y table 2. List of positi i with differing and ion data
Pualoe Corelation COMPLENENT Fowe,
Probe set D CHROMOSOME LOCATION GENE swBoL GENE DESCRIPTION averace K CoNGULATION pathy. oy pathogenicvariant (SIFT)?
Tos7I77A S0 e Spargucomidase 755 552 0058 ) 067 050 ) [ 035 v
1057860 sa72z21 iz e 3 68 a7 0065 023 o021 015 0502 a0s 0361 v
7178 55162960 vegte vascular endothelal growth actor C 612 625 0261 016 0550 055 012 040 0258
20571788 ss162960 vegte vasculr endothelal or ¢ 512 625 0261 015 0550 055 012 040 028
78703 55605787 Spes3 signal pptidase complex subunit 3 homalog (. cerevisie) 985 980 020 052 0128 on o019 064 o048
10578709 ss7us6s w17 WO repeat domain 17 a2 417 oas2 085 0043 038 076 as0 0067
10571615 19 Goméa protein méa 985 939 0330 030 o405 059 o7 015 o503
20578743 se3u9709 Adsmas 2 disinegrin and metalopeptidase domain 29 33 330 0567 048 0152 035 o038 o 056 v
10571629 sea1se Gira3 aycne receptor, alpha 3 subunit” 353 356 0710 028 0440 o1 oon2 039 020
10571840 se773350 Hpgd ycrcnyprostaglandincehydrogenase 15 (KAD) 758 554 o115 039 0260 056 [ 038 o076
10578746 55010319 8coseoss wence b 653 668 0134 om o2 o1 0235 056 o053
10571849 ssoass22 Foncs ox proei 037 1045 0519 a3s 0327 01 o526 o012 [
71865 347 sagt scrapie responsive gene 1 384 80 osa1 009 o815 010 08 04 o148
- sonoaass Gantr P acefahe  glacioamine sobpepic 709 ™ 06 o asst o asst om aso:
10578796 som2a319 4930431104RK RIKEN cONA 4530431104 gene a8 10 o684 02 a2 an osaa o st
10571891 a8t Sadat aminaadipte aminotransfease 1003 997 06% 050 0138 030 [ 04 0200
1071507 e wfap31 microfbilarassocited protein ke 851 sa1 0233 o7 o1 061 ooso 057 o3
10578810 e3389186 fens iorde channe 906 593 0545 03 038 019 0590 04 0160
7102 sunion Nkt NIMAA (never in mitoss gene s}related expressed kinase 1 722 741 o186 046 0179 03 ors 026 076
10571958 3702958 sharmt 145 domain conaining ring figer 1 585 85 0359 008 o028 o o010 055 0102 v 531511909, VT80
7aaa o130 Palld palsdin,cyoskeleal assocate protein 740 735 o788 035 o318 02 o544 om o510
10578857 sisse312 Avat0 exin A10 58 595 0277 009 o815 02 0228 004 0520
20572020 a0 spocks “sparcfosteonectin, cwey nd kb ke domain poteoglycan 3 373 385 o051 16 = o2 0544 ou oase
10578880 s6i53567 i lloitike 563 sa8 0461 037 0253 on 0533 051 0050
071339 e carboxypeptidase € 855 779 o108 oas 0187 a2 053 o0 03
1057922 7218607 w2 el e 2, Mayen (Drasophia) 531 525 061 061 0050 002 060 019 0503
10578564 se1s 18100258160 IKEN CONA 181002981 gene 583 550 05 oz o521 02 066 ou oase
10572066 9035655 T2 anskeroase e 2 58 587 0811 007 0855 004 0507 007 0855
20578573 o3 Neyse neuropeptide Y an 460 03 020 0578 006 oses o1 o
10578586 7012983 a3 plecktrnand Sec7 domain containing 3 a3 505 0163 050 0143 07 oo1s 045 0192
589 0215683 reds plectrinand Sec7 domain conaining 3 &7 704 o074 70 o025 o7 o016 on ooz
