Suppl. Fig. 2. Significant correlation between SFRP1 (r=-0.688, p=0.001) and SFRP2 (r= -0.657, p=0.002) mRNA expression and methylation. Tissue origin of cell lines

is specified in Suppl. table 4. NC, normal colon; NE, normal endometrium; T, 5-aza-CdR and TSA treated cell line (without T, untreated).

RNA expression (RMA normalized)

SFRP1
Es2
30 O
NE
o
2,00
NE
=]
AN3CA
1,004
A
o
o
00— ANICAT
AN3CATSKOWAT
NG
Bskowa 1 HCTHE T
o HCT116 T o
HETH
-1,00 HEC59 © o CTHET
RKOT o RKO
o ZrioT HCTIE
HCT118
2,00
T T T T T I T
0o 20 40 &0 ali} 1,00 1,20

DNA methylation (Dm)

RNA expression (RMA normalized)

SFRP2

6,00

4,00

2,00

00

NC

HE
SKOM3 T 5k0ha o CAT HCTIE  HESSS
. O o
Es2 o HeTigT & R o
0o ORKOD O
Skova T OANICATOO RKD
HCTHS T HCTHS T ANICA
T T T T T T
00 20 40 &0 B0 1,00

DNA methylation (Dm)




