
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IP100152303 | Phosphatidylinositol-5-phosphate 4-kinase type Il gamma 1.38 | 0.08
IP100942981 | DDRGK domain-containing protein 1 1.38
IP100382990 | Dermal papilla derived protein 12 1.38 | 1.05
IP100028911 | Alpha-dystroglycan 1.38
IP100644697 | Heme-binding protein 2 138 | 0.34
IP100848174 | cDNA FLJ34950 fis, clone NT2RP7017284, highly similar to Casein kinase | 1.38

isoform epsilon (EC 2.7.11.1)
1P100844090 | Collagen alpha-1(V) chain 138 | 0.35
IP100008726 | Iron regulatory protein 2 1.38
IP100301609 | Nerccl kinase 138 | 0.22
IP100447051 | B-cell CLL/lymphoma 7 protein family member C 1.37
IP100026268 | Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 1.37 | 0.17
IP100175029 | Transmembrane protein 55A 1.37 | 0.28
IP100004312 | Signal transducer and activator of transcription 2 1.37 | 0.30
IP100102182 | Zinc finger FYVE domain-containing protein 21 1.37
IP100029015 | 3-dehydrosphinganine reductase 1.37
IP100219718 | cDNA FLJ76382, highly similar to Homo sapiens retinol binding protein 1, 1.37

cellular (RBP1), mMRNA
IP100337648 | Fas-associated protein-tyrosine phosphatase 1 1.37
IP100217541 | ATP-dependent RNA helicase DDX51 1.37 1.09
IP100647389 | EH domain-binding mitotic phosphoprotein 1.37 | 0.49
IP100018311 | Neuroplastin 137 | 0.23
IP100156984 | Charged multivesicular body protein 1b 1.37 | 0.07
IP100060521 | FLYWCH family member 2 137 | 0.25
IP100792186 | ATP-binding cassette sub-family F member 1 1.37 | 0.20
IP100016457 | Carnitine acetyltransferase 1.36
IPI00008599 | 3-beta-hydroxysteroid-delta(8),delta(7)-isomerase 1.36
IP100550781 | PRKR-interacting protein 1 1.36 | 0.24
IP100168336 | LEM domain-containing protein 2 1.36 | 0.16

Down-regulated

IP100514027 | Heat shock protein 90kDa alpha (Cytosolic), class B member 1 0.01
IP100413517 | Rho guanine nucleotide exchange factor 10 0.08
IP100796114 | cDNA FLJ11889 fis, clone HEMBA1007251, weakly similar to Homo sapiens F- | 0.09

