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Spatial characterisation of the reproductive tract microbiota indicates high prevalence of microbial driven aetiology in preterm prelabour rupture of the fetal membranes (PPROM)
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Supplementary Figure 1. Read count per sample at different reproductive tract (RT) sites including the vagina (V), fetal membranes (FM, at rupture (MR), mid (MM) and distal sites (MD)), placenta (PL). The read count of vaginal samples was significantly higher than FM and placenta samples (P= <0.0001, Mann-Whitney test) 
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Supplementary Figure 2. Dumbbell plot showing gestational age at sampling and delivery of patients with PPROM (n=15). For most patients, vaginal swabs were collected at presentation with ruptured membranes, before tissue sampling at delivery. Four patients had longitudinal sampling of the vagina during pregnancy.
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Supplementary Figure 3. Shotgun metagenomics-based bacterial composition of patient 6 (2v382), patient 5 (2v074), patient 11 (2v283) and patient 9 (2v306) samples, from vagina (V), fetal membranes at rupture site (AR), mid-site (AM), distal site (AD) and the placenta (PL). MetaPhlAn with stat_q = 0.1 (more sensitive than default 0.2). In all patients the last vaginal time-point (after the rupture) consistently shows influx of multitude of species in all patients. FM contained strains that were also detected in some cases in the vagina prior to rupture. Apart from the well-documented microbiome kit contaminant, Methylorubrum extorquens, no bacterial detection was observed in placental samples. 
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