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Supplemental Figure 3Supplemental Figure 3Supplemental Figure 3

Supplemental Figure 3. Comparison between RIS group and SARC group in mRNA-seq and WES data.
(A) Expression levels of IDO and CTLA-4 in the RIS group and SARC group in mRNA-seq. 
(B) The anti-tumor immunity score and the proliferation module score of the RIFS group and the RIOS group.
(C) The comparison of the anti-tumor immunity score and the proliferation module score between subtypes RIFS vs FS and between RIOS vs OS.
(D) Mutation summary of WES data in the RIS and SARC groups. 
(E) Top 50 mutated genes in RIFS, FS, RIOS and OS subtype groups.