box protein FBX29 (FBX29) mRNA
IP100740545 | POTE ankyrin domain family, member | 0.15 | 0.11
IP100409761 | CHETK-alpha 0.16
IP100069084 | 350/400 kDa PCAF-associated factor 0.17
IP100163172 | Putative uncharacterized protein SKP2 0.24
IP100299145 | Cytokeratin-6C 0.29
IP100029728 | Basic transcription factor 2 80 kDa subunit 0.31
IP100028980 | Unhealthy ribosome biogenesis protein 2 homolog 0.34
1P100299635 | Baculoviral | AP repeat-containing protein 6 035 | 0.31
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IP100023020 | Alpha-inhibin-31 0.36
IP100293307 | Adipophilin 0.36 | 0.15
IP100022628 | cDNA, FLJ93207, highly similar to Homo sapiens microtubule-associated protein | 0.37
7 (MAPT), mMRNA
IP100927606 | Cellular glutathione peroxidase 0.38
IP100783004 | 1-phosphatidylinositol-4,5-bisphosphate phosphodiesterase beta-4 0.39 | 0.37
IP100007118 | Endothelial plasminogen activator inhibitor 041 | 0.05
IP100016334 | Cell surface glycoprotein MUC18 0.42
IPI00007253 | Protein TRS85 homolog 0.43
IP100293665 | Cytokeratin-6B 0.44
IP100012215 | UPF0184 protein C9orfl16 0.47
IP100021685 | ADP-ribosylation factor-like protein 6 0.47
IP100333913 | Neuroblastoma-amplified gene protein 0.48
IP100942405 | LSM7 homolog, U6 small nuclear RNA associated 0.48
IP100010676 | Monocyte activation antigen Mo3 0.49 | 0.01
IP100747787 | Condensin-2 complex subunit D3 0.50
IP100018219 | Kerato-epithelin 051 | 0.18
IP100022498 | Metallothionein-2 0.53
IP100166861 | Uncharacterized protein C120rf45 0.53
IP100550977 | Coiled-coil domain-containing protein 21 0.55
IP100025050 | Tryptophanyl tRNA synthetase 2, mitochondrial 055 | 051
IP100004436 | Cancer-associated Sm-like 0.55
IP100377050 | 13S Golgi transport complex 90 kDa subunit 0.55 | 0.45
IP100027693 | Nuclear body protein SP140-like protein 0.55 | 0.00
IP100396967 | Four and a half LIM-domain protein 2 055 | 0.11
IP100030877 | 15 kDa selenoprotein 0.56 | 0.02
IP100060148 | Coiled-coil domain-containing protein 127 0.57
IP100150963 | RNA pseudouridylate synthase domain-containing protein 2 0.58
IP100297617 | PH domain leucine-rich repeat-containing protein phosphatase 1 0.58
1P100299219 | CCN family member 1 058 | 0.10
IP100900386 | Putative uncharacterized protein GTPBP3 0.58
IP100297357 | Liver-related putative tumor suppressor 0.58
IP100004962 | Golgi integral membrane protein 4 0.59 | 0.04
IP100015713 | CDKS5 regulatory subunit-associated protein 1-like 1 059 | 0.23
IP100793181 | Selenoprotein S 059 | 0.22
IP100815672 | Axonal transporter of synaptic vesicles 0.60
IP100013735 | FAST kinase domain-containing protein 2 0.60 | 0.35
IP100747478 | Methylmalonic aciduria and homocystinuria type D protein, mitochondrial 0.61
IP100917041 | Putative uncharacterized protein METTL5 0.61 | 0.04
IP100295849 | Geranylgeranyl transferase type Il subunit beta 0.61
1P100414717 | Golgi glycoprotein 1 0.61 | 0.10
IP100023529 | Cell division protein Kinase 6 0.61 | 0.12
IP100016046 | Protein MGR2 homolog 0.62
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IP100004459 | 18S rRNA dimethylase 0.62 | 0.09
IP100008752 | Metallothionein-1G 0.62 | 0.00
IP100844311 | Uridine-cytidine kinase-like 1 0.62
IP100025257 | Semaphorin 7A 0.62
IP100218696 | Caldesmon 0.62
IP100178314 | Amisyn 0.63 | 0.04
1P100884192 | Glutathione peroxidase 4 0.64 | 0.20
IP100329625 | cDNA FLJ56153, highly similar to Homo sapiens transforming growth factor 0.64 | 0.04

beta regulator 4 (TBRG4), transcript variant 1, mMRNA
IP100216135 | Alpha-tropomyosin 0.64 | 0.10
IP100941549 | cDNA FLJ75843, highly similar to Homo sapiens pleckstrin homology domain 0.65

containing, family A (phosphoinositide binding specific) member 2 (PLEKHA2),

mRNA
IP100412787 | ADP-ribosylation factor-like protein 5A 0.65
IP100556494 | Activator-recruited cofactor 36 kDa component 0.66
IP100008750 | Metallothionein-0 0.66 | 0.01
IP100384180 | Dopamine receptor-interacting protein 3 0.66 | 0.08
IP100797887 | cDNA FLJ58199, highly similar to Fragile X mental retardation syndrome-related | 0.66

protein 1
IP100855785 | Anastellin 0.66
IP100553067 | Coiled-coil domain-containing protein 132 0.66
IP100414037 | Uncharacterized protein C90rf93 0.67
IP100480103 | Protein FAM83D 0.67 | 0.46
IP100478838 | Fatty acyl-CoA reductase 1 0.67 | 0.00
IP100006142 | ARM protein lost in epithelial cancers on chromosome X 2 0.67
IP100946154 | Basic fibroblast growth factor 0.67 | 0.05
1P100419084 | DENN domain-containing protein 5B 0.68
IPI00008711 | Wolframin 0.68
IP100015953 | DEAD bhox protein 21 0.68 | 0.04
1P100294744 | Deadenylating nuclease 0.68
1P100153032 | Protein LTV1 homolog 0.68 | 0.04
IP100304181 | Eukaryotic translation initiation factor 2C 3 0.69
IP100794278 | Anaphase-promoting complex subunit 3 0.69 | 0.71
IP100456429 | 60S ribosomal protein L40 0.69
1P100929268 | cDNA FLJ57057, highly similar to Small subunit processome component 20 0.69 | 0.09

homolog
IP100014310 | Cullin-1 0.69 | 0.45
IP100604527 | Threonine--tRNA ligase 0.69 | 0.01
IP100010130 | Glutamate decarboxylase 0.70 | 0.19
IP100646899 | Putative uncharacterized protein RPL10 0.70
IP100009365 | Cytochrome ¢ oxidase assembly protein COX16 homolog, mitochondrial 0.70 | 0.09
IP100646748 | Tropomyosin 2 (Beta) 0.70
IP100011307 | Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, 0.71 | 0.04

