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Table. Characteristics of sequence clusters. 

	Cluster
	Sequence type
	City, State
	Sampling year
	Protease/RTa
	Integraseb

	
	
	
	
	Resistance mutations 
	Genetic distancec
	Resistance mutations 
	Genetic distancec

	1
	Study
	Atlanta, GA
	2017
	K103N
	0.18%
	None
	0.36%

	
	Study
	Birmingham, AL
	2017
	K103N
	
	None
	

	
	Background [1]
	Nashville, TN
	2015
	K103N
	-
	-
	-

	
	Background [1]
	Nashville, TN
	2015
	K103N
	-
	-
	-

	2
	Study
	Atlanta, GA
	2016
	M184V, T215C/Y
	2.06%
	E138K, S147G, Q148R
	1.99%

	
	Study
	Birmingham, AL
	2017
	T215C
	
	None
	

	3
	Study
	Atlanta, GA
	2016
	None
	2.66%
	None
	1.76%

	
	Study
	Atlanta, GA
	2017
	None
	
	None
	

	
	Background [2]
	Unknown
	2002
	None
	-
	-
	-

	
	Background [3]
	Unknown
	2005
	None
	-
	-
	-

	4
	Study
	Boston, MA
	2016
	None
	2.50%
	None
	2.82%

	
	Study
	Boston, MA
	2016
	None
	
	None
	

	
	Background [4]d
	Boston, MA 
	2010
	None
	-
	-
	-

	5
	Study
	Atlanta, GA
	2016
	-
	-
	None
	2.70%

	
	Study
	Boston, MA
	2016
	-
	-
	None
	



Footnotes for Table. 
The table shows results of cluster analysis of HIV sequences from individuals screened for participation in HPTN 078 (study sequences). Background sequences from a public database were included in the analysis. Cluster analyses were performed separately for protease/reverse transcriptase (RT) sequences and integrase sequences. Clusters were identified if the genetic distance between the sequences was <4.5% and the bootstrap value was >90%; a genetic distance threshold of <0.5% was used to identify recent transmission clusters. The table shows characteristics for the five clusters that included at least two study sequences. Clusters 3 and 4 included individuals from the same study site (Atlanta and Boston, respectively). All four of these individuals were recruited through deep-chain respondent-driven sampling (DC-RDS); however, two individuals in each cluster were not in the same recruitment chain. Cluster 5 was only identified in integrase analysis. 
a Sixteen additional protease/RT clusters that included only one study sequence are not shown. 
b Six additional integrase clusters that included only one study sequence are not shown.
c Genetic distance values were determined for study sequences only.
d This background sequence was from an individual recruited at the same study site in Boston that recruited the two individuals with study sequences included in this cluster. 
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