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‘The number at the node is the bootstrap value indicating
the phylogenetic relationship between a sub-genome
region of the strain 010067 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic relationship
between a sub-genome region of the strain 010073 and reference subtypes.
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The number at the node is the bootstrap value indicating
the phylogenetic relationship between a sub-genome
region of the strain 010105 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenctic
relationship between a sub-genome region of the strain 010129 and reference
subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic relationship
between a sub-genome region of the strain 010145 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic relationship
between a sub-genome region of the strain 010205 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenctic relationship
between a sub-genome region of the strain 010208 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic
relationship between a sub-genome region of the strain 010483 and reference

subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic

relationship between a sub-genome region of the strain 020420 and reference
subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic relationship
between a sub-genome region of the strain 020468 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic relationship
between a sub-genome region of the strain 020468 and reference subtypes.
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The number at the node is the bootstrap value indicating the phylogenetic
relationship between a sub-genome region of the strain 020545 and reference

subtypes.




	SUPPLEMENTAL TABLE 1. MHA G, 02_AG Primer and Probe Sequences

	Region (HXB2 #)
	Primer/Probe
	Sequence (5' - 3')

	*GAG (1233-1520)
	Outer Forward
	ACCTAGRACTTTRAATGCATGGGT

	
	Outer Reverse
	TGAAGGGTACTAGTAGTTCCWGCTAT

	
	Inner Forward
	CCATGTTTWCAGCATTATCAGA

	
	Inner Reverse
	CTGCAGCTTCCTCATTGAT

	
	Subtype G Probe
	FAM-TAGTATCCTTTAGCATTTGCATAGCTGCTTGA-BHQ1

	
	CRF02_AG Probe
	FAM-TTAACATCTGCATTGCTGCCTGGT-BHQ1

	RT     (2699-3022)
	Outer Forward
	TGGGCCTGAAAATCCATA

	
	Outer Reverse
	GCYGGTGATCCTTTCCA

	
	Inner Forward
	GGCCTGAAAATCCATAYAAYACTC

	
	Inner Reverse
	CCACATCYAGTACTGTYACTGATTTTTT

	
	Subtype G + CRF02_AG Probe
	FAM-AGGTCCAATTAGGAATACCTCATCCCG-BHQ1

	*RT2 (3555-3892)
	Outer Forward
	CAATGGACATATCAAATTTATCAAGA

	
	Outer Reverse
	CTRTTAGCTGCCCCATCTACATA

	
	Inner Forward
	CACACTAATGATGTAAAACAATTAACAGA

	
	Inner Reverse
	CTCCCAYTCAGGAATCCA

	
	Subtype G Probe
	FAM-ACCATACTTCCCATGTTTCTTTTCKTATAGGTAGTT-BHQ1

	
	CRF02_AG Probe
	FAM-CCCCTAAATTTAGACTACCCATACAAARAGAAACATG-BHQ1

	INT   (4046-4394)
	Outer Forward
	ACARTATGCATTAGGAATCATTCA

	
	Outer Reverse
	GTCTACTTGTCCATGYAWRGCTTC

	
	Inner Forward
	GGAGGAAATGAACAAGTAGATAAATTAGT

	
	Inner Reverse
	ACTAGCCATTGCTCTCCAATT

	
	Subtype G + CRF02_AG Probe
	FAM-ATGHTCTTCTTGGGCTTTATCTATGCCATC-BHQ1