mitochondrial
IP100001541 | Mitochondrial import inner membrane translocase subunit Tim9 0.71 | 0.12
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IP100470498 | PAI1 RNA-binding protein 1 0.71 | 0.12
IP100217630 | DEAH box protein 37 0.71
IP100019004 | Translocation protein 1 0.72 | 0.11
IP100024579 | E3 ubiquitin-protein ligase RAD18 0.72 | 0.16
IP100514399 | Putative uncharacterized protein RPS27 0.72 | 0.10
IP100829835 | G patch domain-containing protein 4 0.72
IP100554777 | Asparagine synthetase [glutamine-hydrolyzing] 0.72 | 0.06
IP100152708 | U3 small nucleolar RNA-associated protein 15 homolog 0.72 | 0.03
IPI00009335 | Brain protein 16 0.72 | 0.02
IP100657953 | PTPRF-interacting protein 0.72
IP100873982 | Myosin heavy chain 11 smooth muscle isoform 0.72
IP100871704 | Putative uncharacterized protein DIAPH3 0.72 | 0.12
IP100015916 | Bone-derived growth factor 0.73
IP100003310 | RPB11a protein 0.73
IP100791720 | Protein Smaug homolog 2 0.73
IP100291646 | Methylenetetrahydrofolate dehydrogenase (NADP+ dependent) 1-like 0.73 | 0.03
IP100446294 | Target of Myb-like protein 2 0.73
IP100759776 | Alpha actin 1 0.73
IP100024425 | Putative uncharacterized protein KIAA0664 0.73
1P100384471 | Bromodomain containing 1 0.73
IP100016207 | Inner membrane preprotein translocase Tim17a 0.73
IP100216674 | Apoptotic protease Mch-3 0.73
IPI00794521 | Putative uncharacterized protein DKFZp434J046 0.73
IP100014516 | Caldesmon 0.73 | 0.06
IP100396329 | Brix domain-containing protein 1 0.73 | 0.02
IP100456899 | RING finger protein 169 0.74
IP100298928 | Leucine-rich repeat protein SHOC-2 0.74
IP100065671 | Cytidine monophosphokinase 2 0.74 | 0.13
1P100219153 | 60S ribosomal protein L22 0.74 | 0.20
1P100909247 | cDNA FLJ51655, highly similar to Actin-like protein 2 0.74
IPI00006050 | Family with sequence similarity 115, member A 0.74
IP100009943 | Tumor protein, translationally-controlled 1 0.74 | 0.02
IP100642369 | cDNA FLJ60364, highly similar to Stat3-interacting protein 0.74
IP100829741 | Ankyrin repeat and LEM domain-containing protein 2 0.74
IP100019835 | Bcl-2-like protein 12 0.74 | 0.14
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Table S4. Pathways perturbed by potassium dichromate treatment, as identified by GenMAPP analysis.
(A) Summary of significantly perturbed pathways. (B) List of proteins involved in the perturbed pathways.

(A)
MAPP Name Number Number Number Percent Percent z
Changed Measured on MAPP Changed Present | Score
Down-regulated Pathway
Selenium Pathway 3 24 87 125 27.6 3.0
Up-regulated Pathway
Cholesterol Biosynthesis 13 16 21 81.3 76.2 11.1
;fclﬂtg:amd”c“o” of S1P 3 7 24 42.9 292 | 38
Inflammatory Response Pathway 3 8 32 37.5 25.0 3.4
IL-5 Signaling Pathway 6 29 70 20.7 41.4 3.0
estrogen signalling 3 10 23 30.0 435 2.9
G Protein Signaling Pathways 6 32 94 18.8 34.0 2.7
(B)
IPI NO. Symbol Protein Name Ratio
Down-regulate Pathway
Selenium Pathway
IP100030877 | RP4-604K5.1 | 15 kDa selenoprotein 0.56+0.02
IPI00007118 | SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05
IPI00793181 | AC023024.1 | Selenoprotein S 0.59+0.22
Up-regulated Pathway
Cholesterol Biosynthesis
1P100019407 NSDHL | NAD(P)H steroid dehydrogenase 1.45+0.09
IP100914566 FDPS Farnesyl diphosphate synthetase 2.04+0.11
IP100022745 MVD Mevalonate-PP decarboxylase 1.59+0.28
IP100009747 LSS Lanosterol cyclase 1.66+0.03
IP100008599 EBP 3-beta-hydroxysteroid-delta(8),delta(7)-isomerase 1.36
IP100008475 HMGCS1 | HMG-CoA synthase 4.10£0.86
1P100295772 CYP51A1 | Lanosterol 14 alpha-demethylase 1.78+0.06
1P100020944 FDFT1 Squalene synthase 4.19+0.67
1P100294501 DHCR7 | 7-dehydrocholesterol reductase 2.13+0.09
IP100010717 MVK Mevalonate kinase 2.04
1P100220014 IDI1 Isopentenyl-PP-delta-isomerase 3.17+0.36
IP100291419 ACAT2 | Acetoacetyl-CoA acetyltransferase-2 1.68+0.12
IP100016703 DHCR24 | Desmosterol reductase 2.05+0.56
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Signal Transduction of S1P Receptor

