
Table S2. STARS analysis of Library B round 4

p-value=0 means <1.03950212016e-06, FDR=0 means <0.000156816319841
Gene SymbolNumber of perturbationsRanks of perturbations Perturbations Most enriched perturbationSTARS ScoreAverage Scorep-value FDR q-value
A4GALT 4 2;3;4;5 AGTGAGATGCCCAGGTGCCG;ACTGGTACGCGGCCGTGCAG;TTTCATCAGGACCAGCACGT;CTTGAAGCCGATGATGAACA4 16.6971 10.223235 0 0 0
LAPTM4A 4 1;6;7;8 TTACCATGTACCAGGTCCCC;GCACCGGGACGATCATCCTG;TGGTGTCCATGAGTTTCAAG;TGCTGTAGAACCGGTCACTG4 15.88062 9.7615876 0 0 0
UGCG 4 11;14;20;25 CCTTACGTAGCAGACAGACA;TCTTCTGAAACCACTGAAAG;TTAGGATCTACCCCTTTCAG;TCAGCCACAGCACCAAGAAG4 13.90122 8.4805378 0 0 0
TM9SF2 4 10;12;21;37 TGGATAATATGCCTGTAACG;AAACAACTATCATGAGCGCG;AGCGACAGCAGCAACAGCCG;TGTCTCCACCTCGGTGGCCG4 13.220173 8.338197 0 0 0
DUSP6 4 39;94;111;151 CATCGAGTCGGCCATCAACG;GTGCGCGCGCTCTTCACGCG;GACTGGAACGAGAATACGGG;GGAAATGGCGATCAGCAAGA4 10.777072 6.5908506 0 0 0
SPTLC2 4 42;181;315;325 GCTCCAGGCACACTACAGAT;ACAACTATCTTGGATTTGCA;AGGCTGCTGCTGCCGCCGCA;ATACTCCTCAAGGACTTTGG4 9.4454466 5.7684458 0 0 0
B4GALT5 4 22;30;49;396 GAGAGAAAAGAAGAAGAGCG;TCACACCCTACCTTCCACCG;TTCGGAGTGCTTATGCCAAG;ATAGACGAAGTACAGCAGCG4 9.1021993 6.7482906 0 0 0
SPTSSA 4 43;54;106;2970 GTTCTACTACCAGTACCTGC;CTACCAGTACCTGCTGGTCA;GCTGGAGCCCTGGGAGCGGA;ATCGCGGGAGGCGCATGGCG3 7.9423743 5.4217437 1.04E-06 0.0001372 0.0001372
TFAP4 4 114;177;421;1334 AGATCGCCAACAGCAACGAG;GCTTCTCTCCGTCTGTGTGG;ACGCATGCAGAGCATCAACG;GGCGGGAGATGATTGAGCTG4 6.9923567 4.957591 5.20E-06 0.0006098 0.0006098
KLF5 4 307;1123;2207;2209 GTACCAGCTACTGAATACAC;GTCTTGATGTGTGTTACGCA;ATAGGAACTGGAGGAAGCTG;AGTTCTTCACTGACACTGAA4 6.1161972 3.696411 3.95E-05 0.0041713 0.0041713
KDSR 4 1130;1283;1732;2378 TTAATGAGCATCAATTACCT;TCACCACCATGAAGGAGCGC;GCAGCAGCACGAAGGCCACG;GCTGGCTGCCGCCTTCCTCG4 5.9881327 3.5763149 5.30E-05 0.0050894 0.0050894
TMEM165 4 178;432;611;2780 ATAGACCCTGGGGATGACTG;TGCCACCACAGTCATCCCCA;ATATGGCAGCGACAAATGCA;AGAAAGAGCAGAAGCAGCCG4 5.7168009 4.2765509 9.15E-05 0.0080499 0.0080499
NEK9 4 639;1032;1215;3260 TTCCAGCTCAATCAGCAGCG;GATAACATCCAGTTTCTGGG;CACGCTGTACCGCCGCACCG;TGGCTTCCCCGAAGGCGCCG4 5.4401097 3.6602808 0.0001767 0.0143547 0.0135646
ADNP 4 364;365;730;30179 GTAAATAGCGATTACAGTAG;GGATGCCTGTGACTGAGAGA;GTAAAGCAGTTACTTCCAAG;TCTCGGGCATTCGAGCCTAA3 5.4319722 3.6654765 0.0001798 0.0135646 0.0135646
MLLT3 4 1185;1401;1884;3595 GGAATAAGTCATAATCAAAG;GTCGTGGGTGAAGCCCTCCA;TTAACCTCCAGGAAGAACCT;GGTGAGGAAAAAACCCACCG4 5.2701845 3.3459818 0.0002723 0.0191734 0.0191734
HFE 4 532;767;897;52394 CGGTCTGCAAAAGCATCAGG;ACTAGGGTGCCAGACGGTGA;CCAATGACTAGGGTGCCAGA;ACTGATGACTCCAATGACTA3 5.1645452 3.3089488 0.000341 0.0225031 0.0225031
TADA1 4 85;340;3484;4200 GCAAAACCTGGAAAACCCAA;GGCCAAGAAGAACTTAAGCG;ACTGGGCTAACCTAAAGCTG;CTATCATTCTCCCTTCAAGC4 4.9999829 3.666191 0.0005239 0.032544 0.0310409
ZNF217 4 236;740;1029;5187 AAGAACTGCTGGTTCACAGA;GCGCAGACAGACTCTCCACA;TAGTCCAGCAACGATCAACG;GGTCCACAAGAAGGACCGGA3 4.986454 3.6901725 0.0005291 0.0310409 0.0310409
SPPL3 4 416;614;1071;14945 CAGGCTCTGTTCCTTCCAAT;TTAAATACTGGCACATCGGG;TACTTGTTCTGAGGTGAGCA;AATTGGAAGGAACAGAGCCT3 4.9345794 3.3310402 0.0006102 0.0339136 0.0339136
ARF1 4 780;993;1257;5734 GCTGATGTTCTTGTACTCCA;CCCGCACCCAGGCTTCAACG;AGGCTTCAACGTGGAAACCG;TGGTGGGCCTGGATGCTGCA3 4.7270407 3.3912562 0.0009792 0.0517023 0.0517023
RALGAPB 4 2048;2718;4034;5120 CTATGGACTGACCCTTCCAT;GTCTTCTTCAGACAGGAACA;GCTGGGTTACTCAAATCCAC;GTTAACCTTTGGTCTCCGAG4 4.6559002 2.7521504 0.0011549 0.0580743 0.0580743
PARD6B 4 410;2114;3146;5448 TTATAGGTAGTAAGTCTCCA;TCTTCACCTCCATAGTGCCC;CTAGGATTCTACATCCGGGA;TCCCGGATGTAGAATCCTAG4 4.5480317 3.0249406 0.0014584 0.0700042 0.0700042
USP9X 4 2761;2972;3715;5983 ACAAGTGCTATATCTAACAG;TTTCCCCCCAGAGCATTCCG;CAAAAGAGAGGTGTTTACCG;GTAGTTCGATTTCCAAACCA4 4.385304 2.6629919 0.0021227 0.0974579 0.0974579
HSD17B4 4 550;3467;5952;6070 GATTGACGCTCCCACTCCAA;TGACAAAGCCAAAGGACAAG;ATCCACAGAGTTCATTTGCG;AGTAAAATAGATTCAGAAGG4 4.3602253 2.6400371 0.0022599 0.0994346 0.0994346
C20orf24 4 779;1885;5666;6369 CCGTCTGGAGTAAGGTGCTG;ACTCCAGACGGAGACTTTGA;CCGCAGCACCTTACTCCAGA;GGAGGATGAGCGGCGGGCGG4 4.2766951 2.725508 0.0027453 0.1159625 0.1159625
ST20-MTHFS 4 447;1009;1891;33008 CAGGAGACTCACCTGAACCT;CACCTGAACCTGGGAGACAG;GGTGAGAATAGAATCACCAG;GCAAAATCTGCTTCATCCCT3 4.198738 2.9332691 0.0032765 0.1330767 0.1306687
KDM6A 4 1730;1915;4870;6693 TGAGGAAAAGAAAATGGCGG;TCAGCATTGGACAAAGTGCA;TCAGCAGCAAAATCAGCCCA;AATTCGTGCTGCAAGTGCAG4 4.1904968 2.6662761 0.003341 0.1306687 0.1306687
TADA2B 4 898;2699;5739;6843 GGGCGGCTGGACCAGTCGCG;TCAGCCACAGAGATGTCCAG;GACAGGTGTGGTCTGTCACG;GCTGGTAGCCGTGGTAGCGG4 4.1519939 2.5998638 0.0036351 0.1370967 0.1369055
SPTLC1 4 149;262;4049;15288 GCTAACTATGGCGACCGCCA;AAAGAAGTCTGATTATCCAG;GATGGTACAGGCGCTTTACG;TTTGGGACAGGAGGAACAAG2 4.1347885 3.1517425 0.0037931 0.1381227 0.1369055
GCC1 4 1309;3155;6554;6969 GGTGCTGTCGGTATCCCACG;CCTGGAGAATCAAATATCCG;AGAGGATGCCAGTAACAAGG;AGAAGAATCAGCCAGATCCC4 4.1202982 2.4783634 0.0039439 0.1388243 0.1369055
SAMD15 4 110;270;66697;68546 GGAAGAGGACTTCAAAGAGG;TACCAAGCGAAACTGAACCA;GCAAATGGCTGAAGTCCCGG;AGAGCCACAGCCAGAGACCG2 4.108757 3.1702348 0.0040499 0.1379579 0.1369055
SNRPD2 4 52;273;62835;63263 GGAGCTGCAGAAGCGAGAGG;GAGGAGGAGGAATTTAACAC;CAAGAGTGAGATGACCCCAG;ACCTATCGAAGGCCTTCACG2 4.0991942 3.3276417 0.0041487 0.1369055 0.1369055
CCM2L 4 1838;6218;6688;7236 GATGCTGTCCTGCTCCGCCG;GCAGCTGCTAGACACCGCCA;GCTGCCGCTGAAGACCACGG;GGGTCGATGAGGTAGTCGGG4 4.0549858 2.2833394 0.004606 0.1473931 0.1473931
PSMA6 4 774;1601;2268;62298 GCATACTTACAACAACCAAG;GTATGGCTATGAGATTCCTG;ATAGCGTGCCCTCTGTACCT;ATAAGCTGACAGCAGATCCC3 3.9641384 2.6461776 0.0055135 0.1712434 0.1712434
FAM184A 4 223;329;16685;56929 TTGAGGAGCTAAGACTTGAA;GGAGGTGACTCAATTAAACG;TAAAGGCCAGGAAAAGGCAG;ACAAGAGCTAGAAAACCTAA2 3.9377816 2.9322789 0.0057412 0.1732193 0.1732193
AK5 4 271;397;23289;24931 CTGAAGCGTGCAGAACAGCA;ACTCAAACTTTCCATATCGG;GTACCAGCAGCAATAGGAAA;GACTGTCCTCCATTTAGTGG2 3.7753871 2.8091694 0.0075114 0.2203356 0.2203356
SPAG11A 5 282;318;20615;33042;64712AGGAGAAGGCTGGTGACGGA;CCCGTTTGTGCCTTGCCCAG;TGAGGCTCTCGGAGAACTCA;GAGTTCTCCGAGAGCCTCAG;TGTGAACCACTCAGCCACTG2 3.747195 2.7388962 0.0078971 0.2253874 0.2253874
RNF165 4 231;426;4546;45025 ATAGCTCTCCCGTACGGCGG;GCAGACACACCTCCGCCGTA;GAGCAAGGAAGTGAAGCTGA;CTTCACTTCCTTGCTCTCCA2 3.714488 2.8993856 0.0083992 0.2334087 0.2334087
MAP2K4 4 1475;2180;2799;59726 GCATGCTGCTGACGGCCGGG;GACCTTGGAGAAATTGGACG;GAAATCCCAGTGTTGTTCAG;TTATGGTTCTGTCAACAAAA3 3.693255 2.3795974 0.0087318 0.2364308 0.2364308
SCUBE1 4 1586;2332;2885;27139 GCTGCAGTGTGAATCCAACG;TGACCTTGCCCAAAACCAGA;GCCGCACTCGAAGCTGCCCA;ACGAGTGCATCAACATCCCG3 3.6543461 2.3378759 0.0094096 0.2484127 0.2484127
LSM8 8 140;216;20518;34958;46290;50687;69344;72167GGATTCGGACGGAGAGCGCG;GTTGCCGTTATTACATCAGA;TCTCCCATCTGATGTAATAA;GTTGATGTAGTTCTCCAAAG;TTGCCGTTATTACATCAGAT;ACAGCTCCCGGCAGCCCGCG;GGCTTTGTGTGAGTGCCCCG;GGCACTCACACAAAGCCCAG2 3.6379715 2.7338512 0.0097193 0.2503324 0.2503324
ADCY1 4 113;1366;2960;7752 CCGCCGCCGCCTCCGCCGCG;TTCTGACTGAGCGTTCACAG;TGTGCCATCCCATCGCCGAA;GAGATGGCGGGGGCGCCGCG3 3.6213623 2.8516374 0.0100187 0.2518993 0.2518993
EZH2 4 1567;3038;3108;15566 TTATGATGGGAAAGTACACG;TTATCAGAAGGAAATTTCCG;AGAAGGGACCAGTTTGTTGG;CTGCTGCTCTCACCGCTGAG3 3.5586914 2.233889 0.0113628 0.2790492 0.2790492
POLR3C 4 242;536;30978;59575 CCCAGGGTCTGAATTCTCAG;TTGGTAGTATAGATGTACCG;TCTCAGTGGTAGGTACCGAA;CTTTGTACAACGCTGCCCTT2 3.5162652 2.7039317 0.0123784 0.2970814 0.293358
TAF5L 4 213;1358;3227;8043 TGTCCTGCTACCTCAAACGC;AAACAGTCCGAAGAGCACAG;CATTCTGCAGAAACATTCCA;GCAGAAACATTCCATGGAAG3 3.5104602 2.7251548 0.0125011 0.293358 0.293358
SLC39A10 4 219;2363;3272;13278 TCTGATGTTAAACTACCGAA;CCATTACTCCCAGTGAGCGT;AACGATGGTGATGACGTAGG;CCTGATCGTGTACATAACCC3 3.4926907 2.5588647 0.0129844 0.2980771 0.2980771
HES1 4 1647;2446;3332;24136 CTTCAGCGAGTGCATGAACG;TGTCGTGTTGACACTGGCTG;GAAAAATTCCTCGTCCCCGG;GCACAGACCCAAGTGTGCTG3 3.4693807 2.2577578 0.0136227 0.3060754 0.3060754
CERS2 4 304;2542;3531;53380 TTCTTCATGTCATAGAACCA;GCTGCCTGTGAACTTGACCT;GGTCAGGTAGAAATGTTCCA;GTAAAATGTGAATCTCCAGC3 3.3950154 2.458902 0.0158223 0.3480898 0.3427781
TNFAIP8L2 4 327;3307;3539;21888 GCGTGTACTCCTTGGACACA;GATCAAGGACCTGATCAAAG;GATCAAAGTGGCCATCAAGG;CATAGATGAGACAAGCAGTG3 3.3921157 2.3744257 0.0159054 0.3427781 0.3427781
C2orf27A 4 277;635;5902;22852 TTGAGCCAGTGCCAGCACCA;CAGCCACACTTTCAGCTCCA;GCAGCTCAATGACAGTCAAG;GCTGGTCCTGGGCAGTCCCA2 3.3702078 2.648061 0.0166352 0.3513344 0.3456939
GNAT3 4 2317;3344;3607;49765 TTATGCAATGGCAAATACCC;ACTGGAGAAAAAGCTTCAGG;ATTTACATAATCAATTCCAA;TGTCATGCCACCATCTTCCA3 3.3677342 2.0915487 0.0166954 0.3456939 0.3456939
ZHX3 4 2862;3567;3636;18474 GGACCATTCCTTCATCAATG;AGATCTGGTTCACAGCCCAA;GGAGAAATGGAGGTGAGAGA;GTAGAGCCATCAGTACTGCT3 3.3574783 2.043047 0.0170769 0.3467933 0.3467933
DUSP15 4 1527;2286;3664;26989 CGTATGTGATGACTGTGACG;CGCGCAACTCCTCCTCGTCG;CAAGCTGCTGCCTAAAGCCT;TTGAAGCCATCAAGGCCACC3 3.3476547 2.2463673 0.0174366 0.3474162 0.3471216
C1QBP 4 392;659;10068;59856 GCGTGCGCGCAGGTTCCGAG;CCACAGGCGCAGGGTCCGCG;ACCTCCAGACATCTTAGGGA;GGACAGAAGCGAAATTAGTG2 3.3382659 2.5115106 0.0177505 0.3471216 0.3471216
FAM65C 4 1195;3553;3729;34528 CCAAGATGTACGGCACGCTG;GCAGGCTCTCTCGGGCTGCG;AGACACGGAGACCAGCACGT;TCGCCGACTTCTTCACGACG3 3.3251416 2.1498192 0.0182162 0.3497517 0.3497517
CDK5RAP1 4 656;2831;3801;27210 GCGGACCAGTAACCTCCAAG;GCCTATTGCCTCCATTCTAG;TTAAAGCCTTGAAGACAAGG;TTAGGCAGTGACTCACACAA3 3.300666 2.2881548 0.0191902 0.3618733 0.3576467
TSPAN33 4 361;696;15187;36572 GACGAAGCCCAGGATCCCAG;AGAGCAGGTATTTCACCAGC;GCTCGGCTAATGAAGCATGC;CAGCTGCAGCAGGAACACAG2 3.2912525 2.5056216 0.0195832 0.3628042 0.3576467
ZNF410 4 302;1890;3833;22821 TGAGTTAGAATCCAAACCAG;GCACAGACAGTAGCATTCCA;AATACCACCTCAAGACTCAT;CTACAAGCCCCTGTCCCAAT3 3.2899392 2.5080248 0.0196435 0.3576467 0.3576467
ORAOV1 4 1083;3357;3889;71197 CCTCTCATCCGCCATCACGA;AGTAGTTTGGGTGTGATGGA;TCTTCTTCACAGGTTTCATG;ATTCGATGCCATCGTGATGG3 3.2713853 2.1611181 0.0204013 0.3651481 0.3651481
SLTM 4 230;757;24473;37293 AACTATGTCTTCAAGCACAG;CCAGAGGCCCCAGTAGACGA;TTTACCTTCCGCCTGACCCG;CTAAACCTCTTCCTTCAGAA2 3.2189956 2.5662356 0.022841 0.4020012 0.3982363
CNBD2 4 450;2950;4063;18919 GAAGCCTTCCTGGAGAACAG;GATATTCCCGGAATCCCCTG;GGGACTGTACCAGCTCGCCA;CACCCGAAATTGCTGCACAA3 3.2154273 2.3016573 0.0230042 0.3982363 0.3982363

2-Sep 4 36;781;28887;31754 TGATTTGGTCTCCAAAGCCT;GGAGAAGATCCCCAAGACAG;GCAGTACGAGAAGTTCCTGA;GGTTCCAGCTGGAGGCCTTG2 3.1921673 2.953839 0.0242069 0.4122979 0.4122979
C17orf50 4 80;794;46545;48798 GGACAGCGCGACGGAGGGCG;ACGAGGACGAGGACAACCAG;TCGCCCTCCTCCGCTACCCG;TCCGTTTCCTTCTTCCACAA2 3.1779812 2.7737363 0.0250364 0.4196579 0.416068
ZNF629 4 1216;3673;4194;7624 GCACTTGTAGGGCTTCTCGC;AGAGAAGCCCTACAAGTGCA;AGCTGCGGTAGAAAGCCCGG;CAAGCACCAGAAGATCCACG3 3.1748888 2.0882088 0.0252162 0.416068 0.416068
C2orf27B 5 277;635;22852;42336;48714TTGAGCCAGTGCCAGCACCA;CAGCCACACTTTCAGCTCCA;GCTGGTCCTGGGCAGTCCCA;ATGTTTGTCAGGCCTGAGAG;GGCCTGAGAGTGGAGAGCAG2 3.1520672 2.4451587 0.0263711 0.4284294 0.4252792
LBP 4 2676;3389;4359;29863 CACGCTGCCTGACTTCACCG;ATAGCTTAGTGGAAGCCCCT;TGATCCTGGCGACCAAGCCG;GCTGCTTACGTCCACCCCAG3 3.1256312 1.9884665 0.0278233 0.445173 0.4252792
MYOZ2 4 623;846;8427;10524 TTATCCCATCTCAGTAACCG;TCTTAAATAGCCTGGCACCA;CGTGGATCTGGGGTGTTGGG;CATCCCCAGAGACATCATGT2 3.1234929 2.3055517 0.0279855 0.4410845 0.4252792
ANKRD28 4 1093;1832;4390;67567 CTACACATGACTGCTCTCCA;TTAATGCTCGAGACAAAAAT;TTAAGGCTGCCAAATGGAGG;TTACCAGCTGAAGACATAGA3 3.1165897 2.2774738 0.0284158 0.4412811 0.4252792
SYF2 4 300;854;19974;34514 GATGGGAGAGGAAAAAGAAG;GGTGCTGGTGGACAGCGCGG;TCTCTGTTCGCGCTTCTGAG;GCAGGTGCTGGTGGACAGCG2 3.115412 2.4573599 0.0284834 0.4359198 0.4252792
USP22 4 143;855;5600;13732 CCCAGGTGCGAGCAGCCCGG;GATGTCCTCACTGTTTCAGG;CTACATCTATGACAAAGACA;GCCATTGATCTGATGTACGG2 3.1144073 2.6799043 0.0285447 0.4306176 0.4252792
DNMT3B 4 2271;3846;4401;44524 GGTCCTCCAATGAGTCTCCA;GGGGATGAAGATCAGAGCCG;GATCGAGTCTTCCCTCCCGC;CCAGCCACCTCTGATCTCCG3 3.1133971 1.9709458 0.0285936 0.4252792 0.4252792
LCN10 4 2866;3496;4488;60621 GCGTGCTCCTCGCCTTCAGA;GGTGCAGGAGTGGTACCCCA;GGAGGGTGAAGATGAGGCAG;TGAGGGCGTGGGACTCCCTG3 3.0884306 1.9587186 0.0302225 0.4432631 0.4394466



FOXS1 4 2851;3055;4498;8499 TGGCCATCCAGAGCTCACCG;GTAGCGGTAGATGCCACTGA;CCAGAGCTGCCAGATCCCAA;GATGACCGCAAGCCAGGCAA3 3.0855927 1.9956938 0.0303784 0.4394466 0.4394466
NUSAP1 4 390;1353;4518;71387 TCATGATTCTGGAATTCAGT;GGGTCTCCGGGCCAACCTGA;AGTCCAGCTCCTCTAGAGAG;CCTGTGAGTCAGGGTCCACA3 3.0799361 2.4961667 0.0308056 0.4396049 0.4396049
PODN 4 314;4243;4597;18069 TGAGACAAGGACTCACCAGA;GCTCGCTGAAGGCCCCCGGG;TGACCTGCGTGAGTTCCCGG;ATTCGCGTCCACGCTCCGGA3 3.0578405 2.2004599 0.0323441 0.455405 0.4422316
GFOD1 4 1936;2155;4612;10740 ATCCCGCTGCTGAAAGACGA;GCTGAAAGACGAGGGCTTCG;GCAGCAGCACCTCATCAATG;GGATGATGACACGGGCCGTG3 3.0536891 2.1330206 0.0326528 0.4537026 0.4422316
ATXN7L3 4 523;4016;4618;19975 GCAGCCGAATCGCCAACCGC;CATCGCTCAGGAGATATACG;CCTGGATAACAGCAAACTAG;TCTCCAGATGGGGAGCAAAG3 3.0520324 2.1408767 0.032762 0.4493073 0.4422316
LY6G5B 4 601;927;33700;65844 CTGAAATGCATCCTACAGAA;CTACAGAAGGGTCTTCTACG;GTGGGCTTCACAGTAGGAAA;GATGGTGATCACCATGCACA2 3.0450275 2.2739323 0.0332464 0.4501051 0.4422316
CPSF6 4 1116;4443;4657;17991 GCATTTCCACAAGGTGGTAG;GGACCACATAGACATTTACG;GGTGGGCCTGGAGGACCTAA;GGTAAAGCTGGTCCTCCAGG3 3.0413172 2.0035703 0.0334834 0.4475756 0.4422316
BCAS4 4 1001;3881;4687;12628 GCCGGAGCCCATGCGCAGCG;TGATACTTCACAGATCCTGG;GTCCACGAGCAGCATCAGGA;GCAGCATCAGGAGGGCGACG3 3.0331372 2.0527565 0.0340634 0.4496375 0.4422316
XKR7 4 1999;2677;4699;22244 ACGACTACTCGGAGCCCGCA;AGTAACTGCACGACCAGCGA;AGTAGTCGTAGACGAACCAG;GTTCTTCTCCGACGGTGCCA3 3.0298802 2.0601152 0.0343316 0.4475828 0.4422316
POLR2C 4 670;3308;4700;57065 GCACTGACCGGAATGACCCG;AGTGAGCTCCGTGATCCGCA;CCTCATCTCCAACAGCCCCC;ACGCCAACCAGCCTACCGTG3 3.0296091 2.1516723 0.03434 0.4422316 0.4422316
OCSTAMP 4 598;4038;4810;16836 ATTGCTACCTGACAGACCTG;GGTATTGAGGAGACTCTCCA;ACCATGGCTGAAGGTCCAGG;CCACTCAACAGCTGACCCAG3 3.0001506 2.1031308 0.0365915 0.4655499 0.4601644
SUN5 4 50;977;5860;61349 CCCACAATCCCAGACCCCGG;GCTGGTTCATGCTACCTCGG;GGGACACACCGAAAGCACAG;GTAGGGCGCCTGGGTCCCCA2 2.9999869 2.7741809 0.036604 0.4601644 0.4601644
DEFB116 4 992;4264;4853;25725 AATCCATGTGAGCTTTACCA;TTGAGCCAGGATCATAAGGA;GGCCTGTTCAGATCCCACAA;ATGGCAATGGTCATTAAACA3 2.9888223 2.0135607 0.0375302 0.4662574 0.4662574
PRR5L 4 4012;4444;4900;37659 GGGAAGGTCGCTGAGCACGG;TCACCAGGACTTATGACCCG;ACGGGGGAGCTCATGAAGCG;GCAGAATGGGAGCGAAGCCG3 2.9765573 1.8141312 0.0385271 0.4730765 0.4675265
ST20 4 447;1009;30208;36618 CAGGAGACTCACCTGAACCT;CACCTGAACCTGGGAGACAG;TTTATTCTCTCATAGGAAAA;AGCTTGAGCCTAAATCTGGC2 2.9723708 2.3005347 0.038893 0.4720802 0.4675265
ITGA6 4 125;1010;11230;14328 AGAGAGCCAACAGAACGGGA;AATCCCGAGACATCTTTGGG;GCTGCGACATCACCGCCCGG;GCTCCCAGAGCCAATCACAG2 2.9715222 2.5739898 0.0389605 0.4675265 0.4675265
NR2E1 4 3316;3482;4994;57349 TGCGCCGGCCTTCTTCACCG;GCACGGCCTGGAGCTGGCCG;CTACTTCCGTGGACACAAGG;GTATCTCTATGAAGTGGCCA3 2.9523853 1.8960919 0.0406144 0.4818966 0.4811891
FSTL5 4 28;1038;37786;51534 TCTCCGTCAGATCCACACAC;GCAGTCTTCATTGTGAACAA;GCTTTGGTATGCCCTCTGCA;GTGTTACCAGCAGAGAGACA2 2.9481004 2.886308 0.0410104 0.4811891 0.4811891
RREB1 4 206;1825;5041;27023 GCACAAGCAGACCCATGTGG;GGAAGCCAGCAGGAATTGAA;GCTGGGGCTGATACAGCCCG;GCAGGGGCCTTGGAGAAGGG3 2.9404738 2.4562303 0.0417235 0.4841764 0.4841764
MID2 4 999;1058;9027;70624 TGAGGCATTAAGAACCACGG;GCCTGTAAGTCCTTTCCCGG;TGTGCCTTATGCAAACTGGT;GTTATCTCGCTGAACCACCG2 2.9317597 2.110462 0.042552 0.4884232 0.4884232
AFF1 4 1408;4259;5160;11283 CATGGGCCGGACATAAGCCG;TCTGACAGCTCCTCTTTCCG;AATCTGTCACCGAAGCACAG;CTAATGTTGCCAACAGAAAG3 2.9108175 1.9396397 0.0445666 0.5060463 0.4928511
ZC3H12A 4 326;2913;5166;11863 AACACGGGACAGCCACCGAG;GCGGGACTAGAGGGAGCTGA;CAGCTCCCTCTAGTCCCGCG;TTAGGGGTGCCACCACCCCG3 2.9093409 2.2490737 0.0447215 0.5024028 0.4928511
RMND5B 4 714;1088;7656;35260 GGGAGCTGTTGAGTTCCAGC;GTGGAACACCTGTATCAGCA;AGTGGGCAAAGCCATTGACA;GCACTGTGAGCGGAGCCTGG2 2.9078272 2.1689147 0.0448753 0.4988245 0.4928511
CHD4 4 417;1092;9115;42909 TGATGTTCCGAAACTATCAG;GCTATGGGATAAAACCCGAG;AGAAGAAGAGCAAATCCAAG;CCACTTCCAGAGATCCCCAA2 2.9046869 2.2815153 0.0451913 0.4971045 0.4928511
NNAT 4 1741;2219;5188;26639 GATGATGAGCAGTTCAGCCG;TCGGCTGAACTGCTCATCAT;TACCATTCTTGGAACCATGG;GACTTACCTGCAGCAGCACG3 2.9039416 2.0890934 0.0452714 0.4928511 0.4928511
MCIDAS 4 120;4710;5237;71016 TCAGAACCATTCCCACCAAA;GGGCGCTGCTCTGCAAGCCG;GCAATACTGGAAGGAGGTGG;GTAGCGAAGAGCAGTCAGCG3 2.8920001 2.2549918 0.0465416 0.5015098 0.5015098
CSK 4 1030;1140;7980;27028 GCTCCCGTGTGATCTTGCCG;GTACAAAGCCAAAAACAAGG;ACTGCGGTAGAACTCATCCT;GGTCCTGCTCGGCAGTGCCG2 2.8678892 2.072165 0.0490635 0.5233436 0.5216448
C20orf144 4 430;1144;11495;20322 CGCTGGGCTGGGCTCCCCGG;GTGGGAACTATAGTTTCCCA;GATCGTGCTGATTCTCCCCC;GTTGAGGAACGATTTCCACC2 2.8648941 2.2550667 0.0493982 0.5216448 0.5216448
ENOPH1 4 341;5376;5386;49644 ACTGCACTCAAACAGCTGCA;GCAGACACATTGGGAAGAAG;GGAAGAAGAGGAGTGCCAGC;GCAACAGATGATCCAGGCCG3 2.8563815 2.0576935 0.0503275 0.5261964 0.5261964
TMEM139 4 232;1170;32014;48566 TGTGAGAAAGAAATAAGCAA;ACTCACCGTGCATTGCCTGA;GCCAGTCTATGAAGAGGCCG;TGAGAAAGAAATAAGCAACG2 2.8456815 2.377716 0.051552 0.5337151 0.5337151
SOBP 4 53;4566;5463;52044 GCCAAAACCAAAATTACCCG;GCTGGTGGCTTTATGAAAGG;CCCATGGTGATGACCAACCG;GGAGACCTCCCGAAAATAAA3 2.8383698 2.3634215 0.0524346 0.5375816 0.534099
C7orf61 4 3861;5047;5476;65792 GGTCATGAAGTTCTTCCGAT;GCCAAGCCCGTCTAACCCAT;GATGGAGAAGACTCTCCAGG;GTAGTCTTGGCCAACACGCA3 2.8353546 1.7373471 0.0528161 0.5362862 0.534099
POU1F1 4 4631;5457;5502;64928 GCAGAGGCGTCAGAATTCAG;GTTGGAGACTGGTAGACACT;ATTTCAAGCAGGAACTCAGG;GCACTGTGATGCATTATCAG3 2.8293464 1.6928626 0.0535416 0.5384759 0.534099
EFNB1 4 4442;5383;5521;66063 TCTGCCCCCGAGCAGAAGCA;ATTGCAGGTGACCAACACGT;GCTGAACTCCTGGAACTTGA;GGAGGGGCTGGAAAACCGGG3 2.8249742 1.699911 0.0540312 0.5382735 0.534099
ARFGEF2 4 476;1200;13127;53207 CCACACATTGAAATTCATGA;ATGTAGCTAGTGAAAAGCAG;TTGCCAGTCCAAGTCCCCAA;TGGTACCTGCAAGCAGTCAA2 2.8240453 2.2129768 0.0541466 0.5343817 0.534099
TMEM244 4 5145;5498;5542;27074 ATAGTTTATGTTGAGCCATG;TAGTTTATGTTGAGCCATGA;GGTCAGAGTTGCTCCAAGCA;GTACTATGTGTCCCTGAGCA3 2.8201597 1.675766 0.0546238 0.534099 0.534099
CLCA4 4 3228;4088;5642;35179 TGAGTGGGCTCACCTCCGGT;GGAACAATGGGGTTATTCAG;GCAGCAGGCACAGAACTAAG;TGATAAGTCTGGAAGCATGG3 2.7974886 1.8038381 0.0572755 0.5548895 0.5548895
SFPQ 4 485;1256;39863;64066 TCTACCTGCTGATATCACGG;GGAAGTCGTGGAGGCCGCCG;GATCGGTTCCGGAGTCGTGG;AGTCACCTCGGCCCCTCCCG2 2.7850906 2.1895111 0.0588628 0.5650833 0.5650833
NOL4L 4 533;1634;5743;7756 GCAGAACCTCCACAGTCAAG;TGGCACAGCCTCCTACCCCT;CTACGATTCCATCAAGACCG;CGGCACCGCAGCCATCCGAG3 2.7750071 2.296615 0.0602672 0.573353 0.5663647
TMEM189 4 423;4578;5756;9835 CCAACACCGAGTATGACGAG;ACCAACACCGAGTATGACGA;TTGACCCGACAGCTATCACA;TCACAGAGCACCACTCCTGG3 2.7721431 2.0421058 0.0606591 0.5719287 0.5663647
TENM3 4 939;1282;69669;70207 TCATGGTGTGTGTATCCACG;TCAAACTTAGGTACTCCACG;GTTGCCGTAAAGCAGCCGCG;GACTGCAGTGACATTCCCCG2 2.7676015 2.0413026 0.0612755 0.572628 0.5663647
SNTA1 4 1072;4457;5781;15554 TCAAGACACCCTCTTCCTGA;GGTGCTGCTGAGTCTGGCGG;GATGGCATCCCCCACAAAAA;CACACCCCGGAACTTCAGCG3 2.7666541 1.9167262 0.0613868 0.5686352 0.5663647
CREBBP 4 1158;1290;15764;22542 TGGACCTCTCCACCATCAAG;GCAGCCGTGGAAGCAGGAGG;GTACGAGTCTGCCAACAGCA;GGTAGCCTATGCTAAGAAAG2 2.7622928 1.9950642 0.0620219 0.5695228 0.5663647
TBPL2 4 272;1295;28350;69777 GGACTGAGTCAGTATCACCA;GGTACAACTGGGCTGAACAG;GTAGGTCTCCTCCTGCTCCA;GGCGGGTAAGAGGGTAAGCG2 2.7589918 2.3001808 0.0624928 0.5688999 0.5663647
BCOR 4 1671;4180;5829;8411 GTGCAGACTGGAGAATACAG;AGTTAGCAGCGAGTTCCCCG;GGGCTCAGAGAAAGGTCGGG;GAATCCCTTGAACCACAACG3 2.7561835 1.8699616 0.0628618 0.5673681 0.5663647
RNF112 4 287;3640;5842;51869 CCTTCTTGCTGGGGAAAGAA;GATGTTTGTCCACGTGGCCG;CAGAGCTTCATGGGAAACAG;GAGCAGGTAGGGAGCTCCCG3 2.753363 2.153739 0.063287 0.5663647 0.5663647
CPTP 4 295;1314;31090;45981 CCACGAGCTGAGCAACCGGC;CCCGGAGTCTGGCTGCCGGA;TCCGGCAGCCAGACTCCGGG;GGAGCGCCGCTCCCACCACC2 2.7465655 2.2765424 0.0642048 0.5697506 0.5697506
UBE2NL 4 627;1320;29612;32273 GATGATCCTGTGGGGCAGCT;ACTTGCAGAAGAATACCCAA;GGTTTCCTTGATGATCCTGT;GTTTCCTTGATGATCCTGTG2 2.7426794 2.1137904 0.0648119 0.5703449 0.5699439
SYCP2 4 793;2691;5923;18672 TATACCAGATTCACAGGCAG;GCATGCTTGGAGACAAAAGA;ATAACCAGGGAACAAATGCG;GCAGAGCTCGTCATTTGCAG3 2.7359337 2.0873793 0.0657672 0.5739685 0.5699439
ATP2C1 4 89;4901;5956;47889 GGTCAGATGTGGCAAAGCAA;TGATGCCGTCAGTATCACTG;GCTGTAGCAGCAATTCCTGA;GGAGCTGTCACCTTAGAACA3 2.7289033 2.2329915 0.0667766 0.5780005 0.5699439
MYLK2 4 2490;3579;5957;11325 GCTAGTTGAGGGTTGGGCCA;GGTACCATCCCCTTTCTCTG;TGTTCCCTCAGAGAAATCCG;TGGCTGGCCTGGGATCCGTG3 2.7286909 1.8504409 0.0668265 0.5737297 0.5699439
PROCR 4 2088;5586;5961;35654 GGAGCATATGAAGTCTTTGG;GCTCACAGCCCAGGAAGCAG;GCGCGCCTACTCACAGGCCA;GCACCAGGCGCACGAGGCCG3 2.7278416 1.7526325 0.0669252 0.5699439 0.5699439
CXCL14 4 525;1365;9488;54768 GCACTCACCGTCCACACGCG;GGAGCCTCATGCTGACCGGA;GGTCAGCATGAGGCTCCTGG;CAGCAGCAGCAGGAGCAGCG2 2.7140949 2.1371557 0.0689834 0.5827721 0.5827721
C20orf173 4 2275;2421;6043;34407 AGGTGTCAGATCCAGATAGG;AGCAGTTGAGGGTCTCAGAA;GCCACCACACAGCCGACGAA;TGAGCACCCAAAAGACCCAC3 2.7105597 1.9646793 0.0695676 0.5830431 0.5830431
ARNTL2 4 4013;5702;6143;59491 GTCTTGTCCCTGGACTCACG;GAGTTTCCACGAAAACGCAA;ATAGCCAAACTGAAAAGCGG;AGTGGCTCCTGCGATGGCGG3 2.6898091 1.651582 0.0728764 0.6059642 0.6059642
TSC1 4 1360;1453;6206;22452 ACAGTCTCCCAGGTTCTCAG;ACTCCCATAGACCTGCCCTG;TCAGGCACCATGATGACAGA;CTTTCATCAGCACTGCCGCA3 2.6769147 2.1664587 0.0749689 0.6184934 0.6177068
L3MBTL1 4 2016;5741;6219;29346 AGATGGGTCAAGGACCCGTA;GTGCGGGCCTCACCAAGCCG;GCTCCACTCCTCACTCTCTG;GCTTATCCGGAACTGGAGCG3 2.6742708 1.7321508 0.0754585 0.6177068 0.6177068
RELB 4 2143;3739;6256;25698 GCAGGGACAGATGCGCCGGA;CTACGAGTGCGAGGGCCGCT;AGCGGCCCTCGCACTCGTAG;CCTTGGGGAGAGCAGCACCG3 2.666777 1.837436 0.0767267 0.6232568 0.6225869
TLDC2 4 3623;4174;6283;9019 GTCTTCTGCACGTCAAGGGA;GAGTGCCTCAGAGATTCGGC;GTTACCCTCCTCCCCAGACA;TGCTGCTCCTGAGGATCCCA3 2.6613374 1.7384752 0.0776415 0.6258731 0.6225869
BPIFB1 4 1276;4961;6288;10266 CGTCATGTGGAACTCCACGA;ACAGAAGGTCAAACTCCAGA;GCTGCTAGTCAAGATCCCCC;CCAGATGATGTGCTTCAGGA3 2.6603327 1.8283398 0.0778234 0.6225869 0.6225869
RBM38 4 5401;5738;6344;43989 ACACTACCGACGCCTCGCTC;GTACTTCCTGAGCGAGGCGT;CTCGAAGTACTTCCTGAGCG;CCCCGAGCGCGGGCTTCCCG3 2.6491365 1.6019659 0.0797974 0.6335792 0.6335792
COX4I2 4 864;3987;6392;19670 GCTGACCCACGCCGAAAAGG;AAGGTGGAGGTGGAAGACGA;GCCCTGAAGGAGAAGGAGAA;GCGTTGAGTTCTGTGCAGAA3 2.6396209 1.9347165 0.0816134 0.6431622 0.6431622
RAB40C 4 215;1503;45511;60144 TGGTGATGTCATACACCAAG;GGCTGCACCTGGCCTTCAAG;CGATGCCGTCAAAGGACCAG;GGAGAGCCTGCAGGACGGCG2 2.6320786 2.2872906 0.0830282 0.6494647 0.6459968
HIST1H1B 4 3188;4072;6435;16783 GCAGTTTCTTGCCACCATGT;AGTTGCCTTCTTCTTAGCCG;TCTTGAGGCCCAGCTTAATG;CTTTAAACTCAACAAGAAGG3 2.631159 1.7510267 0.0831966 0.6459968 0.6459968
EPPIN 4 1077;2005;6498;12595 AGAATGTGAATTCCAAGAAA;GTCCTCTTAGCGAATGTCCA;CTAAGAGGACGAATAGCACC;AGAGGACGAATAGCACCAGG3 2.6188666 2.088169 0.0854273 0.6537047 0.6535427
EPPIN-WFDC6 4 1077;2005;6498;12595 AGAATGTGAATTCCAAGAAA;GTCCTCTTAGCGAATGTCCA;CTAAGAGGACGAATAGCACC;AGAGGACGAATAGCACCAGG3 2.6188666 2.088169 0.0854273 0.6537047 0.6535427
TREX2 4 1115;1532;54004;56577 TCCTGGACCTGGAAGCCACT;GGAGCGGTGGACAGCAAAGA;GTGAGCTTGTCCAGGACCCG;GTCGTGCTCCGGGTTCTCCA2 2.6158233 1.9296654 0.086025 0.6535427 0.6535427
C17orf49 4 4175;4962;6544;28275 ATATACCTTGCGTTTCACAG;GGTCGGAGAGATCTTCTCGG;GTACCCCGCAGGAGAAGAGT;TGGCCGACTCTTCTCCTGCG3 2.6099689 1.6573939 0.0871591 0.6574289 0.6574289
SYAP1 4 303;1556;14263;56745 ATCCTCCTGGAGCATGACCA;GGAGCATGACCAGGGCCACG;TAAATTGCACGCCAGCCGGA;CTTTGATCAGATGTACCCCG2 2.6026066 2.1988227 0.088604 0.6635877 0.6615455
MAP1LC3A 4 2551;4310;6594;12261 ACCGGCCTTTCAAGCAGCGG;TCTGCTGTACCTCCTTACAG;GTAGCGCTCGATGATCACCT;CAGACCGGCCTTTCAAGCAG3 2.6003708 1.7537123 0.0890614 0.6623159 0.6615455
KARS 4 2211;6324;6607;46301 GCTGCCATCCACTTTCACCT;TATATGTGATGATCTTAGAG;GCTGATGAATTGCTTGACTG;AGATGAGCTGGGATTCCTAG3 2.5978876 1.6689464 0.0895843 0.6615455 0.6615455
TGM2 4 926;5240;6672;16983 AGTTGTAGTTGGTCACGACG;ACGCTGGGACAACAACTACG;CTGCGGCGCTGGAAGAACCA;GGATCTCCCCAAACTCATTG3 2.5855473 1.8330784 0.0920781 0.6752391 0.6752391
IQCJ-SCHIP1 4 228;1598;8661;33578 GCAAATCTTCATCGTCGCCG;CTCCCCCTAGGATTACCGAG;AGTTGGACTGTGAACTGGCG;AAATCTTCATCGTCGCCGGG2 2.5799712 2.2486024 0.0932579 0.6791747 0.6753464
FANK1 4 1139;1608;70383;73336 CTGGGCAGCAACCATCAGAG;GGTGGATGAGGCTTTGAGGG;GCCAAGGACCTCAAGAGCAG;GCTGTACTCACACTCCCCAG2 2.5746715 1.9046776 0.0944273 0.6829813 0.6753464
PSG2 4 2655;3690;6733;64875 CAGCCACCAAAAGTTTCCGA;CAGTTTCCATGGCCTCCCTG;AGCCACCAAAAGTTTCCGAG;CCAGCCACCAAAAGTTTCCG3 2.5740792 1.7822181 0.09455 0.6792163 0.6753464
SHROOM4 4 1474;1610;47299;69909 ACAAGCTGAAGGCTTCAGAA;GCCCAGCTCCAGAAAAGCAA;GTCCGTGGCTTGTTGAACAA;AATGTGGCTGAGACCTCAGG2 2.5736156 1.8511368 0.0946508 0.6753464 0.6753464



