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Abstract: Recent esearch has spotlighted the role of microRNAs (miRNAs) as critical
epigenetic regulatorsf lematopoietic steroell differentiationand leukemia development.
Despite the recent advances knowledge surroundingpigenetics and leukemia, the
mechani sms underlying mi RNAsdé influence
clearly elucidatedOur aim wago identify high rarking biological pathways alteredat the
gene expressiofevel and under epigeneticcontrol Specifically, we set out to test the
hypothesis that miRNAslysregulated iracute myeloid leukemiaAML) converge on a
common pathwaythat can influencesignaling related to hematopoiesis and leukemia
development We identified genes altereth AML patierts that are under common
regulationof seven key miRNAsSBy mapping these genes to a globdéraction network

we identified the A A ML Signalisome. The AML Signalisome comprises

53 AML-associatednolecules,and is enriched forproteins that play a role ithe aryl
hydrocarbon receptor (AhR)athway, a major regulator of hematopoiesisrthermore,

we show biological enrichment forhematopoiesiselated protes within the AML
SignalisomeThese findings providanportantinsight intomiRNA-regulated pathways in
leukemia andmay help to prioritize targefor disease prevention and treatment.
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Table S1. Genes of the AML-associated gene expression signature. 731 unique genes
(represented by 1119 probe sets) are listed, along with their corresponding fold change (FC) in

expression (AML / nontleukemic).

Probe Set Gene Symbol Gene Title Entrez Gene| p-value | g-value | FC
206067_s_at |WT1 Wilms tumor 1 7490 3.05E09 [2.05E08 |43.57
236892_s_at |LOC100130740 [similar to hCG2042068 100130740 |1.32E10 |1.15E09 [40.86
1553808_a_at|NKX23 NK2 transcription factor related, locus 3 (Drosoph159296 3.70E10 [2.94E09 [33.19
204561_x_at [APOC2 / APOC4|apolipoprotein @l / apolipoprotein GV 344 | 346 5.73E05 [1.57E04 [32.65
205366_s_at |HOXB6 homeobox B6 3216 1.15E12 |1.55E11 |24.84
228885 at MAMDC?2 MAM domain containing 2 256691 7.29E07 |13.07E06 |22.40
213110_s_at [COL4A5 collagen, type 1V, alpha 5 1287 1.12E09 |8.21E09 |19.22
1553613_s_at|FOXC1 forkhead box C1 2296 1.34E04 |3.38E04 (18.58
209905_at HOXA9 homeobox A9 3205 4.97E15 [9.98E14 (16.81
226282_at 1.07E03 |2.13E03 [16.74
240766_at IL23A T cell receptor beta chain (TCRBV8STCRBJ1S5) (51561 9.32E05 [2.43E04 [16.03
228904 _at HOXB3 homeobox B3 3213 8.77E12 [9.83E11 [15.20
235521 at HOXA3 homeobox A3 3200 4.87E13 (7.03E12 (14.47
239791 _at LOC100130740 (similar to hCG2042068 100130740 |7.27E10 |5.50E09 [14.21
209488 s _at |[RBPMS RNA bindingprotein with multiple splicing 11030 7.50E06 [2.52E05 [13.52
214651 s_at |HOXA9 homeobox A9 3205 8.54E20 [3.65E18 [13.00
229638 _at IRX3 iroquois homeobox 3 79191 1.22E05 |3.92E05 |12.87
206674 _at FLT3 fms-related tyrosine kinase 3 2322 1.72E17 |5.21E16 |12.45
213844 _at HOXA5 homeobox A5 3202 6.01E12 [6.98E11 |12.27
238732_at COL24A1 collagen, type XXIV, alpha 1 255631 4.01E09 [2.64E08 [11.76
1559477_s_at|MEIS1 Meis homeobox 1 4211 1.24E11 |1.34E10 |11.64
215382 _x_at |TPSAB1 tryptase alpha/beta 1 7177 2.18E04 |5.22E04 |11.47
227923 at SHANK3 SH3 and multiple ankyrin repeat domains 3 85358 8.17E09 [5.06E08 [11.23
210084 _x_at |TPSAB1 tryptase alpha/beta 1 7177 1.79E04 |4.37E04 (11.18
243110_x_at |[NPW neuropeptide W 283869 5.84E05 [1.60E04 [11.08
209983_s_at |NRXN2 neurexin 2 9379 5.48E09 [3.51E08 [10.73
209757 s_at |MYCN x'enafgb’gﬁfmgtgg‘r?\fgj'?a‘(/'ira""r'l)re'amd oncogene, (4613 2.17E06 |8.26E06 |10.69
207134 _x_at |[TPSB2 tryptase beta 2 64499 9.74E05 [2.53E04 [10.69
218899 s at |BAALC brain and acute leukemia, cytoplasmic 79870 1.02E05 |3.33E05 |10.67
205683 _x_at |TPSAB1/ TPSB4tryptase alpha/beta 1/ tryptase beta 2 64499 / 7177 16.09E05 |1.66E04 |10.32
206310 at  |SPINK2 tsr‘;grs‘ﬁ]‘l’ﬁﬁft')‘l’gf)e TSN, [KERel BRI ey 2.23E13 [3.41E12 [10.32
206847_s_at |HOXA7 homeobox A7 3204 6.93E15 |1.37E13 |10.21
216474 x_at [TPSAB1/ TPSB4tryptase alpha/beta 1 / tryptase beta 2 64499 / 7177 (9.67E05 [2.51E04 (10.11
213668_s at |SOX4 SRY (sexdetermining region ¥pox 4 6659 2.09E05 |6.33E05 [9.86
209982_s_at |NRXN2 neurexin 2 9379 2.69E08 [1.50E07 |9.84
207741_x_at |TPSAB1 tryptase alpha/beta 1 7177 2.56E04 |6.01E04 |9.82
1553183 _at |UMODL1 uromodulirlike 1 89766 5.63E04 [1.21E03 [9.61
223708 _at C1QTNF4 C1q and tumor necrosis factor related protein 4 114900 2.88E08 |1.60E07 19.30
212776_s_at |OBSL1 obscurinlike 1 23363 1.82E09 |1.29E08 |9.22
201596_x_at |KRT18 keratin 18 3875 4.88E07 [2.13E06 |8.74
223627_at MEX3B mex3 homolog B (Celegans) 84206 2.09E05 |6.34E05 |8.66
226676_at ZNF521 zinc finger protein 521 25925 3.02E05 [8.84E05 |8.57
229461 x_at |NEGR1 neuronal growth regulator 1 257194 3.26E06 [1.19EO05 [8.47
204030_s_at |SCHIP1 schwannomin interacting protein 1 29970 7.66E10 |5.77E09 |8.34
220377_at FAM30A family with sequence similarity 30, member A 29064 3.67E11 |3.60E10 [8.32
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Probe Set Gene Symbol Gene Title Entrez Gene | p-value | g-value | FC
217023 _x_at |[TPSAB1/ TPSBQ4tryptase alpha/beta 1 / tryptase beta 2 64499/ 7177 [1.96E04 |4.74E04 |8.26
205899 at CCNA1 cyclin Al 8900 7.36E06 |2.48E05 |8.09
209543_s _at (CD34 CD34 molecule 947 2.75E07 |1.26E06 [7.82
210239 _at IRX5 iroquois homeobox 5 10265 1.86E04 |4.52E04 [7.73
210664 s_at |TFPI Ezzgilzféﬂrlﬁﬁltg&%’ inhibitor (lipoproteassociate ;35 3.81E10 [3.02E09 |7.67
205609 _at ANGPT1 angiopoietin 1 284 8.92E09 [5.48E08 [7.65
235753_at HOXA7 homeobox A7 3204 2.28E14 |4.10E13 [7.63
205330_at MN1 meningioma (disrupted in balanced translocation)4330 7.04E05 |1.89E04 |7.53
222780_s_at |BAALC brain andacute leukemia, cytoplasmic 79870 1.67E04 |4.10E04 |7.49
205601_s_at |[HOXB5 homeobox B5 3215 1.02E13 |1.63E12 |7.46
222222_s_at |HOMER3 homer homolog 3 (Drosophila) 9454 5.58E07 [2.40E06 [7.45
230743_at LOC404266 hypothetical LOC404266 404266 1.14E10 |1.00E09 |7.45
213150_at HOXA10 homeobox A10 3206 3.06E19 [1.20E17 [7.42
235824 _at 1.56E05 |4.87E05 [7.42
205600 _x_at |[HOXB5 homeobox B5 3215 6.33E12 |7.30E11 [7.40
230381_at Clorf186 chromosome 1 open reading frame 186 440712 7.34E05 |1.96E04 |7.33
215116_s_at |[DNM1 dynamin 1 1759 1.71E09 |1.21E08 |7.06
201655 s _at |HSPG2 heparan sulfate proteoglycan 2 3339 2.88E06 [1.07E05 [6.57
209487_at RBPMS RNA binding protein with multiple splicing 11030 4.57E06 [1.62E05 [6.53
226677_at ZNF521 zinc fingerprotein 521 25925 2.36E05 |7.08E05 [6.51
1554974 _at |ACY3 aspartoacylase (aminocyclase) 3 91703 2.05E04 |4.93E04 |6.48
201418 s_at [SOX4 SRY (sex determining region Yjox 4 6659 1.72E06 |6.70E06 |6.46
210665 at  |TFPI gzzgilzf;ﬁrigﬁfg%?’ inhibitghipoproteinassociate| ;55 5.56E08 |2.92E07 6.30
206298_at ARHGAP22 Rho GTPase activating protein 22 58504 4.71E07 (2.07E06 |6.29
201431_s _at [DPYSL3 dihydropyrimidinasdike 3 1809 4.18E04 [9.31E04 [6.22
210237_at ARTN artemin 9048 7.96E05 |2.11E04 |6.14
210549 s _at |CCL23 chemokine (G&C motif) ligand 23 6368 2.53E04 |5.95E04 |6.10
205453_at HOXB2 homeobox B2 3212 4.59E11 (4.42E10 (6.08
204304_s _at [PROM1 prominin 1 8842 5.09E08 [2.69E07 |6.06
231310_at 2.93E07 |1.34E06 |6.00
201069 at  |MMP2 3132{%;“5‘2,&92&’32"@%?.3 g%ﬁfé‘gggge/;' 72kDa 14213 5.65E07 |2.43E06 |6.00
219789 at  [NPR3 ?;ﬂg’rg'rfuf:t?é";eeg‘;gzﬁtgée%/t%‘r‘_aC“)y'ate cyclase Q554 6.32E07 |2.69E06 |5.94
213260 _at FOXC1 forkhead box C1 2296 3.79E04 [8.53E04 [5.82
209576_at  |GNAIL ?n‘:]?gi't?ﬁg”;‘gsﬁgd;oEggg}%grfte'” (G protein), all 74 9.15E06 [3.01E05 |5.82
238022_at hCG_1815491 |hCG1815491 643911 6.22E09 |3.95E08 |5.81
218825 at EGFL7 EGFlike-domain, multiple 7 51162 1.63E09 [1.16E08 |5.77
206289 _at HOXA4 homeobox A4 3201 5.01E11 (4.78E10 [5.76
227860_at CPXM1 carboxypeptidase X (M14 family), member 1 56265 2.13E17 |6.35E16 [5.75
204069 _at MEIS1 Meis homeobox 1 4211 8.41E11 (7.62E10 |5.73
221942 _s_at [GUCY1A3 guanylate cyclase 1, soluble, alpha 3 2982 5.03E07 |2.19E06 |5.66
212775_at OBSL1 obscurinlike 1 23363 2.29E12 |2.88E11 [5.64
241133 at 7.75E06 [2.59E05 [5.62
238021_s_at |hCG_1815491 |[hCG1815491 643911 2.66E10 |2.17E09 [5.51
227195 at ZNF503 zinc finger protein 503 84858 4.15E05 (1.18E04 (5.51
219218 at BAHCC1 BAH domain and coilegoil containing 1 57597 6.69E11 |6.19E10 [5.50
214321 at NOV nephroblastoma overexpresgghe 4856 3.77E05 [1.08E04 [5.41
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Probe Set Gene Symbol Gene Title Entrez Gene | p-value | g-value | FC

213258 at  |TFPI gzzgigfé?]riﬁﬁitgmg’ inhibitor (lipoproteassociate ;35 1.98612 [2.53E11 [5.37
201416_at SOX4 SRY (sex determining region ¥jox 4 6659 4.21E14 (7.23E13 [5.36
209386_at TM4SF1 transmembrane 4 L six family member 1 4071 1.51E04 |3.76E04 |5.34
232424 _at PRDM16 PR domain containing 16 63976 1.38E06 |5.48E06 |5.28
243357_at NEGR1 neuronal growth regulator 1 257194 4.48E06 [1.59E05 [5.21
211031_s_at |CLIP2 CAP-GLY domain containindinker protein 2 7461 1.62E10 |1.39E09 |5.18
236738_at LOC401097 Similar to LOC166075 401097 1.97E06 |7.56E06 |5.16
201242 s _at [ATP1B1 ATPase, Na+/K+ transporting, beta 1 polypeptide|481 2.16E12 |2.73E11 |5.15
204548 _at STAR steroidogenic acutegulatory protein 6770 8.66E09 [5.34E08 [5.15
219790_s_at |NPR3 E‘;ﬁg‘rzi'ﬁu‘r’;‘ﬁ'ﬁgﬁgiprtgé e%/t%t"’cn)y'ate cyclase 4553 2.14E06 [8.15E06 |5.12
218686_s_at |RHBDF1 rhomboid 5 homolog 1 (Drosophila) 64285 1.73E07 |8.29E07 |4.94
210060_at PDEG6G phosphodiesterase 6G, cGMpecific, rod, gamma |5148 3.37E10 |2.69E09 [4.94

HIST1H2BC /

HIST1H2BE / histone cluster 1, H2bc / histone cluster 1, H2be /|8339 / 8343 /
214455 at HIST1H2BF / histone cluster 1, H2bfhistone cluster 1, H2bg / 8344 / 8346/ [2.31E07 |1.07E06 (4.89

