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Fig. S3

MYEOV mRNA expression and DNA methylation status in patients of multiple cancer types. Heatmap of
pancreatic cancer specimens and non-cancerous tissues of the TCGA data set. The expression of MYEOV and
the methylation status of six CpG sites in the region indicated in A are depicted. Each column represents
individual specimens. Specimens are sorted in descending order based on TPM values in MYEOV.



