R e CDH1 e 100 e e s APC
1l _cJiba com cflln ol i =100 o il (ot (O
w0 a . ARRDC4 . oo e
*1ollnm -l oem 0OUN e OOEn 100N oo ol cOEE cfin ool
o0l PPARG e . TFF3 .
3 " 10el nea ool o0 00l 0epll 7 1ol HHHI Mom HHHI o [TAR
qg"_ 100 - TRAPPC2L oo —
é 52 SZ_DD,D._D.D,EII e 0w (O am I_II‘IHI_
E 100 4 —* MMP2 * 100 % PGC
= —*— - —* —*—
% 10 o (O o O ool e e e D e R
o CDKN2A ATP4B
5 100 - —* B 100 - —
sz'ﬂﬂﬂl ail Bl ] HHHI nl Hﬂﬂl *1mm ongl e cope e 0
100 RUNX2 100 - GHRL
; 0: - . RUNX3 10: PGA
5:-r—\|_|ll_\ crme oonll HI—|I|_|I ﬂ|_|I n m|_|||_|_l_ 52' Onm ml‘lﬂl ﬂl_|||_|l I’lﬂﬂl l_|l_|l|_|_l I_l,—\ﬂl_
on by amm o e o aum  body  ammm  body  amm bedy

I:\ Mild to moderate atrophy without H. pylori infection |:] Severe atrophy with H. pylori infection
[ Mild to moderate atrophy with H. pylori infection M severe atrophy without H. pylori infection

S5 Fig. Methylation patterns of 16 transitional-CpG sites analyzed depending on the level of
gastric atrophy and the status of Helicobacter pylori infection. Frequencies of overmethylated
genes were analyzed in the antrum and the body of gastric mucosa of control subjects,
patients with cancer, and patients with dysplasia. The asterisks indicate significant
differences in the overmethylation frequencies among four H. pylori—associated atrophy

groups (p < 0.05) using chi-square test.