HIST1H2BG / histone cluster 1, H2bi 8347

HIST1H2BI
209035_at MDK midkine (neurite growtpromoting factor 2) 4192 2.51E05 |7.47E05 |4.89
214639 _s at |[HOXA1 homeobox Al 3198 8.95E09 [5.50E08 |4.88
218858 at DEPDC6 DEP domain containing 6 64798 1.97E10 |1.65E09 |4.88
206478_at KIAA0125 KIAA0125 9834 1.44E05 |4.54E05 |4.87
206726_at PGDS prostaglandin D2 synthase, hematopoietic 27306 1.89E03 |3.53E03 |4.86
204779_s_at |HOXB7 homeobox B7 3217 1.40E06 |5.56E06 |4.86
1554298_a_at|WDR49 WD repeat domain 49 151790 1.16E07 |5.73E07 |4.85
229530_at GUCY1A3 guanylate cyclase 1, soluble, alpha 3 2982 4.53E07 [1.99E06 [4.83
205608_s_at [ANGPT1 angiopoietin 1 284 2.26E09 |1.57E08 |4.82
1559266_s_at|C100rf140 chromosome 10 open reading frame 140 387640 2.13E05 |6.45E05 [4.82
236193 _at HIST1H2BC histone cluster 1, H2bc 8347 1.38E06 |5.49E06 |4.81
213823_at HOXA11l homeobox A1l 3207 8.53E05 [2.24E04 [4.81
239580 _at GUCY1A3 guanylate cyclase $pluble, alpha 3 2982 7.25E05 [1.94E04 [4.80
215034_s _at |TM4SF1 transmembrane 4 L six family member 1 4071 1.19E04 |3.03E04 |4.78
209387_s_at |TM4SF1 transmembrane 4 L six family member 1 4071 1.91E04 |4.62E04 |4.76
204468_s_at |TIEL ﬁ’kré’fj'gri';mgsle witimmunoglobulilike and EGF 15475 2.21E08 |1.26E07 |4.74
210033_s_at |SPAG6 sperm associated antigen 6 9576 2.07E03 [3.83E03 [4.69
210548_at CCL23 chemokine (GC motif) ligand 23 6368 8.31E05 [2.19E04 [4.69
226043 at  |GPSM1 S‘e‘ggaes')”s'g”a“”g RElEEy LIHEEhE, € 26086 1.18E13 [1.87E12 |4.68
213075_at OLFML2A olfactomedinlike 2A 169611 4.59E04 [1.01E03 [4.67
230266_at RAB7B RAB7B, member RAS oncogene family 338382 8.45E05 |2.23E04 |4.66
201015_s_at |JUP junctionplakoglobin 3728 6.16E12 |7.13E11 |4.66
239669 _at 9.23E04 (1.87E03 |4.62
235171 _at 2.45E07 |1.14E06 [4.61
227235_at GUCY1A3 guanylate cyclase 1, soluble, alpha 3 2982 4.67E06 [1.65E05 (4.59
Tl o i ol = TP et e o
222957_at NEU4 sialidase 4 129807 1.18£04 |3.01E04 |4.55
207836_s_at |RBPMS RNA binding protein with multiple splicing 11030 5.32E06 [1.85E05 [4.53
242172 at MEIS1 Leukemogenic homolog protein (MEIS1) 4211 6.34E07 [2.70E06 [4.51
225842 _at  |PHLDA1 E'e"ksmn homologyfike domain, family A, membey,, s, 7.98E05 [2.11E04 [4.48
219054 at Cb5orf23 chromosome 5 open reading frame 23 79614 1.03E06 |4.21E06 |4.47
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Probe Set Gene Symbol Gene Title Entrez Gene | p-value | g-value | FC
227692 at  |GNAIL ?nuh?gilt?r?gn:gtli?/ic;gd;oIt;lggg;%grftan (G protein), alj, 774 7.71E05 [2.05E04 |4.46
213147_at HOXA10 homeobox A10 3206 2.57E19 [1.03E17 |4.38
202672_s_at |ATF3 activating transcription fact@ 467 1.21E07 |5.95E07 |4.35
205382_s_at |CFD complement factor D (adipsin) 1675 3.95E16 [9.77E15 [4.33
229437 _at BIC BIC transcript 114614 4.35E09 (2.84E08 [4.32
231365_at 8.29E11 [7.53E10 |4.31
243010_at MSI2 musashi homolog 2 (Drosophila) 124540 8.86E10 [6.59E09 [4.30
225831 at LUZP1 leucine zipper protein 1 7798 2.16E13 |3.32E12 |4.29
201243 s _at |ATP1B1 ATPase, Na+/K+ transporting, beta 1 polypeptide{481 2.28E14 |4.10E13 |4.27
Tissue factor pathway inhibitglipoprotein
215447 at TFPI associated coagulation inhibitor), mMRNA (cDNA [7035 2.16E06 (8.22E06 (4.27
clone MGC:9251 IMAGE:3902987)
218086 _at NPDC1 neural proliferation, differentiation and control, 1 |56654 8.31E08 [4.21E07 [4.25
1558173_a_at|LUZP1 leucine zippeprotein 1 7798 5.27E12 [6.18E11 |4.21
230481 _at ACY3 aspartoacylase (aminocyclase) 3 91703 1.24E04 |3.13E04 |4.19
229002_at FAM69B family with sequence similarity 69, member B 138311 6.47E09 (4.10E08 |4.18
1568838_at Eg%égﬁifégl hCG_1742852 / similar to hCG1742852 1381%%28’ 1.51E04 |3.75E04 [4.18
231767_at HOXB4 homeobox B4 3214 1.43E11 |1.53E10 |4.18
207039 at  |CDKN2A ;{‘g:’};}dh?gif:(ée&t(z')”ase inhibitor 2A (melanoma, |, 54 2.57E03 |4.62E03 |4.18
201564_s_at |FSCN1 gﬁfg;}g)ﬂgl‘gﬁg olth ";‘C;ﬁ’r;ﬂ?g{‘ugs)pmte'” 6624 1.18E14 [2.24E13 |4.18
205309 _at SMPDL3B sphingomyelin phosphodiesterase, did 3B 27293 1.00E06 |4.10E06 |4.16
215489 x_at [HOMER3 homer homolog 8Drosophila) 9454 1.61E10 |1.37E09 |4.16
230670_at IGSF10 immunoglobulin superfamily, member 10 285313 1.83E07 |8.72E07 |4.14
221831 at LUZP1 leucine zipper protein 1 7798 2.61E13 |3.92E12 |4.13
232979_at 8.51E06 [2.82E05 [4.12
230894 _s_at 6.07E13 [8.60E12 |4.10
204150 _at STAB1 stabilin 1 23166 2.25E07 |1.05E06 [4.10
204647_at HOMERS3 homer homolog 3 (Drosophila) 9454 1.97E10 |1.65E09 |4.09
204778_x_at |HOXB7 homeobox B7 3217 9.86E09 [6.00E08 [4.09
202609_at EPS8 epidermal growth factareceptor pathway substratd2059 1.28E05 |4.08E05 |4.08
200676 _at  |TFPI gzzgilzféﬁriﬁﬁitg%"’g’ inhibitor (lipoproteassociate ;5 2 57E11 [2.60E10 [4.07
225962_at ZNRF1 zinc and ring finger 1 84937 1.34E10 |1.17E09 |4.07
1553194_at [NEGR1 neuronal growth regulator 1 257194 4.34E06 [1.55E05 [4.06
236898 _at 6.18E06 [2.12E05 |4.06
38487_at STAB1 stabilin 1 23166 4.30E07 [1.90E06 |4.04
1554300_a_at{SVOPL SVORlike 136306 1.52E04 |3.76E04 |4.04
219631_at LRP12 low densitylipoproteinrelated protein 12 29967 4.30E07 [1.90E06 [4.03
242051 _at 5.19E08 [2.74E07 |4.03
204810_s_at |CKM creatine kinase, muscle 1158 1.01E08 |6.11E08 |4.02
243617_at ZNF827 CDNA clone IMAGE:5440683 152485 2.62E03 [4.72E03 |4.01
206148 _at IL3RA interleukin 3 receptor, alpha (low affinity) 3563 8.37E09 [5.17E08 [3.99
200923 _at LGALS3BP lectin, galactosiddinding, soluble, 3 binding prote{3959 3.02E07 [1.38E06 [3.98
1554980 _a_at|ATF3 activating transcription factor 3 467 4.06E05 [1.15E04 [3.97
201417_at SOX4 SRY (sex determining region Yjox 4 6659 6.79E20 [2.98E18 |3.97
238498 _at 1.78E08 [1.03E07 (3.93
219837_s_at |CYTL1 cytokinelike 1 54360 1.87E06 |7.20E06 |3.92
226132_s_at |MANEAL mannosidase, enetlphalike 149175 2.02E09 |1.41E08 |3.90
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205051 s at |KIT ‘c’)'nkéto';::iyhzoﬁgfgg"a” AiEnE SEEEIE R 7.40E10 |5.59809 |3.86
205801_s_at |RASGRP3 fe’aﬁlgt“e"z‘;)‘y' releasing protein 3 (calcium and DAQ, 576 8.91E07 |3.68506 |3.86
244413 _at CLECL1 C-typelectin-like 1 160365 2.13E03 [3.92E03 (3.86
201325_s_at |EMP1 epithelial membrane protein 1 2012 1.42E05 |4.49E05 |3.85
243092_at 6.66E08 (3.45E07 (3.85
232370 _at LOC254057 hypothetical protein LOC254057 254057 5.87E04 [1.26E03 |3.85
1552623 at [HSH2D hematopoietic SH2 domain containing 84941 2.44E13 |3.70E12 |3.82
216973_s_at |[HOXB7 homeobox B7 3217 6.78E07 |2.87E06 [3.81
229739 s at |FAM116B family with sequence similarity 116, member B [414918 1.22E16 |3.28E15 |3.81
228678_at FAM116B family with sequence similarity 116, member B {414918 3.25E18 [1.12E16 [3.79
229309 at ADRB1 adrenergic, beta-, receptor 153 1.95E06 |7.49E06 |3.79
201028_s_at [(CD99 CD99 molecule 4267 1.37E16 |3.65E15 [3.79
237311 _at 5.58E06 [1.93E05 [3.78
238097_at LOC100134226 |hypothetical protein LOC100134226 100134226 |7.11E10 (5.39E09 |3.78
220253 s at [LRP12 low density lipoproteirrelated protein 12 29967 4.89E07 |2.13E06 |3.77
225233 at MSI2 musashi homolog 2 (Drosophila) 124540 9.38E10 [6.95E09 |3.77
210365_at RUNX1 runtrelated transcription factor 1 861 7.54E13 [1.05E11 [3.76
235438_at 1.64E06 |6.40E06 [3.76
206106_at MAPK12 mitogenactivated protein kinase 12 6300 3.40E19 |1.33E17 |3.76
211181 x_at |RUNX1 runtrelated transcription factor 1 861 1.88E04 |4.57E04 |3.76
1554876_a_at|S100Z S100 calcium binding protein Z 170591 1.34E09 |9.68E09 |3.74
228274 _at SDSL serine dehydratadike 113675 1.30E09 |9.43E09 |3.74
231233 _at 4.57E13 [6.62E12 |3.73
230541_at LOC149134 hypothetical LOC149134 149134 2.25E05 |6.76E05 [3.73
216705_s_at |ADA adenosine deaminase 100 3.65E10 [2.90E09 [3.72
219686_at STK32B serine/threonine kinase 32B 55351 2.71E06 |1.01E05 [3.71
212089_at LMNA lamin A/C 4000 1.17E06 |4.73E06 |3.70
1555923 a_at|C10orf114 chromosome 10 open reading frame 114 399726 7.18E08 |3.68E07 |3.69
225240_s_at [MSI2 musashi homolog 2 (Drosophila) 124540 4.10E11 (3.99E10 (3.68
205349 at  |GNA15 %ga(gged';‘fs')e"“de binding protein (G protein), alj,7gq 4.99E17 |1.42E15 |3.67
201324 _at EMP1 epithelial membrane protein 1 2012 2.82E06 [1.05E05 [3.67
240180_at 8.89E10 (6.61E09 [3.66
221814 at GPR124 G proteircoupled receptor 124 25960 2.18E06 |8.29E06 |3.64
211499 s at |MAPK11 mitogenactivated protein kinase 11 5600 2.92E10 |2.36E09 |3.62
214522 x_at EEQH@SOI histone cluster 1, H2ad / histone cluster 1, H3d |3013/8351 |3.63E06 |1.31E05 |3.61
219602_s_at |FAM38B family with sequence similarity 38, member B 63895 1.26E04 |3.18E04 |3.60
227711 _at GTSF1 gametocyte specific factor 1 121355 3.18E06 [1.17E05 [3.55
232636_at SLITRK4 SLIT and NTRklike family, member 4 139065 5.97E11 [5.59E10 [3.54
221563 at DUSP10 dual specificity phosphatase 10 11221 2.48E13 [3.75E12 |3.52
225237_s_at |MSI2 musashi homolo@ (Drosophila) 124540 9.70E11 [8.70E10 |3.51
204501_at NOV nephroblastoma overexpressed gene 4856 1.30E03 |2.53E03 |3.51
218338 at  |PHC1/PHC1B Sg:iﬂgmggzg Egmg:gg ié[zgizg';'ﬁﬁ)a/) 1911 / 653441|1.50E15 |3.35E14 [3.49
230896_at BEND4 BEN domain containing 4 389206 9.96E05 [2.58E04 (3.46
208557_at HOXA6 homeobox A6 3203 9.38E12 [1.05E10 [3.45
220450_at 7.27E09 [4.56E08 (3.43
203920_at NR1H3 nuclear receptor subfamily 1, group H, member 3|10062 4.73E16 [1.16E14 [3.43
1564151 at 1.16E09 |8.49E09 (3.40
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239562 at  |MTHFD2L ;“eeggﬁfgﬁtt)‘fgf:ydr°f°'ate dehydrogenase (NADR, 41654 1.18E11 |1.28E10 [3.40
209710_at GATA2 GATA binding protein 2 2624 8.60E09 [5.31E08 |3.39
201037_at PFKP phosphofructokinase, platelet 5214 1.22E16 |3.28E15 |3.37
213779 _at EMID1 EMI domain containing 1 129080 7.20E16 (1.70E14 [3.36
230977_at NPM2 nucleophosmin/nucleoplasmin, 2 10361 2.92E15 |6.08E14 |3.36
227556_at  |NME7 ?:&:’;iﬁjgﬁ'sh%‘ifhzié’L?;ZZ’;F)’ressed in 29922 7.17E11 |6.59E10 |3.35
231369 at  |ZNF333 '\D"E":\'Z’*p;sﬁﬁg;l)?;z‘)547':23” (fromclone — |g1449 2.89E07 |1.32E06 [3.35
215501_s_at [DUSP10 dual specificity phosphatase 10 11221 1.42E10 |1.23E09 |3.34
202023_at EFNA1 ephrinAl 1942 5.17E04 [1.12E03 [3.34
210933 s at |FSCN1 E"g‘:’fc')rr‘lgﬁg’cﬂﬁg olth 2°F§Lbr‘;ﬂfg{‘ugsfr°te'“ 6624 2.39E21 |1.32E19 [3.34
208690_s_at |PDLIM1 PDZ and LIM domain 1 9124 4.08£14 |7.03E13 |3.33
211182 x_at |RUNX1 runtrelated transcription factor 1 861 1.02E04 |2.65E04 |3.33
226125 at 6.84E06 |2.32E05 |3.32
215506_s_at |DIRAS3 DIRAS family, GTRbinding RASlike 3 9077 9.69E05 [2.52E04 |3.32
1558871_at 2.14E06 |8.15E06 [3.31
225615 at IFFO2 intermediate filament family orphan 2 126917 4.82E09 (3.12E08 (3.29
203946_s_at |ARG2 arginase, type Il 384 4.07E05 [1.16E04 [3.29
218876 at  |TPPP3 tmugum'g‘efcgymerizatiomromo“”g PO ETLY e e 1.82E03 |3.41E03 [3.29
207550_at MPL myeloproliferative leukemia virus oncogene 4352 6.84E06 |2.32E05 |3.28
218641 at MGC3032 hypothetical protein MGC3032 65998 1.73E11 |1.81E10 |3.28
240065 _at FAM81B family with sequence similarity 81, member B 153643 8.41E07 [3.49E06 [3.28
208579 _x_at |H2BFS H2B histone family, member S 54145 4.94E10 (3.84E09 (3.27
225436_at FAM108C1 family with sequence similarity 108, member C1 |58489 2.19E03 |4.02E03 |3.27
206907 _at TNFSF9 tumor necrosis factor (ligand) superfamily, memb{8744 1.54E05 |4.81E05 |3.27
215537_x_at |DDAH2 dimethylarginine dimethylaminohydrolase 2 23564 2.90E14 |5.10E13 |3.26
221832 s at |LUZP1 leucine zipper protein 1 7798 4.61E12 [5.46E11 (3.25
1553247 _a_at|ZNF709 zinc finger protein 709 163051 5.81E10 (4.46E09 [3.24
218788 s _at |SMYD3 SET and MYND domain containing 3 64754 8.50E11 [7.69E10 (3.23
214228 x_at |TNFRSF4 tumor necrosis factor receptor superfamily, memij7293 9.85E04 [1.98E03 [3.22
229971 at GPR114 G proteircoupled receptor 114 221188 2.16E09 [1.50E08 [3.22
205227 _at ILARAP interleukin 1 receptor accessory protein 3556 2.13E08 |1.22E07 |3.21
244533 _at 2.21E04 [5.27E04 [3.21
204639 _at ADA adenosine deaminase 100 1.77E13 |2.75E12 |3.21
224710 _at RAB34 RAB34, member RAS oncogene family 83871 1.13E16 |3.06E15 |3.21
232051_at CCDC102A coiled-coil domain containing 102A 92922 1.24E09 [9.03E09 |3.18
225778 at  |RBMS2 EgtAe ia"‘zdi”g e, STl SIENtEe MEREHNE || e 3.88E10 [3.07E09 [3.18
239457 at ATP8B3 ATPase, class I, type 8B, member 3 148229 2.57E05 |7.64E05 (3.18
226192_at 1.17E03 |2.31E03 [3.18
226461_at HOXB9 homeobox B9 3219 1.53E03 |2.93E03 |3.18
226134 _s_at 3.03E12 [3.71E11 |3.17
240084 at  |CBX2 g::)osrggﬁl‘l’; homolog 2 (Pc class homolog, 84733 4.74E12 |5.61E11 [3.17
202262_x_at |DDAH2 dimethylarginine dimethylaminohydrolase 2 23564 2.72E14 |4.81E13 [3.16
213035_at ANKRD28 ankyrin repeat domain 28 23243 1.33E08 |7.91E08 |3.16
212013_at PXDN peroxidasin homolog (Drosophila) 7837 5.02E04 [1.09E03 [3.16
212012_at PXDN peroxidasin homolog (Drosophila) 7837 2.00E03 |3.71E03 |3.15
203476_at TPBG trophoblast glycoprotein 7162 5.10E06 [1.78E05 [3.15
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203819 s at [IGF2BP3 insulin-like growth factor 2 mRNA binding protein |10643 1.81E07 |8.61E07 |3.14
224851 at CDK®6 cyclin-dependent kinase 6 1021 9.11E10 |6.76E09 |3.14
206960_at LPAR4 lysophosphatidic acid receptor 4 2846 2.28E10 |1.88E09 |3.14
207160 at  |IL12A ?t‘égﬁ)”tmcléﬁq éﬂfg;@ '::ﬁ[jf;'i'c)it'glc‘t'gﬁof’ggg;c 3592 2.17E09 |1.51E08 |3.13
207850_at CXCL3 chemokine (EX-C motif) ligand 3 2921 4.12E05 |1.17E04 |3.13
imilar rotein tyrosine phosph IVA
206574_s_at ;?gjgglﬂoe;ﬂﬁwmie? 3p/?3tr?)teit?/1 tc;/srosﬁnr:a SﬁgsSE?tistfiipe V4 122;21062/ 1.44E05 |4.54E05 [3.13
member 3
203349_s at |ETVS ets variant 5 2119 7.90E05 |2.10E04 [3.12
203367_at DUSP14 dual specificity phosphatase 14 11072 6.97E14 [1.15E12 [3.11
222240_s_at |ISYNA1 inositol3-phosphate synthase 1 51477 1.59E15 [3.51E14 |3.11
214729 at TWISTNB TWIST neighbor 221830 7.21E11 |6.63E10 [3.10
229307 _at ANKRD28 ankyrin repeat domain 28 23243 2.06E14 |3.74E13 |3.10
202820_at AHR aryl hydrocarbon receptor 196 2.23E09 |1.55E08 |3.09
209806_at HIST1H2BK histone cluster 1, H2bk 85236 6.27E20 |2.78E18 [3.09
230348 at  |LATS2 '(Sgibﬁﬁ’;)t”mor SUgresEn, e 6 2 26524 4.88E08 |2.59E07 |3.09
208029 _s_at |LAPTM4B lysosomal protein transmembrane 4 beta 55353 1.02E05 |3.33E05 |3.08
232227_at 1.89E03 |3.53E03 |3.07
202016_at MEST mesoderm specific transcript homolog (mouse) 4232 3.16E06 [1.16E05 [3.06
65718_at GPR124 G proteircoupled receptor 124 25960 3.92E06 |1.41E05 |3.06
219557 _s_at |NRIP3 nuclear receptor interacting protein 3 56675 3.60E06 [1.30E05 [3.05
201029 s at |CD99 CD99 molecule 4267 3.30E22 [2.02E20 [3.05
227055_at METTL7B methyltransferase like 7B 196410 1.59E04 |3.93E04 |3.05
235287 _at CDK6 cyclin-dependent kinase 6 1021 2.36E09 [1.63E08 [3.05
244397 _at 5.18E15 [1.04E13 [3.04
242832_at PER1 period homolog 1 (Drosophila) 5187 5.76E05 |1.58E04 |3.04
242269 at FLJ42875 hypothetical LOC440556 440556 8.99E08 (4.53E07 |3.03
216052_x_at |ARTN artemin 9048 5.56E05 [1.53E04 [3.02
235309 _at RPS15A Ribosomal protein S15a 6210 3.71E16 [9.23E15 |3.00
209235_at CLCN7 chloride channel 7 1186 1.82E12 |2.34E11 [3.00
1552908_at |[Clorf150 chromosome 1 open reading frame 150 148823 2.47E05 |7.37E05 |3.00
211597_s_at |HOPX HOP homeobox 84525 1.66E06 |6.49E06 |3.00
201939 at PLK2 polo-like kinase 2Drosophila) 10769 3.15E05 [9.16E05 |3.00
224767 at  |RPL37 m&oesgfg%'ﬁgi')” =0T, RN (@I Gl 6167 9.36E20 [4.00E18 |3.00
205193 at  |MAFF ‘é;?ﬂaglcguﬁc(gsiza‘)’”eum“c fibrosarcoma oncogen,s¢, 4.42E07 [1.95E06 |2.99
215146 _s_at |TTC28 tetratricopeptide repeat domain 28 23331 2.03E07 [9.59E07 [2.99
220952_s_at |PLEKHAS mza‘sginshomo'ogy domain containing, family A |5, 7 3.93E13 [5.74E12 |2.98
242028 _at ZNF709 zinc finger protein 709 163051 3.65E09 (2.43E08 |2.98
208303_s_at |CRLF2 cytokine receptatike factor 2 64109 1.37E03 |2.65E03 |2.98
232151 at MACC1 metastasis associated in colon cancer 1 346389 4.44E04 (9.82E04 (2.97
241150_at SPTAN1 Alpha Il spectrin 6709 1.27E07 |6.21E07 |2.96
217997 at  |PHLDAL E'ec"sm” MEnmlE T, 1EE € ETEN, TR Ao WERIDE ey 1.49E03 |2.87E03 [2.96
227574 _at OBSL1 obscurinlike 1 23363 5.22E09 [3.36E08 |2.96
236281 x_at |HTR7 f’éﬂ’é‘r’]ﬁ;{gﬁgﬁgg‘oeuS‘ga‘;t"”'”) [Se Rl 3363 1.43E07 |6.96E07 [2.95
200986_at  |SERPINGL1 ffgfgg(fref“dase inhibitor, clade G (C1 inhibitor), |7, 2.34E11 |2.39E10 [2.95
223575_at KIAA1549 KIAA1549 57670 4.96E13 (7.14E12 |2.95
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205081 _at CRIP1 cysteinerich protein 1 (intestinal) 1396 1.28E09 |9.30E09 |2.95

HIST1H2BC /

HIST1H2BE / histone cluster 1, H2bc / histone cluster 1, H2be /|8339 / 8343 /
208527 _x_at |HIST1H2BF/ histone cluster 1, H2bf / histone cluster 1, H2bg /|8344 / 8346 / |3.78E09 |2.50E08 [2.94

HIST1H2BG / histone cluster 1, H2bi 8347

HIST1H2BI
214378 at  |TFPI gzzgigfégriﬁﬁitgg’g inhibitor (lipoproteassociate ;35 1.00E10 [8.93E10 [2.94
1554489 a_at|CEP70 centrosomal protein 70kDa 80321 2.93E08 [1.63E07 [2.93
212086_x_at [LMNA lamin A/C 4000 1.93E07 |9.13E07 |2.92
1552474 a_at|GAMT guanidinoacetate fhethyltransferase 2593 2.62E17 |7.73E16 [2.92
209344 _at TPM4 tropomyosin 4 7171 2.61E09 |1.78E08 |2.90
219559 at C200rf59 chromosome 20 open reading frame 59 63910 7.89E18 |2.53E16 [2.90
219550 at |ROBO3 Eg‘iggggﬁill‘g‘xo” guidance receptor, homolog 3 |¢4551 6.91E09 [4.36E08 [2.90
216417 _x_at |[HOXB9 homeobox B9 3219 1.03E11 |1.14E10 [2.90
225238_at MSI2 musashi homolog 2 (Drosophila) 124540 1.24E05 |3.98E05 |2.90
1560029_a_at|C11orf57 chromosome 11 opaeading frame 57 55216 8.52E10 [6.36E09 [2.89
209803_s_at |PHLDA2 g'e‘:ksm” homologyfike domain, family A, membey, ¢, 3.70E04 (8.35E04 [2.89
237483_at 1.90E03 |3.54E03 |2.89
239066_at 1.24E07 |6.08E07 |2.89
214909 _s_at |DDAH2 dimethylargininedimethylaminohydrolase 2 23564 1.43E15 |3.20E14 |2.89
242260_at MATR3 Major nuclear matrix protein mRNA 9782 4.22E09 [2.77E08 |2.89
243618_s_at [ZNF827 CDNA clone IMAGE:5440683 152485 2.41E03 [4.37E03 [2.89
205839 s_at |BZRAP1 Bf&é?r?fzap'”e receptfperipheral) associated g, 5 9.92E07 |4.06E06 [2.88
203820_s_at [IGF2BP3 insulin-like growth factor 2 mRNA binding protein |10643 2.72E09 |1.85E08 |2.88
1559276_at |LOC728606 hypothetical LOC728606 728606 1.63E05 |5.07E05 |2.88
228083 _at  |CACNA2D4 gﬁ'&j‘:}r{t‘:ha”"e""O"ag‘*epe”de“t' S ZEEIE oo 4.63E06 |1.64E05 |2.88
204363 _at F3 coagulation factor Il (thromboplastin, tissue facto|2152 2.71E04 |6.32E04 |2.88
206020_at SOCS6 suppressor of cytokine signaling 6 9306 8.96E15 |1.72E13 |2.88
1554660_a_at|Clorf71 chromosome 1 open reading frame 71 163882 2.32E17 |6.87E16 |2.87
205551 _at SV2B synaptic vesicle glycoprotein 2B 9899 3.62E05 [1.04E04 |2.87
206072_at UCN urocortin 7349 2.39E07 |1.11E06 [2.87
230795_at 2.19E07 [1.02E06 |2.87
216953 _s at [WT1 Wilms tumor 1 7490 3.07E07 [1.40E06 |2.87
219201_s_at |TWSG1 twisted gastrulation homolog 1 (Drosophila) 57045 2.30E10 [1.90E09 [2.87
227875_at KLHL13 kelch-like 13 (Drosophila) 90293 3.36E05 [9.71E05 |2.86
217226 s _at |SFXN3 sideroflexin 3 81855 1.20E15 |2.71E14 |2.86
1555630_a_at|RAB34 RAB34, member RAS oncogene family 83871 1.90E16 |4.96E15 |2.86
211267 _at HESX1 HESX homeobox 1 8820 4.23E10 (3.32E09 |2.85
223075_s_at |AIF1L allograft inflammatory factot-like 83543 4.83E05 [1.35E04 [2.85
215111 s at [TSC22D1 TSC22 domain family, member 1 8848 1.11E10 |9.80E10 [2.85
224150_s_at [CEP70 centrosomal protein 70kDa 80321 5.37E10 |4.15E09 |2.85
210755 at  |HGF Paecft’gg’cyte EET (G (NEBEEOIEHT A SEEHED | 7.35E04 |1.53E03 |2.84
220016_at AHNAK AHNAK nucleoprotein 79026 1.71E06 |6.66E06 |2.84
219569 s at [TMEM22 transmembrane protein 22 80723 9.14E07 (3.77E06 |2.84
214873_at LRP5L low density lipoprotein recepteelated protein 8ike |91355 1.06E05 |3.45E05 |2.83
200962_at RPL31 ribosomal protein L31 6160 3.97E12 [4.75E11 (2.83
238389_s_at 5.86E15 [1.16E13 |2.83
244555 at 1.12E10 |9.87E10 |2.83