PRC1 4 74;2097;6754;51200 GGAGCTAATTGGGATTCCAG;TTAGCTCCCATATTTCCCGA;TTGGGATTCCAGAGGACCAG;GCAACATGTGACAACTTTGA3 2.5701561 2.4410931 0.0953941 0.6760815 0.6760815
GALE 4 1192;1625;7158;28650 CCAGATCATGAAGGCCCACG;CCTGCAGTACAGCTTTATGG;TTAACTCTGTAATAATCCAG;TGGCTACATTGGCAGCCACA2 2.565739 2.092888 0.0962974 0.6779337 0.6771806
SPAG4 4 59;6204;6791;23849 AGAAAGCTCTTGAACACCCG;GTTGGGCGTGTGCTTGCGCG;GAGACTACTGGAGACCCAGT;AAAGCTCTTGAACACCCGCG3 2.5632747 2.174319 0.0968317 0.6771806 0.6771806
NCOA3 4 1456;2778;6848;54091 CATGTGATACTCCAGGACAA;GTAGAGGAGGAGACTCCAGA;TGGCAGACCCTAGCACCACA;TTTGGACTCCCACGATTACG3 2.5527494 1.933407 0.099208 0.6892345 0.6892345
ZSWIM3 4 1603;2173;6883;30425 AATCAAACAGGAAGAGAACG;TCACAGAGTTCAACTCCGAT;GCAAAACGATGGCTCAACCA;GCATTCGGACCCAATCAAAC3 2.5463314 1.9869056 0.1006384 0.694602 0.694602
LIMK1 4 5356;6632;6933;44554 TCTCCGGCTTATACTCCCAG;GCACTGCTACTACCAGACTG;AAGACGCCGCTTCCTCCAGA;GGTGTGGCCGGCAGACTACG3 2.5372215 1.5274461 0.1027662 0.7046826 0.7003695
TMEM254 4 3549;5785;6949;17197 AGGTGTTGCAGCCATGGCTA;GGCGCGACCTACTTTCAGCG;TGTGTAGTAGCCAAAGCTGA;TCGCTGAAAGTAGGTCGCGC3 2.5343208 1.6108628 0.1034471 0.704775 0.7003695
CDK15 4 1473;1693;39451;58425 AGTTCAAGAGTAAAAGGCCA;CATGACTTCATTTCACCCCA;GGTCCCTGTGAAGAACGTGT;ATATGTCTCAGCATCCAGGA2 2.5309406 1.8299377 0.1042465 0.7056684 0.7003695
ALKBH6 4 1842;6170;6970;38671 CTCCACTCTGAACGGTTCCA;GGTGGGCTTCCTCATCCCCG;ACAACCTGCTCCACTCTGAA;GTGGGCTTCCTCATCCCCGA3 2.530524 1.6772057 0.1043525 0.7018869 0.7003695
PDGFD 4 1395;1698;54521;57520 GTACCATTATTAGAGGACGA;TTCACTCTCAGGAGAATACA;TTTGATGGATGCGCTCTGCG;GCTTGTGACAGATTCCCAGT2 2.5284386 1.8398074 0.1047901 0.7003695 0.7003695
RAD17 4 2226;4771;7034;72887 TCATATTCTGATAAATGAGA;TCATAATTGTTGGTGCCACA;ATAATCTCGGACAGTCTCAG;GATAAATGAGAGGGCAACCG3 2.5190259 1.7168549 0.1070084 0.7106975 0.7106975
CLRN2 4 2937;5627;7052;34346 GCCCATGCTGACCAGAGCCA;TTTACTACGGGCTCTTCCGA;CTGGATGGTTCAAAAAGGCG;GATCCACTCCAGTCTGACAA3 2.5158117 1.635728 0.1077371 0.711065 0.711065
OGFRL1 4 2953;6027;7079;19031 TCAATGGGCAACCTGCTCGG;ATAAAACTGGAAATGTTGCT;AGCCCGAGCCCGAAGAACCA;GGTGGAGTCGCAGTCCTCCA3 2.5110062 1.6152355 0.1089357 0.7145097 0.712686
NLRP14 4 1454;1746;35516;52004 TCACCAATAAGGATGCCTCA;GCCTTCTTCACTTCATTCCA;ATGAAGTGAAGAAGGCCAGG;ATAGCAGGTAAACAGAGCTG2 2.5047969 1.819516 0.1103889 0.719572 0.712686
VSTM2L 4 1696;2331;7116;7900 CGAGTTGCAGGAAAAGTGCC;GATCTCCAGCGAGTAGGAGG;CCATGACATGACAGCACGGA;GAGATGGCCTGCTCCTTCCG3 2.5044519 1.9456444 0.1104315 0.7154336 0.712686
GGT7 4 3259;6588;7153;22305 TGACCGTGAGCCCATCCTGG;TGAGCATCACCAGCTTCCCG;GATCTGCATGACCAGCGCCA;ACTCCTTCCTGAAGTCTGCA3 2.4979329 1.5750678 0.1121093 0.7218743 0.712686
MLLT10 4 863;2448;7155;13181 GCCCGTCGCAATAAACCAGC;TGCCCGTCGCAATAAACCAG;AGTATGAAGGAGATGATTGG;CGTCCTCCAGTGACACGGGC3 2.4975815 2.0225202 0.1122153 0.7181779 0.712686
ARHGAP36 4 1186;1762;26400;72132 GATTGCGAAACAAATCCCCC;GCCTGCGACTGAAAAAGCGC;TCCGAATTCAAACCTGACAG;TCAGACGCTCCAGCTCAGAG2 2.4970641 1.8575099 0.1123213 0.714526 0.712686
LCE3C 4 483;1765;53150;72527 GGTGAGGGACAACTGGGAGG;TGACTGTGCTCTAAGCTCCG;GCTTAGAGCACAGTCAGAAG;GCACAGTCAGAAGAGGGTGG2 2.4956222 2.0456566 0.112707 0.712686 0.712686
RPL4 4 32;1792;52766;57311 TGTTCACTCTACGATGCCAA;GCTAATTCACTGACAGCATA;TGAAGGCTACAAGAAGACCA;ATACGTTTCCAAAAGCACCC2 2.4827573 2.6246754 0.1160822 0.7296598 0.7296598
BPIFA3 4 5292;5849;7288;14799 CATTCAGTCTGTCCCCAAAG;CTATGATGTGTCCACTCTGG;GCTTAGCTTACTTCTTGCCA;CTGGTGGGCTGGCTAATCAG3 2.4744415 1.5409221 0.1183089 0.7392553 0.7309142
CHD6 4 2798;2998;7296;27193 GCTAGCCACCTGCAACCCCG;CGATAATGAGAAAAGGGCCG;AGATGGCCTCCAGAAACAAA;TTTGTAGTCAAAATTGACAG3 2.4730637 1.7991364 0.1186872 0.7372572 0.7309142
HOXC10 4 2887;3232;7299;31567 TGTAACTCCGAACTCGTACG;TCGTCCCTCTTGGAGAGCGA;TATCGCCTGGAACAACCTGT;AGTTCGGAGTTACATTGCGA3 2.4725474 1.7741561 0.1188037 0.7336647 0.7309142
NECAB3 4 1759;3824;7325;37896 CCCCAGGCTGAGAACCCCAT;TTAGAAACAGAAAAACTGTG;GAGCTGCAGGAACTGTTCAG;AGCCCCAGCCCCAGACCCCG3 2.4680822 1.7913358 0.1199658 0.7365343 0.7309142
REM2 4 1805;2509;7327;21378 GCTCACGAACCGGAGAACCC;CTGCCCCTCTGGCAGCCGCC;CTACAAGCACCAGCTCCGGC;GGTTAGCCCTCACCTGGTGT3 2.4677394 1.9044464 0.1200625 0.732867 0.7309142
RAC3 4 1774;1830;7631;52959 TTTCCCGTCCACCATCACGT;GTACTCTCCGGGGAAGGCGT;CAGCAAGCATGTCTTCCCCA;CGGTGGGGATGTACTCTCCG2 2.4649841 1.7592678 0.1208463 0.7334119 0.7309142
CXCL10 4 3123;3245;7363;42371 CTTATCTTTCTGACTCTAAG;GATAAGGCAGCAAATCAGAA;CAGCGTACAGTTCTAGAGAG;GTAATCAACCTGTTAATCCA3 2.4615858 1.7594474 0.1217444 0.7346405 0.7309142
NCOA6 4 3866;4425;7376;8558 GGCAAGACCATCCTTAGCCA;GCACAATGACTGCAAACCAA;ACAGGCTGCTGAAATCCCTG;GGGGGAGCTAAAGATCCTGA3 2.4593713 1.6473682 0.1223463 0.7340777 0.7309142
MLLT1 4 876;2443;7402;21290 GCAAGAAGCCCACCACGGAG;GCCCTCGCCCAGCTTCCGCG;CTCTGTTTCAGGAGGAGCCG;GAGCTTGTACCGGAACTCCG3 2.4549546 2.0067952 0.1235001 0.7368143 0.7309142
RRAGA 4 1669;5343;7414;16589 TTATTACCAGTCGTGTCTGG;TTTGATTTACGTGTTTGACG;GCACCAGGTTCCCTAGGAAT;GGTTCCCTAGGAATCGGACG3 2.4529215 1.7027787 0.1241082 0.7362826 0.7309142
AQR 4 3286;5408;7450;54448 TACGGTGTCCCAAATCAATG;GTAACAGTGAACCAGAAGGT;GTAAGCCCATCCACATTGGG;GTACGTCCCACAAAACCTTA3 2.4468429 1.6091783 0.1258265 0.7423063 0.7309142
FAM209B 4 3497;5656;7462;46610 AGAAAACTAGCGAACCCCAG;CCACACGGCACCTTCCCCTG;AACCTACCAGAGCACACCCA;ATCCGAAAGTGCTCTCCACA3 2.4448235 1.5888376 0.1264076 0.7415913 0.7309142
KRTAP4-2 5 1198;1489;27664;37446;55295GGCTCTGTGTGCTCTGACCA;GCAGGTGGTCCTGCAGCAGG;TGGTCTGGCAGCAGCTGGGA;GCCACAACAGGAGTTGACCA;AAGTGGTCTGGCAGCAGCTG2 2.426938 1.7754235 0.1290448 0.7446521 0.7309142
KRTAP4-4 5 1198;1489;37446;61392;69231GGCTCTGTGTGCTCTGACCA;GCAGGTGGTCCTGCAGCAGG;GCCACAACAGGAGTTGACCA;CAGGTGGTCTGGCAGTAGCT;TGGTCTGGCAGTAGCTGGGA2 2.426938 1.7754235 0.1290448 0.7446521 0.7309142
KRTAP4-12 5 1198;1489;36814;37446;47254GGCTCTGTGTGCTCTGACCA;GCAGGTGGTCCTGCAGCAGG;GCAGGTGGTCCTACAGCAGG;GCCACAACAGGAGTTGACCA;GCTGTCAGACCACCTGCTGT2 2.426938 1.7754235 0.1290448 0.7446521 0.7309142
IMPA2 4 90;1922;26457;41635 CCTGGAAGCACTCCTCCCAG;AGTGATTTACCACTGCACAG;GTTCATTGCAGAAGAGGCCG;CTGGGAGGAGTGCTTCCAGG2 2.423477 2.3709952 0.1295417 0.7434568 0.7309142
AKR1C1 4 585;1923;22322;54452 CAGTGGATCTCTGTGCCACA;AATGAGCAGAATCAATATGG;TGCATCTTTACACTTCTCCA;GGATCTCTGTGCCACATGGG2 2.4230371 1.9686558 0.1296051 0.7398001 0.7309142
DRAP1 4 493;1925;48363;69458 GGACGGGGAAGACAACCACA;AGAAGAAGAAGTACAACGCG;GTACAACGCGCGGTTCCCGC;GATCAAGAAGATCATGCAGA2 2.4221581 2.0045624 0.1297465 0.7366253 0.7309142
TRIM72 4 1519;1928;16315;16426 GCCTCACTCGGCTCGCACCG;ACACTCCGCACACCAGCGCG;GCAGATGGAGAAGGTCCTGG;GGAGGGCTCCTTGGACCGCG2 2.4208413 1.76862 0.1299471 0.733819 0.7309142
B3GALT1 4 735;1931;33580;59751 ACTCAAGTACCAGAGAGCGC;ATTCTTGCCCAGGAGGAACA;GGGATGAGAACAACTTTAAG;TTACCCTCAAAACATTAATG2 2.4195266 1.9186548 0.1301249 0.7309142 0.7309142
OR11H1 5 333;1520;8915;45522;72004ACACCACAGGACAAAAGCAA;ACATGGGAGTGTGAAGTCGC;TATTAGGATAGAGCAAGGGA;ATGATATTAGGATAGAGCAA;CATATGCACTGACTATAACA2 2.4095922 2.0345928 0.1315292 0.7348935 0.734469
GNB2L1 4 1614;1963;7880;69625 CATCATGTGGAAACTGACCA;TTAGTCCGTACCTCGAGAGG;CTTGCGTTGTGAGATCCCAG;GATCATGTCCGGGAACTGCG2 2.4056327 1.7486892 0.1321488 0.734469 0.734469
SYNGR2 4 1516;1984;16105;41829 GTAGCCCTCACCATAGATGC;GTACATCTGCTTAGACTCGT;GACCACCAAGAAGAAGGCCG;CCCCGGGCTCACCAAGCACA2 2.3966408 1.7569224 0.1335448 0.7383421 0.7376185
TATDN2 4 1933;1995;12825;28452 GCCTGATTCGGAACACTCGG;CCACATCACAGGGCTCCCGG;GCACAACTGGAGCAGCACGT;TCTGCAGCATAAAGATAGGG2 2.3919698 1.7055437 0.1342195 0.7382071 0.7376185
OSCAR 4 770;2003;33453;53976 GCAGCGGTAAATTCCCCCTT;GAAAAGTCCAAATCTCCAAG;GGACACATCCCGGAAGAGAA;AGGAGGTGACTCCAGCCCAA2 2.3885893 1.8933928 0.134811 0.7376185 0.7376185
LATS1 4 1101;2033;12870;39233 AAGAGGAGTGAAAAGCCAGA;TGATGCGTCCCAAATTTGGG;TGGTTTAGATAAATTCCTAA;GTAACTATACTGTCAGTAGC2 2.376035 1.8123911 0.1367527 0.7443861 0.7443861
ZNF33B 4 394;2049;40105;43651 AGAAGAACCATGGAGACTGG;AGGTAGATCAGAAGTTCCAG;ACATCAGAGATCACACACAG;GTATTGTGCTCACAAACCAG2 2.3694171 2.0259986 0.137812 0.7463049 0.7463049
HK2 4 1310;2069;24267;50667 CATCAAGGAGAACAAAGGCG;GTCTACATAAGACCGTGCGG;TCAGATCTATGCCATCCCTG;TTACTTTCACCCAAAGCACA2 2.3612193 1.7690941 0.1392205 0.7500861 0.7495772
MAPK8 4 260;2078;23954;71133 ATTCTGCTGGAATTATTCAT;GCATGAGTCTGATTCTGAAA;AGAATCAGACTCATGCCAAG;CCTTGAGCTCCTGAGCCTAT2 2.3575568 2.109156 0.1398359 0.7495772 0.7495772
UBXN2A 4 976;2099;35911;59539 TACCTGTTTCTTCTGTTCAG;TCAAAAGTATAAAAGAAGAA;GAATTACCTTCAGAATTACA;GATTGTTGATTATTACCAAG2 2.3490743 1.8239738 0.1412527 0.753348 0.753348
SPTY2D1 4 1874;2142;12971;27539 TCGTGGCCCTCACGAAGTGA;TCCCAACCCTCACTTCGTGA;GCCCACACTTTCTTTCTGAG;ATTTGGATGAAGACAAAGCG2 2.3319749 1.6817493 0.1442029 0.7652171 0.7652171
TFF1 4 356;2160;27901;28417 CACAATTCTGTCTTTCACGG;CCACAATTCTGTCTTTCACG;ACAATTCTGTCTTTCACGGG;GCAGATCACCTTGTTCTCCA2 2.3249219 2.025441 0.1455251 0.7683725 0.7683725
STX16 4 1721;2191;8836;12457 TTAGATCCAGAAGCAGCGAT;GCTGGTGGAGAGTTCCTGCA;TGCCTGACACCAGTGCCATA;ACTCCATCCACCCACTTAGG2 2.312916 1.6893468 0.1476758 0.7758491 0.7737744
SLC39A6 4 1970;2196;18837;74541 GTAATGAATAGGTCTTTGGA;AAGGGTCTAACAGCTCTAGG;AGCTGTTAGACCCTTCCACG;ATCACCACTCAAAGTCCCAA2 2.310996 1.661271 0.1480137 0.7737744 0.7737744
ZMYND12 4 1579;2222;18182;19332 CATAGAATATATTAGCCAGG;CATGCCCTTCTACAATTCAG;TCTTCCTCTGAATTGTAGAA;TCTACAATTCAGAGGAAGAA2 2.3010841 1.7008637 0.1499212 0.7798854 0.7744241
CCDC102B 4 733;2224;35781;44149 GTATTACAGGTATCCCTGGG;GCAGTCCGACCACCACCGCA;GGTATTACAGGTATCCCTGG;AGCTGAAAGGAACAGTGCCA2 2.3003266 1.8596289 0.1500636 0.7767996 0.7744241
TECPR1 4 884;2240;28340;50165 TGATCTGAACCACCTCCCCG;ACGATTCCAAGAATGCCACA;TCAGCCACTCCAACCCCGAA;AATCGTCTAGAGGTTCTGCA2 2.294292 1.8172689 0.1512153 0.7789434 0.7744241
LRRC37A3 4 1633;2245;23792;27833 CGCTAGTGCCGGGCACTGAG;TGGGCCCCAGAAACGCAGCG;CACTCCAGAATCCATGACAG;ACCTCCCTAGAAGACTCAGA2 2.2924153 1.6897086 0.1515677 0.7769685 0.7744241
TSPAN18 4 1555;2248;23214;52538 CACTGGCCCGAGCAGCTGGG;ACGATCTCCCGGAAGCCGGT;GCAGGCCCCCCATGGCCAGG;GGAGGATGTAGGCGCCCGTG2 2.2912913 1.6990793 0.1518047 0.7744241 0.7744241
GPR158 4 299;2282;39645;61794 CTTGGCGCAGAAACTCGCCG;GCAGGCCCGCCAACTCGTAG;GGCCTCTTACCTCTACACCG;ACGCCACTCTGGAGACCGAG2 2.2786604 2.0397003 0.1544284 0.7840213 0.7820631
HPSE2 4 1502;2305;22442;46333 AGCCAAGTAGAGAGCCCCCG;GCAGCTCTGTCTACAGGCAA;TATATGGCCCTAATATTGGG;GAACCCGGCGAAAAGCCGCG2 2.2702258 1.6956048 0.1561623 0.7890307 0.7820631
ELMO2 4 823;2320;14587;48903 TCTGTACCAGAAGATAGCCG;AGGACCATCTGCATAACGGA;GATAGCCGAGGAAATCACCG;CTCAGTAGCGAAAGTCACGT2 2.2647717 1.8174967 0.1573952 0.7914729 0.7820631
TOX3 4 153;2328;29538;36516 GGATCGCTGAGGGCTTGAAA;ACAAGTGTCCCAGTACCGGC;AGCGATCCATTGCCTTCCCA;AGAAATCTCGTGGAACAAGA2 2.2618777 2.1755215 0.1579877 0.7906872 0.7820631
BAX 4 104;2330;7604;25040 TCTGACGGCAACTTCAACTG;AACTCACCCCTGAAGCAAAA;GGGGGAGTCTGTGTCCACGG;GGACACAGACTCCCCCCGAG2 2.2611559 2.2585615 0.1581343 0.7876876 0.7820631
MLN 4 1810;2344;29386;29590 TCTGCCCCTAGGAAAAGGAA;TGCCATGCTGGCCTCCCAGA;GCAGAGCAGCCACAGCCTTA;GATGGTATCCCGTAAGGCTG2 2.2561206 1.6507953 0.159233 0.7894369 0.7820631
AMPD3 4 1127;2349;24199;45163 GGTGGACACACACATCCATG;GGAGGTGCAGTATCCGCCCG;GGACTCACTGGATGTCCACG;CATCAAGCACACATACCAGA2 2.2543298 1.7467004 0.1595875 0.7874971 0.7820631
ABHD16B 4 856;2352;18829;21789 CGGCGCGCACGTCATCCCAG;CAGCAACCACACGCCCGCCG;GGAAGGCCACGGGCCAGCCG;AGCTACACCTACCCATTCCG2 2.2532572 1.8034936 0.1598027 0.7848912 0.7820631
SUPT20H 4 187;2371;11659;31593 AGGAGATCAACCAAAATAGG;TTAGTGGTCAATCTATACCC;CTGATGCTCAGGGGAAAAAA;ACTAGCTTTGGATCGTGCAG2 2.2464969 2.1245533 0.1612528 0.7883469 0.7820631
SPATA31A6 4 1542;2376;15400;19426 TGAGGAAACAACTAGAAGGT;GTGGACGTGGAGGACTGCCA;CTAGGATCTGAGCACTTCTG;GCTTTCACCTGTGGACGTGG2 2.2447272 1.6775045 0.1616187 0.7864945 0.7820631
UFSP1 4 1521;2384;15034;62912 GCTCACTTCGGAGGGCCCCA;GGGGCCCTCCGAAGTGAGCG;GCTTTACTCGCACTTCGCAG;CGCCTCTGCCACGTACCCCG2 2.2419037 1.6788833 0.1622247 0.7858224 0.7820631
ZBP1 4 480;2401;11041;18127 GCAGGATTCTTTGTTCAAGG;AGTCCCGCCCAAGCACCAGG;CCTCAGTTCAGCCAACAACG;CAGCTGGGCAAGTTTCACCG2 2.2359361 1.9171402 0.1635293 0.7885247 0.7820631
FGD4 4 891;2407;22682;41262 GCTCCCCCTAGAAGAAAGAG;ACTATGTGCGTATCAAGCAA;TCTCTGCTGGAAACGAGCCT;TTAAGGAGCATCTCATACCG2 2.2338403 1.7853921 0.1640064 0.7872308 0.7820631
GAP43 4 953;2431;32402;56180 TCTTCTCATACAGCACAGCA;ACTCCTTCCGAGGAGAAGAA;GCTTCCGTGGACACATAACA;ATGAAGCCCCTGTTGCCGAT2 2.2255111 1.7671674 0.1659388 0.7929023 0.7820631
PEX11A 4 100;2432;39757;40439 TATTTGTTAGAGCCCAAAGC;TCTTCTGCTGAGCCTGGTCA;CGCTTCACCAACCAGACCCA;GACCTACGCTCCTCACCCAG2 2.2251659 2.2490483 0.1660178 0.7897065 0.7820631
ERAP2 4 1900;2437;22123;56276 GGATGCATAGATGGACACCT;AGTTAGGTGATGGCTTTGAA;ATCTTCCTCTGACTGAAGGG;GCTGTGCAAGATGATAAACT2 2.223442 1.6247235 0.1663973 0.7879619 0.7820631
ZKSCAN8 4 1250;2439;26459;41604 AGTTGGATCAGAGCTTCTCG;GGAGGTGGTGACCCTATTAG;TCTACTGGAATCCAGCCACA;GTAACTGCCTGAAGCGCAGG2 2.2227536 1.7095094 0.1665584 0.7852038 0.7820631



HOXD9 4 1440;2445;29595;35009 TCTGGGGGCAAAACTACACG;GTTCTCTGCCTCGTGGTCCG;GATTAAGCCTGAAACCCGAG;ACACGAGGCGAACTCGGCGG2 2.2206916 1.6794398 0.1670553 0.7840461 0.7820631
CXorf23 4 1464;2449;14175;24587 ACAAGCAAAGACATTCACAC;TTAGAGGAAGTGGAAAAGGA;ATCCAAAAAGACCCGTCGCG;GTATATGCCCAAATACTCAG2 2.2193198 1.6753781 0.1673734 0.7820631 0.7820631
SERPIND1 4 932;2463;20338;53604 TTTCCTTGTGGAAGTCGGCA;TCTCCCTGCCGACTTCCACA;ATCGCAGTAGAAATGCCAAC;GGATCAGCTAGAGAAAGGAG2 2.2145369 1.7663333 0.1684825 0.7837776 0.7829099
EIF4A1 4 1972;2473;22756;61020 TGAGGTGCAGAAACTGCAGA;GGTTAAGCATATCAAACACA;CACGGAGAAGGGACTCCGAG;GCTCGCTGCTGGATGGCAGA2 2.2111378 1.6111395 0.1693058 0.7841531 0.7829099
TMEM145 4 1950;2478;41120;53804 GTGCTCACCAAACTCATCAG;TGCTTCCTAGATTTGCTGAA;GTTGGGGGAGACTCACCTCA;CCAGTCGGCCGTAATCCGAG2 2.2094435 1.6125314 0.1697788 0.7829099 0.7829099
ZNF823 4 1319;2494;8108;35012 AAGACATGAAAGAATCCACA;CCACATTGCTTACATGCATA;GCACATTCTTTACAATCGAA;CCACACTCACCACTGTCACA2 2.2040457 1.6891005 0.1710875 0.7855148 0.7852411
MYL1 4 2054;2502;58627;70114 CACAAATCCCACCAATGCAG;GATGGGTTACCTTCATTGCT;GATTTGTGCCCAGAGCTCGA;AAGATCACCTTAAGCCAGGT2 2.2013603 1.598139 0.1717715 0.7852411 0.7852411
GDF5 4 2520;2536;23942;24595 CTTCCTGCTGAAGAAGGCCA;GTGTTCTCTCTAGATGACCG;CCAAAAGGACAGCTTCCCGG;TCACCAGCTTTATTGACAAA2 2.1900456 1.5522746 0.1746384 0.794906 0.7920499
ADAM17 4 312;2545;21653;32903 GTAGACAGAGAACCACCTGA;CTTTAAGTCTTACCTTCAGG;CTACAGATACATGGGCAGAG;CATGGAGGTGTTTGTCCAAA2 2.1870769 1.9847807 0.1753536 0.7947357 0.7920499
DLL4 4 1703;2548;11177;52224 GGAAGTGCTTAAGGCAGACG;CTGCCTTAAGCACTTCCAGG;GGTCCCTGTGCAATAGCGCG;GCAATATTCCCCAGTCCAAC2 2.1860897 1.6280561 0.1756073 0.792484 0.7920499
ADA 4 1515;2556;8294;9418 TCCCAGCTAACACAGCAGAG;ATAGCCTCCCGGCAGCCCCT;GATGAAGGCCAAAGAGGGCG;GTAGAGATGAAGGCCAAAGA2 2.1834632 1.6504679 0.1762611 0.7920499 0.7920499
SLC8B1 4 2081;2584;31158;58317 CGTAGAGAGTGACAGCCAGA;GGATACTCACGTCTACCACG;ACTGAAGCTCTCCCACAACG;GTTGTGGGAGAGCTTCAGTG2 2.1743371 1.5820338 0.1786769 0.7995034 0.7995034
NCBP2 4 1184;2597;14742;47325 CGTCCCATTTATGTACCGCA;CTTCTCTGCACTATGTCGGG;GTACTGGCTCAGCTCCACGT;GCTGCGCAGCGACTCCTACG2 2.1701349 1.694394 0.179732 0.8008312 0.8008312
TMEM51 4 758;2635;17529;30714 TGTGTCTTCTTGCAGCCAGG;TCAGGGATAAGAGGAAGCAG;CCTGGTACCCGGCTTCAGCG;TCAGGGCAGCAACAAGACCG2 2.1579755 1.7813909 0.1830033 0.8119811 0.8047969
TMEM53 4 916;2642;34579;67174 GGTGTAGTCCAGCTCTGCCG;TAATCCGATACACAGCCCCG;GAAGAAGACCATGTGCCACG;GCAGGAGCTCCAGCACGTAG2 2.1557555 1.7405615 0.1835865 0.8111603 0.8047969
PLAGL2 4 1779;2647;11939;13066 CTTTGCATCTTGAATCCAGG;TGTGCCAGTACTGTGCCCAG;ATACTCGTAAGGATGTACGG;ACTGGCACAGGAAGTCCTTA2 2.1541735 1.603296 0.1840075 0.8096329 0.8047969
NAP1L4 4 979;2651;21742;50561 TAGAGAAGAGAATTTATCAC;TGGGGTTCCTTCAGATTCCG;GCTGAAGAGCCAGATCCCAA;AGTCGTCACAGAAAAAGCAG2 2.1529102 1.7252518 0.1843536 0.8077901 0.8047969
CXADR 4 55;2652;55833;66438 GGACTAAGCGTAAATTTGCA;AGATGATTGAAAAAGCCAAA;ACTCACCCACTACTCCGCAC;GATGATTGAAAAAGCCAAAG2 2.1525946 2.3421884 0.1844326 0.8047969 0.8047969
CALU 4 508;2678;18665;44782 ACAAAAGCGCTGGATTTACG;TGAACCTTGTCACTGAGCTG;GCTGACACCAGAAGAGAGCA;GCTGAGGCTCATGATGTACA2 2.1444341 1.8593238 0.1866998 0.8113373 0.8049023
C1orf198 4 500;2681;31887;45958 TCAATGCTGAGCGGTCCCGA;GATCAAGTCCATGGAGAAGG;CCACTGTCCAAAGCTTCCCA;TCTGGAAGATCAATGCTGAG2 2.1434978 1.8622322 0.1869638 0.8091549 0.8049023
COQ10A 4 135;2687;36291;50710 ACCAGAGACTTCTTACACCA;GCCAAGATCTGGGCAGCCCG;ACTCGGAGCGTAGAATCATG;GGGCAGCCCGAGGCAAGAGG2 2.1416285 2.1424184 0.1875761 0.8084912 0.8049023
EML4 4 145;2694;36879;64190 ATAGCTGGCGTGGATAAAGA;ACATGGGAATAACTGCTCGA;TATATTAAAATGTTTATGCG;GTACCTTTAGGTCCTTTCCC2 2.1394531 2.125901 0.1882029 0.8078954 0.8049023
RASIP1 4 551;2698;17857;74120 GCGCGCACTGTGCAGTGACG;GCGCGGCGCTTCGAGTTGCG;GCTCGGGGACCGGGACCACG;TCAACTGATCGAAGTCCCCG2 2.1382126 1.8389468 0.1885376 0.8060556 0.8049023
CRCP 4 873;2707;34425;55611 GACTGCTGTGGAGATCCAGC;GAGTGAAGAGCGGCTCACGG;TCTCCACAGCAGTCACAGGC;TGGTGGAAGAGAGTGAAGAG2 2.1354286 1.7404591 0.1893515 0.8062711 0.8049023
LYZL4 4 211;2712;16366;28394 GGAGAAGATGAAGGCATCCG;GGCTACCTGGTGGTTCCAAG;TGTGTTCTCGTAGATGGCCA;GCCAAGGAGGGAGAGAACCA2 2.1338861 2.0422373 0.1897923 0.8049023 0.8049023
WDR70 4 349;2726;20857;73045 ATACCACTCACAGGGCTGAA;CATGAGATAACGCTGAAGCA;GGTGCCCGTTTGGTGACAGG;CATATCCTCCTGTCACCAAA2 2.1295827 1.9320224 0.190995 0.8067629 0.8067629
ZNF471 4 729;2753;46390;48271 GATCCTCACCAAGTGATACC;AATTCTAAAATGAACAGTAA;GTATGATGATGCATGCATGG;GTGTTCTGTGATGTTGAGCA2 2.121348 1.7712925 0.1935449 0.8142766 0.8142766
KCTD15 4 1137;2771;49824;58302 GTGTGAAGCGAGGACCCGCT;GCTACGTCCTGAGCTTCCTG;AGATGCCTCACCGCAAGGAG;GCAGGAAGCTCAGGACGTAG2 2.1159047 1.6756581 0.1951561 0.8177971 0.8154202
ZNF540 4 354;2774;38167;38896 CTCTGATTCAGAGTAAAAGA;AGTGCCTGGACACTACCCAG;AGTGAGTTTGAGGGTCAACA;TCTGATGTCGATTAAGTTGT2 2.1150011 1.9216865 0.195415 0.8156451 0.8154202
EMB 4 2024;2782;52498;54587 CGAGAGGAAAAGGAACAAAG;TTATTCTTGTTTCTTTCGAG;CCCTGGCCTCCAGCAGGCCG;TGCCGCGCGCCCAAGCTCGG2 2.1125964 1.556683 0.1961333 0.8154202 0.8154202
TRPC4 4 752;2808;11945;37621 TCGAGTGGATGATATTACCG;CTTCCCAGAGATATTTGCAG;AGGAGAGCAGTTCTTCCGAG;CAGTGTCAAGAAATCCCTAG2 2.1048306 1.7564913 0.1985771 0.8223429 0.8201121
NR1H2 4 199;2813;17806;44124 CAGTCACCTGTGGGGCCGCA;CGAGGGTGTCCAGCTAACAG;TCACCCACTGTAAAGGAGGA;GGACCCTCCTCCTTTACAGT2 2.1033457 2.0395769 0.1990272 0.8209873 0.8201121
ZKSCAN1 4 2430;2819;11683;62599 GGAAGATTCAGCATCACGCG;CCTCCTCTCCACTATCGGGG;TATGGGAGCGCATTTCCCCA;GCGTGATGCTGAATCTTCCG2 2.1015675 1.5151208 0.1995917 0.8201121 0.8201121
LY6G6C 4 2641;2838;28918;69177 AGACAGGGTGAGCAGCATAA;AGTGACAGCGAATGTCAGCT;GGTCCACACAGCCCAGCACA;ATTGCTGTCCTGGCTCCAGG2 2.0959626 1.4961423 0.2013713 0.8242175 0.8242175
MLLT6 4 2179;2897;21957;35871 GCAGACCTGTTACATCTGCG;GTGTGCCCTCTACATCCCCG;GCTGTGCCCACACAAAGACG;ATAAGTCTCCCCACGTCACG2 2.0788039 1.5251545 0.2069659 0.8438456 0.8327842
HLA-G 4 1018;2898;40310;63198 TAGCCCATGGCGATGAAGCG;ACAGCGACTCGGCGTGTCCG;GCAGGTCCTCGTTCAGGGCG;AGGCATACTGTTCATACCCG2 2.0785162 1.6799171 0.2070636 0.8409969 0.8327842
ACD 4 2422;2901;18524;74575 TCCTCTTCCGAGGAAAGGCG;GCTTCTGGATGAAATGCGGG;GCAGCCGGCCCTCTGTCCCG;TCAGGTACTACAGGACGCCG2 2.0776538 1.5038079 0.2073557 0.8389565 0.8327842
NCEH1 4 2883;2911;24251;68305 CCAGAAATGCAAATTCTGCC;TGGTGTTACCTGTTGTCCAA;TGTCATGGTGAAGTATTGGG;TACTTCACCATGACATAGCG2 2.0747859 1.4687077 0.208336 0.8397053 0.8327842
ZNF114 4 369;2919;66433;67344 CTTGGGGTGGAACATTCAGT;AGGAGATTCATCTTTCTCAG;CTGGAGATGCCCCAAAACAG;CCTCTGAGCTGGGTCCAGCA2 2.0724989 1.8915553 0.2090792 0.8394968 0.8327842
RORB 4 589;2920;36811;54378 ACAATGGGCAGTTAGCACCA;GCTGCTGTACACCCTGGCAA;GACTCCGTAGTGGATCCCAG;GCAGTCGGCAGTGTTGGCAA2 2.0722135 1.7917994 0.2091686 0.8366745 0.8327842
RPTOR 4 492;2924;20937;52186 GCAGAACCTGAGTTTGACAG;AGGTGAATAGGTCAGCCGGG;CTTTCACTACAATGGCCACG;TCAAGCAGTTCGCACTACAG2 2.0710729 1.829452 0.2095584 0.8350706 0.8327842
EIF4A3 4 1484;2928;13013;48847 GTTGGCTGTGCAGATCCAGA;GGAATTCGAGACCAGCGAGG;GCTCGTTGCTGGATTGCTGA;GAGGACTGAGATACTGAAGG2 2.0699339 1.5979167 0.2099119 0.8333343 0.8327842
RAD21 4 806;2938;24575;34238 GAGTAGTTCGAATCTATCAC;GGTTAGCTTCTTATCCCAAT;ACATACTCTAAGTCAGGCAG;GTGTAATTTAGAGAGCAGCG2 2.0670935 1.7230401 0.2108588 0.8339586 0.8327842
HOMER2 4 431;2943;20785;28455 GATGCCTGCGAGCAAGCAGG;GACATCATAGAAGTAGGAAA;GATCTCCCACTTCTTCACGT;GTTTGCAGAGAAATTCCAGG2 2.0656771 1.8549626 0.2113505 0.8327842 0.8327842
TRIM62 4 1850;2974;10870;67452 CTATCGGCGAGGCCTTCGAG;GCTGCTGCGTGAACGCCAGA;AGAAGAAGCAGAGAAGCGCG;GCAGCTGCGCAAGGTCCAGG2 2.0569511 1.5468216 0.2144191 0.8417346 0.8417346
CA12 4 981;2988;31804;58167 GTTCCTTTAAGATCACCAGC;TGTTCTTTGTAGGTTCCAAG;GGGAACCCGAATGACCCGCA;GCCGCGTGCAGGCTGCGCCG2 2.0530414 1.674892 0.2157819 0.8439471 0.8437712
CELSR2 4 695;3013;37019;50003 GGTGGAATCCTACCAGCTGA;GTACGTTGAAGACCACCACG;GCTAGGCCTCTTCATCCAGG;CATGATGCTATAGTGCACCA2 2.0461073 1.7437441 0.2182622 0.8504977 0.8437712
DNTTIP2 4 2358;3020;12866;63531 GTAGATGGTTCAGTCCCCTT;GATTAAACTTTGCTTCCCAG;ACTACAGGCTCACTACCAAA;TGGTGGTTACCAGATCTGCA2 2.0441765 1.4923077 0.2189077 0.849877 0.8437712
ZNF749 4 64;3024;13792;44239 ATGGAACACACCCTGAGCAA;ATTGAGCTACACATCTTGCA;CGCGCCGATGAACCTGACCG;GGCCATATATTTCTCCCAAG2 2.0430753 2.2545986 0.2192695 0.8481632 0.8437712
KMT2C 4 2721;3031;8709;10978 AGAGGTGCAGGTGTCAACAA;CTAGTGACCACTCCACACAA;GTAGACGTAGGGGTACTGGG;CCAAGGCCAAGGATTTCAGA2 2.0411518 1.4629806 0.2199316 0.8476197 0.8437712
OR8H1 4 1380;3043;29989;47979 TTACTATGCTGGGCAATGTG;ATAATAACTGGGTAACGTAG;CAGAATCTGACAGTCCCGTA;GGGACTGTCAGATTCTGAAG2 2.0378653 1.5967349 0.2211354 0.8491598 0.8437712
C16orf52 4 2715;3053;27479;29522 CAGTGTGGTGACCCACTCCG;CCCGGACTGGATCAACACCG;GGCGATGGCGAAGATATCGG;AGTGTGGTGACCCACTCCGG2 2.0351368 1.4603982 0.2222009 0.8501598 0.8437712
PXMP4 4 1771;3058;8981;26072 GTTCCGGAAGCCCTTAAGCA;ACGAGCAGAGCCCTTAGCTG;CAGAGCCCTTAGCTGCGGCG;GCTGCGTTGGCCGTGCTTAA2 2.0337761 1.5440045 0.2226842 0.8489334 0.8437712
RBM41 4 2129;3075;28035;65326 CCAGCTGCTTCCTTCCCAAA;GTTTCAGAAGACAAAACTGA;TGGAGGAGCTGGAAACAGAA;GGTTTCAGAAGACAAAACTG2 2.029167 1.5049277 0.2244067 0.8524225 0.8437712
TEX261 4 2485;3077;27373;73257 GCTGTCGCTCTTCATCCAGG;GGAGGAGGCCAAAGTAGACG;GTAGAGGCCAATCAGTACAG;CGACAGGATGAAGTTAGGCG2 2.0286265 1.4742862 0.2246052 0.8501187 0.8437712
FAM49A 4 446;3079;35339;39522 CTTCAGCTCATCGAATCGAA;GGATGCTCTCAGAATCCTGA;TCTTTAGCCTCACAACAAGA;GCTCTCAGAATCCTGAAGGA2 2.0280863 1.8288701 0.22481 0.8478549 0.8437712
GRAMD2 4 1887;3082;59819;72598 CACTGGCCAGAAGGCTTGAA;GGTCCTCACCTGTAGTCCGG;GGCCTCGCTCCGGCTTAAAG;GTGTTCCTGTGCCCTCCAGA2 2.0272768 1.5280154 0.2251063 0.8459509 0.8437712
RFPL3 4 1748;3086;46928;54550 GACGGTGCATCCACACTCCA;GGAACAAAATCAGGCCCAAT;GCAAAGCAGATCCTCCCCAT;GCTGTTCCATGGTCTCTCAG2 2.0261988 1.542849 0.2255023 0.8444342 0.8437712
FCAMR 4 1844;3099;34802;35627 TTTGCAGGTCACCAGCAGGA;GGTGCCTGTTGACAGATGAG;GCAGCTCCAAATTCATTGAA;GCTCTCCTCCCGCCAGCAGA2 2.0227052 1.5303504 0.22681 0.8463299 0.8437712
TMA7 4 2174;3100;10295;41840 TTCCGGAACACTTACCTTCG;CCTCACCTCGTCCATCTCCT;GCAGGCCAAGGAGATGGACG;ACAGCCCAAGAAGCAGGCCA2 2.0224371 1.497425 0.2269233 0.8437712 0.8437712
PPIP5K2 4 1391;3122;26813;55978 AGGATTTCCACTGGACAAAG;GATGGTACTGATGTTAAGGT;CGGTTCAAAATAGCATAACG;TGGTCCAACGAAGAATCTGG2 2.0165617 1.5844569 0.2292736 0.8495191 0.8445057
RAB21 4 795;3124;22713;36463 AGTAAATTGGACCCAATGCA;GTTCACTTACCCATATGGCA;CCGAGCCTACTCGTTCAAGG;CGAGGTCCGCACCTGCAGAG2 2.0160297 1.7003952 0.2294639 0.8472512 0.8445057
CDK10 4 2994;3130;55562;66653 GCTCACAGTAACCCATCACC;AACTTGCTCATGACCGACAA;AGACCACGTACCTCTCCAGG;GTGTTGGCATATTCTCCAGG2 2.0144359 1.4313369 0.2300844 0.8465825 0.8445057
DFFA 4 1161;3134;13622;28761 GATGTAGATGAAACAGACAG;GCCATCCTCTGCCAGGACCA;TGTAGATGAAACAGACAGCG;AACTACAGCCGCGAACAGCA2 2.0133751 1.6200701 0.2304524 0.8449922 0.8445057
C7orf69 4 867;3154;18712;73836 ACATTTCCACATGACTTGGG;AGGCACTTCTTACATGGTGG;GGAGGCCTCAGGTTCATGGT;GGGAGGCCTCAGGTTCATGG2 2.0080926 1.6782357 0.2324233 0.84927 0.8445057
DTD2 4 512;3158;22558;27541 GCTGGCTTAAGCCATGGCTG;CTGGGCCGCGACGTCCCCAT;AATCCGGCTACCCTCAGCCA;GATTTCTCATAGGTCCAAAG2 2.0070403 1.7889588 0.232941 0.8482265 0.8445057
SMAD3 4 2195;3168;23729;30674 CCACCAGATGAACCACAGCA;GTTCAGCTCGTAGTAGGAGA;GCGGCTCTACTACATCGGAG;GCTCTACTACATCGGAGGGG2 2.0044156 1.4865154 0.2338942 0.8487708 0.8445057
ARL8B 4 2394;3171;59387;62288 CTTCCTTCCAGAAGAGCGAA;TTAAAGATCTGGGACATAGG;GTTCCGTTCGCTCTTCTGGA;GCTCTTCTGGAAGGAAGAGA2 2.0036299 1.4690685 0.234205 0.846988 0.8445057
CACNG6 4 603;3172;8235;19336 TGTGGAAGGCGTGCACCAAG;CTCACCTCCGGGCAGCTCCG;GTTGAGCTCCACCCAGAACT;GGGCTGACGCCCGAGCGCGA2 2.0033682 1.7523988 0.2343183 0.8445057 0.8445057
ANKRD35 4 2162;3198;9565;69289 TGAGCCACGGAGCTGACGCG;GCTGAACTGCTCCTGAGCCA;GCTTCTGCTTCAACTAAGGG;GCTCTCCATGAGCTCTTAGG2 1.9965934 1.4855973 0.237046 0.8514305 0.848935
TAF6L 4 1039;3199;7743;17928 TGAGCCGGACAGACTCCCGA;TCATGAAGCACACCAAACGC;CTACTTTCCTGAGGATCGAG;TGTCAGAGCGAGAAGAGCGG2 1.996334 1.6345778 0.2371551 0.848935 0.848935
TREML2 4 2995;3234;66164;74436 CAAGGGGTACAGGATCCCAG;TAAGGGCTACAAAAACCGCG;TCGTCCTGCAGCAAGTAGCG;ACCAAACCTTGCCCTCCACG2 1.9873078 1.4177095 0.2409098 0.859462 0.859462
GNAO1 4 1469;3250;9058;21996 TTACTTCATCTGCTTCACAA;TCTAGGATCATCCATGAAGA;GATTGAGAAAAACCTCAAAG;ATAGTGTTGCTGTAGACAAC2 1.9832157 1.5566302 0.2425054 0.8622416 0.8622416
NAA20 4 294;3266;51777;53616 AATGAAATACTCTGGCCAGT;GCAGGTAAAGGCCCGTAGCG;GCACCTGGTGGAGAATTAAT;ATTGTTGCAGAGGCACCTGG2 1.9791446 1.8935606 0.2442425 0.8655035 0.8632032
CCT6B 4 2535;3271;31432;43048 ACTGGCTGATGTCTTAACAG;GATAAAGGCCGTCAACTCCA;CTACCATGAAGAGATCAATA;TCAATATATGCGCCGCCCGA2 1.9778767 1.4450368 0.2447757 0.8644922 0.8632032
PIWIL1 4 2603;3280;51256;70972 TTATCGTTAGCAGAGAGAGG;GTTGAAAAAGAAGAGCTGAA;GCAGAGCTCAGGAATGAGCA;GCTGCGCTGTCTCCTGACCG2 1.9755995 1.4387644 0.2456822 0.8648012 0.8632032



