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Pregnant women with a prior spontaneous preterm birth <37weeks were recruited.
 Initial screening  at ≤ 18 weeks gestation, all women underwent:
1. Transvaginal ultrasound scan for measurement of cervical length (CL) 
2. High vaginal sampling. (Swab, frozen at -80°C for later 16s rRNA gene sequencing)


Based on CL measurement at screening  at ≤ 18 weeks gestation, participants were allocated into one of two groups:
1. Short CL <25mm: Commenced on vaginal progesterone 400mg once daily until 34 weeks
2. Normal CL ≥ 25mm:  No intervention, and followed up as controls


The impact of progesterone  on vaginal bacterial communities in high risk prgenancy was assessed through comparison of CST distributions in progesterone and control groups at 22, 28 and 34 weeks. 


Samples were classified into community state types based on 16s rRNA species sequence data (as per cross-sectional study)


Both progesterone and control groups were followed up longituinally at 22, 28 and 34 weeks gestation, and a vaginal swab was taken at each timepoint.







Pregnant women with a prior spontaneous preterm birth <37weeks attending preterm surviellance clinic were recruited at 16 weeks gestation. 
Consenting participants underwent:
1. Transvaginal ultrasound scan  for measurement of cervical length (CL)
2. High vaginal sampling. (Swab, frozen at -80°C for later 16s rRNA gene sequencing)


Subsequent clinical care was not influenced by participation in the study.  
(Indication for intervention was a CL <25mm measured at ≤23+6 weeks gestation, as per local hospital guidelines. Choice of intervention, cerclage or progesterone, was at the discretion of the clinician)


Metadata collected included: gestation age at sampling, subsequent interventions for preterm birth, gestation at birth, BMI, ethnicity.


Vaginal CSTs were compared to ethnicity, cervical length and requirement for future intervention, and subsequent gestation at birth (<34 weeks, 34-27 weeks, and ≥37 weeks).
Accuracy parameters (sensitivity, specificity, positive predictive and negative predictive values) were calculated for the prediction of preterm birth <34weeks according to CST


Hierarchical clustering analysis of 16s rRNA species sequence data classified vaginal bacterial communities into community state types (CSTs); I (L. crispatus), II (L. gasseri), III (L. iners), IV (mixed bacterial species) and V (L. jensenii). 