Int. J. Environ. Res. Public Heal2012 9 S11
Probe Set Gene Symbol Gene Title Entrez Gene | p-value | g-value | FC
224901 _at SCD5 stearoylCoA desaturase 5 79966 1.14E08 |6.83E08 |2.83
225335_at ZNF496 zinc finger protein 496 84838 3.29E18 |1.13E16 [2.81
205624 _at CPA3 carboxypeptidase A3 (mast cell) 1359 8.99E06 [2.96E05 [2.81
1552364 _s_at|MSI2 musashi homolog 2 (Drosophila) 124540 1.97E11 |2.04E10 [2.81
220668_s_at |DNMT3B DNA (cytosine5-)-methyltransferase 3 beta 1789 1.47E08 |8.66E08 |2.80
205997_at ADAM28 ADAM metallopeptidase domain 28 10863 1.07E10 |9.51E10 |2.80
210805 _x_at |RUNX1 runtrelated transcription factor 1 861 4.40E09 [2.88E08 [2.80
228011 at FAM92A1 family with sequence similarity 92, member A1 (137392 8.58E07 |3.55E06 [2.80
203759 _at ST3GAL4 ST3 betagalactoside alpha,3-sialyltransferase 4 6484 2.10E13 |3.23E12 |2.80
236635_at ZNF667 zinc finger protein 667 63934 5.58E09 |3.57E08 [2.79
206134 _at ADAMDEC1 ADAM -like, decysin 1 27299 6.71E05 |1.81E04 |2.79
1567107_s_at|TPM4 tropomyosin 4 7171 4.86E11 (4.66E10 (2.79
237470_at DOCK7 dedicator of cytokinesis 7 85440 8.47E12 [9.53E11 [2.78
201063_at RCN1 reticulocalbin 1, EFhand calcium bindingomain  |5954 1.43E20 |7.08E19 |2.78
1558105_a_at 5.07E11 [4.82E10 |2.78
226025_at ANKRD28 ankyrin repeat domain 28 23243 3.80E16 |9.42E15 |2.78
226550_at 4.17E12 [4.97E11 |2.78
229095 s at |LOC440895 LIM and senescent cell antigdike domains3-like |440895 6.75E05 [1.82E04 [2.78
208614 s _at |FLNB filamin B, beta (actin binding protein 278) 2317 6.56E05 |1.78E04 |2.77
222900_at 9.78E08 [4.90E07 |2.77
229140 _at ZNF579 zinc finger protein 579 163033 6.24E17 |1.74E15 (2.77
225308_s_at |TANCL tc%tﬂaégﬁ?gﬁmédi FEIPEEH, BTN FEpEal et EallEt . o) 8.35E04 [1.71E03 |2.77
244610_x_at 7.91E05 |2.10E04 |2.76
220911 s_at |KIAA1305 KIAA1305 57523 7.46E07 [3.13E06 |2.76
209365 s at |[ECML1 extracellular matrix protein 1 1893 2.24E11 |2.29E10 [2.76
205418 at  |PVRL2 fnoe"doi‘ggrséfcepm'e'ated 2RSS B0 |y 1.40E13 [2.20E12 [2.76
226858 at CSNK1E casein kinase 1, epsilon 1454 3.86E09 [2.55E08 [2.76
232269 x_at [METRN meteorin, glial cell differentiatioregulator 79006 8.27E06 |2.75E05 |2.76
205354 _at GAMT guanidinoacetate fhethyltransferase 2593 3.66E17 [1.06E15 [2.75
cytidine monophosphatd-acetylneuraminic acid
205518 s_at [CMAH hydroxylase (CMMN-acetylneuraminate 8418 2.30E12 |2.89E11 |2.75
monooxygenase) pseudogene
226899 at UNC5B unc5 homolog B (C. elegans) 219699 4.62E05 [1.30E04 |2.75
226545_at CD109 CD109 molecule 135228 1.25E04 |3.15E04 |2.75
1554679_a_at|LAPTM4B lysosomal protein transmembrane 4 beta 55353 3.36E05 [9.70E05 [2.74
202701_at BMP1 bone morphogenetic protein 1 649 3.49E22 |2.13E20 [2.74
208890_s_at |PLXNB2 plexin B2 23654 2.29E13 |3.49E12 |2.74
216331_at ITGA7 integrin, alpha 7 3679 1.29E03 |2.51E03 |2.74
238444 _at ZNF618 zinc finger protein 618 114991 1.83E06 |7.10E06 |2.74
206954 at WIT1 Wilms tumor upstream neighbor 1 51352 4.90E10 (3.82E09 (2.73
243000 _at CDK6 cyclin-dependent kinase 6 1021 3.31E13 [4.90E12 [2.72
221458 at HTR1F 5-hydroxytryptamine (serotonin) receptor 1F 3355 8.94E06 [2.95E05 [2.72
243579 at MSI2 musashi homolog 2 (Drosophila) 124540 8.05E11 [7.33E10 [2.72
235500_at HNRNPC heterogeneous nuclear ribonucleoprotein C (C1/d3183 2.35E05 [7.04E05 [2.71
205239 at AREG / AREGB |amphiregulin / amphiregulin B 374 /727738 |7.28E07 |3.06E06 [2.71
Aspartyl(asparaginyl)bethydroxylase [human,
224996 _at ASPH hepatoblastoma cell line HepG2, mRNA Partial, 2444 1.57E15 |3.47E14 |2.71
nt]
202708_s_at |HIST2H2BE histone cluster 2, H2be 8349 3.77E08 |2.05E07 [2.71
226817_at DSC2 desmocollin 2 1824 6.10E04 [1.30E03 |2.71
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210299 s at |[FHL1 four and a half LIM domains 1 2273 4.36E04 [9.66E04 [2.70
240151 at LOC100130740 [similar to hCG2042068 100130740 |2.22E08 |1.27E07 [2.70
Selenoprotein P, plasma, 1, mMRNA (cDNA clone
229620 at SEPP1 MGC:47713IMAGE:5770225) 6414 2.17E05 |6.56E05 (2.70
44040_at FBX041 F-box protein 41 150726 1.79E17 |5.41E16 [2.70
213058 _at TTC28 tetratricopeptide repeat domain 28 23331 9.33E09 [5.71E08 [2.70
226517 _at BCAT1 branched chain aminotransferase 1, cytosolic 586 6.34E09 [4.02E08 [2.70
Ribosomal protein L37, mMRNA (cDNA clone
224763 _at RPL37 IMAGE:6671394) 6167 1.29E18 |4.73E17 |2.69
1559617_at [LOC732087 hypothetical protein LOC732087 732087 8.46E05 [2.23E04 [2.69
217165_x_at |MT1F metallothionein 1F 4494 1.15E06 |4.66E06 |2.69
242426 _at NRG4 neuregulin 4 145957 2.59E09 [1.77E08 |2.69
223284 at NAT14 N-acetyltransferase 14 (GCMBlated, putative) 57106 1.54E14 |2.87E13 |2.68
219871 _at FLJ13197 hypothetical FLJ13197 79667 2.85E08 [1.59E07 |2.68
238127 at FLJ41484 hypothetical LOC650669 650669 1.07E07 |5.32E07 |2.68
230127_at 1.86E08 |1.07E07 |2.68
233749 at LOC100129014 |hypothetical protein LOC100129014 100129014 |3.53E04 [8.00E04 |2.68
220974 _x_at [SFXNS3 sideroflexin 3 81855 4.99E16 (1.21E14 |2.68
207636_at  |SERPINI2 gerp'“ peptidase inhibitor, clade I (pancpin), memg, ;¢ 4.18E10 [3.28E09 [2.67
222774 s_at |NETO2 neuropilin (NRP) and tolloid (TLLJike 2 81831 2.19E10 |1.81E09 |2.67
224746 _at KIAA1522 KIAA1522 57648 7.17&12 |8.18E11 |2.67
myeloid/lymphoid or mixedineage leukemia
il (trithorax homolog, Drosophila); translocated to, 110962 ZERISLY | OIS0 | o
202933_s_at |YES1 ‘{'yes’l Yamaguchi sarcoma viral oncogene homd. ., 1.71E06 |6.66E06 |2.67
1554242 a atlcocH coagulation factor C homolog, cochlin (Limulus 1690 4.26E05 |1.20804 |2 67
— = polyphemus)
219884 at LHX6 LIM homeobox 6 26468 2.25E04 |5.38E04 (2.66
1553982_a_at|RAB7B RAB7B, member RAS oncogene family 338382 4.35E06 [1.55E05 (2.66
225510_at OAF OAF homolog (Drosophila) 220323 1.04E05 |3.38E05 |2.66
224049 at KCNK17 potassium channel, subfamily K, member 17 89822 4.86E10 |3.79E09 |2.66
238741 _at FAM83A family with sequence similarity 83, member A 84985 2.61E03 |4.69E03 |2.65
230655_at 9.13E05 [2.39E04 |2.65
228113 at RAB37 RAB37, member RAS oncogene family 326624 3.11E16 |7.84E15 [2.65
34726_at CACNB3 calcium channel, voltagdependent, beta 3 subunif784 5.26E10 [4.07E09 [2.65
226071 _at ADAMTSL4 ADAMTS-like 4 54507 6.77E07 |2.87E06 |2.64
221560_at MARK4 MAP/microtubule affinityregulating kinase 4 57787 7.59E12 [8.62E11 [2.64
217999 s_at |PHLDA1 ‘z'ec"smn homologyfike domain, family A, membey,,q,, 5.92E04 [1.27E03 |2.64
238488_at hCG_2045899 |[synleurin 353281 2.64E06 [9.89E06 |2.64
226028 at |ROBO4 roundabout homolog 4, magic roundabout 54538 5.20E06 |1.81E05 2.64
— (Drosophila)
FAM176B / family with sequence similarity 176, member B/ {100133999 /
221710 x_at || 5100133999 |hypothetical protein LOC100133999 55194 EALIEN | SIS |21
236398 s at 1.69E10 |1.44E09 |2.63
241017_at  |TBC1DS8 ggg;ig)omam il Temlaes @ D ERET e 1.99E08 |1.14E07 [2.63
209648 _x_at |SOCS5 suppressor of cytokine signaling 5 9655 6.69E21 |3.50E19 |2.63
224848 at CDK®6 cyclin-dependent kinasg 1021 2.34E10 |1.93E09 |2.63
36711 at MAEE v-maf musculo_aponeurotlc fibrosarcoma oncogen a4 102807 |5.08207 |2.63
— homolog F (avian)
203859 s at |PALM paralemmin 5064 2.40E09 [1.66E08 [2.62
241464 s _at 7.45E05 [1.99E04 |2.62
204540 _at EEF1A2 eukaryotic translation elongation factor 1 alpha 2 {1917 1.43E03 |2.76E03 [2.62
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1564796 _at |EMP1 epithelial membrane protein 1 2012 1.97E04 |4.75E04 |2.62
201538 s_at [DUSP3 dual specificity phosphatase 3 1845 4.00E16 [9.85E15 (2.62
227358 at ZBTB46 zincfinger and BTB domain containing 46 140685 9.98E08 [4.99E07 |2.61
1552690_a_at|CACNA2D4 ‘S’f}g’:j‘#i*t‘:ha””e" Vel Rz, ELEE 2RENE ey 7.68E06 |2.57E05 |2.61
204347 _at AK3L1/AK3L2 |adenylate kinase-fke 1 / adenylate kinaselke 2 205/ 645619 |6.36E07 |2.71E06 [2.61
225790_at MSRB3 methionine sulfoxide reductase B3 253827 4.17E13 [6.07E12 (2.61
235439 at  |RBMS2 ;ﬁ@ﬁ"ﬁ‘“”g motif, single stranded interacting 5444 5.37E07 |2.32E06 |2.61
214457_at HOXA2 homeobox A2 3199 3.16E09 [2.12E08 |2.61
cytidine monophosphatd-acetylneuraminic acid
210571_s_at |CMAH hydroxylase (CMMN-acetylneuraminate 8418 9.96E11 [8.90E10 [2.61
monooxygenase) pseudogene
1552671_a_at|SLC9A7 fﬁ’é‘ﬁ;ﬁgf‘;"er iy e (Rl e SGENE oo 3.94E11 (3.84E10 |2.61
225590_at SH3RF1 SH3 domain containing ring finger 1 57630 4.14E05 [1.17E04 [2.60
239123 at 1.90E04 |4.60E04 |2.60
230787_at 1.40E18 |5.09E17 (2.60
204745 x_at |MT1G metallothionein 1G 4495 2.81E06 [1.05E05 [2.60
208767_s_at |LAPTM4B lysosomal protein transmembrane 4 beta 55353 2.80E05 |8.22E05 |2.60
236893_at LOC100130740 (similar to hCG2042068 100130740 |2.78E08 |1.55E07 (2.59
1556579_s_at|IGSF10 immunoglobulin superfamily, member 10 285313 1.48E06 |5.83E06 |2.59
216027_at TXNDC13 thioredoxin domain containing 13 56255 4.26E06 [1.52E05 (2.59
214469 at ::g%:gﬁgl histone cluster 1, H2ab / histone cluster 1, H2ae [3012 /8335 [8.64E05 [2.27E04 (2.59
212803_at NAB2 NGFI-A binding protein 2 (EGRbinding protein 2) [4665 3.65E09 |2.43E08 |2.58
229507 _at C3orf54 chromosome 3 open reading frame 54 389119 2.58E12 |3.21E11 |2.58
223967_at ANGPTL6 angiopoietinlike 6 83854 8.47E10 |6.33E09 [2.58
209911 x_at |HIST1H2BD histone cluster 1, H2bd 3017 2.07E09 |1.45E08 |2.57
220193 at Clorfl13 chromosome 1 open reading frame 113 79729 4.89E10 (3.81E09 (2.57
217996 _at  |PHLDA1 E'ec"smn homologylike domain, family A, membe,,q,, 4.52E04 |9.98E04 [2.57
237108_x_at |FLJ42875 hypothetical LOC440556 440556 2.51E08 [1.41E07 |2.57
219051_x_at |METRN meteorin, glial cell differentiation regulator 79006 9.08E06 [2.99EO05 [2.57
204165 at WASF1 WAS protein family, member 1 8936 7.56E08 |3.86E07 |2.57
228150_at SEC16B SEC16 homolog B (S. cerevisiae) 89866 2.77E06 |1.03E05 |2.57
228054 _at TMEM44 transmembrane protein 44 93109 4.65E09 (3.02E08 (2.56
244561 _at 1.74E15 |3.81E14 |2.56
204083 _s_at |TPM2 tropomyosin 2 (beta) 7169 1.17E04 |2.98E04 |2.56
217631 at  |GTPBP4/IDI2 Sgl; E’s'gm?a‘;ft;'” Aikopentenydiphosphate 1,561 917342 3511 |2.39810 |2.56
225767_at LOC284801 hypothetical protein LOC284801 284801 9.90E04 [1.99E03 |2.56
209661 _at KIFC3 kinesin family member C3 3801 2.36E08 |1.34E07 |2.55
1554020 _at |[BICD1 bicaudal D homolog 1 (Drosophila) 636 6.00E10 [4.59E09 [2.55
201819 at SCARB1 scavenger receptor class B, member 1 949 4.82E18 [1.60E16 [2.55
212235 at PLXND1 plexin D1 23129 1.12E10 |9.89E10 |2.55
228696 _at SLC45A3 solute carrier family 45, member 3 85414 1.94E10 |1.62E09 |2.55
232686_at SIGLECP3 sialic acid binding l¢gike lectin, pseudogene 3 284367 4.01E04 [8.96E04 [2.54
220134 x_at |FAM176B family with sequence similarity 176, member B |55194 7.97E14 |1.30E12 [2.54
227329 _at ZBTB46 zinc finger and BTB domain containing 46 140685 6.17E09 |3.93E08 |2.53
214682_at LOC399491 LOC399491 protein 399491 1.89E09 |1.33E08 |2.53
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201329 s at |ETS2 ‘(’:/it:ne)rythmb'aStOSis virus E26 oncogene homolg,, ; , 1.49E12 |1.95E11 [2.53
230218_at HIC1 hypermethylated in cancer 1 3090 5.69E05 [1.56E04 [2.53
239915_at lﬂggiggigﬁéﬂﬁ'm"w to hCG1644697 / similar to hCG1644697 18812431%}1; 159611 |1.68E10 [2.53
LOC285944 ypothetical protein LOC285944 585944
203355_s_at [PSD3 pleckstrin and Sec7 domain containing 3 23362 1.89E03 |3.53E03 |2.53
208581_x_at |[MT1X metallothionein 1X 4501 1.26E07 |6.21E07 |2.53
214106_s_at |[GMDS GDP-mannose 4:@8lehydratase 2762 1.52E09 |1.09E08 |2.52
202932 _at YES1 \1/-yesl Yamaguchi sarcoma viral oncogene homd 7595 1.86E08 |1.07207 |2.52
204663 _at ME3 malic enzyme 3, NADP(+Hependent, mitochondrig10873 8.58E08 |4.33E07 |2.52
232201_at NKD2 naked cuticle homolog 2 (Drosophila) 85409 6.53E04 |1.38E03 [2.52
223693 s at [RADIL Rap GTPase interactor 55698 4.23E05 [1.20E04 |2.52
235094 _at 1.02E04 |2.64E04 |2.52
1554661 _s_at|Clorf71 chromosome 1 open reading frame 71 163882 3.10E15 [6.45E14 [2.52
233328 _x_at |C200rf59 chromosome 20 open reading frame 59 63910 2.76E10 |2.24E09 |2.52
1557814_a_at 7.99E04 [1.65E03 [2.51
210233 _at ILARAP interleukin lreceptor accessory protein 3556 2.42E07 |1.12E06 |2.51
231982_at LOC284422 similar to HSPC323 284422 2.70E08 [1.51E07 [2.51
219208_at FBXO11 F-box protein 11 80204 6.74E14 |1.12E12 [2.51
208127_s_at [SOCS5 suppressor of cytokine signaling 5 9655 8.96E22 |5.21E20 [2.51
217988 _at CCNBL1IP1 cyclin B1 interacting protein 1 57820 6.09E20 |2.71E18 |2.51
220494 s at 6.78E10 (5.15E09 |2.51
206461 _x_at |[MT1H metallothionein 1H 4496 1.29E07 |6.32E07 |2.50
1554621 at |DGKE diacylglycerol kinase, epsilon 64kDa 8526 4.04E11 (3.93E10 (2.50
230570_at 6.05E12 |7.01E11 |2.50
204082_at PBX3 pre-B-cell leukemia homeobox 3 5090 3.71E08 |2.01E07 |2.50
208937 s at |ID1 :ggmghffp?o':'gnb'”d'”g 1, dominant negative helf,,,; 5.08E05 |1.41E04 |2.50
227708_at EEF1A1 eukaryotic translation elongation factor 1 alpha 1 {1915 4.35E22 (2.62E20 (2.50
214039_s_at [LAPTM4B lysosomal protein transmembrane 4 beta 55353 4.35E06 |1.55E05 |2.50
238131 _at PHC2 polyhomeotic homolog 2 (Drosophila) 1912 2.78E09 [1.88E08 [2.50
241891 _at 3.30E12 [4.01E11 [-2.50
238193_at 1.39E19 |5.75E18 |-2.50
215819 s_at |RHCE / RHD E:tigfr?d group, CcEe antigens / Rh blood groupys6 1 6007 |8.11808 [4.12807 |-2.51
238063_at TMEM154 transmembrane protein 154 201799 9.05E21 [4.62E19 (-2.51
237442 _at 4.71E14 |8.02E13 |-2.51
224975_at NFIA nuclear factor I/A 4774 2.10E12 [2.66E11 [-2.51
211005_at  |LAT/SPNS1 '('B'r‘g;cf)‘;rhﬁg'va“o” of T cells / spinster homolog 1,704/ g39853.79814 [6.56813 |-2.51
222958 s at |DEPDC1 DEP domain containing 1 55635 3.27E16 [8.19E15 (-2.51
228320_x_at |CCDC64 coiled-coil domain containing 64 92558 5.79E13 [8.24E12 |-2.51
233500 _x_at |[CLEC2D C-type lectin domain family 2, member D 29121 4.01E15 [8.22E14 |-2.51
221724 _s_at |CLEC4A C-type lectin domain family 4, member A 50856 9.40E15 [1.81E13 [-2.52
221484 at  |BAGALTS gz:cgz;ﬁf;ﬁgftgé\gﬁ@ ;;?)ti o s 9334 2.41E28 [3.13626 |-2.52
231205_at 9.94E16 [2.28E14 |-2.52
209767_s_at |GP1BB / SEPTS5 |glycoprotein Ib (platelet), beta polypeptide / septif2812 / 5413 |7.92E27 |8.83E25 |-2.52
207220_at ART4 ADP-ribosyltransferase 4 (Dombrock blood group|420 9.22E11 [8.29E10 [-2.52
206283 _s_at |TAL1 T-cell acute lymphocytic leukemia 1 6886 4.30E15 [8.76E14 (-2.52
211207_s_at [ACSL6 acylCoA synthetase longhain family member 6 [23305 4.67E08 |2.48E07 |-2.52
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228109 at RASGRF2 CDNA clone IMAGE:5301750 5924 4.50E17 [1.28E15 |-2.53
1554892 _a_at|MS4A3 mmg”ﬁf‘imggp‘ggﬁg ;é‘ig(f:";‘m"y A 932 2.44E19 |9.80E18 |-2.53
220404 _at GPR97 G proteircoupled receptor 97 222487 1.35E18 |4.93E17 |-2.53
216333_x_at [TNXA/TNXB |tenascin XA pseudogene / tenascin XB 7146 /7148 |(2.34E07 [1.09E06 (-2.53
236044 at  |PPAPDCI1A Egﬁfgmtéd'&ac'd FREEDTEESE GTE 2 0RMET |0 6.07E06 |2.09E05 |-2.53
210430 _x_at |RHCE / RHD :{:‘tig'é’r?d group, CcEe antigens / Rh blood groupy6 / 6007  |7.52808 [3.85807 |-2.53
242405_at 1.69E08 |9.79E08 |-2.53
221011 _s_at |LBH limb bud and heart development homolog (mousq81606 8.39E23 [5.59E21 [-2.54
complement component (3b/4b) receptor 1 (Knop!
239205 _s _at |CR1/CRI1L blood group) / complement component (3b/4b) 1378 /1379 |3.90E09 [2.57E08 [-2.54
receptor ke
231776_at EOMES eomesodermin homolog (Xenopus laevis) 8320 7.47E11 |6.85E10 |-2.54
206093 x_at |TNXA/TNXB |[tenascin XA pseudogene / tenascin XB 7146/ 7148 |4.69E07 |2.06E06 [-2.54
208601_s at [TUBB1 tubulin, beta 1 81027 6.66E14 |1.10E12 [-2.55
222717 at  |SDPR E?;gmgdsgt"éf‘;;o” TREpOTEE (ANTHD EIEIEENTE | o) 1.37E13 |2.16E12 |-2.55
210586_x_at |RHD Rh blood group, D antigen 6007 1.52E07 |7.33E07 |-2.55
243819 at 1.55E12 |2.02E11 [-2.55
240027 _at LIN7A lin-7 homolog A (Celegans) 8825 1.71E22 |1.08E20 |-2.56
immunoglobulin lambda locus / immunoglobulin
234764_x_at |\ o=@ ! 1OLVElampa AT A T e M e e 288231288207 ogr11 [7.27610 |-2.56
variable 144
214032_at ZAP70 zetachain(TCR) associated protein kinase 70kDa|7535 3.10E08 [1.71E07 [-2.56
211645 x at 1.70E11 |1.78E10 [-2.56
228214 at 9.91E14 (1.59E12 |-2.56
240413_at PYHIN1 pyrin and HIN domain family, member 1 149628 1.40E08 |8.27E08 |-2.56
215528 _at 1.55E15 |3.43E14 |-2.56
1558827_a_at|ZNF831 zinc finger protein 831 128611 1.93E15 |4.15E14 |-2.57
216430 _x_at |IGL@ immunoglobulin lambda locus 3535 4.00E11 [3.90E10 [-2.57
201906_s at |CTDSPL g;?pg&[gg%iﬁ;ﬁgg&;gs ';li\'eA polymerase {, 5,7 6.74E27 |7.62825 |-2.57
237340 _at SLC26A8 solute carrier family 26, member 8 116369 1.23E17 |3.82E16 |-2.57
210948 s at |LEF1 lymphoid enhancebinding factor 1 51176 1.16E13 |1.84E12 |-2.57
201393_s_at [IGF2R insulin-like growthfactor 2 receptor 3482 3.64E20 [1.68E18 [-2.58
215435 at 4.82E18 [1.60E16 |-2.58
227177_at CORO2A coronin, actin binding protein, 2A 7464 1.19E27 |1.46E25 |-2.58
216365_x_at |IGL@ / IGLV319 :g’n’?b“d“:gz?;g'lg_'i‘g“bda locus /immunoglobulin (477 3535 (1 94813 [3.00812 |-2.58
210429 at  |RHCE / RHD iﬁtigfﬁd group, Ccke antigens / Rh blood groupys6 1 6007  |6.62807 [2.81806 |-2.58
210254 at  |MS4A3 mgmEg’:“3‘iﬁ2':;?§pggmza£’;;‘iﬁ£‘;‘m"y g 932 1.67E27 |1.98E25 |-2.58
221602_s_at |FAIM3 Fas apoptotic inhibitory molecule 3 9214 9.95E08 [4.98E07 [-2.59
204714 s at |F5 coagulation factor V (proaccelerin, labile factor) [2153 4.89E13 [7.05E12 (-2.59
240154 _at 9.53E16 |2.19E14 |-2.59
210367_s_at |PTGES prostaglandin E synthase 9536 7.17E07 |3.02E06 [-2.60
242055_at 1.24E08 |7.41E08 |-2.60
212372 _at MYH10 myosin, heavy chain 10, nemuscle 4628 6.73E12 |7.73E11 |-2.60
216491 x_at [IGHM immunoglobulin heavy constant mu 3507 1.04E10 |9.29E10 |-2.60
207063 _at CYorfl4 chromosome Y open reading frame 14 55410 3.31E13 [4.91E12 [-2.60
230559 x at [FGD4 FYVE, RhoGEF and PH domain containing 4 121512 1.31E22 |18.47E21 |-2.60
1557632_at 1.84E15 |3.99E14 [-2.60
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241542 at 2.44E08 |1.37E07 |-2.60
217763 _s_at |[RAB31 RAB31, member RAS oncogene family 11031 1.97E25 |1.81E23 |-2.61
213288 at  |MBOAT2 membrane bound @cyltransferase domain 129642 2.71E22 |1.68E20 |-2.61
- containing 2
224833 at  |ETS1 ‘(’ésfzne)rythmb'asms's IS (S EREE WD EE o 4.40E18 |1.48E16 |-2.61
229894 s at |RAB43 RAB43, member RAS oncogene family 339122 1.02E15 |2.32E14 |-2.61
209238 at STX3 syntaxin 3 6809 3.92E35 [1.01E32 [-2.61
219892 _at TM6SF1 transmembrane 6 superfamily member 1 53346 1.15E24 |9.55E23 |-2.61
229298 _at KBTBD7 kelch repeat and BTB (POZ) domain containing 7/84078 4.05E31 [6.88E29 |-2.61
236442_at DPF3 D4, zinc and double PHD fingers, family 3 8110 2.91E13 |4.34E12 |-2.61
240178_at 3.72E15 |7.68E14 |-2.62
206765 at KCNJ2 potassium inwardhlrectifying channel, subfamily J, 3759 176807 l8.41207 |-2.62
— member 2
224404 _s_at |FCRL5 Fc receptotike 5 83416 5.79E13 |8.24E12 |-2.62
237625 _s_at 7.73E15 |1.50E13 |-2.62
227004_at 3.52E31 |6.03E29 [-2.63
209473 _at ENTPD1 ectonucleoside triphosphate diphosphohydrolase|953 1.50E22 |9.51E21 |-2.63
205844 at VNN1 vanin 1 8876 3.79E09 |2.51E08 [|-2.63
213241 at PLXNC1 plexin C1 10154 4.30E22 |2.60E20 [-2.63
231484 at 4.13E13 [6.01E12 (-2.63
208364 _at INPP4A inositol polyphosphatd-phosphatase, type I, 107k|3631 5.95E13 [8.44E12 [-2.63
syntrophin, beta 2 (dystrophassociated protein Al :
205315 _s_at |SNTB2 50kDa, basic component 2) 6645 4.84E33 (9.35E31 |-2.63
207341 _at PRTN3 proteinase 3 5657 491E21 |2.61E19 [-2.63
227717_at FLJ41603 FLJ41603 protein 389337 8.02E18 |2.57E16 [-2.63
209348 s at |MAF v-maf muscu_loaponeurotlc fibrosarcoma oncogen ;594 255812 |3.17611 |-2.64
—— homolog (avian)
212538 at DOCK9 dedicator of cytokinesis 9 23348 3.89E12 |4.67E11 |-2.64
208052 x at |CEACAM3 carcinoembryonic antigerelated cell adhesion 1084 6.12E27 |6.98825 |-2.64
— = molecule 3
204445 _s_at [ALOX5 arachidonate fipoxygenase 240 7.17E15 |1.41E13 |-2.64
230240_at 1.25E14 [2.35E13 |-2.64
209864 _at  |FRAT2 fzreq“e“t'y FERITEMEER) [ £ VEmEE ) (MRS by oy 7.96E28 |9.92E26 |-2.65
219947 _at CLEC4A C-type lectin domain family 4, member A 50856 4.16E16 [1.02E14 |-2.65
205786_s_at |ITGAM g‘tseugtﬂj"ﬁig'pha ) GRS CEEE S MO ey 2.48E33 [5.01E31 |-2.65
212830_at MEGF9 multiple EGFlike-domains 9 1955 9.53E16 [2.19E14 [|-2.65
1556331_a_at 4.59E11 (4.42E10 (-2.65
208079_s_at [AURKA aurora kinase A 6790 5.45E20 |2.45E18 |-2.66
244414 at 2.37E08 |1.34E07 |-2.66
217227_x_at [IGL@ immunoglobulin lambda locus 3535 1.64E12 |2.13E11 |-2.66
236280_at 2.02E10 |1.68E09 [-2.66
221601_s _at [FAIM3 Fas apoptotic inhibitory molecule 3 9214 4.87E12 [5.74E11 |-2.66
Fatty acyl CoA reductase 2, mRNA (cDNA clone :
239108 at FAR2 MGC:22328IMAGE:4732586) 55711 5.95E20 |2.66E18 |-2.66
1553514_a_at|VNN3 vanin 3 55350 1.02E15 |2.32E14 |-2.66
239492_at SEC14L4 SEC14like 4 (S. cerevisiae) 284904 2.80E13 |4.19E12 |-2.66
239808_at 3.04E12 |3.72E11 |-2.66
1568593_a_at|[NUDT16P nudix (nucleoside diphosphate linked moiety-(pe |, 551 g5 1.06E24 (8.84E23 |-2.66
— = motif 16 pseudogene
226207 _at RILPL1 Rab interacting lysosomal protelike 1 353116 3.94E23 |2.75E21 [|-2.66
205557 _at BPI bactericidal/permeabilitincreasing protein 671 1.22E23 |9.02E22 |-2.66
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207854 _at GYPE glycophorin E 2996 4.93E10 |3.84E09 |-2.67
IGL@ / IGLC1/ |immunoglobulin lambda locus / immunoglobulin 28813 / 28814
IGLV2-11/ lambda constant 1 (Mcg marker) / immunoglobuli d :
S O LN IGLV2-18 / lambda variable 21/ immunoglobulin lambda ;ggg%e VBRI | LSRR | e
IGLV2-23 variable 218 / immunoglobulin lambda variable23
LOC100133233 /|hypothetical protein LOC100133233 / TRAF3 100133233/ i
240265 _at TRAF3IP3 interacting protein 3 80342 1.54E11 |1.64E10 |-2.68
pleckstrin homology domain containing, family G :
212823 s_at |PLEKHG3 (with RhoGef domain) member 3 26030 3.90E25 |3.46E23 |-2.68
204174 _at ALOX5AP arachidonate fipoxygenaseactivating protein 241 7.76E36 |2.12E33 |-2.68
1555659_a_at|TREML1 triggering receptor expressed on myeloid eckks 1 (340205 8.17E12 |9.23E11 [|-2.68
243099 at NFAM1 NFAT activating protein with ITAM motif 1 150372 4.21E30 |6.52E28 [-2.68
221345 at FFAR2 free fatty acid receptor 2 2867 3.73E09 |2.47E08 |-2.68
238532 _at DPF3 D4, zinc and double PHD fingers, family 3 8110 7.33E16 |1.72E14 |-2.69
1556761_at 2.99E14 |5.25E13 |-2.70
immunoglobulin heavy constaatpha 1/
IGHAL /1GHD /| Heaw constant gamma 1 (G1m [100126583
IGHGL / IGHGS / marker)g/] immuno Io\i)yulin hea g(]:onstant ammg 28396 / 3493
211650 x_at |IGHM / IGHV4 109 VY 9 3495/ 3500/ [7.00E12 |8.01E11 |-2.70
(G3m marker) / immunoglobulin heavy constant n
31/IGHV@ / ) . ; 3502 /3507 /
immunoglobulin heavy variable 31 /
LOC100126583 |. : . - |3509
immunoglobulin heavy variabigroup / hypothetical
LOC100126583
227233 _at TSPAN2 tetraspanin 2 10100 1.23E12 |1.64E11 |-2.70
213539 at CD3D CD3d molecule, delta (CBBCR complex) 915 1.13E09 |8.28E09 |-2.70
215621 _s_at (IGHD immunoglobulin heavy constant delta 3495 5.32E07 |2.30E06 [-2.70
239142 at RFESD Rieske (FeS) domain containing 317671 3.10E13 [4.61E12 [-2.71
205118 at FPR1 formyl peptide receptor 1 2357 4.34E08 [2.32E07 (-2.71
217762_s_at |RAB31 RAB31, member RAS oncogene family 11031 1.46E25 |1.36E23 |-2.71
230802_at ARHGAP24 Rho GTPase activating protein 24 83478 1.76E16 |4.66E15 [-2.71
e ek o ey 2629913514
216576_x_at |LOC647506 / P 0 19 kapp 1647506/  |2.41E12 [3.02E11 |-2.71
= region HK101 precursor / similar to Ig kappa chai
LOC652694 X 652694
V-1 region HK102 precursor
immunoglobulin heavy locus / immunoglobulin
IGH@ / IGHAL / |heavy constant alpha 1 / immunoglobulin heavy 100126583 /
IGHA2 / IGHGL1 /|constant alpha 2 (A2m marker) / immunoglobulin 100133739 /
IGHG2 / IGHG3 /|heavy constant gamma 1 (G1m marker) /
IGHM /IGHV4-  [immunoglobulin heavy constagamma 2 (G2m ZERRlEfenen
217281 x_at . : 3493 /3494 / |2.78E11 [2.78E10 (-2.72
31/ marker) / immunoglobulin heavy constant gamma 3500/ 3501 /
LOC100126583 /[(G3m marker) / immunoglobulin heavy constant N2502 /3507 /
LOC100133739 /[immunoglobulin heavy variable-31 / hypothetical 652494
LOC652494 LOC100126583 / similar to hCG2038920 / similar
Ig heavy chain MII region VH26 precursor
IGHM / immunoglobulin heavy constant mu / similarto  [100133862 /
211634 x_at LOC100133862 [hCG1773549 3507 2.00E08 |1.15807 (-2.72
206366_x_at [XCL1 chemokine (C motif) ligand 1 6375 1.35E12 |1.78E11 |-2.72
219737_s_at |PCDH9 protocadherin 9 5101 2.51E08 |1.41E07 |-2.72
223944 at NLRP12 NLR family, pyrin domain containing 12 91662 1.91E17 |5.76E16 |-2.72
Hypothetical proteinOC283666, mMRNA (CDNA )
235567_at RORA clone IMAGE-4750925) 6095 4.94E08 |2.62E07 |-2.72
219396 _s_at |NEIL1 nei endonuclease VHike 1 (E. coli) 79661 4.42E25 (3.85E23 (-2.72
211339 _s_at |ITK IL2-inducible T-cell kinase 3702 3.16E12 [3.86E11 [-2.72
220694 at DDEF1IT1 DDEF1 intronic transcript 1 (neprotein coding)  [29065 3.17E09 |2.13E08 [-2.72
FAM153A / family with sequence similarity 153, member A/ (202134 /
214945_at FAM153B / family with sequence similarity 153, member B/ [285596 / 5.39E19 [2.06E17 [-2.72
FAM153C family with sequence similarity 158ember C 653316
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IGK@ / IGKC / |[immunoglobulin k_appa locus / ir_nmunoglobu_lin 28875 / 28876
IGKV3-20 / kgppa constant./ |mmunoglobulln kappa variabR0 /28912 / 3514
211644 x_at |IGKV3D-11/ (lmmunoglobglln kappaarlgble 3D11/ | 440871 5.13E11 [4.88E10 [-2.73
IGKV3D-15 / immunoglobulin kappa.va}rlable 306 50802
LOC440871 (gene/pseudogene) / similar to hCG2043206
227747_at MPZL3 myelin protein zerdike 3 196264 3.63E16 [9.05E15 [-2.73
209765 _at ADAM19 ADAM metallopeptidase domain 19 (meltrin beta)8728 9.01E30 [1.33E27 [-2.73
1560706_at 6.20E25 |5.30E23 [-2.73
218963 s _at |[KRT23 keratin 23 (histone deacetylase inducible) 25984 1.13E03 |2.24E03 |-2.73
1560259 _at 9.08E13 [1.24E11 |-2.73
202391_at BASP1 brain abundant, membrane attached signal proteil10409 7.05E30 |1.06E27 |-2.73
207892_at CD40LG CD40 ligand 959 2.54E23 |1.79E21 [-2.73
234644 _x_at 3.41E17 |9.96E16 |-2.73
225061 _at DNAJA4 DnaJ (Hsp40) homolog, subfamily A, member 4 55466 1.67E16 |4.41E15 |-2.73
206937_at SPTAl spectrin, alpha, erythrocytic 1 (elliptocytosis 2) |6708 3.28E11 [3.25E10 [-2.74
206245 _s_at |IVNS1ABP influenza virus NS1A binding protein 10625 4.42E30 [6.79E28 [-2.74
234986_at 1.02E16 |2.79E15 |-2.74
1553542_at [CCDC125 coiled-coil domain containing 125 202243 1.60E35 |4.27E33 |-2.75
221485 at  |BAGALTS gggcgzgﬁf;ﬁgfgég ':)%tl‘";‘/ ;;‘;ti ot 9334 1.29E39 [5.36E37 [-2.75
211796_s at |TRBC1/TRBC2 I&i’gﬁfgptor beta constant T cell receptor beta |, geaq ) 5963ds 83813 |1.21611 [-2.76
similar to Neutrophil cytosol factor 1 (NEE)
(Neutrophil NADPH oxidase factor 1) (47 kDa
214084 x_at [LOC648998 neutrophil oxidase factor) (p4¥hox) (NCF47K) (47|648998 5.70E23 |3.90E21 [-2.76
kDa autosomathronic granulomatous disease
protein) (NOXO2)
219890 _at CLEC5A C-type lectin domain family 5, member A 23601 7.18E19 |2.69E17 |-2.76
217378 x_at [LOC100130100 |similar to hCG26659 100130100 |7.73E10 |5.82E09 |-2.76
205728_at 5.06E17 [1.43E15 |-2.76
1557685_at |[C4orf38 CDNA FLJ30278 fis, clone BRACE2002755 152641 2.68E24 [2.16E22 (-2.76
214768 _x_at [FAM20B gﬂg‘;nzs(}ds\f;)(ac’;f;?r{”\)/'(:e%‘?g%x'dase monoclonlgq, 7 5.30E15 |1.06E13 |-2.76
221778 at  |JHDM1D {:‘c:?nog}g;gc(’gaégr‘;?/?sﬁaa'g;“g S SR e 4.98E35 |1.27E32 |-2.77
236583_at 4.63E11 |4.45E10 |-2.77
226338 _at TMEMS55A transmembrane protein 55A 55529 1.17E36 |3.75E34 |-2.77
239629 at CFLAR I-FLICE isoform 5 8837 3.36E16 [8.40E15 |-2.77
241060_x_at 2.73E11 |2.74E10 |-2.78
230803_s_at |ARHGAP24 Rho GTPase activating protein 24 83478 3.19E20 [1.50E18 [-2.78
210724_at  |EMR3 fgl'ggl'i‘fgg'e T 2.17E10 |1.80E09 |-2.78
203485_at RTN1 reticulon 1 6252 7.44E06 |2.50E05 [-2.79
225792_at HOOK1 hook homolog 1 (Drosophila) 51361 4.67E16 (1.14E14 (-2.79
206390_x_at |PF4 platelet factor 4 5196 6.55E15 |1.29E13 |-2.79
214567 s at |XCL1/XCL2 ﬁggr%o'z"“e (C motif) ligand 1 / chemokine (C moY o750 646 |2.00812 [3.66E11 |-2.79
239585_at KAT2B P300/CBPassociated factor (P/CAF) 8850 5.41E24 (4.17E22 |-2.79
207269 _at DEFA4 defensin, alpha 4, corticostatin 1669 5.17E31 [8.62E29 (-2.79
229952 _at 3.79E13 [5.54E12 (-2.80
243546_at 4.94E10 (3.84E09 (-2.80
222285_at IGHD immunoglobulin heavy constant delta 3495 3.97E21 |2.13E19 [-2.80
239327_at 7.27E13 |1.01E11 |-2.80
244087_at 3.97E13 [5.78E12 (-2.80
234317_s at [STOX2 storkhead box 2 56977 5.95E19 [2.25E17 (-2.80
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227232_at EVL Enah/Vasgdike 51466 7.38E09 |4.62E08 [-2.81
206109 at  |FUTL Iﬂggg:ggﬂ;ﬁggﬁg1#%?(')":‘)?%?‘(?&)'?“& 2523 9.95E17 [2.72E15 |-2.81
203827_at WIPI1 WD repeatdomain, phosphoinositide interacting 1|55062 7.08E35 |1.73E32 [-2.81
237207 _at 1.79E11 |1.87E10 [-2.81
241893 _at 2.09E15 |4.45E14 [-2.81
1552632_a_at|ARSG arylsulfatase G 22901 3.95E39 [1.54E36 [-2.81
232330_at C7orf44 CDNA: FLJ21208 fis, clon€0L00363 55744 3.34E24 |2.65E22 |-2.81
237033_at FAM159A family with sequence similarity 159, member A (348378 3.05E20 |1.43E18 [-2.82
237104 _at 7.66E15 |1.49E13 [-2.82
215049 x_at [SM/ 'h"e”;\;‘y”gﬁgl’gﬂ'” :‘eeg‘"’i‘z)’% T p |/ SImilarto 193507 / 652494185610 |1.56800 [-2.82
217764_s_at |RAB31 RAB31, member RAS oncogene family 11031 1.08E32 |2.05E30 |-2.82
213193 x_at |TRBC1 T cell receptor beta constant 1 28639 5.47E16 [1.32E14 [-2.82
214366_s_at |ALOX5 arachidonate ipoxygenase 240 2.88E16 |7.30E15 |-2.82
1556764 _s_at 1.41E12 |1.85E11 |-2.83
207935_s_at |[KRT13 keratin 13 3860 3.98E14 |6.86E13 (-2.83
206618 _at IL18R1 interleukin 18 receptor 1 8809 8.61E18 [2.75E16 [-2.83
209276_s_at |GLRX glutaredoxin (thioltransferase) 2745 0.00E+00{0.00E+00|-2.83
222892 s at [TMEMA40 transmembrane protein 40 55287 7.19E16 [1.70E14 (-2.83
204777_s_at |MAL mal, T-cell differentiation protein 4118 4.19E12 [4.99E11 [-2.84
227497_at 2.27E13 |3.46E12 |-2.84
230509 _at SNX22 sorting nexin 22 79856 5.09E23 [3.50E21 |-2.84
230748 at  |SLC16A6 Zg:gtfr:ﬁsr;g;tgar”;')'y L8 RIS € (IO IEEl B g o 1.61E14 [2.97E13 |-2.84
1555355_a_at|ETS1 ‘(’é\e/itzne)rythmb'asmgs virus E26 oncogene homolg, ;5 3.65E20 |1.68518 |-2.84
229725_at  |ACSL6 Q\]‘Ey'ni/f‘E@S&RtEféﬁied‘éng?zaéﬂéﬁr?&igEﬂ%@%ﬁg 23305 3.02E10 [2.44E09 |-2.84
immunoglobulin heavyocus / immunoglobulin