TMIE 4 2329;3285;18502;59104 GCTGCCCGGCAACCCCCGCG;GGTCCCCTCTGCGTGCTGGG;ACTCGGGGTGTGCCTCGCGG;ACTGTCTCCTTGGTCAGCGG2 1.9743373 1.4598141 0.2462487 0.8639157 0.8632032
RWDD3 4 3203;3291;10279;44317 TCAGAGTTAATCGAGATACC;TAACTCTGAACAGTTGACCA;GTGGGGCCTGCAGAAAATCG;CGCGCGGGTAGTCACCTGAG2 1.9728253 1.3977809 0.246863 0.8632032 0.8632032
ADAMTS1 4 2304;3325;28133;59759 CGACACGGCCAGTAGCGCCG;AATGCTTTAGACCACTGCCG;GCAAAAGTTCCGCAGAGTGA;GAAAGCGGAGACCGAAGACG2 1.9643115 1.4569197 0.2506635 0.8735994 0.8646762
B3GNT4 4 1573;3326;17111;68920 GGGAGCCCAGAAAGGCTGGT;GCAGCCCACCAGGGAAGGGG;ACTCTCATAGGCCAGCAGCT;GTATCCTTGGAACAGCCTGA2 1.9640625 1.5331261 0.2507601 0.8710615 0.8646762
GOLGA6L6 4 247;3328;17716;66526 ATCAACATCAGGAAGCCCTA;CTGACACGTAAGGATTCGTA;TTAGGGCTTCCTGATGTTGA;GGAACTGTACAGGAACACGT2 1.9635647 1.9231843 0.2509628 0.8689074 0.8646762
CNN2 4 1529;3330;19741;33075 TGGCCTCGAACAGGTCCACA;AGCTCCACGCAGTTCAACAA;TGTCTCTTCTCGCCCTGGCG;GGTGCCAGTTCTGCATGGAG2 1.9630672 1.5383971 0.2511655 0.8667674 0.8646762
SOX10 4 1694;3345;44407;54861 GCTGGTACTTGTAGTCCGGG;GCACCTGGCTGACGGCCTCG;GTAGTGGGCCTGGATGGCGG;ACAAGTACCAGCCCAGGCGG2 1.959346 1.5157545 0.2527622 0.8694362 0.8646762
APOL6 4 2009;3356;36581;56656 GAAGACGTGGAGCTACAAGA;GAGGCTGATGGACAACCAGG;TGTTGCCAAACCTTGACCAG;CTACGACCAAGAGGACAGGG2 1.9566283 1.4801798 0.2540148 0.8709079 0.8646762
TNIP2 4 3164;3360;23990;49750 GCAGCGCTACAACGCCAGCA;GCATGCACAAAGGAATGTGG;CAGATGCTGACACATGTGGG;TTGAAGACCTCAATGCCAAG2 1.9556423 1.3914944 0.2544608 0.8696135 0.8646762
SLC5A5 4 697;3370;18752;24245 GCAGACAGCGACAGGCCCAC;AATTATCTGCACCTTCTACA;GTATGGCGTGAACCAGGCGC;CCAGCTTTAACCCTGACCCG2 1.9531829 1.6966755 0.2556645 0.8709088 0.8646762
GTF2A2 4 2236;3371;15751;54781 CTAGATGAGCTCATACAGGT;TCTGTATAACTGATATGCCA;CCACCTGTATGAGCTCATCT;GAGCCTAGATGAGCTCATAC2 1.9529374 1.4571262 0.2557695 0.8684649 0.8646762
APOBR 4 564;3374;55749;63050 TCAGCTGTAGAACAGACCTG;ATTTCTTTCTGGCCTCCAAG;TAGAGGCAGCCAAAACGAGG;CTTAGAGGCAGCCAAAACGA2 1.9522012 1.7409916 0.2560938 0.8667791 0.8646762
SLC5A2 4 1049;3376;35711;72948 TGTGAGTCCGAGGAGCAGCG;TTGCCCGGCAGCCTTCCACG;CGTGTCCGTGTACATCAGCG;GGTCTCTTCGACAAATACCT2 1.9517109 1.6102748 0.2562913 0.8646762 0.8646762
HEXDC 4 2077;3405;56069;59466 CTGCACCCTGAACCCCCACG;GTGCCTTCAAGGGTGCCACG;GAGCATGTCGTCCCACACCA;AAAGGTCTCGTACCTCTCAG2 1.9446348 1.4675645 0.2595034 0.8727248 0.870913
C1orf228 4 2755;3430;16302;23235 CTAGCCCAAGTATTTCCAAG;CTATCCCTCTGGACAGTAAT;AGGATACGTGATTCTAAGCG;TGGGCTAGAGAAGATCAAGG2 1.9385855 1.4093088 0.262389 0.879628 0.870913
HAO1 4 664;3436;19692;39704 TGTTACGCACATCATCCAGA;TCATTGATACAAATTAGCCG;CTTCCTCCTACCTCTCACAG;GCTGCAACTGTATATCTACA2 1.9371406 1.6988963 0.2630866 0.8791753 0.870913
FOXJ3 4 2476;3439;7921;11980 AGATGAATCCTACCTTTCCA;TATTATAGAGAGGCTGGCAG;GCTGCTCTCATGGTGAGCTG;GTAGGCAGCACATCTTCCTT2 1.9364191 1.4288892 0.2634389 0.8775758 0.870913
NBEA 4 2316;3446;22399;63013 ATATTTGGCTATAAGCAGCG;AGTTCTCCAAGACCTTGCAA;TTATTGAGCCACATCCGCCT;CTTTGTGCGGATCAACAGGA2 1.9347383 1.441113 0.2642362 0.8774637 0.870913
LOXL3 4 641;3456;44475;73510 CAGCTCGCTGTATCTCCACG;GAGCGCCCACAACAGCCACG;GTGGAAGTCAGGCTTCCTGA;ATAGAACTCCAGGGAACAGA2 1.9323433 1.7039502 0.2653589 0.8784295 0.870913
GSTT1 4 237;3459;22963;65176 TGGCAAAGATGTAAACAGCG;ATGCCAGGTACTCATCCACA;TCGTGGATCTGATTAAAGGT;CCTTATGCCACAAGGCCCGG2 1.9316262 1.9161019 0.2657071 0.8768336 0.870913
PDK3 4 2339;3462;49819;57100 ATATGAAAATAAGAGCCCTG;GAACCAATCCCACTGAAGGG;CGATCCCACCTGTAACGTGG;TATCGATCCCACCTGTAACG2 1.9309098 1.43726 0.266073 0.8753057 0.870913
MAGEC1 4 1014;3465;39401;50110 ACAACTCTGAGGACTCTCAG;AGGACTCTGGAGAGGATACA;GTAGGCATATCCTTGTCCCC;GGACATCCTCACCCTCAGGA2 1.930194 1.6065755 0.2664088 0.8736885 0.870913
CHFR 4 3163;3472;19292;22286 GGATGAGGTATGCTTCCACG;AAATGCCCAAACCGTCCACG;CTGCATGCACACGTTCTGCG;CCACGAGGACGTCAGAGCAG2 1.9285264 1.377996 0.2672207 0.8736378 0.870913
NSL1 4 2541;3473;10508;57094 AAAGTCTTCTCGGGGAGTGG;ACAGTTCCGACGAAAAATGG;CCACTCCCCGAGAAGACTTT;AGTTCCGACGAAAAATGGCG2 1.9282885 1.4197836 0.2673485 0.8713581 0.870913
NYAP1 4 3379;3478;9873;49187 GCTTCTGCGGAGGAACCTTC;CAGAGGGCCGAGAGTCCAGC;TCACAGAAGCCAACCCCAGA;TGTCCATGCTGCCCACCGAG2 1.9270999 1.3649085 0.2680367 0.870913 0.870913
FAM209A 4 2276;3497;14296;16940 CCGTATTGCACCTTCCCCTG;AGAAAACTAGCGAACCCCAG;AATCTACCAGAGCACACCCA;TCCGTATTGCACCTTCCCCT2 1.9225996 1.4384669 0.270203 0.8752587 0.8724234
E2F5 4 2895;3498;25397;68275 ACCTCCAGTTGTGTACCAGA;ATAACTTCAAAGGGTCAGAA;GTCGAGTTCATCTAAGCCCG;GATGTCTTCATGAGTTACAT2 1.9223634 1.3917034 0.2703142 0.8729413 0.8724234
CNRIP1 8 1313;3707;5024;15276;25223;36300;36526;58249GGAGCCGGTGAGCAGCTTGA;TCTGTGCCTCTGCAGCCGAG;CGGCTCCTCCTACAAGGTTG;CTGCGCATCCAGCCTAATGA;TGCAACAAGGAGGTGTACTT;CATTTCTCGCACTTCAGGCA;CTTCACCTCAACCTTGTAGG;GTGTCCCAAGTGCAACAAGG3 1.9196123 1.3731211 0.2716822 0.8746841 0.8724234
FAM193B 4 764;3515;8548;68910 GCTCCGCCGGCGCCTCCGGA;GGAATTCCCCACATTCCAGT;GGATGATGAGGAGGAAGACG;AGCTTTGGCATGAAGTCAGG2 1.9183598 1.6599239 0.2722789 0.8739407 0.8724234
RASL12 4 1648;3518;27049;58925 AGAGGACACCTACAGCTCCG;GGCCATCCTGGGGCGCCGCG;CACCAGACTTGCCAGCCCCG;GTAGCGCTCGCAGTTCCTGG2 1.9176554 1.5004769 0.2726323 0.8724234 0.8724234
PTH1R 4 1513;3532;11711;50544 GGTCTCTTAGGCGGGCTGCA;CCTGGGCATGATTTACACCG;AGCATAATGGAATCAGACAA;TGAGGCTGAGCGCCTCACCG2 1.9143766 1.5161937 0.2743059 0.875127 0.875127
BCCIP 4 2461;3543;16724;44225 GGAAAAGGATGAAGAGGACG;CGCTGGACTGGGGGATCCGG;ACATGGCGTCCAGGTCTAAG;AGAGGACGAGGTCATTGACG2 1.9118099 1.4177689 0.2756011 0.8766108 0.8766108
AKAP5 4 3382;3558;23213;48638 TCTTCTCTTGAAGCAAAGCA;GATCAGCCAGAGCCCACACG;AAGCAGCAAAAGCCATTGGA;GATGCCTTCACTTAGATCCT2 1.9083235 1.355355 0.2773849 0.879635 0.879635
LTBP2 4 1659;3581;23794;44918 GCTGGAGCTGACTACCCAGG;GCAAGGGCAGAGGAGCAGCG;CCTGTCCATGAGGAAAGCCG;AGCAGGAGTAGGACCCCACG2 1.9030077 1.4918066 0.2800315 0.885369 0.8800181
COBL 4 409;3586;46757;61726 CCAGCCCCATGAAAAGGCAA;TCTCCTCCTTATCCTCAGTG;GTATTTGGCTTAAAACTCAA;GCTGGGTCTTTCGACTCGGA2 1.9018568 1.7842365 0.280599 0.8845152 0.8800181
SLC16A11 4 647;3588;21839;59721 GAAGCGCCCAGGACACTGCG;GTGTGAACAGACTCAGGCCG;GCACTTTGACCGAAGCGCCC;AGACGAAGCCCAGCGAGGCG2 1.901397 1.6865068 0.2808392 0.8826374 0.8800181
CHIC1 4 646;3589;31266;50796 GATACCGACGACGACGACGA;CGGCACCCCGCACTAATACA;CCCGACCCTGTATTAGTGCG;TGCTCCTCGCTCACTACCCG2 1.9011671 1.6867189 0.2809462 0.8803538 0.8800181
ACOT8 4 3290;3604;12536;63690 GCTGCCAGTACTGTACCAAG;AAGTGGAGCGGACACGAACA;GGTCCCCAGGGGGATCGCCG;CAGGCCCCAGAAGATGGGCA2 1.8977277 1.355206 0.2826677 0.8831273 0.8800181
RTCB 4 1889;3606;16926;69467 TGGACTGGTCCTTAAGAGAA;AATGTGGTCAAACATAGCTT;TGAAGACAAGGAGCACTGCG;ATACTTATCCAGAGACTTGG2 1.8972703 1.4628 0.2828974 0.8812379 0.8800181
ABHD6 4 3192;3610;38567;64615 CCCTCCATCCTCATGCTCCA;GTATGCTGCTTACTACCCAT;GCAAGTTAAGAGGATACACC;ACAGGCTGGAGACATCCGAT2 1.8963562 1.3601932 0.2833392 0.8800181 0.8800181
ASPHD1 4 1544;3620;15558;39596 GGAAGGGAAACAGTCCAGCG;GTAGCAGTACCAGAGGAACA;GCTGTCTCTCTCTCCTTCCG;GCATGTCTTGGGAGCCCAGG2 1.8940757 1.5019151 0.2845699 0.8812489 0.8806675
UQCR11 4 1750;3643;23503;55894 TGACCAGCTCCCGGTAGCGT;CTCCTCTCGCAGGGTCCCGA;TTGACCAGCTCCCGGTAGCG;GGTCCCGACGGCCTACACAT2 1.8888557 1.473947 0.2872903 0.8870719 0.8806675
CCDC39 4 134;3645;19016;48734 ACTGGAAGTTCTATTCACAG;GTAGTCTCTTTGCAAAGCAA;AATAGAACAGATGCAGAAGA;GCAAGAGCTCTCAATTACAC2 1.8884034 2.0174116 0.2875294 0.8852217 0.8806675
SFTA3 4 3596;3675;35193;68613 CAGGGCAGACTTACACAAAG;AGATAAGAGGAAATGAGAGC;TTACCTGGTCCCTAATGAGT;TCTACCCAGAACAGGCCTGA2 1.8816506 1.3306536 0.2909826 0.893249 0.8806675
BIRC7 4 2493;3676;11868;49043 GGTGGCACCTCAGCAGTCAG;CCAGGATCTGCCCATCCACG;CCTGCAGAGCTGGAAGCGCG;ACTCCTCAGAGCCCATGCCG2 1.8814265 1.4000605 0.291097 0.8910099 0.8806675
FCRLB 4 3070;3679;43282;74242 GGACTCACCCAGGAGCAGAA;TCAATGCTCTTCTTGTGAGA;GCTGGAGTGGAAGTAGCGCA;CCACCTTGTCGTACCAGCCG2 1.8807547 1.359744 0.2914556 0.8895292 0.8806675
PCDH9 4 3008;3680;21707;22476 GGTCCCATTTCATTTGAAGG;CCCTCCCCTCCAAAGCCAAG;CTCACATCAATGCTGCCACA;GATATCGTGGAAACTCCAGA2 1.8805308 1.3634986 0.2915544 0.8872663 0.8806675
OCRL 4 2243;3684;50482;51598 TGGTACAAAGAGCTTCCGCA;TTATTCACTGAAAAGGGTGG;TTAGTACCTGAAAAAACAGA;CCAAAGTGACCAACACCATG2 1.8796362 1.4198599 0.2920658 0.8862686 0.8806675
LRRC34 4 2022;3686;27267;29819 CTCCTCTCACCCACTGGCCG;CTGAGTGGAGGCCCAAGCCG;CCAGTGGGTGAGAGGAGCAT;CTTACCGCGCTGGACCGCCA2 1.8791892 1.4401762 0.2924223 0.884808 0.8806675
MSTO1 4 1801;3687;71758;73478 TGAATCATACAGATGCTCCG;AGATCCATGAGGATGAGTCG;CTCATCCTCATGGATCTGAA;CCTCACCCTTCAGATCCATG2 1.8789658 1.4632199 0.2925502 0.8826657 0.8806675
TMEM102 4 886;3693;60246;67445 CTTCGTGGTGGGATTCGCGA;ACGTGATTCGATCCACCGAA;GGACATCGACTTCTGCTCCG;GAGGAAAGCGAGGGTCCCGG2 1.8776269 1.6084633 0.2931957 0.8820931 0.8806675
XAGE2 4 544;3701;25712;53786 ATAGCCCCAATCAGCTCAGG;TCTCTCTTCTGATCAGGTGT;TCTTTAGGCTCTTCATCAGT;AGAAACCACCCACTAAAAGT2 1.8758452 1.710478 0.2941147 0.882344 0.8806675
CDK9 4 1920;3709;38760;43868 CGAGTCGTACTGCTTTGCCA;CACGCTGTCTGAGATCAAGA;AGTTCCCCATTACAGCCTTG;GGTATATACTACCCTTGCAG2 1.8740676 1.4479415 0.2951022 0.8827986 0.8806675
BRWD1 4 2783;3718;14008;66246 TATCGCCCGGTACCTATCGG;GTCTTACCCGACTCGATGAG;AGCTGTACTTCCTTATCGCC;CCTTATCGCCCGGTACCTAT2 1.8720727 1.3741102 0.2961822 0.8835266 0.8806675
CYB561 4 973;3730;31896;34849 GCGTGGCTCGGGCTGTACCG;GAAGACACGGTAAACCAGCA;TCAGGCCTATGACCATGCAG;GTACAGCCCGAGCCACGCGC2 1.8694207 1.584789 0.2975512 0.8851102 0.8806675
C8orf88 4 2013;3740;13800;49225 TGTATGCACTGAGTGTTGCA;GGAGAAGTCAGATGACGAAC;ACAATCTATTACTCACCTGG;GTTTAACAGTGTAAGACGAA2 1.8672175 1.4350783 0.2988433 0.8864567 0.8806675
PDS5B 4 2470;3747;26281;39344 CAAATTTCACACATTCCAGG;TATCCATGTACCAATCCGCC;GCAAGCATATGATTTGGCAA;GATATTTCCTTGACCCCAGG2 1.8656791 1.3939919 0.2996625 0.8863966 0.8806675
CYP2C19 4 789;3756;42574;47712 TGGCCTTACCTGGATCCAGG;GCATGGATATGAAGTGGTGA;GGTGCTGCATGGATATGAAG;TCAGGATTGTAAGCACCCCC2 1.8637055 1.6258252 0.3007259 0.8870574 0.8806675
TMEM106B 4 975;3766;41732;57709 GGAACAGGAAGAATTCCTAG;CTGAACATCATAACTGACAT;TTTAGGGCAAGAAAACCAAC;ATTTCACGTCGATAGAGCGA2 1.8615185 1.5804097 0.3019192 0.8880967 0.8806675
NRBP1 4 982;3775;36809;73086 ACCATCTTCATCCAGCACAA;GGATACAGAGGAAGGTGTAG;ATACCTGGCCATGGATACAG;CATTAAAGAGAACAAGGCCA2 1.8595554 1.5779366 0.3030253 0.8888741 0.8806675
CTGF 4 2869;3779;29226;48231 CGAGCCCAAGGACCAAACCG;GGAGGACCACGAAGGCGACG;CGAACGTCCATGCTGCACAG;GACCCATGCGACCCGCACAA2 1.8586846 1.3615871 0.3034962 0.8877893 0.8806675
IGFBP3 4 1545;3780;64752;67974 TAGCGTTGACGCAGAGCCCG;ACTCTGCTGGTGCTGCTCCG;CGCTCGGTGTAGATGCCGCA;CTGACGTGCGCACTGAGCGA2 1.858467 1.483979 0.3036011 0.8856431 0.8806675
ZNF155 4 3658;3787;11002;65018 ACAGGACAGAAACCTTCCCA;TGTTCATCAGAGAGTCCACG;GGAAGTGGCAAGTATCTTGG;AGATACTTGCCACTTCCTAA2 1.8569457 1.3151575 0.3044504 0.885674 0.8806675
SPATA9 4 679;3790;61708;68815 GAAAACATCCAAAATCAGGA;TGCCAATCAAACCTGTTGGG;TGAGGGAAGTTAATGCGCCG;CTTACCTGAATGTTATATAG2 1.8562947 1.6537545 0.3048932 0.8845255 0.8806675
PSPH 4 2951;3791;30630;32208 TGGTCTCCCACTCAGAGCTG;GATGAGCTAGCCAAAATCTG;TTCCTCTTACCTTATGCCGG;GTTCCTCTTACCTTATGCCG2 1.8560778 1.3549086 0.3049962 0.8823998 0.8806675
SIGMAR1 4 3663;3810;10922;20511 GCTGCTCCTGGCTGTCGCAG;GCTCCTCGTCGGGCAGCACG;ACTGCGCTATCTCTTCGCGC;TGGGTGTTCGTGAATGCGGG2 1.8519682 1.312418 0.3072685 0.8865452 0.8806675
MDGA2 4 2356;3815;26766;27659 GCATCATCTGAGGTGATGGC;TGTCAGACCAGCCAATACAA;TTAGTATGTGTTACAACAGG;GTCCATTAAGAAGTTCTGAG2 1.8508903 1.3958309 0.3079057 0.8859631 0.8806675
TTLL7 4 1171;3823;38776;59523 GGAACAGCAGAGACACCAGT;AATTCTGTATTCAAATCCAG;GGAACAAAGGTATAATCCAG;CCATCTCTGCCTCAAGAAGG2 1.8491689 1.5361932 0.30886 0.8862939 0.8806675
MAPK7 4 1068;3835;23044;62646 TCAAAGGCAAAGTCAAAGGG;GCTGGAAGCGGATCTGTTGG;AGATGCAGCCCACAGACCAG;CATGAAGTACTGATGTTCAG2 1.8465938 1.5539865 0.3103704 0.8882144 0.8806675
C7orf55-LUC7L2 6 615;3910;7411;20742;27531;36547CCATGACCTGGCTTTAAGAG;GCTCCCGTACCCGATGTGCA;CACAAGGTACCGATAGGCCG;CCGACCCTATCGCGACACCG;GGAGGAATCCCAGAAAGTAA;GGAGTTGCGCTACCTGAGCG3 1.8452292 1.5496198 0.3112207 0.8882407 0.8806675
PDCD4 4 1372;3848;35067;63446 AATCTTGGTGAAATGAAAAG;GCAGTATCCTTAGCATTGGA;ACTGTGCCAACCAGTCCAAA;GGAAGGGGACTACCAAAGAA2 1.8438138 1.5009006 0.3120606 0.8882372 0.8806675
CAV3 4 284;3857;34127;44595 TCAAAGCTGTAGGTGCCCAC;CCAGCAGCGTGGACAACAGA;GTACTTGGAGACAGTGAAGG;AGACCCCAAGAACATTAACG2 1.841895 1.8323627 0.3131812 0.8890305 0.8806675
CLDN19 4 1053;3858;32099;38943 TAGGTCACATCCAATCAGCG;TAGTTGGCATGAAGTGTACG;AGTTGGCATGAAGTGTACGC;GAGCCCTTCATAGAGGCCCA2 1.8416821 1.5544693 0.3133215 0.8870443 0.8806675
RPS17L 4 486;3859;51093;73315 CACCAAAACCGTGAAGAAGG;AGCTCCGCAACAAGATAGCA;CTGATGAAGCGAATTCAGAG;ATTCAGAGAGGCCCAGTAAG2 1.8414693 1.7172619 0.3134442 0.8826588 0.8806675
RPS17 4 486;3859;51093;73315 CACCAAAACCGTGAAGAAGG;AGCTCCGCAACAAGATAGCA;CTGATGAAGCGAATTCAGAG;ATTCAGAGAGGCCCAGTAAG2 1.8414693 1.7172619 0.3134442 0.8826588 0.8806675
EVL 4 711;3860;51444;56945 ACAGAGTATCTGCCAAGCCC;GGTGTCATCGTAGACCATCA;AGTTTAAGCCGTAGACCTGG;CCACTGGTGGAAGGTTGGCG2 1.8412565 1.6365172 0.313571 0.8806675 0.8806675



