Supplementary Material and Methods.  Details on Sanger sequence alignment, full-genome sequence concatenation and quality control

Sanger sequence data collection of individual genes.  Chromatograms derived from ABI3730 were aligned using our in-house automated alignment and base-calling program RECall [1] using the following HXB2 reference sequences:  gag (HXB2 coordinate 790-2289), partial prrt (2253-3749, to reflect the usual fragment used in clinical drug resistance monitoring), full prrt (2253-3779), rnaseh (3780-4229), int (4230-5093), vif (5041-5616), vpr (5559-5847, a single T insertion in HXB2 was manually removed to put vpr in-frame), vpu (6062-6307), partial GP120 that ends at the start of V3 loop (6315-7112), V3 loop (7110-7217, modified), GP41 (7758-8792) and nef (8797-9414).  In-frame insertions relative to HXB2 were retained and in-frame deletions relative to HXB2 were first collected as dashes which were later removed from the final database.   Note, that we initially attempted to use extract full-genome data using the entire HXB2 sequence as a reference sequence instead of collecting sequence data by genes; however, high alignment failure rate possibly due to sequence diversity led to the change of approach.  

Sanger sequence data quality control.  Due to the large amount of laboratory sample-processing steps involved, we performed a quality control process to eliminate laboratory-introduced cross-contamination and/or sample mix-up.  For each genomic region, first, we flagged “any pairs of sequences that had originated from the same patient but had >10% sequence differences” and “any pairs of sequences that were from different patients but had <5% sequence similarities.”  Then, ClustalX neighbor-joining trees were constructed for each genomic region; if a pair of flagged sequences did not cluster into a monophyletic group with other sequences from the same individual, they were labeled as “suspicious.”  Finally, we checked if any of these suspicious pairs had been laboratory processed in immediate neighboring wells during the nucleotide extraction and/or PCR steps.  All suspicious pairs were excluded from analyses to ensure data integrity.  The same process was repeated for all samples from any subjects who experienced a longitudinal subtype switch.

Near-Full-Genome Sanger sequences assembly.  To assemble near-full-genome Sanger sequence data, the above-mentioned HIV-1 Sanger sequence data for each genome regions were re-aligned against corresponding reference region in HXB2 by Los Alamos Gene Cutter; insertions relative to HXB2 were stripped and excluded from downstream analysis whereas deletions were kept as dashes to obtain uniform length.  The result is that for each genomic region examined, each sample had identical sequence lengths that corresponded to HXB2.  Next, sequences from each sample were concatenated to assemble near-full-genome sequences corresponding to HXB2 790-9414 accounting for overlapping reading frames (numbers in parenthesis indicate nucleotide numbering within each gene, where 1 is the 5’ start of the gene) in the following way:  gag (1-1500), full prrt (38-1527), rnash (1-360), int (1-864), vif (54-576), vpr (59-288), tat exon 1 (18-215), spacer 5’ upstream of vpu padded with 16 Ns, vpu (1-246), GP120 signal peptide padded with 7 Ns, GP120 (1-795), V3 loop (1-105), GP120 5’ end padded with 540 Ns, GP41 (1-1035), spacer 5’ upstream of nef padded with 4 Ns, nef (1-618).  These concatenated sequences were 8625 nucleotides in length and were re-submitted to RIP for subtyping and recombinants inferences with a window size of 400 and confidence interval of 95%.  
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Supplementary Table 1.  PCR primers with near-full-genome coverage

	Reaction
	Primer Name
	Direction
	HXB2 Coordinate
	Primer Sequence (5’ to 3’)

	First-round PCR:  Invitrogen SuperScript® III One-Step RT-PCR System with Platinum® Taq DNA Polymerase