IP100018195 MAPK3 | Mitogen-activated protein kinase 3 1.40+0.15
1P100012866 AKT1 Protein kinase B 1.49+0.18
1P100220578 GNAI3 G(i) alpha-3 1.49+0.27
Inflammatory Response Pathway
IP100021033 COL3A1 | Collagen alpha-1(l1l) chain 2.14+0.50
IP100297646 COL1A1 | Alpha-1 type I collagen 1.39+0.11
1P100304962 COL1A2 | Alpha-2 type I collagen 1.3940.14
IL-5 Signaling Pathway
IP100784013 JAK1 Janus kinase 1 1.40+0.09
IP100011736 PIK3R2 Phosphatidylinositol 3-kinase 85 kDa regulatory subunit beta 1.52+0.39
1P100012866 AKT1 Protein kinase B 1.49+0.18
IP100219628 PRKCB Protein kinase C beta type 1.96
IP100299086 SDCBP Melanoma differentiation-associated protein 9 1.80+0.22
IP100018195 MAPK3 | Mitogen-activated protein kinase 3 1.40+0.15
Estrogen Signalling
IP100027713 CREB1 Cyclic AMP-responsive element-binding protein 1 1.43
IP100026268 GNB1 Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 1.37+0.17
1P100012866 AKT1 Protein kinase B 1.49+0.18
G Protein Signaling Pathways
1P100027240 GNG5 Guanine nucleotide-binding protein G(1)/G(S)/G(O) subunit gamma-5 | 1.93+0.01
1P100220578 GNAI3 G(i) alpha-3 1.4940.27
1P100303297 DNAJC25 | DnaJ homolog subfamily C member 25 1.80
1P100026268 GNB1 Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 1.37+£0.17
IP100003348 GNB2 G protein subunit beta-2 1.39+0.19
1P100219628 PRKCB Protein kinase C beta type 1.96
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Table S5. GO annotation of significantly changed proteins by potassium dichromate treatment, as identified by
GenMAPP analysis. (A) Summary of GO types. (B) List of proteins involved in different GO types.

(A)
GO Name Number Number Number Percent | Percent z
Changed | Measured in GO | Changed | Present | Score
Down-regulated GO Type
Biological Process

tissue regeneration 3 9 35 33.3 25.7 5.8
regulation of inflammatory response 4 16 135 25.0 11.9 5.6
cellular divalent inorganic cation 5 24 208 20.8 115 5.6
homeostasis
regulation of cell-matrix adhesion 3 11 43 27.3 25.6 5.1
wound healing 4 19 70 21.1 27.1 5.0
muscle cell development 3 12 40 25.0 30.0 4.9

Cellular Component
contractile fiber 3 9 40 333 225 5.8
platelet alpha granule lumen 3 10 48 30.0 20.8 5.4
contractile fiber part 5 37 125 135 29.6 4.2
actin filament bundle 3 25 39 12.0 64.1 29
extracellular region 10 160 2036 6.3 7.9 29

Molecular Function
heparin binding 4 16 126 25.0 12.7 5.6
extracellular matrix binding 3 13 39 23.1 33.3 4.6
structural constituent of muscle 3 14 45 214 31.1 44
integrin binding 4 26 78 15.4 33.3 4.1
antioxidant activity 3 22 57 13.6 38.6 3.2

Up-regulated GO Type
Biological Process

cholesterol biosynthetic process 13 18 33 72.2 54.5 10.8
epidermis development 9 27 152 333 17.8 59
skeletal system development 9 30 175 30.0 17.1 55
cell-cell signaling 13 73 637 17.8 115 4.2
digestive system process 3 7 38 429 18.4 4.1
homophilic cell adhesion 3 7 137 429 5.1 4.1
G-protein coupled receptor protein 6 33 1127 18.2 2.9 2.9
signaling pathway