NSUN7 4 3650;3868;34580;73804 TTTCCCACCGGACAGAGGCA;AGACTCGGACAAGGACCGCA;AGTATGGGAATGAACCCCTG;GTATTTATCCAAGCATAAAG2 1.8395563 1.3068648 0.3145377 0.8810394 0.8810394
GPR82 4 2567;3884;16164;34624 TCAATCTGCTCAATGCAGAG;TTTGCATTAAGGTAGCATAG;GTAAATGATTGGTAAAGCCA;GCATGAAGTAGTCTCTTGCG2 1.836167 1.371747 0.3164962 0.8841798 0.8812777
DEFB129 4 1549;3885;16620;18352 TCACCTGGTACTGTAGCATG;CTACAGTACCAGGTGAACAC;ACAGCACTAGAATTCTTGGC;AATGGGTTTGGGGAGATGCA2 1.8359557 1.4721976 0.3166178 0.8821857 0.8812777
ALX1 4 488;3896;36315;65098 GCTGCTGTCCTGACAGGGCG;TATCCAGCAGTAAGAAACGG;CTATTCAGTTCGGTGTGAAG;TCGCCCTGTCAGGACAGCAG2 1.8336348 1.7124705 0.3180721 0.8839055 0.8812777
UTP23 4 2999;3899;40102;47496 GTCTCCCCCATGAGGTAGCG;GCTGCCCCGCTACCTCATGG;CTGCTTTCCATGGTTGAAGA;GGCTTCTTCCGCAACAACTT2 1.8330031 1.3403036 0.3184359 0.8825939 0.8812777
KLC4 4 556;3902;17826;31302 ATTGAGTGTCTGCAGCAGGG;GGCTAGAGCCAGCATCACCT;GCACACGGCTGGTCAGCCAA;AGTCGGAGAAACAGAAGCTG2 1.8323718 1.6841088 0.3187955 0.8812777 0.8812777
GADD45G 4 3908;3917;25392;42019 TGGCTCCTCCGCAGGATGCA;GCTGCGGGTGAGGAGGACGA;ATGACTCTGGAAGAAGTCCG;CCGGAACTGTGTCCTGGCCG2 1.8292233 1.2892378 0.3206812 0.8841759 0.8826475
ZDHHC24 4 2381;3920;32377;58686 GAGCAGTGTCCGCTGCGTGG;AGTTGCCGAAGCCCACGCAG;GCTCACCGCGCTGTGGGCCG;CCCAGCCCTGGCCCAGACCG2 1.8285951 1.3826164 0.3210409 0.8828624 0.8826475
MTX1 4 265;3939;10450;52749 GAAGAAGCCTCGCCTCCCCG;ACGTGGCCTGTACTGCTCCA;GCTCGGGGACGAGCCCCAAG;TGACCAGCAGAACAGCTCCA2 1.8246285 1.8385993 0.3235502 0.8874521 0.8826475
CCDC37 4 3952;3953;12153;22328 TCAAGCGGAGAGAGATCCAG;TCTTGCTCAGAGATCAGGAG;AGTATGCCCTGGATGTCAAG;GCAGTGTTAACTCCACACCA2 1.8217187 1.2834594 0.3253423 0.8900557 0.8826475
MDH2 4 454;3966;13425;42438 TCTCCTGAAGAACAGCCCCT;TGTGTGCGCGATATCATAGA;GATGTGGTAGTTATTCCGGC;GCGCCCAGTACCTTTCACAG2 1.8190266 1.7205499 0.3270076 0.8922999 0.8826475
ZBTB46 4 3222;3969;9490;20895 GCTGGACATCAGCATCAAGT;CGTTCGCCGTGCCAGCCACG;CTGCTGTGTGATGTGCCGGA;CTTCCAAATGAACAACCGAA2 1.8184067 1.3194605 0.3274203 0.8911233 0.8826475
GPR75-ASB3 4 3279;3975;20471;24554 GCGGCCTCTCACCTGCCGGG;TAGTCCTGCATCATCCAGAG;GCATCATCCAGAGCGGCAGG;ACTGCGAGATGGAGGAGGGG2 1.8171683 1.3155532 0.3282062 0.8909658 0.8826475
PWP2 4 710;3981;30926;57361 TTAACCTCATCCACTCCCTG;GCAGCTGTACTCACTCAGCC;GTGAAGGTCAAAGGCTCGCA;CATCGACGATGATAGCGAGG2 1.8159319 1.6241517 0.3289785 0.8907726 0.8826475
STK38 4 3781;3986;9908;45567 GCTTGTTCAGAAGAAAGATA;GGAACTCCATGATTAGGTAG;AGTGGAGGCAGACAGTTTGT;ATACCTTGCTGTCCAAAAGA2 1.8149031 1.2880838 0.3296136 0.8902098 0.8826475
TMEM263 4 3480;3990;9635;26353 GGTATCTTCAGTGTTACAAA;GATGCATACTTACCTTCTGG;AATCCAAGCCACACCACCAA;CTTAATGATGAACCACCAGA2 1.814081 1.3029269 0.3301376 0.8893502 0.8826475
ASCC3 4 3624;3992;60186;62849 TTCATTATAATTATCTTGCT;TTGCTTGGTGACATTTGAAA;AGATAATTATAATGAAGAAG;GACATTTGAAAAGGAACGCA2 1.8136703 1.2952358 0.3303943 0.8877771 0.8826475
DEFB121 4 1494;3998;15967;66281 CTGTTTACCTGGGGTGACCT;CTCCTGGCCCAGGTCACCCC;TGTTACTCTGCTCCTGGCCC;TAACAGTCAAAAGCAGAAGA2 1.8124396 1.4678002 0.3311615 0.88758 0.8826475
ATP4B 4 3311;4002;15955;29639 GTACTACGTGGCCTTCTACG;GCACGTACCCCACCTGGACA;CTATGTGCTGATGCAGACAG;TTACTGCTGGAACCCGGACA2 1.8116201 1.3109622 0.3317831 0.8869948 0.8826475
CXXC4 4 226;4004;22921;45646 ACCACCGAAACGACTCCCAG;GCTGCCCCAGAGCATGGCGG;TTTCCGAGTTGTAATCCACA;GGACATGCCGATGCGCGCGG2 1.8112107 1.8661179 0.3320274 0.8854063 0.8826475
UBTD2 4 1650;4006;50802;56488 GTTCTCGTTGAGGCTGCCCG;TGGACAACTACGCAGCAAGA;GCAAACATAACATTACCACA;GGAACACCAAACCTACCATG2 1.8108015 1.4468044 0.3322924 0.8838812 0.8826475
PCDHGB2 4 3428;4009;48614;73929 CCTGTTGTCTTTGTTCCCCG;GCTCCTCTGGAATTGAATAG;TGAAGCACAAAGAAGCCCGG;GATCCGCTATTCAATTCCAG2 1.8101882 1.3037741 0.3326833 0.8826974 0.8826475
FAM127B 5 871;3139;9377;31278;52880GTTCTCGTCCACGAACATGT;GTTCCTCCAGCGACGCGCCG;AGCGCGCGCGGCACGATGGA;GGCCGGGCCCCTCCGGCCCG;GATGAACTCCGGGAGTCGGT2 1.8088499 1.5317424 0.3335003 0.8826475 0.8826475
MSMO1 4 2997;4032;16329;16739 TATTCAGCTTCCATTCCAAA;ATTGGGAAAGAATGCCAAGA;TGTTTGTCTTAGGCTCCATT;GTCTTAGGCTCCATTTGGAA2 1.805502 1.3266798 0.3357072 0.886267 0.8857842
SLC29A3 4 848;4037;13922;37672 GCAGTGATAAAGAAGTTCCA;GCTGCTGCTGAAGACAGTGG;TGGTGACCGCAAAAAAGCCA;GGCCGTCAGGAAGAAGGCCA2 1.804487 1.5810769 0.3363631 0.8857842 0.8857842
PLAC1 4 2966;4052;12349;68094 TGATGCCACATTCAGTAACA;TGAACCGGCTGAAAACGCAG;CATGAACTACACTTGGGCCT;CATCGTTGTTTAGCATGAAG2 1.80145 1.32663 0.3382498 0.8885369 0.8884431
TAAR1 4 1686;4057;45448;72225 GATCACACACAGCATAGTAG;TTCCAAATGCAAAAACAGCA;GCAGATCTCACCATACTGTA;TTAAACTGTACAGGGAAGCA2 1.8004404 1.4372582 0.3390554 0.8884431 0.8884431
LIMD1 4 1971;4086;45231;50741 CGAGTTTGAGGAAACTCGCA;GTAGAGGCCCTGTCAATGGA;GTGGGTGGCCTAGCTCCCCG;GCAGGAGGAGACTCTGCCCA2 1.7946104 1.4029769 0.3428018 0.8960364 0.8910281
PINK1 4 2744;4106;21885;64676 CCCAGCCTGGACGCTCCCCG;CCTCATCGAGGAAAAACAGG;TTACCCAGAAAAGCAAGCCG;ATAGGGCAGTCCATTGGTAA2 1.7906153 1.3360928 0.3455679 0.9010364 0.8910281
PSMA8 4 2629;4107;25560;51083 AGTTGAATATGCCCAGGAAG;ATTAAGGCAGAAATACCAAA;TATGGCTCTGGCACTCCACA;GGTGAAGAAAGGATCCACCG2 1.7904161 1.3442495 0.3456916 0.8991388 0.8910281
PCGF1 4 2150;4108;25809;61369 GCTCCAGTCAGTGTACAAGA;ATTGTTTGCTGCCTATGCGC;CGGGAATTCTACCAGTCCCG;TCCAGTTTGAGGTTGAGCAG2 1.7902169 1.3835099 0.3458309 0.897291 0.8910281
SUN2 4 1466;4109;32636;63781 AGGCACGTCAGCAAGAGCAG;TAGCCCCTCCAGCAGCGCCA;CCTGAAGGAGGATTTCCGCA;GAGAGGACTGTCTTTAAACA2 1.7900178 1.4604485 0.3459484 0.8953958 0.8910281
PRKAR1A 4 4041;4118;21676;56240 GGAGAGACTGTGATTCAGCA;GCGTGCCTCCTCACTGGCGG;TATCAGCGCTGAGGTCTACA;GTATTCCCTGAGGAATGCCA2 1.7882282 1.2626983 0.3471802 0.896387 0.8910281
SS18L1 4 1868;4123;12883;24072 CCTGGAGCCCTGACTCAGAG;GTACCAGAGCAAGGGCAAGA;CTGCAGGGCCAGATTGGCAA;ATCCTGGAGTACCAGAGCAA2 1.7872358 1.4100224 0.3478985 0.8960507 0.8910281
DLGAP4 4 3090;4126;19003;32927 CAGCTCTGAAAAGTGAACAA;GTCGGGCCTGAGCAACTCGT;GATGGACTGGAATTTGGTAG;CCACCCCGTGTCACGCTGGG2 1.7866409 1.311459 0.34828 0.8948508 0.8910281
SCAI 4 2133;4133;11866;47224 GGAAGTTCCAGCAGCAGCAT;GGAGCCCCATTGCTGGAACA;GCTGAAGATGATATCCCACA;CACAATATGGACAGAAGCAG2 1.7852547 1.3825999 0.3492478 0.8951593 0.8910281
SLC12A9 4 3639;4135;18507;39574 GCTGGCCTACCGGCTCCTGG;ACCTCTCTCCAGATGCCACA;GGCCAGGCCTAGGAGTCAAG;CTATGCTGAGGACTACACCA2 1.7848591 1.2800708 0.3495076 0.8936563 0.8910281
SGK223 4 2563;4142;13736;15278 TCACACCTTCATCTTCCAGG;TCTATGCTGAGAGCACCAAG;GCAATGTTCCTCTCGCCGCG;CCACCCGGTGAGCTTCCCGG2 1.7834761 1.3457041 0.3503891 0.8937462 0.8910281
DNAJC27 4 2137;4149;8890;27538 AGTCAATTCCAATTGTTGCC;CCTTTGACGCCCTTGATGCG;GCAACAATTGGAATTGACTA;TTTCTTACCTCATAGAAGAA2 1.7820957 1.3806495 0.3513496 0.8940367 0.8910281
HOXA11 4 3493;4150;17972;64183 CAGTGGGCCAGATTGCCGCG;GCCACTAAATGGCACCCCCG;TCTGGCCCACTGCTACTCCG;TCTGGGGCAGAAAAGAAGGG2 1.7818986 1.286145 0.3514785 0.8922147 0.8910281
CCDC30 4 1550;4153;9245;22777 ACTAAAATACAACCAGCAAG;ATGAGCTTCGATATGAACGA;CCAGAGGAGTCAGTAAAGGA;AGTTGCATAGAATCTGGAGC2 1.7813079 1.4447424 0.3518548 0.8910281 0.8910281
ABCA5 4 3346;4173;34784;67118 GAAATAGATACCTTTCCCCG;ATACAATATGTCGAGAACAG;TATAAGCTCACAATACCATC;GATCAAGATAGACAGCCAAG2 1.7773813 1.2918789 0.3546251 0.895895 0.8926896
CDH19 4 665;4176;31338;31903 CGAGCATTATTACCACTTGA;GTACCAGAGATGTCTCCAGA;AATACGACTAGTCATCACAT;TCTCATTTGAGAGTGAAGCG2 1.7767941 1.618405 0.3550295 0.894776 0.8926896
DCAF8 4 1248;4189;10664;48372 ACCCAGCTCCCGCTCCCGAA;CCTCTTCCTCTTCCTCTGAG;AGATGTCTGGAGCTGAAGAG;TTGCGCTGTACACGGCGCCG2 1.7742545 1.4855899 0.3568372 0.8971906 0.8926896
OR7G1 4 1122;4196;8820;58263 AAAGAGAAGGAAGTACATGG;TTAAAGAGAAGGAAGTACAT;GGTTAAACAGATGTCAGTAA;TCTTCTCATGAAAGTGACAG2 1.7728905 1.506902 0.3577862 0.8974401 0.8926896
PNMAL2 4 1096;4202;14317;70618 GCTGGTCACCGGCATCCCGG;CGACAAATCGAAGAAAGAAG;TCTTCCCCCTCGGAGTTGCA;GCTGGCTGTGAGAGACACCC2 1.7717233 1.5111794 0.3586095 0.8973736 0.8926896
ROBO2 4 344;4204;58832;73492 AGGATGCTCCACAATCCGCG;GTAATTAGCTGGTTAAAGGA;GATGATGCAGACTTGCCAAG;ATACCAGGAAAAGTGATGCA2 1.7713346 1.755988 0.3588663 0.8958931 0.8926896
NUP54 4 3746;4206;17869;43979 AGGGGGATCACTCACCCGCG;GTATTAATAATACCTTAAAT;CGGTACCGCTGCAGCCACCG;GCGGTACCGGAGGTGCCCGA2 1.7709462 1.2678033 0.3591158 0.8944015 0.8926896
PHIP 4 1523;4207;19897;27801 AGGAAGTTACTCCCATCTGA;ATATGGCTACTCGTCCAGCA;TCTGGTAGCTTGGAGTCGAA;GGTAGCTTGGAGTCGAAGGG2 1.770752 1.4430399 0.3592738 0.8926896 0.8926896
KRBOX4 4 2609;4225;10784;23908 GCTTGAGAACTACAGCCACC;TGCCCAGAAGAACCTCTACA;GTTTGTGGACTTCACCCTGG;TTAGAAACTCACCTGGGACA2 1.7672655 1.3341516 0.3618237 0.896915 0.8968171
TSGA13 4 2283;4231;16822;35061 GATGGACTGTGTAATGCCGA;ACAGTCCATCCAAATTTGGT;AATGGTTGTCAATAGCAAAG;TTGAGCCAGGAATTTCTGCA2 1.7661068 1.3596166 0.3626334 0.8968171 0.8968171
PSKH1 4 162;4248;9405;32672 TCACTCTTAGTGCCACTGAA;GTACAAGCACTTCATCACAG;TCACCGAGCGTGACGCCACG;GGTGCTCTACACGTACCACT2 1.7628334 1.9136663 0.3649536 0.9004463 0.9004463
FYN 4 2187;4255;30829;64446 CCGTGCTTCATAGTCATAAA;TTGTCCTTTGGAAACCCAAG;AAACTGACGGAGGAGAGGGA;AGAAGCAACAAAACTGACGG2 1.7614896 1.3657735 0.3658954 0.9006656 0.9006656
KRTAP4-11 4 128;4299;28266;57166 GCCACAACAGGAGTTTACCA;GTGTGCTCTCACCAAGGCTG;ACAGCCTTGGTGAGAGCACA;GGCTCCGTGTGCTCTCACCA2 1.7530967 1.9596533 0.3721688 0.9139773 0.9095068
COX6B2 4 2746;4300;30332;41932 GGGAAGCGCGGGTCGAAGGG;GGAAGTTCTGGTAGCAGTTA;GGTTCTGGCTGGGGAAGCGC;TCCTGGTCTTGAGGCAGCGG2 1.752907 1.3170986 0.3722998 0.9121776 0.9095068
TNNC2 4 2220;4302;57542;70169 GCTGGACGCCATCATCGAGG;GCAGACGGACCAGCAGGCTG;CAGCGATCATCTCTTCGCTG;TCTCCTGCAGACGGACCAGC2 1.7525278 1.358337 0.3725482 0.9106734 0.9095068
TMX3 4 2946;4307;33017;65988 ACCTGTGGCGCAGAGCCGCA;CTACATAAACGAAAAATACA;GGAAGAGTTGGACGGCCCTG;TCTGTCATCATGGATCAACA2 1.7515805 1.3029828 0.3732592 0.9103043 0.9095068
RPL13 4 167;4311;35058;40125 TCGTGTGGTACCGAACCGTG;ACTTCCACAAGGACTGGCAG;CTTGAAGCCCCACTTCCACA;GCCCATCGTGCGCTGCCCCA2 1.7508236 1.9011043 0.3737935 0.9095068 0.9095068
IQCK 4 1201;4324;18480;48385 TTATATCCTTCTGGAAAGGG;GCGAGCTGCCTGTCTCGTCG;ATGTGGCTGGGGATTTGCCG;CTGTGGGAGCAGATCTGCAA2 1.7483687 1.480566 0.3757021 0.9120491 0.9120491
PPP1R3D 4 2511;4348;16126;41785 ACAGGTCAAGGTGTTCAACG;CCAGGGGGCCTACAGGCCCG;CAGGGCGCTAGGCAGGACCG;CGAGCGCCGCCAGAAGGCCG2 1.7438574 1.3298761 0.3790274 0.9180114 0.9180114
ZNF616 4 631;4375;10803;69917 AAGAGATCAACATAGTCAAG;GATCAAATCTTGTATGTCAC;CCAGCCTTATTAATCATCAG;GGATTACCTGATGTACAGTG2 1.7388138 1.6105119 0.3829848 0.9254736 0.9180443
PMPCA 4 2062;4376;42970;46380 TGAATCATCTCGGTGAGAAG;CTTACGTTGGAAAAGCATGG;ATGAAGAAGTCGAGATGACG;CGTAGCAAAGATCAACCGAG2 1.7386276 1.3660003 0.3831324 0.9237165 0.9180443
PGLYRP2 4 2890;4380;50036;66058 GGTATCTCCAGTCTCCCAAG;AATCCTGCAACAATGGCCCA;CCAGACACACAGCTTCTGCG;TTTCTGCTCCAGCTCAGCCA2 1.7378835 1.2997934 0.3836854 0.9229426 0.9180443
EEPD1 4 1040;4383;14405;29958 GGAGAAGGCCAACAACCCCG;GAGATCTGTGTGAGCAGCAA;ACACCACCTCTCGCACCCCG;CCACCCAGATTATCTCCACT2 1.7373258 1.5048737 0.384148 0.9219552 0.9180443
EEF1A2 4 3674;4385;9079;32332 GGTGGTCTCGAACTTCCAGA;TGTTCTTGATGAAGTCGCGG;CTCCTTCTCGAACTTCTCAA;TGGACTTTCCGGAGTCCACG2 1.7369543 1.2543608 0.3844183 0.9205118 0.9180443
BHLHE23 4 933;4393;7802;11832 ACTAAGCCACGGCTACGCGG;GCGTACCTGGCACTAAGCCA;CGAGAACCCGAAGCGGCCCG;GCATCAACGCGCGCGAGCGG2 1.7354699 1.5265758 0.3855825 0.9212107 0.9180443
IGFLR1 4 2314;4396;21127;36714 GCAGTGCAACCCCGACGGCG;TATGAGTTCCGGGAAAACTG;CTGGGTTCCAGTATTCAAGG;GGGGCGTTACGAAATCGCCG2 1.734914 1.3413705 0.3860014 0.9201298 0.9180443
RPS6KA6 4 610;4400;20195;35728 AAGCAAGGGCCAGTTCTGCG;CCAGAAGCAGGTTTGAAAGG;GTGCAGATGATCCAAAGCAA;GTTCTAGGTTCTGTTTACAG2 1.7341734 1.6153568 0.3865971 0.9194741 0.9180443
FAM46C 4 3565;4402;17028;34861 GGATAGGTACAACTTCAGTG;CCTCTGTTGGAAGAGCCACA;CTTCTGAACTTCCTGCCAGA;ACATCCCCTGAAGATGGCAG2 1.7338034 1.258326 0.3868653 0.9180443 0.9180443
CD40 4 3976;4431;13623;15965 AGGAATTCGCTTTCACCGCA;GAAACGGAATGCCTTCCTTG;CGGTCAGCAAGCAGCCCCAG;CCCTTCTCTTCTCAGACCTA2 1.7284585 1.2357356 0.3912447 0.9263551 0.9226051
MAN2A2 4 1281;4447;11702;52085 AGAAGGAGACCTCTGCCCAG;CATCTCCAAGAGGCACCAGG;CATCAATGTCCAAAAGAGAG;CCACCATCCACGTTGTCAAA2 1.7255255 1.4558509 0.3934807 0.929565 0.9226051
PMEPA1 4 2664;4464;16829;38530 CCTGACACTGTGCTCTCCGA;TCTGACAGCGAGATGGTGGG;GTCAGGCAACGGAATCCCAG;GAGAGCACAGTGTCAGGCAA2 1.7224217 1.307697 0.3958798 0.9331453 0.9226051
UST 4 1430;4474;35653;36223 AAGAAGCAGCAGCATCCCGG;AAGCCAGGTGGTGTACAACA;CCTCCTCTATCAGCTCAGCG;GCAGAAGCCGTAGTCCCGGA2 1.7206018 1.4308192 0.397543 0.9349787 0.9226051
DMRTC2 4 941;4489;33844;51770 GCCAGTGTCCAGGGACCCAA;CTTGTGGCCCTTGAGATGGG;GCCTCTCCTTACCTTCCCGG;GTCTCTGGTCTCATCCCAGG2 1.7178801 1.5159976 0.3997665 0.9381188 0.9226051
CYBA 4 1364;4495;8665;49839 GGCCCACTCGATCTGCCCCA;ACAGAAGTACATGACCGCCG;GGGCCCGAACAGCTTCACCA;GTAGGCACCAAAGTACCACT2 1.7167942 1.4385896 0.4006387 0.9380808 0.9226051
REM1 4 1783;4497;19020;36901 GACCTCCATGAACAGCTGGG;GATCTCCAAGTAGCACCACA;ATATGAGAGGACCCTCACGG;TCTCTTGCTTCCCTGCAAAG2 1.7164326 1.3839736 0.4009328 0.9366927 0.9226051



OR51D1 4 2188;4499;44211;52292 CCAAAAGGAAGTATGCTGCG;GGCCAGGGATACCCACCAAA;GGTGGCAAATGGCCACAAAG;TATCCATGCTCTGTCAGCCG2 1.7160711 1.3429739 0.4012187 0.9352913 0.9226051
C9orf142 4 2574;4505;12728;59340 CTTGGGTCTCACCTGAACCG;GCAGGTGCTCCAAAGCTCCG;ACTAGAGGTTGAAGCCGCCG;CCCCAGCGTGACCGACGCCG2 1.7149877 1.3106293 0.4020909 0.9352598 0.9226051
KIF3B 4 3863;4508;10539;37366 GGACAGAGTCAACAAGTGGT;TGTCTGTGAAGAACCCCAAA;TACACCATGGAAGGAATCCG;TTACTTAGAGATCTACCAGG2 1.7144466 1.2339503 0.402543 0.9342537 0.9226051
USP51 4 906;4509;21935;55410 TCCACATGAGAGCAGCCTGT;GACGGGTCGGGGGATCCTGG;CAGCGGACCCCAGAGCCGGA;GGAGCTGCTGTGACAGCGAA2 1.7142664 1.5221123 0.4026958 0.9325588 0.9226051
TCF3 4 3874;4517;17877;48015 TCACCATGCTGAAGTCCAGG;TGAACCTCCGAACTGCGCCC;CTATCCCGCCCCCTTCTACG;TCTCCCCTAGACCTTCAGCG2 1.7128257 1.2326236 0.4038424 0.9331676 0.9226051
OSER1 4 3880;4521;13456;49514 GCATCTAAAGACAGTTGGCA;TCCTGCACTGAACTCTTTAG;AGCCAGACTGACTCACCTGA;TCTCGATGCTAATCACACAG2 1.7121064 1.2319831 0.4044183 0.9324579 0.9226051
WDR81 4 3137;4528;23171;25975 CTTCTGAGTCAGCGTCACCG;GATTGTGTATGCCATCTCCA;CTGAGTGGCCGTCATCCTGA;AGGACCTCATGGCTGATCCG2 1.7108492 1.2707129 0.4055649 0.9330643 0.9226051
DNAJC6 4 1584;4530;20642;37519 CTTTGCATATAGCAATCGAA;GTAGGTCACACATATAGCCC;GTTCCTGGTGAGAAGAGAAG;TGAGAGGCTTGAAGTGAGGG2 1.7104904 1.4049248 0.4058258 0.9316348 0.9226051
FGF9 4 2513;4533;14986;68310 TAGTTCCCAACTTCACCTAA;AGTCCTCTGATGGCTCCCTT;GGTGGTCACTTAACAAAACC;AACACGGGCACATTCCCAAA2 1.7099525 1.3127689 0.4062852 0.9306664 0.9226051
TMEM40 4 749;4541;44497;48398 GGAGGATGCTGAAGTCTCCA;CACTCACCTGATTCCCCAGA;ACTGTTGTCCTGAGGCTGGG;AGAGGCTCTGACCCAGCAAG2 1.70852 1.5591776 0.4074006 0.9312014 0.9226051
ANKRD16 4 3965;4554;27324;49163 TCCGCTCCACACCTACCAGT;GCAGGTACTGGAGGATCAGA;CCACCAACCGAGACTACAAG;ACTGCCTGAAGAAGGCCGAC2 1.7061979 1.2251056 0.4092593 0.9334293 0.9226051
STARD9 4 3262;4558;13524;16593 CTACTGGTCAGTCAACCCAG;GCAGCAGCAGAGCTACGTAG;CCTCTACTACCCAGACCAGA;GTATCTCGTCAGCTGAACCA2 1.7054849 1.2606851 0.409831 0.9327188 0.9226051
DUSP7 4 2288;4562;54463;59955 CGAGTCGTCGCACATCGAGA;GCACATGTCGACTTCGGGGG;CTCGTCGTAGAGCAGCACGG;GCTGCTCTACGACGAGGCCA2 1.7047725 1.3285194 0.4104006 0.9320066 0.9226051
ASXL1 4 3977;4581;14294;29775 GACTCCTCTGAAGGTAAACG;TACCTGATGCAGATTCCACG;ACAGGAGTCAGAACAAGCAG;GAGAGTTGATCAGGGCACGG2 1.7013978 1.2221599 0.4133788 0.9367554 0.9226051
ASB7 4 4306;4585;18456;35424 TGTGGCTGCCCACTACGGCA;CCTCAGCCTTGAACTCCAGG;AGAGTTGCAGATTCAGGCCG;ACAGTTAAAGACTTAATCGG2 1.7006893 1.2075845 0.4139464 0.9360329 0.9226051
KIF1C 4 3106;4588;15359;47427 TGATGGGGCGACAGGAGCCA;TGGACTGTGGAAATAAAGCA;CTTTGCCTATGGGCAGACCG;CCTCACTGCCACTTTCACCG2 1.7001583 1.2672418 0.4144256 0.9351141 0.9226051
SRXN1 4 3702;4593;35364;72618 CAGCGGCACGTTGTGCACCG;TCACCCGGATCGTGTCCACG;GAGGGGCCCGGGCCGAGCGG;CCACTCGGGCCGCATCGCCG2 1.6992742 1.2341291 0.4151709 0.9347985 0.9226051
UTY 4 4361;4595;49385;72748 TGATGAGGCAAAGAAAATGG;GTATCTCCAAAAGTCTTTGG;CCTTGGCTCGACAAAAGCTG;ACTCTGGTCAGAGCACCATG2 1.6989209 1.2044536 0.4154859 0.9335172 0.9226051
GPC3 4 1876;4602;41094;52298 GGTCACGTCTTGCTCCTCGG;ACATTGCAGTAACCGCCACA;CATCGCCACCACCAAGCACG;GCAGTCTCTGGAAGAAGGAG2 1.6976854 1.3643908 0.4165534 0.9339287 0.9226051
PPA1 4 2686;4604;62408;73990 GTACTCCAGGGAGAAGGGCG;GAGGAAGACTCGGTACTCCA;TTTAGACTTGGGAAGACCCA;TTGCATGAAGACATACCTGA2 1.6973328 1.2935656 0.4168331 0.9325757 0.9226051
POLR3H 4 2575;4609;39867;61562 GCTGCTGCAGTGACTCTGGG;TGTGTGATGCGCCATCCCCA;GCTCAACGACTCCATTGCCG;GGATGCCTATGTATTCCCTG2 1.696452 1.3012861 0.4175909 0.9322959 0.9226051
GLP2R 4 2532;4619;15994;70373 ACTTTCAGAGAGCTCAGGAA;CTACTCACCGAAGAAACAAG;GCAGACGATAGAGAACGCCA;CTTGCAGCTGATGTACACCG2 1.6946934 1.3036753 0.4190742 0.9336338 0.9226051
PKP4 4 4344;4621;43942;74505 TTACTCCTATATATGAGGGG;ACATCTCTCCATGAAAGTGA;CCTCCCCAACAGCTATACGG;CGGCAGACCTCCAATCCCAA2 1.6943422 1.2028549 0.4193383 0.9322552 0.9226051
SETD2 4 4377;4622;47862;52553 CGGAGCTGATACTTACTCAG;GTAGATCAGAAAGAGAGCGA;GCAATACCTGAACTCCCAAT;GCTGTGGTAGTAGCCAGCAG2 1.6941667 1.2014295 0.419489 0.9306311 0.9226051
FAIM 4 4111;4632;31223;51466 AGGAAGAGATAAGAAAAGAG;ATAAATATAGACGCTATCAG;ACAAGATCGAATTTGAACAT;GTATATGTAGATGGAAAGGT2 1.6924134 1.2117075 0.4210763 0.9321941 0.9226051
KRTAP9-2 4 1489;4633;31976;66249 GCAGGTGGTCCTGCAGCAGG;GCAGCTGGACACACAGCAGG;CCTGCTGCAGGACCACCTGC;GCTGCTGCAGGTGGTCACAG2 1.6922383 1.408383 0.421225 0.9305723 0.9226051
IRF2BP1 4 2662;4645;20678;45465 CATGGTGTGGGACTTCAGCG;CTTGAAGCGCACATTGAACG;GCTGGGCCGTGAGGAGGCCG;ACACATTGCCGGAACCACAG2 1.6901403 1.2917013 0.4230119 0.932569 0.9226051
MPHOSPH9 4 1176;4656;12460;61540 GAGCACATAGATGTTCCCAA;GTATCTTCGGAAAGTCAAAT;GTACAAATCTAAAGACCCTA;GGAACTTTGGAAAAACTGTG2 1.6882222 1.454839 0.424674 0.9342829 0.9226051
THAP3 4 3443;4659;55462;66007 GCTTGGGCTTGAAGTTGCCC;TAGGTTTCCGTTCAGCCGCC;ATTCCTTCAGCAGCTCCGGG;CGAGATGCCGAAGTCGTGCG2 1.6876999 1.2417191 0.425147 0.9333789 0.9226051
KRTAP21-1 4 597;4665;8269;59363 TGTGGCTATGGAACTGGCTA;AACTCCTGTGGCTATGGCTC;TATGGCTCTGGCTCTGGCTG;GCCATAGCCACAGCCACAGC2 1.6866565 1.5961617 0.4260701 0.9334648 0.9226051
GNRH1 4 3265;4667;29113;63034 CTACTGACTTGGTGCGTGGA;CGGCATCTCTCTTTCCTCCA;TTTGATTGATTCTTTCCAAG;TATTCTACTGACTTGGTGCG2 1.686309 1.2509249 0.4263674 0.9321821 0.9226051
CCDC114 4 1689;4670;9388;21279 GGAGCTGCAGGAGCAGACCA;AGCGGCTTCGGGACAGTCAG;TGTGCAGGAAGAGATCAAGG;TCAAGCTCAAGAACAACGAC2 1.6857881 1.3795728 0.4268331 0.9312722 0.9226051
POLR2A 4 118;4673;28261;35661 GTACAATGCAGACTTTGACG;TTCGGTGTGGAACAACCTGA;CATGTCTACGACCTTTGCAA;AGGAGTTCTCCACAAAGCCA2 1.6852675 1.9433153 0.4272884 0.9303434 0.9226051
KRTAP10-9 4 3932;4681;13302;58823 GCTGGAGCGGATGGACATGG;AGGAGGTGCAGTAAGCCGGC;AGTCGGAGTAAGCGCTGGAG;GCGGATGGACATGGTGGACG2 1.683881 1.2154581 0.4284932 0.9310469 0.9226051
SKOR1 4 3415;4684;12224;25086 GGTAGCCCGAGGGAAAAACG;TGATGCCCAGGGCCACGCGG;TGAGATCCACAACCGCCGCG;ATAGCTGTAGTTCTTGAGGA2 1.6833617 1.2410671 0.4289724 0.9301742 0.9226051
SEPW1 4 4007;4688;49802;50824 CAAGACTCACGATGTCCAGG;TTACCAATAAACGACTCGGA;TCGCCGTCCGAGTCGTTTAT;GGGCTTACCAATAAACGACT2 1.6826699 1.2114405 0.4297115 0.9298674 0.9226051
TMBIM4 4 3029;4691;35671;52645 GTACCCTCGCTCCTCGATCG;CGTCCTCGATCGAGGAGCGA;CTTCAACTATGGCAGCAGCG;GCAAACAGCAAAATTAAGGC2 1.6821515 1.2629891 0.430173 0.9289626 0.9226051
TECPR2 4 2091;4704;42775;47710 GCAAGCGGAGAAGCTGCCAG;GCTATAATCCAGCTGCACAA;TGAGATAGACCACGATAGAG;TCTTATTCTGAATTAGAAGG2 1.6799091 1.3338685 0.4321034 0.9312268 0.9226051
MYO1C 4 663;4712;47786;61705 GATGATCTCTGGGGAGAGCG;GACAGTCATTGATTTCACCG;GCTGGAGTTATCGTTCCGGA;GCAGAAGGCGGAATTCCCCT2 1.6785324 1.5699107 0.4332988 0.9319013 0.9226051
LETM1 4 2241;4713;27543;46081 CCTCGGTACACCGTCCCGCG;TCAGCTGTGCCAGCACCCTG;TTACCTGCCTGCGCTCCCGG;ACACAAGGAACGGCACCAGG2 1.6783605 1.3193978 0.4334578 0.9303485 0.9226051
MKNK2 4 2140;4723;25913;34459 GGCCAAAGTCAGAGTCTCCG;AGGGGCAAGAAGAAGAAGCG;GCCTCACCTTGAACGAACGG;TCTCAAACACCAGGTAGAAG2 1.6766437 1.3276458 0.4349651 0.93169 0.9226051
GSG1L 4 3517;4726;42607;55710 TGTGGGCGACCATTCCCAGG;CTTGGTGTAGGAGTTGAGCG;GCTCAACTCCTACACCAAGA;ACTCCAGCAATGTCATCGAC2 1.6761294 1.2319931 0.4353996 0.9307328 0.9226051
PAPL 4 3548;4728;30382;67952 GCAGCTTGCGAAGCGTGACT;TATTCTCCTTGGGAGTCCAG;GGTCTCCAAACACAGCCAGA;CCTGGGGGCTGACAACCCGA2 1.6757867 1.2301999 0.4357084 0.9295112 0.9226051
IKBKAP 4 165;4730;17745;45241 CCTGACAGAGAACATGCAGC;AATGGTGAATGACAGACCGG;TGTGGTCTATGGTCATCCCA;TCTCTCTCCGAACTGAACAG2 1.6754442 1.8660134 0.4360088 0.9282767 0.9226051
TAS2R30 4 1775;4733;24187;27290 TCTGGGTGTTATTACTACAT;TGAGCAAATAAAACATGCTG;TCTTTATGCGAAGAAAAATA;TTGTCTCTTGACCCACTCAA2 1.6749307 1.3641277 0.4364516 0.9273499 0.9226051
OR2T11 4 101;4747;22068;39542 GACAGTGGTACAGATGAAAA;TCAGGACTGGGTATCTCAGA;ACTGAGCAGAAAGTACATGG;TGTTCACCAGAAGCCCCAGG2 1.6725391 1.9705829 0.4386855 0.9302246 0.9226051
MYH7B 4 1026;4748;10439;21069 CTCACAGCTGTCAATATCCG;GATCACCTACCTCGGCACCA;GGACATCCTAGGCTTCAGCG;GCTCACATAGATCATCCAGC2 1.6723686 1.4752142 0.4388601 0.92873 0.9226051
TIGIT 4 3487;4749;12556;57340 GCTGACCGTGAACGATACAG;GTTCACGGTCAGCGACTGGA;ATGTCACCTCTCCTCCACCA;CGCTGACCGTGAACGATACA2 1.6721981 1.2316131 0.4390192 0.9272085 0.9226051
MAFB 4 1583;4756;18937;53957 GAGCTACACGGAGTGCTGAG;AAGCTGTCGAAGCTTTGCAG;CTACCAGCAGATGAACCCCG;CCTCGCTTCAGCGATGGCCG2 1.6710056 1.3853107 0.4401096 0.9276562 0.9226051
SLC32A1 4 708;4777;23919;42976 GATGGACATCCTGAAAGCCG;TCATGTACAACAGCTTCCCG;GGAGACATCCATTATCAGCG;TCTGCGCTACGTTCACCACT2 1.6674397 1.5505006 0.4432988 0.932517 0.9226051
TRHDE 4 3110;4782;11813;63858 TTGCGGGTAGAGGAAAAAAC;CAGCTCCTATGTGCTCCACG;TGACCGCGAGCAATGCCACG;GGAGAACTTCACCTTCTCCG2 1.6665932 1.2502162 0.44412 0.9323871 0.9226051
AMPH 4 816;4791;10210;53867 AAGCTCTGCAGAGCTCCAAG;AGACTTCAGCGAGAACTCCG;CCTACCTGTGAAGGTGACCG;TTATGTCAGGAAATTGCCCC2 1.6650718 1.5194399 0.4456418 0.9337258 0.9226051
CREM 4 936;4794;37889;57441 GTAAGTTGGCATGTCACCAG;CCTACTGCTGCTTTGCCACA;TTTGCCACAGGGAGTGGTGA;GCAGCCATCACCACTCCCTG2 1.6645654 1.4904529 0.4461034 0.9328419 0.9226051
CNN3 4 3144;4803;21356;44993 GGGCTGTAACTCACTCGCAG;GACTTCGGCCGAGAGCCCAT;ATACTTAACTCCAATGTCAA;ACCATGACCCACTTCAACAA2 1.6630481 1.2463921 0.4474994 0.9339118 0.9226051
CAST 4 1576;4804;11257;19754 CGACTTCCTTAATTGAGCGG;TGTCTTCATACCTTTCCCGA;ATGAGTTCTGATTCACTCCG;GTACAGATTAAAACCAGCCA2 1.6628797 1.3821477 0.4476574 0.9323989 0.9226051
TNMD 4 1600;4809;14161;44694 GGACAATTAGAGTTAGGGCC;GAGCACACTTTCTACAGCAA;AGAGAAGAAGAAGATTTACA;GTTCTCCCAGGCCTATGACA2 1.6620383 1.378659 0.4483716 0.932048 0.9226051
FHL2 4 4158;4814;31199;46530 GGAGGAGAGCCCCTACTGCG;GAGGAGTGTGGGAAGCCCAT;GCACTTGGATGAGTACTCGT;ACCCGCAAGATGGAGTACAA2 1.6611979 1.1940651 0.4491533 0.9318386 0.9226051
MICALL1 4 3713;4816;37116;63989 TCAGGGATCGACATACCCCT;GGTCGCGGATCTCCACGCCG;GCTCTCAGAGGCCTTCCTGG;GCCCATTCTCATAAGCCCCA2 1.6608619 1.2143796 0.4494745 0.9306766 0.9226051
H3F3C 4 2141;4817;48582;67349 GCTTCACCCCGCAGGTAGAG;CAGACTGCTCGTAAATCCAC;AAGCACCCCCTCTACCTGCG;CTGCTCGTAAATCCACCGGT2 1.660694 1.3195785 0.4496138 0.9291431 0.9226051
TRABD2A 4 4384;4818;24878;70973 AGCTGTCAGATGCTGCCACA;TGGATGACCCCAGACCAGCG;TGAGCTTGACATACTCCAGG;GGTCTAAGACAGGCACTCCA2 1.6605262 1.1843271 0.4497645 0.9276393 0.9226051
ERGIC3 4 607;4826;11237;16773 GGTGCATCCTGAGCTCTACG;GGTGAGGTAATACTGCAGCT;GCTGCAGTATTACCTCACCA;GCAGTATTACCTCACCACGG2 1.6591846 1.5789065 0.4510254 0.9284266 0.9226051
F9 4 2468;4833;16268;51627 TTTCTAGTGCCATTTCCATG;GTAACATGTAACATTAAGAA;TTCTTTCCTTCAAATCCAAA;GCAGCGCGTGAACATGATCA2 1.6580127 1.2903166 0.4521502 0.9289311 0.9226051
PKIG 4 1163;4845;11284;31582 CCTGTGACCGGACAGGCCGT;TGTCAGGGACCGCATTCCGA;AATGCGGTCCCTGACATCCA;TGACATCCAGGGAGACTCAG2 1.6560079 1.4410304 0.4541491 0.9312262 0.9226051
PTEN 4 756;4856;7878;17738 GAGTAACTATTCCCAGTCAG;AGAGGCCCTAGATTTCTATG;GGTGGGTTATGGTCTTCAAA;ACCTCTGCAATTAAATTTGG2 1.6541749 1.5300467 0.4558851 0.9329741 0.9226051
C14orf79 4 2696;4857;21901;53986 AAGTGCTGCTGTGTTCCCCA;GGAGATGCTGGCTTTCCCAT;GCAGAAATACCTCAGAAGGT;GGGTCCCTCGAGGAGTTCAA2 1.6540085 1.271187 0.4560223 0.9314498 0.9226051
COLEC12 4 1405;4862;24418;61537 GCAGAACCTGAAAGACCTGC;TCTCACAGACGACTTCGCAG;GCTGGAAGCGTTCCTCCAGT;TGCAATCCTTCGGTTACAAG2 1.653177 1.4007144 0.4568092 0.9312558 0.9226051
G2E3 4 3837;4871;42754;60508 ATTCTCTCTGAAGTCCACAT;GTAGGTTCAAGCAATAAATG;CATTCTCTCTGAAGTCCACA;GAAGATGTCGTTGCAAAGAA2 1.6516826 1.2037957 0.4582094 0.9323105 0.9226051
FAM127C 6 871;3139;9832;23867;26140;39450GTTCTCGTCCACGAACATGT;GTTCCTCCAGCGACGCGCCG;CGTTTGATGGCGATACCGAC;GCACGATGAACTCCGGGAGC;GATGAACTCCGGGAGCCGGT;GGCTCGGCCCCTCCGGCCCG2 1.6514062 1.4159772 0.458515 0.9311382 0.9226051
GALP 4 2052;4883;42789;63992 GGACGAGGAGGAGGACCAGG;GGCTCAGCAAGAGGACGAGG;TCAGCAAGAGGACGAGGAGG;AGGAGGACCAGGGGGACGGA2 1.6496947 1.3224998 0.4601263 0.9326168 0.9226051
DDAH2 4 33;4886;48090;64200 GCAAAGCCCTGCAAGACCTG;GCTCACCTCTGGCCTACGAG;GGATCTGGCCAAAGCTCAAA;CGACACGGCCGTGATCCAAG2 1.6491986 2.2012227 0.4605805 0.9317491 0.9226051
LRRC14 4 3104;4889;56657;67100 ATAAGTCCATACCTGCAGAG;GGTCCACGCGCACCTCCACG;GCTAGGCCGCTCCTGCAGGA;GTTCCACACCATCATCCAAG2 1.6487028 1.2416357 0.4610712 0.9309582 0.9226051
STIL 4 3223;4890;38989;39729 TTTCAGCGCTCAGTTCACAA;CAGGTATCTTGCCATCACAA;GCTCCTTGCCAAGAATTTAG;TGTTTCTCATCATAAAGCTG2 1.6485376 1.2344677 0.4612396 0.929521 0.9226051
FAM160A2 4 747;4891;24914;29462 GGAACTCATGAAGAGTGCAA;GGATCACTCTTACTTCTGCC;GCTTCTGGCTCAGCATAACG;CTCACAGCTGAGGTTCAGGA2 1.6483724 1.5296668 0.4613841 0.9280411 0.9226051
CYSLTR2 4 2503;4892;32893;57496 GTATCAGAAATGGAACCAAA;GGATCCATATGATCCCACAG;TGACATGCAGAAGCCGAAAG;ATTATCTTAGAGGCTCCAAT2 1.6482073 1.2826718 0.4615483 0.9266065 0.9226051
CFAP46 4 3445;4913;36533;62851 ACTTTGCCAAAGGAGAACCG;GATGAAAGTGTACAACCGAG;GGCGTTCCAGTAATGCCGCG;GCAGGATCTCGACAGCCCAG2 1.644748 1.2201353 0.4650244 0.9318136 0.9226051
SH2D7 4 4250;4914;14112;60913 GTAGGACAAGATGTAGCCAG;GCTTGTGCACCATTACCAGG;GCCCCCTTCATTCTGCAGAA;GACCACTGTGAGGAATGCCG2 1.6445837 1.1818562 0.4651866 0.9303731 0.9226051