IGH@ / IGHA1 / |heavy constant alpha 1/ immuno_globulin heavy 3492 / 3493 /
z1t61s ot | O e e oy 1" s /3500 |2 011 fo 52610 2.

LOC642131 immunoglobulin heavy constant mu / similar to

hCG1812074

IGLV2-11/ !mmunoglobul?n lambda var?ablem/ 28813 / 28814
216984 x_at |IGLV2-18/ !mmunoglobul!n lambda var!abIeJZS/ / 28816 1.71E11 |1.79E10 |-2.85

IGLV2-23 immunoglobulin lambda variable 23
227929 _at 3.74E20 [1.72E18 |-2.85
201506_at TGFBI transforming growth factor, betaduced, 68kDa  |7045 5.68E11 [5.36E10 [-2.86
229934 _at 2.12E14 |3.84E13 [-2.86
221030_s_at |ARHGAP24 Rho GTPase activating protein 24 83478 2.59E29 |3.68E27 |-2.86
201131_s_at |CDH1 cadherin 1type 1, Ecadherin (epithelial) 999 1.72E11 |1.80E10 |-2.86
221627_at TRIM10 tripartite motifcontaining 10 10107 2.90E12 |3.56E11 [-2.86
1566518 _at 2.08E16 |5.41E15 [-2.86
224970 at NFIA nuclear factor I/A 4774 4.33E14 (7.41E13 (-2.87
226726_at  |MBOAT?2 g‘i\rpa?;?:;;"“”d@Cy'tra”Sferase domain 129642 1.85627 [2.17825 |-2.87
223836_at FGFBP2 fibroblast growth factor binding protein 2 83888 6.39E07 [2.72E06 [-2.87
202119 s at [CPNE3 copine Il 8895 5.39E35 [1.36E32 |-2.87
207926 _at GP5 glycoprotein V (platelet) 2814 2.97E18 [1.03E16 [-2.87
220945 _x_at |[MANSC1 MANSC domain containing 1 54682 7.84E26 |7.59E24 [-2.88
1553169_at |LRRN4 leucine rich repeat neuronal 4 164312 1.88E15 |4.07E14 |-2.88
213689 x_at |[FAMG69A family with sequenceimilarity 69, member A 388650 3.76E15 |7.76E14 |-2.88




