A

B
Correlation bet thylati d . . .
m(r){ﬁleAaéggresesvigenen retvetonan Methylation difference in each cancer
DE{0 0 0 O 00000 0:05000 00 SLC25A151 0 O O o 0 o o) O FDT)m
o 0.
GCDH10 0 000 o (000000000000 0coo0o ) Speaman cor, TIMMB8A A o o o o0 o O (0] 0 0001
QIRM1{0 0000 00000 000000000000000°000 B ALDH3A2{ 0 -0 O 0 O o O o o OOOO 0 <=0.0001
Tmea-0 Q0 00 0QO0 000000000000 000005040 0 IDE 0 0 o o O Oo
POLRIT{0 0 00 © 0000 00@000°000000000 oco M. _ POLRMTy O 0 o] 0 O| FDR
LEM10Q000000000000000090000000000¢00 FDR -é LETM21 O O 0 0 ° 0 <=0.05
sLe2sa151Q 0 Q0 0Q 0 0000000000000 00000 0o 0 <00 > GCDH1 0 o 0 ° 0o
>0.05 2 .
65210000 0Q0Q00000000°00000000: 00 +00 OSBPL1A1 O O O ° 0 @00 Meth¥-d|ﬁ(T'N)
0s8rL1IA10 0Q 0 0Qo00Q00Q0000000Q00000000 00 '-;DFZ_OS FKBP101 0 O 0 ot O 00 °© 00 .
0 001 QTRT1' o o o o o O O 0
a0 @O0000 0000000 °0000000000000000000 ARMC1 0 0 0 0 0 0 o o o o 0
0 <=0.0001
RIc2- QO@O0 0 0@000000QQo000000000000 ° GLSZ-O 0 o O é O O O
10000000 000000000000000 000000000 - o —— — o,
EEEEXT T RRS R R VT IR EEERTRELET: FEES LI ESL P IIFF
Cancertype Cancer type
. : . -Log10(FDR
Correlations of CNV with mRNA expression 910(FDR)
o 1
GCDH 0000000 0000000000Q00QO| o o005
SLC25A15- 0 o 0000 00000000000 000Q| o oo
LETM2 1 ©0°0500000:00000°00000000Q00 20-032)001
<=0,
ALDH3A2 0000 000:Q00000000000000
_ POLRMT- ©0000000°000000000000000 _
_éOSBPUA- 00000 0000:00-00000000000 -p1 :
& QTR 0o 0000 0000000000000Q0
IDE A o 000000000000 0O0OCOCO0OO00O"000O 0
GLS21 o o oo o (o) oo 000
FKBP10 - o o 0O o o o0 o0 . -1
TIMMBA 4 o (o) o 0O 00O oo o O o o
ARMCX2 - -0 0 0 o o| FDR
T T T T T T T T T o <=0'05
\“ @ v R o o s\ O 3 0 @ 0 o 0 N »
%» RIE \L\?‘ GINY v?\& @ LEFLE \>\>\ {S’Y\é e VoN P 00 >0.05
Cancertype
SNV percentage heatmap
DO DD DB O N PO S
(\/‘r"\(\b‘0 (\/bso rbq\(\q/'\ /"3/\0 @ /b"\ /Q?J (\(DQQ’GS\ (\’/(b% b‘Q (1) 031/\ //cb()/\ ,/'<\(b Q/,'\Q()/ ‘b@«rﬂ) 6{1@0%‘&0@%/,\0\ '\q:b \ \S\%{D ('-)QQ<\//'\Cb /,\\
\\\@\@\@\\g/\@’/,,g@@\@”\@'/\\’ & \0\\0
NS FRFFLE D TN R P F O & o O -\*@fo‘*?o
FIFLLETCETELE S FEFE LS F QQ?\L\Q/\Y\ N R
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DE134 12 9 10 8 7 2 6 3 6 1 1 2 1 1 4 8 6 1.0 1 2 2 1
ARMCX2+132 6 10 5 7 14 3 6 10 7 1 0 3 4 1 0 1 10 2 2 10 1 1 1
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TMM8A1 6 1 2 1 0 2 0 1 0 O 2 2 0 0
Altered in 713 (95.83%) of 744 samples.
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