10572087 70800642 shasia 2 domaln conaiing 44 72 w2 0895 005 0881 050 0138 031 0385
1317853 nts1o integrator complex subunt 10 735 724 o 080 0087 010 o on 0
10572130 Tid0ias3 7] Tpoprotein pase 077 986 0733 025 0489 07 [ 025 [
1079023 156160 Sctgal *solute carie family 18 vesiculr monoamine), member 1° 57 £y 0789 o013 oms o1 o076 o st
10572146 Ti612665 Apovit *ATPase, s transporting, ysosomal V1 subunit 62 1176 1155 0410 020 0578 02 0466 04 0160
1650 [ leucie tpper, putative tumor suppressor 1° 58 559 0272 3 0383 010 0776 0z o020
10572161 71732905 010627 <ONA sequence 010627 625 622 0784 03 0347 04 0162 056 0050
1079087 e Locsssss3 similr to membrane-associatedring finger (CHCH) 5 a0 353 0318 oo o319 31 0387 15 ossa
1072170 71794579 D1300s0H23RK IKEN CONA DI3004012 597 a2 0106 052 0128 018 0627 047 o017
1079070 2130553 g1 sequenc a3 519 0027 053 o1 a1 0166 06 050 v
1057507 7227610 12000030781k RIKEN CONA 12000317 ne 739 76 0032 04 0162 016 0551 o0 0367 v
2266759 o330038006%K UKEN cONA D33 713 221 0503 009 s 005 0894 on osi2
10572180 35133 Ao Pase ype 134 573 573 0983 014 070 o0 0587 02 [
10572212 723325 Gmi Gem-interactngprote 657 a9 0579 040 0258 03 o 02 076
10572281 72356594 Pt pre-call lukemia homeabor 4 573 567 0707 000 1000 083 [ 049 0154 v
10579101 oss cip2 cotiage intermedise ayer rotein 2 556 ss8 o9 oo o519 018 o510 000 2000 v
10579114 T2anieer 593 575 0017 080 0006 052 o058 081 0008 v 548997630, R35C
20180 Ndufa13 NADH dehydrogenase ubiquinane) 1 lpha subcomples, 13" 926 900 oou 030 0000 o3 0347 050 o067 v
10579125 72432369 Gradza ‘GATA tincfinger domain contan 59 581 0110 078 [ 038 0276 o7 [
1079140 Tasa2is0 s130404008% fe 13 898 7 o 021 0s67 036 0305 015 s
10572253 566712 st sping factor & 765 766 0916 009 o815 010 0776 on 0532 v
20572211 7asogat st transme perfamiy mermber 2 789 735 0850 002 0360 021 0556 oa o v
10572262 72607356 Hapind yaluronan and proteogiycan fnk protin & a7 497 0489 027 [ 009 o803 037 0253
791 2616981 Nean neurocan 593 sa1 0188 03 0310 008 02 g o0 v
10579181 T2e56705 Rhank reguiatory facor Xassocited ankyr-containing protein 597 710 0168 042 0228 00 0547 004 0307
723 2608 et e entancer factor 28 676 st 008 04a 0206 st 012 027 oass
10572318 72696308 Tmemitia wansmembrane protein 1614 73 21 0080 079 0006 002 022 075 [ v
10579199 2708239 Sizsaz solute carrie family 25, member 42" a7 855 o111 030 0137 089 ooz on o3
10579209 T2mi0 e madilo repet conaiing & 664 52 0897 o1 0738 03 0345 003 0934
7233 rsein sttt “splicingfctor,argineserine.rich 14~ 726 723 0622 a2 s ) 0520 018 sz v
10572385 72808543 Homers et homolog 3 (Drosaphia) 663 653 0408 045 0192 04 0206 040 0258
7oa1 1676 Dduis Al As) ide 45 653 652 0309 048 0162 053 o117 on 560 v
10572357 72825668 Cope *costomerproein complex suburitepslon * 969 980 0317 005 o881 on 002 038 0276