	Reaction A

(duplex)
	Gag+1
	Forward
	675
	GAGGAGATCTCTCGACGCAGGAC

	
	ProA-
	Reverse
	2735
	GGCAAATACTGGAGTATTGTATG

	
	VP5450F
	Forward
	5428
	CAGGACATAACAAGGTAGGATC

	
	CO602
	Reverse
	7818
	GCCCATAGTGCTTCCTGCTGCTCCCAAGAACC

	Reaction B

(duplex)
	5CP1
	Forward
	1981
	GAAGGGCACACAGCCAGAAATTGCAGGG

	
	RT3.1
	Reverse
	3850
	GCTCCTACTATGGGTTCTTTCTCTAACTGG

	
	GP41Fo
	Forward
	7626
	TTCAGACCTGGAGGAGGAGATAT

	
	3LTRi
	Reverse
	9628
	TCAAGGCAAGCTTTATTGAGGCTTAA

	Reaction C
	RT3597mixF
	Forward
	3597
	AAAACAGGAAARTATGCAA

	
	SC05R
	Reverse
	6004
	AGCTCTTCGTCGCTGTCTCCGCTT

	Nested PCR:  Roche Expand High Fidelity PCR System

	Reaction A

(duplex)
	Gag+2
	Forward
	680
	GATCTCTCGACGCAGGACTCGGCT

	
	ProC-
	Reverse
	2724
	GAGTATTGTATGGATTTTCAGGCCCAAT

	
	VP5549F
	Forward
	5549
	AGAGGATAGATGGAACAAGCCCCAG

	
	V3CR
	Reverse
	7760
	TGCTCTTTTTTCTCTCTSCACCACT

	Reaction B

(duplex)
	2.5
	Forward
	2011
	CCTAGGAAAAAGGGCTGTTGGAAATGTGG

	
	RT3798R
	Reverse
	3798
	CAAACTCCCACTCAGGAATCCA

	
	GP41Fi
	Forward
	7652
	GGACAATTGGAGAAGTGAATTAT

	
	3UTRi
	Reverse
	9610
	AGGCTTAAGCAGTGGGTTCCCTAG

	Reaction C
	RT3626F
	Forward
	3626
	TGCCCACACTAATGATGTAA

	
	SC02R
	Reverse
	5980
	CTTCCTGCCATAGGAGATGCCTA


Supplementary Table 2.  Sanger sequencing primers with near-full-genome coverage

	Reaction-Region
	Primer
	Direction
	HXB2 Coordinate
	Primer Sequence

	ReactionA1-GAG
	GS1F
	Forward
	688
	GACGCAGGACTCGGCTTGCTGA

	
	GS1R
	Reverse
	1097
	TTATCTAAAGCTTCCTTGGTGTCT

	
	GS2F
	Forward
	1307
	CAGCATTATCAGAAGGAGCCAC

	
	GS2R
	Reverse
	1482
	GGTTCTCTCATCTGGCCTGGT

	
	GS3R
	Reverse
	1841
	TGACATGCTGTCATCATTTCTTCTA

	
	5CP1
	Forward
	1981
	GAAGGGCACACAGCCAGAAATTGCAGGG

	
	7B
	Reverse
	2414
	GATAAAACCTCCAATTCC

	
	CP2
	Reverse
	2635
	TCTTCTGTCAATGGCCATTGTTTAAC

	ReactionA2-V3
	V3O2F
	Forward
	6945
	AATGTCAGYACAGTACAATGTACAC

	
	SQV3R1
	Reverse
	7373
	GAAAAATTCCCTTCCACAATTAAA

	ReactionA3-VPR-GP120
	SC04F
	Forward
	5859
	CCTGGAAICATCCAGGAAGTCAGCCTA

	
	SC02R
	Reverse
	5980
	CTTCCTGCCATAGGAGATGCCTA

	
	SC05R
	Reverse
	6004
	AGCTCTTCGTCGCTGTCTCCGCTT

	
	ENV6437R
	Reverse
	6459
	GGTCTGTGGGTACACAGGCATGT

	
