Supplementary Material

Supplementary Table 1: Reference sequences used in the phylogenetic analysis

	Subtype
	GenBank ref#
	Country
	Year

	A
	AF004885
	Kenya
	1994

	A
	AB253421
	Rwanda
	1992

	A
	AB253429
	Uganda
	1992

	A
	AF286238
	Congo
	1997

	A
	AF286237
	Cyprus
	1994

	B
	K03455
	NA
	1983

	B
	AY423387
	Netherlands
	2000

	B
	AY173951
	Thailand
	1990

	B
	AY331295
	USA
	1998

	B
	DQ853463
	USA
	1998

	C
	U46016
	Ethiopia
	1986

	C
	U52953
	Brazil
	1992

	C
	AY772699
	South Africa: Durban
	2004

	C
	AF067155
	India
	1995






Supplementary Table 2: Number and length (bp) of sequences that were included in the phylogenetic trees*.  
	Group name
	# of samples

	
	Subtype A
	Subtype B
	Subtype C

	AMSM Christians
	2
	8
	0

	AMSM Muslims
	3
	40
	3

	JMSM
	39
	344
	16

	Alignment length
	816
	727
	816












*Sequences that did not meet the length requirement as depicted in this table were removed from the phylogenetic analysis.




Supplementary Table 3: 
Additional Control reference sequences for phylogenetic analysis cluster validation
[bookmark: _GoBack]Accession numbers for 10 reference sequences most closely related to a representative sequence in each of the clusters in subtypes A and B are listed. Sequences were located via Blastn sequence analysis tool [1].

	subtype A 

	A Cluster 1
	A Cluster 2
	A Cluster 3

	Representative: 66122
	Representative:  10000 (JMSM)
	Representative: 58045

	FN599706.1_Senegal.2001
	KC184252.2_Israel.2009
	KC184235.2_Israel.2010

	JN673569.1_Senegal.2009
	KC184303.2_Israel.2009
	KC184385.2_Israel.1999

	JN673570.1_Senegal.2009
	KC184357.2_Israel.2010
	KC184377.2_Israel.2002

	GQ400406.1_Austria.2004
	KC184212.2_Israel.2009
	KC184182.2_Israel.2008

	KY579769.1_USA.2012
	KC184253.2_Israel.2007
	KC184321.2_Israel.2004

	KC340474.1_Spain.2008
	KC184264.2_Israel.2003
	KC184315.2_Israel.2005

	HF586684.1_Benin.2008
	KC184368.2_Israel.2001
	KC184290.2_Israel.2009

	FJ577359.1_BurkinaFaso.2006
	KC184333.2_Israel.2010
	KC184270.2_Israel.2009

	KT998240.1_French Guiana.2011
	KC184344.2_Israel.2010
	KC184369.2_Israel.2001

	AB751423.1_Ghana.2009
	KC184271.2_Israel.2009
	KC184383.2_Israel.2003



	subtype B tree

	B_C1
	B_C2
	B_C3
	B_C4
	B_C5

	54996
	58079
	66855
	71313
	76507

	KM984966.1_Israel_2010
	KM985054.1_Israel_2009
	KM985056.1_Israel_2012
	KM985127.1_Israel_2013
	KM985118.1_Israel_2007

	KM985173.1_Israel_2009
	KM985113.1_Israel_2009
	KM985279.1_Israel_2012
	KM985283.1_Israel_2006
	KM984993.1_Israel_2008

	KM984992.1_Israel_2008
	KM985032.1_Israel_2009
	KM985261.1_Israel_2010
	KM985021.1_Israel_2009
	KM984944.1_Israel_2007

	KM985180.1_Israel_2009
	KM984978.1_Israel_2010
	KM985243.1_Israel_2012
	KM985146.1_Israel_2009
	KM985037.1_Israel_2008

	KM985128.1_Israel_2009
	KM985025.1_Israel_2010
	KM985131.1_Israel_2014
	KM985078.1_Israel_2007
	KM985282.1_Israel_2008

	KM985055.1_Israel_2010
	KM985316.1_Israel_2011
	KM985121.1_Israel_2012
	KM985321.1_Israel_2009
	KM985035.1_Israel_2012

	KM985241.1_Israel_2011
	KM985142.1_Israel_2009
	KM985244.1_Israel_2013
	KM985074.1_Israel_2010
	KM985024.1_Israel_2009

	KM984914.1_Israel_2009
	KM985206.1_Israel_2009
	KM984969.1_Israel_2012
	KM985257.1_Israel_2013
	KM984931.1_Israel_2005

	KM985310.1_Israel_2013
	KM984988.1_Israel_2008
	KM985166.1_Israel_2008
	KM985143.1_Israel_2012
	KM984925.1_Israel_2005

	KM984924.1_Israel_2007
	KM985197.1_Israel_2006
	KM985287.1_Israel_2005
	KM985359.1_Israel_2013
	KM985256.1_Israel_2009