Int. J. Environ. Res. Public Heal2012 9 S20
Probe Set Gene Symbol Gene Title Entrez Gene | p-value | g-value | FC
C13o0rf18/ chromosome 13 open reading frame 18 / hypothg 728970 / )
219471 at LOC728970 LOC728970 80183 7.07E20 |3.08E18 |-2.88
227867_at LOC129293 hypothetical protein LOC129293 129293 6.40E16 |1.52E14 |-2.88
similar to Neutrophil cytosol factor 1 (NCE)
(Neutrophil NADPH oxidase factor 1) (47 kDa 648998 /
LOC648998 / neutrophil oxidase factor) (p4hox) (NCF47K) (47 653361 /
204961 _s _at |NCF1/NCF1B / |[kDa autosomal chronic granulomatous disease 654816 / 8.53E22 [4.99E20 [-2.88
NCF1C protein)(NOXO2) / neutrophil cytosolic factor 1 /
) . 654817
neutrophil cytosolic factor 1B pseudogene /
neutrophil cytosolic factor 1C pseudogene
233393 _at 7.92E16 |1.85E14 [-2.88
206337 _at CCR7 chemokine (GC motif) receptor 7 1236 5.40E10 [4.17E09 [-2.89
237119 _at 4.06E14 |6.98E13 |-2.89
228067_at C2orf55 chromosome 2 open reading frame 55 343990 9.71E17 |2.66E15 [-2.90
229970 _at KBTBD7 kelch repeat and BTB (POZ) domain containing 7/84078 4.08E25 [3.60E23 [-2.90
228031_at TTPAL tocopherol (alpha) transfer protdike 79183 0.00E+00{0.00E+00(-2.90
241692_at 3.02E17 |8.88E16 |-2.90
231616_at 2.75E07 |1.26E06 |-2.91
CDNA FLJ51988 complete cds, highly similar to
240440 _at NPL Homo sapiendl-acetylneuraminate pyruvate lyasg80896 2.32E19 |9.33E18 |-2.92
(dihydrodipicolinate synthase) (NPL), mRNA
1553706_at [HTRA4 HtrA serine peptidase 4 203100 3.60E19 |1.40E17 |-2.93
215449 at BZRPL1 benzodiazapine receptor (periphedéde 1 222642 1.62E10 |1.38E09 |-2.93
211583 x_at [NCR3 natural cytotoxicity triggering receptor 3 259197 4.69E15 [9.48E14 (-2.93
205262 at KCNH2 potassium voltaggated channel, subfamily H (ead 3757 197617 |5.91816 |-2.04
- related), member 2
234196 _at 3.45E17 |1.01E15 |-2.94
206025_s_at |TNFAIP6 tumor necrosis factor, alphaduced protein 6 7130 1.46E09 [1.05E08 |-2.94
206023_at NMU neuromedin U 10874 1.98E06 |7.59E06 |-2.94
205936_s_at |HKS3 hexokinase 3 (white cell) 3101 7.28E21 |3.77E19 |-2.94
218805_at GIMAPS GTPase, IMAP family member 5 55340 5.00E11 [4.77E10 (-2.95
1556762_a_at 8.73E14 |1.42E12 |-2.95
205922 _at VNN2 vanin 2 8875 1.07E11 |1.17E10 |-2.95
210451 _at PKLR pyruvate kinase, liver and RBC 5313 8.17E13 [1.13E11 [-2.96
236045 _x_at 2.13E14 |3.85E13 |-2.96
IGK@ / IGKC / :(mmunoglobulln kappa locus / immunoglobulin 28299 / 3514 |
IGKV1-5 / appa constant / |mmupogI0bL_1I|n kappa variabte/ 50802 /
216829 at similar to Ig kappa chain ¥ region HK101 precursq 1.48E10 |1.27E09 |-2.96
LOC647506 / / similar to g kappa&hain 4| region HK102 647506 /
LOC652694 g kapp 9 652694
precursor
205110_s_at |FGF13 fibroblast growth factor 13 2258 2.36E09 |1.63E08 |-2.96
243178 at 4.43E18 |1.49E16 |-2.97
IGK@ / IGKV3 |immunoglobulin kappa locus / immunoglobulin  |28875 / 28876
20/ IGKV3D11 / |kappa variable-20 / immunoglobulin kappa varialy/ 28912 / L
AR L IGKV3D-15 / 3D-11 / immunoglobulin kappa variable 35 440871 / ERMIEU | L 508 | e
LOC440871 (gene/pseudogene) / similar to hCG2043206 50802
230464 _at S1PR5 sphingosinel-phosphate receptor 5 53637 4.45E07 |1.96E06 [-2.98
207460_at GZMM granzyme M (lymphocyte metse 1) 3004 1.75E11 |1.83E10 |-2.98
206440_at LIN7A lin-7 homolog A (C. elegans) 8825 1.08E21 |6.18E20 |-2.99
239946_at 6.91E19 |2.59E17 |-3.00
213674 _x_at |IGHD immunoglobulin heavy constant delta 3495 1.44E09 |1.04E08 |-3.01
228585 at ENTPD1 ectonucleoside triphosphate diphosphohydrolase|953 3.36E26 [3.44E24 |-3.02
226682_at RORA RAR-related orphameceptor A 6095 1.20E10 |1.05E09 |-3.02
232958 at 3.59E24 |2.84E22 |-3.02
220005_at P2RY13 purinergic receptor P2Y, -@rotein coupled, 13 53829 1.07E21 |6.18E20 |-3.03
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1558549 _s_at|VNN1 vanin 1 8876 3.76E09 |2.49E08 |-3.03
1559131_a_at 1.08E21 |6.21E20 |-3.03
213836_s_at |WIPI1 WD repeat domain, phosphoinositide interacting 155062 1.40E45 |9.72E43 |-3.03
216012_at 1.36E17 |4.19E16 |-3.04
204581 _at CD22 CD22 molecule 933 3.07E14 |5.38E13 |-3.04
206150_at CD27 CD27 molecule 939 6.38E20 |2.82E18 |-3.04
219528 s _at ([BCL11B B-cell CLL/lymphoma 11B (zinc finger protein) (64919 5.08E13 |7.30E12 [-3.04
207339 _s_at |LTB lymphotoxin beta (TNF superfamily, member 3) 4050 1.81E18 |6.49E17 |-3.05
229029 _at 1.86E17 |5.63E16 |-3.05
205403 _at ILIR2 interleukin 1 receptor, type I 7850 3.33E07 [1.51E06 [-3.05
227948 _at FGD4 FYVE, RhoGEF and PH domain containing 4 121512 2.14E25 |1.94E23 |-3.06
219159 s_at |SLAMF7 SLAM family member 7 57823 6.32E13 |8.93E12 |-3.06
210915 x_at |TRBC1 T cell receptobeta constant 1 28639 4.32E17 (1.24E15 (-3.07
220615 _s_at |FAR2 fatty acyl CoA reductase 2 55711 2.36E26 |2.50E24 |-3.07
230012_at Cl7orf44 chromosome 17 open reading frame 44 284029 6.14E22 |3.66E20 [-3.09
240019_at 2.93E21 |1.60E19 |-3.09
241652 _x_at 3.87E28 |4.99E26 |-3.09
203923 s _at |CYBB cytochrome K45, beta polypeptide 1536 4.08E28 [5.24E26 [-3.10
229967 at  |CMTM2 So'?]';;'r']'iﬁz '\2"ARVEL IEFEMEMIELR COMET | /oy 4.21E12 [5.02E11 |-3.10
killer cell lectirrlike receptor subfamily C, member|
1555691 a_at|KLRC4 / KLRK1 |/ killer cell lectinlike receptor subfamily K, membg22914 / 8302 (3.84E15 (7.91E14 (-3.10
1
231133 _at C2o0rf39 chromosome 2 open reading frame 39 92749 4.46E31 (7.48E29 |-3.11
207651 _at GPR171 G proteincoupled receptor 171 29909 1.28E06 |5.14E06 |-3.11
206881_s_at |LILRA3 mm%“m’(’;mgﬂfb#L"::]kbeerregepto“ subfamily 1, 526 2.31E08 [1.31E07 |-3.11
241871 _at CAMK4 calcium/calmodulirdependent protein kinase IV [814 1.92E15 |4.15E14 |-3.11
227354 at  |PAG1 ﬁngf‘o%hoonﬁ;‘i’;iiqaSSOCiated e R 1.10E32 [2.09E30 |-3.12
230983 _at FAM129C family with sequence similarity 129, member C  [{199786 1.53E10 |1.31E09 |-3.12
235651 _at 3.47E17 |1.01E15 |-3.13
1560034 _a_at 1.12E19 [4.67E18 |-3.13
226047_at MRVI1 murine retrovirus integration site 1 homolog 10335 8.61E25 |7.27E23 |-3.13
202018 s at |LTF lactotransferrin 4057 1.53E34 |3.53E32 |-3.13
208022_s_at |CDC14B Se?gvligigg)” ehiEnBEE L remley) = (& 8555 1.18E28 |1.55E26 |-3.13
206641_at TNFRSE17 t1u7mor necrosis factor receptor superfamily, membi 608 111608 l6.71208 |-3.13
204351_at S100P S100 calcium binding protein P 6286 5.29E37 |1.74E34 |-3.13
239196 _at ANKRD22 ankyrin repeat domain 22 118932 2.46E39 |1.00E36 [-3.14
227396_at PTPRJ protein tyrosine phosphatase, receptor type, J  |5795 1.44E28 |1.88E26 |-3.14
202118 s_at |CPNE3 copine Ill 8895 4.54E36 |1.37E33 |-3.15
231688 _at MMP8 matrix metallopeptidas@ (neutrophil collagenase) 4317 1.20E30 |1.94E28 |-3.15
239913 at  |SLC10A4 ig't‘rj;iss(;:'teerr ffz'r‘;'i'%’/ )%?nfr?qﬂgﬂb”e acid 201780 2.33E10 |1.92E09 [-3.16
228071_at GIMAP7 GTPase, IMAP family member 7 168537 1.93E12 [2.48E11 |-3.17
241155 at 3.73E09 |2.47E08 |-3.17
206026_s_at |TNFAIP6 tumor necrosis factor, alphaduced protein 6 7130 2.67E10 [2.18E09 [-3.19
228298 at FAM113B family with sequence similarity 113, member B |91523 2.38E17 |7.05E16 |-3.19
204890_s_at |LCK lymphocytespecific protein tyrosine kinase 3932 2.92E11 [2.91E10 [-3.19
203413 _at NELL2 NEL-like 2 (chicken) 4753 1.27E15 |2.87E14 |-3.19
235372_at FCRLA Fc receptotike A 84824 3.24E22 |1.99E20 |-3.19
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224832 _at DUSP16 dual specificity phosphatase 16 80824 2.00E20 |19.67E19 [-3.19
237194 _at 4.43E15 (8.98E14 |-3.21
236305_at RFESD Rieske (FeS) domain containing 317671 3.37E17 [9.84E16 [-3.21
206039_at  |MGAT4A ?Caer;;‘lgfg'cézg’m]ﬁ’t)rgé‘f’gg;’f'igg’f;'r‘:g":" 11320 2.98E18 |1.04E16 |-3.21
206255 _at BLK B lymphoid tyrosine kinase 640 1.51E17 |4.61E16 |-3.22
224412 s at |TRPM6 &?ﬁfghg’gmm ol e R SUEE D A 3.35E00 |2.24E08 |-3.22
219998 at HSPC159 galectinrelatedprotein 29094 2.53E23 |1.79E21 |-3.23
222896_at TMEM38A transmembrane protein 38A 79041 2.08E18 |7.40E17 |-3.23
211372_s_at |IL1R2 interleukin 1 receptor, type I 7850 6.07E05 |1.65E04 |-3.24
214777 _at IGKV4-1 immunoglobulin kappa variable 4 28908 1.58E14 |2.92E13 |-3.25
1562529_s_at 1.20E11 |1.30E10 |-3.26
1559520 _at |GYPA Glycophorin A 2993 1.06E12 |1.43E11 |-3.26
205495_s_at |GNLY granulysin 10578 1.15E10 |1.02E09 |-3.26
228376_at GGTAl1 glycoprotein, alphayalactosyltransferase 1 2681 2.48E25 |2.23E23 |-3.26
205944 s at [CLTCL1 clathrin, heavy chaitike 1 8218 1.76E36 |5.57E34 |-3.26
210031_at CD247 CD247 molecule 919 6.56E15 |1.30E13 |-3.26
210164 at  |GZMB granzyme dBSé?irr?gngai'eql’;‘)tox'e'ymphocy‘e 3002 4.52E14 |7.72E13 |-3.27
240061_at PION CDNA clone IMAGE:6060501 54103 1.57E12 |2.05E11 |-3.27
203922_s _at |CYBB cytochrome K245, beta polypeptide 1536 1.98E33 |4.07E31 |-3.27
244235 _at IVNS1ABP influenza virus NS1A binding protein 10625 1.78E24 |1.46E22 |-3.27
221234 s_at |BACH2 E;r?szﬂstfﬂ%%?glogy 1, basic leucine zipper |¢qq 8.47E23 [5.63E21 |-3.28
232623 at LOC100128751 [INM0O4 100128751 |8.19E12 |9.25E11 |-3.28
204865 _at CA3 carbonic anhydrase Ill, muscle specific 761 1.42E06 |5.64E06 |-3.28
237544 _at 7.58E20 |3.27E18 |-3.29
201363_s_at |IVNS1ABP influenza virus NS1A binding protein 10625 6.83E40 |2.88E37 |-3.29
234980 _at TMEM56 transmembrane protein 56 148534 7.40E18 |2.38E16 [-3.29
214769_at CLCN4 chloridechannel 4 1183 3.77E17 |1.09E15 |-3.30
229377 _at GRTP1 growth hormone regulated TBC protein 1 79774 1.09E08 |6.56E08 |-3.30
239152_at 4.74E15 [9.55E14 (-3.31
209791_at PADI2 peptidyl arginine deiminase, type I 11240 1.76E26 |1.92E24 |-3.31
235380_at 4.32E26 |4.33E24 |-3.31
222895 s at |BCL11B B-cell CLL/lymphoma 11B (zinc finger protein) 164919 7.08E12 [8.09E11 [-3.32
204959 at MNDA myeloid cell nuclear differentiation antigen 4332 2.60E38 |9.41E36 |-3.32
221958 s_at |[GPR177 G proteincoupled receptor 177 79971 7.48E21 |3.87E19 [|-3.33
228377_at KLHL14 kelchlike 14 (Drosophila) 57565 4.16E29 |5.77E27 |-3.35
222838 _at SLAMF7 SLAM family member 7 57823 2.20E18 |7.81E17 |-3.35
231969 at STOX2 storkhead box 2 56977 2.06E26 |2.22E24 |-3.36
37145_at GNLY granulysin 10578 6.98E15 |1.37E13 |-3.37
207992_s at |AMPD3 adenosine monophosphate deaminase (isoform §272 0.00E+00[{0.00E+00|-3.37
206222 at  |TNFRSF10C tluorzf’&gfg;ovt:fhgﬁgri;‘f&i‘;ﬁ?&lzﬁzﬁmﬂw’ memigzq, 1.61E18 [5.82E17 |-3.37
235568 _at C190rf59 chromosome 19 open reading frame 59 199675 1.90E36 |5.94E34 |-3.38
212912 at RPS6KA2 ribosomal protein S6 kinase, 90kDa, polypeptide |6196 2.35E23 [1.69E21 [-3.39
203021 _at SLPI secretory leukocyte peptidase inhibitor 6590 3.34E23 [2.34E21 [-3.39
204446_s_at [ALOX5 arachidonate fipoxygenase 240 1.42E38 |5.27E36 |-3.40
223412 _at KBTBD7 kelch repeat and BTB (POZ) domain containing 784078 3.41E34 |7.54E32 |-3.40
1559391 _s_at 1.06E17 |3.36E16 |-3.40
236083_at BCL2L15 BCL2-like 15 440603 3.61E38 |1.29E35 |-3.40
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212805 _at PRUNE2 prune homolog 2 (Drosophila) 158471 6.33E17 |1.76E15 |-3.41
210321 _at GZMH granzyme H (cathepsin-{ike 2, protein RCCPX) 2999 7.34E08 |3.76E07 [-3.41
232122 s_at |VEPH1 ‘(’Z“"é‘gﬁfﬁ’é";‘f) 2o BYEEEEEd Pl SRmEn MemEEy § oy e 5.99E25 |5.14E23 |-3.42
207717_s_at |PKP2 plakophilin 2 5318 4.40E23 |3.05E21 (-3.42
226806_s_at 1.24E21 |7.08E20 |-3.43
200998 s _at |CKAP4 cytoskeletorassociated protein 4 10970 4.66E36 [1.38E33 [-3.45
230833_at ACRBP acrosin binding protein 84519 8.44E19 |3.14E17 |-3.45
1569225 _a_at|SCML4 sex comb on midletike 4 (Drosophila) 256380 3.47E20 [1.61E18 [-3.45
231166_at GPR155 G proteincoupled receptor 155 151556 9.61E25 |8.06E23 |-3.46
1554952 s_at|NLRP12 NLR family, pyrin domain containing 12 91662 1.52E15 |3.39E14 |-3.47
1565544_at |RNF141 ring finger protein 141 50862 2.98E24 |2.39E22 |-3.47
230856_at 5.25E43 |2.87E40 |-3.47
205590 at  |RASGRP1 feAgﬁlgt‘::‘;;y' BRI [FStEn L (GBI SRl B o o 1.78E15 [3.88E14 |-3.48
216560 x at |IGL@ immunoglobulin lambda locus 3535 1.33E11 |1.43E10 |-3.49
227646_at EBF1 early B-cell factor 1 1879 1.57E20 |7.70E19 [-3.50
227312_at  |SNTB2 ?é%%f’T)'Q*Sitc’ectgrﬁégxztr:fg;msoc'ated protein Alseas 1.22E31 [2.16E29 |-3.51
1562289_at 5.97E22 |3.56E20 [-3.51
204546_at KIAA0513 KIAA0513 9764 4.52E33 [8.79E31 [-3.51
207206_s_at [ALOX12 arachidonatd 2-lipoxygenase 239 4.33E25 (3.80E23 (-3.51
227498_at 2.81E19 |1.12E17 [-3.52
FCGR3A / Fc fragment of IgG, low affinity llla, receptor
204006_s_at FCGR3B (CD16a) / Fc fragment of 1gG, low affinity Illb, 2214 /2215 (3.96E07 [1.76E06 (-3.52
receptor (CD16b)
215332_s_at |CD8B CD8b molecule 926 1.02E16 |2.78E15 |-3.52
1569666_s_at 8.80E26 |8.41E24 |-3.53
204891 _s_at |LCK lymphocytespecific protein tyrosine kinase 3932 1.71E11 |1.79E10 |-3.53
201362_at IVNS1ABP influenza virus NS1A binding protein 10625 9.81E45 [6.14E42 |-3.54
211890 _x_at [CAPN3 calpain 3, (p94) 825 2.53E25 |2.26E23 [-3.55
205442 _at MFAP3L microfibrillar-associated proteinigke 9848 1.67E27 |1.98E25 |-3.55
223767_at GPR84 G proteircoupled receptor 84 53831 1.52E26 |1.66E24 |-3.55
210789 _x_at |CEACAM3 fnaglce"gﬁfemsbryon'c g R Call SREEE ey 6.50E32 |1.16E29 |-3.56
220418 _at UBASH3A ubiquitin associated and SH3 domain containing,|53347 4.38E18 [1.48E16 [-3.56
204007 at |FCGR3B (Fggf‘gge”t 01 g1, ety o), Emeziier 2215 5.28E11 [5.01E10 |-3.57
211596 s_at |LRIG1 fgrf]';‘iigclh repeats and immunoglobuiike 26018 5.22E32 |9.42E30 |-3.57
1570585_at [MPZL3 myelin protein zerdike 3 196264 1.47E24 |1.21E22 |-3.57
204995 _at CDK5R1 cyclin-dependent kinase 5, regulatory subunit 1 (8851 1.08E22 |7.05E21 |-3.58
1558971 at |[C60rf190 chromosome 6 open reading frame 190 387357 6.42E13 [9.05E12 [-3.60
207329 _at MMP8 matrix metallopeptidase 8 (neutrophil collagenasq4317 4.22E22 |2.56E20 [-3.61
222078 _at PKLR pyruvate kinase, liver and RBC 5313 1.28E30 |2.06E28 |-3.62
222071 s at |SLCO4C1 solute carrier organic anion transporter family, 353189 3.24E30 |5.13628 |-3.62
— = member 4C1
231093 _at FCRL3 Fc receptotike 3 115352 3.34E20 [1.56E18 (-3.62
219812 at  |PVRIG Egg?g’iir:fnsgrecepwr related immunoglobulin domail, 57 7.52E21 (3.88E19 |-3.62
206666_at GZMK granzyme K (granzyme 3; tryptase Il) 3003 4.52E09 [2.95E08 |-3.62
220421 _at Egglégélﬂ butyrophilirtlike 8 / similar to B7h.4 ?ggéé” 2.76E18 |9.65E17 [-3.62
209771_x_at |CD24 CD24 molecule 100133941 |0.00E+00]|0.00E+00}-3.62
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203765 _at GCA grancalcin, EFhand calcium binding protein 25801 0.00E+00[0.00E+00|-3.63
205831_at CD2 CD2molecule 914 5.73E14 |9.60E13 |-3.63
226733 _at PEKFB2 g-phosphofructeﬂ-kinase/fructosél,Gbiphosphatas 5208 133623 081622 |-3.63
237590_at 8.35E21 |4.29E19 |-3.63
204881_s_at |UGCG UDP-glucose ceramide glucosyltransferase 7357 7.08635 |1.73E32 |-3.63
214470 _at KLRB1 killer cell lectin-like receptor subfamily B, member|3820 6.92E18 [2.23E16 [-3.63
229778 _at C120rf39 chromosome 12 open reading frame 39 80763 1.20E22 |7.73E21 |-3.63
209212 _s_at |KLF5 Kruppetlike factor 5 (intestinal) 688 7.56E27 |8.51E25 [-3.63
237515_at TMEMS56 transmembrane protein 56 148534 2.32E19 |9.33E18 [-3.65
205484_at SITL iignaling threshold regulating transmembrane ad 27240 3.06E16 |7.72815 |-3.65
1559050 _at [HCG27 HLA complex group 27 253018 1.36E22 |8.73E21 |-3.65
224967_at UGCG UDP-glucose ceramide glucosyltransferase 7357 0.00E+00{0.00E+00|-3.66
236796_at 1.70E16 |4.50E15 |-3.66
214735 _at PIP3-E phosphoinositidéinding protein PIPE 26034 2.24E34 |4.99E32 |-3.66
205927 _s_at |CTSE cathepsin E 1510 2.02E12 |2.58E11 |-3.66
206371_at FOLR3 folate receptor 3 (gamma) 2352 2.86E07 |1.31E06 [-3.67
209992_at PEKFEB2 g—phosphofructdz-kinase/fructosé,6biphosphatas 5208 7 60E37 |2.47634 |-3.67
203986_at STBD1 starch binding domain 1 8987 5.73E33 |1.10E30 [-3.69