	ENV6507R
	Reverse
	6529
	TCTACCATGTTATTTTTCCACAT

	
	ENVF
	Forward
	6198
	TAAGAGAAAGAGCAGAAGACAGTGGCA

	
	SC06R
	Reverse
	5994
	CGCTGTCTCCGCTTCTTCCTGCCA

	
	SQV2F1
	Forward
	6437
	ACACATGCCTGTGTACCCACAGA

	ReactionB1-PRRT
	1F
	Forward
	2142
	CAGACCAGAGCCAACAGCCCC

	
	2FOR
	Forward
	2696
	AATTGGGCCTGAAAATCC

	
	5B
	Reverse
	2839
	GGATGTGGTATTCCTAATTG

	
	RH14
	Forward
	2930
	TACTGCATTTACCATACCTAGTATAAA

	
	BR
	Reverse
	3019
	GGTGATCCTTTCCATCC

	
	RT3208F
	Forward
	3208
	AACATCAGAAAGAACCTCCATT

	
	NE1
	Reverse
	3334
	CCACTAACTTCTGTATGTCATTGACAGTCCAGCT

	
	1B
	Reverse
	3794
	CTCCCACTCAGGAATCC

	ReactionB2-GP41
	GP41Fi2
	Forward
	7668
	GAATTATATAAATATAAAGTAGTA

	
	GP41.1A
	Forward
	7701
	CCATTAGGAGTAGCACCCACC

	
	ENVR
	Reverse
	7958
	TGCCTGGAGCTGCTTGATGCCCCAGAC

	
	SQGP41F
	Forward
	8228
	TTTGTGGAATTGGTTTRACATAA

	
	SQGP41R
	Reverse
	8298
	GCCTCCTACTATCATTATGAATA

	
	ENV8340F
	Forward
	8340
	AATAGAGTTAGGCAGGGATACTCACC

	
	SC52R
	Reverse
	8546
	TAAGTCTCTCAAGCGGTGGTA

	
	GP41Ri
	Reverse
	8771
	CTGTCTTATTCTTCTAGGTATGT

	ReactionB3-NEF
	NEF8694F
	Forward
	8694
	GAGGGACAGATAGGGTTATAGAAGTAGTAC

	
	3GP41
	Reverse
	9035
	GTCATTGGTCTTAAAGGTACCTG

	
	NEF9112F
	Forward
	9112
	AGACAAGATATCCTTGATCTGTGG

	
	NEF9249R
	Reverse
	9249
	TATCTGGCTCAACTGGTACTAGC

	
	NEF9593R
	Reverse
	9539
	TCCCTAGTTAGCCAGAGAGCT

	ReactionC1-INT
	IN4141F
	Forward
	4141
	TCTACCTGTCATGGGTACCAGCACA

	
	IN4430R
	Reverse
	4430
	ATGTGTACAATCTAGTTGCCATAT

	
	IN4452F
	Forward
	4452
	GTAGCAGTCCATGTAGCCAGTGG

	
	IN4801R
	Reverse
	4801
	ATCCCCCCTTTTCTTTTAAAATTGTG

	
	IN5214R
	Reverse
	5214
	TGGGATGTGTACTTCTGAACTTA

	
	INS1F
	Forward
	3685
	GCATAGTAATATGGGGAAAGA

	
	RT3678F
	Forward
	3678
	ACAGAAAGCATAGTAATATGGG

	
	VIF4888F
	Forward
	4888
	TTCAAAATTTTCGGGTTTATTACAG

	ReactionC2-VIF-VPU
	VIF4888F
	Forward
	4888
	TTCAAAATTTTCGGGTTTATTACAG

	
	VIF4952F
	Forward
	4953
	CTCTGGAAAGGTGAAGGGGCAGT

	
	VP5450F
	Forward
	5428
	CAGGACATAACAAGGTAGGATC

	
	VP5581R
	Reverse
	5556
	TGGTCTTCTGGGGCTTGTTCCATCT

	
	SC02R
	Reverse
	5980
	CTTCCTGCCATAGGAGATGCCTA

	
	SC04R
	Reverse
	5885
	TAGGCTGACTTCCTGGATGCTTC

	