Cellular Component
fibrillar collagen 5 6 12 83.3 50.0 7.9
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GO Name Number Number Number Percent | Percent Zz
Changed | Measured | inGO | Changed | Present | Score
extrinsic to internal side of plasma 6 14 50 42.9 28.0 5.8
membrane
extracellular matrix 12 50 330 24.0 15.2 5.3
basement membrane 6 22 78 27.3 28.2 4.2
extracellular region 22 160 2036 13.8 7.9 4.1
G-protein-coupled receptor binding 46 481 3659 9.6 131 34
Molecular Function
platelet-derived growth factor binding 4 6 11 66.7 54.5 6.2
extracellular matrix structural constituent 8 22 87 36.4 25.3 59
beta-amyloid binding 3 5 22 60.0 22.7 5.0
calcium ion binding 18 128 764 14.1 16.8 3.8
integrin binding 6 26 78 23.1 33.3 3.6
(B)
IP1 NO. ‘ Symbol Protein Name Ratio
Down-regulated GO Type
Biological Process
Tissue Regeneration
IP100010676 PLAUR Monocyte activation antigen Mo3 0.49+0.01
IP100007118 SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05
IP100927606 GPX1 Cellular glutathione peroxidase 0.38
Regulation of Inflammatory Response
IP100793181 | ACO023024.1 | Selenoprotein S 0.59+0.22
IP100025257 SEMAT7A Semaphorin 7A 0.62
IP100007118 SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05
IP100927606 GPX1 Cellular glutathione peroxidase 0.38
Cellular Divalent Inorganic Cation Homeostasis
1P100009943 TPT1 Tumor protein, translationally-controlled 1 0.74+0.02
IP100008750 MT1H Metallothionein-0 0.66+0.01
1P100022498 MT2A Metallothionein-2 0.53
IP100008711 WFS1 Wolframin 0.68
IP100946154 FGF2 Basic fibroblast growth factor 0.67+0.05
Regulation of Cell-matrix Adhesion
IP100023529 CDK6 Cell division protein kinase 6 0.61+0.12
IP100007118 SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05

1
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IPI NO. Symbol Protein Name Ratio

1P100941549 PLEKHA2 | cDNA FLJ75843, highly similar to Homo sapiens pleckstrin 0.65
homology domain containing, family A (phosphoinositide binding
specific) member 2 (PLEKHA2), mRNA
Wound Healing
IP100855785 FN1 Anastellin 0.66
IP100007118 SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05
IP100216135 TPM1 Alpha-tropomyosin 0.64+0.10
IP100946154 FGF2 Basic fibroblast growth factor 0.67+0.05
Muscle Cell Development
IP100396967 FHL2 Four and a half LIM-domain protein 2 0.55+0.11
1P100873982 MYH11 Myosin heavy chain 11 smooth muscle isoform 0.72
IP100927606 GPX1 Cellular glutathione peroxidase 0.38
Cellular Component
Contractile Fiber
1P100014516 CALD1 Caldesmon 0.7340.06
IP100216135 TPM1 Alpha-tropomyosin 0.64+0.10
IP100873982 MYH11 Myosin heavy chain 11 smooth muscle isoform 0.72
Platelet Alpha Granule Lumen
IP100855785 FN1 Anastellin 0.66
IP100007118 SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05
IP100759776 ACTN1 Alpha actin 1 0.73
Contractile Fiber Part
IP100396967 FHL2 Four and a half LIM-domain protein 2 0.55+0.11
IP100646748 TPM2 Tropomyosin 2 (Beta) 0.70
1P100216135 TPM1 Alpha-tropomyosin 0.64+0.10
IP100873982 MYH11 Myosin heavy chain 11 smooth muscle isoform 0.72
IP100759776 ACTN1 Alpha actin 1 0.73
Actin Filament Bundle
IP100216135 TPM1 Alpha-tropomyosin 0.64+0.10
IP100873982 MYH11 Myosin heavy chain 11 smooth muscle isoform 0.72
IP100759776 ACTN1 Alpha actin 1 0.73
Extracellular Region

IP100855785 FN1 Anastellin 0.66
1P100018219 TGFBI Kerato-epithelin 0.51+0.18
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IPI NO. Symbol Protein Name Ratio
IP100010676 PLAUR Monocyte activation antigen Mo3 0.49+0.01
1P100299219 CYR61 CCN family member 1 0.5840.10
1P100023020 SEMG1 Alpha-inhibin-31 0.36
1P100293307 PLIN2 Adipophilin 0.36+0.15
IP100946154 FGF2 Basic fibroblast growth factor 0.67+0.05
IP100740545 POTEI POTE ankyrin domain family, member | 0.15+0.11
IP100007118 SERPINE1 | Endothelial plasminogen activator inhibitor 0.41+0.05
IP100759776 ACTN1 Alpha actin 1 0.73