7923 saz: Uptt UPF1 eguiator of nonsense s homolog (yezs) 61 a7 0369 a3 o2t 058 oz as0 067
10572378 72897457 comp cartage lgomeric mati poter 551 557 0277 029 02 052 0126 02 0532
792 os2: == CREB egulated transcription cosctvator 1 715 639 o051 03 0283 7 o007 054 0106 v
10579277 979 s Kelchke 26 (Drosoohila) 65 652 0552 025 [ 015 0587 029 o2
7528 73007764 Tmemssi nsmermbrane protein 59-ke 533 532 0313 aa 0200 38 o076 007 855
10579295 73008194 28104281158 RIKEN CONA 2810428115 gene 277 765 0234 059 o075 009 0502 015 0567
72408 17 Fibos 05 incing pr 970 989 0223 0 o8 o7 ooz 050 069
10572619 73063601 i clongaton factor RNA polymerase 593 729 o217 058 [ 03 0310 07 o016 v
7203 115 isynat inositol 1-phosphate synthase AL 563 sa7 o424 036 0310 15 076 005 oss1
10572045 7310743 rc2s leucine ich repeat containing 25 538 558 0354 on 0556 075 o013 on 002 v
7933 s Gdits erowth diferenistion factor 15 570 526 0026 03 o076 039 0260 059 o v
10579335 7172576 Fapept pyroglutamy-peptidase | 987 952 01n 044 0200 on 0533 04 0200
720 7197347 Lem L5Mis harlog, U5 small mucle ANA sssocised (5. cerevsine) ) s01 0160 019 o503 015 oz o 0293
1057256 73222808 Jn un proo-oncogene related gene 5293 8958 0015 0710 [ 053 o016 087 ooz
7246 e AIKEN cONA 241001823 gene 528 535 0361 16 0563 ox o510 on 076 v
10572166 7327963 Bhosphodiesterase 4, AP specic” 587 534 0019 057 o089 088 o001 053 o116 v
7o 738254 €ONA sequence BCD51227 954 970 0159 047 o174 037 ) o o
10579347 7328672 interteron gamm inducbe protei 30 998 077 0303 039 0260 028 0 037 0253
10579356 73252078 24 276 78 o5t oz os67 03 o035 018 o626
10579373 73302016 mirotubule associsted sernethreonine kinase 3 740 756 o185 076 oon o012 o751 o015 0187
10572497 7332383 inteleukin 12 receptor, beta 1° 597 587 0416 o2 o738 063 0050 035 0318
1079022 Tase70ss Kenn ¢ i Y s 0765 02 067 03 0347 a0 o
7o 73406791 = solte carerfamily 5 (sdium odide symportr), member ° 580 s 0355 039 0266 3 o116 st 01
10575461 16621 Roisa bosomal protein L15A 152 12 0267 005 [ 050 0143 02 0466
72516 asss1 Mtapts microtubuie-associated protein 15 700 689 0054 056 o038 039 0260 035 o v
10572527 73611708 Locassess Simiar o ankyrin epeat domain 26 497 530 0207 025 0489 030 [ 008 0829
7946 am7sozs ass s10 001 iy 000 0ss %0 o84 ot v 733343, LETW
10572533 73796633 Myob osin X 766 793 0148 064 [ 039 0260 052 [ v
72501 95252 Ocelt occludinELL domin contining 1 717 66t 000 o070 o 35 0328 s 0365 v
10579470 73898018 nizis nucear receptor subamily 2, group F, member 6 528 508 0097 028 [ 010 078 004 0520
79t 7aso526 b Usher syndrome 1 binding proten 1 724 726 o664 o1 0763 005 o502 o os10 v
1057259 73920767 5430437038 RIKEN CONA 5430437903 gene 1066 1048 0112 037 0291 02 0476 o0 0510 v
7950 o806 e yerolase domaincontsinig 8 509 558 o012 on o 18 osta 039 0266