	VP5549F
	Forward
	5549
	AGAGGATAGATGGAACAAGCCCCAG

	
	SC06R
	Reverse
	5994
	CGCTGTCTCCGCTTCTTCCTGCCA


Supplementary Table 3.  Thermocycler Programs

	PCR step
	Program

	All First-Round Reactions

(Invitrogen SuperScript III One-step)
	30 min @ 52ｺC Reverse Transcription

2 min @ 94ｺC

42 cycles of: (15s @ 94ｺC , 30s @ 55ｺC, 2'30" @ 68ｺC)

5 min at 68ｺC

	All Nested PCR Reactions

(Roche Expand High Fidelity PCR)
	2 mins. @ 94ºC  

10 cycles [15 sec. @ 94ºC, 30 sec. @ 55ºC, 1 min. 30 sec. @ 72ºC]  

25 cycles [15 sec. @ 94ºC, 30 sec. @ 55ºC, 1 min. 30 sec. @ 72ºC*] *adds 5 sec./cycle 

7 mins. @ 72ºC


Supplementary Table 4.  No temporal trend in the prevalence of HIV-1 intersubtype recombinants was observed among a cohort of cross-sectional treatment-naïve patients in Mbarara, Uganda over 2005-2010 revealed by a HIV-1 near-full-genome Sanger sequencing approach
	
	INTRA-GENE
	
	INTRA-GENOME

	
	gag
	prrt
	int
	vif
	vpr
	vpu
	GP120
	GP41
	nef
	
	Near-Full-Genome

	HXB2 coordinates
	790-2289
	2253-3749
	4230-5093
	5041-5616
	5559-5847
	6062-6307
	6315-7112
	7758-8792
	8797-9414
	
	790-9414

	Sequence length (bp)
	1500
	1497
	864
	576
	288
	246
	797
	1035
	618
	
	8625

	RIP (Window Size, Confidence Interval)
	400, 95%
	400, 95%
	400, 95%
	100, 90%
	100, 90%
	100, 90%
	100, 90%
	400, 95%
	400, 95%
	
	400, 95%

	Unique individuals infected with recombinant viruses (n )/total
	72/479
	51/486
	35/464
	44/458
	6/387
	39/456
	22/277
	88/485
	18/476
	
	92/200

	Stratified by year:
	
	
	
	
	
	
	
	
	
	
	

	2005
	12.1%
	10.7%
	6.7%
	3.4%
	1.9%
	6.9%
	4.7%
	11.5%
	1.6%
	
	44.0%

	2006
	16.0%
	8.4%
	10.6%
	9.0%
	2.9%
	8.6%
	9.3%
	15.1%
	6.6%
	
	52.2%

	2007
	19.0%
	10.1%
	8.4%
	12.6%
	1.7%
	9.6%
	11.0%
	18.1%
	3.1%
	
	41.2%

	2008
	14.1%
	20.3%
	5.8%
	11.6%
	None
	9.2%
	5.5%
	31.5%
	4.3%
	
	60.0%

	2009
	2.8%
	8.8%
	None
	5.7%
	None
	5.9%
	None
	8.6%
	None
	
	11.1%

	2010
	None
	None
	None
	None
	None
	None
	None
	None
	None
	
	NA

	p-value (Chi-square test for trend)
	0.3
	0.4
	0.1
	0.4
	0.2
	0.9
	0.7
	0.1
	0.5
	
	0.7


* None indicates zero observation.

