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Supplementary Data 1
Description: Clinical characteristics of enrolled HCC patients.

File Name: Supplementary Data 2
Description: Statistics of single-cell RNA sequencing data.

File Name: Supplementary Data 3
Description: Cell count across patients and tissue types and top 10 mark genes of 53 cell clusters.

File Name: Supplementary Data 4
Description: Significantly up- and down-regulated genes in exhausted CTLs (KM5) compared to other CTLs (KM1–4).

File Name: Supplementary Data 5
Description: Significantly up- and down-regulated genes in pre-exhausted CTLs (KM4) compared to non-exhausted CTLs (KM1–3).

File Name: Supplementary Data 6
Description: Primers used for RT-qPCR of PPARG and MMP9+ TAMs signature genes.

File Name: Supplementary Data 7
Description: Signature genes up-regulated in pro-metastatic hepatocytes as compared to pro-tumorigenic hepatocytes.

File Name: Supplementary Data 8
Description: Significant L-R interactions in non-tumor liver tissues.

File Name: Supplementary Data 9
Description: Significant L-R interactions in primary tumor tissues.

File Name: Supplementary Data 10
Description: Significant L-R interactions in PVTT tissues.

File Name: Supplementary Data 11
Description: TME subtypes and related classification information of 369 HCC patients in the TCGA-LIHC cohort.
