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Figure S1. Kaplan-Meier analysis according to RUNX1 and ATM mutation status. (A) RUNX1 or (B) ATM mutation was
not associated with shorter progression-free survival.
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Figure S2: Gene ontology analysis in ocular sebaceous carcinoma. (A) Gene ontology analysis based on biologic pro-
cess. (B) Gene ontology analysis based on molecular function.
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Figure S3: Gene ontology analysis in extraocular sebaceous carcinoma. (A) Gene ontology analysis based on biologic
process. (B) Gene ontology analysis based on molecular function.
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