Supplementary Table 5a.  Patients who experienced post-therapy HIV-1 subtype switches (gag)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype*

	gag
	MBA1072
	10-Apr-06
	Pre-therapy
	A1, D

	
	
	15-Nov-07
	Post-therapy
	A1, D

	
	
	24-Apr-08
	Post-therapy
	A1, D, G

	
	
	24-Jul-08
	Post-therapy
	A1, D

	
	
	14-Sep-09
	Post-therapy
	A1, D

	
	
	30-Nov-09
	Post-therapy
	NA

	
	
	9-Mar-10
	Post-therapy
	A1, D

	
	MBA1123
	25-Sep-06
	Pre-therapy
	C, D

	
	
	12-Dec-06
	Post-therapy
	D

	
	
	15-Mar-07
	Post-therapy
	C, D

	
	MBA1204
	22-Jan-07
	Pre-therapy
	D, A1

	
	
	5-Jun-08
	Post-therapy
	NA

	
	
	7-May-09
	Post-therapy
	D

	
	MBA1257
	10-May-07
	Pre-therapy
	A1, C

	
	
	24-Jan-08
	Post-therapy
	A1

	
	
	23-Mar-09
	Post-therapy
	A1

	
	
	17-Jun-09
	Post-therapy
	A1

	 
	 
	10-Feb-10
	Post-therapy
	A1


*Subtype inferred by RIP (window size 400, confidence interval 95%)

Supplementary Table 5b.  Patients who experienced post-therapy HIV-1 subtype switches (prrt)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype*

	prrt
	MBA1057
	1-Nov-05
	Pre-therapy
	D

	
	
	22-May-06
	Post-therapy
	A1

	
	
	22-Nov-06
	Post-therapy
	D

	
	
	14-Jun-07
	Post-therapy
	D

	
	
	6-Sep-07
	Post-therapy
	D

	
	
	14-Feb-08
	Post-therapy
	D

	
	MBA1071
	17-Jan-06
	Pre-therapy
	C

	
	
	19-Dec-06
	Post-therapy
	A1

	
	MBA1072
	10-Apr-06
	Pre-therapy
	A1, D

	
	
	15-Nov-07
	Post-therapy
	D

	
	
	24-Apr-08
	Post-therapy
	A1, D

	
	
	24-Jul-08
	Post-therapy
	A1, D

	
	
	14-Sep-09
	Post-therapy
	A1, D

	
	
	30-Nov-09
	Post-therapy
	A1, D

	
	
	9-Mar-10
	Post-therapy
	A1, D, G

	
	MBA1094
	28-Jun-06
	Pre-therapy
	A1, D

	
	
	18-Dec-06
	Post-therapy
	A1

	
	
	7-Mar-07
	Post-therapy
	A1

	
	
	30-May-07
	Post-therapy
	A1, D

	
	
	22-Aug-07
	Post-therapy
	A1, D

	
	
	19-Nov-07
	Post-therapy
	A1, D

	
	
	7-Feb-08
	Post-therapy
	A1, D

	
	
	23-Jul-08
	Post-therapy
	A1, D

	
	MBA1100
	10-Jul-06
	Pre-therapy
	A1

	
	
	14-Jun-07
	Post-therapy
	D

	
	MBA1114
	10-Aug-06
	Pre-therapy
	D

	
	
	6-Feb-07
	Post-therapy
	A1

	
	
	19-Apr-07
	Post-therapy
	A1

	
	MBA1125
	16-Aug-06
	Pre-therapy
	D

	
	
	26-Apr-07
	Post-therapy
	A1

	
	
	16-Jul-07
	Post-therapy
	NA

	
	MBA1362
	8-Nov-07
	Pre-therapy
	A1

	
	
	30-Jan-08
	Post-therapy
	A1

	
	
	14-Jul-08
	Post-therapy
	A1

	
	
	24-Mar-09
	Post-therapy
	A1

	
	
	8-Jun-09
	Post-therapy
	C

	 
	 
	22-Feb-10
	Post-therapy
	A1


*Subtype inferred by RIP (window size 400, confidence interval 95%)

Supplementary Table 5c.  Patients who experienced post-therapy HIV-1 subtype switches (int)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	int
	MBA1024
	18-Aug-05
	Pre-therapy
	A1, D

