Supplementary Figure 9

80%
70%

o 60%
50%
40%
30%
20%
10%
0%

Frequency (%

55
EEE]
=2
MET TKD (100%) III

TP52(77%)
coknza aze) ]
cornzs izt [l

L] L]

werirme [l | | INENEENN | 1] |

rerrore 1 [ | | [ 1{1]]]]

KEART (13%) ][]} [ | | | [ | |

rawroiz [l M [ | ] | | [ | [ |
mrarirs) N B [ ] ]

MYG (10%) [ | [ | | [ 1] (11}

repzrizrer [ ] [ | ]
ARIDAA (7. 7%) [ ] (1] [ ] [ | ]
onran (70 1 1 T I 5
P, 1 1N n I ]
suos ) 1 1 I I m

TET2 (7.7%) [ ] [ ] [ ] [ ] '] [ ]

KEL (64%) I

|
SMARGA4 (6.4%) [ ] [ ] 'l N |

B Short variant mutation E Amplification B Deletion Rearrangement I Multiple

c

6 w (% samples)
- 10
* 20
1 [—— ® 30
| 40
4 | TER ¢

-logqgP value (FDR)

________________________________________________________

Not stafistically
significant

-50 245 0.0 25 50

TMB < 10 mut/Mb TMB 10-20 mut/Mb TMB > 20 mut/Mb 10920%

Co-occurs with MET TKD mutations

Supplementary Figure 9. Genomic characterization of NSCLC cases harboring
oncogenic / likely oncogenic MET TKD mutations in cohort #2. (A) Oncoprint
summarizing the genomic profile and (B) the TMB value of the 78 NSCLC cases with
oncogenic / likely oncogenic MET TKD mutations without other concurrent driver
alterations according to NCCN guidelines. (C) Comparison of the genomic profile of
NSCLC cases with oncogenic / likely oncogenic MET TKD mutations (N=78) and
METex14-altered NSCLC (N=2036) (g-value < 0.05).
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