A COSMIC Database
Cases with Number of analyzed % of
Gene mutations GBMs mutantions
WNT2 6 922 0,650759219
WNT2B 2 922 0,21691974
WNT2B_ENST00000369686 1 902 0,110864745
WNT3 1 922 0,10845987
WNTS5B_ENST00000397196 1 902 0,110864745
WNT8A 1 922 0,10845987
WNT8B_ENST00000343737 1 902 0,110864745
WNTIA 3 922 0,32537961
WNT9B 2 922 0,21691974
WNT9B_ENST00000575372 2 902 0,22172949
WNT10A 2 922 0,21691974
WNT10B 1 922 0,10845987
WNT11 1 922 0,10845987
FZD1 3 922 0,32537961
FZD3 3 922 0,32537961
FZD5 1 922 0,10845987
FZD6 3 923 0,325027086
FZD7 1 922 0,10845987
FZD8 3 902 0,332594235
FZD9 4 922 0,433839479
FZD10 5 922 0,542299349
ASCLL 1 922 0,10845987
DVL2 2 922 0,21691974
FOXM1 5 922 0,542299349
Genes without mutations in GBMs
WNT1 0 922
WNT3A 0 922
WNT3A_ENST00000366753 0 902
WNT4 0 922
WNT4_ENST00000374655 0 902
WNTSA 0 922
WNT5B 0 922
WNTE 0 922
WNT6_ENST00000233948 0 902
WNT7A 0 922
WNT7B 0 922
WNT8B 0 922
WNT16 0 922
WNT16_ENST00000361301 0 902
FZD2 0 922
FZD4 0 922
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1= 4700 t=.2837 1=08518 1=4.042 1=1540 t=-1270 t=-1532
p=0.008313  p=004003 p=04414 p=0.008591 p=01852 p=027T18 &= 0.00001040
MK AXINT CSNKZA Myc WIF1 CTEP1 CSNKID
= 5926 t=2.989 1= 2677 16208 L= -5.076 t=-5E77 1= 07610
p=0D00T450 p=003062  p=004488  p=0003012 p=0006803 p=0003065 p=04874
CCNDY SMAD4 PPARD 1
1= 4.926 1= 8507 1= 7.183 1=-0,6801 1= 0.3868 1= 5.207
p=0006881 pe0000SO64 pe=(.0000B5Q p=(0.5226 p=0T315 P = 0003009
WNT1 CSNKTAT CTHNNEY F1 HOACT FZm
1= 4208 1= 5543 1= 4675 1= 7816 1= 4,405 1= 2547
p=00133  p=0004005 p=0006656 p=0001002 p=0.01068  p= 005957
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WNTSE, WNTG, WHTTA, WHT7H, WNTBA, WNTES, WNTGA, WST5E,

column D WHTL, WNTZ, WNTZE, WHT3, WHTIA, WNT4, WNTSA,
WHTLOA, WNTIO0B, WNT11, WNTIG ~ ges expression RNAsq -

Weich's t-test

WNT1 WNT2 WNTZE WNT3 WNT3A WHTS WNTSA WNTSE WNTE

1=-4200 t=-8.086 t=-10.12 1=1105 t= 1350 t=-11.94 t=8.866 t=-03102 t=-2380

p=001336 p=0.0008206 p=00002710 p=023281 p=0.000 p=0.00008337 p=0001762 p=0TT15 p=005781

WNTTA WNTEA WNTEE WNTSA WiTER WNT10A WNT 108 WNT11 WNT 16
124725 t=-3700 t=-4806 1=-1.705 t=-0815 t=-0.1077 1=-2320 t=-1369 = 1062 te-6.564
p=0007457 p=00173 p=0008486 p =0.1587 p=0.0002432 p=0.9103 p=007808  p=000008213p=03412 p=0.001849

cohort: TCGA lower grade glioma and glioblastoma (GBMLGG) (n=1125)
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column E: FZD1, FZDZ, FZD3, FZD4, FZDS5,
FZD6, FZD7, FZDB, FZD9, FZD10, SMO - gene
expression RNAseq - llluminaHiSeq

calumn B: sample type

ensuchc adu

Welch's t-test

FZD1
t=2547
p = 0.05857

FZDgé
t=0.2234
p=0.8329

FzD2
t=7.873
p =0.0003746

FZD7 FZD8 FZD9
t=11.55 t=-11.42 =-16.90
p=0.00001613 p=0.00001797 p=2.315e-7

FZD3
t=-0.4067
p=0.7048

FZD4
t=1.944
p=0.1212

FZD5
t=0.5511
p=0.6105

FZD10
t=-0.3254
p=0.7606

SMO
t=19.65
p = 0.000007692



