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Figure S1. Differences in tumor microenvironment landscape and immunotherapy response among CS subtypes in the GEO cohort.
(A) Heatmap visualizing differences in anti-tumor immune status assessed by TIP algorithm across three subtypes in the GEO cohort.
(B) Violin plots showing ESTIMATE Score, Immune Score, and Stromal Score based on ESTIMATE algorithm in the GEO cohort.
(C) Box plots illustrating the proportions of various immune cell infiltrations evaluated by Cibersort in the GEO cohort.
(D) Heatmap depicting differences in immune cell abundance assessed by EPIC, MCPcounter, and quanTIseq algorithms across three subtypes in the GEO cohort.
(E) Differences in tumor-associated fibroblast expression levels among three subtypes in the GEO cohort.
(F) Variations in M2/M1 ratios among three subtypes in the GEO cohort.
(G) Differences in exhausted T cell signature scores based on GSEA across three subtypes in the GEO cohort.
(H) Box plots of immune checkpoint gene expression across three subtypes in the GEO cohort.
(I) TIDE scores, exhaustion scores, exclusion scores, and MSI Expression Signature scores assessed by TIDE algorithm in the GEO cohort.
(J) Predictions of potential responders to immunotherapy by TIDE algorithm (left) and quantification of the proportion of potential responders (right) in the GEO cohort.
(K) Evaluation of different IPS scores in patients of various subtypes in the GEO cohort based on immune phenotype score (IPS).
*p < 0.05; **p < 0.01; ***p < 0.001; ****p < 0.0001



[image: FigureS2]Figure S2. Cox regression analyses related to CTSV.
(A) Univariate and multivariate Cox regression analyses of the entire cohort. Age is a continuous variable. CS subtype, gender, grade, T stage, N stage, AJCC stage, and TCGA subtypes are categorical variables.
(B-D) Multivariate Cox analyses of different independent CS classifications: CS1 subtype (B), CS2 subtype (C), CS3 subtype (D).
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Figure S3. Original image of Western blot.
[bookmark: _GoBack]All four lanes displayed by Western blotting are si-nc, siCTSV-1, siCTSV-2, and siCTSV-3. The four images displayed in each row represent a Western blot experiment, taken from the same membrane and cropped along the top of the 40kD marker. CTSV is around 42kD and GAPDH is around 37kD. 
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CS1 subtype

Variable
cTsv X
Age 1004 0968
Gender 0688 0311
Grade 0674 0322
N 1253 0813
T 1668 0852
Stage 0979 0438
TCGA_EBV 0500  0.128
TCGA MSI 1611 0413
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