10572613 Tagssazs Mrpt mitachondrilrbosomal protein L34 79 ™ 0163 04 0188 025 [ 020 0577
7950 sos22 Tmemieh ransmembrane protein 1641 683 676 0386 080 055 19 0590 019 0590
10572622 Ta012002 o TP binding protein 3 539 638 0957 047 o1 034 0336 009 0502
79525 u0z16654 Pl plsmalemma vesicesssocisted protein 959 963 0877 015 0675 a2 0567 036 030
10579532 7a057851 b2 bone martow stoma el anigen 2 598 749 0125 o 000 03 0310 053 o117
7267 o 1at0012m1ric L 1 91 870 0027 080 o067 007 osss 030 oaes v
10579543 Ta08454 Nt nuceoredonin e 1 459 453 0305 006 0868 012 0751 026 [
7247 252 sizra1 *solutecarier family 27 (faty acid tansperter), member 1* 827 832 o770 oz o528 a2 oas3 e aso7 v
10572663 Tan1083 3 phasphogluconolactonase 710 713 0847 018 o626 005 [ 000 1000
72665 26250 senp. BCNP1 homolog. saa 628 o0es o1 oz 050 0137 055 o102 v
1057267 Tarsee97 Gasa1 siycosyvansiease 25 domain conaiing 1 516 545 0189 o041 020 07 o016 on 002
7osas Tasaean2 Giasd1 eheosytransfrase 25 comsin contaiing 1 512 507 0510 019 &1 02 oas7 ) 85
10579550 Ta150642 unctsa 3 homolog A (. clegans) 57 481 0671 029 [z 064 [ 050 [
10579554 sz Unetza unc.13 homlog A (C.elegans) ss8 559 0315 16 0650 a o235 om os21
10572653 74200431 o3 insuln ke 3 730 75 0253 050 0067 014 0701 037 0253
79602 ises a3gnt3 *UDP-GleNAC betaGal beta-13-N.acetyllucosaminyltransferase 3 518 551 o012 an o022 o015 o503 o o v
10579509 Ta232535 Fehor o doman ony 1 550 559 032 027 [ 030 [ 003 0534 v
20572720 Taio0sos7 26709 inc fingerprotein 709 s s 0409 s 0187 021 056 a3 o021 v
10572730 Tasss763 20p617 sinefinger proten 617 738 740 0865 043 021 013 [ 032 0365
7ar3 750 acoisais <ONA sequence BC0AS345 688 593 0s17 15 as7s o1 oms ) 1000 v
10579636 Tas12381 oans eytochrome P450, famil &, subfamily 1. polpeptide 16" 458 450 0374 054 0108 03 0365 003 0934 v
72 sz n lfactory receptor 37 08 400 0339 001 0387 027 oas 020 o580 v 1350830855, L1905
10572747 Tags9185 Toma wopomyost o1 907 0507 052 0128 o0 0587 035 0328
7215 s0 Rabia *RABBA, member RAS oncogene amily " 1012 1007 oacs 007 a0 010 orrs g oas2
10572772 Tansser Hshaa hematopoitc SH2 domai containing 522 527 0579 019 0590 003 0534 027 [ v
10579649 282 ) cacium and negrin bindin family member 3 418 a2 0357 s o1 029 oazs o 0204
10572779 a6z 2510089198k IKEN CONA 2510049119 gene 559 547 0027 065 [ 055 [ 083 0053 v
rars 764031 Apimt daptor-elated rotein complex. subunit 1 918 910 oas2 02 0467 030 oa0s 050 o1
10579663 Tassisn2 Epstsin epidermal growth factor receptor pathway substrae 15-ke 1 539 502 0780 018 0626 043 0220 035 0327 v
7969 s =) clreticuln 3 513 519 0530 0o oa7 037 0290 030 o
10572808 Tag67525 1700030109 RIKEN CONA 1700030K09 gene 580 578 0501 o012 0737 on 0737 039 0265 v
7570 ssizs2 erp caleum homeastasis endoplasnic retculum proein 805 03 o780 01 587 03 036 031 038
10579724 75005582 scsser “solute carrie family 35, mermber £1” 573 881 0293 026 0475 065 [ 032 02 v