218373 _at AKTIP AKT interacting protein 64400 2.94E41 |1.37E38 |-3.69
killer cell lectinlike receptor subfamily C, member|
206785_s_at [KLRC1 /KLRC2 |/ killer cell lectirlike receptor subfamily C, membg3821 /3822 (2.71E13 [4.06E12 (-3.71
2
205758 _at CD8A CD8a molecule 925 1.60E14 |2.96E13 |-3.72
210606_x_at [KLRD1 killer cell lectirlike receptor subfamily D, member|3824 5.63E17 |1.58E15 [-3.73
200999 s at |CKAP4 cytoskeletorassociated protein 4 10970 6.92E43 |3.70E40 |-3.73
236979_at BCL2L15 BCL2-like 15 440603 1.54E44 |9.42E42 |-3.75
238029 s_at |SLC16A14 Zg!gtteracﬁsrgg;tfeﬂ% 16, member 14 (monocarbox; 51 475 9.43E21 |4.79E19 |-3.75
220646_s_at |KLRF1 killer cell lectir-like receptorsubfamily F, member 151348 2.67E14 |4.73E13 |-3.75
224707 _at C5o0rf32 chromosome 5 open reading frame 32 84418 0.00E+00[{0.00E+00-3.76
226479_at KBTBD6 kelch repeat and BTB (POZ) domain containing /89890 5.38E36 |1.57E33 |-3.76
219529 at CLIC3 chlorideintracellular channel 3 9022 3.36E11 [3.32E10 |-3.77
208650_s_at |CD24 CD24 molecule 100133941 |7.20E35 |1.74E32 |-3.78
203757_s_at [CEACAM6 ?g%ggﬁemﬁbzzgggjgﬂgec'r‘f)";‘;erdegg'i'nagdgﬁz'goe”n) 4680 1.24E30 [2.00E28 |-3.79
210772_at FPR2 formyl peptide receptor 2 2358 1.49E22 |9.47E21 |-3.79
236981 _at C170rf99 chromosome 17 open reading frame 99 100141515 |[1.13E15 [2.58E14 (-3.80
236199 _at 1.11E28 |1.47E26 |-3.80
232784 _at 2.43E23 |1.73E21 |-3.80
216379 _x_at |CD24 CD24 molecule 100133941 |0.00E+00[0.00E+00}-3.80
221558 s _at |LEF1 lymphoid enhancebinding factor 1 51176 2.10E19 |8.56E18 |-3.81
214475 x_at |CAPN3 calpain 3, (p94) 825 9.91E28 |1.22E25 |-3.82
1553111_a_at|KBTBD6 kelch repeat and BTB?OZ) domain containing 6 89890 3.43E30 |5.40E28 |-3.83
215184 at DAPK2 deathassociated protein kinase 2 23604 8.92E38 [3.09E35 [-3.83
235816_s at |[RGL4 ral guanine nucleotide dissociation stimuldike 4 266747 1.64E35 |4.34E33 |-3.84
214798 at ATP2C2 ATPase, Ca++ transporting, type 2C, member 2 (9914 1.83E42 |9.42E40 |-3.84
220485_s_at |SIRPG signatregulatory protein gamma 55423 2.03E24 |1.65E22 |-3.84
206804 _at CD3G CD3g molecule, gamma (CBBCR complex) 917 1.24E16 |3.33E15 |-3.86
221142_s_at |PECR peroxisomal trang-enoytCoA reductase 55825 2.40E38 |8.81E36 |-3.86
244387_at 4.91E18 (1.62E16 |-3.86
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211657 at |CEACAMS6 carcinoembryonic antigerelated cell adhesion 1,54 6.50E35 |1.62E32 |-3.87
- molecule 6 (norspecific cross reacting antigen)
C130rf18/ chromosome 13 open reading frame 18 / hypothg 728970 /
44790_s_at LOC728970 LOC728970 80183 1.96E21 |1.09E19 [-3.87
210610 at  |CEACAM1 carcinoembryonic antigerelated cell adhesion 154 1.71E34 [3.88E32 |-3.87
- molecule 1 (biliary glycoprotein)
229230 _at OSTalpha organic solute transporter alpha 200931 6.06E14 [1.01E12 [-3.87
207795_s_at |KLRD1 killer cell lectin-like receptor subfamily D, member|3824 1.53E15 |3.40E14 |-3.87
215894 at PTGDR prostaglandin D2 recept¢DP) 5729 1.05E19 |4.40E18 |-3.88
211902_x_at |TRA@ T cell receptor alpha locus 6955 3.26E18 [1.12E16 |-3.88
1569387_at 4.14E19 [1.60E17 |-3.88
214617 _at PRF1 perforin 1 (pore forming protein) 5551 5.92E16 [1.42E14 [-3.89
204411 at KIF21B kinesinfamily member 21B 23046 2.56E41 [1.21E38 (-3.90
211816 _x_at |FCAR Fc fragment of IgA, receptor for 2204 2.10E26 |2.24E24 |-3.90
206676_at  |CEACAMS ﬁ]ac:g';ﬁﬁa”;bryon'c bk el st g pee 1.40E45 [9.72E43 |-3.91
202761_s_at [SYNE2 spectrin repeat containing, nuclear envelope 2 (23224 1.42E29 |2.07E27 |-3.91
229584 at LRRK2 leucinerich repeat kinase 2 120892 1.66E17 |5.06E16 |-3.91
210452 x_at |CYP4F2 gyto‘:hrome P450, family 4, subfamily F, polypeptlgz,q 1.10E26 [1.22E24 |-3.92
217977 _at SEPX1 selenoprotein X, 1 51734 4.73E34 [1.02E31 |-3.93
228599 _at  |MS4Al membranespanning 4domains, subfamily A, 931 3.50E12 |4.33E11 |-3.93
- member 1
225987_at STEAP4 STEAP family member 4 79689 2.56E09 |1.75E08 [-3.93
227030_at 2.05E14 |3.72E13 |-3.93
LOC642103/ similar to Maltaseglucoamylase, intestinal / maltag
206522_at MGAM glucoamylase (alphglucosidase) 642103 /89721.41E21 |7.93E20 [-3.94
207840 _at CD160 CD160 molecule 11126 1.44E23 [1.06E21 |-3.94
242197_x_at |CD36 CD36antigen 948 1.09E10 |9.66E10 |-3.94
266_s_at CD24 CD24 molecule 100133941 |0.00E+00/0.00E+00|-3.95
209447_at SYNE1 spectrin repeat containing, nuclear envelope 1  [23345 2.18E41 |1.06E38 [-3.98
210773_s_at |FPR2 formyl peptide receptor 2 2358 1.12E19 |4.67E18 |-3.99
220000_at SIGLEC5 sialic acid binding l¢ike lectin 5 8778 4.47E29 (6.17E27 (-3.99
205513 at TCN1 trgnscobalamln | (vitamin B12 binding protein, R 6947 2 93E32 |5.37630 |-4.00
- binder family)
205119 s_at [FPR1 formyl peptide receptor 1 2357 6.51E31 |1.08E28 [-4.00
205174 _s_at |QPCT glutaminylpeptide cyclotransferase 25797 2.77E31 |4.78E29 |-4.01
205863 _at S100A12 S100 calcium binding protein A12 6283 0.00E+00{0.00E+00-4.02
205267_at POU2AF1 POU class 2 associating factor 1 5450 2.73E19 |1.09E17 |-4.03
223422 s at |ARHGAP24 Rho GTPase activating protein 24 83478 2.11E33 [4.29E31 [-4.03
211806 s at |KCNJI15 potassium inwardlyectifying channel, subfamily J, 3772 6.29512 727611 |-4.04
— = member 15
221765_at UGCG UDP-glucose ceramidglucosyltransferase 7357 1.35E37 |4.60E35 |-4.06
206576_s_at |CEACAM1 carcinoembryonic antigerelated cell adhesion |-, 3.11E29 [4.33627 |-4.08
molecule 1 (biliary glycoprotein)
235146_at TMCC3 transmembrane and coiledil domain family 3 57458 5.50E17 |1.54E15 |-4.08
208651_x_at (CD24 CD24 molecule 100133941 |7.76E43 [4.07E40 [-4.13
222934 s at |CLEC4E C-type lectin domain family 4, member E 26253 6.93E18 [2.23E16 [-4.14
211307_s_at |FCAR Fc fragment of IgA, receptor for 2204 1.04E19 (4.38E18 |-4.14
209211 at KLF5 Kruppetlike factor 5 (intestinal) 688 2.31E32 |4.33E30 [-4.14
205291 _at IL2RB interleukin 2 receptor, beta 3560 2.77E19 |1.10E17 [-4.15
242013 _at BCL2L15 BCL2-like 15 440603 5.61E45 [3.79E42 |-4.15
214907 at CEACAM21 carcinoembryonic antigerelated cell adhesion 90273 550E36 |1.57633 |-4.16
- molecule 21
230690_at TUBB1 tubulin, beta 1 81027 2.46E29 |3.51E27 |-4.16
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205627 _at CDA cytidine deaminase 978 7.60E41 |3.42E38 [-4.17
205821 _at KLRK1 killer cell lectirtlike receptor subfamily K, member|22914 1.99E17 |5.96E16 |-4.18
226489 at TMCC3 transmembrane and coiledil domain family 3 57458 9.28E15 [1.78E13 [-4.21
221969 at 8.98E23 [5.93E21 (-4.22
209772_s_at (CD24 CD24 molecule 100133941 |2.67E31 (4.63E29 (-4.23
216605_s_at |CEACAM21 ﬁ]aéfg’;ﬁfemzblryon'c gkl esl ARl s 8.35E31 |1.37E28 |-4.25
215102_at DPY19L1P1 dpy-19-like 1 pseudogene 1 (C. elegans) 100129460 |1.53E33 |3.19E31 |-4.26
1553177_at [SH2D1B SH2 domain containing 1B 117157 4.56E13 (6.60E12 (-4.27
218454 _at FLJ22662 hypothetical protein FLJ22662 79887 0.00E+00{0.00E+00|-4.27
211883 x_at |CEACAM1 ﬁ]agl‘ggﬁleemlbgi‘l’i’;'r@agrl‘;'gg;fﬁtjg)ce" adhesion |53 1.89E34 |4.27E32 [-4.27
231644 _at 6.64E25 |5.64E23 |-4.28
203434 _s at |MME membrane metallendopeptidase 4311 2.01E11 [2.08E10 (-4.28
Tcellr r alphal Tcellr r alph
210072 x_at [TRAQ/TRACT. fgz]:s;fii%@fﬁﬁf’éﬁg}@h;f,%n%°geﬁ§°/?Eeﬁ‘ 28063/ 287383 13615 |1 og16 | 4.29
223894 s at |AKTIP AKT interacting protein 64400 1.40E45 |9.72E43 |-4.30
221556 at  |CDC14B Se'?gvli;acg)” division cycle 14 homolog B (S.  [g5gg 0.00E+00{0.00E+00{-4.31
207674 _at FCAR Fc fragment of IgA, receptor for 2204 2.18E25 [1.97E23 [-4.31
235764 _at 5.08E32 [9.26E30 (-4.31
209671 x_at |TRA@ / TRAC Iof]es't';ﬁfepmr alpha locus / T cell receptor alpha,g755 ; 6955 |1.20817 [3.73816 |-4.32
207979_s_at |(CD8B CD8b molecule 926 2.13E12 |2.70E11 |-4.32
233302_at 2.77E12 [3.42E11 [-4.34
220570 _at RETN resistin 56729 7.34E36 |2.02E33 [-4.37
214523 at CEBPE CCAAT/enhancer binding protein (C/EBP), epsilo]1053 8.18E39 |3.13E36 [-4.37
205488 at  |GZMA ggasgi}’g‘gdpég:ﬁ]“;)égir;g ‘;y;c)’tox'c'Tymphocyte 3001 1.01E14 |1.93613 [-4.37
206177_s_at |ARGL1 arginase, liver 383 6.87E44 |4.01E41 [-4.39
207890_s_at |MMP25 matrix metallopeptidase 25 64386 6.93E21 |3.61E19 |-4.43
205798_at IL7R interleukin 7 receptor 3575 1.54E17 |4.71E16 |-4.46
1552553_a_at|NLRC4 NLR family, CARD domain containing 4 58484 8.42E26 [8.10E24 |-4.47
206324 s at |DAPK2 deathassociated protein kinase 2 23604 3.61E36 [1.12E33 [-4.48
236782_at SAMD3 sterile alphamotif domain containing 3 154075 7.33E14 |1.21E12 |-4.51
233289 _at 5.87E30 [8.92E28 (-4.52
242827 x_at 2.42E23 |1.73E21 [-4.53
1552772_at |CLEC4D C-type lectin domain family 4, member D 338339 5.96E30 [8.99E28 [-4.53
220474 _at  |SLC25A21 ggg‘é?f;gf;yﬁzg"z’azrﬁérr;'t;‘:rfggr”gll 89874 4.74E18 |1.58E16 |-4.54
210944 _s_at |CAPN3 calpain 3, (p94) 825 0.00E+00{0.00E+00(-4.55
211889 x_at |CEACAM1 ‘r’r‘?‘gIce'rc‘ﬁleemlbgmggﬁ;‘ggs:ggﬁ? cell adhesion |¢3, 2.79E35 |7.24E33 |-4.56
1566825_at 7.01E26 [6.84E24 |-4.58
209369_at ANXA3 annexin A3 306 0.00E+00{0.00E+00|-4.58
242397 _at 7.98E14 [1.30E12 (-4.59
226188 _at HSPC159 galectinrelated protein 29094 0.00E+00[{0.00E+00(-4.60
1552348 at |PRSS33 protease, serine, 33 260429 1.36E26 |1.50E24 [-4.61
242824 at 3.53E20 [1.63E18 |-4.64
209670_at TRAC T cell receptor alpha constant 28755 4.25E19 (1.64E17 (-4.65
227182_at SUSD3 sushi domain containing 3 203328 2.98E39 |1.19E36 |-4.67
1558972_s_at|C60rf190 chromosome 6 open reading frame 190 387357 5.08E13 |7.30E12 [-4.70
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206043 _s at [ATP2C2 ATPase, Ca++ transporting, type 2C, member 2 [9914 3.80E42 (1.91E39 |-4.71
232277_at 3.23E33 |6.43E31 |-4.76
229759 s_at |VEPH1 \(/f;tt,::fflijsl?]r) zone expressed PH domain homolog 17467, 8.58E24 |6.52E22 |-4.76
213906 _at  |MYBL1 ‘(’é\%ﬁ)ﬁﬂz’:'fb'asms's Vel EMEEEENE MORIED ) o 1.16E12 |1.56E11 |-4.80
210356_x_at |MS4Al mgmgre?”fspa””'”g 4domains, subfamily A, 931 4.91E14 |8.32E13 |-4.81
211413 s _at |PADI4 peptidyl arginine deiminase, type IV 23569 2.00E27 |2.34E25 [-4.83
230383 _x_at 3.16E13 [4.69E12 |-4.86
214295 at KIAA0485 hypothetical LOC57235 57235 6.15E23 [4.18E21 |-4.88
218330_s_at [NAV2 neuron navigator 2 89797 3.06E29 [4.29E27 |-4.93
217418 x_at |MS4Al mgmgg’;”fspa“”'”g R ermEnE, ST 931 3.96E13 [5.77E12 |-4.94
210004_at OLR1 (;delzed low density lipoprotein (lectilike) receptor4973 8.05E41 |3.56E38 |-4.99
202286_s_at |TACSTD2 tumorassociated calcium signal transducer 2 4070 2.67E35 [6.99E33 [-5.01
237154 _at 7.87E27 |18.82E25 |-5.03
226218 at IL7R interleukin 7 receptor 3575 4.92E21 [2.62E19 (-5.07
226685 at  |SNTB2 Zéﬂtg;"’T)'g’sigeggrﬁﬁgﬂ;assoc'ated protein Adeeas 1.69E34 |3.88E32 |-5.08
1553295 _at |ABCA13 ﬁzﬁgg‘rdi”sg CaEaite, Sl A (EEA), 154664 1.40E45 [9.72E43 |-5.08
207815_at PF4V1 platelet factor 4 variant 1 5197 4.57E16 [1.12E14 |-5.09
1552773_at |CLEC4D C-type lectin domain family 4, member D 338339 9.07E34 |1.94E31 [|-5.09
211163 s at |TNFRSF10C tluonc‘f’gg‘fg;ovfl:fh;a&tz;rﬁftf:églrllj‘;?%r;iqn;'i'z’ memigzq, 2.67E18 [9.36E17 |-5.10
238439_at ANKRD22 ankyrin repeat domain 22 118932 6.84E40 |2.88E37 |-5.20
223552 _at LRRC4 leucine rich repeat containing 4 64101 9.13E30 [1.34E27 |-5.21
206208_at CA4 carbonic anhydrase IV 762 6.24E25 |5.32E23 |-5.21
228592 at  |MS4Al mgmg’e"’:”ﬁpa””'”%’doma'”s’ subfamily A, 931 2.10E18 |7.45617 |-5.22
219243 at GIMAP4 GTPase, IMAP family member 4 55303 2.80E12 [3.45E11 |-5.24
235982_at FCRL1 Fc receptotike 1 115350 4.39E34 [9.55E32 |-5.26
229770_at GLT1D1 glycosyltransferase 1 domadontaining 1 144423 7.01E45 |4.50E42 |-5.28
220811 _at PRG3 proteoglycan 3 10394 2.28E14 |4.10E13 [-5.35
220001_at PADI4 peptidyl arginine deiminase, type IV 23569 0.00E+00(0.00E+00]-5.42
206464 _at BMX BMX non-receptor tyrosine kinase 660 2.01E25 |1.83E23 |-5.43
209396_s_at |CHI3L1 chitinase 3dike 1 (cartilage glycoprotei39) 1116 3.57E37 [1.19E34 |-5.44
203435_s_at |MME membrane metallendopeptidase 4311 1.19E09 |8.71E09 |-5.48
203828_s_at |IL32 interleukin 32 9235 1.56E08 |9.14E08 |-5.53
CYP4F2 | cytochrome P450, family 4 subfamily F polypept]
206514 s_at CYP4F3 2/ cytochrome P450, family 4, subfamily F, 4051 /8529 [4.05E34 [8.88E32 |-5.57
polypeptide 3
223304 at  |SLC37A3 tsr‘;r‘]‘;‘;’)gft‘gr')er;;mg’g Elieere e 84255 1.38E24 |1.14E22 [-5.75
211412_at PADI4 peptidyl arginine deiminase, type IV 23569 4.51E29 |6.19E27 |-5.79
207094 _at ILBRA interleukin 8 receptor, alpha 3577 8.07E17 |2.23E15 [-5.83
206697_s at [HP/HPR haptoglobin / haptoglobirelatedprotein 3240/ 3250 |0.00E+00/0.00E+00Qf-5.85
243968 x_at |FCRL1 Fc receptotike 1 115350 3.44E37 [1.16E34 [-6.01
221211 s _at |C2lorf7 chromosome 21 open reading frame 7 56911 5.12E18 [1.69E16 [-6.01
204636_at COL17A1 collagen, type XVII, alpha 1 1308 5.34E38 [1.88E35 (-6.03
220528 _at VNN3 vanin 3 55350 1.20E20 |5.97E19 |-6.21
236422_at 8.71E30 [1.30E27 (-6.26
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1553604 at |ABCA13 ngr;gg‘rdigg cassette, stiamily A (ABCL1), 154664 6.20E42 |3.06E39 |-6.26
238066_at RBP7 retinol bindingprotein 7, cellular 116362 4.98E41 |2.28E38 |-6.28
206209 _s_at |CA4 carbonic anhydrase IV 762 1.86E24 |1.52E22 |-6.29
207072_at ILIBRAP interleukin 18 receptor accessory protein 8807 7.15E36 |2.00E33 [-6.30
209395 _at CHI3L1 chitinase 3ike 1 (cartilageglycoprotein39) 1116 1.40E45 |9.72E43 |-6.33
210119 at  |KCNJ15 %ﬁ;ﬁi‘:?g“""ardwe“wi“g CEITE, S o omrs 2.58E16 |6.61E15 |-6.41
220068_at VPREB3 pre-B lymphocyte 3 29802 2.35E29 |3.36E27 [-6.45
207384_at PGLYRP1 peptidoglycarrecognition protein 1 8993 0.00E+00({0.00E+00|-6.48
209498 at  |CEACAM1 ﬁéﬁ;’gg%ﬂbgﬁg&yﬁsﬁﬁfﬂ)Ce” adhesion |53, 4.48E44 |2.68E41 |-6.54
208470_s_at [HP/HPR haptoglobin / haptoglobirelated protein 3240/ 3250 |0.00E+00]0.00E+00]-6.61
232027 at  |SYNE1L ifﬁi‘?cgﬁiaél‘;ﬂgmz‘g'Er:‘zglgeoﬁg‘?r)“’e'c’pe L 123345 7.01E45 |4.50E42 |-6.70
207008 _at ILBRB interleukin 8 receptor, beta 3579 3.83E10 [3.03E09 [-6.73
1553605_a_at|ABCA13 ATP-binding cassette, sefamily A (ABC1), 154664 1.99E43 |1.13E40 |-7.09
member 13
231771 _at GJB6 gap junction protein, beta 6, 30kDa 10804 2.12E22 |1.33E20 [-7.32
203936_s_at |MMP9 gea?gt'fﬁ;nsit,aggEg‘;"g?ée&%ﬂ?ggg B, 92kDa 14318 0.00E+00{0.00E+00-7.58
234632_x_at 1.69E23 |1.23E21 |-8.02
229738_at DNAH10 dynein, axonemal, heavy chain 10 196385 0.00E+00{0.00E+00|-8.33
1553518_at |DEFT1P defensin, theta 1 pseudogene 170949 0.00E+00{0.00E+00|-8.96
204623 _at TFF3 trefoil factor 3 (intestinal) 7033 0.00E+00[{0.00E+00{-9.30
210262_at CRISP2 cysteinerich secretory protein 2 7180 9.93E41 |4.32E38 [-9.75
212531 _at LCN2 lipocalin 2 3934 0.00E+00{0.00E+00|-10.01
208168 _s_at |CHIT1 chitinase 1 (chitotriosidase) 1118 1.52E33 |3.19E31 |-10.22
39318_at TCL1A T-cell leukemia/lymphoma 1A 8115 9.24E23 [6.07E21 (-10.30
219669_at CD177 CD177 molecule 57126 2.90E32 |5.35E30 |-10.72
209995 s at |TCL1A T-cell leukemia/lymphoma 1A 8115 9.17E26 [8.69E24 [-11.53
207802_at CRISP3 cysteinerich secretory protein 3 10321 0.00E+00{0.00E+00(-11.67
205041 _s_at |ORM1/ORM2 [|orosomucoid 1/ orosomucoid 2 5004 / 5005 |0.00E+00/0.00E+00(-11.69
205040 _at ORM1 orosomucoid 1 5004 0.00E+00{0.00E+00(-11.85
210244 at CAMP cathelicidinantimicrobial peptide 820 0.00E+00{0.00E+00{-12.13
206515 at  |CYPA4F3 gytocmome PEISID, Ty 4, SR 5, [ERRl oy 0.00E+00{0.00E+00|-12.58
214465 at ORM1/ORM2 [|orosomucoid 1 / orosomucoid 2 5004 / 5005 |0.00E+00/{0.00E+00{-13.03
212768 _s_at |OLFM4 olfactomedin 4 10562 0.00E+00{0.00E+00(-14.31]
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Table S2. 24 genes that overlap between the AML -associated gene expression signature
and a gene signature used to predict AML survival, as identified in Metzeler et al. [1].

