[bookmark: OLE_LINK68][bookmark: OLE_LINK69][bookmark: OLE_LINK70][bookmark: OLE_LINK71][bookmark: OLE_LINK72]Table 1. Schematic flow chart showing the inclusion specimens in this study.
Assessed for eligibility (n= 537)


[bookmark: OLE_LINK66][bookmark: OLE_LINK67][bookmark: _Hlk63278472][bookmark: OLE_LINK416][bookmark: OLE_LINK417]Excluded fungal and T. vaginalis (n=8)
Exclude unqualified DNA (n=13)
Exclude C. trachomatis (n=12)
[bookmark: OLE_LINK414][bookmark: OLE_LINK415]Exclude N. gonorrhoeae (n=0)









[bookmark: OLE_LINK7][bookmark: OLE_LINK9]Enrolled and included in the analysis (n=504)


	 qPCR
[bookmark: OLE_LINK418][bookmark: OLE_LINK419][bookmark: _Hlk62427588] qPCR

[bookmark: OLE_LINK422][bookmark: OLE_LINK423][bookmark: _Hlk62427606]NSC controp (n=293)
U.parvum-positive (n=152, 51.9%)
U.urealyticum-positive (n=24, 8.2%)
Co-infection (n=11, 3.8%)
[bookmark: OLE_LINK420][bookmark: OLE_LINK421][bookmark: _Hlk62427595]Control group (n=211)
U.parvum-positive (n=99, 46.9%)
U.urealyticum-positive (n=17, 8.1%)
Co-infection (n=5, 2.4%)