PVALB 4 1708;4925;32795;69442 GAGGACATCAAGAAGGCGGT;CGGCCTGAAGAAAAAGAGTG;CCACAAAAAGTTCTTCCAAA;TGAGGACATCAAGAAGGCGG2 1.6427785 1.3558085 0.4669568 0.9321482 0.9226051
MYO3B 4 2661;4926;30327;64403 TATTCCCCTTCACATCACGG;GCCCCCATCACAACTCCAGT;ATATGCTTAGATTCTGGAAG;GATCTCATACATCTTGTACG2 1.6426146 1.268011 0.46712 0.9307146 0.9226051
LY6E 4 4019;4930;31316;47621 CACGCAGTAGTTGTCCTGGT;ACCTCGCTCCACACCCAGAA;GCCCTTCTGGGTGTGGAGCG;TCCTGGTCGGAGCAGATGGT2 1.6419594 1.1905465 0.4677572 0.9302291 0.9226051
VCX2 5 1856;3865;32878;39735;47931GGCCTTGGCCGGAGGTCCCG;GGGACCTCCGGCCAAGGCCA;AGGGGCTGCGACAAAGATGG;GTTGTCCTTCCAGACTACCA;CCTTCTTCTTCGGGTCACTG2 1.6414215 1.2954168 0.4684225 0.9298011 0.9226051
CDH20 4 2903;4941;38864;42611 GCATGTCCTTGTACTTCTGG;TTACCTTGCCGACATACAAA;GCTTCATTCAGATATGGACA;ATTCTACCAGAAGTCCACAT2 1.6401605 1.2500753 0.469515 0.9302212 0.9226051
UXT 4 3700;4945;7671;56113 GCTCATATACCTTGTCTCGA;TGGCGACGCCCCCTAAGCGG;GCGCAGCACTTTCTCCCCCG;TCATGGCGACGCCCCCTAAG2 1.6395074 1.2043447 0.4701585 0.9297516 0.9226051
KDM3A 4 3274;4958;14157;33269 GATACTGCTTGGCTGTACTG;AGAACATGCACCTTCCCCAT;CGAATGGTCCCGGAGAGCCA;GCTTGGACCCATCTACTCAG2 1.6373889 1.2259492 0.4723997 0.9324375 0.9226051
MRC1 4 1293;4964;14896;62605 AGATGAGAAAAAAATCCAGA;TTAATGCAGGGCGAAAGCCA;CGAATCACAGAAATTCCGAT;TGGCATATCTGAATTCCAGT2 1.6364131 1.4093765 0.4733789 0.932627 0.9226051
CHRNA4 4 1016;4965;9330;21573 GGGCAGGTAGAAGACCAGCA;AGAAGTCCAGCTGGTCCACG;CCTATGCCTTCGTCATCCGG;GGAGCTCTTGTAAATGGCCG2 1.6362506 1.4591936 0.473539 0.9312051 0.9226051
KLK9 4 3668;4967;26988;43801 GGGCAGCTGTGAGCAGCCAG;GCTCTGCTCTCTCTGCTGGC;GCACCACCTCTGGAAATGGG;GCAGAGAGAGCAGAGCACAG2 1.6359257 1.2041464 0.4738664 0.9301169 0.9226051
IL5RA 4 4742;4970;13715;35158 GTATCTCAGTGGCCCCCAAA;TTAATGGTGAAATTGACAGG;TGAGTGGTCGTTCTGCAGGA;GTCAGCTTGCAGTATCTCAG2 1.6354387 1.1580636 0.4743695 0.929377 0.9226051
CNTD1 4 1926;4975;23823;28955 GAGAGAGTCTCAGAATTGGA;GCTGAACACATGACACAAGA;GTAGATAGCCTAGAGCCTGG;AAGAGGCTCGTGAATATGGA2 1.6346276 1.3275977 0.4751793 0.9292395 0.9226051
FAM122C 4 4801;4977;42581;65375 ACTGATCAAGAAACACAGCT;GATCAGTCCTTCCAGTTCCA;GCACAGGAGAAAATGAAACT;TCTCAGAATGTTGCCGTCTG2 1.6343034 1.1553606 0.4755088 0.9281651 0.9226051
PSIP1 4 580;4983;13011;13194 TGAGTTCCAAAAAAGAAAAT;TGAAGAAAAAGCCAGCAATG;CTACTCCAAAAGCTGCCAGA;TAGGTAGACGAAGTTCCTGA2 1.6333316 1.575623 0.4764662 0.9283179 0.9226051
PHYHIPL 4 4824;4987;22277;52150 GGGAACAAATCACAAGACAG;CCACGGACAGTCATAGGCAA;GGATGTTCCCACAAAATTGG;GAGAAGGCTGAAGTGATTGC2 1.6326845 1.1537278 0.4771159 0.9278718 0.9226051
PTGER1 4 3869;4988;9548;14530 CATGGAGAAGATGGGCAGCG;GCTGGGCTGTGGCATGGCCG;GCGGGCGACCGAGACCCGCG;GGGCGAGGCGACCACATGCG2 1.6325228 1.1927066 0.4772812 0.926487 0.9226051
SSH3 4 1129;4992;19096;56144 GCTCTCTCCGCAGGACCAGG;ACACTTTCCACAGCTCAGCA;GAGTGAGGAGGAGCTCCACG;GCAGTCCCAGGACAGCCCCA2 1.6318764 1.4351064 0.477934 0.9260519 0.9226051
LRRC37A 5 404;3918;8117;39859;72445AGGAGCTGTAGTCTTCTCCA;GGCATCTCTGAGGAAGCAGA;CCACTCCTCCCATTTCCCAC;CCAGGACTCAGGCGGCCCCA;GGAAGACTCACCCTCCTCAG2 1.630567 1.6039415 0.479355 0.9271041 0.9226051
PXDNL 8 2169;2383;11443;22974;51876;61234;62234;67102GCATGGCCAGAAATTCCGCT;TGTCATGCCAACAATAGCCA;GATGCTGTCGCAGCCAGAGC;TGCGACTTCTTTGTCTCTGG;ACAGCATCTGTACCTGGCCA;GCTGCGACAGCATCTGTACC;CGTCTACTTCACCTGCCGGG;GTTTGGGGTTTCCTTCCGCC2 1.6295801 1.176535 0.4803519 0.9273337 0.9226051
CHD1L 4 4132;5007;33548;47069 ATAAACTGCTGGCCTCTGAG;ATACTGGGAGAAACAAAAGA;TCATACCTGGAGGTCAGCAT;GTATATCATATCATACCTGG2 1.6294573 1.1793169 0.480514 0.925954 0.9226051
MYSM1 4 3649;5016;36366;42239 AATGGTAGAGGAAAGCCATG;AAAAAGAGCTGTTTGAACAA;AGGCGGATGTGGATATCGAA;TCACTGCTAGAATTCTTCTG2 1.6280097 1.2011418 0.4819246 0.9269807 0.9226051
SOD1 4 147;5017;44323;66660 AAGGCCGTGTGCGTGCTGAA;AATCCTCTATCCAGAAAACA;CCTCTATCCAGAAAACACGG;TTGGAGATAATACAGCAGGT2 1.627849 1.8671418 0.4820805 0.9255946 0.9226051
SLC13A3 4 3506;5021;13003;13691 TTAAAGCAAAGACCACCCTG;GATGCTTGTTGGAGTCCAGC;GTGGAACCTCTGTCTCCCCA;ACAGGAACAACAGCATAAGA2 1.6272066 1.2081113 0.4827541 0.9252058 0.9226051
SGK2 4 3652;5029;14524;52499 GTGTGCTTCTGAAGAACGTG;CCGTCATTCTCAGGGACACG;CTTCTTTCTTTAGCCCTCCA;TTTAGCCCTCCAGGGCCAAT2 1.6259235 1.1999478 0.4840774 0.9260612 0.9226051
GRM2 4 734;5031;20927;21878 CATCGCGTCACAGAGCCGGG;CCACACCCTCAAAGGCCGCG;GGGCCGTGCCATGAGCCGCG;GGTCCTGTCAATGAGCACCG2 1.6256031 1.5219799 0.4844132 0.9250277 0.9226051
GPRC5A 4 4085;5033;67155;72256 AGAAACGGTGGCCACAGCCG;GCCTTCATCATCGGACTGGA;AGTGAGCATGAAGGCCACCG;AGATGCCCAACACACCCAGG2 1.6252828 1.1792799 0.4847334 0.9239683 0.9226051
RCSD1 4 505;5034;14918;67294 CAGCCAGTAAACCAACCCGA;TGTGCGATCTAGGCCCAGCG;TGACCTTCGGAATCGCCTGG;TCTTGACCTTGAATTTAGGA2 1.6251227 1.6009279 0.4849069 0.9226338 0.9226051
HMGN1 4 640;5039;64328;72915 AGCCCAAGAGGAGATCGGCG;TTTCTTTCTCCAAGCCCAAG;AGTGGAAGCGAAGCCGAAAA;CGAAGGCGCCGCCAAGGAAG2 1.6243228 1.5502702 0.4857656 0.9226051 0.9226051
PIK3R5 4 2471;5050;23739;44700 GAGCCTCACCTAACACCCCA;GATCCTGCAGAAGACCCGAG;TTACAGACACTGCAAAACCA;CGTGGCAGCCAGGAACGCCG2 1.6225659 1.2723565 0.4875733 0.9243759 0.922712
PPP2R3A 4 737;5058;33910;37449 CTGTCTCGATACAATGACCA;ACATACTTACTTTCTCCACA;CCACTCCCGCTACATCACCA;TGTTCTAGAGAGCTGCAGTT2 1.6212908 1.5189644 0.4890067 0.9254321 0.922712
PCSK9 4 3421;5060;13262;40510 GATGCTCTGGGCAAAGACAG;TCTTTGCCCAGAGCATCCCG;CTAGGAGATACACCTCCACC;TACCCCTCCACGGTACCGGG2 1.6209724 1.2095461 0.4893394 0.924405 0.922712
PLEKHA3 4 2434;5063;33100;72367 TCATTCATCTCCTAGTGCAG;GCATTAAGAGGTCACAGTAG;TGAATGCAGCTGAAAGACAG;TTATCTAAAACAAACCAACG2 1.620495 1.2742634 0.4898435 0.923705 0.922712
TSGA10 4 4454;5065;30411;67859 TGAGCTGGCCCAGATCGCCA;CTAAGGGAGAGGCTAAAGGT;GGAAAAATATGAGCGCCATT;TAAGAGTCCTAAATCAACAA2 1.6201769 1.1613616 0.4901907 0.922712 0.922712
OR4P4 4 1641;5084;18631;61339 TAGAGATCTTCATTCTCACA;GCACTTTGTTTATTCTCTTG;TATGCCTCCAAAAAAATGGG;ACAAAAATAATACAAAGCAG2 1.6171618 1.351092 0.4932812 0.9268771 0.9244853
ERMN 4 4254;5086;16806;64211 TCCTGGTTACTGCCACTCAG;TGTTCCGGCTACATTTACCC;AGGAAAGAAGAAAATTACAA;ACTCACCAAAGGAAGTCAGG2 1.6168451 1.1678196 0.4936149 0.9258566 0.9244853
KIFC3 4 285;5087;11610;69004 AGGTGCAGCAGAAGACCGAC;GCAGTATGTCATCAAGACAG;GCTCACACCAGCTGACCGCG;TACCTGCGCCCGGAGCCGCG2 1.6166869 1.7190041 0.4937781 0.9245206 0.9244853
MYL9 4 1574;5095;8570;33846 AAGCCAAGACCACCAAGAAG;GTCAAACATTGCGAAGACAT;AAGCCAAGATGTCCAGCAAG;CCAGATCCAGGAGTTTAAGG2 1.6154218 1.3586767 0.4951336 0.9254178 0.9244853
C12orf60 4 4768;5102;12242;13292 AAAGGAGTCTTTATGTTCCA;GGATTTGAGTATTCATACTG;AAGACATGACAAAATTCAAA;TCAGAAGAGTACCAATGTAG2 1.6143166 1.1465574 0.4962334 0.9258347 0.9244853
ZNF562 4 3794;5107;13864;26184 ACTCTGTGAGAATTGTGGAG;TCAGCCTTTGATATGTCCCA;GGAAAGTTCTTGTCCAATAG;GTGCATCTTGAAATTCTCAA2 1.6135282 1.1867705 0.4972282 0.9260546 0.9244853
SLPI 4 3878;5108;10688;52434 AGAGTGACTGGCAGTGTCCA;GCCTTCACCATGAAGTCCAG;CACTGGGCAGATTTCTTAGG;CCAAGGTGCCAGAGTTCCCA2 1.6133707 1.1827088 0.4973976 0.9247392 0.9244853
SIMC1 4 2023;5117;46038;68812 ATCGTGATCTCGGACGACAG;GATCACGATGAAATCCTCCA;CAGCGGCTCTGAGAGCTCCG;TCTCTTGGTGGGTAATGCTG2 1.611954 1.3064601 0.4988508 0.925811 0.9244853
EFNA2 4 1361;5118;22911;49402 GGTTCCAGTAGACGGCGTAG;GCTGTACATGGTCAACGGCG;GTAGCGGTCCGAGTTGGCGC;GCAGGTTCCACGCAGGCGCG2 1.6117967 1.3865423 0.499012 0.9244853 0.9244853
ATP5J2 4 96;5127;14478;38870 AGAAGTTTCTTGTCCTTCAC;ACTTCTGGAGGTCAAACTGG;GAAGGACAAGAAACTTCTGG;TCCCGCATCAAGATCCAGCT2 1.610383 1.9504863 0.5005234 0.9256615 0.9256615
MS4A12 4 2857;5135;46190;60363 GGAGCCATAAAGCTGCTTGG;TCTAAGTTGATTGAACCCAG;GCTCAGCGTGCTCAGCCCTA;CCCGGAGATGTGATGCCGTA2 1.6091287 1.2376104 0.5018373 0.9264689 0.9264689
BARHL2 4 1939;5141;54480;56936 AGAAGACGTGGAAGTCCTGG;GGCCTGACTCCTAAAATCCG;GCTCGGTGAGGCCAGGACCG;GTTCGGAGATTGATACCGTA2 1.6081893 1.3130342 0.5028467 0.9267122 0.9267122
SDK2 4 2462;5150;63055;63661 CCATGCATGTAAGCACCAGG;ACAGCAGTAAAGTCACCGAG;TATCATTTGGAAGAAGGACG;AGCTCTGCATCAGATCCGCG2 1.6067825 1.2651759 0.5043519 0.9278669 0.9268927
RNF128 4 1526;5163;26478;43129 CTTTCTATCAGCGCAATCCA;TTGAATAGTGATTCACCCAA;TTAGTAATACTAAGAAGCCC;GTAATAAGTCACAGTCACAT2 1.6047551 1.3596408 0.5066637 0.930499 0.9268927
ZNF783 4 1786;5167;19155;39299 GAACTCGTACCTCTACTCCA;CTCCAGCTCAGAGAAATACA;CGAGACAGACAAGCACACAG;TGAGGTGCTCTGGATACGGA2 1.6041324 1.3274853 0.5072916 0.9300346 0.9268927
HS3ST2 4 5049;5170;40174;62205 CTATAGGGTCCTGGGCCGCG;CACCCAAGCTGGGTACCAAG;ACCTGTACCAATCCAGCCCG;GGAGGCAGCGAGGCGCGCCG2 1.6036657 1.1314208 0.5077781 0.9293131 0.9268927
ZNF491 4 3936;5181;64656;73917 GTGTGGAGAAACTTTCACCC;ACTGCTTTCGAACACATGAA;GTATAAACTGAGACAATCCA;AGATATATGGTAACGCACAG2 1.601957 1.1743121 0.5096305 0.9310896 0.9268927
IGFBP7 4 995;5182;19514;60017 GAGGCGGAAGGGTAAAGCCG;GCTGCGCGCCGCCAGCCAGA;GACGGCACCACCTACCCGAG;GAGCAGGAGCAGCAGCCCAG2 1.6018019 1.4463189 0.5097937 0.9297791 0.9268927
C15orf62 4 2865;5183;29409;44564 GCTCAGCTGCTTGAAGAAGG;GCTTGAAGAAGGAGGCGTTG;CTTTCCGCCAGGTCTCCATG;ACAGCAACCGAGAAGTCATC2 1.6016468 1.2333349 0.5099506 0.9284618 0.9268927
MAP3K12 4 449;5194;47954;49604 CCTGCACAAGATTATCCACA;TCACCAGTTCCTCTTCTAGG;TCACAGCCACCTCCTCCCCG;ATAGTGCTCCCTGATGTCCA2 1.5999428 1.6133689 0.5118113 0.9302457 0.9268927
RASGEF1C 4 1665;5208;19248;57749 GCCGGCTTACCAGTTCCACG;CACAGCCGACTACTACCCCG;GTGGACCGAGACCTTCCCAA;GCCACCAGCCTCCATCCACA2 1.5977797 1.3384622 0.5142178 0.9330137 0.9268927
EFNA3 4 633;5214;42160;66162 CCCGCACTACAACAGCTCGG;GTCGTTCACGTTCACCTGCA;CCGGGCCCTTGGGCCAGCAG;TGTTCCAGTACACCGCATGC2 1.5968547 1.5388627 0.5153831 0.9335241 0.9268927
DDX27 4 909;5215;15425;32719 ATACACTCAAAGTAAAGGAT;TGATGAGTAGTCAGTCTCCG;GTACTTGCGCAAAGACGACG;CTATGGTTCCGATTAAGCCG2 1.5967006 1.4626381 0.5155494 0.9322263 0.9268927
DOK5 4 4391;5216;21505;26502 TTAATGACATAGTGAAGCAA;GAGGATCGATACTCACCCCG;GCACCAAGAAACATGCCATA;CAGATCTTGAGGCTGATGAG2 1.5965465 1.1520557 0.5157095 0.9309217 0.9268927
CEBPB 4 582;5221;14719;34010 ATGGATTTAAAGGCAGGCGG;CCTCTTCTCCGACGACTACG;GTAGTCGTCGGAGAAGAGGT;GCAGGGGCGCGAAGCAGCCG2 1.5957768 1.5561157 0.5165307 0.930813 0.9268927
LYPD5 4 172;5230;18067;25855 CGCACCACCGAGTAGTCTGG;GCTGCCGCCAGACTACTCGG;CCAGACTACTCGGTGGTGCG;CCAGCAGCCCTTCCGCACCA2 1.5943934 1.8165269 0.5180369 0.9319369 0.9268927
PPM1B 4 61;5232;22073;22754 ACTTTCCTCTGCTTCATCGG;CCAGCAAGACCTCCCCCAGG;GATTATGGAGAAGTCTGGCG;TCCCAAGGTCTCAGATGAAG2 1.5940863 2.040503 0.5183602 0.9309326 0.9268927
PRDM1 4 596;5241;36877;43084 GGATGGGGTAAACGACCCGA;CTTGAACGCGTCCTACGGCA;TTGGACAGATCTATTCCAGA;TTACAATTCATGCCGTAGGG2 1.592706 1.5495417 0.5199402 0.9321849 0.9268927
RBFOX3 4 3505;5243;39172;71065 GGACTACTCCGGCCAGACCC;GCAGGGATGCCGTTCTGTGG;GTAGGGTCGGAGGGGTGGAG;CCTGCAGCAGACAGACGAGG2 1.5923996 1.1907606 0.5202822 0.931217 0.9268927
SERPINE1 4 3523;5254;13248;47152 CTCCTTGTACAGATGCCGGA;GGACCAGCTTCAGATCCCGC;AGACCCTTCACCAAAGACAA;GCACCATCCCCCATCCTACG2 1.5907168 1.1889716 0.5221398 0.9329605 0.9268927
TAS2R38 4 1168;5259;34028;74250 GCTTGCCAAGCAGATCAGGA;AGGAGCAAAGAATAATACCC;TGACTTCATAGGACACAGTG;GCAGTCCATGCAGGAAAAGC2 1.5899532 1.4071158 0.5230307 0.9329737 0.9268927
CST9L 4 5140;5270;16348;62828 GTGGACAGCAAACTCCACTG;ACTACTATGCCTACAGACTG;GCGCTGCTGCTGCTTCTCTT;GCACCATGCTGGGCCTGCCG2 1.5882759 1.1206988 0.5250078 0.9349212 0.9268927
TAC3 4 2375;5278;43115;54877 AGCTAGGCTGAAGGCCAGGA;GTAGAGATCTGGATCCCTCT;GGAGGAGGTGGTTCCTGGCG;CAGCCTAGCTCAGAGCTTTG2 1.5870585 1.2623419 0.5263529 0.9357386 0.9268927
RSPH6A 4 942;5285;39108;55640 GAGACTCCAGGACAGACAAG;GGACTTCTCAGGCCTCCCAG;GCAGGGCGCTCAGGGTAGGG;CTTTCATCAGAGTAAGGCTG2 1.5859949 1.4498331 0.5275213 0.9362396 0.9268927
ZNF253 4 4869;5288;35368;70993 TTTCACTCGTACCTACCTGG;TGCACAGCGGAATTTATATA;ACATCTGTAGGGTTTCTCTC;AAAAAAGGCTGTAAAAGCGT2 1.5855395 1.1285588 0.5280297 0.9355693 0.9268927
KAT2A 4 3503;5289;32198;41157 GCGCTGCCTGCCTTACCCAA;GCTGCTGGAAAAGTTCCGAG;TTCTCAAGCTTCTTGGCGCG;CTCAGCTTCAGTCAGTGCAG2 1.5853878 1.1873603 0.5281929 0.9342909 0.9268927
FBXO28 4 691;5299;12629;50591 ATGTTCTCGATGGCTACGAT;CGAAATTAGCCAGCTCCGCC;GCTGGTCCGGAGCCAGCGCG;GAATCAAGCCCCCAAGATGG2 1.5838722 1.5138448 0.5298769 0.9357023 0.9268927
KIR2DL3 4 1977;5302;46782;54348 TGTCTCTTCTGATTTCACCA;ACTTCCTTCTGCACAGAGAA;CCTGTGATGACGATGTCCAG;CTGTGATGACGATGTCCAGA2 1.5834182 1.2967746 0.5303581 0.9349886 0.9268927
PITX3 4 4672;5306;10967;13914 GTTCGCTGAAAAAGAAGCAG;AGTTGCCGTACGAGTAGCCG;CGTGTGGACCAACCTCACCG;GCCAGCGTCTGACAGCGACA2 1.5828132 1.1343286 0.5310494 0.934647 0.9268927
MZT2A 4 2519;5310;16241;71878 GGACCTGCTGAAGCTGAACG;GCTGTACGAGCTGGCTCAGG;GTACGAGCTGGCTCAGGCGG;CAAGAAGGTGCTGAGCACCG2 1.5822087 1.2484333 0.5317085 0.9342498 0.9268927
KIAA0408 4 4455;5318;63546;68146 GTTGTCTCAAAGGGAAGTGA;CTATGTTGTATCCAAATGAA;CCATGGACCTACATAAGCAG;ACAAGCCTATGAAAGATGGA2 1.5810013 1.1417343 0.5332282 0.9353638 0.9268927
TP53TG5 4 3927;5325;15926;44784 GAAGAGGCCCAAGAACAGCA;TATGCAGTTCTTGGATCCGG;CTGTGAGCAAAGTAATTGAG;CCAGGCCCCAGCTTACCCAG2 1.5799464 1.163721 0.5343987 0.9358624 0.9268927
RGL2 4 2822;5326;16690;23068 TCTCTCTCACCTCTGCCACG;CCTCAGAGCCAAAATCCTCA;GGAACACCAGGACATCCGTG;CCTGGAGAAGTGGATCCGCG2 1.5797958 1.2253033 0.5345785 0.9346273 0.9268927



TRIM49D1 4 672;5328;32020;46785 AAATCAGAGAAACCTGAACG;GCTCCAGCTCTCTGGAGCAC;AGCCAAAATGGCTCACAGGA;TGAAGTAGTTCAGGCAGATG2 1.5794947 1.5175431 0.5349538 0.9337375 0.9268927
GIP 4 1509;5329;33163;62920 GGACTAGGAGAGAAGAAAGA;ACCTTAGCATGAGATCCAAC;CAGTGACTACAGTATTGCCA;TCTCTCCTAGTCCCACTGCC2 1.5793442 1.3492167 0.5351139 0.9324756 0.9268927
ZNF354A 4 2258;5334;21868;40007 GAGAAAAAGCAGGATAAAAA;TGCTGTTTACCCGAGATGAG;GGTTCTTAGATGTTTATAAA;GTACAAGTTTCTCTGAGAAG2 1.5785923 1.2680255 0.5360047 0.9324893 0.9268927
RPS23 4 2095;5335;25764;57787 GACCCTTACACACTTCCTAA;TCTGGTCTCGTCGGTGACTA;GCATGAGAAGCACCTCCAAA;CATGAGAAGCACCTCCAAAA2 1.578442 1.2827559 0.5361773 0.9312553 0.9268927
PNMA6A 5 2873;4184;22361;28843;74678GCTAGGCAAAGTGTTTCGAG;AGGCAAAGTGTTTCGAGAGG;GCTCATCCTGGGCATCCCGG;GCCCAGGCTCTGGTACCTCA;TACCTCACGGCCTCCACCCA2 1.5784189 1.181251 0.5361773 0.9297261 0.9268927
NPY1R 4 4880;5338;16501;30306 AGATGATTATGATCAAGGCC;ATGTGTAGACAAATGTAAAG;TATTTGGTCTCCACCCTCGA;TTATTTGGTCTCCACCCTCG2 1.5779913 1.1243973 0.5366721 0.9290585 0.9268927
MDN1 4 5125;5339;30055;30794 AGAACCTGCCCAACTCACTG;TATTCCATCGGGGATCCAGA;AAGCTGCTCGATGAGAACAG;GCAGACTCTTGACATTGCCA2 1.5778411 1.1159756 0.5368529 0.9278506 0.9268927
FOXF2 4 1208;5348;30795;45722 TCCAGCCCTGGTAGGCGCCG;GGACCGGGCTGCACGCGCGG;AGCCCAAGCCGCTCACCACG;CACTTCCGCCTGAAGCCGCG2 1.5764909 1.3934271 0.5384299 0.9290555 0.9268927
ZNF772 4 1781;5349;28841;29899 GCACAGTTGTTCAGAAGAAA;CTGCTCTTATCACTTCTAAA;GTAGTCCACAGGCCTGATGG;TCACAGATCAGGATTCCCAA2 1.576341 1.3141537 0.5385983 0.92783 0.9268927
SDC4 4 4591;5351;10736;27141 TCAGGGATATGGTTATCTAG;GTAGGGCTCCGGAGAAGTAT;AGAAGTATCGGCCTTCTAGG;GGCCTTCTAGGAGGTCCTGG2 1.5760413 1.1339872 0.538932 0.9268927 0.9268927
FBXO24 4 1243;5367;9076;30473 TCTTGCTGAGACATCGGCGG;GTAGTGGGACACCTTCCTCA;GGAAGGTGTACAGTTCAGAA;GCTTCCACTGCATCTGGCCG2 1.5736485 1.3861142 0.5417615 0.9302441 0.9302441
DAB2 4 4097;5393;19568;22507 GTATCTGAAAGAGAACAGAA;GCTGTGTGAAAGGATCGTCA;GCATTTGGTTACGTGTGTGG;TTCAGGGGCCCATTACTCAG2 1.5697767 1.1510006 0.5463665 0.9366282 0.93057
SSMEM1 4 537;5400;33633;36787 GCAAAGAGACTTCCTGTAAG;CCAAAGCAGGAAGCTCCCTA;TCAGGATTATGAATGCTGGA;GGTTTCTTCATTGTTTGTGA2 1.5687378 1.559675 0.5476139 0.9372451 0.93057
TMEM31 4 3832;5407;20208;31726 ACCTTCTTGAAGTCCTTCCG;AGGTTAACAGAAAAGAGTGA;AAAATCCACTCAGTAGGCCA;GCCACGGAAGGACTTCAAGA2 1.5677003 1.1620417 0.5488478 0.937837 0.93057
TMEM37 4 2079;5409;40763;59664 GCAGATCGTCTGGTTGGTGG;GATTCAAAGAAGGACCGGCG;CCTCGGTCTCCATTTGTGAT;AGGATTCAAAGAAGGACCGG2 1.5674042 1.2787582 0.5491939 0.9369124 0.93057
ANGPTL1 4 5273;5410;23638;51666 GATGGACCTTGAAAACCTGA;GGGAGGTAACGAGATTCAGA;GTAGGAAGAATAGCACACCT;GCAGACCAGGAGTATACTGT2 1.5672561 1.1058886 0.5493686 0.9356987 0.93057
SCGB2A2 4 4295;5411;33300;66853 AAATCACATTCTCCAATAAG;CCTCACCATGAAGTTGCTGA;ATAAGGGGCAGCCAGAGCCT;TGCGTAGCAGTGCTGGGAGA2 1.5671081 1.1412476 0.5495546 0.9345083 0.93057
IL20 4 2089;5413;12726;37295 TTGACATCAGAATCTTAAGG;GATAAAACGCAGCAGAGAGA;ATCCATTTCGTATTTCCTGA;ATTGAGTGTCTTCAGTCCAG2 1.5668122 1.2775099 0.5499465 0.9336713 0.93057
ARPC1B 4 1425;5419;13092;23950 CTCCTGCTCGAAATAACAGA;CATCTGCCCCAACAACCATG;GTGCATATCTATGAAAAGAG;GCTCCTGTGACTTCAAGTGT2 1.5659252 1.3541971 0.5509725 0.9339117 0.93057
AKAP17A 4 1840;5438;52739;60637 GCTCTTGGAAATACGCAGCG;GCGTATTTCCAAGAGCACCA;CGACATCCTGAAGGTGCGCG;GTGATGCCTCAATTAAGAAG2 1.5631234 1.3009953 0.5544122 0.9382361 0.93057
ZCCHC18 4 3704;5439;15294;42443 GCAAGAAATCTGCTACACTT;TTAACACCCTGCAGGCACAA;AATCTGCTACACTTAGGTTG;GCTAGCATCACTGCGTGTGT2 1.5629762 1.1658811 0.5545817 0.9370212 0.93057
DUS4L 4 249;5449;12297;17078 AATGGAATAGACATTAACTG;AATAGAAACTGAAAATCCAG;ATAGTCTGTCCTTATGCGAA;TATAGATTTGACAAAATCAG2 1.5615062 1.7204214 0.5563187 0.9384545 0.93057
MAP4K4 4 491;5453;14910;55024 GGAGAACAAGGAACGTTCCG;GACCTTATAGACTTGTCCAT;GTTGCTGACTGAGAATGCAG;CATCTCCAGAGAAATCCTGA2 1.560919 1.574808 0.5570318 0.9381588 0.93057
CD1A 4 4296;5462;40944;41419 TTTGAGATACAGGTGACAGG;CCTGGGAGAACAGCTAACAA;AATTCCCTCAAATGACCGAA;CCAGGGGCACAGGAAAACGA2 1.5595995 1.1374519 0.5585869 0.9392798 0.93057
GATSL1 6 986;3528;52869;54871;56207;57632ATACGTGGACAGCATGAACA;AGTATACCGCTGTTCACCTA;ATCAGGCCGTAGGTGAACAG;GCGATCTTGGTCACGCCGAT;GATGAAGTCTGTCTGATACG;ATATGTTCTGGTCAGCCAGT2 1.5594023 1.3447387 0.5589361 0.9383729 0.93057
ZNF286A 4 3179;5466;44990;51157 AATTGGTTAGAGAATCAGCA;GGCCATGGACTTTACACCAG;CAAACCTGAGAGCTACAACT;GGTGTCGAATAAGCACTGAA2 1.5590138 1.1922897 0.5593156 0.9375194 0.93057
FUT10 4 375;5475;13711;44404 CGAGCTGATGACTTACATCG;TCTGACTGTACATACACCAG;GCATGGTGCGGATTCAGAGG;TTTAGGTCATGGTTGAGCTG2 1.5576978 1.6307049 0.561063 0.938958 0.93057
PTPN12 4 3871;5477;8376;61232 TTTGTGCCATAGATTATACG;GTAAATCAACAGAACTTCCA;GCCTGCCGAGAATTTGAGAT;TGACTGTTGGAAAAGCTGAA2 1.5574056 1.1550542 0.5614216 0.9380715 0.93057
CASP5 4 4476;5484;10639;73208 GGCATCCTAGAGGGAATCTG;CATGTCTCATGGCATCCTAG;CGAAAAGAATCTCACAGCCA;TCAAGGCCTGGGCTACACTG2 1.5563841 1.1285993 0.5627095 0.9387382 0.93057
BTBD9 4 2038;5485;42310;67700 TTAAAGTGCGATCTGAGAGC;GCTGACAGATGAGAAGGAGG;TCCGGCATCGAGATTAAGCT;TATGGTGCAGAGATACTCAG2 1.5562383 1.2771326 0.5628779 0.937538 0.93057
CPNE1 4 5321;5491;7473;17966 TTTCTGGAGTTCTTCCGCCA;GGAAATGGACAGCTGAACCA;GCTTCTGGACTGTCTCAAAG;GAGGGATGATGACTTCCTAG2 1.5553639 1.0984254 0.5639632 0.9378663 0.93057
GDAP1L1 4 1649;5492;16970;29505 AGGTTGAGCCGCATGAACCA;GGCCGCATCGCTCTCCAGCG;CATGATCCCCAAGTACGCCA;GCTCTCCCTGGGCCAATGGG2 1.5552183 1.3191356 0.5641357 0.9366782 0.93057
CYP26B1 4 158;5505;26312;63664 TTACCTGCCCAAGATCCAGC;ACTGCTGGTAGACCTCAAAG;GCAGAAGCTGACCTTCCGCA;GCTCTCAATGAGGAGGTCCA2 1.5533279 1.8143075 0.5664694 0.9390764 0.93057
ARIH2 4 3323;5513;23911;44129 GGACATAGAGGACTATTACG;ATATCTCTGAAACTTGCCAG;CCTGTACCCGAATAACCATG;AATAGTCCTCTATGTCCCCA2 1.552167 1.1805596 0.5679029 0.9399772 0.93057
CCL19 4 1470;5518;9625;51850 AGTTCCTCACGATGTACCCA;CATCCTTGATGAGAAGGTAG;GGGAAGTCCAGAGAACCAGC;ATTGGTGCCACTCAGAGTTG2 1.5514424 1.3406047 0.5687958 0.9399818 0.93057
RBMXL1 4 5271;5526;39698;60431 AGAAGTAGAGGTCCTCCAAG;GGAGGACCTCTACTTCTTGG;GGAAGAGCTCCTCTATCACG;GGACCACTCCCAGTAAAAAG2 1.5502845 1.0974664 0.5702854 0.9409709 0.93057
ACRV1 4 5414;5530;7490;45829 CCTGAAGGCTGTTCTCCTGA;CCTTCAGGTGAACATGGCTC;CCTGACTCAAGCTCACTCAA;TATCTGCTTGGATCTGCCAG2 1.5497063 1.092708 0.5711648 0.9409517 0.93057
CBLN3 4 719;5533;15701;26835 GCAAATGCCACTCGCCCAGG;GCCAGAAGCACCAGAACCAA;GCACTCCCCCTCCAGCAGGA;GCTGCTGCAGGGGGGCCCGG2 1.5492729 1.4881662 0.5717179 0.9403957 0.93057
EID2 4 2327;5534;23651;36782 GGCCTCCTCAGGCTGTGCCG;GGCACAGCCTGAGGAGGCCG;CCGCAGGCGGAGGTAGGCCG;CGGGCTTTCCCTGCCCGCCG2 1.5491284 1.2473782 0.5718831 0.9392046 0.93057
SMIM2 4 1667;5536;29804;33923 GATCCAAGCGAGGACTATGT;CGTGTTTCCAGCACCCTGTG;CACAGGGTGCTGGAAACACG;CGAACAGGATGCTAATGGCA2 1.5488397 1.3137494 0.5722324 0.938319 0.93057
EVI2B 4 1642;5547;49301;53831 CTAATTCTCAAAACACAACA;TGTTTGGTGTTGTAGGCAAG;AGATGGTAGTTGTCTGGCAG;GTATAGACAAATGACTTTGG2 1.5472537 1.3160146 0.5742231 0.9401233 0.93057
CARM1 4 1672;5553;63707;68749 GGTGAAGAGTAACAACCTGA;ACCCACCTGGAAGTACTGCA;AAGAAGTACCTGAAGCCCAG;TGGAGCACGGAAAATCTACG2 1.5463901 1.3119188 0.5752677 0.9403758 0.93057
BTNL9 4 2400;5561;12138;52653 AGCATCATCCCCTCTGACAA;GCTCAAGAGGAGATTCTGGA;GCAGACACAATACCTGAGCT;TCGTACCCGGAGCCTCTGCG2 1.5452402 1.2393842 0.5767085 0.9412738 0.93057
UGT1A10 4 1106;5562;12434;45843 CTATTAATGAGTTCATCCAG;GTTCTCTCATGGCTCGCGCA;AGAACCCTAAGAGATCATTG;CTGATCTTCCAGAGTGTACG2 1.5450966 1.3959822 0.5768603 0.9400686 0.93057
DUS2 4 5014;5564;27150;71823 AATGTCCGCTCCATAATCCA;CCATCTATCTTCCTCAAGGA;AGAGGACTTTCGACAAGCCA;GCTGGCCCTGGATTATGGAG2 1.5448094 1.1031758 0.5772054 0.9391816 0.93057
ITGA8 4 1635;5568;66773;71577 AGCGGCGCCTGGCTTCCCCG;GTTAACATCTGATACGACAA;GCAAGGAGAGAACTCGGCAT;CTATTACTGTCCTTGGCCCG2 1.5442355 1.3153707 0.5778727 0.9388209 0.93057
LOC391003 4 1212;5569;33074;35276 CATGAGTAAGAGACAGACAG;TTGCCTCAAGGAAAAATCCG;CTAACCTCTGCTACCATACA;AGGCCTCCACGAACAGTCGG2 1.544092 1.3765454 0.5780453 0.9376587 0.93057
RIPK3 4 1617;5571;41446;43263 GTTCCTCGATGGACACCAAG;GCAGCTCAGCCAATGAAGGC;GGCCTGTCCACATTTCAGGG;ACAGGGTCCGGGGAGCCAGG2 1.5438053 1.317399 0.578407 0.9368065 0.93057
PHC3 4 5161;5574;31964;68970 GGAGAGCTGATGACACAAGA;AGACCATCTACATCTCCCAC;GTCTTACCTGAACAGCAGCA;GAGTACTTCCCCTACCCTAA2 1.5433754 1.0975599 0.578958 0.9362628 0.93057
PABPC1 4 880;5582;23239;30942 TGGTCGAGCTCAGAAAAAGG;CATACGCGTAGCCCAAGGAG;GCATCGCCTCGGTCACGTCG;CTTCTCGTAGAGCATCGCCT2 1.5422302 1.4421875 0.5805962 0.9374765 0.93057
ZNF559-ZNF177 4 1340;5590;43916;63756 CAGGAGGAAGAATGGCTGCA;TTTCTTGTGTACCTGTGACC;AACCTTCCAGGAAGTGGCAG;GAGGAAGAATGGCTGCAGGG2 1.5410868 1.3543775 0.5820152 0.9383328 0.93057
MORC1 4 2840;5594;16986;56229 GTATTGTTTCCAGAGATGCA;GCTGGGCCCGCTGAAGCGCA;ACTTTGGACGATCCAAAAAA;TATTGTTTCCAGAGATGCAG2 1.5405158 1.2044458 0.5827449 0.9380771 0.93057
SOWAHC 4 2435;5595;48300;55766 GCCGCTGCTCTCCTCCTCCG;CCAGCTCCTTGAAGTGCGCG;GGGCGACTCAGACAGCGCAT;GCGGTCACCTGGATTCGCGG2 1.5403731 1.2341223 0.5829434 0.9369684 0.93057
TRAP1 4 4155;5604;38586;52439 CCTCATCCAGACCAAGGCCA;CTACACCCTGCACTATAAGA;ATTCCCGCTCGGCAGCCCCG;CTGGTAACCCAGGCTCCCCG2 1.5390902 1.1331403 0.5845484 0.9381203 0.93057
PPARA 4 1286;5605;14332;28760 CATCGAATGTAGAATCTGCG;TCTGGCCAAGAGAATCTACG;GATTTCGCAATCCATCGGCG;TCTGTCGGGATGTCACACAA2 1.5389478 1.3617605 0.5847168 0.9369666 0.93057
RCAN2 4 4448;5609;25762;73506 CGAGGTCTTTACCAATCAGG;GTTCAGACTCCAGAGACAGA;TTCATGAAACCCAATTCAGA;ATTAAAGCTCTACTTTGCAC2 1.5383784 1.1206994 0.5854746 0.9367594 0.93057
RNF114 4 5152;5614;11696;27271 AAGCCGGTACAGGTGCCCTG;ATTTGGAACAAGTAGCCACG;GATCTGCCGCTCGAGCTCCA;GGACACGTGAAGCGTCCTAG2 1.5376674 1.0950006 0.5863998 0.9368202 0.93057
GFI1 4 4179;5617;19913;32524 GTACTCATGGAGCGGCCTGG;GCGCCGGTACATTCTCTAAA;GCACCTGCTCGGCTAGGCGC;TGGGCACATTGACTTCTCCG2 1.5372411 1.1311868 0.5869445 0.936274 0.93057
ZNF181 4 4825;5618;10382;12587 GCTTATCAGATGTCGTGTAA;GAGAAGTTGGAAGGGAAGCA;TGCAGAGTAATGCCTCAGGT;TTTGAATTCTAATAAAAGTG2 1.537099 1.1058994 0.5871222 0.9351449 0.93057
SHISA2 4 45;5620;21637;52177 GCGGACAAAGACGGCCCCGA;GCCAGCGGCGAGTACTGCCA;ACGGAGCCAACAATGAGGAA;CTACTGCTGCTCCAGCGCCG2 1.536815 2.0777864 0.5874913 0.9343234 0.93057
ABCD3 4 5104;5621;22395;45542 TGCTCTGCCTGCTCCACAAG;GGCCTTCAGCAAGTACTTGA;GTACTTGCTGAAGGCCGCCA;CTTCTTACCCGTGCAGGCCG2 1.536673 1.0960865 0.58767 0.9332024 0.93057
ITCH 4 2299;5622;17425;22608 GAGCCTCCAGATATAGTAAG;ATTTCACAAGAACAACAACG;TGTGACTTACCCCATCCAGG;CCATTGTTCATAGTTCCGGA2 1.5365311 1.2434562 0.5878405 0.9320715 0.93057
SNRNP25 4 373;5623;42558;57097 CATTGCCTGGCCGTATTCTA;GTCCGAGTGTGCAAGATGGA;ATCGGCAGATCGCAGAGCAG;GGCACTCTGCACTACAACCA2 1.5363892 1.6211943 0.5880339 0.9309802 0.93057
MKS1 4 1651;5629;9496;56212 CCTCTTCGTCTTCCTCTGGG;CTGAAGCTGGAGAATTCGGG;GTATCTATCAGAGTCAGTGT;CCAGCTTCAGGATCTCCTGA2 1.5355383 1.3090502 0.5891409 0.9313366 0.93057
EPHX3 4 3609;5632;13956;73730 CATCCCGAGGTGCATCCGAG;GCAAGTCCACAGCCACAACA;AGCTTCAGCGACAGGCGCGA;TATGCAGCCGTAGACCGCCG2 1.5351133 1.1567204 0.5898707 0.9310963 0.93057
PIWIL2 4 3475;5635;13077;32813 GCATCCGAAGGACAGATGGA;AAGCATTTCCCGTTTCAGAG;GATGCGTCTTTATTACCACT;GGTTTGGTCTCCATGTTCCG2 1.5346884 1.1634971 0.5904185 0.93057 0.93057
GCDH 4 3050;5647;33497;48720 CCTATGGCAGCGAGGAACAG;GCTGCTCCTCCAGCACCAGC;GGGCTCACAGAGCCCAACAG;TCCGCGGCTCAGCAGCCGCA2 1.5329917 1.1870999 0.5925495 0.9325369 0.9314612
TJP1 4 1047;5648;7735;42902 GCTAATGCCTCTGAGAGAGA;ACTGACCGCCTGTCTGACCG;GCTGACTTCTGGAGATTCAG;ACATACAGTGACGCTTCACA2 1.5328504 1.4012412 0.592748 0.9314612 0.9314612
CLEC12B 4 3632;5662;53356;68539 GATAACTTATCCCAGCAACT;ATAACCTAAGAAAAAGAGGT;GGAAATAACCTAAGAAAAAG;GTTATCCTGCTGCTGTTGGA2 1.5308762 1.1534333 0.5954133 0.9342592 0.9336828
GNAI2 4 2899;5674;24025;35929 GGCTATCAGGATCATCCACG;GGACCCGCGTAAAGACCACG;GTGTGTCTCCACGATCCCCG;TGTTGCTGTAGACAACCGCC2 1.5291883 1.1948523 0.5976565 0.9363877 0.9336828
HPS6 4 1806;5676;16253;59619 GTAGGAGAGACCAAGCCGTG;GTGAGCCTATTGCAGTCCCA;GCTCCTCGCACCACACCAGG;GCTCCAGATGAGTAGAACGT2 1.5289074 1.2876334 0.5980173 0.9355648 0.9336828
SMARCC1 4 2390;5679;60370;72410 CACCAATTCCAGAAAAACCA;TATTCTTCCTCACAAGACGA;GTTGGTGACATGCTTCCCAA;GCTCTTCCTGAGTTCTTCAA2 1.5284862 1.2318238 0.5985713 0.9350463 0.9336828
TTPA 4 1362;5680;28656;63862 CCATGGAGTCCTGAGATCCA;ATAAGAACTTTGCTGCCAGT;GGAGGCCAATAATACTTCTA;CATGGTAGCCAGCCTTTAGG2 1.5283458 1.3446663 0.5987761 0.9339846 0.9336828
SIAE 4 1459;5685;24869;62097 TTTCAGCTCACTCTGATACG;GCTGGAGGCGATCAGCCCGA;TTCAGAGTCATATTGCACAG;TTGAAGCCTGGTCATCTGGA2 1.5276445 1.3302389 0.5998281 0.9342455 0.9336828
MOGS 4 1697;5688;33635;49530 TTTGCCACCAACCAGTCCAG;TCAGGGATCCTGGCAAGCCG;ACAGAGGTCCAAGTGGGCAA;GAACAGGGAGACCAAAGGGA2 1.527224 1.2993361 0.6003509 0.9336828 0.9336828
SCAMP4 4 5032;5694;14527;24737 GGCTTCACAGGGATGAACTT;CGGCAGCTCTGCTCACCGGA;GAGAAGTTCTGGTAGAAGCA;CTTCTCCGACGAGATCCCAG2 1.5263838 1.0933532 0.6014414 0.9340031 0.9340031



