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TABLE  S1.  Details  of  the  top  10  CpG  sites  used  as  features  in  the  best  performing  minimalistic  model,
including the summary test statistic for the DMR(stat), mean difference in M-values across the DMR (diff), p-
value for the DMR before any correction for multiple testing (rawpval), and FDR-adjusted p-value using the
Benjamini-Hochberg method (fdr), along with the genomic co-ordinates and overlapping genes (if any)

DMR
Statistical parameters Genomic Co-ordinates and Overlapping Gene Information

stat diff rawpval fdr chr pos strand UCSC-RefGene-Name UCSC-RefGene-Accession UCSC-RefGene-Group

cg00702837 -7.8553132 -0.2392556 4.41E-12 1.48E-10 chr1 46090494 - CCDC17 NM-001114938 TSS1500
cg19045284 -5.3743876 -0.2374391 4.95E-07 2.21E-06 chr2 26572101 + SELI NM-033505 Body
cg09991426 -7.603319 -0.2511719 1.53E-11 3.41E-10 chr2 83316213 + - - -
cg06672958 -10.120889 -0.2268153 4.85E-17 3.25E-15 chr5 106830972 + EFNA5 NM-001962 Body
cg10093438 -7.0258164 -0.2315154 2.54E-10 3.40E-09 chr7 138089004 - - - -
cg11523381 -6.3814464 -0.1777731 5.37E-09 4.50E-08 chr11 63751153 - - - -
cg18275339 -6.1698024 -0.2855646 1.43E-08 1.06E-07 chr11 91760338 + - - -
cg26199225 -7.0466065 -0.1897635 2.30E-10 3.40E-09 chr14 100673716 - - - -
cg21387117 -6.8195749 -0.1653235 6.82E-10 6.52E-09 chr17 3288348 - - - -
cg09614762 -6.8631874 -0.176285 5.54E-10 6.18E-09 chrX 65038012 - - - -
Stat represents the mean or combined test statistic for all CpGs in the region, often derived from moderated t-statistics from the underlying linear modelling;
diff represents the average methylation difference between the two groups, where Positive values → Hypermethylation & Negative values → Hypomethylation;
rawpval represents the original/uncorrected p-value for the DMR before any correction for multiple testing, where lower values indicate stronger evidence of
differential methylation; fdr represents the False Discovery Rate (FDR)-adjusted p-value using the Benjamini-Hochberg method, used to assess statistical
significance of DMRs while controlling for multiple comparisons; chr is the chromosome number; pos is the genomic location.
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