o731 18457 e mediatorcomplexsubunt 26 66t 654 0209 005 o815 046 o 008 o368
10579736 75085097 sas00115HK RIKEN CONA 913001115 gene 580 586 065 01 0567 028 [ 013 076
Tasn: s N1 WD repeat domsin containi sn 557 0om 077 009 051 0136 055 o010 v
10572838 7527197 s iransrpronal regulator, NGB (yeast) 78 76 0147 03 035 033 0345 047 o1
1079744 7533048 targe ke ghycosytransterase 738 729 0352 o om0t 15 76 0z s
10572865 1390073 o intestine speciic homeabox 51 43 0227 080 3 04 0207 086 0001
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10572870 77517601 Fimgoz Tgh mobiity roup box 2k 1 708 71 0578 o0 0560 0% o328 018 627
10572880 77557604 Tom1 target of myb1 homolog (hicker) 581 558 o019 083 0003 o047 o017 07 0005 v
10572506 77633427 Mems. “minichromasome maintenance dficent , celdvision cycle 46 (5 cereviie) " 638 638 0837 005 os81 020 0580 016 051
10572028 737843 Rasc2 “RASD family, member 2 664 615 o012 028 [ 077 0009 059 007
626t Lsmé L5M6 homolog, U smll nuclear RNA associated (5. cervisise) 769 785 0056 a2 oxs 055 0057 os8 o7 v
10572934 7797269 1700007B14Rk RIKEN cONA 1700007814 gen 357 356 os17 004 0507 013 o7 011 0762 v 550612612, 0917
10572949 70432171 N T T e ) 767 7286 o107 037 0293 031 o385 032 0365
10579776 79774265 Arhgap10 1 GTPase actvating potein 10 949 903 0256 061 0060 052 0128 077 0009
3 As371 expressed sa 71 77 769 o361 007 o855 025 089 013 o726 v
10579799 son19881 Tmems menbrce s 34 823 819 0783 003 0534 005 081 004 0307
865 i ihelin receptor type A 63 675 020 050 o138 036 000 047 01
10572975 so737201 Tiezs mvamcontm-de repeat domain 29 an 478 0495 02 0544 005 o881 007 0841 v
10579830 102168 Romurt “ANA Bincing moti proten, X chromesome retrogene " 83 831 oas2 02 oas7 02 o460 6 ose
10572989 s1033234 Sic10a7 olutecarier family 10 sodium/bile acd cotransporter family, member 7" 674 669 o381 012 0751 033 0347 012 o751
79833 3303 Lsmé 15MG ol US sl kA st (. e 765 781 0077 039 0266 032 o374 049 o148 v
10579845 1730330 17000111228k 2 gene a7 63 0150 022 0532 049 0150 02 o4
10579852 1790323 Mmaa methyimsionkadaus i deroenr e A 274 765 os8e 027 oass 03 0347 003 034
10579860 s186229¢ Smadt Jog 1 (Drosophils) 636 712 0187 019 0590 on oots 055 0033
10573027 16765 owde domain contai 43 546 o721 a5 0192 021 0567 021 484
10579874 2207301 Abce1 ATP-bindingcassette, ub-fariy  (OABP), mermber 1 1010 1012 0873 02 0467 o0t 0307 012 0751 v
10573048 223571 Anapcto ‘anaphase promoting complex suburi 50 6as 0460 004 0307 055 o102 052 0126
10579894 200208 Hip. Jehog-nteracting protein 425 420 0425 083 o051 o0t 0307 054 0104
73054 17482 Gya horin A 398 389 0466 016 0550 020 0578 032 0360
10573085 130973 Frem3 Frast reated extracellar matrix protein 3 392 a0 0056 039 0256 015 oses o0 0336
