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Fig. S1. Consort diagram of the analysis workflow on 8,675 GENIE NSCLC samples.
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Fig. S2. Correlation between genetically-inferred ancestry and self-reported race among NSCLC patients
in the DFCI cohort.
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Fig. S3. Ashkenazi ancestry score benchmarking. Scatterplot of the ancestry score inferred from germline SNPs (x-axis) and
tumor-based imputation (y-axis) among a test cohort of 833 samples genotyped on a germline lllumina MEGA SNP array from
blood and imputed to the 1000 Genomes reference panel. Each point represents an individual, withindividuals self-reporting
as religiously Jewish shown in red.
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Fig. S4. MET amplifications/exon 14 skipping mutations, BRAF V600E mutations, ALK/RET/NTRK fusions in lung
adenocarcinoma, grouped according to pack-years of smoking in the DFCI cohort.

Alteration Frequency (%)




64.

32
fee)

T
>
£
c
()]
e

S 8
m
=
c
IS
=

£ 4.
3
o
e
>
|—

2

11

Non—Aéhkenazi Ashkénazi
N=2622 N=215

Fig. S5. Tumor mutational burden in Ashkenazi vs. non-Ashkenazi Jewish Europeans with NSCLC in the DFCI cohort.
Each dot represents an individual patient.
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Fig. S6. Tumor mutational burden in Ashkenazi vs. non-Ashkenazi Jewish Europeans with NSCLC in the TCGA LUAD (A),
LUSC (B) and combined (C) cohorts.



