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[bookmark: _Toc69722979]Supplementary methods

We conducted an observational study to assess the association between the vaginal microbiota (VMB) and recurrent early preterm birth. This was a sub-study within the “Development of novel biomarkers for prediction of preterm labour in a high-risk population” study. The study was funded by a charitable donation from Lord and Lady Harris, gained in an open competition that was facilitated by the charity Wellbeing of Women. The study was approved by the North West Research Ethics Committee - Liverpool Central, reference 11/NW/0720, on 4 November 2011. Recruitment started on 1 April 2012. The VMB sub-study was added on 19 October 2015 via protocol amendment. Recruitment was completed on 31 December 2017. All participants gave written informed consent. 

[bookmark: _Toc69722980]Eligibility criteria
We recruited two cohorts of pregnant women: a high-risk cohort and a low-risk cohort. 

The eligibility criteria for both cohorts were:
· Singleton pregnancy.
· Having had an early pregnancy ‘dating’ scan1 before 14+0 weeks gestation showing no foetal abnormalities. This scan was used to calculate gestational age at sampling and birth.
· Between 15+1 and 23+0 weeks gestation at recruitment.
· Having taken part in standard antenatal care, including HIV and hepatitis B testing at the booking appointment (first appointment with a midwife).1 The results of these tests had to be negative for blood handling safety reasons. The uptake of HIV testing in UK antenatal services in 2015 was 98.2%, with only 0.15% of women testing positive,2 so this is unlikely to have had a substantial impact upon recruitment.
· Not having had vaginal sex within 48 hours prior to the first study visit. All women who had a second study visit were asked to abstain from sex for 48 hours prior to the study visit. 
· Participants were only eligible for study participation once and could not be recruited a second time during a subsequent pregnancy. 

Additional eligibility criteria for the high-risk cohort were:
· Having had at least one previous spontaneous preterm birth (sPTB), preterm prelabour rupture of membranes (PPROM), or spontaneous late miscarriage at 16+0-33+6 weeks gestation. 
· Not using preterm birth preventative treatment (cervical cerclage, vaginal progesterone, or a vaginal pessary) at the time of recruitment.
· Women were not excluded if they had had significant cervical surgery or previous obstetric or medical problems.

Additional eligibility criteria for the low-risk cohort were:
· Having had at least one previous pregnancy that progressed beyond 37+0 weeks gestation.
· No history of late miscarriage (beyond 16+0 weeks gestation).
· No history of preterm birth (<37+0 weeks gestation), including medically induced preterm birth.
· No history of PPROM (<37+0 weeks gestation).
· No history of significant cervical surgery, defined as either: 1 large loop excision of the transformation zone (LLETZ) over 10mm; 2 or more LLETZ; or a knife cone biopsy.
· No medical condition considerably affecting health, defined as having been referred to a specialist antenatal clinic for a medical condition by the booking midwife. This includes, but is not limited to, epilepsy, inflammatory bowel disease, or renal impairment.
· No previous pregnancy affected by an obstetric complication with an increased chance of reoccurrence, defined as previous gestational diabetes, preeclampsia requiring magnesium sulphate, or gestational hypertension requiring antihypertensive medication.

[bookmark: _Toc69722981]Rationale for inclusion of the low-risk cohort
The low-risk cohort was designed to reflect the ‘healthy’ pregnancy population as much as possible. Participation was limited to parous women only because the high-risk cohort consisted of parous women by definition. VMB compositions are known to be influenced by local factors such as the age and ethnicity distribution, lifestyle factors (including diet and hormonal contraception use), and environmental factors.3,4,5,6 We wanted to characterise the expected distribution of VMB parameters in our local population because this had never been done before. In addition, there is no consensus yet on how best to analyse VMB sequencing data.7,8 The low-risk cohort allowed us to describe the expected distribution of VMB parameters using our own analysis methods. 

[bookmark: _Toc69722982]Recruitment procedures
In the UK, all pregnant women are encouraged to book with an antenatal care provider in the first trimester, and the majority of women will continue to receive antenatal and intrapartum care from that same provider.1 Liverpool Women’s Hospital9 is one such care provider, with the largest stand-alone maternity unit in the UK and a dedicated midwifery led birthing suite. The hospital provides ‘low-risk’ pregnancy care, including ‘midwifery led care’,1 as well as high-risk pregnancy care. High-risk women were recruited from the Liverpool Women’s Hospital Preterm Labour Prevention Clinic. Low-risk women were recruited from the regular antenatal care clinic at Liverpool Women’s Hospital; they planned to either give birth at Liverpool Women’s Hospital or with the hospital’s linked homebirth team.

Low risk participants were recruited as follows:
1. Study clinicians used hospital electronic records to identify women who had booked for antenatal care1 at Liverpool Women’s Hospital and fitted the eligibility criteria as described above. Study staff then phoned or sent a text message to potential participants between the early pregnancy dating scan (described above) and 15+0 weeks gestation to offer them study participation. Each potential participant was only contacted once, and a voicemail was left if the phone was not answered and voicemail was available. 
2. Low-risk women were also approached by study leaflet (distributed by community midwives) or social media (distributed by research staff or the Liverpool Women’s Hospital communications team). Potential participants were invited to phone or send a text message to a dedicated telephone number.
3. Study staff spoke to potential participants on the telephone. During this conversation, they confirmed eligibility and explained the study, including the rationale and need for a speculum examination with vaginal swabbing and a cervical length scan. Participants were offered a 3D ultrasound scan of the pregnancy at each study visit.

High risk participants were recruited as follows:
1. Women with at least one sPTB, PPROM, or spontaneous late miscarriage at 16+0-33+6 weeks gestation were routinely referred to the hospital’s Preterm Birth prevention Clinic by their booking midwife. This was part of standard antenatal care for all eligible patients. 
2. Study clinicians reviewed the patients’ clinical notes to confirm eligibility (primarily not using preterm birth prevention therapy at the time of study recruitment).
3. Study clinicians then approached potential participants during their preterm birth prevention clinic visits to offer study involvement. 

These procedures were designed with input from the Liverpool Women’s Hospital patient and public involvement group (see below), and were approved by the ethics committee. The use of electronic case notes for participant identification predated changes to UK general data protection legislation.10

[bookmark: _Toc69722983]Clinical procedures
Study visits of high-risk women were timed to coincide with the participants’ scheduled visits to the Liverpool Women’s Hospital Preterm Labour Prevention Clinic, and took place at approximately 16 weeks (15+1-18+6 weeks) and 20 weeks (19+0-23+0) gestation. Low-risk women also had scheduled study visits at approximately 16 weeks (15+1-18+6 weeks) and 20 weeks (19+0-23+0 weeks) gestation. In both cohort, the second study visit was performed a minimum of two weeks after the first study visit. Participants who were recruited after 19+0 weeks gestation only had a single study visit. 

At their first visit, an obstetrician confirmed eligibility and gave the potential participant an information leaflet to read. Women were given the opportunity to ask questions and written informed consent was obtained. If a woman was found to be ineligible or declined to participate, the 3D ultrasound scan was still performed.
Next, participants underwent the following procedures by an obstetrician:
1. A face-to-face interview about demographic factors, height, weight, smoking, antimicrobial use during pregnancy, and medical and obstetric history.
2. Blood sampling (for another part of the project; results not described in this paper).
3. A speculum examination with a chaperone present. During this examination, ﻿cervicovaginal fluid was taken from the posterior fornix (10 seconds of rotation) for quantitative foetal fibronectin (qfFN) assessment; three high vaginal swabs using HydraFlock standard tapered swabs (Medical Wire and Equipment, Corsham, England) for VMB assessments; and a high vaginal charcoal swab for routine processing by the local NHS laboratory. 
4. A cervical length scan.
5. 3D ultrasound scan. Photographs were provided to the participant. 
Any questions were addressed as necessary and the second clinic visit was scheduled. 

Samples were processed on the same day. The qfFN swab was tested on a Rapid fFN 10Q System (HOLOGIC, Marlborough, MA, USA), but the study obstetricians were blinded to the qfFN result until all participants in the study had given birth. One HydraFlock swab was placed in 1ml of RNAlater (Merck Life Science UK Ltd, Dorset, UK), and the other two were stored dry, in 1.2ml cryogenic tubes (Fisher scientific, Loughborough, UK) at -80°C within an hour of sampling. The charcoal swab was transported to the local NHS laboratory for diagnosis of bacterial vaginosis and candidiasis by culture. The latter results were not available to the study team, but only one woman reported having received treatment for vulvovaginal candidiasis during her pregnancy, prior to enrolment into the study.

At the second study visit, an obstetrician verbally confirmed ongoing willingness to participate in the study and questioned the participant about any new conditions that had been identified during the pregnancy, use of preterm birth prevention treatment, antimicrobial medication use, any other medication use in the previous 72 hours (including vitamins), and vaginal sex in the previous 48 hours. The blood sampling, speculum examination with vaginal swabs, cervical length scan, and 3D ultrasound scan were then repeated in the same way as described above for the first visit. At the end of the second visit, contact details were confirmed, and participants were asked for their permission to be contacted about the pregnancy outcome should the need arise (see below).

Pregnancies were managed in accordance with usual practices in the Liverpool Women’s Hospital. Preterm birth prevention therapy (cerclage, vaginal pessary, or vaginal progesterone) was offered if cervical length was ≤ 25mm or based on clinician and patient preference in case of a large change in cervical length between measurements. None of the low-risk women required an intervention but most (78/109) of the high-risk women did. 

We were not able to collect data about antimicrobial use in pregnancy – other than by participant self-report - because of the wide range of treatment providers. These include the hospital, primary care practitioners, walk-in centres, or - in the case of vulvovaginal candidiasis - over the counter purchase.
[bookmark: _Toc69722984]Ascertainment of outcomes and treatments after pregnancy
Liverpool Women’s Hospital records were reviewed by study obstetricians to ascertain pregnancy outcomes and whether any preterm birth prevention treatment had been used. Birth outcomes were classified independently by two clinicians experienced in PTB management. When there was a discrepancy between them, the case was reviewed by a third experienced clinician until the team reached consensus. If a participant eventually delivered elsewhere, pregnancy outcome information was requested from the participant’s delivery care provider, or (if this was not successful) from the participant herself. 

Diagnosis of chorioamnionitis
For all participants that experienced sPTB or PPROM, two clinicians reviewed the contemporaneous clinical notes to determine whether chorioamnionitis was present, defined as one or more of raised white cell count, raised C-reactive protein, maternal pyrexia, or the use of broad spectrum antibiotics to treat chorioamnionitis. The definition did not include histologic evidence of chorioamnionitis on placental histology alone (subclinical chorioamnionitis). For participants with sPTB, the chorioamnionitis diagnosis had to be made during the process of spontaneous labour. For participants with PPROM, the chorioamnionitis diagnosis had to be made within 7 days of PPROM.

[bookmark: _Toc69722985]Laboratory procedures

DNA extraction
DNA extraction and sequencing were done at the University of Liverpool Centre for Genomic Research. DNA was extracted from one sample per participant per visit. A total of 706 swabs from 364 participants underwent DNA extraction, PCR amplification, and 16S rRNA sequencing. Any subsequent data processing was restricted to data from the 259 participants that were included in the high- and low-risk cohorts of the case-control sub-study.

The samples were thawed, and DNA was extracted by adding 180 μl of enzymatic lysis buffer containing lysozyme to the sample (Sigma-Aldrich, Dorset, UK); incubation for 30 minutes at 37 °C; adding 25 μl of proteinase K and 200 μl of buffer AL from the Qiagen DNeasy Blood and Tissue kit (Qiagen, Manchester, UK); incubation for 30 minutes at 560 C; adding 200 mg of 0.1 mm zirconia/ silica beads (Thistle Scientific, Glasgow, UK), and bead-beating for 5 minutes at 25 Hz on a Qiagen TissueLyser II (Qiagen, Manchester, UK). Next 200 μl of 100% ethanol was added to the sample followed by centrifugation. The swab head was discarded, and the pellet was purified in four subsequent centrifugation steps after adding one-by-one 200 μl 100% ethanol, 500 μl buffer AW1, 500 μl buffer AW2 and 75 μl buffer AE as per manufacturer’s instructions (Qiagen, Manchester, UK). In order to facilitate detection of contaminants downstream, we included one negative control (an empty tube) with each DNA extraction round of 23 study samples. The DNA concentration of all samples was measured by Qubit (Invitrogen, Thermo Scientific, Paisley, UK) and the DNA quality of all samples by Nanodrop (Thermo Scientific, Paisley, UK). Samples with a particularly low DNA concentration or quality were discarded (n=25) and the DNA extraction process was performed on the second sample taken during that study visit (these samples subsequently achieved acceptable concentration and quality assessments).

PCR amplification and 16S rRNA gene sequencing
Two PCR rounds were performed for each DNA sample (study samples and negative controls) for 16S rRNA gene amplification and barcoding. Firstly, the V3-V4 region of the 16S rRNA gene was amplified as described previously.11 DNA was amplified using 1.25 μl of a 10 µM concentration of 319F forward primer (5’-ACTCCTACGGGAGGCAGCAG-3’) and 1.25 μl of a 10 µM concentration of 806R reverse primer (5’-GGACTACHVGGGTWTCTAAT-3’), 12.5 μl NEB Next HF 2x PCR Master Mix (New England Biolabs, Hitchin, UK), 9 μl of nuclease-free water and 1 μl of DNA extraction product to make a 25 μl reaction volume. The first denaturation cycle was performed for 30 seconds at 98 °C, followed by 10 cycles with a denaturation cycle of 10 seconds (at 98 °C), an annealing cycle of 30 seconds (at 58 °C), an extension cycle of 30 seconds (at 72 °C), and finally an extension cycle of 5 minutes at 72 °C. PCR products were then purified and size-selected using Agencourt AMPure XP beads (Beckman Coulter, High Wycombe, UK) in a 1:1 bead-to-sample ratio. The final PCR round used the standard Illumina Nextera XT index kit v2 (Illumina, San Diego, CA, USA), aimed at V3-V4 sequences by a dual-index approach. This permits multiplexing of up to 384 samples at a time (two rounds were performed to accommodate all samples). The barcoding used 2.5 μl of Index 1 primer, 2.5 μl of Index 2 primer, 12.5 μl NEB Next HF 2x PCR Master Mix and 7.5 μl sample making a 25 μl reaction volume. The first denaturation cycle was performed for 3 minutes at 98 °C, followed by 15 cycles with a denaturation cycle of 30 seconds (at 98 °C), an annealing cycle of 30 seconds (at 55 °C), an extension cycle of 30 seconds (at 72 °C), and a final extension cycle of 5 minutes at 72 °C. AMPure beads were then used to purify PCR products as explained above, also using a 1:1 bead-to-sample ratio. Each PCR run also had a negative control (10 μl of nuclease-free water instead of 9 μl of nuclease-free water and 1 μl of DNA) to identify contaminants, and 10 μl of 0.2 ng/μl ZymoBiomics Microbial Community DNA standard (Zymo Research Corp, Irvine, CA, USA), a commercially available positive control. The PCR runs also included the DNA extraction negative controls. DNA collected from the same participant at different visits were included in the same PCR runs. The Qubit Fluorometer with the dsDNA HS Assay kit (Invitrogen, Thermo Scientific, Paisley, UK) was used to measure PCR product DNA concentrations of each sample (including negative and positive controls). Two negative controls were not successfully amplified and were excluded from the subsequent steps; all participant samples, positive controls, and the remainder of the negative controls were used.

Amplicons from samples were evenly pooled into sequencing libraries at a mass of 0.8 ng DNA per amplicon. To achieve this, Qubit DNA concentrations and Fragment Analyzer (Agilent, Santa Clara, USA) quality control information were combined for pooling before size-selection using Pippin Prep (Sage Scientific, Beverly, Massachusetts, USA). Samples with a DNA concentration of <0.30 ng/µl (such as the negative controls) were added in a fixed volume of 1 µl. The two libraries were sequenced on an Illumina HiSeq instrument (Illumina, San Diego, CA, USA), run in rapid mode, 2x300bp using a 250PE and 50PE kit. DNA collected from the same participant at different visits was included in the same library.

Panbacterial 16S rRNA gene qPCR
Extracted DNA from all participant samples (706 samples from 364 participants) was sent to the Institute for Genome Sciences of the University of Maryland (Baltimore, MD, USA) for estimation of the panbacterial 16S rRNA gene copy concentration using the BactQuant qPCR assay. This assay is based on an analyses of 4,938 16S rRNA gene sequences in the Greengenes database.9,10 The analysis was performed as described previously.10,11 Briefly, 1.5 μl of template (1:10 diluted DNA) was added to 3.5 μl of reaction mix, with the final reaction containing 1.8 μM each of the forward (341F) and reverse (806R) primer targeting the 16S V3-V4 region, 225 nM of the TaqManW probe, 1x Platinum Quantitative PCR SuperMix-UDG with ROX (Invitrogen, Thermo Scientific, Waltham, MA, USA) and molecular-grade water. Each sample, including no template controls, were assayed in triplicate. An in-run standard curve (ranging from 10 to 108, with 102–108 in 10-fold serial linear dilutions) was used in each run. Amplification and real-time fluorescence detections were performed on the Bio-Rad CFX 384 instrument (Bio-Rad Inc., Hercules, CA, USA). The PCR conditions were: 3 minutes at 50 °C for UDG treatment, 10 minutes at 95 °C for Taq activation, 15 seconds at 95 °C for denaturation and 1 minute at 60 °C for annealing and extension, times 40 cycles. Cycle threshold (Ct) value for each 16S qPCR reaction were obtained using a manual Ct threshold of 0.05 and automatic baseline. The 16S rRNA gene concentration was reported in copies/μL for each sample. 

Quality control of the BactQuant assay was performed by excluding samples that did not amplify in two of three, or all three, of the triplicate assays, or had skewed low 16S rRNA gene concentration results of <1,000 copies/μl. This was the case for 31 of 706 samples.
[bookmark: _Toc69722986]Molecular data processing

Sequencing data processing
The mean raw unpaired read count of all 706 samples from 364 participants was 368,205 reads per sample (95% confidence interval (CI) 353,388 – 383,022 reads). Cutadapt v1.1612 was used to demultiplex the reads and remove primer sequences. All subsequent steps were performed in DADA2 version 1.8 package for large paired-end datasets in R version 3.5.1 (R core team, 2015).13 DADA2 was chosen because of its ability to resolve reads to a single nucleotide. The fastqFilter command was used for error correction with parameter settings aiming to maximize read retention. The minimum read lengths (truncLen) were set to 255 for forward reads and 210 for reverse reads based on the quality plots, maxEE to a maximum of 5 for forward read and 8 for reverse read expected errors, maxN to zero ambiguous bases allowed, and truncQ to zero. Approximately 10% of reads were discarded after error correction. The learnErrors command was then used to determine the read error rates. The reads were assigned to unique amplicon sequence variants (ASVs, equivalent to a taxon) using the derepFastq command, and ASVs with higher than average error rates were discarded (denoised) using the dada command.13,14 The mergePairs command was used to merge forward and reverse reads. The removeBimeraDenovo command was used to remove chimeric compositions of two separate parent ASVs (Bimeras) with the Silva version 132 database as the reference database;15 6.3% of ASVs were identified as bimeric and removed. Overall, a median of 28% of the raw reads per sample were removed during these DADA2 clean-up processes.

DADA2 was used to perform taxonomic assignment in two steps. Firstly, assignTaxonomy was used to map ASVs to taxa at genus level or above using the RDP classifier with a minimum bootstrap value of 50% and the Silva v132 database as the reference database.15,16 Secondly, addSpecies was used to map ASVs to species level. Only ASVs with exact (100%) identity matches with species in the Silva database were assigned to each species.

Next, a spreadsheet containing the sequences, taxonomic assignments, and read counts for each ASV per sample was imported into Microsoft Excel for Mac version 16. ASVs with a read count in all samples combined of less than 100 were removed, as well as two non-bacterial ASVs, and one likely contaminant ASV. The likely contaminant was a Cutibacterium genus that was present in two negative controls at a relative abundance that was higher than in any study sample. The Silva v132 database did not include the vaginal taxa BV-associated bacterium 1 (BVAB1), BVAB2 and BVAB TM7 sequences. These have, however, been published elsewhere17,18 and were manually identified in our dataset. We also searched for Mageeibacillus indolicus (BVAB3) and Fenollaria massiliensis sequences manually, but these were not identified. The taxonomic assignments derived from the Silva database were manually double-checked for the 112 ASVs with a relative abundance of at least 0.05% of the read count of all samples combined (out of a total of 1646 ASVs), using the Microbial Nucleotide BLAST (BLASTn) function on the National Center for Biotechnology Information NCBI website.19 In cases of a discrepancy, the Vaginal 16S rDNA Reference Database was used as a tiebreaker.20 This resulted in 45 Lactobacillus genus ASVs being reassigned to various Lactobacillus species, two Streptococcus genus ASVs being reassigned to S. agalactiae, a Staphylococcus genus being reassigned to S. aureus, a Gardnerella genus ASV being reassigned to G. vaginalis, an Atopobium genus ASV being reassigned to A. vaginae, a Sneathia genus ASV being reassigned to S. amnii and an Enterococcus genus ASV being reassigned to E. faecalis. Read counts for ASVs assigned to the exact same taxonomy were then summed for each sample. The lowest total read count for any specific sample above 1000 reads was 1101, so GuniFrac 1.1 package in R was used to rarefy to 1101 reads. The rarefied ASV table contained 690 (of the original 706) samples and 290 unique ASVs. The prop.table function in R was then used to transform rarefied read counts into relative abundances.

Estimation of bacterial load and taxa concentration 
The overall bacterial load and ASV-specific concentrations per sample were estimated by combining the sample-specific 16S rRNA gene concentration data with the rarefied ASV table. The 16S rDNA gene copy number was identified for each of the 276 unique ASVs in the final rarefied ASV relative abundance table using the NCBI version of the rrnDB database,21 or the Greengenes database in case of missing data.9 In situations where ASVs were mapped to multiple species at genus level, the mean 16S gene copy number based on all potential species was used. When the mean 16S gene copy number of a species was not available, the mean copy number of the corresponding genus was used. For BVAB1 and BVAB2 only ‘order’ level taxonomic information (Clostridiales order). We used the Clostridiales order mean copy number (=4.62) for BVAB1 and BVAB2 because data for lower level taxonomies were not available. The ASV-specific copy-normalized rarefied relative abundance was multiplied by the sample-specific 16S rRNA gene copies concentration to estimate the concentration of each ASV in cells/μl per sample. This method has previously been shown correlate with species-specific qPCR results for non-minority species.22,23 These concentrations were log10-transformed. To prevent skewed negative values, concentration results less than one cell/μl were set to one prior to log10-transformation.

[bookmark: _Toc69722987]Selection of participants for nested case-control study
Within the high-risk group, 109 of 133 enrolled women were retained for analysis: 87 participants who gave birth ≥37+0 weeks gestation, without PPROM, and 22 participants who had sPTB or PPROM <34+0 weeks gestation (main manuscript Figure 1). High-risk participants were retained if they received PTB prevention therapy after recruitment as long as the first sample available for analysis (i.e. a sample that passed quality control) was taken prior to using PTB prevention therapy. Iatrogenic preterm births (n=8) were excluded.

Within the low-risk group, 145 of 217 enrolled women were retained for analysis. All of them gave birth at ≥39+0 weeks gestation. We had planned to exclude women who received preterm birth prevention treatment, but none of the women required such treatment.

[bookmark: _Toc69722988]Rationale for low-risk term group gestation of birth ≥39+0 weeks
Within the low-risk group, we chose to restrict analysis to only women who gave birth ≥ 39+0 weeks gestation. Previous work suggested that this should be considered the gestation of absolute ‘normality’,12 based on the increased risk of subtle neurodevelopmental adverse outcomes into the ‘early term’ gestational period.13–16

[bookmark: _Toc69722989]Rationale for high-risk term group gestation of birth ≥37+0 weeks
Within the high-risk population, we chose to classify term birth as ≥ 37+0 weeks gestation because having had a previous <34+0 week birth/PPROM and then to have achieved a pregnancy of ≥37+0 weeks is normally seen as a successful outcome. In women with a previous poor pregnancy outcome associated with their previous PTB, there was a high rate of medically indicated births after ≥ 37+0 weeks. It felt inappropriate to exclude such women who had a successful pregnancy within our study, but labour was induced, or a pre-labour CS performed, because of their history at 37+0-38+6 weeks gestation (and who may well have continued to ≥ 39+0 weeks without medical input).

[bookmark: _Toc69722990]Definition of PPROM
In order to achieve a differentiation of membranes rupturing early in the labour process (which was actually preterm labour) and isolated PPROM, we used a definition of rupture of membranes at
least 12 hours prior to the onset of uterine activity. 


[bookmark: _Toc69722991]Final samples included in the analyses
A total of 259 of the 364 participants had an eligible pregnancy outcome. These participants contributed 484 samples. Of these, 454 (93.8%) samples from 254 (98.1%) participants had valid 16S rRNA sequencing and valid BactQuant assays and were retained for further analysis. The final rarefied ASV relative abundance table consisted of 276 ASVs in 454 samples from 254 individual participants, mapping to species (181; 65.6%), genus (82; 29.7%), or higher taxonomic levels (13; 4.7%) (Appendix B). Of the 276 ASVs, 76 (27.5%) ASVs were present at a relative abundance of at least 1% in at least 1 sample; the other 200 (72.5%) ASVs were minority species.

[bookmark: _Toc69722992]Creation and selection of VMB variables
As explained in the manuscript, we use existing approaches of sequencing data reduction to create VMB variables, but we also used new approaches that have not been used in PTB research before.

Existing approaches
We systematically reviewed the published literature to identify VMB variables that were associated with PTB in at least one study (Table A1). Table A1 shows previous studies that used sequencing methods to determine the relationship between the VMB in asymptomatic women and PTB. The first author (LG) first extracted relevant information from the main manuscripts of each study to create a list of VMB variables that were described in at least one study. Next, she assessed each manuscript again for any data related to any of the variables on the full list of VMB variables, including data in supplementary materials. Individual taxa were often shown in heatmaps or other figures without information about a statistical relationship with PTB, or a relationship was inferred but not clearly described. Such cases are shown as grey cells in Table 1, either empty (no information) or containing a horizontal arrow (ambiguous information). Table A1 was double-checked by one of the senior authors (JW).

We selected variables that had been associated with PTB in at least two studies, irrespective of the directions of those associations (positive or negative). These included: richness and Simpson diversity (1-D) as continuous variables; two categorical VMB composition variables with each participant assigned to one category (the community state types (CSTs) described by Ravel et al14 and Lactobacillus groups (dominant, intermediate, deplete) based on Lactobacillus relative abundance;15 stability groups, slightly modified from Romero et al;16 and the presence/absence of 23 specific taxa of interest. We included some individual taxa of interest even though they had only been associated with PTB in a single study: BVAB1, BVAB2, and BVAB TM7 (because they had only recently been described at the time the reviewed studies were conducted), L. jensenii (because we wanted to include all four major vaginal Lactobacillus species), and Bifidobacterium breve (because of its potential role as a preventative probiotic).

During the conduct of the analysis (in the year 2020 and until April 2021), seven additional VMB in PTB studies were published. Table A1 has been updated with these studies in order to facilitate comparison with contemporaneous literature (parts 3 and 4 of the table). The studies included in parts 3 and 4 were not used to develop VMB variables for the present study.

We used hierarchical clustering analysis with ward linkage and a clustering density threshold of 0.75 using all available data to assign samples to one of five CSTs: I (L. crispatus-dominated), II (L. gasseri-dominated), III (L. iners-dominated), IV (mixed bacterial species), and V (L. jensenii-dominated). The three Lactobacillus groups were defined by Lactobacillus relative abundance as follows: dominant (≥75%), intermediate (25-74.9%), and deplete (≤25%). 

New approaches
The final set of VMB variables was based on our previous work and was applied to PTB research for the first time: VMB types (based on relative abundances), bacterial group relative abundances, and bacterial group estimated concentrations. We also included total bacterial load, which had been considered in a few previous studies but not in much detail.18,19 

The VMB types were mutually exclusive and were defined as follows: ﻿L. iners-dominated (Li; ≥75% lactobacilli of which L. iners was the most common); L. crispatus-dominated (Lcr; ≥75% lactobacilli of which L. crispatus was the most common); other lactobacilli-dominated or Bifidobacterium-dominated (Lo+BL; ≥75% lactobacilli of which L. jensenii or L. gasseri were the most common or ≥50% Bifidobacterium); a mixture of lactobacilli and anaerobes (LA; 25%-75% lactobacilli and the remainder BV-anaerobes); and a mixture of BV-anaerobes (BV; ≥75% BV-anaerobes).

Each non-minority amplicon sequence variant in each sample was allocated to one of four bacterial groups based on the published literature (Appendix B): ﻿lactobacilli; BV-anaerobes (consisting of Actinobacteria, Bacteroidetes, Firmicutes, Fusobacteria, and Tenericutes except those included in the other 3 groups); pathobionts (most Proteobacteria, and streptococci, staphylococci, enterococci, Spirochaetaceae, Listeria, Chlamydia trachomatis, and Neisseria gonorrhoeae); and other bacteria (a rest group, containing Actinobacteria that are known to be (facultative) aerobic skin bacteria, Bifidobacterium species, and difficult-to-classify minority species). Within each sample, read counts of ASVs belonging to the same bacterial group were summed. This resulted in four continuous relative abundance variables (one for each bacterial group) per sample, which sum to 1.0 for each sample. We subsequently converted these bacterial group relative abundances into estimated concentrations (again four continuous variables, one for each bacterial group) making use of the BactQuant results as described above. The BactQuant data were also used to determine estimated concentrations of taxa of interest and the total bacterial load in each sample. 

Example to illustrate VMB types and bacterial groups
A sample containing a 30% relative abundance of L. iners, 30% other lactobacilli, and 40% BV-anaerobes, would have been assigned to the LA VMB type. If this sample contained one million 16S rRNA genes per μl, and each of the species included in the sample only contained one 16S rRNA gene copy, it would contain estimated concentrations of [30%+30%] x one million = 600,000/μl lactobacilli, [40%] x one million = 400,000/μl BV-anaerobes, 0/μl pathobionts, and 0/μl other bacteria. 

[bookmark: _Toc69722993]Assessment of changes in VMB compositions between 16 and 20 weeks gestation.
In order to assess whether it was acceptable to maximise our study numbers by combining valid sequencing results from the study visits at approximately 16 weeks (15+1-18+6 weeks) and 20 weeks (19+0-23+0) gestation we utilised the subset of participants who had valid VMB results available for both study visits: 17/22 (77.3%) high-risk participants with early sPTB/PPROM, 71/87 (81.6%) high-risk participants with term births, and 129/145 (89.0%) low-risk participants with term births. Based on a modified version of the stability groups described by Romero et al17 each participant was allocated to one of five groups: 1) same lactobacilli ( ≥75% lactobacilli (=lactobacilli-dominant or LD) at both visits with dominance of the same species); (2) different lactobacilli (LD at both visits with dominance of different species); (3) persistently non- LD (non-LD at both visits); 4) non-LD to LD (non-LD at the first visit and LD at the second visit); and 5) LD to non-LD (LD at the first visit and non-LD at the second visit).  

The VMB of the majority of participants with samples available from both visits between 15+0 and 23+0 weeks gestation was stable (Table A5). About two thirds of the high-risk (65.9%) and low-risk women (64.3%) were dominated by the same Lactobacillus species at both visits, and 14.8% of high-risk and 22.5% of low-risk women continued to have some degree of anaerobic dysbiosis. The remaining women switched Lactobacillus species (n=5) or shifted from lactobacilli-domination to anaerobic dysbiosis (n=12) or vice-versa (n=17).

Based on this analysis, the study team decided to maximise the number of participants available for analysis in the main study by using the first set of valid sequencing results for each participant obtained at either study visit.

[bookmark: _Toc69722994]Statistical analyses

Software used
Clinical and laboratory data we entered into a Microsoft Excel spreadsheet. Statistical analyses, bar charts, and scatter plots were done in STATA version 15.1 (StataCorp, College Station, TX, USA). The heatmap in Figure A1 was made using the gplots package in R version 3.5.1 (R core team, 2015).20 The Venn diagrams in Figure A2 were made using a website produced by Meta-Chart.21

Sample size calculation
No formal sample size calculations were done because this was a secondary exploratory analysis. 

Statistical analyses performed
These are described in the manuscript. Missing data were not imputed.

