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Supplementary Fig. S1 Results of the fuzzy c-means (FCM) clustering. EBV-infected STAD showed 3 gene clusters (S1, S2, S3), HBV-infected LIHC showed 4 gene clusters (L1, L2, L3, L4) and HPV-infected HNSC showed 4 gene clusters (H1, H2, H3, H4).
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Supplementary Fig. S2 Comparisons of GO enrichment analysis of DEGs in each cluster, in which left side denotes down-regulated DEGs and right side for up-regulated DEGs. The bubble size represents enriched genes in each GO term and color indicates adjust.P value.
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Supplementary Fig. S3 CD8 T cells infiltration in all EBV- and HPV-associated cancers. The red triangles and grey rounds represent virus-positive and virus-negative cases respectively.
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Supplementary Fig. S4 Correlation between CD8 T cells infiltration and EBV expression in all EBV-associated cancers. The different colored points stand for the corresponding cancer types.
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Supplementary Fig. S5 Comparisons of Neoantigen, TCR and BCR between infected cases and non-infected cases in STAD, LIHC and HNSC.
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Supplementary Fig. S6 Survival curves of OS and PFI outcomes of TIME subtypes in LIHC.
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Supplementary Fig. S7 ROC-curve of LF.Score classifier in training (3865 samples),validation1 (2931 samples) and validation2 (2911 samples) cohorts; the accuracy of the SVM diagnosis in two random subsampling cohorts were labeled.
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Supplementary Fig. S8 10 cross-validation curve (red dotted line), and upper and lower standard deviation curves along the λ sequence (error bars). We determined lambda.1se (0.00673) as the optimal λ, which gives the most regularized model such that error is within one standard error of the minimum.
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Supplementary Fig. S9 ROC-curve and confusion table of SVM classifier in training (n=1200) and validation (n=513) cohorts.
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Supplementary Fig. S10 Correlation analysis between TIME subtypes and TIDE
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Supplementary Fig. S11 Correlation analysis between TIME subtypes and IFNG score


