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CABIN1
ZBTB46
LOC647979
NECAB3
ZNF578
CACNA1A
DNMT1
ZNF396
EMILIN2
FAM20A
AC108004.3,C17orf97
ZFP90
CMTM3
SIAH1
RGMA
FAM174B
RASGRF1
SORD
RP11−489D6.2,RYR3
NRL,PCK2
FGF14
N4BP2L1
C12orf42_reg2
C12orf42
ST8SIA1
CACNA1C−AS1
CACNA1C
OPCML_reg3
OPCML_reg2
OPCML
GRIK4
ZC3H12C
PAK1
ACCS
INSC
CYB5R2
KCNQ1
FAM196A
FGF8
AIFM2
JMJD1C,JMJD1C−AS1
RASGEF1A
ARMC3
FRMD3_reg2
DCAF10
GLIS3,RP11−358M14.2
SLC45A4,DENND3
ZFAT
PKIA
DLGAP2_reg3
DLGAP2
DLGAP2,AF067845.1
AGBL3
CCDC71L
EFCAB10
EMID2
HECW1
NPY
AC005281.2,SCIN
THSD7A
AIM1
MOCS1
CD83
SNCB_reg2
SNCB
FGF18
PURA
RP11−138J23.1,NUDT12
NUDT12
CTD−2154I11.2,RHOBTB3
PDE4D,RP11−266N13.2
FAM149A
SFRP2
BANK1
GRID2,RP11−9B6.1
STX18−AS1
SH3BP2
RP11−1191J2.5,PDE6B
MFI2−AS1
FGF12
MCCC1
RPN1,C3orf27
GADL1
RARB
ZNF385D
SPHKAP
DOCK10
MGC10955,TET3
EGR4
TMEM17
TMEM247
CACNA1E,RP11−380B22.1_reg2
CACNA1E,RP11−380B22.1
IL12RB2
CYP2J2
TTC39A
AGO1
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HIC2_CpG:128
ADAMTS1_CpG:157
RASSF2_CpG:96
CACNA1G_CpG:249
SOCS1_CpG:202
CRABP1_CpG:36
THBS1_CpG:109
CHFR_CpG:91
MGMT_CpG:75
CDKN2A_CpG:176
CDKN2A_CpG:63
DUSP26_CpG:58
IGFBP3_CpG:139
ELMO1_CpG:135
HAND1_CpG:145
NEUROG1_CpG:143
LOX_CpG:136
EDIL3_CpG:111
EDIL3_CpG:25
STOX2_CpG:197
MLH1_CpG:93
PRDM2_CpG:109
PRDM2_CpG:84
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