Multiple comparisons
We performed a large number of comparisons and this might generate some false-positive results. However, the VMB composition variables overlapped considerably (for example CSTs, VMB types, and Lactobacillus groups). Therefore, findings using one classification system would be expected to correlate with findings using other but similar classification systems. We focused on such consistencies, rather than individual statistically significant findings, and therefore decided not to adjust for multiple comparisons.

[bookmark: _Toc69722995]Crown initiative
The CROWN initiative has defined a core outcome set for PTB research.21 We reported on PPROM, birthweight, and gestational age at birth. There were no cases of maternal mortality. The remainder of the core outcome set is not relevant to this study.  During the course of the research, the PREBIC consortium22 also made recommendations for a minimum dataset for research on the VMB in PTB.23 Despite the recommendations not having been formulated during data collection, we present 24/26 of the essential criteria and 11/18 of the desirable criteria (Table A6).

[bookmark: _Toc69722996]Patient and public engagement
Patients who had previously received care at Liverpool Women’s Hospital preterm birth prevention clinic had contributed to the successful funding bid to establish the Harris-Wellbeing Preterm Birth Research Centre at Liverpool Women’s Hospital. A part of this funding was used for the “Development of novel biomarkers for prediction of preterm labour in a high-risk population” study, of which the current project is a sub-study. After the successful funding bid, in 2015, a formal Harris-Wellbeing Preterm Birth Research Centre Patient and Public Involvement (PPI) group was formed. The group consisted of highly motivated parents, the majority of whom had previously experienced a PTB. The group met approximately 3 times/year over the course of participant recruitment and helped guide the research team on the practicalities of recruitment. This included helping develop the participant information leaflet, optimal language to use with regards to the process of obtaining high vaginal swabs and optimal ways to approach the low-risk participants. This process was positive, the PPI group was of the opinion that the majority of eligible participants would be willing to participate, and indeed over 80% of high-risk women approached did participate. Figures are not available for the percentage of low-risk women approached that participated due to the ability of the low-risk group to self-refer after viewing the study advertised on social media or via leaflets distributed by community midwives.  The group has not been involved in data analysis but the study results were explained at a PPI meeting. The hard-work and dedication of the group was recognised when they were finalists in the University of Liverpool PPI group awards 2018.


Data availability 
Study data is available through the University of Liverpool Data Catalogue at 10.17638/datacat.liverpool.ac.uk/1311. Data regarding ethnicity and gestational length at time of birth and PPROM was not deposited in accordance with GDPR regulations.10  If required it may be possible to share this data with prospective data sharing agreements between academic institutions. 
Potential applicants are encouraged to contact the authors.
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Figure A1: Heatmap of the bacterial groups and 13 most abundant amplicon sequence variants
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Abbreviations: BV, bacterial vaginosis; BVAB1, BV-associated bacterium type 1; BVAB TM7, BV-associated bacterium (phylum TM7). 
This heatmap depicts all samples (n = 254) on the x-axis: one column represents one sample. The top bar depicts pregnancy outcome group. The next four bars show relative abundances of the four mutually exclusive bacterial groups, and the bottom 13 bars relative abundances of the 13 most abundant amplicon sequence variants.
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Figure A2: Associations between VMB characteristics and recurrent early sPTB/PPROM
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Abbreviations: LR term, low-risk pregnancies with birth ≥39+0 weeks; HR term, high-risk pregnancies with birth ≥ 37+0 weeks; HR preterm, high-risk pregnancies with spontaneous preterm birth (SPTB) or premature prelabour rupture of membranes (PPROM) <34+0 weeks. 
A) Bacterial taxa of interest presence in percentage of LR term, HR term, and HR preterm women. Dark colour= taxa present; light colour= taxa not present. B-C) Percentage of women in each quartile of total bacterial load (B) and total estimated Lactobacillus concentration (C) for the HR term and HR preterm groups. Quartiles were generated using LR term cohort distributions. Odds ratios are adjusted for BMI, cervical surgery, and smoking. D) Venn diagrams showing the co-location of VMB characteristics that were positively associated with early preterm birth recurrence within the high-risk cohort. 17/22 (77%) of HR preterm and 44/87 (50.6%) of HR term participants had at least one VMB characteristic associated with early sPTB/PPROM recurrence. The highest quartile of bacterial load had complete overlap with highest quartile of total Lactobacillus concentration, and so only total bacterial load is shown. 
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Table A1: Previous studies using vaginal microbiome sequencing to assess the associations between VMB composition and PTB


	Part 1: Study Characteristics
	Romero 
201422
	DiGiulio 
201523
	Subramania
201624
	Nelson
201625
	Kindinger
201726
	Callahan
201727
	Stout
201728
	Freitas
201818
	Tabatanaei 201929
	Brown
201930
	Elovitz
201919
	Fettweis
20197

	Population
	Number of term birth participants
	72
	34
	20
	27
	184
	85
	53
	170
	356
	36
	432
	90

	
	Number of PTB participants
	18
	15
	20
	13
	44
	50
	24
	46
	94
	60
	107
	45

	
	Inclusion of sPTB cases
	✓
	✓
	✓
	✓
	✓
	✓
	✓
	✓
	✓
	✘
	✓
	✓

	
	Inclusion of PPROM cases
	✓
	✓
	
	✓
	✘
	✓
	✓
	✓
	
	✓
	✓
	✓

	
	Inclusion of medically indicated PTB
	✘
	✓
	✘
	✘
	✘
	✓
	✓
	✘
	✘
	✘
	✘
	✘

	
	Percent of PTB under 34 weeks
	100%
	20%
	100%
(<35)
	
	52%
	58%
	33%
	13%
(<32)
	18%
	
	75% (<35)
	

	
	Gestation of sampling (weeks)
	6-birth
	10-birth
	21-25+6
	9-24
	16-34
	6-birth
	6-36
	11-16
	8-13+6
	6-36+6
	16-28
	6-birth

	Laboratory methods
	16s rRNA sequencing
	✓
	✓
	✓
	✓
	✓
	✓
	✓
	✘
	✓
	✓
	✓
	✓

	
	Variable region sequenced
	1-3
	3-5, 4
	4
	4
	1-3
	4
	1-3,3-5
	
	4
	1-2
	3-4
	1-3

	
	qPCR of 16s rRNA gene
	✘
	✘
	✘
	✘
	✘
	✘
	✘
	✓
	✘
	✘
	✓
	✘

	
	Alternate NGS of eukaryotic DNA*
	✘
	✘
	✘
	✘
	✘
	✘
	✘
	✓
	✘
	✘
	✘
	✓

	Ethnicity
	Asian
	
	12%
	0%
	0%
	17%
	4%
	
	14%
	4%
	26%
	
	

	
	Black/African American
	87%
	4%
	50%
	100%
	19%
	59%
	69%
	2%
	7%
	23%
	75%
	78%

	
	Caucasian/White/European ancestry
	6%
	59%
	50%
	0%
	65%
	23%
	
	60%
	73%
	51%
	21%
	14%

	
	Other/mixed
	6%
	25%
	0%
	0%
	0%
	13%
	31%
	24%
	16%
	0%
	4%
	7%

	
	Control for confounders (either statistically or by matching)
	✘
	✘
	✘
	Omitted previous
antibiotics
	Age, BMI, ethnicity
	✘
	GA at sampling
	✘
	GA at sampling
	Age, BMI, ethnicity
	Ethnicity
	Age, race, income

	Relationship between VMB and PTB suggested
	✘
	✓
	✘
	✓
	✓
	✓
	✓
	✓
	✓
	✓
	✓
	✓


Abbreviations: BMI, body mass index; GA, gestational age; NGS, next generation sequencing; PPROM, preterm prelabour rupture of membranes; qPCR, quantitative PCR; sPTB, spontaneous preterm birth. 
*Alternate NGS of eukaryotic DNA was performed by ﻿cpn60 universal target sequencing35 and shotgun metagenomic/metatranscriptomic sequencing9. ✓=’yes’, ✘=’no’. Grey=not available/not applicable.


	Part 2: Findings associated with PTB
	Romero 
201422
	DiGiulio 
201523
	Subramania
201624
	Nelson
201625
	Kindinger
201726
	Callahan
201727
	Stout
201728
	Freitas
201818
	Tabatanaei 201929
	Brown
201930
	Elovitz
201919
	Fettweis
20197

	Global sample assessments
	Species richness
	
	
	
	
	
	
	↑
	↑
	
	↑
	
	

	
	Species diversity (alpha diversity)
	
	↑
	
	
	
	
	↑
	↑
	
	
	
	↑

	
	Community state types
	
	CST IV ↑
	
	
	CST III ↑, I ↓
	
	
	
	CST IV ↑
	
	CST IV ↑
	CST I ↓

	
	Lactobacillus relative abundance group
	
	
	
	
	
	Low lactos
	
	
	
	Low lactos
	
	

	
	Instability
	
	
	
	
	
	↑
	↑
	
	
	↑
	
	

	
	Total bacterial load
	
	
	
	
	
	
	
	↑
	
	
	
	

	Relative abundance of specific taxa of interest
	Lactobacillus species
	
	
	
	
	
	
	
	↑
	
	
	
	

	
	Lactobacillus crispatus
	
	
	
	
	
	
	
	
	
	
	
	

	
	Lactobacillus iners
	
	
	
	
	↑
	
	
	
	
	
	↑
	

	
	Lactobacillus jensenii
	
	
	
	
	
	
	
	
	
	
	
	

	
	Lactobacillus gasseri
	
	
	
	
	
	
	
	
	
	
	
	

	
	Aerococcus
	
	
	
	
	
	↑
	
	
	
	
	
	↑

	
	Atopobium vaginae
	
	
	
	
	
	↑
	
	
	
	
	↑
	

	
	﻿Bifidobacterium ﻿breve 
	
	
	
	
	
	
	
	
	
	
	
	

	
	﻿Clostridiales BVAB2
	
	
	
	
	
	
	
	
	
	
	
	↑

	
	﻿Dialister
	
	
	
	
	
	↑
	
	↑
	
	↑
	
	↑

	
	﻿Gardnerella vaginalis 
	
	↑
	
	
	
	↑
	
	
	
	
	
	

	
	﻿Lachnospiracea BVAB1
	
	
	
	
	
	
	
	
	
	
	
	↑

	
	Mageeibacillus indolicus
	
	
	
	
	
	
	
	
	
	
	↑
	

	
	﻿Megasphaera
	
	
	
	
	
	
	
	↑
	
	
	↑
	↑

	
	Mobiluncus
	
	
	
	
	
	↑
	
	↑
	
	
	↑
	

	
	Mycoplasma
	
	
	
	
	
	↑
	
	↑
	
	
	
	

	
	﻿Parvimonas
	
	
	
	
	
	
	
	↑
	
	↑
	
	↑

	
	Peptoniphilus
	
	
	
	
	
	↑
	
	↑
	
	↑
	
	

	
	﻿Prevotella
	
	
	
	
	
	↑
	
	↑
	
	↑
	
	↑

	
	﻿Porphyromonas species
	
	
	
	
	
	
	
	↑
	
	
	↑
	

	
	﻿Sneathia species
	
	
	
	
	
	
	
	
	
	
	↑
	↑

	
	Streptococcus species
	
	
	
	
	
	↑
	
	↑
	
	↑
	
	

	
	BVAB TM7-H1
	
	
	
	
	
	
	
	
	
	
	
	↑

	
	﻿Ureaplasma species
	
	↑
	
	
	
	
	
	↑
	
	
	
	


Abbreviations: BVAB1, BV-associated bacterium type 1; BVAB TM7, BV-associated bacterium (phylum TM7); Lactos, Lactobacillus species; PTB, preterm birth; VMB, vaginal microbiota.
VMB characteristics associated with PTB in previous studies. =reduced in PTB cases compared to term; ↑=increased in PTB cases compared to term; dark grey= not assessed or not available;  on white background = tested and no difference clearly shown in manuscript and/or supplementary materials;  on light grey background= testing is inferred within manuscript and/or supplementary material and no difference shown but statistical tests not shown and/or level of assessment is unclear.  


	Part 3: Study Characteristics
Of additional VMB studies not used to develop VMB characteristics assessed in current study
	Blostein
202031
	Chang
202032
	Feehily
202033
	Odogwu
202134
	Payne
202135
	Short
202136
	Kumar 
202137

	Population
	Number of term birth participants
	100
	48
	41
	30
	818
	47
	36

	
	Number of PTB participants
	25
	8
	8
	8
	58
	6
	18

	
	Inclusion of sPTB cases
	✓
	✓
	✓
	✓
	✓
	✓
	✓

	
	Inclusion of PPROM cases
	✓
	✓
	✘
	
	✓
	✓
	

	
	Inclusion of medically indicated PTB
	✘
	✘
	
	
	✘
	✓
	

	
	Percent of PTB under 34 weeks
	
	
	25%
	75%
	48%
	
	

	
	Gestation of sampling (weeks)
	<16
	16-20
	12-27
	17-21
	12-23
	16-31+6
	8-birth

	Laboratory methods
	16s rRNA sequencing
	✓
	✓
	✘¶
	✓
	✘*
	✓
	✓

	
	Variable region sequenced
	4
	1-3
	
	3-5
	
	1-2
	1-3

	
	qPCR of 16s rRNA gene
	✘
	✓
	✘
	✘
	
	✘
	✘

	
	Alternate NGS of eukaryotic DNA
	✘
	✓
	✓
	✘
	✘
	✘
	✓

	Ethnicity
	Asian
	
	100%
	2%
	0%
	13%
	4%
	100%

	
	Black/African American
	
	0%
	4%
	100%
	4%
	81%
	0%

	
	Caucasian/White/European ancestry
	
	0%
	94%
	0%
	74%
	9%
	0%

	
	Other/mixed
	
	0%
	0%
	0%
	20%
	6%
	0%

	
	Control for confounders (either statistically or by matching)
	Parity and ethnicity
	✘
	✘
	✘
	BMI, socioecono-mic status, ethnicity, preg history
	All participants were people living with HIV
	Age, parity and gravida

	Relationship between VMB and PTB suggested
	✓
	✓
	✓
	✓
	✓
	✓
	✓


Abbreviations as per part 1 of table. ¶Shotgun metagenomic sequencing33 *qPCR of 23 microbial DNA targets35

	Part 4: Study findings of additional studies that were not used to develop characteristics assessed in current study
	Blostein
202031
	Chang
202032
	Feehily
202033
	Odogwu
202134
	Payne
202135
	Short
202136
	Kumar 202137

	Global sample assessments
	Species richness
	
	
	
	↑
	
	
	↑

	
	Species diversity (alpha diversity)
	
	
	
	↑
	
	
	↑

	
	Community state types
	
	CST IV ↑
	CST I ↓,
IV&V ↑
	CST IV ↑
	
	CST I-II ↓, IV ↑
	CST III&IV ↑

	
	Lactobacillus relative abundance group
	
	
	
	
	
	
	

	
	Instability
	
	
	
	
	
	
	

	
	Total bacterial load
	
	
	
	
	
	
	

	Relative abundance of specific taxa of interest
	Lactobacillus species
	
	
	
	
	
	
	

	
	Lactobacillus crispatus
	
	
	
	
	
	
	

	
	Lactobacillus iners
	
	
	
	
	↑
	
	

	
	Lactobacillus jensenii
	
	
	
	
	
	
	

	
	Lactobacillus gasseri
	
	
	
	
	
	
	

	
	Aerococcus
	
	
	
	↑
	
	
	

	
	Atopobium vaginae
	
	↑
	↑
	↑
	
	
	

	
	﻿Bifidobacterium ﻿breve 
	
	
	
	
	
	
	

	
	﻿Clostridiales BVAB2
	
	
	
	
	
	
	

	
	﻿Dialister
	
	
	
	
	
	↑
	

	
	﻿Gardnerella vaginalis 
	
	↑
	
	↑
	↑
	
	

	
	﻿Lachnospiracea BVAB1
	
	
	
	
	
	
	

	
	Mageeibacillus indolicus
	
	
	
	
	
	
	

	
	﻿Megasphaera
	
	↑
	
	
	
	
	

	
	Mobiluncus
	
	
	
	
	
	
	

	
	Mycoplasma
	
	
	
	↑
	
	
	

	
	﻿Parvimonas
	
	
	
	↑
	
	
	

	
	Peptoniphilus
	
	
	
	
	
	
	

	
	﻿Prevotella
	
	↑
	↑
	↑
	
	↑
	↑

	
	﻿Porphyromonas species
	
	
	
	
	
	
	

	
	﻿Sneathia species
	
	
	↑
	
	
	↑
	

	
	Streptococcus species
	
	↑
	
	
	
	
	

	
	BVAB TM7-H1
	
	
	
	
	
	
	

	
	﻿Ureaplasma species
	
	
	
	
	↑
	
	


Abbreviations as per part 2 of table

Table A2: Additional participant characteristics by pregnancy risk group and outcome


   
Abbreviations: LR, low-risk pregnancy; HR, high-risk pregnancy; PPROM, preterm prelabour rupture of membranes; sPTB, spontaneous preterm birth. 
*P-values by Fisher’s exact test. 
¶The index of multiple deprivation was obtained using the woman’s home postcode on the UK government website.38 The index ranks every neighbourhood in England from 1 (most deprived) to 32844 (least deprived).39 It is a collective score summarising income deprivation, employment deprivation, health deprivation and disability, education skills and training deprivation, barriers to housing and services, living environment deprivation, and crime. 

Table A3: Relative abundances of bacterial groups and taxa of interest by pregnancy risk cohort and outcome



Abbreviations: LR, low-risk pregnancy; HR, high-risk pregnancy; PPROM, preterm prelabour rupture of membranes; sPTB, spontaneous PTB. Grey box, value not applicable due to no sample fitting this criterion. 
*P values by Fisher’s exact test for presence/absence of bacterial group or taxa.
¶P values by Mann-Whitney U test for relative abundance. Test of significance based on relative abundance includes all participants for relative abundance of bacterial groups and species of lactobacillus but is limited to only those participants with each taxon present for the taxa of interest (to avoid skewing of data in cases of rare taxa). 


Table A4: P-values for mean bacterial load comparisons between VMB types in high-risk women

The p-values (by Mann-Whitney U test) in the table below are for mean bacterial load comparisons between VMB types in high-risk women. The mean bacterial loads for each VMB type are reported in Table 3 in the manuscript.

	 
	N
	Lcr
	Li
	Lo+BL
	LA+BV

	L. crispatus-dominated (Lcr)
	23
	
	0.475
	0.946
	0.008

	L. iners-dominated (Li)
	36
	0.475
	
	0.361
	0.033

	Other lactobacilli- or Bifidobacterium-dominated (Lo+BL)
	22
	0.946
	0.361
	
	0.007

	Lactobacilli with anaerobes or BV (LA+BV)
	28
	0.008
	0.033
	0.007
	



VMB type definitions: ﻿L. iners-dominated (Li; ≥75% lactobacilli with L. iners the most common); L. crispatus (Lcr; ≥75% lactobacilli with L. crispatus the most common); other lactobacilli-dominated or Bifidobacterium-dominated (Lo+BL; either≥75% lactobacilli with L. jensenii or L. gasseri the most common, or ≥50% Bifidobacterium); and either lactobacilli and anaerobes (LA; 25%- 75% lactobacilli and the remainder anaerobes) or a mixture of BV-anaerobes (BV; ≥75% BV-anaerobes).

Table A5: Changes in VMB composition between 16 and 20 weeks gestation for the subset of participants with valid sequencing results at both visits

[image: ] 
Abbreviations: HR=high risk; LD=lactobacilli-dominated; LR=low risk; PPROM=premature prelabour rupture of membranes; sPTB=spontaneous preterm birth; VMB=vaginal microbiota.
Each participant was allocated to one of five groups: 1) same lactobacilli ( ≥75% lactobacilli (=lactobacilli-dominant or LD) at both visits with dominance of the same species); (2) different lactobacilli (LD at both visits with dominance of different species); (3) persistently non- LD (non-LD at both visits); 4) non-LD to LD (non-LD at the first visit and LD at the second visit); and 5) LD to non-LD (LD at the first visit and non-LD at the second visit).
* P value calculated by Fisher’s exact test.


Table A6: PREBIC consortium essential and desirable criteria of minimum PTB dataset8

	Item required
	Location within manuscript, or reason for absence

	Essential
	

	Age
	Table 1

	Race/ethnicity
	Table 1

	Parity
	Table 1

	BMI
	Table 1

	Smoking status
	Table 1

	History of sexual transmitted infection
	Information not collected

	History of PTB
	Table 1

	Indication of previous PTB
	All previous PTB either sPTB <34 weeks or after PPROM <34 weeks. Details in Table A2

	﻿Information on included singleton/multiple pregnancy
	All singleton pregnancies (main document, methods)

	﻿Exclusion of other complications in pregnancy leading to PTB
	Study team excluded other causes of PTB (Figure 1 and main document, methods)

	﻿Information on use of antibiotics before sampling
	Table 1

	Information on use of antibiotics after sampling
	Data not collected

	﻿Adequate assessment of gestational age
	All pregnancies had ‘dating’ scan prior to 14 weeks gestation (Appendix A, supplemental methods)

	﻿Gestational age at sampling
	Table 1

	﻿Single or longitudinal sampling
	Main document, methods

	Information on primary swab
	HydraFlock standard tapered swabs,  (Medical Wire and Equipment, Corsham, England)

	Sample location
	All swabs taken and stored at Liverpool Women’s Hospital, UK

	﻿Information on primers used
	Appendix A ‘PCR amplification and 16S rRNA gene sequencing’ section

	﻿Range of bacteria covered by primers
	Good coverage of vaginal microbiota, as described by Van der Pol et al40

	Attrition record
	Figure 1

	Statement of outcome measures
	Main document, Methods and Appendix A ‘Vaginal microbiota characterisation’

	Definition of PTB
	Main document ‘Study population’

	Indication for PTB of index pregnancy
	Table 1

	Stratification of PTB by phenotype
	Attempted, but as described in limitations no difference identified and data presented as a whole to improve readability and statistical power

	Races/ethncities analysed separately
	Not applicable because over 90% of population white. 

	﻿Analysis of Lactobacilli to species level
	Tables 2,3 A3

	﻿Other interventions for PTB excluded (eg cerclage, pessary)
	Women with interventions for PTB not eligible for recruitment. Participants with interventions after VMB analysis are included, as discussed in limitations section




	Desirable
	

	Marital status
	Not collected

	Socioeconomic status
	Table A2

	Alcohol use
	Not collected

	Substrance use
	Not collected

	Gestational age of previous PTB
	All previous PTB were sPTB or PPROM 16+0 -33+6 weeks

	﻿History of late miscarriage
	Table A2

	History of LLETZ
	Table 1

	Date of last sexual intercourse prior to sampling
	Appendix A “Participant recruitment” 

	Reported history of douching
	Not collected

	Self collected or physician collected samples
	Physician collected, main document methods

	Measurement of cervical length
	Table 1

	Use of fetal fibronectin
	Table 1

	Measurement of pH
	Not collected

	Simultaneous cultivation
	Not performed by research team

	Objective measurement of BV by microscopy
	Not performed by research team

	Consent to use specimens
	Consent documented for ‘gifting’ of samples to other ethically approved research

	﻿Other subtypes of PTB (< 34 weeks, <28 weeks)
	Primary outcome sPTB or PPROM 16+0-33+6 weeks. Insufficient sample size to justify further subtypes 

	Quantitative/qualitative analysis
	Performed comprehensively. Tables 2 & 3.



Note: these recommendations were published after we had already completed study recruitment.
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Microsoft_Excel_Worksheet.xlsx
Supplementary table 1

		Findings associated with PTB				Romero 20145		DiGiulio 20159		Subramania 201610		Nelson 		Kindinger 201712		Callahan 201713		Stout 		Freitas 201815		Tabatanaei 201816		Brown 201917		Elovitz 		Fettweis 2019 18

												201611						201714								2019 8

		Global sample assessments		Species richness																↑				↑

				Species diversity (alpha diversity)				↑												↑								↑

				Species evenness														

				Community State Types (CSTs)				IV (mixed)						III ( L.iners)								IV (mixed)				IV (mixed)		Non LCr

				Group according to relative abundance of Lactobacillus												Low RA of Lactos								Low RA of Lactos

				Total bacterial load																↑						

		Relative abundance of specific taxa		Lactobacillus species																				

				Lactobacillus crispatus																								

				Lactobacillus iners										↑												↑		

				Lactobacillus jensenii																								

				Lactobacillus gasseri																								

				Aerococcus												↑												↑

				Atopobium vaginae												↑										↑		

				﻿Bifidobacterium ﻿breve 																						

				﻿Clostridiales BVAB2																								↑

				﻿Dialister												↑								↑				↑

				﻿Gardnerella vaginalis 				↑								↑												

				﻿Lachnospiracea BVAB1																								↑

				Mageeibacillus indolicus																						↑

				﻿Megasphaera																↑						↑		↑

				Mobiluncus												↑				↑						↑

				Mycoplasma												↑				↑								

				﻿Parvimonas																↑								↑

				Peptoniphilus												↑				↑				↑		

				﻿Prevotella												↑				↑				↑				↑

				﻿Porphyromonas species																↑						↑

				﻿Sneathia species																						↑		↑

				Streptococcus species												↑				↑				↑				

				TM7-H1																								↑

				﻿Ureaplasma  species				↑																				

		Change in VMB		Change in diversity																								↑

				Community instability										↑		↑		↑						↑				

				Change in richness																				↑





Supplementary table 2

		Exclusions for low risk cohort		Definition

		Medical condition considerably affecting health		Referral to specialist antenatal clinic for medical condition by ‘booking midwife’ (first healthcare professional who met woman in pregnancy and took a detailed history)

		Significant cervical surgery		1x LLETZ over 10mm or

				≥ 2 LLETZ or

				knife cone biopsy

		Previous severe pregnancy pathology		Previous gestational diabetes, preeclampsia requiring magnesium sulphate or gestational hypertension requiring antihypertensives





Demographics for main paper

		"/Users/laura/OneDrive/Documents/OOPR/Microbiome/BJOG 28.4.20.dta" this one used in paper

						Low-risk pregnancy				High-risk pregnancy  								P value LR vs HR		P value HR term vs HR preterm

						Term birth n=145				Term birth n=87				Early sPTB or PPROM n=22								Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic

		Age (years)		mean (SD)		31.1		(4.5)		30.0		(4.5)		31.4		(5.4)		0.145		0.211		Continuous		yes 		ANOVA for within HR, ttest for when 2 groups				Rsquared 0.0129 

		BMI ﻿(kg/m2) *		median (IQR)		24.5		(22-29)		25		(22-28)		27.5		(22-35)		0.619		0.139		Continuous		no 		kruskal-wallis with ties		2		X2 

		Current smoker *		number (%)		15		(10.6)		15		(17.4)		5		(23.8)		0.096		0.537		Proportional		na		Fishers exact

		Ethnicity (%)		White		139		(95.9)		81		(93.1)		22		(100.0)		0.540		0.732		Proportional		na		Fishers exact

				Black		3		(2.1)		4		(4.6)		0		0.0

				Asian		0		0.0		0		0.0		0		0.0

				Other		2		(1.4)		0		0.0		0		0.0

				Not recorded		1		(0.1)		2		(2.3)		0		0.0

		Parity (%)		0		0		0.00		9		(10.34)		1		(4.55)		0.000		0.017				na		Fishers exact

				1		102		(70.34)		43		(49.43)		10		(45.45)

				2		36		(24.83)		27		(31.03)		4		(18.18)

				≥ 3		7		(4.83)		8		(9.20)		7		(31.82)

		Number of previous PPROM or sPTB <34 weeks (%)		1						79		(90.8)		15		(68.2)		na		0.012		Proportional		na		Fishers exact

				﻿≥ 2						8		(9.2)		7		(31.8)

		Previous cervical surgery 		Nil significant		131		(90.3)		79		(90.8)		17		(77.3)		na		0.033		Proportional

				Single LLETZ		14		(9.7)		7		(8.0)		2		(9.1)								na		Fishers exact

				Multiple LLETZ or knife cone						1		(1.1)		3		(13.6)

		Gestational age at first valid VMB sample (weeks)		median and IQR		16+5		(16+2-17+1)		16+2		(16+0-16+6)		16+3		(15+6-17+3)		0.000		0.794		Continuous		no 		kruskal-wallis with ties

		Cervical length*  (mm)                  (median and IQR)		16 weeks		41		(36-47.1)		35.5		(31-42)		36		(26.5-43.5)		0.000		0.578		Continuous		no		kruskal-wallis with ties

				20 weeks		41		(37-45)		35		(30-40)		30		(26-37)		0.000		0.097		Continuous		no		kruskal-wallis with ties

		qfFN* (ng/ml)                                   (median and IQR)		16 weeks		7		(5-16)		7		(5-22)		9		(6-23.5)		0.766		0.410		Continuous		no		kruskal-wallis with ties

				20 weeks		7		(5-12)		7		(5-14)		7		(6-12)		0.274		0.914		Continuous		no		kruskal-wallis with ties

		Preterm birth prevention treatment used after study visit		None		139		(100.0)		61		(70.1)		17		(77.3)		na		0.097		Proportional		na		Fishers exact

				Cervical cerclage						4		(4.6)		2		(9.1)

				Progesterone						2		(2.3)		1		(4.5)

				Arabin pessary						20		(23.0)		2		(9.1)

		Antimicrobial in pregnancy prior to sampling (%)		None		115		(79.3)		65		(74.7)		17		(77.3)		0.895		0.038

				Metronidazole or clindamycin		0		0.0		4		(4.6)		1		(4.5)

				Other antibiotic		21		(14.5)		9		(10.3)		3		(13.6)

				Clotrimazole		1		(0.7)		0		0.0		0		0.0

				Not recorded/ unsure		8		(5.5)		9		(10.3)		1		(4.5)

		Gestational age at PPROM (weeks)		median and range										31+1		18+0-33+6		na		na				no		kruskal-wallis with ties		1		X2 

		Gestational age at birth (weeks)		median and range		40+1		(39+0-41+6)		38+6		37+0-41+5		31+5		18+0-35+5

		Birthweight (g)*		mean (SD)		3594		(439)		3234		(489)		1778		(673)

																						Proportional		na		Fishers exact











		GROW birthweight centile		median and IQR		44.7		(23.2-71.0)		35.5		(18.6-62.1)		36.9		(16.2-54.6)		0.06		0.931		Continuous		no		kruskal-wallis with ties		2		X2 

		Gender of infant		Male		71		(49.0)		41		(47.1)		16		(72.7)		0.46		0.017		Proportional		na		Fishers exact

				Female		74		(51.0)		45		(51.7)		5		(22.7)

				Unknown		0		0.0		1		(1.1)		1		(4.5)



		* BMI has 1 missing value for low risk and 1 for high risk term birth. Smoking has 3 missing values for low risk, and 1 each for high risk term and preterm <34 weeks. Birthweight has 2 missing values for high risk term and 2 missing values for high risk preterm <34 weeks. CL at 16 weeks n=80 for HR-term, n=13 HR late preterm, n=20 HR early preterm, n=136 low risk. CL at 20 weeks HR term n=79, HR late preterm n=19, HR early preterm n=14, LR n=135. qfFN at 16 weeks HR term n=77, HR late preterm n=12, HR early preterm n=20, low risk n=142. qfFN at 20 weeks HR term n=75, HR late preterm n=13, HR early preterm n=19, LR term n=136

		^ "Nil significant" cervical surgery contains no surgery and women with cervical cautery/ punch biopsy only. P value based on high risk women only. Low risk women with multiple LLETZ or Knife cone biopsies were excluded from the study

		& 12 early events and 2 late events associated with PPROM

						Low risk pregnancy				High risk pregnancy  

						Birth ≥ 39 weeks n=139				Birth ≥ 37 weeks n=86												Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic		n

		Antimicrobial in pregnancy prior to sampling		None		112				61

				Metronidazole or clindamycin		0				4

				Other antibiotic		21				10

				Clotrimazole		1				0

				Not recorded		5				11

		Index of multiple deprivation score quintile (%)		1 (most deprived)		74		(51.0)		50		(57.5)		15		(68.2)		0.317		0.830		Proportional

				2		19		(13.1)		6		(6.9)		2		(9.1)

				3		24		(16.6)		9		(10.3)		2		(9.1)

				4		20		(13.8)		11		(12.6)		2		(9.1)

				5 (least deprived)		7		(4.8)		6		(6.9)		0		0.0

				Not recorded		1		(0.7)		5		(5.7)		1		(4.5)





Demographics in supp table 3

		Users/laura/OneDrive/Documents/OOPR/Microbiome/WholeCohortOfInterest3.2.20.dta this one used in paper

