Figure S1 Expression profile and prognostic value of ARGs. (A) Risk ratio forest plot showed the prognostic value of the differentially expressed ARGS. (B) KEGG shows the signaling pathways involved in 38 differentially expressed ARGs. (C) GO analysis revealed the biological processes, molecular functions and cellular components involved in 38 differentially expressed ARGs.

Figure S2 The signature-related genes in the cohorts. (A, B, C) ST13 in the cohorts stratified by survival outcome, N stages and tumor stages (D, E, F) CAPN10 in the cohorts stratified by survival outcome, gender and grade.