Molecular Function
Heparin Binding
IP100855785 FN1 Anastellin 0.66
1P100299219 CYRG61 CCN family member 1 0.58+0.10
IP100946154 FGF2 Basic fibroblast growth factor 0.67+0.05
IP100219153 RPL22 60S ribosomal protein L22 0.74+0.20
Extracellular Matrix Binding
1P100018219 TGFBI Kerato-epithelin 0.51+0.18
1P100299219 CYR61 CCN family member 1 0.5840.10
1P100941549 PLEKHA2 | cDNA FLJ75843, highly similar to Homo sapiens pleckstrin 0.65
homology domain containing, family A (phosphoinositide binding
specific) member 2 (PLEKHA2), mMRNA
Structural Constituent of Muscle
IP100646748 TPM2 Tropomyosin 2 (Beta) 0.70
IP100216135 TPM1 Alpha-tropomyosin 0.64+0.10
IP100873982 MYH11 Myosin heavy chain 11 smooth muscle isoform 0.72
Integrin Binding
1P100018219 TGFBI Kerato-epithelin 0.51+0.18
IP100025257 SEMAT7A Semaphorin 7A 0.62
1P100299219 CYR61 CCN family member 1 0.5840.10
IP100759776 ACTN1 Alpha actin 1 0.73
Antioxidant Activity
IPI00793181 | AC023024.1 | Selenoprotein S 0.59+0.22
IP100030877 | RP4-604K5.1 | 15 kDa selenoprotein 0.56+0.02
IP100927606 GPX1 Cellular glutathione peroxidase 0.38

Up-regulated GO Type

Biological Process
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IPI NO. Symbol Protein Name Ratio
Cholesterol Biosynthetic Process
1P100019407 NSDHL NAD(P)H steroid dehydrogenase 1.45+0.09
1P100914566 FDPS Farnesyl diphosphate synthetase 2.04+0.11
1P100008475 HMGCS1 HMG-CoA synthase 4.10+0.86
IP100022745 MVD Mevalonate-PP decarboxylase 1.59+0.28
1P100009747 LSS Lanosterol cyclase 1.66+0.03
IP100008599 EBP 3-beta-hydroxysteroid-delta(8),delta(7)-isomerase 1.36
IP100016703 DHCR24 Desmosterol reductase 2.05+0.56
1P100295772 CYP51A1 Lanosterol 14 alpha-demethylase 1.78+0.06
1P100020944 FDFT1 Squalene synthase 4.19+0.67
1P100294501 DHCR7 7-dehydrocholesterol reductase 2.13+0.09
IP100010717 MVK Mevalonate kinase 2.04
IP100291419 ACAT2 Acetoacetyl-CoA acetyltransferase-2 1.68+0.12
IP100220014 IDI1 Isopentenyl-PP-delta-isomerase 3.17+0.36
Epidermis Development
1P100019407 NSDHL NAD(P)H steroid dehydrogenase 1.45+0.09
1P100220327 KRT1 67 kDa cytokeratin 4.01+6.75
1P100016703 DHCR24 Desmosterol reductase 2.05+0.56
IP100478390 CDKN2A Cyclin-dependent kinase inhibitor 2A, isoform 4 1.58
1P100216088 CRABP2 Cellular retinoic acid-binding protein 2 1.49+0.05
IP100739099 COL5A2 Collagen alpha-2(V) chain 1.65+0.64
IP100021033 COL3Al Collagen alpha-1(l11) chain 2.14+0.50
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
Skeletal System Development
IP100739099 COL5A2 Collagen alpha-2(V) chain 1.65+0.64
IP100008599 EBP 3-beta-hydroxysteroid-delta(8),delta(7)-isomerase 1.36
IP100395596 AES Amino-terminal enhancer of split 2.03
IP100023832 | SH3PXD2B | Adapter protein HOFI 1.39+0.07
IP100021033 COL3Al1 Collagen alpha-1(l11) chain 2.14+0.50
1P100465431 LGALS3 35 kDa lectin 1.59+0.07
1P100304227 CDH11 Cadherin-11 1.83
1P100304962 COL1A2 Alpha-2 type | collagen 1.39+0.14
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
Cell-cell Signaling
1P100024307 EFNB1 Ephrin-B1 1.63
IP100027240 GNG5 Guanine nucleotide-binding protein G(1)/G(S)/G(O) subunit 1.93+0.01
gamma-5