	*VPR (5782-5985)
	*Outer + Inner Forward
	GGGTGYCARCATAGCAGAATAG

	
	Outer Reverse
	CGCTTCTTCCTGCCAT

	
	Inner Reverse
	CCTGCCATAGGARATGCCTA

	
	Subtype G Probe
	FAM-TACCGGRTCCATCCCTTACTCTTCTCYG-BHQ1

	
	CRF02_AG Probe
	FAM-GCTCCATTCCTGCCTCTTCTCCC-BHQ1

	*GP120 (7352-7660)
	Outer Forward
	TAATTGTGGAGGRGAATTTTTCTA

	
	Outer Reverse
	CAATTGTCCCTCATATCTCCTC

	
	Inner Forward
	TGTGGAGGRGAATTTTTCTAYTG

	
	Inner Reverse
	ATGGGAGGGGCATACATTG

	
	Subtype G Probe
	FAM-CACTCCCATGTARGATAAAACAAATTGTGAGA-BHQ1

	
	CRF02_AG Probe
	FAM-CTCTCCAATGCAGAATAAAGCAAATTRTAAATATG-BHQ1

	TAT  (8246-8529)
	Outer Forward
	CATAWCAAATTGGCTRTGGTATATAA

	
	*Outer + Inner Reverse
	GGTAGCTGAARAGGCACAGG

	
	Inner Forward
	AGAGTTAGGCAGGGATAYTCAC

	
	Subtype G + CRF02_AG Probe
	FAM-CCAGACCCTTACCCACCACCAGA-BHQ1

	* Indicates a dual probe region
	


	SUPPLEMENTAL TABLE 2. Demographic, Clinical Characteristics, and Subtypes of 42 Prevalent HIV-1 Infections from Nigeria

	Sample Name
	 Study Site
	Age
	Sex
	HIV Risk
	Age at Sexual Debut
	Sample Collection Date
	Viral Load (copies/ml)
	Subtype
	GenBank No.

	010060
	01: Makurdi
	35
	Male
	Sexual
	25
	9-Sep-2009
	27,567
	CRF02_AG
	KX389639

	010067
	01: Makurdi
	25
	Female
	Sexual
	15
	9-Sep-2009
	169,291
	G/K Recombinant
	KX389638

	010073
	01: Makurdi
	40
	Male
	Sexual
	13
	10-Sep-2009
	316,940
	G/CRF02_AG
	KX389637

	010079
	01: Makurdi
	26
	Male
	Sexual
	21
	10-Sep-2009
	13,472
	G
	KX389636

	010105
	01: Makurdi
	34
	Male
	Sexual
	22
	11-Sep-2009
	169,467
	G/CRF02_AG
	KX389635

	010129
	01: Makurdi
	29
	Male
	Sexual
	19
	14-Sep-2009
	261,244
	G/CRF02_AG
	KX389634

	010131
	01: Makurdi
	27
	Female
	Sexual
	20
	14-Sep-2009
	73,448
	CRF11_cpx
	KX389633

	010145
	01: Makurdi
	32
	Female
	Sexual
	18
	15-Sep-2009
	7,809
	G/CRF02_AG
	KX389632

	010157
	01: Makurdi
	26
	Female
	Sexual
	16
	16-Sep-2009
	138,991
	G
	KX389631

	010170
	01: Makurdi
	28
	Female
	Sexual
	18
	17-Sep-2009
	8,301
	CRF02_AG
	KX389630

	010181
	01: Makurdi
	38
	Female
	Sexual
	25
	17-Sep-2009
	2,203
	CRF02_AG
	KX389629

	010205
	01: Makurdi
	28
	Female
	Sexual
	17
	23-Sep-2009
	4,965
	G/CRF02_AG
	KX389628

	010208
	01: Makurdi
	22
	Female
	Sexual
	15
	24-Sep-2009
	66,554
	G/CRF02_AG
	KX389627

	010261
	01: Makurdi
	40
	Female
	Sexual
	18
	29-Sep-2009
	57,608
	G
	KX389626

	010315
	01: Makurdi
	40
	Female
	Sexual
	15
	12-Oct-2009
	12,346
	G
	KX389625

	010325
	01: Makurdi
	37
	Female
	Sexual
	15
	12-Oct-2009
	11,466
	CRF02_AG
	KX389624

	010483
	01: Makurdi
	20
	Female
	Sexual
	17
	22-Oct-2009
	10,998
	G/CRF02_AG
	KX389623

	010499
	01: Makurdi
	34
	Male
	Sexual
	18
	26-Oct-2009
	50,539
	A
	KX389622

	020065
	02: Abuja
	29
	Female
	Sexual
	14
	14-Jan-2010
	35,992
	CRF02_AG
	KX389621

	020133
	02: Abuja
	32
	Female
	Sexual
	11
	22-Jan-2010
	10,052
	G
	KX389620

	020134
	02: Abuja
	30
	Female
	Sexual
	18
	22-Jan-2010
	7,892
	G
	KX389619

	020303
	02: Abuja
	30
	Male
	Sexual
	15
	4-Feb-2010
	36,991
	G
	KX389618

	020307
	02: Abuja
	29
	Female
	Sexual
	17
	4-Feb-2010
	75,433
	CRF02_AG
	KX389617