C21orf91 4 4694;5699;14714;26175 GCTTAGATCGAGGACAACCC;GTGTGCAAGAGATCAGACTT;TACCATTTAATTGCAAACCA;TTGCACACCAAATCATTAAG2 1.5256844 1.1049488 0.6023593 0.9340549 0.9340549
GIPC1 4 2373;5707;37749;44246 GCTCACCATCACGGACAACG;CTGCTCAAGGAGCTGCCCCG;GCTGGGCTGCCGGCACTACG;CCACATCCACCTCATCAGCG2 1.5245667 1.2312609 0.6037688 0.9348678 0.9348678
TNPO2 4 138;5719;23046;26533 CTGCAGTCCCAAGATCCGGT;GCACACACTCAAATTCCAGT;GTCTTCACAGATCTTCTGCA;GTTTGATGAAGTCTGCCACA2 1.5228934 1.8283044 0.6060599 0.9370413 0.9368663
MRAS 4 3243;5724;16176;44949 GGAGCAATACATGCGCACGG;GCGCATGTATTGCTCCCGCA;GCACTTGAGGAAGATCACCA;AATCGACCTTGTTGGCCACG2 1.5221973 1.1701366 0.6069591 0.9370596 0.9368663
UPF3B 4 2059;5730;14573;21264 AAGAAAAGAGAGAAGAAAGG;CATCAACTTTAAAAACCAAG;GAGCTTCCTGAAAAACAAGC;GTAACCCTGTTAACCCCCGC2 1.5213628 1.2576572 0.6079954 0.9372893 0.9368663
PQLC2 4 3584;5736;39472;43552 GGCCCAGCAGCACTCAGCAG;GCATCTCTTACAGACCTACA;CCCCATGAGGAACAACAGCA;CCAGCCCAGGAGGAACCACA2 1.5205294 1.1507088 0.6091378 0.9376816 0.9368663
CRYBB2 4 5136;5737;44815;54607 GTTTCCTTCAGGTTGGGGCA;GCCACAGTCCCTCAACCCCA;CTATGAACAGGCCAACTGCA;TCTCCACGCCAGTTTCCTTC2 1.5203906 1.0868877 0.6094954 0.9368663 0.9368663
BEND2 4 5027;5748;45358;73560 CATTGCTTCACAGTAGCCCA;GATATGATAAACTCTCACTG;ACTCAAGAGATGTTACAGCA;AAGAATTGCTTGAGTCCAAG2 1.5188653 1.0897631 0.6114913 0.938568 0.9378001
GPRASP2 4 3091;5750;11476;11815 GGAGGCTCAAGGAATCACAG;GCAATCTGTGAATCTGAGCC;AGTGGCCAGTGGCCAAGCAA;ACTGAGGTCCAAGTAATGGG2 1.5185884 1.1773716 0.611879 0.9378001 0.9378001
TMEM178B 4 3585;5769;56213;57953 TATTGTTGTAAATGAAGCCG;GGAGGAGTTTGCCCTCCCAG;GCCGGCTGCACTCGTCCGCG;GCTGTTCGCCATGAGCCCCG2 1.5159624 1.1483739 0.615325 0.9417147 0.9417147
ALDOB 4 1402;5789;41303;43428 GATGCTGGCGTAGCGAGCCA;GGATTTCTCGGAACTGCCGG;GGTGAGGGCTGGAAATCGGT;GCATTGTTGCCAATGGAAAG2 1.5132085 1.3311676 0.6189954 0.9459612 0.9430439
DRD2 4 1135;5792;45470;68042 TTCCCGTCTGACCCGTTGAA;CCTGATCGTCAGCCTCGCAG;CGAGGAGGTCGGCCACTGCG;GCCCTGGGTTGTCTACCTGG2 1.5127963 1.3744685 0.619747 0.9457411 0.9430439
CYP4F12 4 3870;5794;62699;73457 CTGTGAAGTCATGCACCAGG;GAAGGGATACTGCTGAGTGG;ATTACCTCTCCCATGACGGG;GGCATTGGTGATAGACCGGA2 1.5125216 1.1326591 0.6201025 0.9449181 0.9430439
NPFFR1 4 5013;5796;33684;50615 ACACATGATGAGCAGCGCCA;GAGCACGATGAAACAGACCA;GGTGACGAGCGCCTTCCGCA;GCTGTCAGTGACCTGCTGGT2 1.5122471 1.0869286 0.6204819 0.9441339 0.9430439
HADHA 4 1822;5797;11726;31109 GGATCCTGAAGGCAGAAAAG;TATTAACTATGGAGTCAAAG;GCAACAGGTTTACAAAAAAG;TCTTGCACAGGACCTGACCA2 1.5121098 1.2774623 0.6206586 0.9430439 0.9430439
CNIH3 4 2709;5815;18535;34316 ACATAATGCAGAAGAGGCTA;AATGCAGAAGAGGCTATGGA;CGTGTTACTCACGTGCCAGA;GTGCATCCTGATAGAGGGAA2 1.509644 1.1980779 0.6239799 0.9467281 0.945647
HAGHL 4 63;5816;16892;35069 GCGGGTACCCGAGAACAGGG;CTACATGTACCTGGTCATCG;TTTCAGCTGCTGGAGATCGT;TGTAGTTGTCCTCGAGCACG2 1.5095072 1.9912256 0.6241628 0.945647 0.945647
TYSND1 4 362;5822;19694;70239 GCAGTGGGCCCCAACGGCCG;GGGCCCGTGGAGCTGCAGCG;TGGCAGCGAAGTCCTGACCG;GCACGTGCAGTGGGCCCCAA2 1.5086873 1.613747 0.6253385 0.9460708 0.9459756
TMEM91 4 311;5827;47759;55306 GCGCTCACGGAGGGAAGAGG;CATTCTGTGCCCTCCAGCAG;GTTGAAGCTCACGAAGACTA;GCCTTTGCCGAGTCCCTGAG2 1.5080047 1.645933 0.6262626 0.9461135 0.9459756
TMEM189-UBE2V1 5 423;4578;9324;15148;33331CCAACACCGAGTATGACGAG;ACCAACACCGAGTATGACGA;ATACTCACCTTCCCCACAAT;CTGTGGAGCTGCCCATTGTG;CCAGGGGTATAGCTGCTCCA2 1.5075522 1.5326768 0.6270672 0.9459756 0.9459756
SPATA25 4 5658;5841;28876;37055 CTGGCTCTACAGGACTACAG;GGACTAGCTGGGAGACACTA;CCTGGCTTGTGGCATTGCCA;TGGAGTCCTGAAGTAGGACA2 1.506097 1.0636297 0.6289695 0.9474918 0.9474918
NDUFA5 4 4435;5850;11976;15997 TGCACACAGCCAATCCCACA;ACAAAGGTACATACCTCGTG;AGCCAATCCCACAAGGCCAG;TGTGTGCAATACTCCTCACG2 1.5048732 1.1044618 0.6308104 0.9489114 0.9487344
ZNF17 4 885;5866;33403;62413 TCACCAGAAGTGATGAAGGG;GGCCATACATTTCTCCCAGG;AGCTCACCAGAAGTGATGAA;GCACCAGAAAATCCACACAG2 1.5027027 1.4212376 0.6339497 0.9522773 0.9487344
GNA14 4 5173;5868;34655;63503 GGAGTGTTACGACAGGAGGA;TCTGATCATGGCTTGCATGG;CTGCGACTCCTTCTCCTCCG;GGAGTCGCAGCGCATCAGCG2 1.5024319 1.0766963 0.634325 0.9514875 0.9487344
TIAF1 4 5511;5873;48263;73684 CATTCTTAAGAACCTGGACC;GGTCCAGGTTCTTAAGAATG;AGAAAGGACTGCTCTCTGAA;AGGTTCTTAAGAATGAGGTG2 1.5017552 1.0657893 0.6352813 0.9515703 0.9487344
FAM25A 4 1061;5875;14092;19167 GGAAGAAGTGGTGAAGGAGG;GGAGGTGGTGGGACACGCCA;CTCCTTCACCACTTCTTCCA;AGTTCATGCCGTGGAAGAAG2 1.5014847 1.3827979 0.6356649 0.9507962 0.9487344
NDUFB11 4 3310;5876;68787;72057 CCCCAGAACCGACCACACCG;GCAAGAGGACCCAGAACCCG;TGGAGAAGCTAGATTCCCAG;TCGCCGCTGCCGCCAAAAGA2 1.5013495 1.1558834 0.6358562 0.9497371 0.9487344
TUT1 4 4630;5886;18248;51458 GTTTGTCAGTGGCTTTCCCA;TTTGGACTCGATACACCCCA;GGAAGGGGTTTCAAAGTCCA;GGGAGTTGTCCGAGGCCGAG2 1.4999988 1.0944916 0.6377304 0.9511911 0.9487344
CNTN2 4 4240;5890;14286;18898 ACTGGAATCCTATCTGTGCG;GTTCCCCAACTTCATCCCGA;TGTGTGGCAGAGAATAAGCA;CGTGAGGCGTCTGATCCCCG2 1.4994592 1.109713 0.6385433 0.9510602 0.9487344
TMEM171 4 5832;5893;21581;27858 GACTCCCACACACAACAAGA;GCATGCCTGGAACCCAAAGA;CCAGTGTCTGTCTCGTTTAG;GGGTTTCTGTTCTTGACAAG2 1.4990548 1.0551755 0.6390859 0.9505278 0.9487344
LGR5 4 2420;5894;10872;28056 CTTACATTGTAATAAGAGAA;GCCCAGTCTCCGCTTCCTGG;GCTCTGACATACATTCCCAA;AGGTCTGGTGTGTTGCTGAG2 1.49892 1.2146023 0.6392782 0.9494765 0.9487344
ZC3H6 4 5725;5897;35741;60240 TCTTGCAGTATAATAAACCA;TGACAGACTCTGAACATGCA;ATTTAGCGCATAAAATTGGG;GTAGGTCCTCAAAATCAAGC2 1.4985159 1.0579155 0.6400734 0.9493224 0.9487344
UBAC2 4 5455;5908;13359;28858 TGAGAGTGCTTTCAAGTGGA;CTTGGTATGGAGCAGTAAAA;CTCCATACCAAGAGTCCAAG;AAGTTAGGAAGTCGTGGCGA2 1.4970361 1.0651204 0.642141 0.9510532 0.9487344
PPP1R42 4 2850;5916;7786;10445 CCAGTTTCTTTAATGACCTG;GTTTCTGGCAATTAGATCCA;AATTATGGTTCGACTGACCT;GCTGTCATAGAAGGTTTAGA2 1.4959618 1.1814962 0.6435745 0.9518412 0.9487344
APOA5 4 1906;5917;61003;72260 CTACTTCAGCCAGACCAGCG;GGCCGGTGTGGTGCACCACG;GCAGGGACTGCAGAGCCGCG;GACTACTTCAGCCAGACCAG2 1.4958276 1.2602854 0.6437533 0.9507741 0.9487344
RAB8B 4 2152;5920;25830;46657 CCTCTGAGAAGCGGAACAGG;CCTCCTGTTCCGCTTCTCAG;TGAAGGCGTCCTCTGAGAAG;CCTGCTGATCGGCGACTCGG2 1.4954252 1.2359301 0.6442938 0.9502434 0.9487344
PPP2R3C 4 1894;5935;62125;71484 CTTACCCTATAATAAAACCG;AATTCTATAAGACCATTCCC;GCTTCCTCTCCAATCATAGG;CTTACTACAGAAATTAAGAG2 1.4934167 1.260344 0.6472356 0.9532508 0.9487344
TGFBR3 4 4208;5940;24990;46528 AGGAGAGTCTGGAATGAAGA;ATGACATTCCTTCAACCCAA;TCTTTCCTCTAGGTGTCTGA;ACACTATTCCTCCTGAGCTA2 1.4927484 1.1077068 0.648193 0.9533312 0.9487344
ZNF429 4 2341;5941;43488;71028 TCTGGGTAAGTGTCAAACAT;TCATGTCGCTTCATCTTGCA;GCCACATCTGTAAATGTCAA;CTGAGGAGATATGATAAACG2 1.4926148 1.217945 0.6483666 0.9522602 0.9487344
NR4A1 4 1947;5943;21318;52257 CATGGACCTGGCCAGCCCCG;TATGGTGTCCGCACATGTGA;GAAGTCCTCGAACTTGAAGG;TGTCCCCACACACAGCACAG2 1.4923478 1.254291 0.6487699 0.9515292 0.9487344
GHRH 4 5229;5945;11558;28747 CTTCACCAACAGCTACCGGA;CCATCTTCACCAACAGCTAC;GCTTACCTGAGGGTCAAAGG;CCCAGGGTCTGCTTACCTGA2 1.4920808 1.0697077 0.6491171 0.950718 0.9487344
PAK4 4 2955;5947;22747;36776 GCGCAGGTCCATCTTCTTGA;AGCACGAGCAGAAGTTCACG;CGTGGGGTCCCAGCACTCCA;CATCACCTCCATCCAGCCCG2 1.4918139 1.1725188 0.6495152 0.9499835 0.9487344
DSG4 4 791;5948;31792;68240 TGGTTGTGAGAGGCTCAGAT;AGTACCTGACATCTGTTGCA;TGCCGGGCTCTGAATTCACG;GCAGAGATCCTGGCTATAGA2 1.4916805 1.4392806 0.6498863 0.9492116 0.9487344
TNS4 4 3068;5951;30162;31482 CCACTGCGAAGGGAGCCGAA;GGAGTTGCTGGAGTGCAGGA;CCAGTGTTCTTACTACACCA;CCTTCCAGCTGCTTCCCCCA2 1.4912804 1.1651302 0.6504581 0.9487344 0.9487344
LAS1L 4 2189;5959;27348;27466 GTGACGACCATAAGTTGCAG;GGCCAGGTCTAGGTTCCCAG;CAGTATGTCGTGGGAATCCG;GCACTCCCAGAACTTCACGC2 1.4902146 1.2299554 0.6520485 0.9497424 0.9490906

31-Aug 4 2451;5967;27032;35888 CTTTCTCGTGTACTGCCCGG;GCACCTGGCGATCCTCATAG;TCCGGTGGTGAAATTCATCG;CCAGATGTGTGAAGGATGGA2 1.4891504 1.2072331 0.6535204 0.9505752 0.9490906
FOXE1 4 974;5970;22811;32109 CTTCCTCAAGATCCCGCGCG;AGTAGTTGCCCTTACCCGGG;GCTACCGTGAAGGAAGAGCG;GGCTTACATGCACGACGCGG2 1.4887518 1.3942403 0.6540922 0.9500981 0.9490906
LSAMP 4 4080;5984;9837;26558 ATACAGCCTCCGAATCCAGA;AAAGATCTCCAATATCTCCT;GTTTCTCCAGCTCAACCCGT;GCACGGACAACATCACCGTG2 1.4868942 1.1103054 0.6567179 0.9526018 0.9490906
ILKAP 4 4171;5985;26971;70539 GGGAGGTCATCAAAGAGCAG;CATCCTGAACGACATCACCG;GCTCTTTGATGACCTCCCTC;ACCACATGAGACTCACATGA2 1.4867617 1.1062893 0.6569196 0.9515872 0.9490906
SENP8 4 3200;5986;14377;58026 GCAGTCATGAAACTGACTGT;GTAGACCAATAAACTCCAGT;TGGTCATTGAGCCAGCTTGG;CCATGTAACTCAAGACTACG2 1.4866293 1.1548591 0.6571285 0.9505859 0.9490906
MOB3C 4 3201;5992;8992;60353 TGAGCTGTACAAGAAGGCAC;CCAGTCGTCGATGTTCTCCC;AGGACAAGACGTTCCGGCCG;CCTCATCTACGGCACTATGG2 1.4858349 1.1544032 0.6582793 0.9509479 0.9490906
STUB1 4 3495;5994;30691;35396 GCCATCGCCAATCTGCAGCG;TCTTCAGGTAGCACAAGGCC;TGTAATACACGGCCACCAGC;TCGCGATTCGAAGAGCGCTG2 1.4855704 1.1378748 0.6586608 0.9501991 0.9490906
BCL7A 4 1114;5997;20720;68396 TGATATCAAGAGGGTCATGG;CGGAGAACAGTTCCTCCCCA;ATGCATGTCCATCATCCCTG;GGCCAAAGATGATATCAAGA2 1.4851737 1.3645266 0.6592886 0.9498074 0.9490906
VASP 4 2342;5999;43430;44765 ATCATCATAAAGCATCACAG;CCAGATCTACCACAACCCCA;GGTTGTGGTAGATCTGGACG;GGCGCTCTATGTGCTCCGAC2 1.4849093 1.2140085 0.6596899 0.9490906 0.9490906
CCDC175 4 2585;6004;11523;68639 GTTTCGCCTCCAGAATTGCA;GGAGCTAATGGAAAAAGAAA;CAGCGCCTCGACCGCGACCG;GGGTAAGGTGCATAACTCCA2 1.4842489 1.1944333 0.66093 0.9495811 0.9491675
MOAP1 4 448;6013;41367;49885 GGCTCCTTAGACCCAGAGCA;GCAATCAATAGCGCTTTCCG;GCTTGGAAGGATGTTCAGGA;AAGGAGATACCGGGAAAAGG2 1.4830617 1.5554037 0.6626951 0.9508234 0.9491675
RPL14 4 2063;6014;17833;19919 ATTGATGTCTGCCTTCTGCC;TTAGTGGACAGTTACCTGTG;AGATGTTATTGATCAGAACA;GTTACCTGTGCGGAAACTTG2 1.4829299 1.2380551 0.6628801 0.9497984 0.9491675
FZD1 4 1733;6020;19723;32087 GAGCTGGGAACTTTGTGCCG;AGATGGGCTGGCAATAGCCG;CCTCAACTACCACTTCCTGG;CCAGAACTCTGGAAGCAGCG2 1.4821397 1.2725569 0.6640152 0.9501356 0.9491675
XPO6 4 1076;6026;35056;37765 GCTTCCCCTACAGCAGCAGA;CCTCCTGCAGAAAATCACCA;CCTCCTTCCGAGCCACACTG;ACACAGGTTGAACATCACGG2 1.4813503 1.369815 0.6652252 0.9505789 0.9491675
CA2 4 1955;6034;11703;32492 TGATCATAGGAAACAGACAG;ACCATTGTTGAGGATCCTCA;ATGAGTGTCGATGTCAACAG;ATGATCAAGCAACTTCCCTG2 1.4802992 1.2474479 0.6667949 0.9515343 0.9491675
PENK 4 1554;6038;13925;40103 GCTTGCGTAATGGAATGTGA;TGTCGGCCGGGCGCACTAGG;GCACGGTCGCCAGGAGCCCG;TCTCCTCGCAGTCCATGGCG2 1.4797742 1.2934515 0.6676098 0.9514116 0.9491675
PSG8 4 1630;6040;16517;47177 GCAACCTGTGAGACATAGGG;TCAGGGTGAATGGGTCACTG;ACTGCAACCTGTGAGACATA;CAGCAGCAAATTAAACCCCA2 1.4795118 1.2836294 0.6679778 0.9506531 0.9491675
SRPK2 4 2796;6058;10869;11207 GGATGGCGAATACTGCCCAG;TGAGGAGCAAGAGGACCCTG;GTTATTGGAGAAGCGCCTGC;CACCTTTGCAGTAGTCCGCA2 1.4771549 1.1757571 0.6717585 0.9547469 0.9491675
SEL1L3 4 1060;6062;33320;33423 TCTCTTCTCTAGCTTCCGGG;GCAATGCCTGGAACAAGCTG;CTTTCAGCTCCTTCTCCCAG;GCATTGTCAAGAAGTTCCCG2 1.4766322 1.3705676 0.6725153 0.9545378 0.9491675
SOX9 4 195;6065;54406;58015 GCTGGTACTTGTAATCCGGG;GCAGCACAAGAAGGACCACC;GCACCTGGCTGACCGCCTCG;GCTCGGACACCGAGAACACG2 1.4762405 1.7303985 0.6730703 0.9540433 0.9491675
TDRD3 4 3004;6068;9059;37367 TGCCTGGTATCATTTCGAGG;GCTTCAGTAAGGAAGCATCG;CCAAAAGGCACAAAAGGCGG;TGAATTTGAAAAGCAAAGGA2 1.4758489 1.1614103 0.6736785 0.9536253 0.9491675
OXT 4 1705;6073;14764;29491 GCAGTTCTGGATGTAGCAGG;GGCCGAGCAGACAGCAAGCG;CTACATCCAGAACTGCCCCC;GCGCACGTCGAGGTCCGGCG2 1.4751968 1.2723726 0.6746785 0.9537623 0.9491675
TMEM86B 4 1882;6083;23727;69631 GCATGGACGCTGGCAAAGCG;ACAGGAACCCAGCCAGGCAG;GCTGGTCCTCGGGAATCCAG;CCAGACGTAGAGGAGGTGGG2 1.4738943 1.2518556 0.67664 0.9552565 0.9491675
WFDC11 4 2675;6085;16183;32769 TGGGTATCCAGAGCTTCATG;TGTCTGTGCTGGGAGAAATG;GCTCATGACATTCTTCTGTA;GGAAGAAAAGATATGACAGT2 1.4736341 1.1825079 0.6770839 0.9546069 0.9491675
OPN1SW 4 2367;6088;30412;58457 TCAAAAATATCTCTTCAGTG;TGCCCATGAAAGCTGCCTGG;TTGACCAGAATGTAGTTGAG;CCACAGGTCTGGTTACAGGA2 1.473244 1.2060953 0.6776462 0.9541259 0.9491675
INSM2 4 2014;6089;39502;66472 GGAGCCTCCTCCAAGAAGGG;CAGCAGAAACTGCTCCCCCG;GTCGGGGTCGCCATGTCGGG;CTTTGGCTTCTTGATTCCCG2 1.473114 1.2379276 0.6778697 0.9531697 0.9491675
RILPL2 4 1251;6091;18332;51288 ACTGCAGCTGCGTCACCCGG;GGAGGAGCTGAAGATGGAGA;GATGTCATACACGTCCTCGG;CCTCCAGCATCTCCAGGACG2 1.472854 1.3343949 0.6782439 0.9524277 0.9491675
TECR 4 1619;6092;13652;39198 GGTCTTCCTAACAGAGTACG;GGGAGCCATGAAGCATTACG;AATATGACTTTACGTCCAGT;GATTCTGGACGCAAAGACAA2 1.4727241 1.2816078 0.6784508 0.9514529 0.9491675
FAM181B 4 3239;6097;12322;39602 GGGGAGCCCCCGAAGCCGAA;TTTCGAGGACGATGAGACCG;GGATCGCCGTGGCCCCCGCG;CCGCCGACACGCCAGCCAAA2 1.4720748 1.1453069 0.6794789 0.9516309 0.9491675
GGACT 4 5819;6103;32312;62885 GGTGCCGTACACGAAGACTA;GTGTACGGCACCCTGAAGCG;CGTAGACCTCGCCCTCCACG;AGGTCTACGCGGTAGACGAG2 1.4712964 1.0416579 0.6806213 0.9519683 0.9491675
RPL31 4 616;6113;51818;67341 TAGATGGCTCCCGCAAAGAA;AAGGGTGGCGAGAAGAAAAA;AGAGGGATACTCACACTCCA;CGAATCTCTTTGAGTGCCCG2 1.4700011 1.4811979 0.6827772 0.9537206 0.9491675



AUTS2 4 77;6115;33882;50429 CGTCCCGGCCCAGACCCCCG;AATGATGTCCTCTTCTGCCG;GCTCCGACAAGGAAGACAAT;ATGGACTCCGCAAAAAGCGG2 1.4697423 1.9278902 0.683165 0.9530016 0.9491675
CBX3 4 2109;6117;24372;38496 GGCCTCCAACAAAACTACAT;ACACAGTGCTGACAATACTT;AAAATGGGAAAAAAACAGAA;AGAGCCTGAAGAATTTGTCG2 1.4694836 1.226956 0.6835839 0.9523279 0.9491675
AIG1 4 350;6118;38300;53580 GGATAGAGCAGTAAGACAGC;CTTTCCAGTCTTCTGACTCG;ACTTCCTCGAGTCAGAAGAC;CCTCACACCAGACCTACGGA2 1.4693542 1.6012956 0.6837897 0.9513596 0.9491675
FEZF2 4 209;6121;11604;52877 GCGCATCATGGCCAAGACGT;AGGGGGATCATACAGGGCAG;CTAGAGGCGGACGGCAGCCA;GACGGCACCTCGTAGCCTAG2 1.4689664 1.7118281 0.6843947 0.9509484 0.9491675
BPIFB2 4 5267;6123;13992;23529 GCACACTGACCATGGAATAG;GCACCAGGACCAGCAGCGCG;TGATGGAGCTCTGGGTCACG;TCTGGGACTCAGGACCCACG2 1.468708 1.0568055 0.6847803 0.950234 0.9491675
ZNF800 4 5998;6127;29338;34214 CTACAAAAGCGAATGTAAGG;CTGCCCACCAAGTCTCCAGA;GTAACAATCTCAACAGGAGG;GTAATCCTCTGAAGAGACTG2 1.4681914 1.0352217 0.6856171 0.9501466 0.9491675
ENPP4 4 4847;6128;58248;60595 GGAGTTGTAATTCATAAAAT;TGGAATTAGCCACAATGCCA;GATGCAAGTGGCCACAAATA;GGCTTGTATGAAGAAAGCCA2 1.4680623 1.0705984 0.6858094 0.9491675 0.9491675
PPAPDC3 4 253;6138;25970;30803 GGATGGTGCCTCCGATCCAG;TCGATATCTGTATGTCCAAG;TCAGGGACAGGAACTCAGCC;GATGCCGATGAGCTTGACCA2 1.4667728 1.6696291 0.6878198 0.9507039 0.9501552
KCTD8 4 4059;6146;35905;63805 ACTACTTCAGGGAAGGGCGA;GCAGAACTCTCTCAACGACG;GAAGTAGTGGAGCTGAACGT;CAGAACTCTCTCAACGACGA2 1.4657428 1.1006566 0.6894248 0.9516766 0.9501552
C18orf21 4 5353;6155;15419;16351 AACAGAACAGTGAAACATCA;GCCTGAAGACACCAGAGAGA;AAATCTTACCAATACACTTT;CAAAGACTCCAAAAGTGTAT2 1.4645859 1.052035 0.6911806 0.9528547 0.9501552
UPK1B 4 3582;6161;24018;58440 CTACAATGCCTAGAACAGAC;ATAGATGTCATCGTTGTCGG;CGACAACGATGACATCTATG;GCCTGGATCGGCATATTTGT2 1.4638156 1.1224548 0.692614 0.9535859 0.9501552
SUGCT 4 3670;6171;49414;55505 GTGATGATACACGAACTTGG;CATCAGACCAGAAACAGCCG;TTAACATTGTAGAGTCCTGG;GATGCTGGCGACGCTGGCGA2 1.4625337 1.1173504 0.6945537 0.9550114 0.9501552
WDR53 4 359;6173;17336;66955 GAACTCCATTAGGACACACG;GCCTGAATGCAAGTAAAGAA;GGAGGGAGAAAATAAGACAC;GGACCATTATGGCAGTCAAG2 1.4622776 1.5923229 0.6949706 0.9543419 0.9501552
MMAB 4 5218;6176;11247;70895 ACGGGGATACAGGAGCCTGG;GGTGTCTTCGAGGAAGGCTG;CTTCCACGCCCTGAGGGCCG;TATCCCCGTTTCCAGAGCCG2 1.4618936 1.0549682 0.695534 0.9538752 0.9501552
FMO3 4 3728;6183;44281;70995 GTAGTACCTGTTCTGCTGTG;ACATTCACAGGACCATGCAG;GATGGCCACTTTCTTCCCCA;TTGCTCTTCTCAAAGCAGGT2 1.4609985 1.1137101 0.696876 0.9544761 0.9501552
MRPL36 4 893;6184;27708;41695 GCTCTATCTCAGTCGTCACA;TGACGACTGAGATAGAGCAG;ATCCAAATAGAAATGTGGAG;GACGACTGAGATAGAGCAGA2 1.4608707 1.3984381 0.6970953 0.9535397 0.9501552
ZNF623 4 3424;6185;16905;25496 ATTCGGACCTAGTTAGGCAT;GCTCTCTCTGAAGCAGAAGA;GAGCTCTTGGGAAATCCAGA;TCGCCATCAGAGGATTCACA2 1.4607429 1.1292685 0.6972783 0.9525561 0.9501552
RFPL4A 4 2949;6198;10296;45527 AGTGGATATGACGTTCGATG;GTGCCTCAATTCACTCCAGA;GCACAGTAAACCTTCCCCAT;ATATCCACATTTCAGTTGCA2 1.459084 1.1565408 0.699849 0.9548327 0.9501552
ZNF438 4 2644;6214;22704;29034 AGCAGCTTGGAGTTGATGGA;GTTTGTACAGGAGTTCAGGG;GATGCTTTGCTATTTCTAGG;ATGATGCTGGGGTAGCAGGA2 1.4570476 1.1764654 0.7032824 0.958279 0.9501552
TMEM215 4 1328;6230;19831;22696 GGCCTGATGACATTAACCCG;TGAACATGAAACCAAAGACG;GCCCTGGCCAGGAAAACCGA;TCAGACCTAGAATCCGGCAA2 1.455017 1.3131894 0.7064903 0.9614095 0.9501552
ADM5 4 5544;6232;17443;61560 AGTATATGATCTCCGCCAGG;CCAGGTAGCAGACGTGCCCG;TCCAGTATATGATCTCCGCC;CACCAGGTCCCCCAGCACCG2 1.4547636 1.0413079 0.7068999 0.9607288 0.9501552
ADIG 4 541;6233;13997;15236 ACAACAGCAAACCCACAGGG;CTACGCTTCTTACTTAGCCA;ATAACAACAGCAAACCCACA;CGTTCACCAGCGGCATCAAA2 1.4546369 1.5010483 0.7071016 0.9597677 0.9501552
XAGE1D 6 3338;4043;19285;19468;20154;37608AGAACCAGCAGCTGAAAGTC;TCTGTCTGCTGCCCAGGTGT;AAAGTCGGGATCCTACACCT;ACTTTCCCTTCCCAGCACCT;GGATCCCGACTTTCAGCTGC;AAGAACCAGCAGCTGAAAGT2 1.4536702 1.0622816 0.7087159 0.9558161 0.9501552
XAGE1C 6 3338;4043;19285;19468;20154;37608AGAACCAGCAGCTGAAAGTC;TCTGTCTGCTGCCCAGGTGT;AAAGTCGGGATCCTACACCT;ACTTTCCCTTCCCAGCACCT;GGATCCCGACTTTCAGCTGC;AAGAACCAGCAGCTGAAAGT2 1.4536702 1.0622816 0.7087159 0.9558161 0.9501552
XAGE1B 6 3338;4043;19285;19468;20154;37608AGAACCAGCAGCTGAAAGTC;TCTGTCTGCTGCCCAGGTGT;AAAGTCGGGATCCTACACCT;ACTTTCCCTTCCCAGCACCT;GGATCCCGACTTTCAGCTGC;AAGAACCAGCAGCTGAAAGT2 1.4536702 1.0622816 0.7087159 0.9558161 0.9501552
XAGE1A 6 3338;4043;19285;19468;20154;37608AGAACCAGCAGCTGAAAGTC;TCTGTCTGCTGCCCAGGTGT;AAAGTCGGGATCCTACACCT;ACTTTCCCTTCCCAGCACCT;GGATCCCGACTTTCAGCTGC;AAGAACCAGCAGCTGAAAGT2 1.4536702 1.0622816 0.7087159 0.9558161 0.9501552
XAGE1E 6 3338;4043;19285;19468;20154;37608AGAACCAGCAGCTGAAAGTC;TCTGTCTGCTGCCCAGGTGT;AAAGTCGGGATCCTACACCT;ACTTTCCCTTCCCAGCACCT;GGATCCCGACTTTCAGCTGC;AAGAACCAGCAGCTGAAAGT2 1.4536702 1.0622816 0.7087159 0.9558161 0.9501552
PFN2 4 328;6241;44667;63910 AATGCTCTGAAAGACGCCCC;CAAATACGTCTGGGCAGCCA;ATAGAAATAGATATGATTGT;GCGAAGGGCTCGAAGATGGC2 1.4536243 1.607335 0.708719 0.9546011 0.9501552
ZNF454 4 5847;6242;24824;45201 ACCAAGACAGAAGCCTCCAG;CTTCACAGTGATCAAAGTCA;GGAGATCAGTTTGCAGCGAG;TGTGGCTATACTGTTCACCC2 1.4534978 1.0319811 0.7089165 0.9536508 0.9501552
SLC35B1 4 3149;6245;18708;55317 CTTGAAGAAGAAGTACCCGT;GTTGTGAGCGGGTCTCCAGT;AAGACACCCAGGAAGCAGAG;ATGAGGCCCCTGCCGCCGGT2 1.4531185 1.1411278 0.7095163 0.9532433 0.9501552
AP5Z1 4 4776;6252;14290;47860 GATGAGGAAGAGCCTCTGCA;GTTTAGGGAGATCCAGGACG;GCCCACTTCTTCCTGAGCCA;GGGCGTGGAGAAGAAGCCGC2 1.4522343 1.0652268 0.7109228 0.9539193 0.9501552
SH2D2A 4 861;6253;13246;57661 TCACCTGTAAGTCAGCACGA;GTAGGGGCTGAGCGGGTGCG;GCTCAGGGACGGGCGCCACG;TGTCCTCGCCCAGCACCACG2 1.4521081 1.4016985 0.7111099 0.9529594 0.9501552
CBWD3 4 190;6255;14152;63736 GCAACATAGTAAAAGAGTAG;GAGTGGCTGGAACTTAGAAA;TCATCCACAGATCCAACAGC;TTAACAGAAGAGAAACCTGA2 1.4518557 1.7238029 0.7115298 0.9511082 0.9501552
CBWD5 4 190;6255;14152;42335 GCAACATAGTAAAAGAGTAG;GAGTGGCTGGAACTTAGAAA;TCATCCACAGATCCAACAGC;GCCGTAGGCCGGAATGTTAC2 1.4518557 1.7238029 0.7115298 0.9511082 0.9501552
OR13J1 4 5823;6260;28640;41552 GGAGCCGCTCAACAGAACAG;GATGTGTCTGAGCCTGTCCA;GGGCGTGTAGCAGATGTCCA;GACACCTCTGTTCTGTTGAG2 1.4512251 1.0315108 0.7125143 0.95122 0.9501552
SEC14L4 4 1196;6268;37665;56825 GATCACAGATCCTTACCCTT;ATCCGAAGACATGCTCCGAA;ATTGGGTCCCTCGACCCCAA;GCAGCAGGAAGCGCTGGCCA2 1.4502174 1.3323519 0.714271 0.9523614 0.9501552
FAM129B 4 2868;6270;11710;55590 GGTGCTCTACGAAAACAAAG;CTACATCCCATCCATCCTGG;GCAGCGGCAGTGGATCCAGG;GCCTCCCTCAGGCCTATGAG2 1.4499657 1.1572943 0.7146785 0.951703 0.9501552
POLR3B 4 1409;6280;54221;54431 GCAATGCCTTACCTATCGGC;CGTGGAGGCTGATAGAAAAG;ATACTCTGCCCCTATTACAG;GTGGATATTGAATATACCCG2 1.4487084 1.2978983 0.7166234 0.9530911 0.9501552
HLTF 4 1138;6281;39611;73289 TCTCAAACTTCCAAATAAAA;TTAGGATTCAATTTGGAAAG;GGTTGGACTACGCTATTACA;ACAGTCTGAAACTAAAGGCA2 1.4485828 1.3418152 0.7168323 0.9521698 0.9501552
TEKT3 4 2237;6289;16259;52562 CGTACTGCACCAGATCACAG;ATAAGGTCTTACCTGAAGAG;TTTGGCATCATGGAACGTGT;GTACTGCACCAGATCACAGA2 1.4475788 1.2043589 0.7184488 0.953118 0.9501552
BCAT2 4 1015;6293;12309;38911 GTCGGCCAGGAGGGAGACCG;GGTCCATGTTGAGCCAGGGG;GTGTCCCCGCAGCTGTTTGA;GTTCGTCATTCTCTGCCCAG2 1.4470773 1.364812 0.7192419 0.952973 0.9501552
CRTC3 4 1897;6294;43117;50101 GAAGGTCTGGGGACAAGCCA;GCAGATGTCAGCCTGAACCC;GCTCGGGCAGCGCCAACCCG;GCACACGCAGAGACAGGCCG2 1.446952 1.2367948 0.7194425 0.9520443 0.9501552
TEX36 4 2762;6298;15774;67495 CCTTCTCCGTGCATGACAAT;TCCTGGAGAGAATGACCAAA;TTTGCGTTAGCCCGATGTGA;TCCCGGACTTTGTATATGGG2 1.446451 1.1627539 0.7202222 0.9518831 0.9501552
IL7R 4 6101;6300;27835;72335 CCTGCAGAGAAAGCTCCAAC;ATTCTCATGCTATAGCCAGT;TCAGGCACTTTACCTCCACG;GCACGATGTAGCTTACCGCC2 1.4462006 1.0215066 0.7206057 0.9511996 0.9501552
NPBWR2 4 6030;6302;24167;50197 GGCAGGAGCACATAGAGGAA;CGTCATCCTTGTAATCCTAA;ACAGATCCCGGAGTACACGG;TACCAGCGTGAAGAGCCCGT2 1.4459503 1.0232493 0.7209904 0.9505191 0.9501552
NGFR 4 141;6305;40871;72781 GGTAGTAGCCGTAGGCGCAG;ACACGGTCCACACCCCCAGA;GTGTGGACCGTGTAATCCAA;ACAGGCCTGTACACACACAG2 1.445575 1.7850015 0.7216141 0.9501552 0.9501552
FBXW11 4 4014;6312;62073;70655 GCTCATCATACTGCAGACAG;TGCCGCTCTGAAAATAGTAA;CGAATGTGTCATTATCAGCA;AGACTATAGAATCTAACTGG2 1.4447002 1.0921411 0.723033 0.9508379 0.9504021
FATE1 4 5506;6315;28082;70887 GAGCTTGGATCTCGGTCCCG;CAACTTCTGCTTCTTCTGGG;AGGCCCTCCCAACACCAAGG;ACTGAATCATGGACGCCAAG2 1.4443255 1.0372244 0.7236016 0.9504021 0.9504021
RNASE12 4 376;6332;24274;67561 GAACGGGAACGTCATTCTGA;GCTTCTGTTCTGGGAAAATG;CTTACCTCTGATGATAATAA;ATGACGTTCCCGTTCCTGCA2 1.4422064 1.5723897 0.7271806 0.9539164 0.9514458
VWA2 4 2436;6337;40418;48120 GGAAAACAGGAAAACACAGA;TGTGTTCCAGAAGGACTGGA;GCGCAGACAAACCTGTAGAA;CATGCTGGAGAGGATCGCGG2 1.4415844 1.1846478 0.728192 0.954058 0.9514458
TMED7-TICAM2 4 3809;6338;14944;48460 TGTCGATTAGAAGATCCTGA;GCCGCCTTCTCGGGATGCCG;CTACTGGTGCCTGGACCCGG;GCACCCCCAACGGCCCGCGA2 1.44146 1.1000174 0.7283875 0.9519519 0.9514458
TMED7 4 3809;6338;14944;48460 TGTCGATTAGAAGATCCTGA;GCCGCCTTCTCGGGATGCCG;CTACTGGTGCCTGGACCCGG;GCACCCCCAACGGCCCGCGA2 1.44146 1.1000174 0.7283875 0.9519519 0.9514458
PLEK 4 1422;6341;11128;17456 GATCACTACGACCAAACAGC;TTGCCAGGAAATCTACCAGG;CCTGGAGGAGAGAGATGCCT;CTTCCAGGCAGCCTTCCTGG2 1.4410871 1.292209 0.728982 0.9515513 0.9514458
ROR1 4 407;6345;12240;33047 GGAGCGGCGGGCGCGTCCCG;GATTCTGTCAGCCATACAGA;GCGTGCGGCCAGCAGCAGCG;GCTGCTGCTGGCCGCACGCG2 1.4405902 1.5546501 0.7298022 0.9514458 0.9514458
MPV17L2 4 3207;6358;18205;19615 TGTTAGTGACGAGCAGCGCG;GCTGCCCCGCGGATAACAGG;TACGCCGCCTGTTATCCGCG;GCTACGCCGCCTGTTATCCG2 1.4389776 1.1306226 0.7324301 0.9536944 0.9521868
TKTL2 4 990;6360;25850;68964 GTCAACAAACGGCAATCGGG;CCTGTTGCCACGTCAACAAA;TGATGGAATGGATCCGCAGG;CAACTTGGACAATCTCGTGG2 1.4387299 1.3658327 0.7328781 0.9531026 0.9521868
PHLDB3 4 5709;6361;19669;57836 GGAGGCATCCGAAGTCCTGG;TGTTCTTTCAGGAACAGAGG;CCTGCTGCTCAGCTCCCCCG;GGCGGAACCTTCGAGCCGCG2 1.438606 1.0284171 0.7330756 0.9521868 0.9521868
HPCAL4 4 15;6379;7586;31450 GCTGAAACTCCTCCAGGTTG;AGAGCTGCTGAAACTCCTCC;GCCCTGTCGGTCACCTCCCG;GCTTCTGCTCGAAGCTGCCG2 1.4363805 2.265868 0.7370018 0.9561105 0.9561105
SMARCA2 4 6165;6384;14846;27859 GCTCTTGCAGAATTTCCACG;ACTACAACAGACCATCTGGT;TCGATGGTATACATGACAAG;CTCCCAGTCCTACTACACCG2 1.4357635 1.0146302 0.7380122 0.9562465 0.956214
SIPA1L3 4 2784;6388;50448;73664 TTCTGGGCCCAGAATCCCAA;CTAAGGAGCAGCAAACCCGA;GATCATCTTCCGGACCCGCG;CGTTGCTGTTGTCATCGCCG2 1.4352703 1.1556401 0.7388927 0.956214 0.956214
FUT3 4 6145;6399;20930;59254 TGTCCGTAGCAGGATCAGGA;GGTTGGACATGATATCCCAG;ATAGCAGTGCGGCCAGACAG;GATCCCCTAGGGCTCCCAGT2 1.4339158 1.0142218 0.741165 0.9579807 0.9579807
MMP24 4 4823;6407;14171;34998 AAGTGGGTGAGCTAGACACG;GGGAGAGTCGAAGCACCTGT;GCTGCCTCCCGGGCGCCGCG;ACTTTGACTCCGATGAGCCA2 1.4329323 1.0538874 0.7428074 0.9589299 0.9589299
PLP1 4 1998;6420;60658;72217 TCCATAGATGACATACTGGA;GCTGAGGGCTTCTACACCAC;GTGGCCACCAGGGAAGCAAA;ACACAATCCAGTGGCCACCA2 1.4313371 1.2186278 0.7455871 0.961343 0.9609872
SLC7A7 4 724;6422;21029;48198 GCTGGCCCCAGATTTCTTAA;GGTGAAAATATCTTGTACCA;GCCCAGTTCCGCATAACAAA;GGTGGGCTCAATGATGAGCA2 1.431092 1.427615 0.7462211 0.9609872 0.9609872
SFR1 4 4252;6440;16282;52641 ATTTAATTCCTCTTACAATG;AAGTCCGTCAGACTCAGCTG;GAAACCAGCATCTTCCACAG;GGGAGATGATGGATTCGCAG2 1.4288899 1.0739256 0.7499841 0.9646568 0.9615486
NR2C2 4 4099;6441;12780;18555 TAATAGGCTGAAACAAGCCA;GGAAGCCCTTCGATGTGCAA;TCAGCCGGCAAAACTGACAG;GTACCATCCTCACGTATCAA2 1.4287678 1.0804087 0.7501837 0.9637397 0.9615486
ULBP3 4 5585;6442;21921;36950 CTCCTGGTCTACAATGGCAG;TACGGAAGAATCGCGAGGCG;CGAGGCGCGGAAGGATCGCG;GCAGGTACGGAAGAATCGCG2 1.4286457 1.0270354 0.7503989 0.9628448 0.9615486
FERMT2 4 841;6448;54003;60073 TTAAGAGAGAAAGTTCTTCG;GATGCCAGATGGCTGCTACG;GACGGGATAAGGATGCCAGA;ATAAAGCAAAAATCAACCAA2 1.4279134 1.3945283 0.7516723 0.9633082 0.9615486
CACNA1G 4 1853;6450;40757;42462 CTTGGTCTCTGAGAACTGCG;CTATTACCAGACAGAGAACG;GGGCTCAGAGAAGCTAGCCA;TTGAGCCGCATGAAGCTCCG2 1.4276695 1.2318558 0.7520673 0.9626462 0.9615486
UBQLNL 4 3901;6454;9066;40589 GGACTTGATGACCAAGTAGA;TGGAGAATCCTAGCATCCAG;GGAGCTTGATTCATACCAGT;CTAGTTGGTCCATCTGGCAT2 1.427182 1.088542 0.7528948 0.9625386 0.9615486
KCNIP1 4 5603;6458;11551;54008 TCTCAATAAAATCGACAGAG;AGATGACCATGGTTTGCCAT;CTTCGTTGACCACACCACTG;AGATGAGCTGGAGATGACCA2 1.4266947 1.0255309 0.753716 0.9624233 0.9615486
C6orf120 4 1189;6459;13218;47896 CCTGTCTCCGGGAAGCTGCG;GCAGGAGCACCCACTCCTCG;GGACGAGGAGGAGGTCCCCG;CGAGGCTAGGAGCAGCAGCA2 1.426573 1.3217423 0.7539415 0.9615486 0.9615486
ITGA10 4 1136;6467;24725;59878 GCTGGAATGAAGCATCCACA;TTTCTCTTCTCAGCACAGAA;CTTCGTTCGGAAATCTCCCA;GGTTGCCCAGAGCCTCCAGG2 1.4255997 1.3306878 0.7556432 0.9625564 0.961783
HIC2 4 1985;6473;32251;36258 CCATGATGATGACGTCACAC;CGGCTCGCTTGAGTTTGCGG;ATACCGAGCTTGGATGACAG;ATAAGAGGCACTGTTGGCAA2 1.4248706 1.2166955 0.7568719 0.9629599 0.961783
RASD2 4 3074;6489;61276;69830 GGATGTTGTATACCTTACGG;GTGTGTACTGGTCCTCAAAG;CGAGCTGGTACATGTCGCCG;CGTAAGGTATACAACATCCG2 1.42293 1.1305853 0.760454 0.9663531 0.961783
TSPAN16 4 1048;6494;21655;36167 TTTAGTCGCTCCATACCACC;GGATGCATCACGGTACTGCT;GGAGCGACTAAAGAGAGCAG;GCATTGGTGGTAAATGTGGA2 1.4223246 1.3457799 0.7615278 0.9665545 0.961783