1P100220578 GNAI3 G(i) alpha-3 1.49+0.27
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IPI NO. Symbol Protein Name Ratio
IP100027713 CREB1 Cyclic AMP-responsive element-binding protein 1 1.43
IP100026268 GNB1 Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 1.37+£0.17
1P100003348 GNB2 G protein subunit beta-2 1.39+0.19
IP100247063 MME Atriopeptidase 1.64+0.33
IP100084828 STXBP1 Syntaxin binding protein 1 1.39
1P100219628 PRKCB Protein kinase C beta type 1.96
IP100299086 SDCBP Melanoma differentiation-associated protein 9 1.80+0.22
IP100027462 S100A9 Calgranulin-B 10.60
IP100012069 NQO1 Azoreductase 1.49+0.61
1P100402231 DNAJC5 Cysteine string protein 1.43+0.12

Digestive System Process
IP100000070 LDLR Low-density lipoprotein receptor 3.21+0.90
IP100008726 IREB2 Iron regulatory protein 2 1.38
1P100022990 STATH Statherin 11.11
Homophilic Cell Adhesion
1P100304227 CDH11 Cadherin-11 1.83
IP100107831 PTPRF Leukocyte common antigen related 2.18
1P100018311 NPTN Neuroplastin 1.37£0.23
-protein coupled receptor protein signaling pathway
1P100027240 GNG5 Guanine nucleotide-binding protein G(1)/G(S)/G(O) subunit 1.93+0.01
gamma-5
1P100220578 GNAI3 G(i) alpha-3 1.49+0.27
IP100303297 DNAJC25 DnaJ homolog subfamily C member 25 1.80
1P100026268 GNB1 Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 | 1.37+0.17
1P100012866 AKT1 Protein kinase B 1.49+0.18
1P100003348 GNB2 G protein subunit beta-2 1.39+0.19
Cellular Component
Fibrillar Collagen
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
IP100021033 COL3Al1 Collagen alpha-1(l11) chain 2.14+0.50
IP100739099 COL5A2 Collagen alpha-2(V) chain 1.65+0.64
1P100304962 COL1A2 Alpha-2 type | collagen 1.39+0.14
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
Extrinsic to Internal Side of Plasma Membrane
IP100027240 GNG5 Guanine nucleotide-binding protein G(1)/G(S)/G(O) subunit 1.93+0.01
gamma-5
1P100220578 GNAI3 G(i) alpha-3 1.49+0.27
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IPI NO. Symbol Protein Name Ratio
1P100303297 DNAJC25 DnaJ homolog subfamily C member 25 1.80
IP100026268 GNB1 Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 1.37+£0.17
IP100027463 S100A6 Calcyclin 1.46
1P100303297 DNAJC25 DnaJ homolog subfamily C member 25 1.80
1P100001883 SNX9 SH3 and PX domain-containing protein 1 1.48

Extracellular Matrix
1P100006971 CD248 Endosialin 151
1P100299738 PCOLCE Procollagen C-endopeptidase enhancer 1 1.78+0.16
1P100218803 FBLN1 Fibulin-1 1.47
IP100645849 ECM1 Extracellular matrix protein 1 1.70+0.20
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
IP100739099 COL5A2 Collagen alpha-2(V) chain 1.65+0.64
IP100027166 TIMP2 TIMP metallopeptidase inhibitor 2 1.51+0.36
IP100021033 COL3Al Collagen alpha-1(l11) chain 2.14+0.50
1P100465431 LGALS3 35 kDa lectin 1.59+0.07
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
IP100176193 COL14A1 Collagen alpha-1(XIV) chain 3.33+4.49
IP100304962 COL1A2 Alpha-2 type | collagen 1.39+0.14

Basement Membrane
1P100028911 DAG1 Alpha-dystroglycan 1.38
1P100218803 FBLN1 Fibulin-1 1.47
IP100027166 TIMP2 TIMP metallopeptidase inhibitor 2 1.51+0.36
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
IP100642259 DST 230 kDa bullous pemphigoid antigen 1.64+0.97
1P100032293 CST3 Cystatin-3 1.41+0.28

Extracellular Region
1P100028911 DAG1 Alpha-dystroglycan 1.38
IP100299738 PCOLCE Procollagen C-endopeptidase enhancer 1 1.78+0.16
IP100410297 HPSE Endo-glucoronidase 2.45
1P100329598 HSD17B11 | 17-beta-hydroxysteroid dehydrogenase 11 1.56+0.14
1P100022990 STATH Statherin 11.11
IP100739099 COL5A2 Collagen alpha-2(V) chain 1.65+0.64
IP100026314 GSN Actin-depolymerizing factor 1.44+0.12
IP100847793 DCD Dermcidin isoform 2 2.12+3.46
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
IP100301579 NPC2 cDNA FLJ59142, highly similar to Epididymal secretory protein 1.47+0.10

