Overall genomic alterations AITL/PTCL-NOS-specific genomic alterations
. (LN, n =28) (LN, n=21)

.Ill-l Enn-=0lngn O

e $w ™ Filtering out the
DLGAP3 4% . .
DNAHS [ « m variants associated | - . -
DOCK7 - 4% W . ] ]
GNAIZ2 - 4% . Wlth CH o - -- -- _—_- -_—_ ? 1?
Gﬂ% | 322 = RHOA‘----r------
JAKZ - - pol | 7ET2 B = -
LATAS = 1% W o+2 [ [ ] |
[RP1E = o W FL;% [ | . ]
MAPK3 L 4% W vavi | | [ ]
NRG1 - 4% ARID1A - ]
PCDH17 ] 4%
PHF6 4% BCOR L o |
PIK3R1 s u €028 | 5% H
POT1 - 4% W CDHR4 [ ] 5% [l
RUNX1T1 - 4% W CHSY3 - & M
SETX - 4% M CREB3L1 ] 5%
2ZEF1 || 4% M CSMD3 o |
L e s e e e e e T e e e e R S S CTNNBI . 5%
P e 88 28 g PreeegNY s EeToserEYE o8 “Dars [ o m
Lt FFiEgaEertrgrrirsgrzageaagertzEr*rE R g DbocK? . 5% M
GNAI2 - 5%
GRID2 5%
LAMAZ 5% M
MAPK3 5%
NRGT - 5%
PCDH17 - 5% [l
PIK3R1 | ] 5% [l
POT1 | S |
RUNX1T1 ] 5% [l
STAT3 s B
SYNET - 5%
TN 5% I
27EF1 | 5%
'_I '_\ '_\ '_\ '_\ )_\ )_I '_I '_I '_I '_I '_I '_I '_I '_I '_\ '_\ '_\ )_\ )_\ )_I
. . : f dggereg gy g g e gog oy
Frame Shift Deletion " Frame_Shift_Insertiol a & f g g g oz fga gz g g g g o goo
= Missense_Mutation Splice_Site
= Nonsense Mutation In_Frame_Deletion

®"In_Frame_Insertion = Multi_Hit



