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Supplemental Figure 1. Genetic alterations. (a) The cBioPortal database provides an overview of
genomic alterations of the SPTBN2. (b) Mutation rates of SPTBN2 in various tumors via TIMER
portal. (c¢) SPTBN2 mutation site. (d) Somatic mutations in SPTBN2 high and low expression
groups. * p < 0.05, ** p < 0.01, *** p < 0.001, **** p < 0.0001
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Supplemental Figure 2. SPTBN2 and tumor stemness. (a) Relationship between SPTBN2 and
DNAss. (b) Relationship between SPTBN2 and EREG-METHss.



Correlation between GDSC drug sensitivity and mRNA expression
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b Caorrelation between CTRP drug sensitivity and mRNA expression
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Supplemental Figure 3. Prediction of drug sensitivity based on SPTBN2 expression. (a) Predictive
drugs based on the SPTBN2 expression from the GDSC datasets. (b) Predictive drugs based on the
SPTBN2 expression from the CTRP datasets.



