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Supplementary Figure S2
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Supplementary Figure S3

A
Scale 500 bases} :
chrs: 1121015001 1121020001
APC
CpG Island ch
HumanMethylation27 )
’ Probes ee0e © @ ®
122 +15 +131 +214 +488
B

[[l\

—
I = il
g T | Fﬁﬂ:ﬂm lllﬂllﬂﬂlrﬂmmﬁmm m

a

2

A 53

l_

1S

S 15 0.50
&= 033
3 +131 0.33
= 0.00
5 +214 e
ke 033
B +488 e



Supplementary Figure S4
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Supplementary Figure S5
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Supplementary Figure S6
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Supplementary Figure S7
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Supplementary Figure S7
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