	
	
	5-Dec-07
	Post-therapy
	D

	
	MBA1124
	15-Aug-06
	Pre-therapy
	A1, C

	
	
	31-Jul-07
	Post-therapy
	A1

	
	
	10-Oct-07
	Post-therapy
	A1, C

	
	MBA1213
	14-Feb-07
	Pre-therapy
	A1

	
	
	23-Nov-09
	Post-therapy
	A1, C

	
	MBA1353
	25-Oct-07
	Pre-therapy
	D

	 
	 
	3-Jul-08
	Post-therapy
	D, A1


*Subtype inferred by RIP (window size 400, confidence interval 95%)

Supplementary Table 5d.  Patients who experienced post-therapy HIV-1 subtype switches (vif)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	vif
	 MBA1359
	1-Nov-07
	Pre-therapy
	A1

	
	
	23-Jan-08
	Post-therapy
	C

	 
	 
	30-Mar-09
	Post-therapy
	A1


*Subtype inferred by RIP (window size 400, confidence interval 95%)

Supplementary Table 5e.  Patients who experienced post-therapy HIV-1 subtype switches (vpr)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	vpr
	MBA1072
	10-Apr-06
	Pre-therapy
	D, G

	
	
	15-Nov-07
	Post-therapy
	D, G

	
	
	24-Apr-08
	Post-therapy
	D

	
	
	24-Jul-08
	Post-therapy
	D, G

	
	
	14-Sep-09
	Post-therapy
	D, G

	
	
	30-Nov-09
	Post-therapy
	None significant

	
	
	9-Mar-10
	Post-therapy
	D, G

	
	MBA1294
	28-Jun-07
	Pre-therapy
	A1

	
	
	30-Nov-09
	Post-therapy
	D

	 
	 
	17-Mar-10
	Post-therapy
	A1


*Subtype inferred by RIP (window size 100, confidence interval 90%)

Supplementary Table 5f.  Patients who experienced post-therapy HIV-1 subtype switches (vpu)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	vpu
	MBA1023
	18-Aug-05
	Pre-therapy
	D

	
	
	2-May-06
	Post-therapy
	NA

	
	
	21-Apr-09
	Post-therapy
	B, D

	
	
	15-Jul-09
	Post-therapy
	B, D

	
	
	5-Oct-09
	Post-therapy
	B, D

	
	
	23-Mar-10
	Post-therapy
	D

	
	MBA1195
	9-Jan-07
	Pre-therapy
	A1

	
	
	10-Dec-07
	Post-therapy
	01_AE, A1


*Subtype inferred by RIP (window size 100, confidence interval 90%)

Supplementary Table 5g.  Patients who experienced post-therapy HIV-1 subtype switches (GP120)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	GP120
	MBA1027
	22-Aug-05
	Pre-therapy
	A1

	
	
	16-Nov-05
	Post-therapy
	A1, C

	
	MBA1057
	1-Nov-05
	Pre-therapy
	D

	
	
	22-May-06
	Post-therapy
	A1, D

	
	
	22-Nov-06
	Post-therapy
	D

	
	
	14-Jun-07
	Post-therapy
	NA

	
	
	6-Sep-07
	Post-therapy
	NA

	
	
	14-Feb-08
	Post-therapy
	D

	
	MBA1186
	4-Dec-06
	Pre-therapy
	A1

	
	
	19-Nov-07
	Post-therapy
	A1

	
	
	5-Feb-08
	Post-therapy
	A1, B

	
	
	23-Apr-08
	Post-therapy
	A1

	
	
	17-Jul-08
	Post-therapy
	A1

	
	MBA1213
	14-Feb-07
	Pre-therapy
	A1, D

	 
	 
	23-Nov-09
	Post-therapy
	A1


*Subtype inferred by RIP (window size 100, confidence interval 90%)

Supplementary Table 5h.  Patients who experienced post-therapy HIV-1 subtype switches (GP41)