52 Muslim AMSM
with HIV-1 sequence data
1143 Israeli-born MSM
73 AMSM
57 Muslim AMSM
1070 JMSM
16 Christian AMSM
440 JMSM with HIV-1  sequence data

10 Christian AMSM with HIV-1 sequence data
























Supplementary Figure 1: Flow diagram of the study population. All sequences were from treatment naïve patients
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Supplementary Figure 2: Phylogenetic tree of JMSM and AMSM HIV-1, Subtype A. Six reference sequences and 44 patient sequences were included. Colored nodes indicate reference sequences and religious ethnicities; reference sequences (REF) in purple, Jews (JMSM) in blue, Christian Arabs (CHRIS AMSM) in red, Muslim Arabs (MUS AMSM) in green. Clusters with posterior probability > 0.9 are indicated and colored by red line. TDRM are displayed and colored according to groups of religious ethnicities.  BEAST version 1.8 [2] was used to implement a Bayesian Markov chain Monte Carlo (MCMC) method to construct the tree using the GTR+G+I model and lognormal uncorrelated relaxed clock, tree was visualized in FigTree version 1.4.3. Scale indicates time in years. 
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Supplementary Figure 3: Phylogenetic tree of JMSM and AMSM HIV-1, Subtype C. Phylogenetic tree using 5 reference sequences and 19 JMSM and AMSM patient sequences was constructed via BEAST. Colored nodes indicate reference sequences and religious ethnicities; Reference sequences (REF) in purple, Jews (JMSM) in green and Muslim Arabs (MUS AMSM) in red. Clusters with posterior probability > 0.9 are indicated by red line. TDRM are displayed and colored according to groups of religious ethnicities. BEAST version 1.8 [2] was used to implement a Bayesian Markov chain Monte Carlo (MCMC) method to construct the tree using the GTR+G+I model and lognormal uncorrelated relaxed clock, tree was visualized in FigTree version 1.4.3. Scale indicates time in years. 
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Supplementary Figure 4:  Expanded phylogenetic trees of with additional control sequences for cluster validation.
Clusters inferred from phylogenetic analysis were validated by repeating the analysis for subtype A (4A) and subtype B (4B) with additional closely related reference sequences (Supplementary Table 3), as follows.  A representative sequence was chosen from each cluster and the 10 most closely related sequences to the representative sequence were obtained using the Blastn sequence analysis tool [1] and added as control references. All the top matches for the representative sequences were from Israeli patients, apart from cluster 1 in subtype A, in which the sequences were a mix of A1 and AG subtypes from other countries. Drug resistance codons were stripped from the new references to remove biases and all sequences for each subtype were aligned using Clustal Omega [3].
Phylogenetic analysis was repeated using BEAST (GTR+G+I model) and visualized using FigTree (http://tree.bio.ed.ac.uk/software/figtree), as described in the methods section in the manuscript. 
(A) for subtype A, six original reference sequences and 44 patient sequences were included. In addition, 10 new reference sequences closely related to a representative sequence in each previously defined cluster were added, for a total of 30 additional reference sequences. (B) for subtype B, 6 reference sequences and 392 JMSM and AMSM patient sequences were include in the original tree. In addition, 10 additional reference sequences closely related to a representative sequence in each previously defined cluster were added, for a total of 50 additional reference sequences. 
Colored nodes indicate reference sequences and religious ethnicities. Previously inferred clusters 1,2 and 3 with the posterior probability > 0.9 are circled in red and marked by name. Reference sequences are color coded by previously used references (“REF”) and additional closely related control sequences for each cluster (“REF_C1/ REF_C2/ REF_C3”). Representative sequences chosen from each cluster used for Blastn analysis are circled in grey.
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Supplementary Material     Supplementary  Table 1:   Reference sequences used in  the  phylogenetic analysis    

Subtype  GenBank ref#  Country  Year  

A  AF004885  Kenya  1994  

A  AB253421  Rwanda  1992  

A  AB253429  Uganda  1992  

A  AF286238  Congo  1997  

A  AF286237  Cyprus  1994  

B  K03455  NA  1983  

B  AY423387  Netherlands  2000  

B  AY173951  Thailand  1990  

B  AY331295  USA  1998  

B  DQ853463  USA  1998  

C  U46016  Ethiopia  1986  

C  U52953  Brazil  1992  

C  AY772699  South Africa: Durban  2004  

C  AF067155  India  1995  

        Supplementary  Table  2 :   Number and length (bp) of sequences  that were included  in  the  phylogenetic trees *.                         *Sequences that did not meet the length requirement as depicted in this  table were  removed from the phylogenetic analysis.          

Group name  # of samples  

Subtype A  Subtype B  Subtype C  

AMSM Christians  2  8  0  

AMSM Muslims  3  40  3  

JMSM  39  344  16  

Alignment length  816  727  816  