						Low risk pregnancy birth ≥ 39 weeks n=145				High risk pregnancy birth ≥ 37 weeks n=87				High risk pregnancy event 34+0-36+6 weeks n=14				High risk pregnancy event <34 weeks n=22				P value LR vs all HR		P value within HR		P value HR ≥ 37 vs <34 weeks		Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic

		Age (years)		mean (SD)		31.1		(4.5)		30.0		(4.5)		30.4		(5.0)		31.4		(5.4)		0.14		0.46		0.21		Continuous		yes 		ANOVA for within HR, ttest for when 2 groups				Rsquared 0.0129 

		BMI ﻿(kg/m2) *		median (IQR)		24.5		(22-29)		25		(22-28)		25.5		(21-30)		27.5		(22-35)		0.58		0.33		0.14		Continuous		no 		kruskal-wallis with ties		2		X2 

		Current smoker *		number (%)		15		(10.6)		15		(17.4)		6		(42.9)		5		(23.8)		0.02		0.54		0.54		Proportional		na		Fishers exact

		Ethnicity (%)		White		139		(95.9)		81		(93.1)		12		(85.7)		22		(100.0)		0.30		0.41		0.73		Proportional		na		Fishers exact

				Black		3		(2.1)		4		(4.6)		1		(7.1)		0		0.0

				Asian		0		0.0		0		0.0		0		0.0		0		0.0

				Other		2		(1.4)		0		0.0		0		0.0		0		0.0

				Not recorded		1		(0.1)		2		(2.3)		1		(7.1)		0		0.0

		Index of multiple deprivation score quintile (%)		1 (most deprived)		74		(51.0)		50		(57.5)		8		(57.1)		15		(68.2)		0.37		0.785		0.83		Proportional		na		Fishers exact

				2		19		(13.1)		6		(6.9)		3		(21.4)		2		(9.1)

				3		24		(16.6)		9		(10.3)		1		(7.1)		2		(9.1)

				4		20		(13.8)		11		(12.6)		1		(7.1)		2		(9.1)

				5 (least deprived)		7		(4.8)		6		(6.9)		0		0.0		0		0.0

				Not recorded		1		(0.7)		5		(5.7)		1		(7.1)		1		(4.5)

		Number of previous PPROM or sPTB <34 weeks (%)		1						79		(90.8)		8		(57.1)		15		(68.2)		na		0.001		0.012		Proportional		na		Fishers exact

				﻿≥ 2						8		(9.2)		6		(42.9)		7		(31.8)

		Previous cervical surgery ^		Nil significant		131		(90.3)		79		(90.8)		11		(78.6)		17		(77.3)		na		0.03		0.033		Proportional

				Single LLETZ		14		(9.7)		7		(8.0)		1		(7.1)		2		(9.1)										na		Fishers exact

				Multiple LLETZ or knife cone						1		(1.1)		2		(14.3)		3		(13.6)

		Gestational age at sample (weeks) **		median and range**		16+5		(16+0-21+2)		16+2		(15+1-21+6)		16+3		(15+4-20+6)		16+3		(15+2-19+4)		0.00		0.9606		0.7939		Continuous		no 		kruskal-wallis with ties

		Preterm birth prevention treatment used after study visit		None		139		(100.0)		61		(70.1)		8		(57.1)		17		(77.3)		na		0.104		0.097		Proportional		na		Fishers exact

				Cervical cerclage						4		(4.6)		1		(7.1)		1		(4.5)

				Progesterone						2		(2.3)		2		(14.3)		1		(4.5)

				Arabin pessary						20		(23.0)		3		(21.4)		2		(9.1)

				Progesterone and cerclage						0		0.0		0		0.0		1		(4.5)

		Gestational age at PPROM (weeks)&		median and range										35+6		34+0-36+6		31+1		18+0-33+6		not applicable		not applicable		not applicable				no		kruskal-wallis with ties		1		X2 

		Gestational age at birth (weeks)		median and range		40+1		(39+0-41+6)		38+6		37+0-41+5		35+6		34+4-37+1		31+5		18+0-35+5

		Birthweight (g)*		mean (SD)		3594		439.0		3234		489.0		2602		379.0		1778		673.0

		GROW birthweight centile		median and IQR		44.7		(23.2-71.0)		35.5		(18.6-62.1)		24.6		(9.6-52.3)		36.9		(16.2-54.6)		0.06		0.6324		0.931		Continuous		no		kruskal-wallis with ties		2		X2 

		Gender of infant		Male		71		(49.0)		41		(47.1)		7		(50.0)		16		(72.7)		0.46		0.051		0.017		Proportional		na		Fishers exact

				Female		74		(51.0)		45		(51.7)		7		(50.0)		5		(22.7)

				Unknown		0		0.0		1		(1.1)		0		0.0		1		(4.5)

		Cervical length at 16 weeks (mm)		median and IQR		41		(36-47.1)		35.5		(31-42)		35		(29-40)		36		(26.5-43.5)		0.0001		0.77		0.58		Continuous		no		kruskal-wallis with ties

		Cervical length at 20 weeks (mm)		median and IQR		41		(37-45)		35		(30-40)		31		(23-35)		30		(26-37)		0.0001		0.03		0.10		Continuous		no		kruskal-wallis with ties

		qfFN at 16 weeks		median and IQR		7		(5-16)		7		(5-22)		12		(6-45)		9		(6-23.5)		0.77		0.57		0.41		Continuous		no		kruskal-wallis with ties

		qfFN at 20 weeks		median and IQR		7		(5-12)		7		(5-14)		20		(7-42)		7		(6-12)		0.27		0.42		0.91		Continuous		no		kruskal-wallis with ties



		* BMI has 1 missing value for low risk and 1 for high risk term birth. Smoking has 3 missing values for low risk, and 1 each for high risk term and preterm <34 weeks. Birthweight has 2 missing values for high risk term and 2 missing values for high risk preterm <34 weeks. CL at 16 weeks n=80 for HR-term, n=13 HR late preterm, n=20 HR early preterm, n=136 low risk. CL at 20 weeks HR term n=79, HR late preterm n=19, HR early preterm n=14, LR n=135. qfFN at 16 weeks HR term n=77, HR late preterm n=12, HR early preterm n=20, low risk n=142. qfFN at 20 weeks HR term n=75, HR late preterm n=13, HR early preterm n=19, LR term n=136

		^ "Nil significant" cervical surgery contains no surgery and women with cervical cautery/ punch biopsy only. P value based on high risk women only. Low risk women with multiple LLETZ or Knife cone biopsies were excluded from the study

		** p value based on high risk only (as targetted normality values at 16 weeks in low risk cohort)

		& 12 early events and 2 late events associated with PPROM

						Low risk pregnancy				High risk pregnancy  

						Birth ≥ 39 weeks n=139				Birth ≥ 37 weeks n=86				High risk pregnancy event <34 weeks n=21										P value 

Laura Goodfellow: Laura Goodfellow:
This p value is within high risk group only (we know these are predictors so not applicable to include LR)				Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic		n

		Antimicrobial in pregnancy prior to sampling		None		112				61

				Metronidazole or clindamycin		0				4

				Other antibiotic		21				10

				Clotrimazole		1				0

				Not recorded		5				11

						Low-risk pregnancy birth ≥ 39 weeks n=145				High-risk pregnancy birth ≥ 37 weeks n=87				High-risk pregnancy sPTB or PPROM <34 weeks n=22				P value within HR

		Parity (%)		0		0		0.00		9		(10.34)		1		(4.55)		0.017

				1		102		(70.34)		43		(49.43)		10		(45.45)

				2		36		(24.83)		27		(31.03)		4		(18.18)

				≥ 3		7		(4.83)		8		(9.20)		7		(31.82)

		Type of previous PTB (all under 34 weeks) (%)		None		145		(100.0)		0		0.0		0		0.0		0.003

				sPTB (≥1)						56		(64.4)		6		(27.3)

				PPROM  (≥1)						28		(32.2)		13		(59.1)

				≥1 pregnancy with PPROM and ≥1 pregnancy with sPTB						3		(3.4)		3		(13.6)

		Previous late miscarriage (16+0-23+6 weeks) (%)		None		145		(100.0)		69		(79.3)		20		(90.9)		0.134

				1						17		(19.5)		1		(4.5)

				≥2						1		(1.1)		1		(4.5)

		Cervical length (mm) (median and IQR)*		16 weeks		41		(36-47.1)		35.5		(31-42)		36		(26.5-43.5)		0.58

				20 weeks		41		(37-45)		35		(30-40)		30		(26-37)		0.10

		Quantitative fetal fibronectin (ng/ml) (median and IQR)*		16 weeks		7		(5-16)		7		(5-22)		9		(6-23.5)		0.77

				20 weeks		7		(5-12)		7		(5-14)		7		(6-12)		0.27

		Antimicrobial in pregnancy prior to sampling (%)		None		115		(79.3)		65		(74.7)		17		(77.3)		0.895		0.038

				Metronidazole or clindamycin		0		0.0		4		(4.6)		1		(4.5)

				Other antibiotic		21		(14.5)		9		(10.3)		3		(13.6)

				Clotrimazole		1		(0.7)		0		0.0		0		0.0

				Not recorded/ unsure		8		(5.5)		9		(10.3)		1		(4.5)

		* CL at 16 weeks n=80 for HR-term, n=20 HR early preterm, n=136 low risk. CL at 20 weeks HR term n=79, HR late preterm n=19, HR early preterm n=14, LR n=135. qfFN at 16 weeks HR term n=77, HR late preterm n=12, HR early preterm n=20, low risk n=142. qfFN at 20 weeks HR term n=75, HR late preterm n=13, HR early preterm n=19, LR term n=136

						Low-risk pregnancy birth ≥ 39 weeks n=145				High-risk pregnancy birth ≥ 37 weeks n=87				High-risk pregnancy sPTB or PPROM <34 weeks n=22				*P value LR vs HR		*P value within HR

		Index of multiple deprivation score quintile ¶ (%)		1 (most deprived)		74		(51.0)		50		(57.5)		15		(68.2)		0.317		0.830

				2		19		(13.1)		6		(6.9)		2		(9.1)

				3		24		(16.6)		9		(10.3)		2		(9.1)

				4		20		(13.8)		11		(12.6)		2		(9.1)

				5 (least deprived)		7		(4.8)		6		(6.9)		0		0.0

				Not recorded		1		(0.7)		5		(5.7)		1		(4.5)

		Type of previous PTB (all under 34 weeks) (%)		None		145		(100.0)		0		0.0		0		0.0		not              applicable		0.003

				sPTB (≥1)						56		(64.4)		6		(27.3)

				PPROM  (≥1)						28		(32.2)		13		(59.1)

				≥1 pregnancy with PPROM and ≥1 pregnancy with sPTB						3		(3.4)		3		(13.6)

		Previous late miscarriage (16+0-23+6 weeks) (%)		None		145		(100.0)		69		(79.3)		20		(90.9)		not applicable		0.134

				1						17		(19.5)		1		(4.5)

				≥2						1		(1.1)		1		(4.5)





Old table 2

						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)								Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks (early preterm) n=22				p value* for difference   HR ≥ 37 vs <34 weeks		OR		95% CI				P		OR		95% CI				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)		0.39		(0.08-0.54)		0.19		(0.05-0.45)		0.35		0.34		(0.06		-1.99)		0.23		0.29		(0.04		-2.18)		0.23						0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)		7		(4-15)		8		(5-14)		0.60		1.00		(0.94		-1.06)		0.98		0.99		(0.93		-1.06)		0.79						0.99		0.03		-0.27		0.79		0.93		1.06

		VMB group (n, %)		Lcr 		39		(26.9)		17		(19.5)		6		(27.3)		0.63		Comparator								Comparator												base outcome

				Li		32		(22.1)		28		(32.2)		8		(36.4)				0.81		(0.24		-2.74)		0.73		0.59		(0.15		-2.35)		0.46						0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)		16		(18.4)		5		(22.7)				0.89		(0.23		-3.48)		0.86		0.86		(0.18		-4.03)		0.85						0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)		14		(16.1)		1		(4.5)				0.20		(0.02		-1.89)		0.16		0.16		(0.01		-1.87)		0.14						0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)		12		(13.8)		2		(9.1)				0.47		(0.08		-2.75)		0.40		0.48		(0.07		-3.25)		0.45						0.48		0.47		-0.75		0.45		0.07		3.25

		CST (n, %)		I (L. crispatus)		43		(29.7)		17		(19.5)		6		(27.3)		0.85		Comparator								Comparator												base outcome

				II (L. gasseri)		16		(11.0)		9		(10.3)		2		(9.1)				0.63		(0.10		-3.78)		0.61		0.38		(0.04		-3.95)		0.42						0.38		0.46		-0.81		0.42		0.04		3.95

				III (L. iners)		31		(21.4)		26		(29.9)		7		(31.8)				0.76		(0.22		-2.66)		0.67		0.55		(0.13		-2.24)		0.40						0.55		0.39		-0.84		0.40		0.13		2.24

				IV (mixed non Lactos)		35		(24.1)		25		(28.7)		4		(18.2)				0.45		(0.11		-1.85)		0.27		0.43		(0.09		-2.01)		0.29						0.43		0.34		-1.06		0.29		0.09		2.01

				V (L. jensenii)		20		(13.8)		10		(11.5)		3		(13.6)				0.85		(0.17		-4.17)		0.84		0.94		(0.17		-5.12)		0.94						0.94		0.81		-0.07		0.94		0.17		5.12

		Group according to Lactobacillus dominance (n, %)		Lactobacillus dominance		105		(72.4)		61		(70.1)		19		(86.4)		0.28		Comparator								Comparator												base outcome

				Intermediate		14		(9.7)		5		(5.7)		1		(4.5)				0.64		(0.07		-5.84)		0.69		0.91		(0.09		-9.36)		0.94						0.21		0.24		-1.34		0.18		0.02		2.07

				Lactobacillus deplete		26		(17.9)		21		(24.1)		2		(9.1)				0.31		(0.07		-1.42)		0.13		0.29		(0.05		-1.53)		0.14						0.62		0.54		-0.55		0.58		0.11		3.45

						Low risk pregnancy birth ≥ 39 weeks n=129				High risk pregnancy birth ≥ 37 weeks n=71				High risk pregnancy event <34 weeks n=17				P value HR ≥ 37 vs <34 weeks		OR		95% CI				P>|z|		OR		95% CI				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)		46		(64.8)		12		(70.6)		0.58		Comparator								Comparator												base outcome

				Different lactobacilli		3		(2.3)		1		(1.4)		1		(5.9)				3.83		(0.22		-65.85)		0.35		4.40		(0.19		-104)		0.36						4.40		7.09		0.92		0.36		0.19		103.97		5.228245		9.775099		0.88		0.376		0.1339335		204.0905

				Remain non-LD		29		(22.5)		12		(16.9)		1		(5.9)				0.32		(0.04		-2.71)		0.30		0.42		(0.04		-4.11)		0.46						0.42		0.49		-0.74		0.46		0.04		4.11		0.4138113		0.5061794		-0.72		0.471		0.0376358		4.549914

				Non-LD to LD		7		(5.4)		8		(11.3)		2		(11.8)				0.96		(0.18		-5.11)		0.96		0.96		(0.16		-5.90)		0.97						0.96		0.89		-0.04		0.97		0.16		5.90		0.6703158		0.6558156		-0.41		0.683		0.0985124		4.561083

				LD to non-LD		7		(5.4)		4		(5.6)		1		(5.9)				0.96		(0.10		-9.38)		0.97		0.41		(0.02		-7.21)		0.54						0.41		0.60		-0.61		0.54		0.02		7.21		0.2652442		0.4035491		-0.87		0.383		0.0134464		5.232212



		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for Simpson and Richness and Fisher's exact test for remainder

																																				0.91		1.08		-0.08		0.94		0.09		9.36

																				0.64		0.72		-0.39		0.69		0.07		5.84						0.29		0.25		-1.46		0.14		0.05		1.53

																				0.31		0.24		-1.51		0.13		0.07		1.42





For forest plot

		Continuous assessment of every sample    

		Richness (n)		0.99		0.93		(0.93-1.06)

		Simpson diversity (1-D)		0.29		0.04		(0.04-2.18)

		VMB type 

		Lcr 		1.00		1.00		1

		Li		0.59		0.15		(0.15-2.35)

		Lo		0.86		0.18		(0.18-4.03)

		LA and BL		0.16		(0.01		(0.01-1.87)

		BV		0.48		0.07		(0.07-3.25)

		Community State Type

		I (L. crispatus)		1.00		1.00		1

		II (L. gasseri)		0.38		0.04		3.95

		III (L. iners)		0.55		0.13		2.24

		IV (mixed non Lactos)		0.43		0.09		2.01

		V (L. jensenii)		0.94		0.17		5.12

		Group according to Lactobacillus relative abundance            

		Lactobacillus dominance (>75%)		1.00		1.00		1

		Intermediate (25-74.9%)		0.91		0.09		9.36

		Lactobacillus deplete (<25%)		0.29		0.05		1.53

		Change in VMB between 16 and 20 weeks gestation*** (stability)                                                                             

		Same Lactobacilli		1.00		1.00		1.53

		Different Lactobacilli		4.40		0.19		104

		Remain non-LD		0.42		0.04		4.11

		Non-LD to LD		0.96		0.16		5.90

		LD to non-LD		0.41		0.02		7.21

		Continuous assessment of every sample    

		Bacterial load concentration (log10 cells/μl)		1.897		1.01		3.56

		Bacterial group

		Total Lactobacillus		1.01		0.99		1.03

		Total Lactobacillus		2.35		1.2		4.61

		Total BV associated		0.98		0.96		1.00

		Total BV associated		1.19		0.82		1.71

		Total pathobionts		0.65		0.08		5.03

		Total pathobionts		0.75		0.22		2.6

		Total other bacteria		0.51		0.10		2.76

		Total other bacteria		0.99		0.53		1.88

		Taxa of interest with potential link to PTB

		L. iners		1.01		0.99		1.03

		L. iners		1.77		0.94		3.35

		L. crispatus		1.01		1		1.02

		L. crispatus		1.75		1.05		2.91

		Megasphaera

		Megasphaera

		Bifidobacterium breve

		Bifidobacterium breve

		BVAB TM7

		BVAB TM8

		Ureaplasma		2.74		0.21		36.44

		Ureaplasma		2.72		0.38		19.27

		Allocation of high risk groups to quartiles of low risk group

		Quartile of total bacterial load		1.63		0.93		2.86







		Quartile of total Lactobacillus		2.61		1.27		(1.27-5.33)







		Quartile of L. iners		2.13		0.96		(0.96-4.71)









		Quartile of L. crispatus		2.321423		1.09		(1.09-4.97)













New table 2 for paper

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)										Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks (early preterm) n=22								p value* for difference   HR ≥ 37 vs <34 weeks		OR				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.351		0.29				0.23						0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)						7		(4-15)						8		(5-14)						0.599		0.99				0.79						0.99		0.03		-0.27		0.79		0.93		1.06

		VMB type (n, %)		Lcr 		39		(26.9)						17		(19.5)						6		(27.3)						0.630		Comparator										base outcome

				Li		32		(22.1)						28		(32.2)						8		(36.4)								0.59				0.46						0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)						16		(18.4)						5		(22.7)								0.86				0.85						0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)						14		(16.1)						1		(4.5)								0.16				0.14						0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)						12		(13.8)						2		(9.1)								0.48				0.45						0.48		0.47		-0.75		0.45		0.07		3.25

																																										base outcome

																																										0.38		0.46		-0.81		0.42		0.04		3.95

																																										0.55		0.39		-0.84		0.40		0.13		2.24

																																										0.43		0.34		-1.06		0.29		0.09		2.01

																																										0.94		0.81		-0.07		0.94		0.17		5.12

		Group according to Lactobacillus dominance (n, %)		Lactobacillus dominance		105		(72.4)						61		(70.1)						19		(86.4)						0.277		Comparator										base outcome

				Intermediate		14		(9.7)						5		(5.7)						1		(4.5)								0.91				0.94						0.21		0.24		-1.34		0.18		0.02		2.07

				Lactobacillus deplete		26		(17.9)						21		(24.1)						2		(9.1)								0.29				0.14						0.62		0.54		-0.55		0.58		0.11		3.45

		Relative abundance of bacterial groups (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)						99.18		(53.67-99.90)						98.46		(91.64-99.82)						0.775												OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

				Total BV associated		3.00		(0.54-45.32)						2.72		(0.45-64.12)						1.73		(0.27-18.62)						0.258												base outcome

				Total pathobionts		0.18		(<0.1-0.82)						0.14		(<0.1-0.36)						0.27		(0.18-0.45)						0.276												4.40		7.09		0.92		0.36		0.19		103.97

				Total other bacteria		0.27		(0.18-0.64)						0.18		(<0.1-2.27)						0.14		(<0.1-0.27)						0.337												0.42		0.49		-0.74		0.46		0.04		4.11

																																										0.96		0.89		-0.04		0.97		0.16		5.90

																																										0.41		0.60		-0.61		0.54		0.02		7.21



																																Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)						adjusted for batch too

						Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17								P value HR ≥ 37 vs <34 weeks		OR				P		OR		95% CI				P

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)						46		(64.8)						12		(70.6)						0.579		Comparator

				Different lactobacilli		3		(2.3)						1		(1.4)						1		(5.9)								4.40				0.36

				Remain non-LD		29		(22.5)						12		(16.9)						1		(5.9)								0.42				0.46

				Non-LD to LD		7		(5.4)						8		(11.3)						2		(11.8)								0.96				0.97

				LD to non-LD		7		(5.4)						4		(5.6)						1		(5.9)								0.41				0.54

		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for Simpson and Richness and Fisher's exact test for remainder

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Adjusted *** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation or presence/absence HR ≥ 37 vs <34 weeks

						Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P		OR		95% CI				P

		VMB type 

				Lcr 						39		(26.9)						17		(19.5)						6		(27.3)		0.630		Comparator						Comparator

				Li						32		(22.1)						28		(32.2)						8		(36.4)				0.59		(0.15-2.35)		0.456		0.37		(0.08-1.71)				0.204

				Lo						33		(22.8)						16		(18.4)						5		(22.7)				0.86		(0.18-4.03)		0.849		0.53		(0.10-2.88)				0.462

				LA and BL						22		(15.2)						14		(16.1)						1		(4.5)				0.16		(0.01-1.87)		0.143		0.09		(0.01-1.21)				0.069

				BV						19		(13.1)						12		(13.8)						2		(9.1)				0.48		(0.07-3.25)		0.452		0.27		(0.03-2.27)				0.228

		Group according to Lactobacillus dominance            

				Lactobacillus dominance						105		(72.4)						61		(70.1)						19		(86.4)		0.277		Comparator						Comparator

				Intermediate						14		(9.7)						5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940		0.91		(0.08-10.01)				0.940

				Lactobacillus deplete						26		(17.9)						21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140		0.21		(0.03-1.27)				0.090

		Community State Type

				I (L. crispatus)						43		(29.7)						17		(19.5)						6		(27.3)		0.848		Comparator						Comparator

				II (L. gasseri)						16		(11.0)						9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421		0.1908083		(0.02-2.21)				0.185

				III (L. iners)						31		(21.4)						26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402		0.3266497		(0.07-1.57)				0.162

				IV (mixed non Lactos)						35		(24.1)						25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287		0.2628224		(0.05-1.47)				0.129

				V (L. jensenii)						20		(13.8)						10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944		0.6816499		(0.10-4.47)				0.690										|

		Continuous assessments of every sample    

		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)						7.89		(7.22-8.80)						8.64		(7.47-9.08)								1.897		(1.01-3.56)		0.047		2.72		(0.90-8.21)				0.076

		Simpson diversity (1-D)				0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)								0.29		(0.04-2.18)		0.232		0.23		(0.02-2.13)				0.195

		Richness (n)				7		(4-14)						7		(4-15)						8		(5-14)								0.99		(0.93-1.06)		0.785		0.98		(0.92-1.06)				0.671

		Bacterial group

		Total Lactobacillus		Relative abundance (%)		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.775		1.01		(0.99-1.03)		0.306		1.01		(0.99-1.03)				0.256

				Concentration (log10 cells/μl)		7.31		(6.46-8.03)						7.48		(6.93-8.45)						8.59		(7.70-8.86)								2.35		(1.20-4.61)		0.013		6.29		(1.43-27.64)				0.015

		Total BV associated		Relative abundance (%)		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.258		0.98		(0.96-1.00)		0.120		0.98		(0.96-1.00)				0.120

				Concentration (log10 cells/μl)		6.40		(4.85-7.58)						6.60		(5.06-8.18)						6.76		(5.72-8.51)								1.19		(0.82-1.71)		0.362		1.14		(0.74-1.77)				0.552

		Total pathobionts		Relative abundance (%)		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.276		0.65		(0.08-5.03)		0.680		0.65		(0.08-5.43)				0.689

				Concentration (log10 cells/μl)		4.33		(3.63-4.99)						4.76		(4.07-5.86)						4.81		(4.02-5.66)								0.75		(0.22-2.60)		0.668		model failed

		Total other bacteria		Relative abundance (%)		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.337		0.51		(0.10-2.76)		0.439		0.51		(0.10-2.61)				0.419

				Concentration (log10 cells/μl)		4.72		(4.14-5.63)						5.07		(4.55-6.35)						5.35		(5.03-5.93)								0.99		(0.53-1.88)		0.987		0.63		(0.23-1.67)				0.349

		Taxa of interest with potential link to PTB

		L. iners		Relative abundance (%)		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.303		1.01		(0.99-1.03)		0.406		1.01		(0.99-1.03)				0.367

				Concentration (log10 cells/μl)		7.04		(5.78-7.63)						7.16		(6.22-8.37)						8.58		(8.15-8.86)								1.77		(0.94-3.35)		0.077		1.850439		(0.81-4.24)				0.145

		Megasphaera		Relative abundance (%)		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.56		Model not possible						model failed

				Concentration (log10 cells/μl)		6.53		(6.14-6.65)						6.49		(5.95-6.75)						6.26		(6.08-6.44)														model failed

		Bifidobacterium breve		Relative abundance (%)		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		(0)		0.341		Model not possible						Taxa not present in <34 week group

				Concentration (log10 cells/μl)		6.22		(5.57-7.62)						6.50		(5.36-6.82)

		BVAB TM7		Relative abundance (%)		7.20		(2.0-12.3)		2		(1.38)						0		(0)		0.36				1		(4.55)		0.202		Model not possible						Taxa not present in ≥37 week group

				Concentration (log10 cells/μl)		4.39		(3.83-7.09)														5.35

		Ureaplasma		Relative abundance (%)		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.050		2.74		(0.21-36.44)		0.445		model failed

				Concentration (log10 cells/μl)		5.55		(5.24-5.95)						5.26		(4.71-5.79)						5.59		(5.25-5.95)								2.72		(0.38-19.27)		0.318		model failed

		Allocation of high risk cohort to quartiles of low risk cohort				Concentration
 (﻿log10 cells/μl)

		Quartile of total bacterial load		1		<6.800161												11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087		1.97		(0.71-5.46)				0.191

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		>8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018		2.61		(1.27-5.33)		0.009		8.074017		(1.51-43.2)				0.015

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		>8.014552												28		(32.2)						14		(63.6)

		Quartile of L.iners		na		Not present												24		(27.6)						9		(40.9)		0.041		2.13		(0.96-4.71)		0.061		1.993507		(0.833-4.77)				0.121

				1		<5.777724  												11		(12.6)						1		(4.5)

				2		5.777724-7.041691												17		(19.5)						0		0.0

				3		7.041691-7.633882												10		(11.5)						2		(9.1)

				4		>7.633882												25		(28.7)						10		(45.5)

		Change in VMB between 16 and 20 weeks gestation (stability)                                                                             				Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17

				Same Lactobacilli						83		(64.3)						46		(64.8)						12		(70.6)		0.579		Comparator						Comparator

				Different Lactobacilli						3		(2.3)						1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359		5.23		(0.13-204)				0.376

				Remain non-LD						29		(22.5)						12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457		0.41		(0.04-4.55)				0.471

				Non-LD to LD						7		(5.4)						8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965		0.67		(0.10-4.56)				0.683

				LD to non-LD						7		(5.4)						4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543		0.27		(0.01-5.23)				0.383















		* Fishers exact test

		** adjusted for smoking,  cervical surgery and BMI as a quadratic term 

		** adjusted for smoking,  cervical surgery, BMI as a quadratic term and PCR plate

		Total lact conc				0.013

		Bact load conc				0.047

		just things in this table																				All RA and conc data														Rank all conc and RA data

		0.59		(0.15-2.35)		0.456		0.009		1		0.0080645161										1.01		0.01		1.02		0.31		0.99		1.03				0.009		1.00		0.0027472527				no

		0.86		(0.18-4.03)		0.849		0.013		2		0.0161290323										0.98		0.01		-1.52		0.13		0.96		1.00				0.01		2.00		0.0054945055				no

		0.16		(0.01-1.87)		0.143		0.047		3		0.0241935484										0.65		0.68		-0.41		0.68		0.08		5.03				0.03		3.00		0.0082417582				no

		0.48		(0.07-3.25)		0.452		0.077		4		0.0322580645										0.52		0.44		-0.77		0.44		0.10		2.76				0.03		4.00		0.010989011				no

								0.087		5		0.0403225806										1.01		0.01		1.34		0.18		1.00		1.02				0.05		5.00		0.0137362637				no

		Comparator						0.120		6		0.0483870968										1.01		0.01		0.61		0.54		0.98		1.03				0.08		6.00		0.0394736842				no

		0.91		(0.09-9.36)		0.940		0.140		7		0.0564516129										1.01		0.01		0.83		0.41		0.99		1.03				0.087		7.00		0.0460526316				no

		0.29		(0.05-1.53)		0.140		0.143		8		0.064516129										1.01		0.02		0.52		0.60		0.98		1.04				0.13		8.00		0.0526315789				no

								0.232		9												0.00		.		.		.		.		.				0.18		9.00		0.0592105263				no

		Comparator						0.287		10												0.97		0.07		-0.48		0.63		0.84		1.11				0.19		10.00		0.0657894737				no

		0.38		(0.04-3.95)		0.421		0.306		11												model failed														0.26		11.00		0.0723684211				no

		0.55		(0.13-2.24)		0.402		0.318		12												148403		.		.		.		.		.				0.31		12.00		0.0789473684				no

		0.43		(0.09-2.01)		0.287		0.359		13												0.00		.		.		.		.		.				0.32		13.00		0.0855263158				no

		0.94		(0.17-5.12)		0.944		0.362		14												0.96		0.03		-1.30		0.19		0.91		1.02				0.36		14.00		0.0921052632				no

								0.402		15																										0.41		15.00		0.0986842105				no

		1.897		(1.01-3.56)		0.047		0.406		16												2.51E19		.		.		.		.		.				0.44		16.00		0.1052631579				no

		0.29		(0.04-2.18)		0.232		0.421		17												model failed														0.45		17.00		0.1118421053				no

		0.99		(0.93-1.06)		0.785		0.439		18												model failed														0.54		18.00		0.1184210526				no

								0.445		19												1.61E89		.		.		.		.		.				0.60		19.00		0.125				no

		1.01		(0.99-1.03)		0.306		0.452		20												0.00		0.00		-1.13		0.26		0.00		554.50				0.61		20.00		0.1315789474				no

		2.35		(1.20-4.61)		0.013		0.456		21												0.95		0.12		-0.39		0.70		0.75		1.21				0.63		21.00		0.1381578947				no

		0.98		(0.96-1.00)		0.120		0.457		22												model failed														0.67		22.00		0.1447368421				no

		1.19		(0.82-1.71)		0.362		0.543		23												1.3E277		.		.		.		.		.				0.67		23.00		0.1513157895				no

		0.65		(0.08-5.03)		0.680		0.668		24												model failed														0.67		24.00		0.1578947368				no

		0.75		(0.22-2.60)		0.668		0.680		25												model failed														0.68		25.00		0.1644736842				no

		0.51		(0.10-2.76)		0.439		0.785		26												2.74		3.62		0.76		0.45		0.21		36.44				0.70		26.00		0.1710526316				no

		0.99		(0.53-1.88)		0.987		0.849		27																										0.75		27.00		0.1776315789				no

								0.940		28												2.10		0.71		2.19		0.03		1.08		4.06				0.77		28.00		0.1842105263				no

		1.01		(0.99-1.03)		0.406		0.944		29												1.90		0.61		1.99		0.05		1.01		3.56				0.77		29.00		0.1907894737				no

		1.77		(0.94-3.35)		0.077		0.965		30												2.35		0.81		2.49		0.01		1.20		4.62				0.84		30.00		0.1973684211				no

		Model not possible						0.987		31												1.19		0.22		0.91		0.36		0.82		1.71				0.99		31.00		0.2039473684				no

																						0.76		0.48		-0.43		0.67		0.22		2.60				.		32.00		0.2105263158				no

		Model not possible																				0.99		0.32		-0.02		0.99		0.53		1.88				.		33.00		0.2171052632				no

																						1.75		0.45		2.15		0.03		1.05		2.91				.		34.00		0.2236842105				no

		Model not possible																				0.84		0.34		-0.42		0.67		0.38		1.86				.		35.00		0.2302631579				no

																						1.77		0.58		1.77		0.08		0.94		3.35				.		36.00		0.2368421053				no

		2.74		(0.21-36.44)		0.445																0.67		0.52		-0.51		0.61		0.14		3.10				.		37.00		0.2434210526				no

		2.72		(0.38-19.27)		0.318																Model does not converge														.		38.00		0.25				no

																						21.51		46.57		1.42		0.16		0.31		1498.12

		1.63		(0.93-2.86)		0.087																Not applicable - taxa not present in event <34 week group

																						8.49E20		.		.		.		.		.

