>
@
(@]

§ - Differential methylation
NI 8

N N S ~

[ o & o © bs

© © e i)

2 85 g S

@- @ . T 3

“~— “ © “

= = = = <f

% & i T _E

= s = =t

1 4 16 64 256 1024 N 4 16 64 256 1024 Y1 4 16 64 256 1024
MePM of replicate 1 MePM of replicate 1 MePM of WBC

Chr9: 21,964,500-21,976,500 1kb

CDKN2A
——] < < - < < < <K
—= % i2 r i1 ——
HePG2 |[°'"’°1 ' 4
Hela |[0-180)
| | L

WBCs [0~

Figure S4. MCTA-Seq reproducibility and differential methylation.

(A, B) Comparison of methylation profiles between technical replicates
of WBCs (A) and HePG2 cells (B) shows high reproducibility of MCTA-Seq.
(C) Comparison of methylation profiles between WBCs and HePG2 cells
shows differential methylation between two cell types.

(D) The genomic region of the CDKN2A gene contains 4 CpG islands,
including one promoter CGI (p), two intragenic CGls (i1 and i2) and one
intergenic CGI. The intragenic CGl il contains one CGCGCGG tandem and
i2 contains two CGCGCGG tandems (red and green triangles indicate the
CGCGCGG tandems positioned at the forward and the reverse strands,
respectively), whereas there are no CGCGCGG tandems in the promoter

and the intergenic CGls.



