	Study
	Study
Type
	Study Location
	Subject Info
	Sample
Type
	Outcome
	Transcriptomics
Assay
	In vitro comparison to:

	Berard, et. al1
	Nested case-control
Partners PrEP Study
	Kenya and Uganda
	Non-pregnant:
25-51 years of age
	Vaginal biopsies
(n=80)
	Microbiome-associated epithelial dysfunction
	Illumina Beadchip gene expression microarray
	Transcriptomics results from Lactobacillus-dominant (LD) vs non-Lactobacillus-dominant (noLD) microbiome

	Wikstrom, et. al2
	Nested case-control
CERVIX Study
	Sweden
	Pregnant:
18-20.6 weeks of gestation
	Cervical swabs
(n=144)
	Preterm Birth
	Illumina TrueSeq Total Strand RNA, NovaSeq 6000
	Transcriptomics results from preterm vs term deliveries



Table 1: Description of human clinical studies used for correlation to in vitro transcriptomic signatures
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