																						0.00		.		.		.		.		.

																						1.12		0.28		0.45		0.65		0.68		1.84

		2.61		(1.27-5.33)		0.009																Model does not converge

																						.		.		.		.		.		.

																						Model does not converge

																						Model does not converge

																						1.54E78		.		.		.		.		.

																						0.75		1.06		-0.20		0.84		0.05		11.89

		Comparator																				1.22		0.81		0.29		0.77		0.33		4.50

		4.40		(0.19-104)		0.359																Model does not converge

		0.42		(0.04-4.11)		0.457																Model does not converge

		0.96		(0.16-5.90)		0.965																Model does not converge

		0.41		(0.02-7.21)		0.543																Not applicable - taxa not present in event >37 week group

																						2.72		2.72		1.00		0.32		0.38		19.27

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Adjusted *** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

						Birth ≥39 weeks n=145								Birth ≥37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation or presence/absence HR ≥ 37 vs <34 weeks

						Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P		OR		95% CI				P

		Continuous assessment of every sample    

		Richness (n)				7		(4-14)						7		(4-15)						8		(5-14)								0.99		(0.93-1.06)		0.785		0.98		(0.92-1.06)				0.671

		Simpson diversity (1-D)				0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)								0.29		(0.04-2.18)		0.232		0.23		(0.02-2.13)				0.195

		VMB type 

				Lcr 						39		(26.9)						17		(19.5)						6		(27.3)		0.630		Comparator						Comparator

				Li						32		(22.1)						28		(32.2)						8		(36.4)				0.59		(0.15-2.35)		0.456		0.37		(0.08-1.71)				0.204

				Lo						33		(22.8)						16		(18.4)						5		(22.7)				0.86		(0.18-4.03)		0.849		0.53		(0.10-2.88)				0.462

				LA and BL						22		(15.2)						14		(16.1)						1		(4.5)				0.16		(0.01-1.87)		0.143		0.09		(0.01-1.21)				0.069

				BV						19		(13.1)						12		(13.8)						2		(9.1)				0.48		(0.07-3.25)		0.452		0.27		(0.03-2.27)				0.228

		Community State Type

				I (L. crispatus)						43		(29.7)						17		(19.5)						6		(27.3)		0.848		Comparator						Comparator

				II (L. gasseri)						16		(11.0)						9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421		0.1908083		(0.02-2.21)				0.185

				III (L. iners)						31		(21.4)						26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402		0.3266497		(0.07-1.57)				0.162

				IV (mixed non Lactos)						35		(24.1)						25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287		0.2628224		(0.05-1.47)				0.129

				V (L. jensenii)						20		(13.8)						10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944		0.6816499		(0.10-4.47)				0.690

		Group according to Lactobacillus relative abundance            

				Lactobacillus dominance (>75%)						105		(72.4)						61		(70.1)						19		(86.4)		0.277		Comparator						Comparator

				Intermediate (25-74.9%)						14		(9.7)						5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940		0.91		(0.08-10.01)				0.940

				Lactobacillus deplete (<25%)						26		(17.9)						21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140		0.21		(0.03-1.27)				0.090

		Change in VMB between 16 and 20 weeks gestation*** (stability)                                                                             				 n=129								n=71								n=17

				Same Lactobacilli						83		(64.3)						46		(64.8)						12		(70.6)		0.579		Comparator						Comparator

				Different Lactobacilli						3		(2.3)						1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359		5.23		(0.13-204)				0.376

				Remain non-LD						29		(22.5)						12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457		0.41		(0.04-4.55)				0.471

				Non-LD to LD						7		(5.4)						8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965		0.67		(0.10-4.56)				0.683

				LD to non-LD						7		(5.4)						4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543		0.27		(0.01-5.23)				0.383

		Continuous assessment of every sample    

		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)						7.89		(7.22-8.80)						8.64		(7.47-9.08)								1.897		(1.01-3.56)		0.047		2.72		(0.90-8.21)				0.076

		Bacterial group

		Total Lactobacillus		Relative abundance (%)		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.775		1.01		(0.99-1.03)		0.306		1.01		(0.99-1.03)				0.256

				Concentration (log10 cells/μl)		7.31		(6.46-8.03)						7.48		(6.93-8.45)						8.59		(7.70-8.86)								2.35		(1.20-4.61)		0.013		6.29		(1.43-27.64)				0.015

		Total BV associated		Relative abundance (%)		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.258		0.98		(0.96-1.00)		0.120		0.98		(0.96-1.00)				0.120

				Concentration (log10 cells/μl)		6.40		(4.85-7.58)						6.60		(5.06-8.18)						6.76		(5.72-8.51)								1.19		(0.82-1.71)		0.362		1.14		(0.74-1.77)				0.552

		Total pathobionts		Relative abundance (%)		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.276		0.65		(0.08-5.03)		0.680		0.65		(0.08-5.43)				0.689

				Concentration (log10 cells/μl)		4.33		(3.63-4.99)						4.76		(4.07-5.86)						4.81		(4.02-5.66)								0.75		(0.22-2.60)		0.668		model failed

		Total other bacteria		Relative abundance (%)		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.337		0.51		(0.10-2.76)		0.439		0.51		(0.10-2.61)				0.419

				Concentration (log10 cells/μl)		4.72		(4.14-5.63)						5.07		(4.55-6.35)						5.35		(5.03-5.93)								0.99		(0.53-1.88)		0.987		0.63		(0.23-1.67)				0.349

		Taxa of interest with potential link to PTB

		L. iners		Relative abundance (%)		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.303		1.01		(0.99-1.03)		0.406		1.01		(0.99-1.03)				0.367

				Concentration (log10 cells/μl)		7.04		(5.78-7.63)						7.16		(6.22-8.37)						8.58		(8.15-8.86)								1.77		(0.94-3.35)		0.077		1.850439		(0.81-4.24)				0.145

		L. crispatus		Relative abundance (%)		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		10.04		(0.45-90.55)		18		(81.82)		1.00		1.01		(1.00-1.02)		0.179

				Concentration (log10 cells/μl)		6.02		(5.21-7.11)						6.39		(5.54-7.02)						6.54		(6.13-8.50)								1.75		(1.05-2.91)		0.031

		Megasphaera		Relative abundance (%)		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.56		Model not possible						model failed

				Concentration (log10 cells/μl)		6.53		(6.14-6.65)						6.49		(5.95-6.75)						6.26		(6.08-6.44)														model failed

		Bifidobacterium breve		Relative abundance (%)		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		(0)		0.341		Model not possible						Taxa not present in <34 week group

				Concentration (log10 cells/μl)		6.22		(5.57-7.62)						6.50		(5.36-6.82)

		BVAB TM7		Relative abundance (%)		7.20		(2.0-12.3)		2		(1.38)						0		(0)		0.36				1		(4.55)		0.202		Model not possible						Taxa not present in ≥37 week group

				Concentration (log10 cells/μl)		4.39		(3.83-7.09)														5.35

		Ureaplasma		Relative abundance (%)		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.050		2.74		(0.21-36.44)		0.445		model failed

				Concentration (log10 cells/μl)		5.55		(5.24-5.95)						5.26		(4.71-5.79)						5.59		(5.25-5.95)								2.72		(0.38-19.27)		0.318		model failed











		Allocation of high risk groups to quartiles of low risk group				Concentration (log10 cells/μl)
 (﻿log10 cells/μl)

		Quartile of total bacterial load		1		<6.800161												11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087		1.97		(0.71-5.46)				0.191

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		≥8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018		2.61		(1.27-5.33)		0.009		8.074017		(1.51-43.2)				0.015

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		≥8.014552												28		(32.2)						14		(63.6)

		Quartile of L. iners		na		Not present												24		(27.6)						9		(40.9)		0.041		2.13		(0.96-4.71)		0.061		1.993507		(0.833-4.77)				0.121

				1		<5.777724  												11		(12.6)						1		(4.5)

				2		5.777724-7.041691												17		(19.5)						0		0.0

				3		7.041691-7.633882												10		(11.5)						2		(9.1)

				4		≥7.633882												25		(28.7)						10		(45.5)

		Quartile of L. crispatus		na		Not present												16		(18.4)						4		(18.2)		0.240		2.321423		(1.09-4.97)		0.030

				1		<5.214657 												10		(11.5)						0		0.0

				2		5.214657 -6.026476												16		(18.4)						3		(13.6)

				3		6.026476-7.117542												29		(33.3)						8		(36.4)

				4		≥7.117542												16		(18.4)						7		(31.8)







		Allocation of high risk groups to quartiles of low risk group				Concentration (log10 cells/μl)
 (﻿log10 cells/μl)								High risk pregnancy (HR)

														Birth ≥37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation HR ≥ 37 vs <34 weeks

														Median (IQR)				n		%		Median (IQR)				n		%

		Quartile of total bacterial load		1		<6.800161												11		(12.6)						1		(4.5)		0.093

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		≥8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		≥8.014552												28		(32.2)						14		(63.6)

		Quartile of L. iners		na		Not present												24		(27.6)						9		(40.9)		0.041

				1		<5.777724  												11		(12.6)						1		(4.5)

				2		5.777724-7.041691												17		(19.5)						0		0.0

				3		7.041691-7.633882												10		(11.5)						2		(9.1)

				4		≥7.633882												25		(28.7)						10		(45.5)

		Quartile of L. crispatus		na		Not present												16		(18.4)						4		(18.2)		0.240

				1		<5.214657 												10		(11.5)						0		0.0

				2		5.214657 -6.026476												16		(18.4)						3		(13.6)

				3		6.026476-7.117542												29		(33.3)						8		(36.4)

				4		≥7.117542												16		(18.4)						7		(31.8)





Bifido table

		Number of pregnancies with Bifidobacterium breve present by quartile of total Lactobacillus

								Low risk pregnancy (LR)				High risk pregnancy (HR)

								Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87

						Concentration
 (﻿log10 cells/μl)		n		(%)		n		(%)

		Quartile of total Lactobacillus		1		<6.420798		8		(5.52)		1		(1.15)

				2		6.420798-7.306637		3		(2.07)		3		(3.45)

				3		7.306637-8.014552		1		(0.69)		3		(3.45)

				4		>8.014552		2		(1.38)		0		0.00

		Absence of Bifidobacterium breve				not applicable		131		(90.34)		80		(91.95)

		Fisher's exact test p value						0.043				0.185

				Total				145		(100.00)		87		(100.00)





New table 2

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)								Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)										Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks (early preterm) n=22								p value* for difference   HR ≥ 37 vs <34 weeks		OR		95% CI				P		OR				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.351		0.34		(0.06		-1.99)		0.23		0.29				0.23						0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)						7		(4-15)						8		(5-14)						0.599		1.00		(0.94		-1.06)		0.98		0.99				0.79						0.99		0.03		-0.27		0.79		0.93		1.06

		VMB type (n, %)		Lcr 		39		(26.9)						17		(19.5)						6		(27.3)						0.630		Comparator								Comparator										base outcome

				Li		32		(22.1)						28		(32.2)						8		(36.4)								0.81		(0.24		-2.74)		0.73		0.59				0.46						0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)						16		(18.4)						5		(22.7)								0.89		(0.23		-3.48)		0.86		0.86				0.85						0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)						14		(16.1)						1		(4.5)								0.20		(0.02		-1.89)		0.16		0.16				0.14						0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)						12		(13.8)						2		(9.1)								0.47		(0.08		-2.75)		0.40		0.48				0.45						0.48		0.47		-0.75		0.45		0.07		3.25

																																																		base outcome

																																																		0.38		0.46		-0.81		0.42		0.04		3.95

																																																		0.55		0.39		-0.84		0.40		0.13		2.24

																																																		0.43		0.34		-1.06		0.29		0.09		2.01

																																																		0.94		0.81		-0.07		0.94		0.17		5.12

		Group according to Lactobacillus dominance (n, %)		Lactobacillus dominance		105		(72.4)						61		(70.1)						19		(86.4)						0.277		Comparator								Comparator										base outcome

				Intermediate		14		(9.7)						5		(5.7)						1		(4.5)								0.64		(0.07		-5.84)		0.69		0.91				0.94						0.21		0.24		-1.34		0.18		0.02		2.07

				Lactobacillus deplete		26		(17.9)						21		(24.1)						2		(9.1)								0.31		(0.07		-1.42)		0.13		0.29				0.14						0.62		0.54		-0.55		0.58		0.11		3.45

		Relative abundance of bacterial groups (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)						99.18		(53.67-99.90)						98.46		(91.64-99.82)						0.775		2.81						0.25												OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

				Total BV associated		3.00		(0.54-45.32)						2.72		(0.45-64.12)						1.73		(0.27-18.62)						0.258		0.21						0.10												base outcome

				Total pathobionts		0.18		(<0.1-0.82)						0.14		(<0.1-0.36)						0.27		(0.18-0.45)						0.276		0.00						0.69												4.40		7.09		0.92		0.36		0.19		103.97

				Total other bacteria		0.27		(0.18-0.64)						0.18		(<0.1-2.27)						0.14		(<0.1-0.27)						0.337		0.00						0.34												0.42		0.49		-0.74		0.46		0.04		4.11

																																																		0.96		0.89		-0.04		0.97		0.16		5.90

																																																		0.41		0.60		-0.61		0.54		0.02		7.21



																																unadjusted								Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)						adjusted for batch too

						Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17								P value HR ≥ 37 vs <34 weeks		OR		95% CI				P>|z|		OR				P		OR		95% CI				P

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)						46		(64.8)						12		(70.6)						0.579		Comparator								Comparator

				Different lactobacilli		3		(2.3)						1		(1.4)						1		(5.9)								3.83		(0.22		-65.85)		0.35		4.40				0.36

				Remain non-LD		29		(22.5)						12		(16.9)						1		(5.9)								0.32		(0.04		-2.71)		0.30		0.42				0.46

				Non-LD to LD		7		(5.4)						8		(11.3)						2		(11.8)								0.96		(0.18		-5.11)		0.96		0.96				0.97

				LD to non-LD		7		(5.4)						4		(5.6)						1		(5.9)								0.96		(0.10		-9.38)		0.97		0.41				0.54

		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for Simpson and Richness and Fisher's exact test for remainder

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)								Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Adjusted *** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation or presence/absence HR ≥ 37 vs <34 weeks

						Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI				P		OR		95% CI		P		OR		95% CI				P

		VMB type 

				Lcr 						39		(26.9)						17		(19.5)						6		(27.3)		0.630		Comparator								Comparator						Comparator

				Li						32		(22.1)						28		(32.2)						8		(36.4)				0.81		(0.24		-2.74)		0.734		0.59		(0.15-2.35)		0.456		0.37		(0.08-1.71)				0.204

				Lo						33		(22.8)						16		(18.4)						5		(22.7)				0.89		(0.23		-3.48)		0.862		0.86		(0.18-4.03)		0.849		0.53		(0.10-2.88)				0.462

				LA and BL						22		(15.2)						14		(16.1)						1		(4.5)				0.20		(0.02		-1.89)		0.161		0.16		(0.01-1.87)		0.143		0.09		(0.01-1.21)				0.069

				BV						19		(13.1)						12		(13.8)						2		(9.1)				0.47		(0.08		-2.75)		0.404		0.48		(0.07-3.25)		0.452		0.27		(0.03-2.27)				0.228

		Group according to Lactobacillus dominance            

				Lactobacillus dominance						105		(72.4)						61		(70.1)						19		(86.4)		0.277		Comparator								Comparator						Comparator

				Intermediate						14		(9.7)						5		(5.7)						1		(4.5)				0.64		(0.07		-5.84)		0.690		0.91		(0.09-9.36)		0.940		0.91		(0.08-10.01)				0.940

				Lactobacillus deplete						26		(17.9)						21		(24.1)						2		(9.1)				0.31		(0.07		-1.42)		0.130		0.29		(0.05-1.53)		0.140		0.21		(0.03-1.27)				0.090

		Community State Type

				I (L. crispatus)						43		(29.7)						17		(19.5)						6		(27.3)		0.848		Comparator								Comparator						Comparator

				II (L. gasseri)						16		(11.0)						9		(10.3)						2		(9.1)				0.63		(0.10		-3.78)		0.613		0.38		(0.04-3.95)		0.421		0.1908083		(0.02-2.21)				0.185

				III (L. iners)						31		(21.4)						26		(29.9)						7		(31.8)				0.76		(0.22		-2.66)		0.671		0.55		(0.13-2.24)		0.402		0.3266497		(0.07-1.57)				0.162

				IV (mixed non Lactos)						35		(24.1)						25		(28.7)						4		(18.2)				0.45		(0.11		-1.85)		0.271		0.43		(0.09-2.01)		0.287		0.2628224		(0.05-1.47)				0.129

				V (L. jensenii)						20		(13.8)						10		(11.5)						3		(13.6)				0.85		(0.17		-4.17)		0.841		0.94		(0.17-5.12)		0.944		0.6816499		(0.10-4.47)				0.690										|

		Continuous assessments of every sample    median (IQR)

		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)						7.89		(7.22-8.80)						8.64		(7.47-9.08)						0.030		1.78		(1.04-3.04)				0.035		1.897		(1.01-3.56)		0.047		2.72		(0.90-8.21)				0.076

		Simpson diversity (1-D)				0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.351		0.34		(0.06		-1.99)		0.231		0.29		(0.04-2.18)		0.232		0.23		(0.02-2.13)				0.195

		Richness (n)				7		(4-14)						7		(4-15)						8		(5-14)						0.599		1.00		(0.94		-1.06)		0.976		0.99		(0.93-1.06)		0.785		0.98		(0.92-1.06)				0.671

		Bacterial group		median (IQR)

		Total Lactobacillus		Relative abundance (%)		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.775		1.01		(0.99-1.03)				0.25		1.01		(0.99-1.03)		0.306		1.01		(0.99-1.03)				0.256

				Concentration (log10 cells/μl)		7.31		(6.46-8.03)						7.48		(6.93-8.45)						8.59		(7.70-8.86)								2.30		(1.28-4.14)				0.005		2.35		(1.20-4.61)		0.013		6.29		(1.43-27.64)				0.015

		Total BV associated		Relative abundance (%)		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.258		0.98		(0.96-1.00)				0.096		0.98		(0.96-1.00)		0.120		0.98		(0.96-1.00)				0.120

				Concentration (log10 cells/μl)		6.40		(4.85-7.58)						6.60		(5.06-8.18)						6.76		(5.72-8.51)								1.12		(0.84-1.51)				0.439		1.19		(0.82-1.71)		0.362		1.14		(0.74-1.77)				0.552

		Total pathobionts		Relative abundance (%)		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.276		0.77		(0.21-2.74)				0.690		0.65		(0.08-5.03)		0.680		0.65		(0.08-5.43)				0.689

				Concentration (log10 cells/μl)		4.33		(3.63-4.99)						4.76		(4.07-5.86)						4.81		(4.02-5.66)								0.89		(0.36-2.17)				0.799		0.75		(0.22-2.60)		0.668		model failed

		Total other bacteria		Relative abundance (%)		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.337		0.48		(0.10-2.17)				0.338		0.51		(0.10-2.76)		0.439		0.51		(0.10-2.61)				0.419

				Concentration (log10 cells/μl)		4.72		(4.14-5.63)						5.07		(4.55-6.35)						5.35		(5.03-5.93)								1.00		(0.58-1.73)				1.000		0.99		(0.53-1.88)		0.987		0.63		(0.23-1.67)				0.349

		Taxa of interest with positive findings		median (IQR)

		L. iners		Relative abundance (%)		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.303		1.01		(0.99-1.03)				0.225		1.01		(0.99-1.03)		0.406		1.01		(0.99-1.03)				0.367

				Concentration (log10 cells/μl)		7.04		(5.78-7.63)						7.16		(6.22-8.37)						8.58		(8.15-8.86)								1.96		(1.07-3.59)				0.029		1.77		(0.94-3.35)		0.077		1.850439		(0.81-4.24)				0.145

		Megasphaera		Relative abundance (%)		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.56		1.35		(0.98-1.86)				0.064		model failed						model failed

				Concentration (log10 cells/μl)		6.53		(6.14-6.65)						6.49		(5.95-6.75)						6.26		(6.08-6.44)								409		(0.05->999)				0.19		model failed						model failed

		Bifidobacterium breve		Relative abundance (%)		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		(0)		0.341		Taxa not present in <34 week group								Taxa not present in <34 week group						Taxa not present in <34 week group

				Concentration (log10 cells/μl)		6.22		(5.57-7.62)						6.50		(5.36-6.82)

		BVAB TM7		Relative abundance (%)		7.20		(2.0-12.3)		2		(1.38)						0		(0)		0.36				1		(4.55)		0.202		Taxa not present in ≥ 37 week group								Taxa not present in ≥37 week group						Taxa not present in ≥37 week group

				Concentration (log10 cells/μl)		4.39		(3.83-7.09)														5.35

		Ureaplasma		Relative abundance (%)		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.050		3.25		(0.23-46.56)				0.386		2.74		(0.21-36.44)		0.445		model failed

				Concentration (log10 cells/μl)		5.55		(5.24-5.95)						5.26		(4.71-5.79)						5.59		(5.25-5.95)								3.06		(0.50-18.71)				0.225		2.72		(0.38-19.27)		0.318		model failed

		Allocation of high risk cohort to quartiles of low risk cohort				Concentration
 (﻿log10 cells/μl)																										OR of PTB per increase in quartile

		Quartile of total bacterial cells		1		<6.800161												11		(12.6)						1		(4.5)		0.093		1.59		(0.98-2.58)				0.06		1.63		(0.93-2.86)		0.087		1.97		(0.71-5.46)				0.191

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		>8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018		2.33		(1.28-4.24)				0.006		2.61		(1.27-5.33)		0.009		8.074017		(1.51-43.2)				0.015

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		>8.014552												28		(32.2)						14		(63.6)



		Change in VMB between 16 and 20 weeks gestation (stability)                                                                             n(%)				Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17

				Same lactobacilli						83		(64.3)						46		(64.8)						12		(70.6)		0.579		Comparator								Comparator						Comparator

				Different lactobacilli						3		(2.3)						1		(1.4)						1		(5.9)				3.83		(0.22-65.85)				0.354		4.40		(0.19-104)		0.359		5.23		(0.13-204)				0.376

				Remain non-LD						29		(22.5)						12		(16.9)						1		(5.9)				0.32		(0.04-2.71)				0.295		0.42		(0.04-4.11)		0.457		0.41		(0.04-4.55)				0.471

				Non-LD to LD						7		(5.4)						8		(11.3)						2		(11.8)				0.96		(0.18-5.11)				0.960		0.96		(0.16-5.90)		0.965		0.67		(0.10-4.56)				0.683

				LD to non-LD						7		(5.4)						4		(5.6)						1		(5.9)				0.96		(0.10-9.38)				0.971		0.41		(0.02-7.21)		0.543		0.27		(0.01-5.23)				0.383















		* Fishers exact test

		** adjusted for smoking,  cervical surgery and BMI as a quadratic term 
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								Low risk pregnancy (LR)																High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥39 weeks n=145																Birth ≥37 weeks n=87								sPTB or PPROM <34 weeks n=22								p value* for categorisation or presence/absence HR ≥ 37 vs. <34 weeks

								Median (IQR)				n		(%)										Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P

				Continuous assessment of every sample    

						Richness (n)		7		(4-14)														7		(4-15)						8		(5-14)								0.99		(0.93-1.06)		0.785

						Simpson diversity (1-D)		0.38		(0.07-0.53)														0.39		(0.08-0.54)						0.19		(0.05-0.45)								0.29		(0.04-2.18)		0.232

				VMB type 

						Lcr 						39		(26.9)														17		(19.5)						6		(27.3)		0.630		Comparator

						Li						32		(22.1)														28		(32.2)						8		(36.4)				0.59		(0.15-2.35)		0.456

						Lo						33		(22.8)														16		(18.4)						5		(22.7)				0.86		(0.18-4.03)		0.849

						LA and BL						22		(15.2)														14		(16.1)						1		(4.5)				0.16		(0.01-1.87)		0.143

						BV						19		(13.1)														12		(13.8)						2		(9.1)				0.48		(0.07-3.25)		0.452

				Community State Type

						I (L. crispatus)						43		(29.7)														17		(19.5)						6		(27.3)		0.848		Comparator

						II (L. gasseri)						16		(11.0)														9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421

						III (L. iners)						31		(21.4)														26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402

						IV (mixed non Lactos)						35		(24.1)														25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287

						V (L. jensenii)						20		(13.8)														10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944

				Group according to Lactobacillus relative abundance            

						Lactobacillus dominance (>75%)						105		(72.4)														61		(70.1)						19		(86.4)		0.277		Comparator

						Intermediate (25-74.9%)						14		(9.7)														5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940

						Lactobacillus deplete (<25%)						26		(17.9)														21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140

				Stability                                                                       

				Change in VMB between 16 and 20 weeks gestation***		Same Lactobacilli		n=129				83		(64.3)										n=71				46		(64.8)		n=17				12		(70.6)		0.579		Comparator

						Different Lactobacilli						3		(2.3)														1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359

						Remain non-LD						29		(22.5)														12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457

						Non-LD to LD						7		(5.4)														8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965

						LD to non-LD						7		(5.4)														4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543

				Allocation of high risk groups to quartiles of low risk group				Concentration (﻿log10 cells/μl)

				Quartile of total bacterial load		1		<6.80																				11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087

						2		≥6.80-<7.68																				28		(32.2)						6		(27.3)

						3		≥7.68- <8.35																				17		(19.5)						1		(4.5)

						4		≥8.35																				31		(35.6)						14		(63.6)

						4		>8.349243

				Quartile of total Lactobacillus		1		<6.42

						2		≥6.42- >7.31																																		2.61		(1.27-5.33)		0.009

						3		≥7.31- >8.01

						4		≥8.01



				Quartile of L. iners		1		<6.80																																		2.13		(0.96-4.71)		0.061

						2		≥6.80-<7.68

						3		≥7.68- <8.35

						4		≥8.35

				Quartile of L. crispatus		1		<6.80																																		2.32		(1.09-4.97)		0.030

						2		≥6.80-<7.68

						3		≥7.68- <8.35

						4		≥8.35





		Basis for assessment						Low-risk pregnancy (LR)								High-risk pregnancy (HR)																										Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥39 weeks                             n=145								All high-risk pregnancies                   n=109								Birth ≥37 weeks                                      n=87								sPTB or PPROM <34 weeks            n=22								p value* difference between HR ≥ 37 vs. <34 weeks

								Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P

		Relative abundance data (16S rRNA sequencing)		Global assessments		Richness (n)		7		(4-14)						7		(4-15)						7		(4-15)						8		(5-14)						0.35		0.99		(0.93-1.06)		0.785

						Simpson diversity (1-D)		0.38		(0.07-0.53)						0.30		(0.06-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.60		0.29		(0.04-2.18)		0.232

				VMB type 		Lcr 						39		(26.9)						23		(21.1)						17		(19.5)						6		(27.3)		0.696		Comparator

						Li						32		(22.1)						36		(33.0)						28		(32.2)						8		(36.4)				0.59		(0.15-2.34)		0.455

						Lo+BL						37		(25.5)						22		(20.2)						17		(19.5)						5		(22.7)				0.81		(0.17-3.79)		0.793

						LA						18		(12.4)						14		(12.8)						13		(14.9)						1		(4.5)				0.16		(0.01-1.98)		0.154

						BV						19		(13.1)						14		(12.8)						12		(13.8)						2		(9.1)				0.48		(0.07-3.24)		0.451

				Community State Type		I (L. crispatus)						43		(29.7)						23		(21.1)						17		(19.5)						6		(27.3)		0.848		Comparator

						II (L. gasseri)						16		(11.0)						11		(10.1)						9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421

						III (L. iners)						31		(21.4)						33		(30.3)						26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402

						IV (mixed non Lactos)						35		(24.1)						29		(26.6)						25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287

						V (L. jensenii)						20		(13.8)						13		(11.9)						10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944

				Group according to Lactobacillus relative abundance       		Lactobacillus dominance (>75%)						105		(72.4)						80		(73.4)						61		(70.1)						19		(86.4)		0.277		Comparator

						Intermediate (25-74.9%)						14		(9.7)						6		(5.5)						5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940

						Lactobacillus deplete (<25%)						26		(17.9)						23		(21.1)						21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140

				Stability: change in VMB between 16 and 20 weeks gestation***		Same Lactobacilli		n=129				83		(64.3)		n=88				58		(65.9)		n=71				46		(64.8)		n=17				12		(70.6)		0.579		Comparator

						Different Lactobacilli						3		(2.3)						2		(2.3)						1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359

						Remain non-LD						29		(22.5)						13		(14.8)						12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457

						Non-LD to LD						7		(5.4)						10		(11.4)						8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965

						LD to non-LD						7		(5.4)						5		(5.7)						4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543

		Relative abundance combined with BactQuant, producing estimated concentration in log10 cells/μl		Global assessment		Bacterial load 		7.68		(6.80-8.35)						8.07		(7.28-8.92)						7.89		(7.22-8.80)						8.64		(7.47-9.08)						0.035		1.90		(1.01-3.56)		0.047						0.030		1.78		(1.04-3.04)		0.035		1.90		(1.01-3.56)		0.047

				Bacterial group		Total Lactobacillus		7.31		(6.42-8.01)						7.38		(6.76-8.17)						7.48		(6.87-8.45)						8.59		(7.47-8.87)						0.005		2.35		(1.20-4.61)		0.013						0.002		2.30		(1.28-4.13)		0.005		2.35		(1.20-4.61)		0.013

						Total BV associated		5.41		(1.91-7.03)						5.49		(0-7.65)						5.20		(0-7.65)						6.65		(5.09-8.36)						0.102		1.15		(0.96-1.38)		0.126						0.111		1.14		(0.97-1.33)		0.102		1.15		(0.96-1.38)		0.126

						Total pathobionts		0.00		(0-0)						0.00		(0-0)						0.00		(0-0)						0.00		(0-0)						0.596		0.93		(0.712-1.22)		0.596						0.639		0.94		(0.74-1.19)		0.596		0.93		(0.712-1.22)		0.596

						Total other bacteria		0.00		(0-4.24)						0.00		(0-4.93)						0.00		(0-4.84)						0.00		(0-5.12)						0.671		1.04		(0.86-1.25)		0.698								1.04		(0.88-1.23)		0.671		1.04		(0.86-1.25)		0.698

				Type of Lactobacillus		L. crispatus		5.88		(4.41-6.83)						6.22		(4.44-6.95)						6.17		(4.08-6.91)						6.32		(5.79-7.76)						0.319		1.02		(0.83-1.25)		0.843						0.188		1.10		(0.91-1.32)		0.319		1.02		(0.83-1.25)		0.843

						L. iners		4.65		(0-7.14)						5.47		(0-7.33)						6.55		(0-7.98)						7.42		(0-8.81)						0.684		0.97		(0.84-1.12)		0.644						0.496		0.97		(0.85-1.11)		0.684		0.97		(0.84-1.12)		0.644

						Other Lactobacilli		5.49		(3.77-6.91)						5.94		(4.24-7.07)						5.81		(4.21-7.09)						5.95		(5.34-7.61)						0.172		1.14		(0.88-1.47)		0.311						0.154		1.17		(0.93-1.48)		0.172		1.14		(0.88-1.47)		0.311

				Allocation of high risk participants to quartiles of low risk 				Concentration 

				Quartile of total bacterial load (n, %)		1		<6.80				37		(25.5)						12		(11.0)						11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087

						2		≥6.80-<7.68				36		(24.8)						34		(31.2)						28		(32.2)						6		(27.3)

						3		≥7.68- <8.35				35		(24.1)						18		(16.5)						17		(19.5)						1		(4.5)

