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Supplemental Table S6. GO analysis with the genes whose promoters are differentially methylated among the subtypes of MED12m-negarive uterine fibroids.
DNA methylation status Gene count Gene name GO enrichment analysis (p<0.05)
hypermethylated in subtype-1 compared to subtype-2 4 PLCE1 PAPPA2 GIMAP2 AMPD2 No significant GO terms
hypermethylated in subtype-1 compared to subtype-3 3 PLCE1 PAPPA2 GIMAP2 No significant GO terms
hypermethylated in subtype-2 compared to subtype-1 30 LRRC2 MIR23B C9orf3 MIR27B CRYM GABRR1 NFKBIL1 MYH11 NPAS4 NT5DC3 MIR24-1 TRAF3IP2 

ELFN1 COL6A3 NCEH1 BEST1 SYCN LOC387646 C6orf115 ATP8B1 STAT3 FCHO2 IGFN1 BTBD2 ELF1 
OTX1 ANKFY1 MARCH3 PCGF3 LUM

No significant GO terms

hypermethylated in subtype-2 compared to subtype-3 11 MIR23B C9orf3 MIR27B NT5DC3 KCNA4 BEST1 C6orf115 HRNBP3 CNGA3 PCGF3 LUM No significant GO terms
hypermethylated in subtype-3 compared to subtype-1 20 LRRC2 LEPREL1 MIR24-1 C9orf3 SPSB1 EP400 ELFN1 COL6A3 NCEH1 NNMT ATP8B1 STAT3 FCHO2 

IGFN1 EFNB2 SOCS2 BTBD2 MEF2D ELF1 ANKFY1
No significant GO terms

hypermethylated in subtype-3 compared to subtype-2 3 NCF2 PLA1A PCDHB7 No significant GO terms


