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Figure S1 Enrichment analysis of mRNA differentally genes. (A) mRNA differentally up-regulated genes. (B) mRNA differentially down-

regulated genes.
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Figure S2 The correlation between different immune cell infiltration rates. NK, natural killer.
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Figure S3 The proportion of immune infiltrating cells in different subgroups: ns, P>0.05; **, P<0.001. NK, natural killer; ns, no significance.
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