Gene Symbol Gene Title
BCAT1 branched chain amiracid transaminase 1, cytosolic
CD109 CD109molecule
COL24A1 collagen, type XXIV, alpha 1
FAM30A family with sequence similarity 30, member A
FAM92A1 family with sequence similarity 92, member Al
FHL1 four and a half LIMdomains 1
GPSM1 G-protein signaling modulator 1
GUCY1A3 guanylate cyclase 1, soluble, alpha 3
HIST1H2AD histone cluster 1, H2ad
HOPX HOP homeobox
IL23A interleukin 23, alpha subunit p19
KIAA0125 KIAA0125
LAPTM4B lysosomal protein transmembranéeta
MAST4 microtubule associated serine/threonine kinase family member 4
MSI2 musashi homolog 2 (Drosophila)
NPDC1 neural proliferation, differentiation and control, 1
NPL N-acetylneuraminate pyruvate lyase (dihydrodipicolinate synthast
RAB34 RAB34, member RAS oncogene family
RUNX1 runtrelated transcription factor 1
SCHIP1 schwannomin interacting protein 1
SHANK3 SH3 and multiple ankyrin repeat domains 3
TM4SF1 transmembrane 4 L six family member 1
TSC22D1 TSC22 domain family, member 1
ZBTBS8 zinc finger and BTB domain containing 8
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Table S3.1589 genes targeted by AML -associated miRNAs. All genes are listed alongside the
MiRNA(sS) predicted to target each gene, and the probability of preferentially conserved targeting
(PCT) for each prediotd miRNAMRNA interaction.

Gene Symbol Reference mMiRNA(s) Predicted | miR-125b|miR-126 miR-142-|miR-155miR-223miR-29a miR-29b
Sequence to Target the Gene Pcr Pt 3p Pcr Pt Pt Pt Pct

ABCB6 NM_005689 miR-29a 0.77

ABCC4 NM_005845 miR-125b 0.69

ABCE1 NM_001040876 |miR-29a 0.78

ABHD4 NM_022060 miR-29a 0.83

ABHD5 NM_016006 miR-29a 0.99

ABL2 NM_001136000 [miR-142-3p, miR155 0.82 0.66

ACACA NM_198834 miR-29a 0.83

ACBD5 NM_001042473 [miR-142-3p 0.7

ACCN2 NM_001095 miR-29a 0.78

ACER2 NM_001010887 [miR-125b 0.97

ACPL2 NM_001037172 [miR-29b 0.87

ACSL4 NM_004458 miR-142-3p 0.72

ACTAl NM_001100 miR-155 0.55

ACVR2A NM_001616 miR-142-3p 0.56

ADAM12 NM_003474 miR-29b 0.83

ADAM19 NM_033274 miR-29a 0.94

ADAM9 NM_003816 miR-126 0.55

ADAMTS10 |NM_030957 miR-29a 0.91

ADAMTS17 [NM_139057 miR-29b

ADAMTS18 [NM_199355 miR-29b 0.91

ADAMTS19 [NM_133638 miR-29a 0.85

ADAMTS2 NM_014244 miR-29a 0.98

ADAMTS3 NM_014243 miR-142-3p 0.8

ADAMTS5 NM_007038 miR-29a 0.87

ADAMTS6 NM_197941 miR-29b 0.67

ADAMTS7 NM_014272 miR-29b 0.79

ADAMTS9 NM_182920 miR-29b

ADCY7 NM_001114 miR-223 0.61

ADCY9 NM_001116 miR-142-3p 0.82

ADCYAP1R1 [NM_001118 miR-29a 0.83

AFF1 NM_001166693 [miR-142-3p 0.94

AFF2 NM_001169122 [miR-142-3p 0.7

AFF4 NM_014423 miR-29a 0.78

AGPAT4 NM_020133 miR-29a 0.83

AGTRAP NM_001040194 [miR-155 0.55

AHR NM_001621 miR-29a 0.59

AICDA NM_020661 miR-155 0.55

AIM1 NM_001624 miR-29b 0.68

AK1 NM_000476 miR-29b 0.78

AKAP13 NM_006738 m:s:;gzb’ miR126, 14 g7 0.55 0.84

AKAP2 NM_001004065 |miR-29a 0.52

AKAP5 NM_004857 miR-29a 0.94

AKIRIN2 NM_018064 miR-142-3p 0.59

AKT1S1 NM_001098632 [miR-142-3p 0.82

AKT3 NM_005465 miR-29a 0.77
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Gene Symbol Reference miRNA(s) Predicted | miR-125b|miR-126 miR-142 [miR-155miR-223miR-29a miR-29b
Sequence to Target the Gene Pt Pcr 3p Per Pcr Pcr Pcr Pct

AMFR NM_001144 miR-29a 0.69

AMMECR1 |NM_001025580 |miR-29a 0.89

AMMECRI1L [NM_001199140 |[miR-29b 0.82

AMOT NM_001113490 |miR-29a 0.79

ANK1 NM_000037 miR-29a 0.83

ANK3 NM_001149 miR-142-3p, miR29a 0.83 0.83

ANKFY1 NM_016376 miR-142-3p, miR155 0.69 0.58

ANKRD11 NM_013275 miR-142-3p 0.87

ANKRD13B [NM_152345 miR-29a 0.92

ANKRD13C [NM_030816 miR-29a 0.93

ANKRD17 NM_032217 miR-223 0.52

ANKRD40 NM_052855 miR-142-3p 0.7

ANKRD49 NM_017704 miR-29a 0.83

ANKRD52 NM_173595 miR-29a >0.99

ANKRD57 NM_023016 miR-29a 0.67

ANKS1A NM_015245 miR-142-3p 0.78

ANTXR2 NM_058172 miR-29a 0.97

AP4E1 NM_007347 miR-29a 0.81

APBAl NM_001163 miR-125b 0.78

APBB2 NM_001166050 [miR-155 0.56

APC NM_000038 miR-142-3p, miR 155 0.83 0.54

AQP4 NM_001650 miR-29b 0.81

ARF5 NM_001662 miR-29a 0.74

ARFGEF2 NM_006420 miR-29a 0.75

ARHGAP20 [NM_020809 miR-29a 0.78

ARHGAP31 [NM_020754 miR-29a 0.81

ARHGAP36 |NM_144967 miR-29a 0.81

ARHGEF10 [NM_014629 miR-29a 0.84

ARHGEF12 [NM_001198665 [miR-142-3p 0.77

ARHGEF2 NM_001162383 [miR-142-3p 0.82

ARID2 NM_152641 miR-155 0.67

ARID3A NM_005224 miR-125b 0.67

ARID5B NM_032199 miR-142-3p 0.76

ARL1 NM_001177 miR-142-3p 0.83

ARL15 NM_019087 miR-142-3p 0.82

ARL4A NM_001037164 |miR-29a 0.8

ARMCS8 NM_015396 miR-29b 0.65

ARNT NM_001197325 |miR-29a 0.83

ARNTL NM_001030272 [miR-142-3p 0.79

ARPP19 NM_006628 miR-29a 0.82

ARRB2 NM_004313 miR-155 0.55

ARRDC3 NM_020801 miR-142-3p, miR29a 0.66 0.85

ARRDC4 NM_183376 miR-29a 0.82

ARSB NM_000046 miR-29a 0.92

ARVCF NM_001670 miR-29a 0.82

ASAP2 NM_001135191 [miR-29a 0.87

ASB7 NM_198243 miR-142-3p 0.8

ASH1L NM_018489 miR-142-3p

ASPH NM_001164756 |miR-29a 0.62
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Gene Symbol Reference miRNA(s) Predicted | miR-125b|miR-126 miR-142 [miR-155miR-223miR-29a miR-29b
Sequence to Target the Gene Pt Pcr 3p Per Pcr Pcr Pcr Pct

ASXL1 NM_015338 miR-155 0.53

ATAD2B NM_001242338 |miR-29a 0.99

ATF7IP NM_018179 miR-142-3p 0.83

ATG14 NM_014924 miR-29a 0.83

ATG16L1 NM_001190266 [miR-142-3p 0.83

ATG9A NM_001077198 |miR-29a 0.92

ATP10D NM_020453 miR-125b 0.87

ATP1B1 NM_001677 miR-29a 0.81

ATP1B4 NM_001142447 |miR-29a 0.93

ATP2B3 NM_001001344 [miR-125b 0.68

ATP2B4 NM_001001396 |miR-29a 0.82

ATP6V1A NM_001690 miR-29a 0.52

ATP6V1IC1 [NM_001695 miR-155 0.53

ATP6V1G1 [NM_004888 miR-155 0.55

ATP7A NM_000052 miR-223, miR29a 0.57 0.86

ATRN NM_139321 miR-29a 0.69

ATXN1 NM_000332 miR-125b, miR29a  [0.96 0.81

ATXNI1L NM_001137675 [miR-142-3p 0.86

ATXN3 NM_001127696 [miR-125b 0.7

ATXN7 NM_000333 miR-142-3p 0.64

ATXN7L1 NM_020725 miR-223 0.69

B3GNT5 NM_032047 miR-29a 0.81

BACE1 NM_001207048 |miR-29a 0.97

BACH1 NM_001186 miR-142-3p, miR155 0.83 0.64

BACH2 NM_001170794 [miR-142-3p, miR29a 0.87 0.93

BAHD1 NM_014952 miR-29b 0.52

BAIAP2 NM_017450 miR-29a 0.81

BAK1 NM_001188 miR-125b, miR29a 0.95 0.92

BAZ1A NM_013448 miR-142-3p 0.8

BBC3 NM_001127240 [miR-125b,miR-29a ]0.68 0.82

BCL11A NM_022893 miR-29b 0.81

BCL11B NM_022898 miR-29b 0.79

BCL2 NM_000633 miR-125b 0.9

BCL2L2 NM_001199839 |miR-29a 0.92

BCLIL NM_182557 miR-29b 0.83

BCLAF1 NM_001077440 [miR-142-3p 0.82

BCORL1 NM_021946 miR-29b 0.97

BDH1 NM_004051 miR-29a 0.54

BDNF NM_001143805 [miR-155 0.55

BEAN1 NM_001136106 |miR-29a 0.65

BLMH NM_000386 miR-29b 0.82

BMF NM_001003940 [miR-29b 0.93

BMP1 NM_001199 miR-29a 0.72

BNC2 NM_017637 miR-142-3p 0.93

BOD1 NM_001159651 [miR-142-3p 0.96

BPIL1 NM_025227 miR-155 0.53

BRD3 NM_007371 miR-29b 0.97

BRPF3 NM_015695 miR-223 0.6

BRWD1 NM_033656 miR-125b, miR29a  (0.91 0.83




Int. J. Environ. Res. Public Healft012 9 333

Gene Symbol Reference miRNA(s) Predicted | miR-125b|miR-126 miR-142 [miR-155miR-223miR-29a miR-29b
Sequence to Target the Gene Pt Pcr 3p Per Pcr Pcr Pcr Pct

BRWD3 NM_153252 Q:E:gg?p' MiR155, 0.87 0.71 0.87

BSDC1 NM_001143888 [miR-29a 0.83

BTBD7 NM_001002860 [miR-142-3p, miR29a 0.82 0.85

BTG2 NM_006763 miR-29a 0.95

BVES NM_001199563 |miR-29a 0.81

C10orf12 NM_015652 miR-155 0.51

C100rf18 NM_017782 miR-142-3p 0.91

C100rf26 NM_001083913 [miR-29a 0.93

C100rf46 NM_153810 miR-155 0.68

C11orf30 NM_020193 miR-29a 0.83

Cllorf4l NM_012194 miR-29b 0.89

Cllorf57 NM_001082969 |miR-29a 0.9

Cllorf87 NM_207645 miR-29a 0.89

C130rf23 NM_025138 miR-29b 0.82

Cl40rf43 NM_001043318 |miR-29a 0.81

Ci5orf27 NM_152335 miR-29a 0.57

C160rf70 NM_025187 miR-142-3p 0.77

C16o0rf72 NM_014117 miR-29b 0.99

C160rf88 NM_001012991 |miR-29a 0.94

C170rf103 NM_152914 miR-125b 0.52

C18orfl NM_001003674 |miR-29a 0.83

C18orf25 NM_001008239 [miR-142-3p 0.83

C18orf42 NM_001145194 |miR-29a 0.68

C18orf62 NM_001037331 |miR-29b 0.85

C19orf22 NM_138774 miR-29a 0.83

C190rf39 NM_175871 miR-125b 0.59

C19orf54 NM_198476 miR-125b 0.74

C19orf6 NM_001033026 |miR-29a 0.7

Clorf130 NM_001010980 |miR-29a 0.88

Clorfl44 NM_001114600 [miR-125b 0.89

Clorf183 NM_019099 miR-155 0.53

Clorf21 NM_030806 miR-29b 0.81

Clorf212 NM_001164824 |miR-29a 0.83

Clorf9 NM_014283 miR-142-3p 0.63

Clorf96 NM_145257 miR-29a 0.72

c1QL2 NM_182528 miR-155 0.53

C1QTNF6 NM_031910 miR-29b 0.96

C20orf11 NM_017896 miR-29a 0.83

C200rf112 NM_080616 miR-142-3p, miR29a 0.63 0.83

C200rf194 NM_001009984 |miR-142-3p 0.97

C21orfo1 NM_001100420 |miR-29a 0.79

C20rf88 NM_001042519 [miR-29a 0.94

C3orf18 NM_001171740 [miR-155 0.55

C4orf32 NM_152400 miR-142-3p, miR29a 0.56 0.87

Cb5orf13 NM_001142474 [miR-29b 0.89

Cb5orf15 NM_020199 miR-29a 0.58

Cb5orf24 NM_001135586 |miR-29a 0.54

C60rf168 NM_032511 miR-29b 0.98

Cé6orf204 NM_001042475 |miR-29a 0.93
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Cé6orf47 NM_021184 miR-125b, miR142-3p (0.96 0.58