						4		≥8.35				37		(25.5)						45		(41.3)						31		(35.6)						14		(63.6)

				Quartile of total Lactobacillus (n, %)		1		<6.42				36		(24.8)						13		(11.9)						12		(13.8)						1		(4.5)		0.018		2.61		(1.27-5.33)		0.009

						2		≥6.42- >7.31				36		(24.8)						25		(22.9)						24		(27.6)						1		(4.5)

						3		≥7.31- >8.01				36		(24.8)						29		(26.6)						23		(26.4)						6		(27.3)

						4		≥8.01				37		(25.5)						42		(38.5)						28		(32.2)						14		(63.6)

				Quartile of                 L. crispatus (n, %)		1		<5.21				32		(22.1)						10		(9.2)						10		(11.5)						0		0.0		0.240		2.32		(1.09-4.97)		0.030

						2		≥5.21 - <6.03				30		(20.7)						19		(17.4)						16		(18.4)						3		(13.6)

						3		≥6.03- <7.12				31		(21.4)						37		(33.9)						29		(33.3)						8		(36.4)

						4		≥7.12				32		(22.1)						23		(21.1)						16		(18.4)						7		(31.8)

						nil present		not applicable				20		(13.8)						20		(18.3)						16		(18.4)						4		(18.2)

				Quartile of.                L. iners (n, %)		1		<5.78 				21		(14.5)						12		(11.0)						11		(12.6)						1		(4.5)		0.041		2.13		(0.96-4.71)		0.061

						2		≥5.78- <7.04				20		(13.8)						17		(15.6)						17		(19.5)						0		0.0

						3		≥7.04- <7.63				21		(14.5)						12		(11.0)						10		(11.5)						2		(9.1)

						4		≥7.63				20		(13.8)						35		(32.1)						25		(28.7)						10		(45.5)

						nil present		not applicable				63		(43.4)						33		(30.3)						24		(27.6)						9		(40.9)





Supplementary table 4

						Low risk pregnancy (LR)				High risk pregnancy (HR)												Test of significance								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery 												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and number prev PTB<34 weeks												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM 34+0-36+6 weeks (late preterm) n=14				sPTB or PPROM <34 weeks (early preterm) n=22				LR vs HR 		HR term vs HR late preterm vs HR early preterm		HR ≥ 37 vs <34 weeks		Test used for p-values to the left		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		Odds ratio		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)		0.39		(0.08-0.54)		0.35		(0.05-0.68)		0.19		(0.05-0.45)		0.86		0.65		0.35				0.34		0.31		-1.20		0.23		0.06		1.99		0.27		0.26		-1.35		0.18		0.04		1.82		0.34		0.35		-1.05		0.29		0.05		2.52		0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)		7		(4-15)		10		(5-20)		8		(5-14)		0.35		0.61		0.60				1.00		0.03		-0.03		0.98		0.94		1.06		1.00		0.03		-0.10		0.92		0.94		1.06		1.00		0.03		0.09		0.93		0.94		1.07		0.99		0.03		-0.27		0.79		0.93		1.06

		VMB group (n, %)		Lcr 		39		(26.9)		17		(19.5)		5		(35.7)		6		(27.3)		0.41		0.70		0.63		Fisher's exact		base outcome												base outcome												base outcome												base outcome

				Li		32		(22.1)		28		(32.2)		4		(28.6)		8		(36.4)										0.81		0.50		-0.34		0.73		0.24		2.74		0.72		0.48		-0.49		0.62		0.20		2.65		0.43		0.33		-1.10		0.27		0.10		1.92		0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)		16		(18.4)		1		(7.1)		5		(22.7)										0.89		0.62		-0.17		0.86		0.23		3.48		0.70		0.53		-0.47		0.64		0.16		3.10		0.74		0.58		-0.39		0.70		0.16		3.41		0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)		14		(16.1)		3		(21.4)		1		(4.5)										0.20		0.23		-1.40		0.16		0.02		1.89		0.12		0.15		-1.67		0.09		0.01		1.44		0.12		0.16		-1.62		0.11		0.01		1.55		0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)		12		(13.8)		1		(7.1)		2		(9.1)										0.47		0.42		-0.83		0.40		0.08		2.75		0.48		0.45		-0.79		0.43		0.08		3.00		0.55		0.52		-0.64		0.53		0.09		3.50		0.48		0.47		-0.75		0.45		0.07		3.25

		CST (n, %)		I (L.crispatus)		43		(29.7)		17		(19.5)		5		(35.7)		6		(27.3)		0.41		0.86		0.85		Fisher's exact		base outcome												base outcome												base outcome												base outcome

				II (L.gasseri)		16		(11.0)		9		(10.3)		1		(7.1)		2		(9.1)										0.63		0.58		-0.51		0.61		0.10		3.78		0.33		0.38		-0.96		0.34		0.03		3.23		0.37		0.44		-0.83		0.40		0.04		3.76		0.38		0.46		-0.81		0.42		0.04		3.95

				III (L.iners)		31		(21.4)		26		(29.9)		4		(28.6)		7		(31.8)										0.76		0.49		-0.42		0.67		0.22		2.66		0.68		0.46		-0.58		0.56		0.18		2.53		0.46		0.34		-1.05		0.29		0.11		1.96		0.55		0.39		-0.84		0.40		0.13		2.24

				IV (mixed non Lactos)		35		(24.1)		25		(28.7)		4		(28.6)		4		(18.2)										0.45		0.33		-1.10		0.27		0.11		1.85		0.38		0.29		-1.29		0.20		0.09		1.66		0.38		0.30		-1.24		0.22		0.08		1.75		0.43		0.34		-1.06		0.29		0.09		2.01

				V (L. jensenii)		20		(13.8)		10		(11.5)		0		0.0		3		(13.6)										0.85		0.69		-0.20		0.84		0.17		4.17		0.80		0.67		-0.26		0.79		0.16		4.16		0.70		0.61		-0.41		0.69		0.13		3.88		0.94		0.81		-0.07		0.94		0.17		5.12

		Lactobacillus dominance		Lactobacillus dominance		105		(72.4)		61		(70.1)		10		(71.4)		19		(86.4)		0.43		0.56		0.28		Fisher's exact		base outcome																																				base outcome

				Intermediate		14		(9.7)		5		(5.7)		1		(7.1)		1		(4.5)										0.64		0.72		-0.39		0.69		0.07		5.84																										0.91		1.08		-0.08		0.94		0.09		9.36

				Lactobacillus deplete		26		(17.9)		21		(24.1)		3		(21.4)		2		(9.1)										0.31		0.24		-1.51		0.13		0.07		1.42																										0.29		0.25		-1.46		0.14		0.05		1.53

						Low risk pregnancy birth ≥ 39 weeks n=129				High risk pregnancy birth ≥ 37 weeks n=71				High risk pregnancy event 34+0-36+6 weeks n=12				High risk pregnancy event <34 weeks n=17				P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		Test used for p-values to the left		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)		46		(64.8)		7		(58.3)		12		(70.6)		0.65		0.50		0.58		Fisher's exact		base outcome												base outcome												base outcome												base outcome

				Different lactobacilli		3		(2.3)		1		(1.4)		0		0.0		1		(5.9)										3.83		5.56		0.93		0.35		0.22		65.85		3.89		6.21		0.85		0.39		0.17		88.51		3.04		5.16		0.66		0.51		0.11		84.59		4.40		7.09		0.92		0.36		0.19		103.97

				Remain non-LD		29		(22.5)		12		(16.9)		4		(33.3)		1		(5.9)										0.32		0.35		-1.05		0.30		0.04		2.71		0.31		0.36		-1.02		0.31		0.03		2.98		0.37		0.44		-0.83		0.41		0.04		3.80		0.42		0.49		-0.74		0.46		0.04		4.11

				Non-LD to LD		7		(5.4)		8		(11.3)		0		0.0		2		(11.8)										0.96		0.82		-0.05		0.96		0.18		5.11		1.05		0.92		0.06		0.96		0.19		5.85		1.15		1.04		0.16		0.87		0.20		6.70		0.96		0.89		-0.04		0.97		0.16		5.90

				LD to non-LD		7		(5.4)		4		(5.6)		1		(8.3)		1		(5.9)										0.96		1.12		-0.04		0.97		0.10		9.38		0.93		1.14		-0.06		0.96		0.09		10.22		0.41		0.56		-0.66		0.51		0.03		5.84		0.41		0.60		-0.61		0.54		0.02		7.21





		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for continous data** P value based on Kruskal–Wallis test for continuous data. Catagorical data analysed by Fisher's exact test

																														Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery 												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and number prev PTB<34 weeks





Supplementary table 5

		Results for all samples (including those without specific taxa present)																																				Test of significance based on relative abundance of taxa						Test of significance based on presence/absence of taxa						Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and number of previous sPTB/PPROM <34 weeks (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=106)												to the right relative abdunance *100				Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) with values *100												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) with values *100																		Results for all participants (including those without specific bacterial group or species of lactobacillus present)				Low-risk pregnancy								High-risk pregnancy																Relative abdundance of taxa		Presence/ absence of taxa

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22																																																																																																										Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)												Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

		Relative abundance of bacterial groups (median, IQR)		Total Lactobacillus		98.55		(69.75-99.90)		143		(98.62)		99.18		(53.04-99.90)		85		(97.70)		97.18		(69.34-99.55)		14		(100.00)		98.45595		(91.64-99.82)		22		(100.00)		0.87		0.86		0.91		1.00		1.00		1.00		3.19		2.80		1.32		0.19		0.57		17.87		3.55		3.37		1.33		0.18		0.55		22.84		2.72		2.67		1.02		0.31		0.40		18.58		3.20		3.11		1.19		0.23		0.48		21.49						1.01		0.01		1.32		0.19		0.99		1.03		1.01		0.01		1.19		0.23		0.99		1.03								Relative abundance of bacterial groups (%)		Total Lactobacillus		98.55		(69.75-99.90)		143		(98.62)		99.18		(53.04-99.90)		85		(97.70)		98.45595		(91.64-99.82)		22		(100.00)		0.91		1.00

				Total BV associated		0.82		(0.09-20.44)		109		(75.17)		0.64		(0-46-32)		62		(71.26)		2.41		(0.00-27.70)		12		(85.71)		1.13533		(0.18-8.23)		19		(86.36)		0.97		0.78		0.74		1.00		0.25		0.18		0.36		0.32		-1.16		0.24		0.06		2.02		0.32		0.31		-1.19		0.23		0.05		2.09		0.42		0.41		-0.88		0.38		0.06		2.92		0.35		0.35		-1.06		0.29		0.05		2.41						0.99		0.01		-1.16		0.24		0.97		1.01		0.99		0.01		-1.06		0.29		0.97		1.01										Total BV associated		0.82		(0.09-20.44)		109		(75.17)		0.64		(0-46-32)		62		(71.26)		1.13533		(0.18-8.23)		19		(86.36)		0.74		0.18

				Total pathobionts		0		(0-0)		34		(23.45)		0		(0-0)		20		(22.99)		0.00		(0-0.18)		5		(35.71)		0		(0-0)		4		(18.18)		0.97		0.45		0.73		1.00		0.44		0.78		0.00		0.00		-0.44		0.66		0.00		4.37E+46		0.00		0.00		-0.47		0.64		0.00		3.47E+49		0.00		0.00		-0.38		0.70		0.00		8.64E+64		0.00		0.00		-0.49		0.63		0.00		2.4E60						0.73		0.52		-0.44		0.66		0.18		2.93		0.63		0.60		-0.49		0.63		0.10		4.02										Total pathobionts		0		(0-0)		34		(23.45)		0		(0-0)		20		(22.99)		0		(0-0)		4		(18.18)		0.73		0.78

				Total other bacteria		0		(0-0.18)		50		(34.48)		0		(0-0.09)		35		(40.23)		0.00		(0-0.45)		6		(42.86)		0		(0-0.09)		10		(45.45)		0.43		0.88		0.89		0.26		0.92		0.81		0.00		0.00		-0.89		0.37		0.00		6.57E+23		0.00		0.00		-1.25		0.21		0.00		1.83E+19		0.00		0.00		-1.16		0.25		0.00		9.11E+23		0.00		0.00		-1.12		0.26		0.00		2.42E23						0.63		0.32		-0.89		0.37		0.23		1.73		0.49		0.31		-1.12		0.26		0.14		1.71										Total other bacteria		0		(0-0.18)		50		(34.48)		0		(0-0.09)		35		(40.23)		0		(0-0.09)		10		(45.45)		0.89		0.81

		Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		2.00		(0.18-79.29)		125		(86.21)		1.09		(0.17-16.71)		71		(81.61)		18.17		(0.64-84.38)		12		(85.71)		1.73		(0.09-68.84)		18		(81.82)		0.29		0.43		0.84		0.40		1.00		1.00		1.66		0.98		0.85		0.40		0.52		5.31		1.99		1.28		1.07		0.29		0.56		7.01		2.28		1.55		1.22		0.22		0.61		8.62		2.06		1.40		1.06		0.29		0.54		7.78						1.01		0.01		0.85		0.40		0.99		1.02		1.01		0.01		1.06		0.29		0.99		1.02								Relative abundance of species of Lactobacillus (%) 		Lactobacillus crispatus		2.00		(0.18-79.29)		125		(86.21)		1.09		(0.17-16.71)		71		(81.61)		1.73		(0.09-68.84)		18		(81.82)		0.84		1.00

				Lactobacillus gasseri		0		(0-0.18)		47		(32.41)		0		(0-0.64)		31		(35.63)		0.00		(0-0.09)		6		(42.86)		0		(0-0)		5		(22.73)		0.84		0.52		0.28		0.80		0.39		0.32		0.86		0.81		-0.16		0.87		0.14		5.45		0.43		0.54		-0.67		0.51		0.04		5.07		0.61		0.77		-0.39		0.69		0.05		7.24		0.52		0.66		-0.52		0.60		0.04		6.21						0.99		0.01		-0.52		0.60		0.97		1.02		0.99		0.01		-0.52		0.60		0.97		1.02										Lactobacillus gasseri		0		(0-0.18)		47		(32.41)		0		(0-0.64)		31		(35.63)		0		(0-0)		5		(22.73)		0.28		0.32

				Lactobacillus iners		0		(0-48.59)		82		(56.55)		21.98		(0-78.11)		63		(72.41)		22.52		(0.00-65.76)		8		(57.14)		16.21		(0-79.93)		13		(59.09)		0.02		0.86		0.76		0.21		0.42		0.30		1.12		0.67		0.18		0.86		0.34		3.63		1.18		0.76		0.25		0.80		0.33		4.17		0.73		0.53		-0.44		0.66		0.18		3.00		0.89		0.61		-0.16		0.87		0.23		3.42						1.00		0.01		0.18		0.86		0.99		1.01		1.00		0.01		-0.16		0.87		0.99		1.01										Lactobacillus iners		0		(0-48.59)		82		(56.55)		21.98		(0-78.11)		63		(72.41)		16.21		(0-79.93)		13		(59.09)		0.76		0.30

				Lactobacillus jensenii		0		(0-3.09)		53		(36.55)		0		(0-0.02)		24		(27.59)		0.00		(0-0)		3		(21.43)		0		(0-4.81)		9		(40.91)		0.21		0.42		0.30		0.24		0.36		0.30		1.59		1.48		0.50		0.62		0.26		9.84		1.79		1.69		0.62		0.54		0.28		11.41		1.89		1.86		0.65		0.52		0.28		12.95		2.45		2.41		0.91		0.36		0.36		16.82						1.00		0.01		0.50		0.62		0.99		1.02		1.01		0.01		0.91		0.36		0.99		1.03										Lactobacillus jensenii		0		(0-3.09)		53		(36.55)		0		(0-0.02)		24		(27.59)		0		(0-4.81)		9		(40.91)		0.30		0.30

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0		(0-0)		24		(16.55)		0		(0-0)		18		(20.69)		0.00		(0-0)		3		(21.43)		0		(0-0)		3		(13.64)		0.52		0.64		0.35		0.32		0.77		0.34		0.00		0.00		-0.94		0.35		0.00		1.52E+52		0.00		0.00		-0.97		0.33		0.00		6.74E+46		0.00		0.00		-0.88		0.38		0.00		6.03E+57		0.00		0.00		-0.89		0.37		0.00		5.01E71						0.25		0.39		-0.89		0.37		0.01		5.21		0.25		0.39		-0.89		0.37		0.01		5.21

				Atopobium vaginae		0		(0-0.18)		44		(30.34)		0		(0-0.64)		28		(32.18)		0.00		(0-0)		3		(21.43)		0		(0-0)		4		(18.18)		0.79		0.29		0.17		0.79		0.40		0.30		0.00		0.00		-1.23		0.22		0.00		289.47		0.00		0.00		-1.51		0.13		0.00		48.97		0.00		0.00		-1.41		0.16		0.00		105.69		0.00		0.00		-1.19		0.23		0.00		557.95						0.91		0.07		-1.23		0.22		0.78		1.06		0.91		0.07		-1.19		0.23		0.77		1.07

				﻿Bifidobacterium ﻿breve 		0		(0-0)		14		(9.66)		0		(0-0)		7		(8.05)		0.00		(0-0)		2		(14.29)		0		(0-0)		0		0.00		0.49		0.27		0.17		0.32		0.22		0.34		Model failed												Model failed												Model failed												Model failed																Model failed												Model failed

				﻿Clostridiales BVAB2		0		(0-0)		11		(7.59)		0		(0-0)		10		(11.49)		0.00		(0-0)		2		(14.29)		0		(0-0)		2		(9.09)		0.31		0.89		0.76		0.30		0.82		1.00		0.09		2.45		-0.09		0.93		0.00		1.66E+21		7.48		198.31		0.08		0.94		0.00		2.77E+23		4617.71		122104.50		0.32		0.75		0.00		1.49E+26		2270268.00		61900000.00		0.54		0.59		0.00		3.59E29						0.98		0.26		-0.09		0.93		0.59		1.63		1.16		0.32		0.54		0.59		0.68		1.97

				﻿Dialister		0		(0-0)		34		(23.45)		0		(0-0)		29		(33.33)		0.00		(0-0)		4		(28.57)		0		(0-0)		2		(9.09)		0.33		0.09		0.50		0.21		0.07		0.03		0.00		0.00		-1.02		0.31		0.00		7.71E+36		0.00		0.00		-1.39		0.17		0.00		3.20E+24		0.00		0.00		-1.09		0.28		0.00		5.70E+36		0.00		0.00		-1.36		0.17		0.00		1.34E+24						0.40		0.36		-1.02		0.31		0.07		2.34		0.28		0.26		-1.36		0.17		0.05		1.74

				﻿Gardnerella vaginalis 		0		(0-7.63)		57		(39.31)		0		(0-5.27)		33		(37.93)		0.09		(0-14.53)		8		(57.14)		0		(0-7.72)		10		(45.45)		0.90		0.71		0.80		0.80		0.38		0.63		0.26		0.53		-0.66		0.51		0.00		13.77		0.20		0.46		-0.71		0.48		0.00		16.32		0.37		0.86		-0.43		0.67		0.00		33.60		0.25		0.59		-0.59		0.56		0.00		24.79						0.99		0.02		-0.66		0.51		0.95		1.03		0.99		0.02		-0.59		0.56		0.94		1.03

				﻿Lachnospiracea BVAB1		0		(0-0)		3		(2.07)		0		(0-0)		4		(4.60)		0.00		(0-0)		0		0.00		0		(0-0)		1		(4.55)		0.34		0.72		0.99		0.48		1.00		1.00		0.41		1.62		-0.23		0.82		0.00		976.89		0.32		1.27		-0.29		0.77		0.00		702.28		0.76		3.01		-0.07		0.94		0.00		1810.80		0.19		0.95		-0.33		0.74		0.00		4119.81						0.99		0.04		-0.23		0.82		0.92		1.07		0.98		0.05		-0.33		0.74		0.89		1.09

				﻿Megasphaera		0		(0-0)		21		(14.48)		0		(0-0)		18		(20.69)		0.00		(0-0)		2		(14.29)		0		(0-0)		3		(13.64)		0.35		0.75		0.60		0.41		0.76		0.56		8.49		38.73		0.47		0.64		0.00		64912.46		19.58		90.75		0.64		0.52		0.00		172810.40		98.27		469.02		0.96		0.34		0.01		1134625.00		13.39		65.96		0.53		0.60		0.00		209438.00						1.02		0.05		0.47		0.64		0.93		1.12		1.03		0.05		0.53		0.60		0.93		1.13

				Mobiluncus		0		(0-0)		4		(2.76)		0		(0-0)		2		(2.30)		0.00		(0-0)		0		0.00		0		(0-0)		2		(9.09)		0.79		0.21		0.13		1.00		0.21		0.18		4.67E+20		3.98E+22		0.56		0.58		0.00		1.19E+93		2.12E+23		2.27E+25		0.50		0.62		0.00		3.40E+114		1.45E+23		1.39E+25		0.56		0.58		0.00		7.90E+104		2.76E20		4.51E22		0.29		0.77		0.00		6.1E159						1.61		1.37		0.56		0.58		0.30		8.53		1.60		2.62		0.29		0.77		0.06		39.61

				Mycoplasma		0		(0-0)		2		(1.38)		0		(0-0)		4		(4.60)		0.00		(0-0)		2		(14.29)		0		(0-0)		1		(4.55)		0.05		0.31		0.99		0.09		0.28		1.00		0.00		0.00		-0.47		0.64		0.00		3.70E+199		0.00		0.00		-0.35		0.72		0.00		2.70E+208		0.00		0.00		-0.65		0.52		0.00		5.40E+162		0.00		0.00		-0.33		0.74		0.00		.						0.24		0.73		-0.47		0.64		0.00		99.02		0.23		1.01		-0.33		0.74		0.00		1354.01

				﻿Parvimonas		0		(0-0)		15		(10.34)		0		(0-0)		12		(13.79)		0.00		(0-0)		3		(21.43)		0		(0-0)		2		(9.09)		0.41		0.55		0.57		0.45		0.54		0.73		0.00		0.00		-0.56		0.58		0.00		7.16E+55		0.00		0.00		-0.41		0.68		0.00		5.22E+60		0.00		0.00		-0.48		0.63		0.00		4.24E+59		0.00		0.00		-0.19		0.85		0.00		2.49E73						0.60		0.55		-0.56		0.58		0.10		3.62		0.83		0.79		-0.19		0.85		0.13		5.42

				Peptoniphilus		0		(0-0)		26		(17.93)		0		(0-0)		21		(24.14)		0.00		(0-0)		3		(21.43)		0		(0-0)		6		(27.27)		0.24		0.99		0.92		0.23		0.95		0.79		0.00		0.00		-0.72		0.47		0.00		4.97E+82		0.00		0.00		-0.70		0.48		0.00		3.25E+81		0.00		0.00		-0.64		0.52		0.00		1.20E+105		0.00		0.00		-0.69		0.49		0.00		6.98E83						0.33		0.50		-0.72		0.47		0.02		6.71		0.35		0.53		-0.69		0.49		0.02		6.89

				﻿Prevotella		0		(0-0)		57		(39.31)		0		(0-0.02)		42		(48.28)		0.00		(0-0)		7		(50.00)		0		(0-0)		7		(31.82)		0.35		0.30		0.12		0.32		0.39		0.23		0.00		0.00		-1.45		0.15		0.00		79.60		0.00		0.00		-1.34		0.18		0.00		250.99		0.00		0.00		-1.27		0.20		0.00		384.11		0.00		0.00		-1.08		0.28		0.00		2373.47						0.88		0.08		-1.45		0.15		0.75		1.04		0.91		0.08		-1.08		0.28		0.76		1.08

				﻿Porphyromonas species		0		(0-0)		7		(4.83)		0		(0-0)		12		(13.79)		0.00		(0-0)		3		(21.43)		0		(0-0)		1		(4.55)		0.02		0.38		0.25		0.02		0.33		0.46		0.00		0.00		-0.51		0.61		0.00		4.34E+89		0.00		0.00		-0.57		0.57		0.00		5.65E+86		0.00		0.00		-0.45		0.65		0.00		6.20E+123		0.00		0.00		-0.55		0.59		0.00		1.4E224						0.49		0.69		-0.51		0.61		0.03		7.88		0.14		0.50		-0.55		0.59		0.00		174.37

				﻿Sneathia species		0		(0-0)		14		(9.66)		0		(0-0)		15		(17.24)		0.00		(0-0)		2		(14.29)		0		(0-0)		2		(9.09)		0.17		0.64		0.34		0.19		0.68		0.52		0.00		0.00		-0.63		0.53		0.00		1400000000		0.00		0.01		-0.49		0.62		0.00		24700000000		0.01		0.12		-0.31		0.76		0.00		244000000000		0.03		0.43		-0.24		0.81		0.00		198000000000						0.90		0.14		-0.63		0.53		0.66		1.23		0.97		0.15		-0.24		0.81		0.72		1.30

				Streptococcus species		0		(0-0)		19		(13.10)		0		(0-0)		10		(11.49)		0.00		(0-0)		3		(21.43)		0		(0-0)		2		(9.09)		0.77		0.42		0.70		0.86		0.51		1.00		0.00		0.00		-0.59		0.56		0.00		.		0.00		0.00		-0.51		0.61		0.00		.		0.00		0.00		-0.50		0.62		0.00		.		0.00		0.00		-0.56		0.58		0.00		.						0.03		0.18		-0.59		0.56		0.00		3876.21		0.02		0.13		-0.56		0.58		0.00		24935.81

				BVAB TM7-H1		0		(0-0)		2		(1.38)		0		(0-0)		0		0.00		0.00		(0-0)		1		(7.14)		0		(0-0)		1		(4.55)		0.87		0.07		0.05		1.00		0.08		0.20		Model failed												Model failed												Model failed												Model failed																Model failed												Model failed

				﻿Ureaplasma species		0		(0-0)		26		(17.93)		0		(0-0)		11		(12.64)		0.00		(0-0)		1		(7.14)		0		(0-0)		7		(31.82)		0.50		0.06		0.03		0.63		0.08		0.05		2.80E+112		6.00E+114		1.21		0.23		0.00		2.10E+295		5.50E+132		1.40E+135		1.23		0.22		0.00		.		8.10E+110		2.10E+113		1.00		0.32		0.00		.		2.04E84		4.04E86		0.98		0.33		0.00		2.4E252						13.32		28.62		1.21		0.23		0.20		898.08		6.97		13.76		0.98		0.33		0.15		334.09









																																																																																																																																				Relative abundance only for samples with taxa present				Low-risk pregnancy (LR)								High-risk pregnancy (HR)																Relative abundance of taxa		Presence /absence of taxa

										﻿Ureaplasma  species		0.03																																																																																																																												Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

										TM7-H1		0.05																																																																																																																												Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

										﻿Prevotella		0.12																																																																																																																								Relative abundance of bacterial groups (%) (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.77		1.00

										Mobiluncus		0.13																																																																																																																										Total BV associated		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.26		0.18

										﻿Bifidobacterium ﻿breve 		0.17																																																																																																																										Total pathobionts		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.28		0.78

										Atopobium vaginae		0.17																																																																																																																										Total other bacteria		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.34		0.81

										﻿Porphyromonas species		0.25																																																																																																																								Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		10.04		(0.45-90.55)		18		(81.82)		0.79		1.00

										Lactobacillus gasseri		0.28																																																																																																																										Lactobacillus gasseri		20.44		(0.18-58.13)		47		(32.41)		3.36		(0.45-68.39)		31		(35.63)		10.35		(0.18-89.37)		5		(22.73)		0.82		0.32

										Lactobacillus jensenii		0.30																																																																																																																										Lactobacillus iners		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.22		0.30

										﻿Sneathia species		0.34																																																																																																																										Lactobacillus jensenii		21.16		(1.81-69.57)		53		(36.55)		20.53		(4.45-58.04)		24		(27.59)		6.09		(1.72-49.32)		9		(40.91)		0.50		0.30

										Aerococcus		0.35

										﻿Dialister		0.50

										﻿Parvimonas		0.57

										﻿Megasphaera		0.60

										Streptococcus species		0.70

										Total pathobionts		0.73																																																																																																																								Relative abundance of taxa of interest (%)		Aerococcus		0		(0-0)		24		(16.55)		0		(0-0)		18		(20.69)		0		(0-0)		3		(13.64)		0.35		0.34

										Total BV associated		0.74																																																																																																																										Atopobium vaginae		0		(0-0.18)		44		(30.34)		0		(0-0.64)		28		(32.18)		0		(0-0)		4		(18.18)		0.17		0.30

										﻿Clostridiales BVAB2		0.76																																																																																																																										﻿Bifidobacterium ﻿breve 		0		(0-0)		14		(9.66)		0		(0-0)		7		(8.05)		0		(0-0)		0		0.00		0.17		0.34

										Lactobacillus iners		0.76																																																																																																																										﻿Clostridiales BVAB2		0		(0-0)		11		(7.59)		0		(0-0)		10		(11.49)		0		(0-0)		2		(9.09)		0.76		1.00

										﻿Gardnerella vaginalis 		0.80																																																																																																																										﻿Dialister		0		(0-0)		34		(23.45)		0		(0-0)		29		(33.33)		0		(0-0)		2		(9.09)		0.50		0.03

										Lactobacillus crispatus		0.84																																																																																																																										﻿Gardnerella vaginalis 		0		(0-7.63)		57		(39.31)		0		(0-5.27)		33		(37.93)		0		(0-7.72)		10		(45.45)		0.80		0.63

										Total other bacteria		0.89																																																																																																																										﻿Lachnospiracea BVAB1		0		(0-0)		3		(2.07)		0		(0-0)		4		(4.60)		0		(0-0)		1		(4.55)		0.99		1.00

										Total lactobacillus		0.91																																																																																																																										﻿Megasphaera		0		(0-0)		21		(14.48)		0		(0-0)		18		(20.69)		0		(0-0)		3		(13.64)		0.60		0.56

										Peptoniphilus		0.92																																																																																																																										Mobiluncus		0		(0-0)		4		(2.76)		0		(0-0)		2		(2.30)		0		(0-0)		2		(9.09)		0.13		0.18

										﻿Lachnospiracea BVAB1		0.99																																																																																																																										Mycoplasma		0		(0-0)		2		(1.38)		0		(0-0)		4		(4.60)		0		(0-0)		1		(4.55)		0.99		1.00

										Mycoplasma		0.99																																																																																																																										﻿Parvimonas		0		(0-0)		15		(10.34)		0		(0-0)		12		(13.79)		0		(0-0)		2		(9.09)		0.57		0.73

																																																																																																																																						Peptoniphilus		0		(0-0)		26		(17.93)		0		(0-0)		21		(24.14)		0		(0-0)		6		(27.27)		0.92		0.79

																																																																																																																																						﻿Prevotella		0		(0-0)		57		(39.31)		0		(0-0.02)		42		(48.28)		0		(0-0)		7		(31.82)		0.12		0.23

																																																																																																																																						﻿Porphyromonas species		0		(0-0)		7		(4.83)		0		(0-0)		12		(13.79)		0		(0-0)		1		(4.55)		0.25		0.46

																																																																																																																																						﻿Sneathia species		0		(0-0)		14		(9.66)		0		(0-0)		15		(17.24)		0		(0-0)		2		(9.09)		0.34		0.52

																																																																																																																																						Streptococcus species		0		(0-0)		19		(13.10)		0		(0-0)		10		(11.49)		0		(0-0)		2		(9.09)		0.70		1.00

																																																																																																																																						BVAB TM7-H1		0		(0-0)		2		(1.38)		0		(0-0)		0		0.00		0		(0-0)		1		(4.55)		0.05		0.20

																																																																																																																																						﻿Ureaplasma species		0		(0-0)		26		(17.93)		0		(0-0)		11		(12.64)		0		(0-0)		7		(31.82)		0.03		0.05





Supplementary table 6

		Relative abundance only for samples with taxa present				Low risk pregnancy (LR)								High risk pregnancy (HR)																								Test of significance based on relative abundance of taxa						Test of significance based on presence/absence of taxa						Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and number of previous sPTB/PPROM <34 weeks (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107)												to the right relative abdunance *100				Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) with values *100												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) with values *100												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery, BMI as a quadratic term and PCR plate (n=107) with values *100																		Relative abundance only for participants with taxa present				Low-risk pregnancy (LR)								High-risk pregnancy (HR)																Relative abdundance of taxa		Presence/ absence of taxa

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22																																																																																																																						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)																								Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