	020382
	02: Abuja
	37
	Male
	Sexual
	18
	9-Feb-2010
	72,577
	CRF02_AG
	KX389616

	020420
	02: Abuja
	34
	Female
	Sexual
	18
	11-Feb-2010
	38,359
	G/CRF02_AG
	KX389615

	020437
	02: Abuja
	31
	Female
	Sexual
	14
	12-Feb-2010
	116,987
	CRF02_AG
	KX389614

	020468
	02: Abuja
	34
	Female
	Sexual
	25
	16-Feb-2010
	63,234
	G/CRF02_AG
	KX389613

	020523
	02: Abuja
	26
	Female
	Sexual
	15
	19-Feb-2010
	34,279
	C
	KX389612

	020545
	02: Abuja
	38
	Male
	Sexual
	12
	22-Feb-2010
	37,342
	CRF02/CRF01
	KX389611

	030161
	03: Enugu
	28
	Female
	Sexual
	22
	22-Apr-2010
	33,277
	CRF02_AG
	KX389610

	030498
	03: Enugu
	36
	Female
	Sexual
	28
	29-May-2010
	39,703
	CRF06_cpx
	KX389609

	040248
	04: Kaduna
	32
	Female
	Sexual
	21
	13-Jul-2010
	55,166
	A
	KX389608

	050135
	05 : Tafa
	38
	Female
	Sexual
	12
	19-Jul-2011
	33,437
	CRF02_AG
	KX389640

	050158
	05 : Tafa
	26
	Female
	Sexual
	17
	20-Jul-2011
	229,635
	G
	KX389641

	050272
	05 : Tafa
	25
	Female
	Sexual
	14
	26-Jul-2011
	41,753
	G
	KX389642

	050356
	05 : Tafa
	24
	Female
	Sexual
	10
	29-Jul-2011
	122,177
	CRF02_AG
	KX389643

	050366
	05 : Tafa
	25
	Female
	Sexual
	18
	1-Aug-2011
	18,678
	CRF02_AG
	KX389644

	050489
	05 : Tafa
	24
	Female
	Sexual
	15
	11-Aug-2011
	95,308
	G
	KX389645

	060248
	06 : Ojo, Lagos 
	23
	Female
	Sexual
	17
	6-Mar-2012
	155,671
	G
	KX389646

	060304
	06 : Ojo, Lagos 
	30
	Female
	Sexual
	15
	8-Mar-2012
	36,222
	CRF02_AG
	KX389647

	060409
	06 : Ojo, Lagos 
	22
	Female
	Sexual
	18
	19-Mar-2012
	6,113
	G
	KX389648

	060418
	06 : Ojo, Lagos 
	38
	Female
	Sexual
	18
	19-Mar-2012
	17,605
	CRF02_AG
	KX389649


	SUPPLEMENTAL TABLE 3. Genetic Distance Stratified by HIV-1 Genes Comparing Previously Identified Sequences with Those Identified in this Cohort

	HIV-1 gene
	Subtype G Nucleotide Distances (Mean±SD percentages)
	P-value
	CRF02_AG Nucleotide distances  (Mean±SD percentages)
	P-value

	
	Newly identified subtype G (n=12)
	Previously identified subtype G (n=39)
	
	Newly identified CRF02_AG (n=14)
	Previously identified CRF02_AG (n=82)
	

	Gag 
	9.55±1.47
	8.76±1.60
	0.0001
	8.15±1.11
	6.57+1.10
	< 0.0001

	Pol
	6.90±1.10
	6.29±1.16
	0.0008
	5.92±0.79
	5.36+0.62
	< 0.0001

	Env
	14.15±1.97
	13.27±1.57
	0.0025
	14.92±1.78
	12.78+1.47
	< 0.0001

	Nef
	12.63±2.03
	11.21±2.04
	< 0.0001
	11.90±1.86
	10.34+2.00
	< 0.0001

	* P-value is based on the Mann Whitney unpaired non-parametric test.
	
	
	


