Figure S1. ML phylogenetic tree of HIV-1 subtype B pol PR/RT sequences (~1,000 nt) circulating in: A) Argentina (n░=░1,548), B) Brazil (n░=░2,658),░C) other South American countries (n░=░909), and D) Mexico (n░=░1,677) combined with representative sequences of the BPANDEMIC (US░=░165, France░=░135) and the BCAR (Caribbean░=░200) clades. Branches are colored according to the geographic origin/clade classification of each sequence as indicated at the legend (bottom right). The BPANDEMIC clade was collapsed for visual clarity. The aLRT support values are indicated at key nodes. Trees were rooted using HIV-1 subtype D reference sequences. The branch lengths are drawn to scale with the bar at the bottom indicating nucleotide substitutions per site.
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Table S1. HIV-1 subtype B pol (PR/RT and RT) sequences from Latin America, the Caribbean, US and France used for ML phylogenetic analyses.

	Region
	Country
	N (PR/RT)
	N (RT)
	Sampling time

	Latin America
	Argentina
	1,548
	-
	1998-2009

	
	Bolivia
	9
	45
	1999-2009

	
	Brazil
	2,658
	-
	1990-2010

	
	Chile
	118
	-
	2002-2007

	
	Colombia
	58
	-
	2000-2010

	
	Ecuador
	44
	-
	1989-2011

	
	El Salvador
	170
	-
	2008-2010

	
	French Guyana
	-
	108
	2000-2002

	
	Honduras
	507
	-
	2001-2009

	
	Peru
	249
	-
	2003-2010

	
	Mexico
	1,677
	-
	2004-2010

	
	Suriname
	5
	21
	2000

	
	Venezuela
	407
	-
	2004-2011

	
	Others a
	30
	-
	1999-2009

	Caribbean
	Dominican Republic
	61
	-
	2005-2010

	
	Haiti
	8
	-
	2004-2005

	
	Jamaica
	62
	-
	2005-2010

	
	Trinidad and Tobago
	48
	-
	2000-2003

	
	Others b
	21
	-
	2000-2004

	North America
	US
	165
	-
	1997-2009

	Europe
	France
	135
	-
	1985-2008


a Belize (n░=░9), Costa Rica (n░=░2), Guyana (n░=░6), Paraguay (n░=░5), and Uruguay (n░=░8). b Antigua and Barbuda (n░=░4), Bahamas (n░=░5), Dominica (n░=░1), Grenada (n░=░2), Montserrat (n░=░1), Saint Lucia (n░=░4) and Saint Vincent and the Grenadines (n░=░4).

Table S2. Classification of HIV-1 subtype B subtype pol (PR/RT and RT) sequences from different Latin American countries.
	Region
	Country
	N
	BPANDEMIC
	BCAR

	South America
	Argentina
	1,548
	1,534 (99.1%)
	14 (0.9%)

	
	Bolivia
	54
	54 (100%)
	0 (0%)

	
	Brazil
	2,658
	2,614 (98.3%)
	44 (1.7%)

	
	Chile
	118
	118 (100%)
	0 (0%)

	
	Colombia
	58
	53 (91.4%)
	5 (8.6%)

	
	Ecuador
	44
	43 (97.7%)
	1 (2.3%)

	
	French Guyana
	108
	48 (44.5%)
	60 (55.5%)

	
	Guyana
	6
	0 (0%)
	6 (100%)

	
	Paraguay
	5
	5 (100%)
	0 (0%)

	
	Peru
	249
	247 (99.2%)
	2 (0.8%)

	
	Suriname
	26
	12 (46.1%)
	14 (53.8%)

	
	Uruguay
	8
	8 (100%)
	0 (0%)

	
	Venezuela
	407
	391 (96.1%)
	16 (3.9%)

	Central America
	Belize
	9
	9 (100%)
	0 (0%)

	
	Costa Rica
	2
	2 (100%)
	0 (0%)

	
	El Salvador
	170
	169 (99.4%)
	1 (0.6%)

	
	Honduras
	507
	506 (99.8%)
	1 (0.2%)

	
	Panama*
	761
	719 (99.5%)
	42 (0.5%)

	North America
	Mexico
	1,677
	1,659 (98.9%)
	18 (1.1%)


* Estimated from a previous study [7].

Table S3. HIV-1 BCAR pol (PR/RT) sequences from Latin America and the Caribbean used for Bayesian phylogeographic analysis.
	Region
	Country
	Location
	N
	Sampling date

	South America
	Argentina
	AR
	12
	2001-2007

	
	Brazil
	BR
	39
	1997-2005

	
	Colombia
	CO
	3
	2001-2002

	
	Ecuador
	EC/PE
	1
	2005

	
	Peru
	EC/PE
	2
	2009-2010

	
	Guyana
	GY
	6
	2000

	
	Suriname
	SR
	5
	2000

	
	Venezuela
	VE
	15
	2004-2009

	Central America
	El Salvador
	HN/SV
	1
	2002

	
	Honduras
	HN/SV
	1
	2008

	
	Panama a
	PA
	37
	2004-2013

	North America
	Mexico
	MX
	18
	2006-2010

	Caribbean
	Dominican Republic a
	DO/HT
	123
	2003-2011

	
	Haiti a
	DO/HT
	12
	2004-2005

	
	Jamaica a
	JM
	73
	2005-2010

	
	Trinidad and Tobago a
	TT
	50
	2000-2003

	Central Africa
	DRC
	CD
	10
	1983-2007


a Identified in previous studies [5,7].

Table S4. Bayes factor (BF) rates of epidemiological links between locations for dispersal of non-pandemic BCAR lineages in the Latin America.

	Locations
	BF*

	HIS-VE
	45,724

	HIS-PA
	45,724

	HIS-MX
	45,724

	HIS-JM
	45,724

	HIS-BR
	45,724

	HIS-PE/EC
	2,685

	TT-GY
	891

	BR-AR 
	410

	GY-SR
	234

	HIS-SR
	190

	HIS-CO
	127

	HIS-HN/SV
	95

	HIS-TT 
	66

	TT-JM
	35

	TT-BR
	12

	DRC-HIS
	8

	Others
	<3


AR: Argentina; BR: Brazil; CO: Colombia; DRC: Democratic Republic of Congo; GY: Guayana; HIS: Hispaniola; HN/SV: Honduras/El Salvador; JM: Jamaica; MX: Mexico; PA: Panamá; PE/EC: Peru/Ecuador; SR: Suriname; TT: Trinidad and Tobago; VE: Venezuela. *BF > 100 indicates decisive support, 30 ≤ BF ≤ 100 indicates very strong support, 10 ≤ BF ≤ 30 indicates strong support, and 6 ≤ BF ≤ 10 indicates substantial support for migration between locations.