C7orf60 NM_152556 miR-29a 0.85

C9orf5 NM_032012 miR-155 0.55

C9orf69 NM_152833 miR-155, miR29a 0.55 0.83

C9orf7 NM_001135775 [miR-29b 0.79

C9orf72 NM_018325 miR-142-3p 0.77

C90rf86 NM_001173988 [miR-125b 0.94

CA2 NM_000067 miR-29b 0.51

CA5SB NM_007220 miR-142-3p 0.67

CACNALC NM_000719 miR-155 0.55

CACNB2 NM_000724 miR-125b 0.55

CACNG4 NM_014405 miR-29b 0.7

CALCR NM_001164737 |miR-29a 0.92

CALM3 NM_005184 miR-29a 0.92

CALU NM_001130674 |miR-29a 0.76

CAMK1D NM_153498 miR-29b 0.83

CAMK2G NM_001204492 [miR-29b 0.89

CAMKK2 NM_006549 miR-29a 0.93

CAMSAP1 NM_015447 miR-126 0.56

CAMSAP1L1 [NM_203459 miR-29b 0.5

CAMTAL NM_015215 miR-29a 0.78

CANX NM_001024649 |miR-29a 0.84

CAPN7 NM_014296 miR-29a 0.83

CAPRIN1 NM_203364 miR-29a 0.58

CARD11 NM_032415 miR-155 0.55

CARHSP1 NM_001042476 [miR-155 0.55

CASK NM_001126054 [miR-142-3p 0.87

CASP2 NM_001224 miR-125b 0.96

CASP7 NM_001227 miR-29a 0.8

CASZ1 NM_001079843 [miR-142-3p 0.64

CAV2 NM_001206747 [miR-29b 0.83

CBL NM_005188 miR-155 0.68

CBLL1 NM_024814 miR-125b 0.66

CBX1 NM_001127228 |miR-29a 0.75

CBX2 NM_005189 miR-29a 0.81

CBX5 NM_001127321 [miR-223, miR29b 0.56 0.99

CBX6 NM_014292 miR-29b

CCDC117 NM_173510 miR-29a 0.92

CCDC28B NM_024296 miR-29b 0.92

CCDC50 NM_174908 miR-29a 0.67

CCDC6 NM_005436 miR-142-3p 0.95

CCDC85C NM_001144995 [miR-223 0.5

CCDCB88A NM_001135597 [miR-142-3p, miR29a 0.72 0.86

CCND1 NM_053056 miR-155 0.54

CCND2 NM_001759 miR-29a 0.76

CCNJ NM_001134375 [miR-142-3p 0.81

CCNL2 NM_030937 miR-29a 0.93

CCNT2 NM_001241 miR-142-3p, miR29b 0.84 0.83

CCNYL1 NM_001142300 [miR-29b 0.83
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CD274 NM_014143 miR-155 0.57

CD276 NM_001024736 |miR-29a 0.82

CcD84 NM_001184879 |[miR-142-3p 0.73

CD8A NM_001145873 [miR-142-3p 0.59

CD99L2 NM_001184808 |miR-155 0.55

CDC42BPA |NM_003607 miR-29a 0.83

CDC42SE1 |NM_001038707 |miR-125b 0.95

CDC7 NM_001134419 [miR-29a 0.76

CDH5 NM_001795 miR-125b 0.97

CDK19 NM_015076 miR-125b 0.61

CDK®6 NM_001145306 [miR-29a >0.99

CDKL2 NM_003948 miR-29a 0.75

CDSs2 NM_003818 miR-125b 0.73

CEACAM1 NM_001024912 |miR-29a 0.68

CEBPB NM_005194 miR-155 0.65

CELF2 NM_001025076 |miR-29a 0.8

CELF6 NM_001172684 [miR-29b 0.75

CELSR2 NM_001408 miR-125b 0.65

CEP68 NM_015147 miR-29b 0.83

CEP97 NM_024548 miR-29a 0.88

CFL2 NM_021914 miR-142-3p 0.68

CHCHD7 NM_001011667 [miR-155 0.55

CHFR NM_001161344 |miR-29a 0.83

CHIC2 NM_012110 miR-29a 0.79

CHMP6 NM_024591 miR-29a 0.77

CHRNE NM_000080 miR-142-3p 0.77

CHSY1 NM_014918 miR-29a 0.81

Eﬁ#’g“ NM_001202558 |miR-1423p 0.83

CITA NM_000246 miR-142-3p 0.74

CILP2 NM_153221 miR-29a 0.83

CLCC1 NM_001048210 [miR-142-3p 0.56

CLCN5 NM_000084 miR-142-3p, miR29a 0.72 > 0.99

CLDN1 NM_021101 miR-29a 0.82

CLDN12 NM_001185072 [miR-125b 0.52

CLEC2L NM_001080511 [miR-29b 0.95

CLEC3A NM_005752 miR-29a 0.84

CLIC4 NM_013943 miR-142-3p 0.82

CLMN NM_024734 miR-29a 0.94

CLSTN1 NM_001009566 [miR-223 0.52

CMPK1 NM_001136140 [miR-29a 0.64

CNNM1 NM_020348 miR-125b 0.66

CNOT6 NM_015455 miR-29a 0.73

CNOTS8 NM_004779 miR-29b 0.53

CNR1 NM_001160226 [miR-29b 0.83

COG4 NM_001195139 [miR-142-3p 0.77

COL11A1 NM_001190709 [miR-29a 0.93

COL15A1 NM_001855 miR-29b 0.92

COL16A1 NM_001856 miR-29a 0.76

COL19A1 NM_001858 miR-29a 0.99
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COL1A1 NM_000088 miR-29a >0.99

COL1A2 NM_000089 miR-29a 0.96

COL21A1 NM_030820 miR-29a 0.79

COL22A1 NM_152888 miR-29a 0.9

COL24A1 NM_152890 miR-142-3p, miR29a 0.75 0.77

COL2A1 NM_001844 miR-29b 0.9

COL3A1 NM_000090 miR-29b 0.98

COL4A1 NM_001845 miR-29b 0.99

COL4A2 NM_001846 miR-29a 0.83

COL4A3 NM_000091 miR-29a 0.97

COL4A4 NM_000092 miR-29a 0.97

COL4A5 NM_000495 miR-29b

COL4A6 NM_001847 miR-29b 0.92

COL5A1 NM_000093 miR-29a >0.99

COL5A2 NM_000393 miR-29a > 0.99

COL5A3 NM_015719 miR-29a >0.99

COL6A2 NM_001849 miR-29a 0.83

COL6A3 NM_004369 miR-29a 0.92

COLG6A6 NM_001102608 |miR-29a 0.6

COL7A1 NM_000094 miR-29b 0.97

COMMD2 NM_016094 miR-29a 0.87

COPG NM_016128 miR-142-3p 0.82

COPS3 NM_001199125 [miR-155 0.55

CORO2B NM_001190456 [miR-125b 0.56

CORO6 NM_032854 miR-29a 0.76

CPEB2 NM_001177381 [miR-142-3p 0.78

CPM NM_001005502 [miR-125b 0.64

CPsS1 NM_001122633 |miR-29a 0.79

CPSF6 NM_007007 miR-125b 0.97

CPSF7 NM_001136040 |miR-29a 0.82

CPT2 NM_000098 miR-29a 0.83

CRAMP1L NM_020825 miR-125b 0.53

CREB1 NM_004379 miR-155 0.58

CREBS5 NM_001011666 |miR-29a 0.83

CREBZF NM_001039618 [miR-223 0.52

CRISPLD1 NM_031461 miR-29a 0.83

CRK NM_005206 miR-126, miR142-3p 0.55 0.81

CRTAM NM_019604 miR-142-3p 0.83

CSDA NM_001145426 |miR-29a 0.9

CSF1R NM_005211 miR-155 0.55

CSF2RB NM_000395 miR-155 0.52

CSNK1G1 NM_022048 miR-223, miR29a 0.52 0.67

CSNK2A1 NM_001895 miR-125b 0.79

CSPG4 NM_001897 miR-29a 0.68

CSRNP2 NM_030809 miR-29a 0.83

CTC1 NM_025099 miR-29a 0.92

CTNNBIP1 |NM_001012329 |miR-29a 0.83

CTNND1 NM_001085458 [miR-142-3p, miR29a 0.82 0.83

CTSL2 NM_001201575 |[miR-223 0.58
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CTTN NM_005231 miR-142-3p 0.86

CUEDC1 NM_017949 miR-29a 0.79

CUL5 NM_003478 miR-142-3p 0.64

CuXx1 NM_001202543 [miR-142-3p, miR155 0.75 0.58

CX3CL1 NM_002996 miR-29a 0.94

CYCS NM_018947 miR-29b 0.8

CYTH1 NM_004762 miR-125b 0.96

CYTHS3 NM_004227 miR-29a 0.78

DAAM2 NM_001201427 |miR-29a 0.82

DAB2IP NM_032552 miR-29a 0.83

DBT NM_001918 miR-29a 0.83

DCAF12 NM_015397 miR-29a 0.94

DCAF5 NM_003861 miR-29b 0.83

DCAF7 NM_005828 miR-29a 0.83

DCLK3 NM_033403 miR-29a 0.81

DCP2 NM_001242377 |miR-29a 0.86

DCUN1D3 NM_173475 miR-155 0.55

DCUN1D4 NM_001040402 |miR-142-3p, miR29a 0.86 0.9

DCUN1D5 NM_032299 miR-29a 0.7

DCX NM_000555 miR-29a 0.84

DDX39B NM_004640 miR-142-3p 0.82

DDX3X NM_001193416 |miR-29a 0.89

DDX42 NM_007372 miR-125b 0.67

DDX46 NM_014829 miR-29a 0.83

DEDD NM_001039711 |miR-29a 0.81

DEF8 NM_001242816 |miR-29a 0.8

DENND1B NM_001195215 |miR-29a 0.83

DENND5B NM_144973 miR-223 0.64

DGKB NM_004080 miR-155 0.55

DGKD NM_003648 miR-29a 0.93

DHTKD1 NM_018706 miR-29a 0.79

DIABLO NM_019887 miR-29a 0.61

DICER1 NM_001195573 |miR-29a 0.92

DIO2 NM_000793 miR-29a 0.9

DIP2B NM_173602 miR-29a 0.8

DIP2C NM_014974 miR-126, miR29a 0.55 0.8

DIRC2 NM_032839 miR-142-3p 0.83

DLG2 NM_001142699 |miR-29a >0.99

DLGAP1 NM_001003809 [miR-29b 0.68

DLGAP2 NM_004745 miR-29b 0.99

DMTF1 NM_001142326 [miR-142-3p 0.64

DNAJB1 NM_006145 miR-155 0.54

DNAJB11 NM_016306 miR-29a 0.78

DNAL1 NM_001201366 [miR-125b, miR29a |0.57 0.97

DNM3 NM_001136127 |miR-29a 0.72

DNMT3A NM_022552 miR-29a 0.8

DNMT3B NM_001207055 |miR-29a 0.94

DOK®6 NM_152721 miR-155 0.58

DOLPP1 NM_001135917 |miR-29a 0.82
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DOT1L NM_032482 miR-29b

DPF1 NM_001135155 |miR-29a 0.63

DPP4 NM_001935 miR-29a 0.9

DPP9 NM_139159 miR-125b 0.9

DPYSL2 NM_001197293 |miR-29a 0.81

DPYSL5 NM_020134 miR-29a 0.92

DRAM2 NM_178454 miR-125b 0.88

DRD1 NM_000794 miR-29a 0.83

DRP2 NM_001171184 |miR-29a 0.83

DSC2 NM_004949 miR-29a 0.63

DSEL NM_032160 miR-223 0.5

DTWD2 NM_173666 miR-29a 0.91

DTX4 NM_015177 miR-29a 0.91

DUSP2 NM_004418 miR-29a 0.83

DVL3 NM_004423 miR-125b 0.82

DYNCL1LI2 NM_006141 miR-142-3p 0.76

DYNLT1 NM_006519 miR-29b 0.93

DYNLT3 NM_006520 miR-125b 0.63

E2F2 NM_004091 miR-155 0.68

E2F7 NM_203394 miR-29a 0.94

EDC3 NM_001142443 |miR-29a 0.96

EDEM3 NM_025191 miR-142-3p 0.82

EFHD2 NM_024329 miR-126 0.56

EFNA5 NM_001962 miR-29a 0.9

EGFL7 NM_016215 miR-126 0.55

EGR2 NM_000399 miR-142-3p 0.77

EHD1 NM_006795 miR-155 0.55

EHD2 NM_014601 miR-29a 0.91

EHF NM_001206615 [miR-142-3p, miR155 0.83 0.55

EIF2C2 NM_001164623 [miR-125b 0.68

EIF2S2 NM_003908 miR-29b 0.8

EIF4E3 NM_001134649 [miR-223 0.61

EIF5A2 NM_020390 miR-125b 0.92

ELF2 NM_006874 miR-29a 0.89

ELK4 NM_001973 miR-223 0.57

ELL2 NM_012081 miR-223, miR29a 0.52 0.76

ELMO2 NM_133171 miR-29a 0.78

ELN NM_000501 miR-29b

ELOVL4 NM_022726 miR-29a 0.77

EML4 NM_001145076 [miR-142-3p, miR29a 0.96 0.83

EML5 NM_183387 miR-29b 0.83

EML6 NM_001039753 |miR-29a 0.94

EMP1 NM_001423 miR-29a 0.94

EMP2 NM_001424 miR-155, miR29a 0.55 0.56

EN1 NM_001426 miR-29a 0.83

ENAH NM_001008493 |miR-29a 0.83

ENHO NM_198573 miR-29a 0.83

ENTPD1 NM_001098175 [miR-125b 0.6

ENTPD4 NM_001128930 [miR-125b 0.92
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ENTPD7 NM_020354 miR-155, miR29b 0.54 0.94

EPHA10 NM_001099439 [miR-29b 0.94

EPHB3 NM_004443 miR-29a 0.62

EPN1 NM_001130071 [miR-142-3p 0.78

EPS15 NM_001159969 |miR-29a 0.79

ERC1 NM_178039 miR-142-3p, miR29b 0.85 0.94

ERCC6 NM_000124 miR-29a 0.83

ERG NM_001136154 [miR-142-3p 0.83

ERLIN2 NM_007175 miR-29a 0.92

ERP44 NM_015051 miR-29b 0.94

ETNK2 NM_018208 miR-155 0.55

ETS1 NM_001143820 [miR-155 0.64

ETV4 NM_001079675 |miR-29a 0.82

ETV6 NM_001987 miR-29a 0.93

EYA2 NM_005244 miR-155 0.52

EYA3 NM_001990 miR-223 0.67

F11R NM_016946 miR-29a 0.94

F3 NM_001178096 [miR-223 0.52

FAM105B NM_138348 miR-29a 0.59

FAM114A1 |NM_138389 miR-142-3p 0.97

FAM116A NM_152678 miR-29a 0.83

FAM118A NM_001104595 [miR-125b 0.86

FAM123B NM_152424 miR-29a 0.89

FAM124A NM_001242312 |miR-29a 0.81

FAM126B NM_173822 miR-29b 0.78

FAM127A NM_001078171 [miR-142-3p 0.72

FAM131B NM_001031690 |miR-29a 0.75

FAM134A NM_024293 miR-125b 0.97

FAM136A NM_032822 miR-29a 0.88

FAM13B NM_001101800 [miR-29a 0.71

FAM167A NM_053279 miR-29a 0.83

FAM168B NM_001009993 [miR-29a 0.96

FAM174B NM_207446 miR-125b 0.66

FAM176A NM_001135032 |miR-29a 0.57

FAM176B NM_018166 miR-29a 0.72

FAM190B NM_018999 miR-155, miR29a 0.5 0.54

FAM193B NM_001190946 |miR-29a 0.92

FAM199X NM_207318 miR-223 0.59

FAM46A NM_017633 miR-125b 0.54

FAM53C NM_001135647 [miR-29b 0.68

FAM57B NM_031478 miR-29a 0.92

FAM65B NM_014722 miR-125b, miR29a  (0.87 0.82

FAM70A NM_001104544 |miR-29b 0.58

FAT4 NM_024582 miR-125b 0.65

FBN1 NM_000138 miR-29a >0.99

FBRS NM_001105079 |miR-29a 0.83

FBXL18 NM_024963 miR-29a 0.94

FBXL20 NM_001184906 |miR-29a 0.83

FBX021 NM_015002 miR-142-3p 0.82
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FBXO33 NM_203301 miR-126 0.55

FBX0O41 NM_001080410 |miR-29a 0.61

FBX045 NM_001105573 [miR-142-3p 0.77

FBXW2 NM_012164 miR-29a 0.99

FBXW7 NM_001013415 [miR-223, miR29a 0.87 0.89

FBXW9 NM_032301 miR-29b 0.83

FCHSD1 NM_033449 miR-29b 0.87

FEM1B NM_015322 miR-29a 0.65

FGA NM_000508 miR-29a 0.92

FGD4 NM_139241 miR-29a 0.94

FGF7 NM_002009 miR-155 0.85

FGF9 NM_002010 miR-155 0.59

FIGN NM_018086 miR-29a 0.82

FIGNL2 NM_001013690 [miR-223 0.52

FKBP4 NM_002014 miR-29a 0.75

FLJ36031 NM_175884 miR-125b 0.83

FLVCR1 NM_014053 miR-142-3p 0.82

FMN1 NM_001103184 |miR-29a 0.94

FMNL2 NM_052905 miR-142-3p 0.7

FNDC3A NM_001079673 [miR-142-3p 0.81

FNDC3B NM_001135095 [miR-125b 0.91

FNDC5 NM_001171940 |miR-29a 0.67

FNTB NM_002028 miR-142-3p 0.83

FOS NM_005252 miR-29a 0.71

FOXJ2 NM_018416 miR-29a 0.86

FOXK1 NM_001037165 [miR-155 0.5

FOXN3 NM_001085471 |miR-29a 0.83

FOXO1 NM_002015 miR-142-3p 0.74

FOXO3 NM_001455 miR-29b 0.83

FOX0O4 NM_001170931 [miR-142-3p, miR29a 0.85 0.69

FRAS1 NM_025074 miR-29b 0.83

FRAT2 NM_012083 miR-29a 0.93

FREM1 NM_001177704 |miR-29a 0.77

FREM2 NM_207361 miR-29a 0.97

FRMD4A NM_018027 miR-223, miR29a 0.61 0.94

FSTL1 NM_007085 miR-29a 0.94

FZD4 NM_012193 miR-29a 0.82

FZD5 NM_003468 miR-155 0.57

G6PC NM_000151 miR-29a 0.83

GAB1 NM_002039 miR-142-3p, miR29a 0.83 0.83

GAB3 NM_001081573 [miR-155 0.55

GALNT7 NM_017423 miR-125b 0.9

GAS7 NM_001130831 |miR-29a 0.92

GCC2 NM_181453 miR-29a 0.63

GCSH NM_004483 miR-29a 0.74

GDF6 NM_001001557 [miR-155 0.55

GDNF NM_000514 miR-125b 0.68

GFAP NM_001242376 [miR-142-3p 0.66

GFI1 NM_001127215 [miR-142-3p 0.8
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GGAl NM_001001560 |miR-29a 0.81

GGCT NM_001199815 [miR-29a 0.65

GLIS2 NM_032575 miR-29a 0.89

GLIS3 NM_001042413 |miR-29a 0.78

GLS NM_014905 miR-125b 0.71

GLTP NM_016433 miR-125b 0.63

GMFB NM_004124 miR-29a 0.76

GNA13 NM_006572 miR-126, miR29b 0.56 0.74

GNAQ NM_002072 miR-142-3p 0.85

GNB2 NM_005273 miR-142-3p 0.84

GNB4 NM_021629 miR-29a 0.83

GNG12 NM_018841 miR-29b 0.91

GNG2 NM_053064 miR-29a 0.83

GNS NM_002076 miR-29a 0.73

GOLGA1 NM_002077 miR-142-3p 0.69

GPAM NM_020918 miR-29a 0.79

GPATCH2 NM_018040 miR-29a 0.92

GPATCHS8 NM_001002909 [miR-125b 0.56

GPCPD1 NM_019593 miR-142-3p, miR29a 0.71 0.93

GPI NM_000175 miR-29a 0.81

GPR153 NM_207370 miR-125b 0.56

GPR85 NM_001146265 [miR-142-3p, miR29b 0.62 0.94

GPX7 NM_015696 miR-29b 0.82

GRAMD4 NM_015124 miR-223 0.52

GRHL1 NM_198182 miR-125b 0.71

GRIP1 NM_001178074 |miR-29a 0.88

GRM4 NM_000841 miR-29a 0.83

GRPEL2 NM_152407 miR-29b 0.68

GRSF1 NM_001098477 [miR-125b 0.91

GSK3B NM_001146156 [miR-155, miR29a 0.55 0.83

GSTA4 NM_001512 miR-29a 0.78

GTF2A1 NM_015859 miR-142-3p 0.75

GTPBP2 NM_019096 miR-29a 0.94

GXYLT2 NM_001080393 |miR-29a 0.54

H2AFY NM_001040158 |miR-29a 0.73

HAPLN1 NM_001884 miR-125b, miR29a  |0.89 0.8

HAPLN2 NM_021817 miR-155 0.54

HAS3 NM_001199280 [miR-29b 0.84

HBEGF NM_001945 miR-29a 0.89

HBP1 NM_012257 miR-29b 0.89

HDAC4 NM_006037 miR-29b 0.83

HDGF NM_001126050 |miR-29a 0.93

HECTD1 NM_015382 miR-142-3p 0.8

HELZ NM_014877 miR-29a 0.83

HGS NM_004712 miR-142-3p 0.74

HHEX NM_002729 miR-223 0.51

HIATL1 NM_032558 miR-125b, miR29a  [0.5 0.83

HIF3A NM_022462 miR-29a > 0.99

HINFP NM_015517 miR-125b 0.67


















































