		Relative abundance of bacterial groups (%) (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		97.18		(69.39-99.55)		14		(100.00)		98.46		(91.64-99.82)		22		(100.00)		0.84		0.78		0.77		1.00		1.00		1.00		2.81		2.52		1.15		0.25		0.49		16.24		3.19		3.08		1.20		0.23		0.48		21.24		2.42		2.42		0.89		0.38		0.34		17.19		2.78		2.77		1.02		0.31		0.39		19.65						1.01		0.01		1.15		0.25		0.99		1.03		1.01		0.01		1.02		0.31		0.99		1.03		1.012194		0.010808		1.14		0.256		0.991231		1.033601								Relative abundance of taxa of interest (%) 		Aerococcus		0.82		(0.27-3.27)		24		(16.55)		1.27		(0.54-1.81)		18		(20.69)		0.36		(0.18-0.36)		3		(13.64)		0.08		0.34

				Total BV associated		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		2.86		(0.50-39.37)		12		(85.71)		1.73		(0.27-18.62)		19		(86.36)		0.88		0.51		0.26		1.00		0.25		0.18		0.21		0.20		-1.67		0.10		0.03		1.32		0.17		0.18		-1.66		0.10		0.02		1.37		0.26		0.29		-1.21		0.23		0.03		2.26		0.19		0.21		-1.52		0.13		0.02		1.61						0.98		0.01		-1.67		0.10		0.97		1.00		0.98		0.01		-1.52		0.13		0.96		1.00		0.9828042		0.0109778		-1.55		0.12		0.9615219		1.004558										Atopobium vaginae		3.04		(0.27-14.17)		44		(30.34)		7.58		(0.77-13.81)		28		(32.18)		2.04		(1.14-7.81)		4		(18.18)		0.53		0.30

				Total pathobionts		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.18		(0.18-0.36)		5		(35.71)		0.27		(0.18-0.45)		4		(18.18)		0.68		0.45		0.28		1.00		0.44		0.78		0.00		0.00		-0.40		0.69		0.00		5.64E+43		0.00		0.00		-0.38		0.71		0.00		8.42E+54		0.00		0.00		-0.20		0.84		0.00		.		0.00		0.00		-0.41		0.68		0.00		1.48E70						0.77		0.50		-0.40		0.69		0.22		2.74		0.65		0.68		-0.41		0.68		0.08		5.03																						﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		0.00				0.34

				Total other bacteria		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.45		(0.18-0.54)		6		(42.86)		0.14		(<0.1-0.27)		10		(45.45)		0.19		0.26		0.34		0.26		0.92		0.81		0.00		0.00		-0.96		0.34		0.00		4.24E+33		0.00		0.00		-0.76		0.45		0.00		4.51E+43		0.00		0.00		-0.70		0.49		0.00		1.16E+51		0.00		0.00		-0.77		0.44		0.00		1.18E44						0.48		0.37		-0.96		0.34		0.10		2.17		0.52		0.44		-0.77		0.44		0.10		2.76																						﻿Clostridiales BVAB2		2.36		(0.54-6.12)		11		(7.59)		1.68		(0.27-3.63)		10		(11.49)		2.45		(0.27-0.46)		2		(9.09)		0.83		1.00

		Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		34.56		(1.54-90.92)		12		(85.71)		10.04		(0.45-90.55)		18		(81.82)		0.53		0.38		0.79		0.40		1.00		1.00		1.73		1.08		0.87		0.38		0.51		5.89		2.17		1.48		1.13		0.26		0.57		8.27		2.35		1.67		1.20		0.23		0.58		9.49		2.72		2.02		1.34		0.18		0.63		11.70						1.01		0.01		0.87		0.38		0.99		1.02		1.01		0.01		1.34		0.18		1.00		1.02																						﻿Dialister		0.27		(<0.1-0.72)		34		(23.45)		0.27		(0.18-0.82)		29		(33.33)		0.86		(0.18-1.54)		2		(9.09)		0.78		0.03

				Lactobacillus gasseri		20.44		(0.18-58.13)		47		(32.41)		3.36		(0.45-68.39)		31		(35.63)		0.14		(<0.1-17.53)		6		(42.86)		10.35		(0.18-89.37)		5		(22.73)		0.71		0.41		0.82		0.80		0.39		0.32		2.07		2.44		0.61		0.54		0.20		20.99		1.04		1.46		0.03		0.98		0.07		16.18		0.97		1.36		-0.03		0.98		0.06		15.18		1.09		1.57		0.06		0.95		0.06		18.41						1.00		0.01		0.06		0.95		0.97		1.03		1.01		0.01		0.61		0.54		0.98		1.03																						﻿Gardnerella vaginalis 		15.44		(0.91-33.51)		57		(39.31)		18.62		(0.64-35.06)		33		(37.93)		11.26		(1.72-19.16)		10		(45.45)		0.22		0.63

				Lactobacillus iners		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		58.72		(30.15-95.73)		8		(57.14)		78.02		(48.23-86.64)		13		(59.09)		0.20		0.40		0.22		0.21		0.42		0.30		2.84		2.44		1.21		0.23		0.53		15.33		3.57		3.50		1.30		0.19		0.52		24.38		2.62		2.73		0.92		0.36		0.34		20.19		2.33		2.37		0.83		0.41		0.32		17.15						1.01		0.01		1.21		0.23		0.99		1.03		1.01		0.01		0.83		0.41		0.99		1.03		1.008515		0.0103364		0.83		0.408		0.9884583		1.028979										﻿Lachnospiracea BVAB1		0.18		(<0.1-32.97)		3		(2.07)		16.03		(0.14-48.82)		4		(4.60)		16.26				1		(4.55)		1.00		1.00

				Lactobacillus jensenii		21.16		(1.81-69.57)		53		(36.55)		20.53		(4.45-58.04)		24		(27.59)		9.90		(2.45-16.71)		3		(21.43)		6.09		(1.72-49.32)		9		(40.91)		0.87		0.55		0.50		0.24		0.36		0.30		0.70		0.83		-0.30		0.77		0.07		7.24		1.40		1.90		0.25		0.81		0.10		20.16		1.41		1.98		0.25		0.81		0.09		22.09		2.27		3.56		0.52		0.60		0.11		48.84						1.00		0.01		-0.30		0.77		0.97		1.02		1.01		0.02		0.52		0.60		0.98		1.04																						﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.04		0.56

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0.82		(0.27-3.27)		24		(16.55)		1.27		(0.54-1.81)		18		(20.69)		<0.1		(<0.1-0.54)		3		(21.43)		0.36		(0.18-0.36)		3		(13.64)		0.89		0.03		0.08		0.32		0.77		0.34		0.00		0.00		-1.04		0.30		0.00		2.50E+136		0.00		0.00		-0.84		0.40		0.00		5.20E+232		0.00		0.00		-0.83		0.41		0.00		3.00E+246		0.00		.		.		.		.		.						0.03		0.10		-1.04		0.30		0.00		23.12		0.00		.		.		.		.		.																						Mobiluncus		0.18		(<0.1-0.50)		4		(2.76)		0.59		(0.27-0.91)		2		(2.30)		6.90		(0.27-13.5)		2		(9.09)		0.68		0.18

				Atopobium vaginae		3.04		(0.27-14.17)		44		(30.34)		7.58		(0.77-13.81)		28		(32.18)		3.09		(<0.1-11.90)		3		(21.43)		2.04		(1.14-7.81)		4		(18.18)		0.77		0.63		0.53		0.79		0.40		0.30		0.00		0.00		-0.88		0.38		0.00		20173.66		0.01		0.08		-0.57		0.57		0.00		66495.28		0.02		0.14		-0.50		0.62		0.00		168766.70		0.03		0.24		-0.48		0.63		0.00		30085.26						0.92		0.08		-0.88		0.38		0.77		1.10		0.97		0.07		-0.48		0.63		0.84		1.11																						Mycoplasma		0.91		(0.82-1.00)		2		(1.38)		0.45		(<0.1-0.90)		4		(4.60)		0.18				1		(4.55)		1.00		1.00

				﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)		1.45		(<0.1-2.81)		2		(14.29)						0		0.00		0.80		0.14				0.32		0.22		0.34		Model failed												Model failed												Model failed												Model failed																model failed												model failed												model failed																				﻿Parvimonas		0.63		(0.18-2.36)		15		(10.34)		0.45		(<0.1-1.18)		12		(13.79)		0.59		(0.27-0.91)		2		(9.09)		0.85		0.73

				﻿Clostridiales BVAB2		2.36		(0.54-6.12)		11		(7.59)		1.68		(0.27-3.63)		10		(11.49)		2.68		(2.18-3.18)		2		(14.29)		2.45		(0.27-0.46)		2		(9.09)		0.40		0.91		0.83		0.30		0.82		1.00		5852.86		229401.00		0.22		0.83		0.00		1.35E+37		4471.68		181578.60		0.21		0.84		0.00		1.64E+38		4471.68		181578.60		0.21		0.84		0.00		1.64E+38		.		.		.		.		.		.						1.09		0.43		0.22		0.83		0.51		2.35		148403		.		.		.		.		.																						Peptoniphilus		0.18		(0.18-0.45)		26		(17.93)		0.18		(<0.1-0.54)		21		(24.14)		<0.1		(<0.1-0.18)		6		(27.27)		0.22		0.79

				﻿Dialister		0.27		(<0.1-0.72)		34		(23.45)		0.27		(0.18-0.82)		29		(33.33)		0.36		(0.18-0.50)		4		(28.57)		0.86		(0.18-1.54)		2		(9.09)		0.74		0.91		0.78		0.21		0.07		0.03		64506.36		4096077.00		0.17		0.86		0.00		7.24E+58		1.86E+15		1.14E+17		0.57		0.57		0.00		3.61E+67		4.75E+13		2.98E+15		0.50		0.62		0.00		1.04E+67		0.00		.		.		.		.		.						1.12		0.71		0.17		0.86		0.32		3.88		0.00		.		.		.		.		.																						﻿Prevotella		0.91		(0.27-6.99)		57		(39.31)		2.86		(0.18-11.35)		42		(48.28)		0.54		(0.18-0.91)		7		(31.82)		0.40		0.23

				﻿Gardnerella vaginalis 		15.44		(0.91-33.51)		57		(39.31)		18.62		(0.64-35.06)		33		(37.93)		7.36		(0.14-22.71)		8		(57.14)		11.26		(1.72-19.16)		10		(45.45)		0.46		0.24		0.22		0.80		0.38		0.63		0.03		0.08		-1.34		0.18		0.00		5.11		0.03		0.07		-1.30		0.19		0.00		6.17		0.02		0.06		-1.30		0.19		0.00		6.92		0.25		0.59		-0.59		0.56		0.00		24.79						0.97		0.03		-1.34		0.18		0.92		1.02		0.96		0.03		-1.30		0.19		0.91		1.02																						﻿Porphyromonas species		0.18		(<0.1-0.99)		7		(4.83)		0.18		(<0.1-1.45)		12		(13.79)		0.45				1		(4.55)		0.41		0.46

				﻿Lachnospiracea BVAB1		0.18		(<0.1-32.97)		3		(2.07)		16.03		(0.14-48.82)		4		(4.60)						0		0.00		16.26				1		(4.55)		0.65		1.00		1.00		0.48		1.00		1.00		0.22		1.12		-0.30		0.77		0.00		5528.29		Model failed												Model failed												Model failed																0.98		0.05		-0.30		0.77		0.89		1.09																																		﻿Sneathia species		4.77		(1.18-10.90)		14		(9.66)		1.81		(0.36-6.17)		15		(17.24)		3.45		(0.18-6.72)		2		(9.09)		0.82		0.52

				﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		6.40		(5.27-7.54)		2		(14.29)		19.26		(11.90-21.44)		3		(13.64)		0.92		0.09		0.04		0.41		0.76		0.56		1.22E+13		1.98E+14		1.85		0.06		0.17		8.63E+26		1.70E+228		9.60E+230		0.91		0.37		0.00		.		1.70E+228		9.60E+230		0.91		0.37		0.00		.		.		.		.		.		.		.						1.35		0.22		1.85		0.06		0.98		1.86		2.51E19		.		.		.		.		.																						Streptococcus species		0.27		(<0.1-10.8)		19		(13.10)		0.13		(<0.1-0.27)		10		(11.49)		<0.1		(<0.1-<0.1)		2		(9.09)		0.23		1.00

				Mobiluncus		0.18		(<0.1-0.50)		4		(2.76)		0.59		(0.27-0.91)		2		(2.30)						0		0.00		6.90		(0.27-13.5)		2		(9.09)		0.14		0.68		0.68		1.00		0.21		0.18		3.55E+15		2.06E+17		0.62		0.54		0.00		7.71E+64		Model failed												Model failed												Model failed																1.43		0.83		0.62		0.54		0.46		4.46		model failed																																BVAB TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		0.36				1		(4.55)				0.20

				Mycoplasma		0.91		(0.82-1.00)		2		(1.38)		0.45		(<0.1-0.90)		4		(4.60)		3.78		(0.45-7.08)		2		(14.29)		0.18				1		(4.55)		0.37		0.49		1.00		0.09		0.28		1.00		0.00		0.00		-0.62		0.54		0.00		7.00E+278		0.00		0.00		-0.62		0.54		0.00		7.00E+278		0.00		0.00		-0.41		0.69		0.00		.		Model failed																0.05		0.25		-0.62		0.54		0.00		614.37		model failed																																﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.84		0.05

				﻿Parvimonas		0.63		(0.18-2.36)		15		(10.34)		0.45		(<0.1-1.18)		12		(13.79)		1.18		(<0.1-2.3)		3		(21.43)		0.59		(0.27-0.91)		2		(9.09)		0.51		0.81		0.85		0.45		0.54		0.73		0.00		0.00		-0.29		0.77		0.00		2.37E+82		0.00		0.00		-0.28		0.78		0.00		2.64E+93		0.00		0.00		-0.22		0.83		0.00		1.83E+90		.		.		.		.		.		.						0.72		0.82		-0.29		0.77		0.08		6.66		1.61E89		.		.		.		.		.

				Peptoniphilus		0.18		(0.18-0.45)		26		(17.93)		0.18		(<0.1-0.54)		21		(24.14)		0.64		(0.27-0.82)		3		(21.43)		<0.1		(<0.1-0.18)		6		(27.27)		0.37		0.09		0.22		0.23		0.95		0.79		0.00		0.00		-0.93		0.35		0.00		2.80E+146		0.00		0.00		-1.00		0.32		0.00		.		0.00		0.00		-1.19		0.24		0.00		3.40E+281		0.00		0.00		-1.13		0.26		0.00		2.5E274						0.05		0.16		-0.93		0.35		0.00		29.14		0.00		0.00		-1.13		0.26		0.00		554.50

				﻿Prevotella		0.91		(0.27-6.99)		57		(39.31)		2.86		(0.18-11.35)		42		(48.28)		2.72		(<0.1-16.44)		7		(50.00)		0.54		(0.18-0.91)		7		(31.82)		0.91		0.67		0.40		0.32		0.39		0.23		0.00		0.00		-1.20		0.23		0.00		1016.11		0.00		0.00		-1.17		0.24		0.00		37949.08		0.00		0.00		-1.07		0.29		0.00		80845.71		0.01		0.11		-0.39		0.70		0.00		184000000						0.90		0.08		-1.20		0.23		0.75		1.07		0.95		0.12		-0.39		0.70		0.75		1.21

				﻿Porphyromonas species		0.18		(<0.1-0.99)		7		(4.83)		0.18		(<0.1-1.45)		12		(13.79)		<0.1		(<0.1-<0.1)		3		(21.43)		0.45				1		(4.55)		0.55		0.16		0.41		0.02		0.33		0.46		0.00		0.00		-0.29		0.77		0.00		3.16E+65		Model failed												Model failed												Model failed																0.77		0.69		-0.29		0.77		0.13		4.52		model failed

				﻿Sneathia species		4.77		(1.18-10.90)		14		(9.66)		1.81		(0.36-6.17)		15		(17.24)		12.20		(11.9-12.4)		2		(14.29)		3.45		(0.18-6.72)		2		(9.09)		0.49		0.15		0.82		0.19		0.68		0.52		0.21		4.05		-0.08		0.94		0.00		3.49E+15		0.00		0.02		-0.31		0.76		0.00		9.55E+15		0.00		0.02		-0.31		0.76		0.00		9.55E+15		.		.		.		.		.		.						0.98		0.19		-0.08		0.94		0.68		1.43		1.3E277		.		.		.		.		.

				Streptococcus species		0.27		(<0.1-10.8)		19		(13.10)		0.13		(<0.1-0.27)		10		(11.49)		0.36		(0.18-5.2)		3		(21.43)		<0.1		(<0.1-<0.1)		2		(9.09)		0.39		0.13		0.23		0.86		0.51		1.00		Model failed												Model failed												Model failed												Model failed																1.00		.		.		.		.		.		model failed

				BVAB TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		4.50				1		(7.14)		0.36				1		(4.55)		0.44		0.32				1.00		0.08		0.20		Model failed												Model failed												Model failed												Model failed																model failed												model failed

				﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		1.50				1		(7.14)		<0.1		(<0.1-0.45)		7		(31.82)		0.17		0.28		0.84		0.63		0.08		0.05		1.39E+51		1.89E+53		0.87		0.39		0.00		6.30E+166		8.01E+42		1.02E+45		0.77		0.44		0.00		3.40E+151		4564326.00		7.05E+08		0.10		0.92		0.00		1.20E+138		5.8E43		7.65E45		0.76		0.45		2.32E-69		1.40E+156						3.25		4.41		0.87		0.39		0.23		46.56		2.74		3.62		0.76		0.45		0.21		36.44





		*Significance test based on Mann-Whitney test for outcomes with two catagories (LR vs HR and HR ≥ 37 vs <34 weeks) and Kruskal–Wallis test for pregnancy outcome within the HR group (≥ 37 vs 34-36+6 vs <34 weeks). None significant after correcting for multiple testing using ﻿Benjamini-Hochberg procedure with a False Discovery Rate of 10%











		Relative abundance only for samples with taxa present				Low risk pregnancy (LR)								High risk pregnancy (HR)																								Test of significance based on presence/absence of taxa

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks

				﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)		1.45		(<0.1-2.81)		2		(14.29)						0		0.00		0.32		0.22		0.34

				TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		4.50				1		(7.14)		0.36				1		(4.55)		1.00		0.08		0.20

				﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		1.50				1		(7.14)		<0.1		(<0.1-0.45)		7		(31.82)		0.63		0.08		0.05

				﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		6.40		(5.27-7.54)		2		(14.29)		19.26		(11.90-21.44)		3		(13.64)		0.92		0.09		0.04		<this is for RA
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				Relationship between bifodo and concentration data in LR



						Bifodo present						Bifido absent						Concentraton taxa absent

						Number		Mean		SD		Number		Mean		SD

				L.iners		4		5.62		2.21		78		6.7437512		1.4028		5













		Relative abundance only for participants with baterial group or species of lactobacillus present				Low-risk pregnancy (LR)								High-risk pregnancy (HR)																Relative abundance of taxa		Presence /absence of taxa		Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) 								Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) with values *100

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks		OR		P>|z|		95%CI (lower)		95%CI (upper)		OR		P>|z|		95%CI (lower)		95%CI (upper)

		Relative abundance of bacterial groups (%) 		Total Lactobacillus		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.77		1.00		1.01		0.25		0.99		1.03		1.01		0.31		0.99		1.03

				Total BV associated		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.26		0.18		0.98		0.10		0.97		1.00		0.98		0.13		0.96		1.00

				Total pathobionts		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.28		0.78		0.77		0.69		0.22		2.74		0.65		0.68		0.08		5.03

				Total other bacteria		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.34		0.81		0.48		0.34		0.10		2.17		0.52		0.44		0.10		2.76

		Relative abundance of species of lactobacillus (%) 		Lactobacillus crispatus		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		10.04		(0.45-90.55)		18		(81.82)		0.79		1.00		1.01		0.38		0.99		1.02		1.01		0.18		1.00		1.02

				Lactobacillus gasseri		20.44		(0.18-58.13)		47		(32.41)		3.36		(0.45-68.39)		31		(35.63)		10.35		(0.18-89.37)		5		(22.73)		0.82		0.32		1.00		0.95		0.97		1.03		1.01		0.54		0.98		1.03

				Lactobacillus iners		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.22		0.30		1.01		0.23		0.99		1.03		1.01		0.41		0.99		1.03

				Lactobacillus jensenii		21.16		(1.81-69.57)		53		(36.55)		20.53		(4.45-58.04)		24		(27.59)		6.09		(1.72-49.32)		9		(40.91)		0.50		0.30		1.00		0.77		0.97		1.02		1.01		0.60		0.98		1.04

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0.82		(0.27-3.27)		24		(16.55)		1.27		(0.54-1.81)		18		(20.69)		0.36		(0.18-0.36)		3		(13.64)		0.08		0.34		0.03		0.30		0.00		23.12		0.00		.		.		.

				Atopobium vaginae		3.04		(0.27-14.17)		44		(30.34)		7.58		(0.77-13.81)		28		(32.18)		2.04		(1.14-7.81)		4		(18.18)		0.53		0.30		0.92		0.38		0.77		1.10		0.97		0.63		0.84		1.11

				﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		0.00				0.34		model failed								model failed

				﻿Clostridiales BVAB2		2.36		(0.54-6.12)		11		(7.59)		1.68		(0.27-3.63)		10		(11.49)		2.45		(0.27-0.46)		2		(9.09)		0.83		1.00		1.09		0.83		0.51		2.35		148403		.		.		.

				﻿Dialister		0.27		(<0.1-0.72)		34		(23.45)		0.27		(0.18-0.82)		29		(33.33)		0.86		(0.18-1.54)		2		(9.09)		0.78		0.03		1.12		0.86		0.32		3.88		0.00		.		.		.

				﻿Gardnerella vaginalis 		15.44		(0.91-33.51)		57		(39.31)		18.62		(0.64-35.06)		33		(37.93)		11.26		(1.72-19.16)		10		(45.45)		0.22		0.63		0.97		0.18		0.92		1.02		0.96		0.19		0.91		1.02

				﻿Lachnospiracea BVAB1		0.18		(<0.1-32.97)		3		(2.07)		16.03		(0.14-48.82)		4		(4.60)		16.26				1		(4.55)		1.00		1.00		0.98		0.77		0.89		1.09

				﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.04		0.56		1.35		0.06		0.98		1.86		2.51E19		.		.		.

				Mobiluncus		0.18		(<0.1-0.50)		4		(2.76)		0.59		(0.27-0.91)		2		(2.30)		6.90		(0.27-13.5)		2		(9.09)		0.68		0.18		1.43		0.54		0.46		4.46		model failed

				Mycoplasma		0.91		(0.82-1.00)		2		(1.38)		0.45		(<0.1-0.90)		4		(4.60)		0.18				1		(4.55)		1.00		1.00		0.05		0.54		0.00		614.37		model failed

				﻿Parvimonas		0.63		(0.18-2.36)		15		(10.34)		0.45		(<0.1-1.18)		12		(13.79)		0.59		(0.27-0.91)		2		(9.09)		0.85		0.73		0.72		0.77		0.08		6.66		1.61E89		.		.		.

				Peptoniphilus		0.18		(0.18-0.45)		26		(17.93)		0.18		(<0.1-0.54)		21		(24.14)		<0.1		(<0.1-0.18)		6		(27.27)		0.22		0.79		0.05		0.35		0.00		29.14		0.00		0.26		0.00		554.50

				﻿Prevotella		0.91		(0.27-6.99)		57		(39.31)		2.86		(0.18-11.35)		42		(48.28)		0.54		(0.18-0.91)		7		(31.82)		0.40		0.23		0.90		0.23		0.75		1.07		0.95		0.70		0.75		1.21

				﻿Porphyromonas species		0.18		(<0.1-0.99)		7		(4.83)		0.18		(<0.1-1.45)		12		(13.79)		0.45				1		(4.55)		0.41		0.46		0.77		0.77		0.13		4.52		model failed

				﻿Sneathia species		4.77		(1.18-10.90)		14		(9.66)		1.81		(0.36-6.17)		15		(17.24)		3.45		(0.18-6.72)		2		(9.09)		0.82		0.52		0.98		0.94		0.68		1.43		1.3E277		.		.		.

				Streptococcus species		0.27		(<0.1-10.8)		19		(13.10)		0.13		(<0.1-0.27)		10		(11.49)		<0.1		(<0.1-<0.1)		2		(9.09)		0.23		1.00		1.00		.		.		.		model failed

				BVAB TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		0.36				1		(4.55)				0.20		model failed								model failed

				﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.84		0.05		3.25		0.39		0.23		46.56		2.74		0.45		0.21		36.44

		Relative abundance only for samples with taxa present				Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) 								Adjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=106)



						OR		P>|z|		95%CI (lower)		95%CI (upper)		OR		P>|z|		95%CI (lower)		95%CI (upper)

		Relative abundance of bacterial groups (%) (median, IQR)		Total Lactobacillus		1.01		0.25		0.99		1.03		1.01		0.31		0.99		1.03

				Total BV associated		0.98		0.10		0.97		1.00		0.98		0.13		0.96		1.00

				Total pathobionts		0.77		0.69		0.22		2.74		0.65		0.68		0.08		5.03

				Total other bacteria		0.48		0.34		0.10		2.17		0.52		0.44		0.10		2.76

		Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		1.01		0.38		0.99		1.02		1.01		0.18		1.00		1.02

				Lactobacillus gasseri		1.00		0.95		0.97		1.03		1.01		0.54		0.98		1.03

				Lactobacillus iners		1.01		0.23		0.99		1.03		1.01		0.41		0.99		1.03

				Lactobacillus jensenii		1.00		0.77		0.97		1.02		1.01		0.60		0.98		1.04

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0.03		0.30		0.00		23.12		0.00		.		.		.

				Atopobium vaginae		0.92		0.38		0.77		1.10		0.97		0.63		0.84		1.11

				﻿Bifidobacterium ﻿breve 		model failed								model failed

				﻿Clostridiales BVAB2		1.09		0.83		0.51		2.35		148403		.		.		.

				﻿Dialister		1.12		0.86		0.32		3.88		0.00		.		.		.

				﻿Gardnerella vaginalis 		0.97		0.18		0.92		1.02		0.96		0.19		0.91		1.02

				﻿Lachnospiracea BVAB1		0.98		0.77		0.89		1.09

				﻿Megasphaera		1.35		0.06		0.98		1.86		2.51E19		.		.		.

				Mobiluncus		1.43		0.54		0.46		4.46		model failed

				Mycoplasma		0.05		0.54		0.00		614.37		model failed

				﻿Parvimonas		0.72		0.77		0.08		6.66		1.61E89		.		.		.

				Peptoniphilus		0.05		0.35		0.00		29.14		0.00		0.26		0.00		554.50

				﻿Prevotella		0.90		0.23		0.75		1.07		0.95		0.70		0.75		1.21

				﻿Porphyromonas species		0.77		0.77		0.13		4.52		model failed

				﻿Sneathia species		0.98		0.94		0.68		1.43		1.3E277		.		.		.

				Streptococcus species		1.00		.		.		.		model failed

				BVAB TM7-H1		model failed								model failed

				﻿Ureaplasma species		3.25		0.39		0.23		46.56		2.74		0.45		0.21		36.44

		adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) 





Table A4

						Low-risk pregnancy								High-risk pregnancy

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22								P value HR ≥ 37 vs <34 weeks								P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

						Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Presence/ absence of taxa		Relative abdundance of taxa						Median		IQR

		Relative abundance of bacterial groups (%)		Total Lactobacillus		143		(98.62)		98.55		(69.75-99.90)		85		(97.70)		99.18		(53.04-99.90)		22		(100.00)		98.46		(91.64-99.82)		1.00		0.91

				Total BV associated		109		(75.17)		0.82		(0.09-20.44)		62		(71.26)		0.64		(0-46-32)		19		(86.36)		1.14		(0.18-8.23)		0.18		0.74

				Total pathobionts		34		(23.45)		0		(0-0)		20		(22.99)		0		(0-0)		4		(18.18)		0		(0-0)		0.78		0.73

				Total other bacteria		50		(34.48)		0		(0-0.18)		35		(40.23)		0		(0-0.09)		10		(45.45)		0		(0-0.09)		0.81		0.89

		Relative abundance of species of Lactobacillus (%) 		Lactobacillus crispatus		125		(86.21)		2.00		(0.18-79.29)		71		(81.61)		1.09		(0.17-16.71)		18		(81.82)		1.73		(0.09-68.84)		1.00		0.84

				Lactobacillus gasseri		47		(32.41)		0		(0-0.18)		31		(35.63)		0		(0-0.64)		5		(22.73)		0		(0-0)		0.32		0.28

				Lactobacillus iners		82		(56.55)		0		(0-48.59)		63		(72.41)		21.98		(0-78.11)		13		(59.09)		16.21		(0-79.93)		0.30		0.76

				Lactobacillus jensenii		53		(36.55)		0		(0-3.09)		24		(27.59)		0		(0-0.02)		9		(40.91)		0		(0-4.81)		0.30		0.30

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		24		(16.55)		0.82		(0.27-3.27)		18		(20.69)		1.27		(0.54-1.81)		3		(13.64)		0.36		(0.18-0.36)		0.34		0.08

				Atopobium vaginae		44		(30.34)		3.04		(0.27-14.17)		28		(32.18)		7.58		(0.77-13.81)		4		(18.18)		2.04		(1.14-7.81)		0.30		0.53

				﻿Bifidobacterium ﻿breve 		14		(9.66)		1.45		(0.27-31.70)		7		(8.05)		3.63		(0.36-10.90)		0		0.00						0.34

				﻿Clostridiales BVAB2		11		(7.59)		2.36		(0.54-6.12)		10		(11.49)		1.68		(0.27-3.63)		2		(9.09)		2.45		(0.27-0.46)		1.00		0.83

				﻿Dialister		34		(23.45)		0.27		(<0.1-0.72)		29		(33.33)		0.27		(0.18-0.82)		2		(9.09)		0.86		(0.18-1.54)		0.03		0.78

				﻿Gardnerella vaginalis 		57		(39.31)		15.44		(0.91-33.51)		33		(37.93)		18.62		(0.64-35.06)		10		(45.45)		11.26		(1.72-19.16)		0.63		0.22

				﻿Lachnospiracea BVAB1		3		(2.07)		0.18		(<0.1-32.97)		4		(4.60)		16.03		(0.14-48.82)		1		(4.55)		16.26				1.00		1.00

				﻿Megasphaera		21		(14.48)		9.90		(6.09-12.81)		18		(20.69)		10.40		(3.54-12.26)		3		(13.64)		19.26		(11.90-21.44)		0.56		0.04

				Mobiluncus		4		(2.76)		0.18		(<0.1-0.50)		2		(2.30)		0.59		(0.27-0.91)		2		(9.09)		6.90		(0.27-13.5)		0.18		0.68

				Mycoplasma		2		(1.38)		0.91		(0.82-1.00)		4		(4.60)		0.45		(<0.1-0.90)		1		(4.55)		0.18				1.00		1.00

				﻿Parvimonas		15		(10.34)		0.63		(0.18-2.36)		12		(13.79)		0.45		(<0.1-1.18)		2		(9.09)		0.59		(0.27-0.91)		0.73		0.85

				Peptoniphilus		26		(17.93)		0.18		(0.18-0.45)		21		(24.14)		0.18		(<0.1-0.54)		6		(27.27)		<0.1		(<0.1-0.18)		0.79		0.22

				﻿Prevotella		57		(39.31)		0.91		(0.27-6.99)		42		(48.28)		2.86		(0.18-11.35)		7		(31.82)		0.54		(0.18-0.91)		0.23		0.40

				﻿Porphyromonas species		7		(4.83)		0.18		(<0.1-0.99)		12		(13.79)		0.18		(<0.1-1.45)		1		(4.55)		0.45				0.46		0.41

				﻿Sneathia species		14		(9.66)		4.77		(1.18-10.90)		15		(17.24)		1.81		(0.36-6.17)		2		(9.09)		3.45		(0.18-6.72)		0.52		0.82

				Streptococcus species		19		(13.10)		0.27		(<0.1-10.8)		10		(11.49)		0.13		(<0.1-0.27)		2		(9.09)		<0.1		(<0.1-<0.1)		1.00		0.23

				BVAB TM7-H1		2		(1.38)		7.20		(2.0-12.3)		0		0.00						1		(4.55)		0.36				0.20

				﻿Ureaplasma species		26		(17.93)		0.22		(0.18-0.45)		11		(12.64)		<0.1		(<0.1-0.36)		7		(31.82)		<0.1		(<0.1-0.45)		0.05		0.84





