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Syn.

Missense
Splice site
Nonsense

BRAF

NRAS

TP53
CDKN2A
ZNF99
STK19
OXA1L
ANKRD20A4

A
HIST1H2AA
PSG4
AGXT2
NRK
HHLA2
HBD
CDH9
NAP1L2
GML
VEGFC
MKX
ARL16
TRAT1
NMS
EMG1

TPTE2
CRH

ACD
DEFB112
EIF3D
GNAI2
OR4N4
ZNF595
LRRC37A3
KIAA1257
CTNNBH1
CYLC2
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double_null
indel+null
transver
A->G
(A/G)p*C->T
(C/Mp*C->T
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O Frame shift
O In frame indel
B Other non syn.
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