SCAND1 4 762;6500;10308;10444 GCTCCTTCCAGTTTCTCCGG;GCCTTCCAGTCCCAACGCCG;GTTGGGACTGGAAGGCTCAG;GTGCCACCGGAGAAACTGGA2 1.4215989 1.412095 0.7627908 0.9669953 0.961783
PPP6R2 4 2737;6507;26081;26938 GCTTTGGTACATACTTGAAG;GTTAGGCTGGGCAGAGACCA;CCTGGTGCAGAGGATCCTGG;GCGAGCAGAGGATTGAGAGG2 1.4207532 1.151653 0.7643012 0.9677483 0.961783
RNF215 4 5665;6514;17099;25872 TCTCATCCTGAACCACAACG;CAGTCTCACGTCCACCCGCA;CTATCCCTCTGCAGATGCGG;GTTCAGGATGAGAAGAAGCA2 1.4199085 1.020333 0.7657232 0.9683877 0.961783
DNAJC28 4 5607;6518;53838;72466 CCATCACTTGTTCAGCAGCA;TTATAGACTGCTGAACGTGG;ATTTGTTTGTTCTATCACAT;GCAGTATTAGAGCCACTGTC2 1.4194263 1.0217794 0.7665788 0.96831 0.961783
ZNF80 4 5710;6519;31898;74645 ACATCAGCAGATTCACACTG;GGAGAAGCCCTGTAAGTGCG;TCTCTCCAGTGTGAATCTGG;ACCCATGAGGATTCACACAG2 1.4193057 1.0187384 0.7667991 0.9674312 0.961783
GATB 4 1501;6521;25371;71344 GCTTTCGCCCGGGTTGACGG;GAACGCCCAAAGGCTCCCCA;GCTCTCTCCCCTAATCTGGT;GCTCCAGGACCACCTCCAGA2 1.4190648 1.2701601 0.7671973 0.9667784 0.961783
PCDHB14 4 5745;6522;51753;64373 AAGACTCTGGAGACAATGGG;GTGGCAATCCAGGAGCCAAG;CTATGAGGTGCAAGTCCCCG;GAGACTCTGAGGAAACTCAG2 1.4189443 1.0175614 0.7673896 0.9658682 0.961783
RNF17 4 570;6524;24231;29934 TAGACAACGCTACTACCCAA;CCTGGTGCACTGGATTTCAG;ACAGAATTAATTCCAATAGA;AGAGTGTTCTGGTCTCACAT2 1.4187035 1.4719976 0.7677815 0.965211 0.961783
CAPZA3 4 3165;6530;14824;42625 GTGAATGACCACTATCCAAA;GTTATTACAGGCCCCTCCAG;GGATTTCCATCGATGCAGAG;GCATTTACAAATTCCCCTGG2 1.4179815 1.1226045 0.7692565 0.9659154 0.961783
ARL17B 4 2395;6532;12738;20384 GTGCCTGCCGTCCCTACAGT;TTACCTACTGTAGGGACGGC;ATATTGAGTTTGGATACAGC;TCATTAACTTACCTACTGTA2 1.417741 1.1760424 0.7696661 0.9641369 0.961783
ARL17A 4 2395;6532;12738;20384 GTGCCTGCCGTCCCTACAGT;TTACCTACTGTAGGGACGGC;ATATTGAGTTTGGATACAGC;TCATTAACTTACCTACTGTA2 1.417741 1.1760424 0.7696661 0.9641369 0.961783
FAM214A 4 4606;6537;13414;24756 GGTAACAAGACTGTGCTGGA;GTGAAAATGAAGCCAGACCG;GCATGTTGAATGACTGCCGG;GAGAAAAAAACACAAATGAG2 1.4171401 1.0539677 0.7706494 0.9642249 0.961783
ARNT 4 5382;6541;34866;64841 GATGACCCAGAGGCTGGCCA;TTGTCCAGAGGGCTATTAAG;ATCACAGTGAAATTGAACGG;AGATGTCTAACGATAAGGAG2 1.4166598 1.0271712 0.7714478 0.9640815 0.961783
SNRPC 4 1715;6542;34071;59031 GCAGGAGGAGGAGCAGAGAA;GTGAGAAAGACACACTGCAG;TCTCTGCTCCTCCTCCTGCA;AGACTATTATCAGAAATGGA2 1.4165397 1.2418635 0.7716671 0.9632157 0.961783
ARFGAP1 4 3474;6543;18143;21400 GAAGTACAACAGCAGAGCCG;GCTTCACCACTGGAGCCAGC;GCTGTTGTACTTCTCCTGCA;CTTATCCCTAAAGAGGGCCG2 1.4164197 1.1044161 0.7718948 0.9623623 0.961783
CRYGC 4 4537;6549;52280;73517 CCACCCGGATGGAGTTGCAG;GCAGCCGCTCTCCACCCGGA;GGGGGATGAGACAACAGGAG;TGTTCTGCTCACCTTCCCCA2 1.4157001 1.0558842 0.7731141 0.9627459 0.961783
GABARAPL2 4 4089;6559;8904;67574 ATATTTCGCTCGAATCTTCG;GGTTCCATCTGATATCACTG;AGATTGTTGACATTGACAAA;TCCCACAGAACACAGATGCG2 1.4145023 1.073714 0.7752212 0.9642327 0.961783
LUM 4 3444;6561;10013;30737 TAGAAAACTCCAAGATAAAA;TCATCCATCTCCAGCACAAT;ATAATCATAGTACTGGCCAC;TAAAGATACTTGATTCCAGG2 1.414263 1.1049466 0.7756474 0.9636278 0.961783
CCDC109B 4 4540;6563;28363;47894 CTTACCATCAGGTGGCACCA;GTCACACCATTATAGTACCG;GATGTGCAGTGTCCAAAGAG;GGCAAGGTAAGTGTTACCAA2 1.4140237 1.0549303 0.7760767 0.9630282 0.961783
MDM2 4 2749;6565;11173;17535 TTGCAATGTGATGGAAGGGG;AGACACTTATACTATGAAAG;GTTCTTGTCCTTCTTCACTA;AGTTACTGTGTATCAGGCAG2 1.4137846 1.1473274 0.7764987 0.962421 0.961783
CCDC28B 4 862;6567;36055;40367 GCAGCACTCCTTCCTGACCG;TGGCAGATGAGGAAGTCCTA;GGTCAGGAAGGAGTGCTGCA;GATGTCTATGAGATGGAGGG2 1.4135455 1.382174 0.7768948 0.961783 0.961783
BYSL 4 3894;6589;63878;69430 CATTGTGGCAGCCTTCTCCA;GCTGACTGAGAAGCAGACAG;CGGGTCCTAGAAGTGTACAG;CAGACACTCACCCAGCCGCG2 1.4109211 1.0807371 0.7817836 0.9667019 0.9653571
BGN 4 5757;6592;44529;61871 AGAAGGCCTTCAGCCCACTG;CGACATCTCCGAGCTCCGCA;CATCTCCAAGAACCACCTGG;CTACATCTCCAAGAACCACC2 1.410564 1.0130315 0.7823989 0.9663313 0.9653571
ARID3A 4 5185;6596;18585;70209 TCACAGCTCTACGAACTCGA;CCTCCTCCTCATCCTCCCCG;TCTTGTTGATGACCTCCACG;GGAGGAGGAGGAGGATTACG2 1.4100881 1.0301337 0.7832378 0.9662373 0.9653571
GHITM 4 2877;6597;18548;65327 TTTCCACCCAGCTTTCACCA;GTACTTGTCTTTCAGACAAT;CCACCTATATGTACTTAGCA;TGTTCTGCAGTTGATCAGAT2 1.4099692 1.1366973 0.7834384 0.9653571 0.9653571
ENTPD4 4 6131;6612;10611;34438 ACAGAAAGTCAAAGTGCACG;TCATAATCCGAAATAAGTAT;GTAATTTCTGGGAAACAAGA;ACCTCTCTACATTCTCTGCA2 1.4081878 1.0017201 0.7866526 0.9681878 0.9681878
STARD4 4 1893;6638;65816;70202 TATTCTGGAGAACTTTGAAG;TATCCATTAAATTCTTCTGA;GTGGCGAGTTGCTAAGAAAA;ATAGCATTGAAGAAGATAAG2 1.4051108 1.2162968 0.7923543 0.97407 0.9698697
C2orf72 4 4365;6643;61468;65166 GCACGAAGACCAGCGGCGAG;GCTGCGGGACTTCGCACGGG;GAGATGCTGCGGGACGTGCG;GGGCGGCCAGCGACGACGCG2 1.4045206 1.0570914 0.793453 0.9742865 0.9698697
SLA2 4 4283;6647;13223;49462 ACGTGGCCAAAGTCTCCCAT;CATGGGAGACTTTGGCCACG;AGTTCCTCTGTCCAAGGCCA;GAGAAGCAAGGCCACAGCCG2 1.4040488 1.0602144 0.7943033 0.9741978 0.9698697
PRKACB 4 2210;6651;21489;57900 CATGGCATAATACTGTTCAG;GACCGCCAAGAAAGGCAGCG;GTGAAAACATTTCACCCCCA;GGATAATTCTAATTTATACA2 1.4035774 1.1847523 0.7951703 0.9741297 0.9698697
OASL 4 3947;6652;21838;22663 GAGAACCGTGCCATTCCCGA;CTGAGGCAGGAGCATTTCCA;CTGTTTCCACAGCTTCCAGG;CCTCTTCCTTCCACTCCCGG2 1.4034596 1.0745587 0.7954 0.973282 0.9698697
KCNS2 4 6622;6654;37731;68924 GATCTCATCGAAGGAAGACG;GGTCGAAGTAGAACTCCCGC;GCTGCTCTGCCACTCGCGCG;TGCTCAGCACTGAGTAGCCG2 1.403224 0.9871917 0.795822 0.9726714 0.9698697
MYO5C 4 5422;6656;54508;59518 GGACCTCTCGTTGCCCACCG;GGCATCCAATCCCATCACCG;GGGCAATGTGCAGATCACCG;GTACTGCTGGATTATCAGGG2 1.4029885 1.0191038 0.7962597 0.9720812 0.9698697
KRTAP8-1 4 6393;6666;40907;56674 CAGCCAACGCTATATCCCAG;ATCCTGGGAAGACAGCCCCG;ATGCTCTGCGACAACTTCCC;GCTCTGCGACAACTTCCCCG2 1.4018122 0.9919399 0.7983823 0.973547 0.9698697
EGLN3 4 2815;6667;46430;50207 GGACCTGGAGAAAATTGCCC;ACAGGGCACGATGTACTCCA;CAAGCAGCTGCACTGCACCG;GCAAATACTACGTCAAGGAG2 1.4016946 1.1367286 0.7985933 0.9726812 0.9698697
MT1B 5 3303;5251;31563;32841;46713AGGAGCAGTTGGGATCCATT;GCACTTGCAGGAGCCGGCGC;CCTGTGGTGCAGGAGCAGTT;ACACTCACACTTCTTGCAGG;GCAGGAGCCGGCGCAGGCAC2 1.400987 1.067465 0.7999062 0.9731578 0.9698697
SLC22A1 4 3818;6682;29885;72190 TGGTGGCCAGGCTAGCCAGG;GGGAACTGTGCTGGTCAACG;GTTGGTGGCCAGGCTAGCCA;TATAGTTCAGCTCCTCCGCA2 1.3999342 1.0788247 0.8018657 0.9744191 0.9698697
MTRNR2L3 4 3577;6685;21506;24589 CACGGATAGATCAATTTCAC;TTGAATGAATGGCCACACGA;TGTTTATATCCGCCTCTTCA;GAGACAGCTGAACCTTCGTG2 1.3995826 1.0905959 0.8026848 0.9742933 0.9698697
WFDC2 4 934;6687;19477;44715 GTTCTGGTCAGCCTGGAGCT;GCCCCACTCACCTGAGACTA;TCTTCTCTGCTCCTGTGCCT;CAGCAGGCTGAGGAGGAGGG2 1.3993483 1.3582912 0.8030902 0.9736662 0.9698697
SERPINB9 4 5088;6689;16650;58838 CTTTGCCCCTAGGAGAACCA;GTTTGACGAAACATACACAA;GGCACTGTCTTTAAACACAG;TATTGATTCAACTTACTGAG2 1.3991141 1.0278391 0.803532 0.9730846 0.9698697
TTC39B 4 1236;6692;17193;20027 GCCCGAATAGAGTTGCTGAA;GAGCAACAGGACATCCAGAA;GTACATTTGGAAACTGCTGG;ACCTTCACTCAGTTGCTCCA2 1.398763 1.2998357 0.8041734 0.9727458 0.9698697
LNPEP 4 3597;6699;38792;49312 GCTGAATTAGTCCAATTGAC;GGGTTTGCTCACCTTCCGAG;ACCAGCAGTCGGGAACCCCG;CTAACCTCGATGACATTCAG2 1.3979443 1.0887492 0.8056744 0.9734465 0.9698697
TRAF3IP3 4 1008;6701;11748;39147 AGATCCCTGCAGATGCCTGA;TCCTCCCTCAGGCATCTGCA;AAGCCACCCAAACACCACCG;TCAGCGTCTTCCCCACCTGG2 1.3977106 1.3415695 0.8060902 0.9728358 0.9698697
NPC1 4 6429;6705;33366;37720 TTATACCTACCTGAAAACAC;TGATACAGAGAAGCTCCAGA;ATGTCAAGCGGAGGTCCAAA;CTTTGGGCCTTTCTTCCGGA2 1.3972434 0.9887797 0.8069177 0.9727227 0.9698697
MED1 4 4163;6707;31283;74182 ACACAACTCACCACACACCA;GGGTTGTGATGAGTTCTGGA;TGAGTGATCAGTTCATACAG;GCACTGCTATTTCCTCAACA2 1.3970099 1.0617564 0.8073574 0.972143 0.9698697
OR4L1 4 3441;6708;13178;15075 CATGATTGTCCTATAGTGCA;ATGATTGTCCTATAGTGCAG;ATGAGCCACAAGCTGCTAAA;TTTCCAAGGAGAAAGTACAA2 1.3968932 1.0964235 0.8075778 0.9713008 0.9698697
TM9SF4 4 6308;6712;11543;12648 CATCCTTTACTATCATCGGG;GTAGTCTTCTGTGATCCGCT;TCTGGGGAATCACCTCGAAG;GAGAAAAGCAGTAAAGACCA2 1.3964265 0.9913433 0.8083792 0.9711587 0.9698697
BHMT2 4 1683;6714;26048;52251 AAAAGAATCAGATAGACCCG;GCCTCACAGCACATTCTCCG;GGAGCGCCTGGAGAGTGGGG;CCTCACAGCACATTCTCCGG2 1.3961933 1.2354946 0.8088096 0.9705715 0.9698697
TGIF2 4 3204;6716;14415;45748 GGTTCATCAATGCCCGGCGG;GTAACTGGTTCATCAATGCC;TCAGATGTGGCCCTCCCCCG;GTTTACCATTTCCCGCCGCG2 1.3959601 1.1092897 0.8092326 0.9699769 0.9698697
FAM3A 4 316;6721;12188;33813 AGGGGCCTCACCGTTCACCA;GGAGCACCTGGCCTTCCGCG;CCAGGGCGATGTTCAGCCCG;TGGCGGCCCCGCTGACCACG2 1.3953776 1.5861999 0.8103252 0.9701852 0.9698697
MFN1 4 4262;6724;35079;50241 TTATATGGCCAATCCCACTA;CTAGAAAGCAAAAAGCACAG;GTAGGTACGCAGACAGCACA;ATATTCTTCAGGACAAGCAG2 1.3950283 1.0565772 0.8109801 0.9698697 0.9698697
ANKRD31 4 6007;6735;52458;71835 GATGATGCCTGTTCTTAGCG;GATACAAGAGGAATGTGCAA;AGATTGTACACAAATAGCAG;AATGATGGTCACCTTCTCCA2 1.3937491 0.9977604 0.8133075 0.9715528 0.9707118
ZNF853 4 1297;6736;48335;60475 CTACTATTGCTGCAGCAGCA;AGCAAGTGCAAGAGCAACAG;GCTGGAACTTCAATGTCTTG;ATTTCTTCCACAGGTGGCAG2 1.3936329 1.2873512 0.8135227 0.9707118 0.9707118
PSG4 4 5799;6752;49742;52006 GATCCAGAATGTCACGCAGG;ACAGCGCATCACCTGGAAGG;CACATCATAAAGCGACGCGA;GCTGATCCAGAATGTCACGC2 1.3917768 1.0024565 0.8171952 0.9739934 0.9710341
AP2A2 4 2716;6759;25065;62601 GGACAGCGTGAAGCAGAGCG;GTACAGGCGCAGCAAGCACA;CATCCTGGCTGAGAAGTACG;GCTGAGTTCAAACAGATACA2 1.3909663 1.138242 0.8187212 0.9747121 0.9710341
TMEM56-RWDD3 5 1677;5323;11350;11650;31797ATCCACATGCCATTCTTTGG;ATATTCACGTTTGCAAGTGA;GCTTCAAAAAGAAGATTGAA;CATCGAATAAGAAAATGTAC;CATCTCACATACCAGAAATG2 1.3905098 1.1898512 0.8195747 0.973533 0.9710341
TMEM56 5 1677;5323;11350;11650;31797ATCCACATGCCATTCTTTGG;ATATTCACGTTTGCAAGTGA;GCTTCAAAAAGAAGATTGAA;CATCGAATAAGAAAATGTAC;CATCTCACATACCAGAAATG2 1.3905098 1.1898512 0.8195747 0.973533 0.9710341
BCL7B 4 6623;6763;48979;61963 CCATTTCCGCACTTTCTCGA;TCCTGTGACAGACAGCAAGG;TCAGCAGCCCGAGAACCTAA;GCATCAGAAGGAAAGCCATT2 1.3905035 0.9808082 0.8195747 0.9724391 0.9710341
PRPF19 4 4920;6764;19968;70275 AGACCCAGACACTCACCACG;GCTCATCGAGAAGTACATTG;TCTCTAATCATGTTTATGAG;CTAATCATGTTTATGAGCGG2 1.3903879 1.0291964 0.8197722 0.9715818 0.9710341
NUDT16 4 3246;6766;7553;46598 AGCGGCTGCCGCTTTCCGCG;GCTGAACCGCGAGCTGCGCG;GGTAGTCAGTGCGCTCCACG;GCGTGTCCACGAATCCGCCG2 1.3901567 1.1039428 0.8202295 0.9710341 0.9710341
GALT 4 3529;6786;10692;35864 GCTAATGGAGTACAGCCGCC;CCTCACAAACCTGCACCCAA;GGATGGCCCCAGGACACAGA;CCTTCCTGAGTAGCTCCTGG2 1.3878488 1.087223 0.8246287 0.9751489 0.9722296
MCPH1 4 644;6788;55718;70020 GTTCATTCATATTAGCTGCA;GCTCGTTTCGGTGCTCTGGG;GTATCACGTGAAATGTTCAA;AGATGGCTACCAGAGCACTT2 1.3876184 1.4306003 0.8250383 0.9745419 0.9722296
DTL 4 3788;6789;57362;64493 AGCACAGTAGGAGGTTGCCA;ACAGCTGTATTCTGTACGGG;TGACCTCTTGAGAATGACCC;GTGTCCATCTGACTTCACAA2 1.3875032 1.0740465 0.8252503 0.9737032 0.9722296
TEX13B 4 5180;6792;46011;56117 GGTCTTGGCCTCAAACCTGA;GCTAACCGAGACCAGCCTTG;GCTCTCTCTGCACCTCCGCA;GGGGCAGTTACAAAACCGCA2 1.3871579 1.0188313 0.8261797 0.9737117 0.9722296
SLC8A2 4 2231;6793;32985;66682 TCTACCGCATCCAGGCCACG;ATAGGCGAAGATGCTCCAAG;GGATCTGGATGACCTCGCGG;CTGCGGCCACAACTTCCAGG2 1.3870428 1.1746201 0.8263876 0.972871 0.9722296
ZMYM3 4 4599;6797;12960;13031 GCTGGCCTGGAAAAAGACCC;AAGCTCCTCCTCCTGCCCAG;TCTCCCCCGGAGGTGGACCA;GCAAGGAAGGATGTGCAGGG2 1.3865827 1.0389542 0.8272982 0.9728584 0.9722296
HTR3A 4 4053;6801;25754;51077 GAGCAGTTCTGGACATCGAA;GGAGGAGCCGAAACACCACC;TGTCTATGCCATCCTCAACG;GTTCATGAAGACACTCCTGT2 1.3861228 1.0611124 0.8281568 0.9727848 0.9722296
NAT1 4 2234;6803;23025;26095 GGTTCTCAAAGGGAACAGCT;TTTGAGACCACGATGTTGGG;CGTGGTCTCAAAACCAATAG;GTTGTGAGAAGAAATCGGGG2 1.385893 1.1737804 0.8286048 0.9722296 0.9722296
NAP1L5 4 2524;6814;17597;32816 TGCGGAGCCTAGCCAGGCGG;TGGCCGACTCGGAAAACCAG;GGGTGGAGACTGTGACAGCG;GCCTGCGGAGCCTAGCCAGG2 1.3846305 1.1492587 0.8309634 0.973915 0.9723019
SPERT 4 5112;6818;56923;66376 CATGGGGTCTAAAGGCACGG;GATGGAGGAATCCAATGCAG;GCACAGCCGAACCCTTCCCG;GTGCTGTCCTCCTTGCCACG2 1.3841719 1.0195707 0.8318626 0.9738879 0.9723019
ZNF334 4 433;6824;20035;53291 GTACACCAGAAAATTCATGG;CTACAATCACTACAAACATA;GCAATTCTCATTACACAAAA;CCACATTTATTATAGTCAAA2 1.3834847 1.5128786 0.8331911 0.974363 0.9723019
ELK4 4 6593;6825;45670;72399 TCTGTTGGACCTCTAATGAT;CCTCAGATACTATTATGTAA;GACACCTTCCAAAAAGCCAC;CTGAAGAAGGAACTGCCACA2 1.3833702 0.9779403 0.8334208 0.9735535 0.9723019
TMEM184B 4 87;6826;49690;69502 CTTCACCACACAGAACTGCA;GGTACTTGCCGAAGGCCTGG;GCAGAACCTCAGAAATCCGA;GCAGTTGTCATCAGGAACAC2 1.3832557 1.85822 0.8336308 0.9727228 0.9723019
ARX 4 2735;6832;35275;59484 GATGCTGTCGATGCAGTAGG;CATGAGCAATCAGTACCAGG;CGCCGCCACCGCCAACCGCG;GCCCTCTGTGGCCACTGCAG2 1.3825694 1.1327018 0.8349343 0.9731685 0.9723019
TBC1D29 4 1857;6838;50388;65498 CCAGCAAATACATATCCCAC;TTACCCCATCATTCAGCACC;ATACATATCCCACAGGCACG;TAAACTCACCAGATGCCCCA2 1.3818837 1.2085305 0.8362919 0.9736762 0.9723019
EXOSC1 4 6810;6840;48380;72964 CGTCTGTGTAACTTGGAGGA;CGAACGTCTGTGTAACTTGG;GCTGCTCTTCATCAGACAGC;GAAGAGCAGCGAGAATGGCG2 1.3816553 0.9721302 0.8367212 0.9731031 0.9723019