	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	GP41
	MBA1014
	9-Aug-05
	Pre-therapy
	A1

	
	
	1-Feb-06
	Post-therapy
	A1, D

	
	MBA1100
	10-Jul-06
	Pre-therapy
	A1

	
	
	14-Jun-07
	Post-therapy
	D

	
	MBA1294
	28-Jun-07
	Pre-therapy
	D

	
	
	30-Nov-09
	Post-therapy
	C, D

	
	
	17-Mar-10
	Post-therapy
	D

	
	MBA1362
	8-Nov-07
	Pre-therapy
	A1, C

	
	
	30-Jan-08
	Post-therapy
	A1

	
	
	14-Jul-08
	Post-therapy
	NA

	
	
	24-Mar-09
	Post-therapy
	A1

	
	
	8-Jun-09
	Post-therapy
	NA

	
	
	22-Feb-10
	Post-therapy
	NA

	
	MBA1427
	3-Jul-08
	Pre-therapy
	C

	
	
	3-Feb-10
	Post-therapy
	C, D

	
	MBA1435
	4-Aug-08
	Pre-therapy
	A1

	
	
	30-Mar-09
	Post-therapy
	A1, G

	
	
	30-Jun-09
	Post-therapy
	A1

	
	
	28-Sep-09
	Post-therapy
	A1, G

	
	
	15-Dec-09
	Post-therapy
	A1, G

	 
	 
	9-Mar-10
	Post-therapy
	A1, G


*Subtype inferred by RIP (window size 400, confidence interval 95%)

Supplementary Table 5i.  Patients who experienced post-therapy HIV-1 subtype switches (nef)
	Genomic Region
	PATIENT
	Collection Date
	Timing
	Subtype* 

	nef
	MBA1057
	1-Nov-05
	Pre-therapy
	D

	
	
	22-May-06
	Post-therapy
	A1

	
	
	22-Nov-06
	Post-therapy
	D

	
	
	14-Jun-07
	Post-therapy
	D

	
	
	6-Sep-07
	Post-therapy
	D

	
	
	14-Feb-08
	Post-therapy
	D

	
	MBA1118
	10-Aug-06
	Pre-therapy
	C, D

	
	
	10-Jan-08
	Post-therapy
	D

	
	
	27-May-09
	Post-therapy
	C

	
	MBA1148
	12-Sep-06
	Pre-therapy
	A1, D

	
	
	15-Aug-07
	Post-therapy
	A1

	
	
	15-Nov-07
	Post-therapy
	A1, D

	
	
	21-Feb-08
	Post-therapy
	A1, D

	
	
	24-Apr-08
	Post-therapy
	A1

	
	
	8-Jan-09
	Post-therapy
	A1

	
	
	23-Mar-09
	Post-therapy
	A1

	
	
	23-Jun-09
	Post-therapy
	A1

	
	
	1-Dec-09
	Post-therapy
	A1

	
	MBA1331
	4-Sep-07
	Pre-therapy
	D

	
	
	28-Nov-07
	Post-therapy
	C, D

	
	MBA1362
	8-Nov-07
	Pre-therapy
	C

	
	
	30-Jan-08
	Post-therapy
	A1

	
	
	14-Jul-08
	Post-therapy
	NA

	
	
	24-Mar-09
	Post-therapy
	A1

	
	
	8-Jun-09
	Post-therapy
	C

	
	
	22-Feb-10
	Post-therapy
	NA

	
	MBA1435
	4-Aug-08
	Pre-therapy
	A1

	
	
	30-Mar-09
	Post-therapy
	A1

	
	
	30-Jun-09
	Post-therapy
	None significant

	
	
	28-Sep-09
	Post-therapy
	G

	
	
	15-Dec-09
	Post-therapy
	G

	 
	 
	9-Mar-10
	Post-therapy
	G


*Subtype inferred by RIP (window size 400, confidence interval 95%)

