Epigenetic alterations are associated with monocyte immune dysfunctions in HIV-1 infection
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S1 Table.  Basic characteristics of untreated or cART treated HIV-1-infected individuals 
and healthy donors.

	Baseline Characteristics
	Values

	
	Healthy controls (NI)
	HIV

	
	
	Untreated
	cART 
	

	Individuals (n)
	26
	17
	21
	

	Female [no. (%)]
	11 (42)
	5 (29)
	9 (43)
	

	Male [no. (%)]
	15 (58)
	12 (71)
	12 (57)
	

	Age [years (IR)]
	35 (26-46)
	39 (31-47)
	43 (36-53)
	

	CD4/mL (IR)
	NA
	533 (323-692)
	776 (495-978)
	

	HIV RNA/mL

[log (IR)]
	NA
	4,225

(3,47-4,90)
	<50
	


Numbers are expressed as Mean (%) or Mean (interquartile range), as indicated. IR: interquartile range.

S2 Table: List of analyzed genes that encode enzymes responsible for the repression of gene transcription

	Genes

	Target genes
	Endogenous Controls

	DNMT1
	MBD3
	HDAC4
	HDAC9
	SIN3A
	RBBP7
	GAPDH

	DNMT3A
	MECP2
	HDAC5
	HDAC10
	RPLP0
	
	HPRT1

	DNMT3B
	HDAC1
	HDAC6
	HDAC11
	HMBS
	
	B2M

	TRDMT1
	HDAC2
	HDAC7
	SAP18
	CHD4
	
	ACTB

	MBD2
	HDAC3
	HDAC8
	SAP30
	RBBP4
	
	GUSB


S3 Table: List of analyzed genes that encode enzymes responsible for the activation of gene transcription 

	Genes

	Target genes
	Endogenous Controls

	ASH1L
	HAT1
	KDM5B
	KMT2E
	SMYD3
	GAPDH

	ATF2
	KAT2B
	KDM6B
	PRMT5
	SUV39H1
	ACTB

	CARM1
	KAT5
	KMT2C
	SETD1B
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S1 Figure. Percentage of monocytes global methylation of genomic DNA. Genomic DNA was extracted from CD14+ monocytes from NI, untreated HIV+ patients and HIV+ patients under HAART. Determination of the overall DNA methylation was performed using the Imprinting Methylated DNA Quantification kit (Sigma Aldrich). Data is expressed as the mean of the percentage relative to 100% methylated control. *p<0,05 versus NI; # p<0,05 versus HIV.
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S2 Figure. Correlation analysis between sCD163 levels and the clinical outcomes CD4 T cell counts, CD4/CD8 ratio, Viremia and Plasmatic IP-10 in HIV+ patients. Plasma was separated and subsequently used for soluble CD163 measurement by ELISA. CD4 T-cell counts were measured by flow cytometry. HIV-1 RNA levels in plasma (viremia) were determined by Real Time PCR for HIV-1.
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S3 Figure. Plasma levels of soluble CD163 for segregation between sCD163 low and sCD163 high. Plasma was separated and subsequently used for soluble CD163 measurement by ELISA. The median from HIV group was used as the cut-off edge between sCD163 low and high. *P <0.05 versus NI; # P <0.05 versus HIV.

