	
	Amplicon
	CaptureSeq

	
	High
	Medium
	Low
	High
	Medium
	Low

	Atopobium vaginae
	171
	133
	10
	943
	87
	10

	Bifidobacterium bifidum
	10
	9
	14
	827
	15
	29

	Bifidobacterium infantis
	95
	57
	20
	527
	35
	4

	Gardnerella vaginalis
	1,096
	974
	120
	1,369
	92
	11

	Lactobacillus sp. N27
	193
	86
	11
	295
	15
	4

	Lactobacillus iners
	859
	616
	94
	741
	66
	8

	Lactobacillus crispatus
	684
	356
	60
	731
	55
	15

	Lactobacillus jensenii
	2,090
	1,373
	143
	1,020
	92
	11

	Lactobacillus vaginalis
	529
	281
	33
	946
	79
	17

	Lactobacillus gasseri
	2,330
	1,079
	135
	827
	69
	12

	Lactobacillus salivarius
	1,554
	1,254
	126
	874
	63
	2

	Lactobacillus sp. L6
	652
	324
	39
	803
	65
	10

	Lactobacillus sp. N19
	2,756
	1,864
	229
	889
	83
	9

	Lactobacillus johnsonii
	426
	317
	43
	297
	20
	3

	Lactobacillus sp. N20
	4,142
	3,382
	416
	2,466
	244
	29

	Peptostreptococcus anaerobius
	2,468
	1,681
	107
	1,416
	124
	18

	Prevotella bivia
	817
	357
	50
	959
	83
	11

	Streptococcus gallolyticus
	3,789
	2,153
	173
	1,010
	89
	12

	Streptococcus lutetiensis
	1,048
	623
	46
	769
	66
	10

	Lactobacillus plantarum
	1,291
	729
	126
	1,332
	120
	18
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