Supplementary table 7

		Results for only those samples with specific taxa present				Low risk pregnancy (LR)								High risk pregnancy (HR)																								Test of significance based on concentration of taxa						Test of significance based on presence/absence of taxa						Unadjusted logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks (n=109) only where taxa were present												Logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery (n=107) only where taxa were present												Logistic regression model using concentration of  taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and number of previous sPTB/PPROM <34 weeks (n=107) only where taxa were present												Logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=106) only where taxa were present												Logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery, BMI as a quadratic term (n=106) and batch of PCR only where taxa were present																										Results for only those samples with specific taxa present				Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks 								Adjusted regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22																																																																																																		Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks n=22				Concentration of taxa

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR≥ 37 vs <34 weeks		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)																				Median		IQR		Median		IQR		Median		IQR		P value HR ≥ 37 vs <34 weeks		OR		P>|z|		95%CI (lower)		95%CI (upper)		OR		P>|z|		95%CI (lower)		95%CI (upper)

		Whole sample concentration in log10 cells/μl (median, IQR)		16s rRNA		6.22		(5.27-6.87)						6.39		(5.70-7.29)						5.81		(5.43-6.26)						7.33		(6.01-7.63)						0.00		0.01		0.02								1.95		0.57		2.28		0.02		1.10		3.47		2.24		0.74		2.45		0.01		1.17		4.29		2.39		0.85		2.46		0.01		1.20		4.80		2.10		0.71		2.19		0.03		1.08		4.06		2.717917		1.150513		2.36		0.018		1.185542		6.230969																Whole sample concentration in log10 cells/μl (median, IQR)		16s rRNA		6.22		(5.27-6.87)		6.39		(5.70-7.29)		7.33		(6.01-7.63)		0.02		1.95		0.02		1.10		3.47		2.10		0.03		1.08		4.06

				Bacterial load		7.68		(6.80-8.35)						7.89		(7.22-8.80)						7.51		(6.95-7.78)						8.64		(7.47-9.08)						0.00		0.02		0.03								1.78		0.49		2.10		0.04		1.04		3.04		2.01		0.62		2.24		0.03		1.09		3.69		2.14		0.72		2.26		0.02		1.11		4.12		1.90		0.61		1.99		0.05		1.01		3.56																														Bacterial load		7.68		(6.80-8.35)		7.89		(7.22-8.80)		8.64		(7.47-9.08)		0.03		1.78		0.04		1.04		3.04		1.90		0.05		1.01		3.56

		Bacterial group concentration in log10 cells/μl (median, IQR)		Total lactobacillus		7.31		(6.46-8.03)		143		(98.62)		7.48		(6.93-8.45)		85		(97.70)		7.42		(6.67-7.78)		14		(100.00)		8.59		(7.70-8.86)		22		(100.00)		0.00		0.00		0.00		1.00		1.00		1.00		2.30		0.69		2.79		0.01		1.28		4.14		2.59		0.88		2.81		0.01		1.33		5.02		2.62		0.93		2.71		0.01		1.31		5.25		2.35		0.81		2.49		0.01		1.20		4.62		6.293664		4.751805		2.44		0.015		1.432961		27.64221																Bacterial group concentration in log10 cells/μl (median, IQR)		Total lactobacillus		7.31		(6.46-8.03)		7.48		(6.93-8.45)		8.59		(7.70-8.86)		0.00		2.30		0.01		1.28		4.14		2.35		0.01		1.20		4.62

				Total BV associated		6.40		(4.85-7.58)		109		(75.17)		6.60		(5.06-8.18)		62		(71.26)		5.49		(4.74-7.38)		12		(85.71)		6.76		(5.72-8.51)		19		(86.36)		0.20		0.45		0.47		1.00		0.25		0.18		1.12		0.17		0.77		0.44		0.84		1.51		1.18		0.20		0.97		0.33		0.84		1.66		1.22		0.23		1.06		0.29		0.85		1.76		1.19		0.22		0.91		0.36		0.82		1.71																														Total BV associated		6.40		(4.85-7.58)		6.60		(5.06-8.18)		6.76		(5.72-8.51)		0.47		1.12		0.44		0.84		1.51		1.19		0.36		0.82		1.71

				Total pathobionts		4.33		(3.63-4.99)		34		(23.45)		4.76		(4.07-5.86)		20		(22.99)		5.04		(3.42-5.78)		5		(35.71)		4.81		(4.02-5.66)		4		(18.18)		0.10		0.99		0.94		1.00		0.44		0.78		0.89		0.41		-0.25		0.80		0.36		2.18		0.69		0.41		-0.62		0.53		0.21		2.22		0.30		0.31		-1.15		0.25		0.04		2.32		0.76		0.48		-0.43		0.67		0.22		2.60																														Total pathobionts		4.33		(3.63-4.99)		4.76		(4.07-5.86)		4.81		(4.02-5.66)		0.94		0.89		0.80		0.36		2.18		0.76		0.67		0.22		2.60

				Total other bacteria		4.72		(4.14-5.63)		50		(34.48)		5.07		(4.55-6.35)		35		(40.23)		5.23		(4.40-5.48)		6		(42.86)		5.35		(5.03-5.93)		10		(45.45)		0.07		0.72		0.78		0.26		0.92		0.81		1.00		0.28		0.00		1.00		0.58		1.73		1.00		0.31		0.00		1.00		0.55		1.82		1.05		0.33		0.15		0.88		0.57		1.94		0.99		0.32		-0.02		0.99		0.53		1.88																														Total other bacteria		4.72		(4.14-5.63)		5.07		(4.55-6.35)		5.35		(5.03-5.93)		0.78		1.00		1.00		0.58		1.73		0.99		0.99		0.53		1.88

		Lactobacilli species concentration in log10 cells/μl (median, IQR)		Lactobacillus crispatus		6.02		(5.21-7.11)		125		(86.21)		6.39		(5.54-7.02)		71		(81.61)		6.44		(5.53-7.36)		12		(85.71)		6.54		(6.13-8.50)		18		(81.82)		0.05		0.20		0.08		0.40		1.00		1.00		1.65		0.38		2.16		0.03		1.05		2.59		1.73		0.43		2.22		0.03		1.07		2.80		1.73		0.43		2.19		0.03		1.06		2.82		1.75		0.45		2.15		0.03		1.05		2.91																												Lactobacilli species concentration in log10 cells/μl (median, IQR)		Lactobacillus crispatus		6.02		(5.21-7.11)		6.39		(5.54-7.02)		6.54		(6.13-8.50)		0.08		1.65		0.03		1.05		2.59		1.75		0.03		1.05		2.91

				Lactobacillus gasseri		6.89		(4.92-7.52)		47		(32.41)		6.23		(5.23-7.60)		31		(35.63)		5.46		(4.05-7.00)		6		(42.86)		6.58		(4.93-7.70)		5		(22.73)		0.65		0.71		0.91		0.80		0.39		0.32		1.01		0.35		0.04		0.97		0.51		2.01		0.90		0.34		-0.27		0.79		0.43		1.91		0.86		0.34		-0.38		0.70		0.40		1.85		0.84		0.34		-0.42		0.67		0.38		1.86																														Lactobacillus gasseri		6.89		(4.92-7.52)		6.23		(5.23-7.60)		6.58		(4.93-7.70)		0.91		1.01		0.97		0.51		2.01		0.84		0.67		0.38		1.86

				Lactobacillus iners		7.04		(5.78-7.63)		82		(56.55)		7.16		(6.22-8.37)		63		(72.41)		7.67		(6.76-8.04)		8		(57.14)		8.58		(8.15-8.86)		13		(59.09)		0.01		0.01		0.00		0.21		0.42		0.30		1.96		0.60		2.19		0.03		1.07		3.59		1.91		0.60		2.07		0.04		1.03		3.54		1.88		0.61		1.94		0.05		0.99		3.54		1.77		0.58		1.77		0.08		0.94		3.35		1.850439		0.7822364		1.46		0.145		0.8080644		4.237438																		Lactobacillus iners		7.04		(5.78-7.63)		7.16		(6.22-8.37)		8.58		(8.15-8.86)		0.00		1.96		0.03		1.07		3.59		1.77		0.08		0.94		3.35

				Lactobacillus jensenii		7.28		(6.20-7.70)		53		(36.55)		7.25		(6.45-7.70)		24		(27.59)		6.86		(5.72-7.02)		3		(21.43)		6.72		(6.19-7.38)		9		(40.91)		0.89		0.45		0.52		0.24		0.36		0.30		0.80		0.34		-0.53		0.59		0.35		1.83		0.68		0.49		-0.54		0.59		0.17		2.77		0.67		0.50		-0.54		0.59		0.16		2.85		0.67		0.52		-0.51		0.61		0.14		3.10																														Lactobacillus jensenii		7.28		(6.20-7.70)		7.25		(6.45-7.70)		6.72		(6.19-7.38)		0.52		0.80		0.59		0.35		1.83		0.67		0.61		0.14		3.10

		Taxa of interest concentration in log10 cells/μl (median, IQR)		Aerococcus		5.71		(5.41-6.23)		24		(16.55)		5.6		(5.49-6.61)		18		(20.69)		4.35		(4.21-5.86)		3		(21.43)		5.02		(4.97-5.13)		3		(13.64)		0.36		0.02		0.01		0.32		0.77		0.34		0.00		0.00		-0.67		0.50		0.00		3.58E+51		0.00		0.00		-0.61		0.54		0.00		5.42E+42		0.00		0.00		-0.61		0.54		0.00		6.28E+42		Model does not converge																																						Taxa of interest concentration in log10 cells/μl (median, IQR)		Aerococcus		5.71		(5.41-6.23)		5.6		(5.49-6.61)		5.02		(4.97-5.13)		0.01		0.00		0.50		0.00		3.58E+51		Model does not converge

				Atopobium vaginae		6.84		(5.35-7.86)		44		(30.34)		7.85		(6.03-8.51)		28		(32.18)		7.66		(3.47-8.76)		3		(21.43)		7.88		(7.50-8.33)		4		(18.18)		0.01		0.86		0.73		0.79		0.40		0.30		1.49		0.76		0.78		0.44		0.55		4.05		4.10		4.30		1.35		0.18		0.53		31.97		5.14		6.88		1.22		0.22		0.37		70.88		21.51		46.57		1.42		0.16		0.31		1498.12																														Atopobium vaginae		6.84		(5.35-7.86)		7.85		(6.03-8.51)		7.88		(7.50-8.33)		0.73		1.49		0.44		0.55		4.05		21.51		0.16		0.31		1498.12

				﻿Bifidobacterium ﻿breve 		6.22		(5.57-7.62)		14		(9.66)		6.5		(5.36-6.82)		7		(8.05)		5.33		(4.17-6.50)		2		(14.29)						0		0.00		0.49		0.24				0.32		0.22		0.34		Not applicable - taxa not present in event <34 week group												Not applicable - taxa not present in event <34 week group												Not applicable - taxa not present in event <34 week group												Not applicable - taxa not present in event <34 week group																																								﻿Bifidobacterium ﻿breve 		6.22		(5.57-7.62)		6.5		(5.36-6.82)								Not applicable - taxa not present in event <34 week group								Not applicable - taxa not present in event <34 week group

				﻿Clostridiales BVAB2		5.88		(5.50-6.37)		11		(7.59)		5.62		(5.42-6.38)		10		(11.49)		6.05		(5.61-6.49)		2		(14.29)		5.54		(4.44-6.66)		2		(9.09)		0.70		0.65		1.00		0.30		0.82		1.00		0.57		0.68		-0.47		0.64		0.06		5.90		0.58		0.66		-0.48		0.63		0.06		5.47		0.58		0.66		-0.48		0.63		0.06		5.47		8.49E20		.		.		.		.		.																														﻿Clostridiales BVAB2		5.88		(5.50-6.37)		5.62		(5.42-6.38)		5.54		(4.44-6.66)		1.00		0.57		0.64		0.06		5.90		8.49E20		.		.		.

				﻿Dialister		5.33		(4.98-5.55)		34		(23.45)		5.27		(5.00-5.45)		29		(33.33)		5.28		(4.72-5.63)		4		(28.57)		5.11		(4.67-5.57)		2		(9.09)		0.92		0.92		0.69		0.21		0.07		0.03		0.63		0.74		-0.39		0.69		0.06		6.27		0.62		0.93		-0.32		0.75		0.03		11.84		0.58		0.84		-0.38		0.71		0.03		9.81		0.00		.		.		.		.		.																														﻿Dialister		5.33		(4.98-5.55)		5.27		(5.00-5.45)		5.11		(4.67-5.57)		0.69		0.63		0.69		0.06		6.27		0.00		.		.		.

				﻿Gardnerella vaginalis 		6.96		(5.89-7.88)		57		(39.31)		7.53		(6.05-8.38)		33		(37.93)		5.83		(4.10-7.77)		8		(57.14)		8.38		(6.26-8.65)		10		(45.45)		0.27		0.24		0.55		0.80		0.38		0.63		1.13		0.26		0.54		0.59		0.72		1.77		1.14		0.28		0.55		0.58		0.71		1.83		1.05		0.26		0.19		0.85		0.65		1.70		1.12		0.28		0.45		0.65		0.68		1.84																														﻿Gardnerella vaginalis 		6.96		(5.89-7.88)		7.53		(6.05-8.38)		8.38		(6.26-8.65)		0.55		1.13		0.59		0.72		1.77		1.12		0.65		0.68		1.84

				﻿Lachnospiracea BVAB1		4.39		(3.83-7.09)		3		(2.07)		6.37		(5.28-7.68)		4		(4.60)						0		0.00		6.62				1		(4.55)		0.18		1.00		1.00		0.48		1.00		1.00		1.13		1.16		0.12		0.91		0.15		8.44		Model does not converge												Model does not converge												Model does not converge																																								﻿Lachnospiracea BVAB1		4.39		(3.83-7.09)		6.37		(5.28-7.68)		6.62				1.00		1.13		0.91		0.15		8.44		Model does not converge

				﻿Megasphaera		6.53		(6.14-6.65)		21		(14.48)		6.49		(5.95-6.75)		18		(20.69)		6.26		(6.08-6.44)		2		(14.29)		6.87		(6.65-6.89)		3		(13.64)		0.60		0.11		0.06		0.41		0.76		0.56		409.23		1893.60		1.30		0.19		0.05		3553333		515.76		2428.65		1.33		0.19		0.05		5256340		412.98		1889.86		1.32		0.19		0.05		3244419.00		.		.		.		.		.		.																														﻿Megasphaera		6.53		(6.14-6.65)		6.49		(5.95-6.75)		6.87		(6.65-6.89)		0.06		409.23		0.19		0.05		3553333		.		.		.		.

				Mobiluncus		5.22		(5.18-5.64)		4		(2.76)		5.89		(5.60-6.18)		2		(2.30)						0		0.00		6.24		(5.51-6.97)		2		(9.09)		0.08		1.00		1.00		1.00		0.21		0.18		2.94		5.48		0.58		0.56		0.08		113.35		Model does not converge												Model does not converge												Model does not converge																																								Mobiluncus		5.22		(5.18-5.64)		5.89		(5.60-6.18)		6.24		(5.51-6.97)		1.00		2.94		0.56		0.08		113.35		Model does not converge

				Mycoplasma		5.80		(5.78-5.83)		2		(1.38)		5.87		(5.09-6.33)		4		(4.60)		6.11		(5.15-7.06)		2		(14.29)		5.32				1		(4.55)		0.77		0.85		0.48		0.09		0.28		1.00		0.34		0.68		-0.54		0.59		0.01		16.73		0.34		0.68		-0.54		0.59		0.01		16.73		0.57		1.24		-0.26		0.80		0.01		41.32		Model does not converge																																								Mycoplasma		5.80		(5.78-5.83)		5.87		(5.09-6.33)		5.32				0.48		0.34		0.59		0.01		16.73		Model does not converge

				﻿Parvimonas		5.66		(5.17-6.27)		15		(10.34)		5.49		(5.13-5.88)		12		(13.79)		5.58		(4.64-6.52)		3		(21.43)		5.47		(4.99-5.95)		2		(9.09)		0.51		0.95		0.72		0.45		0.54		0.73		0.76		1.21		-0.17		0.86		0.03		17.20		0.54		1.04		-0.32		0.75		0.01		22.90		Model does not converge												1.54E78		.		.		.		.		.																														﻿Parvimonas		5.66		(5.17-6.27)		5.49		(5.13-5.88)		5.47		(4.99-5.95)		0.72		0.76		0.86		0.03		17.20		1.54E78		.		.		.

				Peptoniphilus		5.24		(4.97-5.49)		26		(17.93)		4.99		(4.63-5.45)		21		(24.14)		5.35		(5.05-5.70)		3		(21.43)		5		(4.44-5.48)		6		(27.27)		0.32		0.56		1.00		0.23		0.95		0.79		0.85		0.60		-0.22		0.82		0.22		3.37		0.37		0.43		-0.86		0.39		0.04		3.52		0.43		0.53		-0.68		0.50		0.04		4.85		0.75		1.06		-0.20		0.84		0.05		11.89																														Peptoniphilus		5.24		(4.97-5.49)		4.99		(4.63-5.45)		5		(4.44-5.48)		1.00		0.85		0.82		0.22		3.37		0.75		0.84		0.05		11.89

				﻿Prevotella		5.78		(5.31-6.64)		57		(39.31)		6.2		(5.20-6.97)		42		(48.28)		5.82		(4.88-6.68)		7		(50.00)		5.56		(5.46-5.80)		7		(31.82)		0.68		0.73		0.53		0.32		0.39		0.23		0.80		0.31		-0.58		0.56		0.37		1.71		0.67		0.32		-0.84		0.40		0.27		1.70		0.72		0.35		-0.67		0.51		0.28		1.88		1.22		0.81		0.29		0.77		0.33		4.50																														﻿Prevotella		5.78		(5.31-6.64)		6.2		(5.20-6.97)		5.56		(5.46-5.80)		0.53		0.80		0.56		0.37		1.71		1.22		0.77		0.33		4.50

				﻿Porphyromonas		4.94		(4.73-5.97)		7		(4.83)		4.93		(4.68-5.92)		12		(13.79)		4.57		(4.28-5.44)		3		(21.43)		5.7				1		(4.55)		0.84		0.37		0.42		0.02		0.33		0.46		1.65		1.82		0.46		0.65		0.19		14.23		Model does not converge												Model does not converge												Model does not converge																																								﻿Porphyromonas		4.94		(4.73-5.97)		4.93		(4.68-5.92)		5.7				0.42		1.65		0.65		0.19		14.23		Model does not converge

				﻿Sneathia		6.95		(5.80-7.36)		14		(9.66)		6.94		(4.76-7.38)		15		(17.24)		7.95		(7.65-8.26)		2		(14.29)		7.04		(5.99-8.10)		2		(9.09)		0.64		0.13		0.46		0.19		0.68		0.52		1.61		1.17		0.66		0.51		0.39		6.72		1.30		1.02		0.34		0.74		0.28		6.087912		1.30		1.02		0.34		0.74		0.28		6.09		Model does not converge																																								﻿Sneathia		6.95		(5.80-7.36)		6.94		(4.76-7.38)		7.04		(5.99-8.10)		0.46		1.61		0.51		0.39		6.72		Model does not converge

				Streptococcus		4.38		(3.26-5.41)		19		(13.10)		4.73		(4.03-5.73)		10		(11.49)		5.02		(3.24-7.47)		3		(21.43)		5.28		(4.72-5.85)		2		(9.09)		0.25		0.81		0.52		0.86		0.51		1.00		1.47		1.07		0.53		0.60		0.35		6.15		Model does not converge												Model does not converge												Model does not converge																																								Streptococcus		4.38		(3.26-5.41)		4.73		(4.03-5.73)		5.28		(4.72-5.85)		0.52		1.47		0.60		0.35		6.15		Model does not converge

				BVAB TM7-H1		6.74		(6.61-6.88)		2		(1.38)						0		0.00		6.98				1		(7.14)		5.35				1		(4.55)		1.00		0.32				1.00		0.08		0.20		Not applicable - taxa not present in event >37 week group												Not applicable - taxa not present in event >37 week group												Not applicable - taxa not present in event >37 week group												Not applicable - taxa not present in event >37 week group																																								BVAB TM7-H1		6.74		(6.61-6.88)						5.35						Not applicable - taxa not present in event >37 week group								Not applicable - taxa not present in event >37 week group

				﻿Ureaplasma		5.55		(5.24-5.95)		26		(17.93)		5.26		(4.71-5.79)		11		(12.64)		6.22				1		(7.14)		5.59		(5.25-5.95)		7		(31.82)		0.41		0.22		0.34		0.63		0.08		0.05		3.06		2.83		1.21		0.23		0.50		18.71		2.61		2.54		0.98		0.33		0.39		17.62		1.44		1.69		0.31		0.75		0.15		14.35		2.72		2.72		1.00		0.32		0.38		19.27																														﻿Ureaplasma		5.55		(5.24-5.95)		5.26		(4.71-5.79)		5.59		(5.25-5.95)		0.34		3.06		0.23		0.50		18.71		2.72		0.32		0.38		19.27









		Benjamin-Hochberg FDR procedure for LR vs HR

		Label		Unadjusted P value		Benjamini-Hochberg significance (10% FDR)		Benjamini-Hochberg P-value

		Total Lactobacillus		0.0026		significant		0.04

		Bacterial load		0.0042		significant		0.04

		16s 		0.0044		significant		0.04

		Lactobacillus iners		0.0059		significant		0.04

		Atopobium vaginae		0.0112		significant		0.06

		Lactobacillus crispatus		0.0473		not significant		0.22

		Total other bacteria		0.0708		not significant		0.28

		Mobiluncus		0.0833		not significant		0.29

		Total pathobionts		0.098		not significant		0.30

		﻿Lachnospiracea BVAB1		0.1797		not significant		0.50

		Total BV associated		0.1985		not significant		0.51

		Streptococcus		0.2453		not significant		0.57

		﻿Gardnerella vaginalis 		0.2747		not significant		0.59

		Peptoniphilus		0.3243		not significant		0.65

		Aerococcus		0.3643		not significant		0.68

		﻿Ureaplasma		0.4081		not significant		0.71

		﻿Bifidobacterium ﻿breve 		0.4884		not significant		0.79

		﻿Parvimonas		0.5087		not significant		0.79

		﻿Megasphaera		0.597		not significant		0.85

		﻿Sneathia		0.6358		not significant		0.85

		Lactobacillus gasseri		0.6513		not significant		0.85

		﻿Prevotella		0.6793		not significant		0.85

		﻿Clostridiales BVAB2		0.7016		not significant		0.85

		Mycoplasma		0.7697		not significant		0.90

		﻿Porphyromonas		0.8411		not significant		0.94

		Lactobacillus jensenii		0.887		not significant		0.96

		﻿Dialister		0.9235		not significant		0.96

		TM7-H1		1		not significant		1

		Benjamin-Hochberg FDR procedure for pregnancy outcome within HR group (≥ 37 vs <34 weeks).

		Label		Unadjusted P value		Benjamini-Hochberg significance (10% FDR)		Benjamini-Hochberg P-value

		Total lactobacillus		0.003		significant		0.08

		16s 		0.009		significant		0.09

		Lactobacillus iners		0.0098		significant		0.09

		Aerococcus		0.0155		not significant		0.11

		Bacterial load		0.0237		not significant		0.13

		﻿Megasphaera		0.1086		not significant		0.51

		﻿Sneathia		0.1334		not significant		0.53

		Lactobacillus crispatus		0.2012		not significant		0.62

		﻿Ureaplasma		0.2182		not significant		0.62

		﻿Bifidobacterium ﻿breve 		0.2416		not significant		0.62

		﻿Gardnerella vaginalis 		0.2429		not significant		0.62

		TM7-H1		0.3173		not significant		0.74

		﻿Porphyromonas		0.3652		not significant		0.79

		Lactobacillus jensenii		0.4505		not significant		0.85

		Total BV associated		0.4534		not significant		0.85

		Peptoniphilus		0.563		not significant		0.99

		﻿Clostridiales BVAB2		0.6514		not significant		1.00

		Lactobacillus gasseri		0.7096		not significant		1.00

		Total other bacteria		0.7172		not significant		1.00

		﻿Prevotella		0.7268		not significant		1.00

		Streptococcus		0.8119		not significant		1.00

		Mycoplasma		0.8515		not significant		1.00

		Atopobium vaginae		0.8572		not significant		1.00

		﻿Dialister		0.9224		not significant		1.00

		﻿Parvimonas		0.9537		not significant		1.00

		Total pathobionts		0.9931		not significant		1.00

		﻿Lachnospiracea BVAB1		1		not significant		1.00

		Mobiluncus		1		not significant		1.00

		Benjamin-Hochberg FDR procedure for pregnancy outcome within HR group (≥ 37 vs 34-36+6 vs <34 weeks).

		Label		Unadjusted P value		Benjamini-Hochberg significance (10% FDR)		Benjamini-Hochberg P-value

		Total lactobacillus		0.0024		significant		0.04

		Lactobacillus iners		0.0028		significant		0.04

		Aerococcus		0.009		significant		0.08

		16s rRNA		0.0178		not significant		0.12

		Bacterial load		0.0303		not significant		0.16

		﻿Megasphaera		0.0562		not significant		0.24

		Lactobacillus crispatus		0.0789		not significant		0.29

		﻿Ureaplasma		0.3416		not significant		0.89

		﻿Porphyromonas		0.4227		not significant		0.89

		﻿Sneathia		0.4561		not significant		0.89

		Total BV associated		0.4688		not significant		0.89

		Mycoplasma		0.4795		not significant		0.89

		Lactobacillus jensenii		0.5178		not significant		0.89

		Streptococcus		0.5192		not significant		0.89

		﻿Prevotella		0.5296		not significant		0.89

		﻿Gardnerella vaginalis 		0.546		not significant		0.89

		﻿Dialister		0.6877		not significant		1.00

		﻿Parvimonas		0.715		not significant		1.00

		Atopobium vaginae		0.7324		not significant		1.00

		Total other bacteria		0.7848		not significant		1.00

		Lactobacillus gasseri		0.909		not significant		1.00

		Total pathobionts		0.9383		not significant		1.00

		﻿Clostridiales BVAB2		1		not significant		1.00

		﻿Lachnospiracea BVAB1		1		not significant		1.00

		Mobiluncus		1		not significant		1.00

		Peptoniphilus		1		not significant		1.00
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																				Using logistic command												Using poisson regression

		VMB type						Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks  (early preterm) n=22

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P		RR		95% CI		P		RR		95% CI		P

		Whole cohort		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)		7.89		(7.22-8.80)		8.64		(7.47-9.08)		1.78		(1.04-3.04)		0.035		1.90		(1.01-3.56)		0.047		1.58		(1.05-2.40)		0.030		1.61		(1.02-2.52)		0.039

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.31		(6.42-8.01)		7.48		(6.87-8.45)		8.59		(7.47-8.87)		2.30		(1.28-4.13)		0.005		2.35		(1.20-4.61)		0.013		1.92		(1.26-2.89)		0.002		1.85		(1.20-2.83)		0.005

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		5.41		(1.91-7.03)		5.20		(0-7.65)		6.65		(5.09-8.36)		1.14		(0.97-1.33)		0.102		1.15		(0.96-1.38)		0.126		1.11		(0.98-1.26)		0.093		1.11		(0.97-1.26)		0.111

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.94		(0.74-1.19)		0.596		0.93		(0.712-1.22)		0.596		0.95		(0.78-1.15)		0.599		0.94		(0.77-1.14)		0.508

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.24)		0.00		(0-4.84)		0.00		(0-5.12)		1.04		(0.88-1.23)		0.671		1.04		(0.86-1.25)		0.698		1.03		(0.90-1.17)		0.665		1.02		(0.90-1.15)		0.743

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		5.88		(4.41-6.83)		6.17		(4.08-6.91)		6.32		(5.79-7.76)		1.10		(0.91-1.32)		0.319		1.02		(0.83-1.25)		0.843		1.08		(0.90-.129)		0.395		1.02		(0.84-1.25)		0.827

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		4.65		(0-7.14)		6.55		(0-7.98)		7.42		(0-8.81)		0.97		(0.85-1.11)		0.684		0.97		(0.84-1.12)		0.644		0.98		(0.87-1.10)		0.715		0.98		(0.88-1.08)		0.658

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		5.49		(3.77-6.91)		5.81		(4.21-7.09)		5.95		(5.34-7.61)		1.17		(0.93-1.48)		0.172		1.14		(0.88-1.47)		0.311		1.14		(0.94-1.38)		0.175		1.11		(0.89-1.39)		0.343



								Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=23)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=21)						Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=23)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=21)

								Birth ≥ 39 weeks n=39				Birth ≥ 37 weeks n=17				sPTB or PPROM <34 weeks  (early preterm) n=6

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P		RR		95% CI		P		RR		95% CI		P

		LCr		Bacterial load concentration (log10 cells/μl)				7.75		(6.44-8.46)		7.55		(7.14-8.32)		8.20		(7.42-9.06)		1.67		(0.57-4.89)		0.35		1.35		(0.41-4.40)		0.62		1.45		(0.62-3.41)		0.39		1.22		(0.49-30.2)		0.67

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.73		(6.42-8.46)		7.55		(7.14-8.25)		8.20		(7.41-8.86)		1.64		(0.55-4.85)		0.38		1.32		(0.40-4.30)		0.65		1.43		(0.61-3.38)		0.41		1.20		(0.49-2.93)		0.69

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		4.74		(0-6.29)		4.29		(0-5.36)		5.24		(0-6.71)		1.09		(0.79-1.50)		0.60		0.87		(0.55-1.36)		0.54		1.07		(0.82-1.38)		0.64		0.91		(0.70-1.18)		0.48

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.93		(0.49-1.75)		0.83		1.07		(0.48-2.39)		0.87		0.95		(0.60-1.50)		0.82		1.06		(0.61-1.83)		0.84

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-3.19)		0.00		(0-0)		0.00		(0-0)		1.01		(0.59-1.71)		0.98		0.97		(0.56-1.68)		0.90		1.00		(0.67-1.51)		0.98		0.98		(0.64-1.51)		0.94

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.72		(6.41-8.45)		7.55		(7.12-8.22)		8.19		(7.41-8.80)		1.66		(0.55-5.02)		0.37		1.31		(0.40-4.27)		0.66		1.45		(0.60-3.50)		0.41		1.19		(0.48-2.94)		0.70

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.23)		0.00		(0-5.32)		0.00		(0-0)		0.71		(0.41-1.21)		0.20		0.84		(0.49-1.42)		0.51		0.76		(0.53-1.09)		0.13		0.87		(0.65-1.18)		0.37

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		5.09		(3.39-5.94)		4.64		(3.02-6.14)		6.20		(5.34-7.39)		1.17		(0.77-1.76)		0.46		1.03		(0.93-1.80)		0.93		1.12		(0.77-1.64)		0.54		1.02		(0.65-1.60)		0.93



								Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=36)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=34)

								Birth ≥ 39 weeks n=32				Birth ≥ 37 weeks n=28				sPTB or PPROM <34 weeks  (early preterm) n=8

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

		Li		Bacterial load concentration (log10 cells/μl)				7.64		(6.94-8.25)		7.79		(6.93-8.65)		9.03		(8.02-9.12)		3.44		(1.06-11.15)		0.04		2.38		(0.71-7.95)		0.16

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.61		(6.90-8.25)		7.79		(6.93-8.60)		8.91		(8.02-9.10)		3.40		(1.04-11.11)		0.04		2.37		(0.70-8.04)		0.17

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		4.55		(0-6.37)		4.75		(0-5.79)		6.77		(5.33-7.73)		1.45		(0.98-2.15)		0.06		1.57		(0.95-2.59)		0.08

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-0)		0.00		(0-2.31)		1.21		(0.84-1.74)		0.31		1.15		(0.69-1.91)		0.59

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-3.61)		0.00		(0-3.38)		4.07		(0-5.69)		1.39		(1.00-1.94)		0.05		1.43		(0.95-2.16)		0.09

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		5.89		(3.75-6.60)		6.02		(3.83-6.78)		6.38		(6.12-7.79)		1.26		(0.82-1.94)		0.30		1.09		(0.69-1.72)		0.70

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		7.52		(6.90-8.12)		7.73		(6.93-8.59)		8.82		(8.02-9.07)		3.35		(1.03-10.86)		0.04		2.33		(0.70-7.76)		0.17

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		4.97		0-6.75)		5.40		(4.41-7.30)		5.81		(4.08-6.59)		1.20		(0.78-1.85)		0.40		1.06		(0.69-1.63)		0.78



								Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=21)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=18)

								Birth ≥ 39 weeks n=33				Birth ≥ 37 weeks n=16				sPTB or PPROM <34 weeks  (early preterm) n=5

