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Supplemental table 1: Enriched pathways in each functional category (derived from GSEA) in CD3+ cells
	CD3+ cells
	AZT vs Controls
	TDF vs Controls

	Gene set name
	NES
	FDR-q value
	NES
	FDR-q value

	Metabolism of nucleotides
	2.23
	0.00
	2.5
	0.00

	Purine metabolism
	2.11
	0.00
	2.16
	0.00

	Pyrimidine metabolism
	1.81
	0.01
	1.80
	0.01

	Synthesis of DNA
	1.70
	0.02
	1.78
	0.01

	DNA strand elongation
	2.01
	0.00
	1.97
	0.00

	Lagging strand synthesis
	1.85
	0.00
	1.80
	0.01

	Metabolism of RNA
	1.64
	0.03
	1.54
	0.07

	DNA replication 
	1.64
	0.04
	1.70
	0.02

	
	
	
	
	

	Telomere maintenance
	2.13
	0.00
	1.98
	0.00

	Extension of telomeres
	1.99
	0.00
	1.94
	0.00

	Packaging of telomere ends
	1.87
	0.00
	1.58
	0.06

	Chromosome maintenance
	1.77
	0.01
	1.62
	0.02

	
	
	
	
	

	Cell cycle
	1.77
	0.01
	1.76
	0.01

	Cell cycle checkpoints
	1.75
	0.01
	1.82
	0.01

	G2/M checkpoints
	1.75
	0.01
	1.82
	0.01

	Cell cycle mitotic
	1.68
	0.02
	1.70
	0.01

	M G1 transition
	1.62
	0.04
	
	

	Mitotic M M G1 phases
	1.61
	0.04
	1.68
	0.03

	Regulation of mitotic cell cycle
	1.60
	0.04
	1.69
	0.02

	S phase
	1.57
	0.06
	1.69
	0.02

	
	
	
	
	

	Nucleotide Excision repair
	1.63
	0.04
	1.82
	0.01

	DNA repair
	1.60
	0.04
	1.79
	0.01

	Activation of ATR in response to replication stress
	1.50
	0.05
	1.75
	0.01

	
	
	
	
	

	Mitochondrial protein import
	1.61
	0.04
	1.46
	0.11


Data were analyzed with GSEA software and the REACTOME gene sets from the Molecular Signatures Database. FDR-q >0.25 and NES<1.5 are indicated in italics.

Abbreviations: ATR, ataxia-telangiectasia mutated and Rad3-related; AZT, zidovudine-exposed group; DNA, deoxyribonucleic acid; FDR,-q false discovery rate adjusted q value; TDF, tenofovir-exposed group; NES, normalized enrichment score.

