
Supplementary Table 1. Primer sequences used for RT-qPCR analysis
	Name
	Sequence (5'->3')
	Supplier

	[bookmark: OLE_LINK1]hLOXL2_F
	AGGACATTCGGATTCGAGCC
	Sangon

	hLOXL2_R
	CTTCCTCCGTGAGGCAAAC
	Sangon

	hGAPDH_F
	GGAGCGAGATCCCTCCAAAAT
	Sangon

	hGAPDH_R
	GGCTGTTGTCATACTTCTCATGG
	Sangon



Supplementary Table 2. Summary of datasets and clinical cohorts used in this study
	Dataset/source
	Accession/portal
	Data type
	Sample size
	Number of feature
	Composition
	Clinical data available
	Purpose in this study

	TCGA-LIHC
	TCGA via TCGAbiolinks
	Bulk RNA-seq, clinical
	371
	20531
	Tumor 371 
	OS, stage, grade, age, sex, etc.
	Expression, clinicopathological correlation, survival, EMT correlation

	CPTAC LIHC
	CPTAC portal
	Proteomics
	NA
	10783
	Tumor/normal
	NA
	Protein-level validation

	HPA
	Human Protein Atlas
	IHC images
	NA
	Not applicable
	HCC/non-tumor liver
	NA
	Histological validation

	[bookmark: OLE_LINK19]GSE149614
	GEO
	scRNA-seq
	10 patients
	25712
	Primary HCC
	Stage, survival
	Cell-type mapping, fibroblast analysis

	TISCH2 HCC datasets
	TISCH2
	Curated scRNA-seq
	8 datasets
	Dataset-specific; not uniformly reported by TISCH2
	Multiple HCC cohorts
	NA
	Cross-dataset cell-type expression overview

	cBioPortal HCC cohort
	cBioPortal
	Mutation data
	NA
	12136
	HCC
	Mutation data
	LOX family mutation analysis

	Jinhua cohort
	In-house
	qPCR, IHC
	30 pairs
	Not applicable
	Tumor/adjacent tissues
	Stage data
	Experimental validation



