Figure S1. Overall protocol of the present study. ARG, autophagy-related gene; DEARG, differentially expressed ARG; DEGs,
differentially expressed genes; DIIC, differentially infiltrating immune cell; DSigDB, Drug Signatures Database; GO, Gene
Ontology; GSEA, Gene Set Enrichment Analysis; HADb, Human Autophagy Database; KEGG, Kyoto Encyclopedia of Genes
and Genomes; PPI, protein-protein interaction.
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