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	Subtypes
	Bootstrap
	Clusters N (%)
	Total Clusters N (%)

	Subtype A
	50–65%
	1 (4.0)
	25 (2.2)

	
	66–75%
	5 (20.0)
	

	
	> 75%
	19 (76.0)
	

	Subtype B
	50–65%
	148 (14.7)
	1005 (89.3)

	
	66–75%
	82 (8.2)
	

	
	> 75%
	775 (77.1)
	

	Subtype C
	50–65%
	1 (3.6)
	28 (2.5)

	
	66–75%
	3 (10.7)
	

	
	> 75%
	24 (85.7)
	

	Subtype D
	50–65%
	1 (16.7)
	6 (0.5)

	
	66–75%
	0 (0)
	

	
	> 75%
	5 (83.3)
	

	Subtype F
	50–65%
	1 (11.1)
	9 (0.8)

	
	66–75%
	1 (11.1)
	

	
	> 75%
	7 (77.8)
	

	Subtype G
	50–65%
	0 (0)
	7 (0.6)

	
	66–75%
	1 (13.3)
	

	
	> 75%
	6 (85.7)
	

	CRF01_AE
	50–65%
	1 (5.6)
	18 (1.6)

	
	66–75%
	0 (0)
	

	
	> 75%
	17 (94.4)
	

	CRF02_AG
	50–65%
	3 (11.1)
	27 (2.4)

	
	66–75%
	1 (3.7)
	

	
	> 75%
	23 (85.2)
	

	Overall
	50–65%
	156 (13.9)
	1125 (100)

	
	66–75%
	93 (8.3)
	

	
	> 75%
	876 (77.9)
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