73082 s Inppd “inosiol polyphosphate-4-phosphatase,type " 601 619 osts 018 0625 004 0307 010 0789
10579969 ss287519 21p330 sinc finger protein 330 81 57 0487 036 0093 027 [ 019 0602
10573115 ss387255 Raftso ing ingerprotein 150 530 537 0316 063 0051 026 o4 018 o512
10573128 aseas251 Thetds "TBCL domain famiy, member 5 651 652 0362 o002 0360 038 0276 02 0467
10573172 8013766 o calmes 301 352 0883 002 0847 064 0046 059 o002
10579987 asase302 Scoc t coedcoi prt 915 8% o119 052 0128 02 o511 039 0260
10573295 590756 it regutony oo X 1 (flonees WA s prssion 739 738 018 0526 o021 o567 041 0283
10573319 scaaess 2 podocan ke sou 457 0si5 005 081 056 0093 015 0563 v
801 73457 i o g, SWM domincorsoeg 689 651 0580 2 052 on2 o073 037 0298
10580155 se70132 i “oN et o 8, ERATO Do 756, s o7 955 0075 077 0009 039 0260 a1 020 v
10580160 86773805 R e 621 a3 o071 79 0006 067 0033 08 0029 v
10580169 s6781694 fed-coil domin contaning 706 701 0453 015 o067 027 [ 038 0273
10573348 86839263 o chomesvorgedeponden v e A b 567 570 0795 o8 o162 020 0580 055 0058
10580183 7183450 immediate ealy response 2 550 550 0554 021 0556 003 053 008 029 v
10580188 1 fomai contan 876 850 o074 on o016 057 0083 063 0049 v
10573401 s177 TRMIL RNA methylransferase 1 omolog (. cerevisae) 871 875 o072 007 855 02 o511 oo 0387 v
10573419 7225356 y: Imhoblsoric ker 624 626 0878 o1 o751 036 0310 007 o855
10580191 7213 i nuclear actor 859 923 0153 058 o082 018 0627 018 0152
8020 7330 ancs R doman o memberS” 567 558 0316 029 o042 a3 0220 007 o854 v 552043392, Q104
10573430 s73s6181 adéasgpl " 1 726 725 0363 0n 0360 010 0789 007 0ss4 v
10580210 7358551 23 RAD233 homolog (. cerevisiae) 958 957 0983 020 0580 004 0307 008 0829 v 547003347, M7V and 150
10580219 s7365708 Gair careticuin 165 16 0786 005 [ o0t 0307 031 0383
10573434 87380890 farsa e 760 766 o812 003 034 041 o024 010 o
10573451 a739010 Syce2 59 585 0311 016 o619 085 oon 048 0159 v
10580233 4102 Gedh 124 135 o461 o2 0532 055 0087 034 0336 v
10573457 s7azse2r it so1 550 0172 005 081 052 0128 013 o725
10573461 7432523 Daseza feoryrbont a 671 682 0517 015 0576 059 oo 06 0038
10580247 s7a3se08 Mast1 mirotubule associsted sernethreonine inase 1 45 a7 0472 011 0763 025 087 009 o815
10573472 8746051 o retbindin 525 517 o631 007 o081 035 0327 015 0675
10580274 s7asost Rrasehzs “ribonuclease H2, large subunit 745 756 0083 047 0174 078 0008 o081 005 v
7 87493521 P s 652 689 0770 045 0187 02 o511 003 0834
10580282 75008 Junb o 529 510 o0ts 030 0143 030 0393 009 0502 v
10573450 751502 Hook2 hokamotons o 838 810 0110 o7 0008 015 0576 049 0150 v
10580285 7531101 Best2 bestrophin 2 a8 a5 0382 038 o080 018 0526 057 o84
10580300 751828 Asnat v e st v, T g ool 1 1039 1012 o111 o8t 0005 033 0347 75 o013
10573519 a7seo81 Topo2 "ramporin 2 mparin 3 bayberbeta 2 518 523 osi5 030 0402 015 o501 020 0577
