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® =2RiA4r (DE analysis)
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® =2RiA4r (DE analysis)
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® %44 (Correlation)

® 4/ FFRiR: Co-expression, Multi-genes, Scatter plot, Meta analysis
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® %44 (Correlation)
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® 2 E M (Immune infiltration)
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® 2 E M (Immune infiltration)
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® Fi& 4t (Pathway analysis)

® 3/ 1EIR: Pathway enrichment, Pathview, ssGSEA
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® Fi& 4t (Pathway analysis)

HNSCC_ GSE74927
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