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Supplementary Figure 1. Overview of methylation driven genes in cervical cancer. 
(A) Representative distribution map of MDGs, reflecting the distribution of methylation values. (B) Heat map of 20 methylation driven genes in cervical cancer. (C) Infiltration levels of 22 cell subsets among different methylation-driven subtypes. 
[image: S2]Supplementary Figure 2. In vitro assays. 
(A) The expression of ACSL1 of cell line (HaCaT，HeLa，SiHa，Caski) were detected by qRT-PCR. (B) Measurement of transfection efficiency. (C) The proliferation of Caski cells was examined by CCK-8 assay.
[bookmark: _GoBack][image: table 1]Table S1. Methylation driven genes in cervical cancer.
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image3.tiff
PDX1 0161 0436 1434 0.003 0421 0.000
CYP4F11 0.585 0.380 0621 0.004 0506 0.000
AcsL1 0.226 0121 0.904 0.004 0376 0.000
MAL 0.160 0.399 1316 0.004 0472 0.000
TSTD1 0.680 0.430 0659 0.004 0.413 0.000
TM4SF1 0.582 0.362 0688 0.005 0564 0.000
KLHDCTA 0.594 0372 0675 0.005 0477 0.000
KCNN2 0104 0.507 2280 0.005 0.442 0.000
RAB2S 0.617 0.364 0.760 0.006 0.488 0.000
2NF502 0115 0.396 1.788 0.01 0.797 0.000
FAM117A 0.062 0.108 0.808 0.019 0414 0.000
MYEF2 0.305 0528 0.789 0.020 0626 0.000
PFAV1 0.338 0.563 0734 0.030 0492 0.000

MUC20 0.643 0.404 0.669 0.037 0652 0.000