MCMDC2 4 6408;6846;9986;24015 ACTTCTGTCAAGATAGATGA;TCAAGACCATAACTTGGCAG;CTATAACCAAGTATACACAA;TCTAATTCAACAACATCAGA2 1.3809705 0.9811533 0.8382472 0.9738054 0.9723019
SORBS3 4 5110;6850;19381;56203 GCACATCTGCCTGATCCGCA;CCTTACCTCGGGTTGAGGAA;TCACCTCCACATAATTAGCA;GGCCCAGTACACCTTCAAGG2 1.3805144 1.0178082 0.839135 0.9737654 0.9723019
NEIL1 4 4571;6852;71923;73535 ACTTTCCCCCAAGGTCCCAG;CCCTCCCTCAGGATGCCTGA;GCGGATGTCCACGAAACATA;GAATGTGCTACGAAACCTAG2 1.3802864 1.0368719 0.8395601 0.9731893 0.9723019
BMP2 4 2362;6856;19430;30732 GCAGCAACGCTAGAAGACAG;GCTCACCCGCCCCAGACCAC;ATACAGGTCTAGCATGTAGG;GGGCCGCAGGAAGTTCGCGG2 1.3798308 1.1598028 0.8404905 0.9731995 0.9723019
USP43 4 1873;6866;24685;74371 GCTCAGGGCTTGAAGAACCA;GCTGCCTACCTTGAACTCCG;GGATAGGTAGGGACACACAC;ATACACGCCCCAACTTTCCG2 1.3786928 1.2052152 0.8426495 0.9746308 0.9723019
LRTOMT 4 5248;6868;16323;68095 TCTGAGAGACTTCAACCAGG;CCAACAGCTGTGAAGCCACC;GTAAATGAGGAGCCAAGGAC;ACGGGACTATATGAACACTT2 1.3784655 1.0122907 0.8430996 0.9740845 0.9723019
RGS7 4 3933;6870;25043;74056 TTATGGGCAGACCAGCAACG;GACTTACCAGAGAAGACGCT;AGATGGAAGACGTCATAGCA;GGCTGCAGAGAGCATTTGCC2 1.3782382 1.0625907 0.8435996 0.9735969 0.9723019
SLC16A10 4 5023;6874;21993;70518 TCTTTGGTACTGGTAGCAAG;TATGGAATCATATTTGCCTG;GGGACCCTCGGACAGCCCCG;AGGAGGAGCCGGACTCCGCG2 1.3777838 1.0193578 0.8445071 0.9735803 0.9723019
PODNL1 4 5437;6880;20414;61565 CTCATCTCCAAGGTGCCCCG;GCCCAGGTGCAGGATAGCCA;CCTTGTTGTGAGCCACGCAG;GCTCACGGAGTTGAGTCTGG2 1.3771029 1.0057021 0.8457784 0.9739826 0.9723019
BAK1 4 4532;6881;9940;56208 GCAGGTAGCCCAGGACACAG;GGAACTCTGAGTCATAGCGT;AGACCCTTACCAGAAGCAGA;CCTGCTCCTACAGCACCATG2 1.3769894 1.0367219 0.8459978 0.9731739 0.9723019
P4HB 4 2846;6885;21553;54880 TTCTGCCTTCAGCTTCCCAG;ATACCAGCTCGACAAAGATG;CTGAGTATGCCAAAGCCGCT;GCTGCCACCACCCTGCCTGA2 1.3765359 1.122052 0.8468803 0.973129 0.9723019
CA10 4 204;6889;22355;37523 GCATACAAGGAGGTGGTCCA;ACTTGGTCAACATATCTGGA;GTAGTCGGATCTCCTCCAGC;CCTCTTCGCATCAACACGGG2 1.3760827 1.6706005 0.8477774 0.973101 0.9723019
WDR35 4 1743;6890;9840;53003 AGATGTCTATGATAGCAAGA;TCACACGGTCTCGAAAAGAA;GCTCAGGTAGAAGAACATCG;TTTCGAGGCTGCTATCACAT2 1.3759694 1.2183117 0.8480019 0.9723019 0.9723019
RNASE2 4 1296;6898;45787;63406 GGTTTCAAACCATTGAGCCC;CATTGAGCCCAGGTAAACTG;AGGTCATTAACAATTATCAA;GTTAATGACCTGCATTGCAT2 1.375064 1.2782253 0.8499687 0.9734999 0.9731733
GLYATL2 4 3717;6910;11609;41444 CTTGGATGAAGCAATAAGAA;CCTTTCTCCAGGTTGCCAAG;GAGCAAACTTTGCAGATCCA;GGTGAAGATGTGGTAAGTGT2 1.373708 1.0706056 0.8525996 0.9754553 0.9731733
GKN2 4 148;6912;18278;60390 GATACAATCTCATGGATACG;TGCATGGATGTTAATGATGG;TCAGGGCTACATTGCATCCA;TAGAAGAGCATGATCCTGCA2 1.3734823 1.738495 0.8530581 0.9749235 0.9731733
ZNF878 4 6398;6913;14615;74447 GTGTGTGGAGAAATCGGCAT;TTCCCAGAAAAATCTCTACA;TCATGTCTACGAACAGAACT;TATGGAGGTCAGGTTCCTCA2 1.3733695 0.9775965 0.8532982 0.9741437 0.9731733
HIST1H4F 4 4762;6919;30881;69881 CGCCGCGTCGGGCCAAGCGA;GGTAAAGGTTTAGGAAAGGG;TCTTCGATCATGTCTGGTAG;GTGCTGCGTGACAACATACA2 1.3726928 1.025963 0.8546028 0.9745794 0.9731733
SLC26A9 4 4586;6925;12281;61987 GCTCTGTCTACCACGTAGCG;GATGAGAGCGAAGATGAGCG;CCTGACCTACTTCTTCCTGG;ATCGTGGGAGAAATCCAACG2 1.3720168 1.0321651 0.8559157 0.9750237 0.9731733
FGF3 4 360;6930;34513;70870 GTTCATGGCCAGGTACCGCC;GTACCTGGCCATGAACAAGA;TCTCCAGGCTGCCGTTGACG;TCAGGGGTCTCTTCTCCGGG2 1.371454 1.5463159 0.8570622 0.9752777 0.9731733
CBX8 4 268;6934;37327;49072 ATGACAAGCCCAGCTCACCG;ACCATCCCTTCCATTTCACG;GAATACCTCGTGAAATGGAA;GGTCCCGAGGGGCCTCTGCG2 1.3710041 1.6093689 0.8579832 0.9752748 0.9731733
KIAA1841 4 2849;6935;8466;52461 AATCCCTCAGACTATCAACT;TTTCCCAGTTGATAGTCTGA;CCTGAACAATAATAACCAAA;TTTGATGAATTAAAGAGCAG2 1.3708916 1.1190283 0.858187 0.9744575 0.9731733
SAMHD1 4 1292;6939;7985;13866 GTGCTGCTGAAGAACATCCG;TTACCTTCATTGTATCAACG;TATTCCACTTGCTCGCCCGG;CGATACATCAAACAGCTGGG2 1.3704421 1.2765501 0.8590633 0.9744047 0.9731733
OR6C70 4 1132;6948;42722;52669 CATAGGACAGAGCAGCTAGA;CTGGGAATCCAGCAGAATGA;CCAGAAAAGAGAAATTACGG;GAGAAATGAAGAATCATACA2 1.3694316 1.3033343 0.8613242 0.975921 0.9731733
KCNK2 4 713;6954;19398;23164 CCGCTCAGAACTCCAAACCG;TCAGATAGAGGACAACCACC;ACATTCCTGTGTCAATTCGA;GGTCTCCACGATATTCCTGG2 1.3687588 1.399676 0.8626828 0.9764127 0.9731733
DIDO1 4 6050;6956;19081;57670 GGAGCCCGAGAACGATCAGG;AGCAGTTCCTGACCATTGCG;GGGCTCACCAGAATCCTCCA;CCTGCGGAAGAAGCGCCGGG2 1.3685347 0.9840123 0.8631381 0.9758821 0.9731733
MEGF6 4 161;6961;40497;70341 CTACAGGCAGGTGTATACCA;CGTGGGCTATCAGCTAGCAG;GTGTCCAGCTCGTAGCCGCG;ATGTGGACGAATGTGCCGCA2 1.3679747 1.7175727 0.8643013 0.9761521 0.9731733
SYN3 4 2194;6962;12186;12969 GAGTAGAGAGAGTTGACAGC;ATACCTTTCCCATTCCAGCG;GCAGGCCGATGACCAGGCTG;GCTGCGGTAGTCTTCCCCCA2 1.3678627 1.168329 0.8645175 0.9753531 0.9731733
C5orf42 4 5430;6963;50441;69809 AGAAAAGTCTACTTGCAGCG;TAGGCTATCAAGAAATCGAA;TATATCCATCAGATATAACG;GCTGGAAGATACAAGCCGAA2 1.3677508 1.00124 0.8647358 0.9745582 0.9731733
PAX4 4 6048;6964;43820;45940 AGGATCCGTGAGATGTCACA;GGGCAATTCGAGCCACCACA;ACAGGTGTCTTGGAGCCAAA;AGTGGCTCTGAGACTCCCCG2 1.3676389 0.9836172 0.8649676 0.9737802 0.9731733
PCDHA9 4 3798;6968;51496;58146 GTGTCGCTGGGAACACTGGA;TCAAGTCGAGGAGATCCAGA;GTTGGATTCCAAAGGCCGCG;GCTCCACTACTCCGTCCCGG2 1.3671915 1.06341 0.8658471 0.9737322 0.9731733
DIO3 4 6696;6973;20401;58795 GGAAGCGCGGGAAGAGCACG;CCTCAAGGAGTGAAGCAGCA;AGAGCATGAAGGCCGTGCCG;GAAGAGCACGAGGCACGAGG2 1.3666325 0.9671914 0.8669541 0.97394 0.9731733
R3HDML 4 6096;6974;7476;35608 CAGAGATGTGGCGCTTCCGG;CACCATGTATTCCATGTTGG;TCACAGCTGATGAGATACGT;CGTGCTCTCGGGCTGGGCCG2 1.3665208 0.9817973 0.8671932 0.9731733 0.9731733
SCN1A 4 4864;6983;23748;60434 GCAACCTGAGTCAGACCAGT;CTAAGGAAAGAAGAAATCGG;CATTCTTTGTCCAATCAGGA;ACTTGCAGCCAATGTCCAGA2 1.3655161 1.0187235 0.8692857 0.9744859 0.9737506
HNF4G 4 811;6989;15822;27051 CACTGTTGAGAGCTCACGCA;AGTATGAATACCACAGACAA;TCCAGCTGTGATGGGTGCAA;TTATGTCAGTGCTTGACCCA2 1.3648471 1.3706181 0.8706475 0.9749774 0.9737506
ING1 4 3062;6991;55041;74356 GCAGGAGCTGGGCGACACAG;GCGCCTCGAACAGCTCCACG;GCGGCAGGTGGACAGCCACG;CCAACAGCAAGCGCTCACGG2 1.3646242 1.1021726 0.8710851 0.9744342 0.9737506
ZNF763 4 1913;6996;10948;20196 ACACAAGAAAGGAATCACAC;TGTTGCTGTGAACTTCACCC;TTCGCAGAGGAAACTCTACA;ACAAGCATAGGGTTTCTCTC2 1.3640673 1.1936719 0.8722046 0.9746541 0.9737506
KLK8 4 595;6999;20227;25060 GACCTCGTGCGGCCAAGACG;ATCCACGTCTTGGCCGCACG;GGGACGCCCCCGACCTCGTG;TCTTGGCCGCACGAGGTCGG2 1.3637335 1.4354113 0.872873 0.9743699 0.9737506
CTAGE1 4 3873;7002;8153;36064 TATGCTTGAAGAAGATGTAA;CTACAGGAAATTAATAGTAG;GCACGTATCACCAATTCCCA;GATTTCAAGCGAATGAAGAA2 1.3633997 1.0579575 0.8737577 0.9743274 0.9737506
SLC5A3 4 6075;7008;19437;50073 GCTTCTATTAGATTTCCACA;AATATTGCTCACAAACAGAG;GCTGCAAGTGGATTTGCAGT;GGGACAACTATGATAAACAT2 1.3627328 0.9804532 0.875136 0.9748351 0.9737506
TMEM57 4 6966;7012;26716;56051 AAAGCGGAACCGGATCACCG;TTTATACCTGAAATTCCTGG;GAAGCTGGCCCATTTCTGAG;TCACCTGCCGTAAATGCCCT2 1.3622885 0.9590275 0.8759978 0.9747668 0.9737506
TBC1D25 4 6346;7015;16208;16431 ACGTGTTGCTGGCTGAGAAA;TCACACGTACCTGAACCACG;GGGGATCTACAGCAAAAGAG;TTTCTCAGCCAGCAACACGT2 1.3619554 0.9731657 0.8766839 0.9745033 0.9737506
TOPAZ1 4 6839;7019;28559;60338 TCAGACTCGTCAGACCCGCG;TTAAAATATTGAACACAGGA;CATGTGCTAGAATATCTGCC;AATTGTTTCCCCCATTCCAA2 1.3615116 0.961414 0.8776142 0.9745117 0.9737506
TCP10L 4 937;7025;17737;31520 TGTCATGGAGAAGACAGCTG;GCAGTCCTCCGTGAGAACCT;TGAGAGCTCTGCAGCTGCAG;TCTGTCTCCCAAGCTCTTGG2 1.3608465 1.3383704 0.8789625 0.9749836 0.9737506
GRHL2 4 6374;7031;18184;53657 CCACCTGTGCACTATCCCCG;GTAGTCATAGAGCAGGCCGA;TGCTCTTCCCCATCTCCCCG;GATGCTGTACTGTTCCCGCT2 1.360182 0.97159 0.8803315 0.9754775 0.9737506
JUNB 4 2908;7032;10073;52213 ACTCCTGAAACCGAGCCTGG;CTGATTGTCCCCAACAGCAA;TAGCTGTGTATGAGTCGTCG;CCACCGCTGCCACCCCCGCG2 1.3600713 1.1097024 0.8805498 0.9746966 0.9737506
OXR1 4 425;7036;13915;45134 TCACTGGGATCACTTAGGTT;GTACCATAAACAAGAGTCCA;GGATAGCCAATTGTTCTTGG;GTCTCTGGTATGGGAAAAAA2 1.3596287 1.50493 0.8814697 0.9746932 0.9737506
CD8A 4 2804;7037;13561;50041 CCGAGGGGCTGGACACCCAG;ACAAGCCCAAGGCGGCCGAG;TCGTGGCTCTTCCAGCCGCG;CCTCTTGCCCGAGAACCGCT2 1.3595181 1.1163908 0.8817015 0.9739297 0.9737506
EIF2S2 4 3617;7043;42055;42375 TTTCTGAGCCTGCCCAAGCA;GCCTTCAGAAACAAAAGAAG;TCAAGAACCAACTGAACCAG;GGAAGGGGATACCCAAACAG2 1.3588549 1.0681837 0.8830778 0.9744307 0.9737506
GGA2 4 6490;7056;22981;23881 AGGACCTTCAGGCTGCAAAC;TTAACCGGTTTGCAGCCTGA;GATGTGCATGAACCACTGTG;TCTAAAGAGCAACCACCCCG2 1.35742 0.9673998 0.886319 0.9769863 0.9737506
ANAPC1 4 1690;7062;38643;74290 GGGACTCTACTAAAAAGCAC;ATGGGAAGAGCAATTCCAAA;TCTAGTGGAGTACTGGGCCG;GCTAGTGGCCACATTCTGTG2 1.3567588 1.2149386 0.8877057 0.9774945 0.9737506
SLC12A5 4 4337;7064;14443;19606 CCTGCTGCAGGCCATCTCGA;TCATGCTCCCTACTTCCCTG;AACTACACCAACCTGCCCCA;GCAGGCCCCAAACAGAACAA2 1.3565386 1.0342385 0.8881527 0.976968 0.9737506
RNF183 4 6227;7067;24875;48915 GTATGGAACGTGTTGTTGAA;TGAAGGGGTTCCAGCAGACG;TTGCTGCCACTCCTTCTGCG;TGACATGGTGGGGCTCCAGG2 1.3562083 0.9732694 0.8887774 0.9766378 0.9737506
TMEM167A 4 1284;7068;19890;50358 CAAGGATCGAATATAAGCAC;TTATTTCTGTCCAGGAGGCT;TAGACTCTGAAAATTGAAAA;CTGTGCTTATATTCGATCCT2 1.3560982 1.2706559 0.8890228 0.9758919 0.9737506
HERC4 4 4316;7073;40735;73354 ACCCAAACCTAGCTGCCCAA;TTTGGGCAGCTAGGTTTGGG;ATTACAAGCATGTTGTGCTG;GCTGGGGAAATGCATCCTTT2 1.3555482 1.0346029 0.890135 0.9760982 0.9737506
PLXNA4 4 4943;7077;9193;50305 TGATGGTGAAGGTGTCCGAA;GTTCTTGGTCAGTTTCCGGC;TCTTGGTGACGCATGAGACA;TTGCAGGTCTGGACGATGCG2 1.3551085 1.0107587 0.8910862 0.9761276 0.9737506
PCGF5 4 4835;7083;57012;67263 TTACCTGCTATATCTGTAAA;ACTTACGTTCTCGTAGTCCA;AGCCACGAATGGCTACCCAA;GATCAAGCCAACAACAGTGA2 1.3544495 1.0142183 0.892424 0.9765801 0.9737506
ODF3B 4 434;7084;9628;57935 TGGCGGCCACACCGGCCCCG;GCACCAGGTGGCCTGGCCCG;GAGTGAGGAAGGGCGCTGAG;CCCCTTCTACCGGTGTTGGG2 1.3543398 1.497814 0.8926319 0.9757964 0.9737506
SUV420H1 4 5067;7087;21229;43404 CACACACTACCTACCTCACA;GCAAAAATGCAGTCGAGAGG;GGGAGAATCCAAGATCATGG;GATTTAGGCCTATTAAAGGA2 1.3540106 1.0059888 0.8932899 0.9755058 0.9737506
FUBP1 4 6499;7088;7721;62899 TTCTAACTAGTAATTGGCAG;GCTGAGCCAGAAGAGGGGGG;GAGAAGTTCGGAATGAGTAT;GAGTTAATTCGTGATCAAGG2 1.3539008 0.9654253 0.8935259 0.9747555 0.9737506
RNF126 4 2032;7090;16256;36503 GCAGTGGCAGAAGTACCGTC;GCAAACTGTCCGTAGCCCTG;AGGCGTCGCCGCATCCCGGA;CACCTGTTCACGCTGCCGCA2 1.3536815 1.1764407 0.8940072 0.9742741 0.9737506
PRKCI 4 5927;7092;24469;50334 ACTGAGATGATACTGTACAC;TCAACAGGCAATGAACACCA;CAGGACGTTCTGGTACACAA;CCAAGCCAAGCGTTTCAACA2 1.3534622 0.9797699 0.894449 0.9737506 0.9737506
KLHDC7B 4 3988;7103;12561;13654 ACACACTCTGAGGACAGACA;GGTAGAGGCTGGGCAGTACG;GTGTTTCTGCAGAGGCCCGG;CTGTCCCCACTGAAGAAGAG2 1.3522574 1.0470913 0.8969479 0.9754655 0.9754655
SLC25A30 4 6545;7110;17196;36000 ATGCCTGGCGTAACATCGCG;GTGTGTCCCTTACTGCGCAG;TGCCTGGCGTAACATCGCGG;CTATTCATTGAACGCCCAGA2 1.3514918 0.9631288 0.8988211 0.976497 0.9755423
AMPD2 4 5397;7113;12847;21635 GGTGGGGCAGAAGCTCTGCA;AGATTTCTACAACATCCGCA;TGCCCCGTATGAGTTCCCCG;GGTGCACGTCTACACCCGCA2 1.3511639 0.99396 0.8995633 0.9762989 0.9755423
ZNF311 4 3759;7114;31694;66015 GCACCGGATAATCCACACAG;TCCAGATGAGAGATTAAAGG;GTATCTCACCGCTTTCCTGA;ATAGAGATGCCTTTGAGCGT2 1.3510547 1.0572246 0.8997899 0.9755423 0.9755423
KCNIP3 4 5824;7124;49987;58774 GATGAACAGCAGCACCACCA;GGAGCTGTGCGCCATGGCCG;GCGCAGTTCTTCCCTCAGGG;CCTCAGACTCACCTCCCTGA2 1.3499631 0.980852 0.9020415 0.9769803 0.9769803
GRHL3 4 6439;7136;25139;31377 AGATATCCTGAAAACCTCCC;GCCACCTGCTGGGGTCCGCA;GTACCATGTAGTAATCATAG;GAGCAAATCTGGGTACTCTG2 1.3486556 0.9642437 0.9048055 0.9789699 0.9779568
PCDHB16 4 2507;7137;48955;62776 CTAGATCGAGAGGAGCTATG;GTTGGGGTCCTATTCCGTAG;GTAGTGGAAGAAACGGAGAG;AGGCCAGGATCATTTCCCAG2 1.3485467 1.1325309 0.9050384 0.9782196 0.9779568
ANKRD44 4 3449;7140;65770;69055 TGCGGCTCTGAACGGCCACG;TAAAAATACCCACCTCCACG;AAATGCGGCCACATGAAGAG;CGTGGCCGTTCAGAGCCGCA2 1.3482203 1.071656 0.9057213 0.9779568 0.9779568
PHKA1 4 1604;7148;18424;67935 GCAGGTTCAAGAATATAAAG;GAGGAGCCGGAGTAACTCCG;TATCCTCTACTGCAAAGGCA;GTAGTGGGTGATGATCAATG2 1.3473505 1.2208085 0.9075903 0.9789739 0.9788878
FBXO31 4 6768;7152;58076;68003 CGAGCCGGACACAGACCCCG;GCTCACCTCCTGCCTCCCGC;CCAGATATCGGGCCATACGG;GCGCATCGAGGCTAGCGCCG2 1.346916 0.9557009 0.9084375 0.9788878 0.9788878
ATXN7 4 1636;7160;12739;21525 TCACCTGGACAGATTCTGAA;CGAGCACAAAAACAAAACCA;CAGCAAAGTAGAGTTCCCCA;GCCTCAGAAAACTTACCCAG2 1.3460479 1.2161531 0.9104656 0.9800731 0.9800731
PALM2 4 3716;7171;44846;49212 GTACGCCATGGAAATTAATG;CATTCAAGCTGTGTACGCCA;GCGCACCTCATACACTACTT;ACATCTACCATTGGCCCAGA2 1.344856 1.0562288 0.9129729 0.9817712 0.9809984
ACSS2 4 1239;7174;31065;46902 CGCTCCGTGGAGGAGCCGCG;CTTCTCCTGACACTTCTGCA;TTACCTGCAGGCATTCAGAA;GCCAGTCCCCCCCAATTAAG2 1.3445313 1.27222 0.9136538 0.9815039 0.9809984
FAM120B 4 5872;7176;10046;58220 GCTGTTGACTAAAACCAGAG;AAACCAGAGTGGTGAGGCCG;TGGACATTACCTGGACAAAG;GGACAAAGAGGTAGATCAAG2 1.3443149 0.9766998 0.9141122 0.9809984 0.9809984



AES 4 4877;7188;24221;59187 CCTGCCCTACCTCTCCCAAG;GATGCAGCGTCACTATGTGA;GATGCGGTCGCAGGAGTCCG;TGGCTCTTACCTCTTGGGAG2 1.343018 1.0070162 0.9169178 0.9830103 0.9824921
PLEKHG3 4 6153;7190;13446;65467 GAGGAGGAAGAAGAAATGGG;GCTCAGCTACCTGGGCCGAG;GCTTTCGATCAGCATCAGGG;CTGCTTATCACCAAGAAGCG2 1.3428021 0.9684585 0.9173648 0.9824921 0.9824921
PSMF1 4 3540;7199;9682;47100 TTATTGTTGTTCCACCCAGC;CATTGGGAAGTGGTGACACA;CCTTGTGAAAGCCATCACCG;CCTGGAGGTACTGTTCGCAT2 1.3418313 1.0636392 0.919475 0.9837544 0.9837544
PRSS22 4 1594;7209;19289;29903 CCTTCCTTCCAGGAATACAC;GGGCAGCAGTGATCACCCAG;GCTCCATACAGTTCTCAGAG;GGGCGCTCCAGAAACCACCA2 1.3407544 1.2187794 0.9218305 0.9852763 0.9844921
TMEFF1 4 1605;7210;22106;63545 GCAGAAGGCGAGCGGAGGCG;CGCCTTCTGCTGCTACACGT;CTGCCGCCGCCACCACCCGG;TCATACATACCAGAGTAGCA2 1.3406467 1.2173303 0.922029 0.9844921 0.9844921
OR10K2 4 2297;7222;45996;52925 AGCAAATCTCAGAGCAAGAG;AGTCTCATTGACCCGCTCCA;AGTGAGAGCAGCCAAGGAAG;GAAAGGAGTGAGAGCAGCCA2 1.3393568 1.1450401 0.9249781 0.9866433 0.9866433
STEAP3 4 5137;7227;38875;46204 GGCCCAAGTGACTTTCCAAG;GAAGCAGACGAAGAGCCCCA;GGTGGGCTCTGGCTTCAAAG;GGAGGCAGTGAGCTCCCCGG2 1.33882 0.9960696 0.9261652 0.9869127 0.9869127
MAGIX 4 6663;7233;14102;24533 ATCAACGGAGAGTCAACGCA;GCGAACCCTAAGGGGAGCAG;GCGCCCGGCAGCTCCTGGCG;GAGGCCGACGAATAACCAGG2 1.3381765 0.9537201 0.9275405 0.9873818 0.9873294
MESP1 4 4477;7243;10864;65931 GCCCCCTCCGTAGGTAGGCG;CACCCCAGCCGACAGCCCCG;GCGCCGCGCCTACCTACGGA;CCGCCCTCCGACAAGGACTG2 1.3371052 1.0189206 0.9298118 0.9888029 0.9873294
MAP2K3 4 4769;7244;23498;44909 CCTGGACATCAACATGCGCA;CTACGGGGCACTATTCAGAG;CTTCCGGTAGAACTTGTCCA;CTACACTGTCACCTTCTACG2 1.3369982 1.007862 0.9300498 0.988061 0.9873294
ANKFY1 4 2134;7245;8946;65685 GCAGCCAGACTCATCCAGCG;TGACAGACACCACATCCGGA;TTAGAACTCAAAGACCACGA;ATGAAGTCCCATTTACCACG2 1.3368911 1.1583253 0.9302962 0.9873294 0.9873294
PDCD7 4 1100;7251;9450;29367 GCAGCCCCGAGCCTCCGCGG;GCCTCCGCGGAGGCCTCCCG;AGGCGGTGTTCGGGACCCCG;CGGACAGCCTGCCCGCCGCG2 1.3362494 1.2926867 0.9316787 0.9878039 0.9876743
TP53INP2 4 674;7256;24884;24964 CCAGCTCTCGTCCATCAAGG;CCTCCGACACGAAGGCGCGG;CGCGGCTCCACCCAGCCCCG;GCGCCCCGTAGACAGCTACG2 1.3357151 1.3950256 0.9328845 0.9880904 0.9876743
NR0B1 4 121;7262;56029;63980 GCAGCGGTACAGGAGTGCCA;GCAGCGGTACAGAAGCGCCG;TTTGTGGTGAAGACCACCCG;TTTGCGGTAAAGACCACCCA2 1.3350744 1.7627933 0.9342785 0.9885753 0.9876743
IGDCC3 4 2385;7263;28618;65337 CCAGCACTATAGGCTGCCCG;CAGTATCCGGATCAGCCACG;GGCGACACACTCAAGCACCG;CATAGTCACCTTCATCCGAA2 1.3349677 1.1354742 0.9347369 0.9880703 0.9876743
ING5 4 6415;7268;29626;74648 GGCTGCAGAGTACATCTCCA;GATCTGAAGGACAAGATGGA;AAGTTCCTCTGAAGTTCGCA;ATAGTGCTCCAAGTACATGG2 1.3344344 0.9577149 0.9359199 0.9883314 0.9876743
MMP9 4 3723;7271;12615;15952 GTACCGCTATGGTTACACTC;ATCCTACTCCGCCTGCACCA;TGAAGGCCATGCGAACCCCA;GATTGGTTCTCAGGTCTCCA2 1.3341146 1.0505137 0.9366392 0.9881029 0.9876743
HGH1 4 726;7278;26905;45504 ACTGAGGTTGGCTAGCGCGG;CCTGCCCCGCCAACAGCGCG;GCTTGCCTCCGGCCCTCCCG;GCAATGTCTCGTGCAGGCCG2 1.3333689 1.378172 0.9382089 0.988771 0.9876743
FBXL14 4 3235;7282;39213;55429 GGCTCAGGATCTGCACCCGG;GTAGGCGGCGTCCCGCCAGG;CGATCTCCTGCACAAACGCG;GGACGCCGCCTACCACAAGT2 1.3329432 1.0759729 0.9391382 0.9887636 0.9876743
OR5M9 4 3380;7285;48796;68034 TTTCATTGCCGTTGTCCACG;ATAGACCTCCACGTGGACAA;CCAGGATATAGACCTCCACG;GAGTGATCATGTAAACCGCT2 1.3326241 1.0676155 0.9398045 0.9884796 0.9876743
ETHE1 4 6163;7297;41922;46248 TTGATCAGCTGGGCATCCCG;GCTGACTTACACATTGAGGA;CTGTACTGAGGGTCGCCCGG;AGTGAATACCCACTGCCACG2 1.3313492 0.9624745 0.9426922 0.9905304 0.9876743
BMP7 4 4342;7302;35326;53777 TACAGGTCCAGCATGAACAT;GGACCTGTACAACGCCATGG;GCTGGACCTGTACAACGCCA;GATCAAACCGGAACTCTCGA2 1.3308187 1.0211746 0.9438658 0.9907777 0.9876743
UGT2B11 4 6192;7305;43652;46227 ATATGTCATATAATTCCCAC;TTGTGTAGCCAGGAGTAAAG;TGGCTGCGCTACTTAACATA;ATAAACTTCAAATTTAAGAG2 1.3305006 0.9613065 0.9445821 0.9905448 0.9876743
CAPN7 4 4755;7307;8405;24941 TTTACCATATACTTCCCACA;TTATTAACAGACAATAGTAT;GGTCGCGCTGAACCGCCAGA;AGGAAGGGATTAGCGCCCAG2 1.3302886 1.0050151 0.9450498 0.9900522 0.9876743
KPTN 4 3827;7309;10324;39381 TCAACAAGTCACCCCCCAAG;TCTGTCGGAGGTCTTGGTAG;TCAGTTTGAGGAACAGCCCG;AGTTCAACTACATTCCCGGT2 1.3300767 1.0434674 0.9455187 0.9895616 0.9876743
PTPRT 4 3845;7321;15574;22543 GCGACTTCAGAAGTCACGGA;CATCAGAGCGGATCACACAG;GTACTTGCTGACGCTCCGCT;GTCTGGTGTGTCCAACTACG2 1.3288065 1.0419789 0.9485675 0.9917696 0.9876743
C6orf211 4 5249;7324;12523;18155 TGTGATCTGTCTCTCTCAGG;AACCTCAGTAGCCAGTTCAG;AATACATCAAAGTAATCGAT;ATATCATTCAATAAAATGAA2 1.3284893 0.9872706 0.9492681 0.9915204 0.9876743
EEF2K 4 6189;7328;37030;44408 TGTGGTGTCTTTCAGCCCTT;AGAAGAAGAGCGCCATCCCG;GCAACCTAACAAAAAGTGAG;CCAGGTGGAACTCAGCCCAG2 1.3280666 0.9601663 0.9502214 0.9915353 0.9876743
CCL21 4 2606;7329;16480;50765 TGTCCACTCACAGGATAGCT;GTAGCTGCGGACAACCTTGG;GTTCCTGCTTCCGGTAGCTG;GTTGCCTCAAGTACAGCCAA2 1.327961 1.1147221 0.9504365 0.9907808 0.9876743
ZDHHC18 4 5634;7330;60411;71298 GTACCAGCAGATCAGCCCCG;GCCGCCCTGGAGAAACAGAT;GCTTCACAGACAGTGGCCCG;TGAGCGCGAAGACGCCGCCG2 1.3278554 0.9752055 0.950686 0.9900635 0.9876743
ZNF107 4 5779;7331;38482;48077 AGGAGAAAATTCATACTGGA;GGTTAGTAAGATTTGAGAAT;AAGAGTTGAGAACCAGTTAA;ACACAAAAGATACTTCACAC2 1.3277498 0.9710041 0.9509168 0.9893282 0.9876743
NOL3 4 1418;7334;16734;42740 GCTTGGGACTGGCAGCACGT;ACGCTGTGCCCAGCGTACCG;CAGAGACTATCGACCGCGAG;GCTGGTGCAGGGCAAGGGCG2 1.3274331 1.2359581 0.9516413 0.9891075 0.9876743
C19orf80 4 673;7335;18660;56475 GGTCCTGTACACACCGTTGA;GCCCCAGGAGTTCTATTGTG;TGCCCACCTGAGTCTCCAAC;GGTGTGTACAGGACCACGGA2 1.3273276 1.3911455 0.9519002 0.9884037 0.9876743
LILRB1 4 5807;7336;61703;64365 ATTTGTTCTGTATAAGGACG;TCCCTCCTGAGTTCACCACG;ATTCCCTCCTGAGTTCACCA;GCAGAGTCAGGGTCTCCTCA2 1.3272221 0.9699554 0.952133 0.9876743 0.9876743
MEX3B 4 6625;7348;14862;71974 TGTTCTTATTCCGGGAGGCG;CCACCACGAGCCCCACCACG;AGTGCGGGTACCCTACCGCG;ATGCAGATCGAAGCCCACAT2 1.3259572 0.9484886 0.9549646 0.9896395 0.9888879
CSPG5 4 6728;7350;45006;67825 TCTCTCCCTCAGTATCAGGG;GGACAGGCCAGCCCACCAGT;GTAGCCTCAGGAATGGCAGG;GGTTCAGCCAAACCTCCAAG2 1.3257466 0.9460199 0.9554282 0.9891492 0.9888879
MID1IP1 4 1255;7353;7541;25034 CGTGAACAACATGGACCAGA;GATGTTGGCGTGGAGGTAGG;CAACATCGTTGTCTAACCCG;TGGACTTGAGAAGCACGTAG2 1.3254308 1.2600256 0.9561122 0.9888879 0.9888879
POLR1E 4 3451;7366;42041;48017 CTACCTGGTGAACTGACCTG;GTAACTAGTTCTTTCCCCTG;AAGAGCTTCATACTCCGCAG;GCTGCATCATCATAGCAGGG2 1.3240643 1.0594704 0.9592193 0.9911307 0.9906323
WWC2 4 6628;7368;13671;19324 TCTTGGATCTTCTATCTGCG;AACCCTGCTTCCCATCCCCA;GTTGGGGATGAGCTGCCGTG;ACATTGACCACAACACCAGG2 1.3238543 0.9473676 0.9597151 0.9906737 0.9906323
KDELC2 4 3011;7374;42352;65979 CTAAAGATCTCCGGTAAACA;GGTCCGCTATTTCTACCTGC;ATAGCGGACCGGCAGGACGA;GAGAATCGTGTAATGAACAA2 1.3232247 1.0846563 0.9613939 0.9914375 0.9906323
BPIFB3 4 7266;7378;9648;17612 CCAGCACACTGTCCACCACG;TGTGGTGAATGAGCTCCTGG;GAGCAGAAGCAGGGACCACA;TGTGGCCAGAGAGAATTCCA2 1.3228052 0.9330222 0.9623575 0.991463 0.9906323
SPANXB1 4 5546;7382;17001;21376 TTGGCCTCGTTGGATTCACA;GGACGCTCCTCTTCAGCCTG;TGAATCCAACGAGGCCAACG;GGCCAATGAGGCCAACAAGA2 1.3223861 0.9750597 0.9632702 0.991436 0.9906323
THOC7 4 279;7384;26728;51019 GAGATGGTGCTGGAGATGAT;ACTCTGGGTCCCAGGAAGAG;CAGCACCATCTCCATCAATG;GCCATGGGAGCCGTGACTGA2 1.3221766 1.5763168 0.963764 0.9909784 0.9906323
RNMTL1 4 3924;7389;42212;62320 GTAACGCCACAAGGAATAAT;TGAGCCTGCGACCTTCCAGC;CTACGATAAAGCTTATCCCG;GGCCATTTCGGGAAAAACAA2 1.3216532 1.0347128 0.964948 0.9912306 0.9906323
PGLYRP1 4 7098;7393;16663;29013 GCTGCAGCCCCATAGTGCCC;GATACCACCACATAGCGTAA;TGTGGTGGTATCGCACACGG;CTATGTGGTGGTATCGCACA2 1.3212347 0.9356954 0.9659781 0.9913245 0.9906323
AQP2 4 5124;7397;20804;56821 TCTCCGAGCCGCCTTCTACG;CGTGATCTCATGGAGCAGAG;CCAGCTCAGCAACAGCACGA;CATTGACAGCCAGGTCCCCG2 1.3208165 0.9874963 0.9669501 0.9913585 0.9906323
RABL3 4 808;7398;24687;61858 GTCATTGGAAGCTCTCAACA;ATGGACTGTGGGCTGCTCAG;ATAGAATTATGGGATGTTGG;GTAGTAGGTCTTCTCTTCTG2 1.320712 1.3493288 0.9671798 0.9906323 0.9906323
C7orf55 4 3910;7411;20742;36547 GCTCCCGTACCCGATGTGCA;CACAAGGTACCGATAGGCCG;CCGACCCTATCGCGACACCG;GGAGTTGCGCTACCTGAGCG2 1.3193549 1.0342109 0.9702993 0.9928644 0.9915643
CRAMP1L 4 2531;7425;12454;43584 GCCCAGGCGTGGTTGTTCCG;AAGAAGGCAAAAAGGTCCGG;AGAAGACCCTAAGTTCCGGG;GACGCGGCCGAGGAGAGCAG2 1.3178963 1.1153535 0.9739397 0.9956247 0.9915643
PRSS46 4 3508;7426;35333;65270 GTAAGGCTTTGAAGATCCCC;GAAGCCTTACCTTCAATAGA;GCAAGCAGTGCGCAGCCGTG;CTGATAATCTAATCTGGCAG2 1.3177923 1.0532986 0.9741819 0.9949092 0.9915643
ATP5E 4 5867;7428;53006;59632 TTGCACAGATCTGGGAGTAT;CCGCTTTCGCTACAGCATGG;GAGACAGGCTGGACTCAGGT;GAGTCCAGCCTGTCTCCAGT2 1.3175842 0.9634721 0.9746393 0.9944146 0.9915643
ABTB1 4 3448;7429;17162;36907 CCAACATGCTGGACACCAAA;GCTCTACGCCAATGTCCAGG;GCAGGGCCCCAAAGGCCACG;CTGCCCACAGATCAACCCCG2 1.3174802 1.0563398 0.9748846 0.9937048 0.9915643
CXorf65 4 5465;7430;12942;24140 TTCATCTTCATCAAACATGG;CGTTTGTTCACACAAATCGA;TAGGCAACTTTACTTTACTG;TCGATTTGTGTGAACAAACG2 1.3173762 0.9749868 0.9751434 0.9930101 0.9915643
SFXN5 4 5151;7432;8360;42204 CAGTGACAAAGAGTGTGCGA;GGATACAGCGACTACAGCAT;GAGTGCACAGAAAATCAAGC;CCTGCATCCAAGTTCATCCA2 1.3171683 0.9847838 0.9756122 0.9925304 0.9915643
GRIPAP1 4 5298;7443;9315;40388 GTTGACCCAGGAATTACAGG;GGTGTTCTTTACCTGCTCCA;TTAGTGTGCTGTTCTGCAAA;TGGCAGAGCTGAGAGATCAG2 1.3160257 0.979481 0.9782515 0.9942576 0.9915643
SAPCD1 4 7105;7445;31131;56049 TTGGGCTGATACTCACCCAA;GTTTGAAGACCATCTGAGGG;CAGCTCCAGACCCTGCCACA;GACAAGCCGCCAAGACCCAG2 1.3158182 0.9328405 0.97871 0.993767 0.9915643
AKTIP 4 3619;7452;40142;41451 TGAAGAGAAGACATTAACAG;GATGGCTGCACATAGACGCC;CTTAATGCAGAGCGATAAGA;GGAGTAATATTCATACGGCA2 1.3150923 1.0462008 0.9803877 0.9945143 0.9915643
IGFBP4 4 6381;7464;51399;57841 CCAGCAGCAGGGCGGCCACG;GCCAGGGGTACCTTACCAGA;GCAGGGCATCCCCAAGCCCA;GCGCTGCTACCCGCCCCGAG2 1.3138498 0.9482523 0.9832474 0.996458 0.9915643
ZSCAN23 4 4210;7466;68880;73927 CTGCATCTCTGCAGTCTGAA;ACTTGGGTATAATTTGCGAG;CCTCCTCTCCACTCACAGGA;TCTGGCAGTGAAGGTAAAGG2 1.3136429 1.0180693 0.9837204 0.9959815 0.9915643
KRTAP10-4 5 4692;5904;18902;37319;42932CGCAGGTCACTGGGCAGCAG;TGGTGCAGCCTGATTGGCAG;CAGACAGGCTTGCAGCAGAT;TGATGCAGCCTGATTGGCAG;GAAGAATCCCCACAGCAGAC2 1.311489 0.963559 0.984473 0.9948358 0.9915643
KRTAP10-12 5 3255;5904;15714;72014;72806TCACAGGTCACTCGGCAGCA;TGGTGCAGCCTGATTGGCAG;CAGACGGGCATACAGCACAC;CTAGACTGCTGGCAGCACGA;CACAGGTCACTCGGCAGCAG2 1.311489 1.0253109 0.984473 0.9948358 0.9915643
GSTT2 5 468;6811;18011;24724;28429GTGATTTCATCTTGACCGAA;CCCACCTTTGACCAAATCCA;TGGCGAAGATGTAGACGGCG;GCCCAGGTACTCATGAACAC;CTTCTTGGCGAAGATGTAGA2 1.2046546 1.3598017 0.9863867 0.9958168 0.9915643
WFDC10B 5 2444;7134;7892;25020;29552TCTGCATCCTCATCTTGTCA;AGGACAAGCAGCAGAGTCTG;GCAGCAGCACACAGAGAACC;GTGCTGCTGCTGCAGGCCCA;GAGGATACCGTGACAAGATG2 1.1706249 1.0072979 0.9871829 0.9956688 0.9915643
TBC1D3B 6 4834;6109;14857;24126;30607;40672GGAATGCCCATGAACATCCG;CCTCCTCAGGAAAATAGAGG;AGGAAAATAGAGGAGGAACA;AAAATAGAGGAGGAACAAGG;GCAGGAGGTGGGCTACTGCA;CATCCTCCTCAGGAAAATAG2 1.1466993 0.8513931 0.987738 0.995278 0.9915643
CBWD1 6 190;6255;40229;49052;65538;66486GCAACATAGTAAAAGAGTAG;GAGTGGCTGGAACTTAGAAA;GGGAGTGATATTTATCTTGA;TTCCCGTATTGCTCACTGGT;GCCTTTCCCGTATTGCTCAC;TGTATTTCAAACGTGCCGCT2 1.1298873 1.4758793 0.988079 0.9937252 0.9915643
CBWD6 6 190;6255;9526;10491;14152;63736GCAACATAGTAAAAGAGTAG;GAGTGGCTGGAACTTAGAAA;GTAAATATCACTCCCTAATT;TTTGGGTTGATGCCGAATTA;TCATCCACAGATCCAACAGC;TTAACAGAAGAGAAACCTGA2 1.1298873 1.4758793 0.988079 0.9937252 0.9915643
TMSB15B 6 5937;6501;8693;35638;61182;68212ACATGACTTACTTTCCTTTG;CGGAAGTGGAGAAGTTTGAC;CATGACTTACTTTCCTTTGA;TTCTCCACTTCCGACAAGTC;TAAACCAGACTTGTCGGAAG;GAGTGATAAACCAGACTTGT2 1.1026376 0.802013 0.9886424 0.9933457 0.9915643
OBP2A 6 2843;6540;15353;33495;51860;71047GACCTGGTACGTGAAGGCCA;GTGAAGGTGACAGCCCTGGG;GGTCGATAAGGACTTTCCGG;TTGGCCTGCTCCAGATCACA;GCTCACATCCTCCTCCTCCA;AGGACTTTCCGGAGGACAGG2 1.0984364 0.9120129 0.9887474 0.9915643 0.9915643
OBP2B 6 2843;6540;15353;33495;51860;71047GACCTGGTACGTGAAGGCCA;GTGAAGGTGACAGCCCTGGG;GGTCGATAAGGACTTTCCGG;TTGGCCTGCTCCAGATCACA;GCTCACATCCTCCTCCTCCA;AGGACTTTCCGGAGGACAGG2 1.0984364 0.9120129 0.9887474 0.9915643 0.9915643
MRPL2 8 4968;6246;15501;28909;35188;42886;46618;60835GTGAAGATGAGGAAGTCTGG;CCACAGAAGTAAGAACTGGG;GATGGATTACCTGGGCGGCG;GGATGCAGCGAGGAGCCCGA;GTGCGATTCAGAAGATGACG;GGTAAGATGGATTACCTGGG;TTATAGACATGGATGCAGCG;AATCGCACTCAGACTCCCAG2 0.9357001 0.7094653 0.9932942 0.995179 0.995179
DESI1 8 1860;6938;27819;29368;57138;64768;69412;74272GGAATATTTGAAATTTCCCC;AGGGGAAGACACTCACCGGG;GGAGCCGCCGAATCTCTATC;TTCACCGGATAGAGATTCGG;GGAATTGAAGTCTATGGCAG;GATGGGGGCTAACCAGTTAG;TTTCAAATATTCCAGAAAAG;TGGTATCTCCAGCTGCCCCC2 0.8709162 0.8241132 0.9953129 0.9962563 0.9962563
SCAF1 8 3263;7446;8523;20574;22381;30282;59267;72708GCAGCAAGAAGAAGAAGAAG;TCGATCTCCGAGTCGCCGGG;GCGCTCGCTGCTTACCAAGA;GCAAGATCCTGACCCAACGG;GGACACTCACCAGCCCTGCG;CCACTTCCGCTTGGCCAGCG;GGCGCTCGCTGCTTACCAAG;TCCGCAGGCAACAAGGAACG2 0.829151 0.7107475 0.9969407 0.9969407 0.9969407


