Supplementary Figure S4. Oncoplot summary of mutated genes in
GIS-NENs based on targeted deep sequence analysis.

GIS-NEC (54 samples)
. EE—
I
l=“il= 1 =EEE-N EEE=-E=HE ngg =N [ | -

10 = 0 - RB1
T B | [ CDKN2A
[ | 1 §i= 0§ =0 APC [ |
(] [ ] SMAD4
-] & ELF3
[ ] [ W |

GIS-NET (53 samples)

Primary organ
20 o Histology

o
o

10 15
2 5
e aaeneeeees | §1- = =E1 -EENE-EE
e JIEEE B BN [ ]
=

ERBB3 [ ]
MEN1
DAXX
VHL [ | [ | - [ | [ |
ATRX = | =

DEPDC5 =

] TSC2 [ | [ | - -

KMT2D = | | ] [ [ ] [ |
[l = ARID1A
] [ ] FAT2
=0 ] FAT4 [ |
[ ]

Alterations
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The left and right oncoplots show mutations in 54 GIS-NECs and 53 GIS-NETs, respectively. The
primary organ and histology based on WHO Classification 2019 are indicated at the top. The left
and right bar plots indicate the mutation counts for each individual gene in the 54 GIS-NECs and
53 GIS-NETs, respectively. The names written in red and blue indicate frequent genes (P < 0.05)

(Supplementary Tables S9 and S10) in GIS-NECs and GIS-NETSs, respectively.