El

IP100176193 COL14A1 Collagen alpha-1(X1V) chain 3.3314.49
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IPI NO. Symbol Protein Name Ratio
IP100027462 S100A9 Calgranulin-B 10.60
1P100945846 PRSS1 Alpha-trypsin chain 1 46.16+79.91
IP100306046 EDIL3 Developmentally-regulated endothelial cell locus 1 protein 1.47+0.71
1P100218803 FBLN1 Fibulin-1 1.47
IP100645849 ECM1 Extracellular matrix protein 1 1.70+0.20
1P100395488 VASN Protein slit-like 2 1.42+0.42
IP100027166 TIMP2 TIMP metallopeptidase inhibitor 2 1.51+0.36
IP100021033 COL3Al1 Collagen alpha-1(l11) chain 2.14+0.50
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
1P100304962 COL1A2 Alpha-2 type | collagen 1.3940.14
1P100032293 CST3 Cystatin-3 1.41+0.28

G-protein coupled receptor binding
IP100026268 GNB1 Guanine nucleotide-binding protein G(1)/G(S)/G(T) subunit beta-1 1.37+0.17
1P100220578 GNAI3 G(i) alpha-3 1.49+0.27
IP100299086 SDCBP Melanoma differentiation-associated protein 9 1.80+0.22
IP100003527 SLC9A3R1 | Ezrin-radixin-moesin-binding phosphoprotein 50 1.40+0.34
Molecular Function
Platelet-derived Growth Factor Binding
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
1P100021033 COL3A1 Collagen alpha-1(111) chain 2.14+0.50
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
IP100304962 COL1A2 Alpha-2 type | collagen 1.39+0.14
Extracellular Matrix Structural Constituent
1P100218803 FBLN1 Fibulin-1 1.47
1P100022990 STATH Statherin 11.11
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
IP100739099 COL5A2 Collagen alpha-2(V) chain 1.65+0.64
IP100021033 COL3Al Collagen alpha-1(l11) chain 2.14+0.50
IP100297646 COL1A1 Alpha-1 type | collagen 1.39+0.11
IP100176193 COL14A1 Collagen alpha-1(XIV) chain 3.33+4.49
1P100304962 COL1A2 Alpha-2 type | collagen 1.39+0.14
Beta-amyloid Binding
IP100016014 ITM2C Cerebral protein 14 2.87
1P100032293 CST3 Cystatin-3 1.41+0.28
IP100004758 LDLRAP1 | Autosomal recessive hypercholesterolemia protein 1.55
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IPI NO. Symbol Protein Name Ratio
Calcium lon Binding
IP100027462 S100A9 Calgranulin-B 10.60
IP100006971 CD248 Endosialin 151
1P100329784 RYR3 Brain ryanodine receptor-calcium release channel 1.52
1P100219344 HPCAL1 Calcium-binding protein BDR-1 1.65+0.28
1P100004312 STAT2 Signal transducer and activator of transcription 2 1.37+0.30
IP100307257 TBC1D9B | TBC1 domain family member 9B 1.42+0.38
IP100000070 LDLR Low-density lipoprotein receptor 3.21+0.90
1P100218803 FBLN1 Fibulin-1 1.47
IP100027463 S100A6 Calcyclin 1.46
IP100909366 MYL6B cDNA FLJ60058, highly similar to Myosin light chain 1, slow- 2.14%1.79
twitch muscle A isoform
1P100100980 EHD2 EH domain-containing protein 2 1.48+0.19
1P100398625 HRNR Hornerin 1.92+3.15
IP100026314 GSN Actin-depolymerizing factor 1.44+0.12
IP100642259 DST 230 kDa bullous pemphigoid antigen 1.64+0.97
1P100304227 CDH11 Cadherin-11 1.83
IP100306046 EDIL3 Developmentally-regulated endothelial cell locus 1 protein 1.47+0.71
1P100029144 PPP2R3A PP2A subunit B isoform PR72/PR130 1.52
1P100028911 DAG1 Alpha-dystroglycan 1.38
Integrin Binding

1P100215997 CD9 CD?9 antigen 1.48+0.31
IP100306046 EDIL3 Developmentally-regulated endothelial cell locus 1 protein 1.47+0.71
1P100844090 COL5A1 Collagen alpha-1(V) chain 1.38+0.35
IP100027166 TIMP2 TIMP metallopeptidase inhibitor 2 1.51+0.36
1P100021033 COL3Al1 Collagen alpha-1(111) chain 2.14+0.50
IP100642259 DST 230 kDa bullous pemphigoid antigen 1.64+0.97
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Figure S1. Cell viability test with MTT assay of GM00637 cells after 24 hrs of treatment with 0, 0.125,
0.5, 1, 2 uM potassium dichromate.
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Figure S2. Determination of the threshold value of significantly changed proteins by Perseus.
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