73 58402 Forwe, WD-40 dormain protein’s 726 720 0674 035 0328 016 o651 o2 0533 v
10573565 87595656 D hypusine synthase 747 745 0300 o002 0560 005 081 009 os03
030 7598034 150004INIGRK RIKEN cONA 150004116 gene. 731 737 0554 o1t 0763 o015 o012 037 0291
10573578 7604673 acoss <ONA sequence 8CD 952 921 0039 o071 o023 034 0336 o070 o024 v
10573583 607168 Man2o1 “mannosidase 2, alpha 81" 1061 1053 0475 024 o511 027 oass 001 087
10580320 76352 79 inc finger proten 7 518 553 o0i5 084 0002 037 0293 050 067 v
10573610 675823 “precicted gene, 624855 " 547 551 0740 019 o503 037 0293 037 0293
10573613 a7750396 37 offctory receptor 3 419 sa 0239 007 o855 055 0058 056 0090
10580331 s7m8a291 3 Vacuolr proten sorting 3 1002 1005 o749 008 o803 025 o8 002 0360
10573615 7823690 rest rignecopton comple b Gk coreio) a7 572 0039 02 o510 057 [ 027 oass v
10580365 7932658 4921520178k RIKEN CONA 4921524117 ger 757 n 0407 019 o503 014 o701 004 0307
10573626 168 otz elutamic pyrvate ransaminase (slanine immclrzns!erzs!)l 839 921 0173 02 0533 056 o038 02 0533
10580370 15 onaja2 *Dnab (Hsp40) homolog, subfamily A, member 2 982 980 0756 055 0058 003 0834 033 0347
10580382 sst6ua3s Netoz neuropiin (NRP) and tlloid TLL) ke 2 357 350 0387 018 0627 005 081 015 0676
10580391 824203 g1 B S S e 1049 1033 o114 058 0080 013 oms o2 544 v
10573637 ss364501 Phis phoryiase ki 502 908 o661 o002 0360 002 0360 018 0627
10580418 28740 Abcct2 AT indingcsste s fariy C (CFT/MAP), mrmber 127 a8 49 0426 o021 o565 006 0867 021 0554
10580473 90185709 21pa23 inc finger protel 530 63 0739 013 o072 015 o067 005 = v
10573733 sorastts Papds PP associated domain containing 5 898 896 o888 004 0307 031 o385 053 o117
10573747 0796302 dey7 enylate ek a3 570 o188 067 0033 037 0293 065 o038 v
08562 b7 odomain contai 859 865 0515 a5 o191 041 0233 043 o019
10573779 91045253 N e 1 omolog (Drosophil 655 571 o108 o073 oot 001 0387 03 0310
1057379 s1171245 Nod2 nucleotide binding algomerization domain containing 2. 565 557 o411 034 0336 001 0587 02 o5 v
10573803 91220974 oid indromatosis (turban tumor syndre 572 563 o647 o o070 o002 0547 02 [
a0s1c s1ss1141 salt sablke 1 (Drosophia) 875 873 0886 007 0855 039 0260 014 o701 v
10580522 92770938 To3 TOX high mbilty group box family member 658 540 0350 042 0229 050 0138 o070 o025
10573823 93352736 chat hromosona ease DA gt 827 s 0224 067 0033 045 0187 032 0365 v
10580532 e ece26231 predicted gene, E 2y 706 0315 015 0503 062 =) o0 osn
10573867 93594008 Rz oo he s 919 521 0305 008 o829 a3 o214 054 0108 v
10580537 93647398 o thymoms iralproto-oncogene L interacingprotein 1016 577 0226 082 =) 056 0090 054 0108
a0 3740821 Rogriptl Rogript-lke 608 602 0729 031 0383 037 0291 056 0083 v
10573893 337431 fro fat mass and obesiy associa 910 5o 0050 053 0117 052 0128 07 0033
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