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NOTCHS3 truncating variant 12 11 10 6 4 0
NOTCH3 VUS 60 55 39 21 7 0
NOTCHS3 wildtype 641 563 387 199 57 8
Median OS o
(months) HR (95% CI) P value
NOTCHS3 truncating variant 31.1 0.76 (0.36-1.61) 0.48
NOTCH3 VUS 31.3 0.77 (0.53-1.12) 0.17
NOTCHS3 wildtype 27.6 1.00 -

Supplementary Fig. 1 Kaplan-Meier plots of overall survival in patients with NOTCH3 truncating
variants, variants of unknown significance, and wildtype NOTCH3. VUS variant of unknown
significance, OS overall survival, HR hazard ratio, C/ confidence interval. P values were calculated
using the Wald test
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Supplementary Fig. 2 Kaplan-Meier plots of overall survival in patients with high and low variant
allele frequencies for a NOTCH1, b NOTCH2, and ¢ NOTCH3. VAF variant allele frequency, OS



overall survival, HR hazard ratio, C/ confidence interval. P values were calculated using the log-
rank test
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Supplementary Fig. 3 Subgroup analyses for overall survival as a function of NOTCH1, NOTCH?2,
and NOTCHS3 gene status. CI confidence interval. P values were calculated using the Wald test



