Table S1. The main datasets and program sources used in this study.
	Databases
	Datasets
	URL/References

	TCGA
	TCGA-BLCA (mRNA, miRNA)
	https://portal.gdc.cancer.gov/

	GEO
	GSE128277, GSE145259, GSE159824, GSE185272, GSE212139, GSE236933, 
GSE166716, GSE3167, GSE13507
	https://www.ncbi.nlm.nih.gov/geo/

	TCIA
	TCIA-BLCA (mRNA, miRNA)
	https://tcia.at/

	CellMinerTM
	NCI-60 cancerous cell lines
	https://discover.nci.nih.gov/cellminer/home.do

	DepMap
	CYB561 gene information
	https://depmap.org/portal/

	scCancerExplorer
	CYB561 gene information
	https://bianlab.cn/scCancerExplorer/home

	TargetScanHuman
	miR-486-3p, CYB561 gene information, miR-486-3p’s mRNA targets (v.8.0)
	https://www.targetscan.org/vert_80/

	TarBase
	miR-486-3p’s mRNA targets (v.9.0)
	https://dianalab.e-ce.uth.gr/tarbasev9

	miRDB
	miR-486-3p’s mRNA targets
	https://mirdb.org/

	IMvigor210
	Metastatic urothelial carcinoma anti- PD-L1 therapy trial
	[1, 2]

	pRRophetic
	CGP and CCLE drug sensitivity data
	[3, 4]

	TIMER 2.0
	CYB561 immune infiltration analysis
	https://compbio.cn/timer2/

	IMPACT
	CYB561 immunotherapy prediction 
	https://shinyapps.brbiotech.com/app/impact
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