		Lo						Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

				Bacterial load concentration (log10 cells/μl)				7.247064		(6.65-7.69)		7.43		(7.07-8.35)		7.64		(7.46-8.61)		1.59		(0.50-5.02)		0.43		6.07		(0.61-60.5)		0.12

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.16		(6.64-7.69)		7.42		(7.02-8.31)		7.61		(7.42-8.61)		1.59		(0.51-4.97)		0.42		5.74		(0.62-53.33)		0.12

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		4.70		(0-5.67)		0.00		(0-4.77)		6.36		(6.31-6.58)		4.24		(0.87-20.6)		0.07		Model failed

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-3.74)		0.00		(0-0)		0.91		(0.54-1.53)		0.73		0.67		(0.22-1.98)		0.47

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.44)		0.00		(0-5.44)		5.09		(0-5.12)		1.11		(0.78-1.57)		0.56		1.29		(0.78-2.12)		0.32

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		5.21		(4.53-5.94)		5.50		(4.85-6.43)		5.59		(0-6.16)		0.86		(0.60-1.24)		0.41		0.84		(0.54-1.32)		0.45

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		3.97		(0-6.67)		4.86		(0-7.16)		0.00		(0-0)		0.83		(0.60-1.14)		0.25		0.87		(0.59-1.28)		0.47

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		7.14		(6.45-7.54)		7.26		(6.94-8.18)		7.61		(7.42-8.30)		1.75		(0.53-5.88)		0.36		8.91		(0.65-122)		0.10



		LA and BL or BV						Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=29)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=28)

								Birth ≥ 39 weeks n=41				Birth ≥ 37 weeks n=26				sPTB or PPROM <34 weeks  (early preterm) n=3

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

				Bacterial load concentration (log10 cells/μl)				7.86		(7.9-8.45)		8.35		(8.07-9.27)		9.15		(9.11-9.27)		8.70		(0.26-292)		0.23		12.39		(0.31-488)		0.18

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		6.89		(5.97-7.42)		7.24		(6.56-8.19)		8.26		(8.15-8.86)		4.74		(0.57-39.3)		0.15		5.53		(0.48-63.1)		0.17

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		7.80		(7.02-8.43)		8.24		(8.07-9.15)		9.05		(8.83-9.24)		6.82		(0.30-153)		0.23		10.05		(0.42-242)		0.16

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-3.19)		0.00		(0-4.33)		0.00		(0-0)		Model failed						Model failed

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.82)		4.68		(0-6.18)		0.00		(0-6.30)		0.82		(0.54-1.26)		0.36		0.70		(0.30-1.61)		0.40

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		4.74		(0-5.88)		5.21		(0-6.63)		5.79		(0-5.90)		1.02		(0.68-1.53)		0.91		0.84		(0.48-1.45)		0.53

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		3.38		(0-7.06)		6.25		(0-7.97)		8.26		(8.15-8.86)		4.74		(0.49-45.6)		0.18		9.82		(0.35-274)		0.18

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		4.82		(2.93-5.84)		5.37		(4.02-6.06)		5.20		(5.09-5.44)		1.08		(0.63-1.85)		0.77		1.03		(0.55-19.3)		0.92

				** adjusted for smoking, previous cervical surgery and BMI as a quadratic term





Novtab3

		VMB type						Low risk pregnancy (LR)				High risk pregnancy (HR)												Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥ 39 weeks n=145				All high-risk pregnancies n=109				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks  (early preterm) n=22

								Median (IQR)				Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

		LCr		n				39				23				17				6				23						18

				Bacterial load 				7.75		(6.44-8.46)		7.63		(7.14-8.63)		7.55		(7.14-8.32)		8.20		(7.42-9.06)		1.67		(0.57-4.89)		0.349		1.35		(0.41-4.40)		0.623

				Bacterial group		Total Lactobacillus		7.73		(6.42-8.46)		7.63		(7.14-8.59)		7.55		(7.14-8.25)		8.20		(7.41-8.86)		1.64		(0.55-4.85)		0.375		1.32		(0.40-4.30)		0.649

						Total BV associated		4.74		(0-6.29)		4.62		(0-6.07)		4.29		(0-5.36)		5.24		(0-6.71)		1.09		(0.79-1.50)		0.601		0.87		(0.55-1.36)		0.535

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.93		(0.49-1.75)		0.825		1.07		(0.48-2.39)		0.866

						Total other bacteria		0.00		(0-3.19)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		1.01		(0.59-1.71)		0.980		0.97		(0.56-1.68)		0.904

				Type of Lactobacillus		L. crispatus		7.72		(6.41-8.45)		7.63		(7.12-8.37)		7.55		(7.12-8.22)		8.19		(7.41-8.80)		1.66		(0.55-5.02)		0.365		1.31		(0.40-4.27)		0.658

						L. iners		0.00		(0-4.23)		0.00		(0-4.81)		0.00		(0-5.32)		0.00		(0-0)		0.71		(0.41-1.21)		0.204		0.84		(0.49-1.42)		0.514

						Other Lactobacilli		5.09		(3.39-5.94)		5.34		(3.02-7.16)		4.64		(3.02-6.14)		6.20		(5.34-7.39)		1.17		(0.77-1.76)		0.457		1.03		(0.93-1.80)		0.930



		Li		n				32				36				28				8				36						34

				Bacterial load 				7.64		(6.94-8.25)						7.79		(6.93-8.65)		9.03		(8.02-9.12)		3.44		(1.06-11.15)		0.040		2.38		(0.71-7.95)		0.160

				Bacterial group		Total Lactobacillus		7.61		(6.90-8.25)		7.96		(7.23-8.83)		7.79		(6.93-8.60)		8.91		(8.02-9.10)		3.40		(1.04-11.11)		0.042		2.37		(0.70-8.04)		0.165

						Total BV associated		4.55		(0-6.37)		5.16		(0-6.60)		4.75		(0-5.79)		6.77		(5.33-7.73)		1.45		(0.98-2.15)		0.061		1.57		(0.95-2.59)		0.079

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.00		(0-2.31)		1.21		(0.84-1.74)		0.307		1.15		(0.69-1.91)		0.590

						Total other bacteria		0.00		(0-3.61)		0.00		(0-4.26)		0.00		(0-3.38)		4.07		(0-5.69)		1.39		(1.00-1.94)		0.050		1.43		(0.95-2.16)		0.085

				Type of Lactobacillus		L. crispatus		5.89		(3.75-6.60)		6.19		(4.45-6.84)		6.02		(3.83-6.78)		6.38		(6.12-7.79)		1.26		(0.82-1.94)		0.295		1.09		(0.69-1.72)		0.695

						L. iners		7.52		(6.90-8.12)		7.93		(7.13-8.79)		7.73		(6.93-8.59)		8.82		(8.02-9.07)		3.35		(1.03-10.86)		0.044		2.33		(0.70-7.76)		0.169

						Other Lactobacilli		4.97		0-6.75)		5.59		(4.08-6.59)		5.40		(4.41-7.30)		5.81		(4.08-6.59)		1.20		(0.78-1.85)		0.398		1.06		(0.69-1.63)		0.782



		Lo or BL		n				37				22				17				5				22						19

				Bacterial load 				7.12		(6.32-7.69)		7.53		(7.24-8.64)		7.48		(7.21-8.73)		7.64		(7.46-8.61)		1.36		(0.48-3.86)		0.563		3.47		(0.61-19.7)		0.161

				Bacterial group		Total Lactobacillus		7.12		(6.08-7.69)		7.45		(7.10-8.61)		7.36		(6.94-7.89)		7.61		(7.42-8.61)		1.68		(0.54-5.29)		0.371		5.96		(0.65-54.5)		0.114

						Total BV associated		4.64		(0-5.59)		4.29		(0-6.19)		0.00		(0-4.94)		6.36		(6.31-6.58)		1.84		(0.97-3.50)		0.063		model failed

						Total pathobionts		0.00		(0-2.98)		0.00		(0-4.11)		0.00		(0-4.11)		0.00		(0-0)		0.87		(0.53-1.41)		0.560		0.66		(0.23-1.87)		0.430

						Total other bacteria		0.00		(0-5.01)		1.13		(0-5.93)		0.00		(0-5.95)		5.09		(0-5.12)		1.05		(0.76-1.44)		0.769		1.21		(0.77-1.91)		0.410

				Type of Lactobacillus		L. crispatus		5.17		(4.00-5.88)		5.55		(4.44-6.54)		5.52		(5.26-6.54)		5.59		(0-6.16)		0.85		(0.59-1.21)		0.362		0.83		(0.53-1.29)		0.410

						L. iners		0.00		(0-6.41)		0.00		(0-7.09)		4.42		(0-7.09)		0.00		(0-0)		0.84		(0.61-1.16)		0.297		0.87		(0.58-1.30)		0.497

						Other Lactobacilli		6.99		(5.97-7.51)		7.46		(6.84-8.51)		7.24		(6.93-7.84)		7.61		(7.42-8.30)		1.87		(0.58-6.05)		0.293		8.97		(0.66-121)		0.099



		LA or BV		n				37				28				25				3				28						27

				Bacterial load 				7.93		(7.44-8.52)		8.54		(8.11-9.22)		8.31		(8.07-9.16)		9.15		(9.11-9.28)		9.46		(0.28-318)		0.210		12.42		(0.31-501)		0.182

				Bacterial group		Total Lactobacillus		6.98		(6.30-7.45)		7.38		(6.63-8.37)		7.25		(6.56-8.19)		8.26		(8.15-8.86)		4.57		(0.54-38.5)		0.162		5.49		(0.17-63.1)		0.172

						Total BV associated		7.93		(7.19-8.51)		8.41		(8.07-9.19)		8.18		(8.07-9.15)		9.05		(8.83-9.24)		6.58		(0.33-133)		0.219		9.93		(0.42-237)		0.156

						Total pathobionts		0.00		(0-0)		0.00		(0-3.92)		0.00		(0-4.49)		0.00		(0-0)		model failed						model failed

						Total other bacteria		0.00		(0-4.40)		4.57		(0-6.07)		4.59		(0-5.96)		0.00		(0-6.30)		0.83		(0.54-1.28)		0.402		0.70		(0.30-1.62)		0.407

				Type of Lactobacillus		L. crispatus		4.98		(0-5.93)		5.21		(0-6.41)		4.88		(0-6.60)		5.79		(0-5.90)		1.04		(0.69-1.55)		0.859		0.84		(0.48-1.46)		0.537

						L. iners		5.65		(0-7.11)		6.68		(4.80-8.21)		6.56		(4.74-7.98)		8.26		(8.15-8.86)		4.74		(0.49-45.6)		0.179		9.82		(0.35-274)		0.179

						Other Lactobacilli		4.79		(2.37-5.84)		5.32		(4.12-6.04)		5.34		(4.01-6.06)		5.20		(5.10-5.44)		1.09		(0.64-1.85)		0.756		1.03		(0.55-1.93)		0.916

				* adjusted for smoking, previous cervical surgery and BMI as a quadratic term





Oct2020tab3

		VMB type						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks  (early preterm) n=22				Diff. in conc. HR≥ 37 vs <34 weeks n=109

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

		Whole population		Overall assessment

						Bacterial load 		7.68		(6.80-8.35)		7.89		(7.22-8.80)		8.64		(7.47-9.08)		0.030		1.78		(1.04-3.04)		0.035		1.90		(1.01-3.56)		0.047

				Bacterial group

						Total Lactobacillus		7.31		(6.42-8.01)		7.48		(6.87-8.45)		8.59		(7.47-8.87)		0.002		2.30		(1.28-4.13)		0.005		2.35		(1.20-4.61)		0.013

						Total BV associated		5.41		(1.91-7.03)		5.20		(0-7.65)		6.65		(5.09-8.36)		0.111		1.14		(0.97-1.33)		0.102		1.15		(0.96-1.38)		0.126

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.639		0.94		(0.74-1.19)		0.596		0.93		(0.712-1.22)		0.596

						Total other bacteria		0.00		(0-4.24)		0.00		(0-4.84)		0.00		(0-5.12)				1.04		(0.88-1.23)		0.671		1.04		(0.86-1.25)		0.698

				Type of Lactobacillus

						L. crispatus		5.88		(4.41-6.83)		6.17		(4.08-6.91)		6.32		(5.79-7.76)		0.188		1.10		(0.91-1.32)		0.319		1.02		(0.83-1.25)		0.843

						L. iners		4.65		(0-7.14)		6.55		(0-7.98)		7.42		(0-8.81)		0.496		0.97		(0.85-1.11)		0.684		0.97		(0.84-1.12)		0.644

						Other Lactobacilli		5.49		(3.77-6.91)		5.81		(4.21-7.09)		5.95		(5.34-7.61)		0.154		1.17		(0.93-1.48)		0.172		1.14		(0.88-1.47)		0.311



		LCr						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=23)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=21)

								Birth ≥ 39 weeks n=39				Birth ≥ 37 weeks n=17				sPTB or PPROM <34 weeks  (early preterm) n=6				Diff. in conc. HR≥ 37 vs <34 weeks n=23

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.75		(6.44-8.46)		7.55		(7.14-8.32)		8.20		(7.42-9.06)		0.327		1.67		(0.57-4.89)		0.349		1.35		(0.41-4.40)		0.623

				Bacterial group

						Total Lactobacillus		7.73		(6.42-8.46)		7.55		(7.14-8.25)		8.20		(7.41-8.86)		0.327		1.64		(0.55-4.85)		0.375		1.32		(0.40-4.30)		0.649

						Total BV associated		4.74		(0-6.29)		4.29		(0-5.36)		5.24		(0-6.71)		0.520		1.09		(0.79-1.50)		0.601		0.87		(0.55-1.36)		0.535

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.916		0.93		(0.49-1.75)		0.825		1.07		(0.48-2.39)		0.866

						Total other bacteria		0.00		(0-3.19)		0.00		(0-0)		0.00		(0-0)				1.01		(0.59-1.71)		0.980		0.97		(0.56-1.68)		0.904

				Type of Lactobacillus

						L. crispatus		7.72		(6.41-8.45)		7.55		(7.12-8.22)		8.19		(7.41-8.80)		0.327		1.66		(0.55-5.02)		0.365		1.31		(0.40-4.27)		0.658

						L. iners		0.00		(0-4.23)		0.00		(0-5.32)		0.00		(0-0)		0.188		0.71		(0.41-1.21)		0.204		0.84		(0.49-1.42)		0.514

						Other Lactobacilli		5.09		(3.39-5.94)		4.64		(3.02-6.14)		6.20		(5.34-7.39)		0.362		1.17		(0.77-1.76)		0.457		1.03		(0.93-1.80)		0.930



		Li						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=36)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=34)

								Birth ≥ 39 weeks n=32				Birth ≥ 37 weeks n=28				sPTB or PPROM <34 weeks  (early preterm) n=8				Diff. in conc. HR≥ 37 vs <34 weeks n=36

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.64		(6.94-8.25)		7.79		(6.93-8.65)		9.03		(8.02-9.12)		0.011		3.44		(1.06-11.15)		0.040		2.38		(0.71-7.95)		0.160

				Bacterial group

						Total Lactobacillus		7.61		(6.90-8.25)		7.79		(6.93-8.60)		8.91		(8.02-9.10)		0.015		3.40		(1.04-11.11)		0.042		2.37		(0.70-8.04)		0.165

						Total BV associated		4.55		(0-6.37)		4.75		(0-5.79)		6.77		(5.33-7.73)		0.021		1.45		(0.98-2.15)		0.061		1.57		(0.95-2.59)		0.079

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-2.31)		0.282		1.21		(0.84-1.74)		0.307		1.15		(0.69-1.91)		0.590

						Total other bacteria		0.00		(0-3.61)		0.00		(0-3.38)		4.07		(0-5.69)		0.042		1.39		(1.00-1.94)		0.050		1.43		(0.95-2.16)		0.085

				Type of Lactobacillus

						L. crispatus		5.89		(3.75-6.60)		6.02		(3.83-6.78)		6.38		(6.12-7.79)		0.165		1.26		(0.82-1.94)		0.295		1.09		(0.69-1.72)		0.695

						L. iners		7.52		(6.90-8.12)		7.73		(6.93-8.59)		8.82		(8.02-9.07)		0.017		3.35		(1.03-10.86)		0.044		2.33		(0.70-7.76)		0.169

						Other Lactobacilli		4.97		0-6.75)		5.40		(4.41-7.30)		5.81		(4.08-6.59)		0.568		1.20		(0.78-1.85)		0.398		1.06		(0.69-1.63)		0.782



		Lo or BL						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=22)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=19)

								Birth ≥ 39 weeks n=37				Birth ≥ 37 weeks n=17				sPTB or PPROM <34 weeks  (early preterm) n=5				Diff. in conc. HR≥ 37 vs <34 weeks n=22

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.12		(6.32-7.69)		7.48		(7.21-8.73)		7.64		(7.46-8.61)		0.724		1.36		(0.48-3.86)		0.563		3.47		(0.61-19.7)		0.161

				Bacterial group

						Total Lactobacillus		7.12		(6.08-7.69)		7.36		(6.94-7.89)		7.61		(7.42-8.61)		0.411		1.68		(0.54-5.29)		0.371		5.96		(0.65-54.5)		0.114

						Total BV associated		4.64		(0-5.59)		0.00		(0-4.94)		6.36		(6.31-6.58)		0.011		1.84		(0.97-3.50)		0.063		model failed

						Total pathobionts		0.00		(0-2.98)		0.00		(0-4.11)		0.00		(0-0)		0.670		0.87		(0.53-1.41)		0.560		0.66		(0.23-1.87)		0.430

						Total other bacteria		0.00		(0-5.01)		0.00		(0-5.95)		5.09		(0-5.12)		0.834		1.05		(0.76-1.44)		0.769		1.21		(0.77-1.91)		0.410

				Type of Lactobacillus

						L. crispatus		5.17		(4.00-5.88)		5.52		(5.26-6.54)		5.59		(0-6.16)		0.609		0.85		(0.59-1.21)		0.362		0.83		(0.53-1.29)		0.410

						L. iners		0.00		(0-6.41)		4.42		(0-7.09)		0.00		(0-0)		0.285		0.84		(0.61-1.16)		0.297		0.87		(0.58-1.30)		0.497

						Other Lactobacilli		6.99		(5.97-7.51)		7.24		(6.93-7.84)		7.61		(7.42-8.30)		0.256		1.87		(0.58-6.05)		0.293		8.97		(0.66-121)		0.099



		LA or BV						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=28)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=27)

								Birth ≥ 39 weeks n=37				Birth ≥ 37 weeks n=25				sPTB or PPROM <34 weeks  (early preterm) n=3				Diff. in conc. HR≥ 37 vs <34 weeks n=28

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.93		(7.44-8.52)		8.31		(8.07-9.16)		9.15		(9.11-9.28)		0.396		9.46		(0.28-318)		0.210		12.42		(0.31-501)		0.182

				Bacterial group

						Total Lactobacillus		6.98		(6.30-7.45)		7.25		(6.56-8.19)		8.26		(8.15-8.86)		0.055		4.57		(0.54-38.5)		0.162		5.49		(0.17-63.1)		0.172

						Total BV associated		7.93		(7.19-8.51)		8.18		(8.07-9.15)		9.05		(8.83-9.24)		0.970		6.58		(0.33-133)		0.219		9.93		(0.42-237)		0.156

						Total pathobionts		0.00		(0-0)		0.00		(0-4.49)		0.00		(0-0)		0.535		model failed						model failed

						Total other bacteria		0.00		(0-4.40)		4.59		(0-5.96)		0.00		(0-6.30)		0.545		0.83		(0.54-1.28)		0.402		0.70		(0.30-1.62)		0.407

				Type of Lactobacillus

						L. crispatus		4.98		(0-5.93)		4.88		(0-6.60)		5.79		(0-5.90)		0.300		1.04		(0.69-1.55)		0.859		0.84		(0.48-1.46)		0.537

						L. iners		5.65		(0-7.11)		6.56		(4.74-7.98)		8.26		(8.15-8.86)		0.606		4.74		(0.49-45.6)		0.179		9.82		(0.35-274)		0.179

						Other Lactobacilli		4.79		(2.37-5.84)		5.34		(4.01-6.06)		5.20		(5.10-5.44)		0.244		1.09		(0.64-1.85)		0.756		1.03		(0.55-1.93)		0.916

				* adjusted for smoking, previous cervical surgery and BMI as a quadratic term





Supplementary table 8

								High risk pregnancy (HR)												Significance test						Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks														Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery 												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and number prev PTB<34 weeks																										High risk pregnancy (HR)																				High risk pregnancy (HR)

						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM 34+0-36+6 weeks (late preterm) n=14				sPTB or PPROM <34 weeks (early preterm) n=22				HR term vs HR late preterm vs HR early preterm		HR ≥ 37 vs <34 weeks		Test used for p-values to the left		OR		Std err				z		P>|z|		95%CI (lower)		95%CI (upper)		Odds ratio		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)														Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks                           n (%)				sPTB or PPROM <34 weeks (early preterm)                           n(%)				HR ≥ 37 vs <34 weeks										Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks (early preterm) n=22				p value (Fisher's exact)

		Quartile of 16s rRNA based on low risk (n=145)		1		<5.269527		11		(12.6)		2		(14.3)		1		(4.5)		0.12		0.13		Fisher's exact		Base outcome														Base outcome																																Quartile of 16s rRNA based on low risk (n=145)		1		<5.269527		11		(12.6)		1		(4.5)		0.13						Half of total Lactobacillus		1		<7.306637		36		(41.4)		2		(9.1)		0.005

				2		5.269527-6.224525		30		(34.5)		8		(57.1)		5		(22.7)								0.61		1.15				0.53		0.60		-1.65		2.86		0.34		1.18		0.29		0.77		-1.97		2.65																								2		5.269527-6.224525		30		(34.5)		5		(22.7)										2		>7.306637		51		(58.6)		20		(90.9)

				3		6.224525-6.866909		16		(18.4)		1		(7.1)		2		(9.1)								0.32		1.29				0.25		0.80		-2.20		2.84		-0.36		1.48		-0.24		0.81		-3.26		2.54																								3		6.224525-6.866909		16		(18.4)		2		(9.1)

				4		6.866909		30		(34.5)		3		(21.4)		14		(63.6)								1.64		1.09				1.50		0.14		-0.51		3.78		1.64		1.11		1.48		0.14		-0.54		3.81																								4		6.866909		30		(34.5)		14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798		12		(13.8)		2		(14.3)		1		(4.5)		0.03		0.02		Fisher's exact		Base outcome														Base outcome																																Quartile of total Lactobacillus based on low risk (n=145)		1		<5.269527		12		(13.8)		1		(4.5)		0.02

				2		6.420798-7.306637		24		(27.6)		4		(28.6)		1		(4.5)								-0.69		1.46				-0.48		0.63		-3.55		2.16		-15.30		1473.04		-0.01		0.99		-2902.41		2871.80																								2		5.269527-7.306637		24		(27.6)		1		(4.5)

				3		7.306637-8.014552		23		(26.4)		6		(42.9)		6		(27.3)								1.14		1.14				1.00		0.32		-1.09		3.37		0.94		1.16		0.81		0.42		-1.33		3.21																								3		7.306637-8.014552		23		(26.4)		6		(27.3)

				4		>8.014552		28		(32.2)		2		(14.3)		14		(63.6)								1.79		1.09				1.64		0.10		-0.35		3.93		1.76		1.10		1.60		0.11		-0.39		3.92																								4		>8.014552		28		(32.2)		14		(63.6)

		50th of Lactobacillus iners		1		<4.645308

				2		>4.645308



								High risk pregnancy (HR)																																																																						Previous sPTB or PPROM under 34 weeks																						Previous sPTB or PPROM under 34 weeks												Presence of taxa of interest		Previous sPTB or PPROM under 34 weeks

						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM 34+0-36+6 weeks (late preterm) n=14				sPTB or PPROM <34 weeks (early preterm) n=22				HR term vs HR late preterm vs HR early preterm		HR ≥ 37 vs <34 weeks																																																						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks                                               n (%)				sPTB or PPROM <34 weeks (early preterm)                           n(%)																Relative abundance of taxa of intrest		Birth ≥ 37 weeks                                               median (IQR)                                                    n=87				sPTB or PPROM <34 weeks (early preterm)                           median (IQR)                                                  n=22				p value						Birth ≥ 37 weeks                                               n (%)                                                                                       n=87				sPTB or PPROM <34 weeks (early preterm)                           n(%)                                                                                                  n=22				p value

		Half of total Lactobacillus		1		<7.306637		36		(41.4)		6		(42.9)		2		(9.1)		0.01		0.005																																																		Quartile of total Lactobacillus based on low risk (n=145)		1		<5.269527		12		(13.8)		1		(4.5)														﻿Megasphaera		10.40		(3.54-12.26)		19.26		(11.90-21.44)		0.04				﻿Bifidobacterium ﻿breve 		7		(8.05)		0		0.00		0.34

				2		>7.306637		51		(58.6)		8		(57.1)		20		(90.9)								7.058823		5.455815				2.53		0.011		1.551788		32.10939		13.02681		13.7102		2.44		0.015		1.655702		102.4929		12.23543		12.97594		2.36		0.018		1.530742		97.79952												2		5.269527-7.306637		24		(27.6)		1		(4.5)														Lactobacillus iners		43.23		(7.17-92.82)		78.02		(48.23-86.64)		0.22				TM7-H1		0		0		1		(4.55)		0.20

																																																																										3		7.306637-8.014552		23		(26.4)		6		(27.3)																												﻿Ureaplasma species		11		(12.64)		7		(31.82)		0.05

																																																																										4		>8.014552		28		(32.2)		14		(63.6)

																		Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks														Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadtratic term												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadtratic term and PCR batch

						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks (early preterm) n=22				Fisher's exact for difference in allocation to quartiles by pregnancy outcome in HR		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		n for regression		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Quartile of 16s rRNA based on low risk (n=145)		1		<5.269527		11		(12.6)		1		(4.5)		0.126		1.73		0.44		2.17		0.03		1.06		2.85				1.87		0.55		2.14		0.03		1.05		3.32		2.717917		1.150513		2.36		0.018		1.185542		6.230969																		Quartile of total Lactobacillus based on low risk (n=145)		1		<5.269527		12		(13.8)		1		(4.5)

				2		5.269527-6.224525		30		(34.5)		5		(22.7)																																																												2		5.269527-7.306637		24		(27.6)		1		(4.5)

				3		6.224525-6.866909		16		(18.4)		2		(9.1)																																																												3		7.306637-8.014552		23		(26.4)		6		(27.3)

				4		6.866909		30		(34.5)		14		(63.6)																																																												4		>8.014552		28		(32.2)		14		(63.6)

		Quartile of total bacterial load based on low risk		1		<6.800161		11		(12.6)		1		(4.5)		0.093		1.59		0.39		1.88		0.06		0.98		2.58				1.63		0.47		1.71		0.09		0.93		2.86

				2		6.800161-7.67869		28		(32.2)		6		(27.3)

				3		7.67869-8.349243		17		(19.5)		1		(4.5)

				4		>8.349243		31		(35.6)		14		(63.6)

		Quartile of total Lactobacillus		na		not present		2		(2.3)		0		0.0		0.03

				1		< 6.459869		10		(11.5)		1		(4.5)				2.29		0.71		2.67		0.01		1.25		4.19				2.56		0.94		2.55		0.01		1.24		5.27

				2		6.459869-7.31286		24		(27.6)		1		(4.5)

				3		7.306637-8.030606		23		(26.4)		6		(27.3)

				4		>8.030606		28		(32.2)		14		(63.6)

		Quartile of Lactobacillus iners		na		Not present		24		(27.6)		9		(40.9)		0.041		2.35		0.92		2.20		0.03		1.10		5.04				2.13		0.86		1.87		0.06		0.96		4.71

				1		<5.777724  		11		(12.6)		1		(4.5)

				2		5.777724-7.041691		17		(19.5)		0		0.0

				3		7.041691-7.633882		10		(11.5)		2		(9.1)

				4		>7.633882		25		(28.7)		10		(45.5)





																qurt of total lact including those with nil in lowest		2.327099		0.7116013		2.76		0.006		1.277988		4.237434				2.558752		0.9441375		2.55		0.011		1.241506		5.273605

		*regression only if taxa is present

																												Model correct		Model incorrect

		Details only for ven diagram								Unique values in ven=44 for HR term (50.6%) and in HR preterm=17 (77%)																HR term		43		44		87

		Megasphera 75th centile for LR=12.80654																								HR preterm		17		43		22

																												64		87

																												0.265625

		For HR term group

		Megasphera over 12						Top quartile 16s				Ureaplasma present				Top quartile L.iners				Total lact

		PTB_LIV15_0139						PTB_LIV15_0132				PTB_LIV15_0139				PTB_LIV15_0134				PTB_LIV15_0134								HR preterm		HR term

		PTB_LIV15_0157						PTB_LIV15_0134				PTB_LIV15_0170				PTB_LIV15_0162				PTB_LIV15_0136						Predicted positive		17		44		61		0.2786885246

		PTB_LIV16_0200						PTB_LIV16_0188				PTB_LIV16_0189				PTB_LIV15_0163				PTB_LIV15_0137						Predicted negative		5		43		48		0.8958333333

		PTB_LIV17_0260						PTB_LIV16_0219				PTB_LIV16_0194				PTB_LIV16_0188				PTB_LIV15_0162								22		87

		PTB_LIV17_0285						PTB_LIV16_0224				PTB_LIV16_0232				PTB_LIV16_0224				PTB_LIV16_0188								0.7727272727		0.4942528736

								PTB_LIV16_0232				PTB_LIV16_0235				PTB_LIV16_0232				PTB_LIV16_0224

								PTB_LIV16_0239				PTB_LIV17_0244				PTB_LIV16_0238				PTB_LIV16_0232

								PTB_LIV16_0242				PTB_LIV17_0254				PTB_LIV16_0239				PTB_LIV16_0239

								PTB_LIV17_0249				PTB_LIV17_0261				PTB_LIV16_0242				PTB_LIV17_0246

								PTB_LIV17_0254				PTB_LIV17_0263				PTB_LIV17_0244				PTB_LIV17_0249

								PTB_LIV17_0255				PTB_LIV17_0287				PTB_LIV17_0246				PTB_LIV17_0254

								PTB_LIV17_0256								PTB_LIV17_0249				PTB_LIV17_0255

								PTB_LIV17_0258								PTB_LIV17_0254				PTB_LIV17_0258

								PTB_LIV17_0259								PTB_LIV17_0255				PTB_LIV17_0259

								PTB_LIV17_0260								PTB_LIV17_0259				PTB_LIV17_0261

								PTB_LIV17_0262								PTB_LIV17_0260				PTB_LIV17_0263

								PTB_LIV17_0263								PTB_LIV17_0261				PTB_LIV17_0264

								PTB_LIV17_0264								PTB_LIV17_0263				PTB_LIV17_0267

								PTB_LIV17_0267								PTB_LIV17_0264				PTB_LIV17_0268

								PTB_LIV17_0268								PTB_LIV17_0267				PTB_LIV17_0271

								PTB_LIV17_0271								PTB_LIV17_0268				PTB_LIV17_0272

								PTB_LIV17_0272								PTB_LIV17_0272				PTB_LIV17_0274

								PTB_LIV17_0274								PTB_LIV17_0279				PTB_LIV17_0279

								PTB_LIV17_0279								PTB_LIV17_0281				PTB_LIV17_0281

								PTB_LIV17_0281								PTB_LIV17_0287				PTB_LIV17_0286

								PTB_LIV17_0286												PTB_LIV17_0287

								PTB_LIV17_0287												PTB_LIV17_0289

								PTB_LIV17_0289												PTB_LIV17_0295

								PTB_LIV17_0290

								PTB_LIV17_0295

		HR preterm

		Megasphera over 12						Top quartile 16s				Ureaplasma present				Top quartile L.iners				Total lact

		PTB_LIV16_0240		|				PTB_LIV15_0168				PTB_LIV15_0168		|		PTB_LIV15_0168				PTB_LIV15_0168		|		1		7.14		7.14

		PTB_LIV17_0288						PTB_LIV16_0240				PTB_LIV16_0196		|		PTB_LIV16_0240				PTB_LIV16_0240		|		1		7.14		14.29

								PTB_LIV16_0243				PTB_LIV16_0211		|		PTB_LIV16_0276				PTB_LIV16_0243		|		1		7.14		21.43

								PTB_LIV16_0276				PTB_LIV16_0236		|		PTB_LIV17_0241				PTB_LIV16_0276		|		1		7.14		28.57

								PTB_LIV17_0241				PTB_LIV16_0276		|		PTB_LIV17_0265				PTB_LIV17_0241		|		1		7.14		35.71

								PTB_LIV17_0247				PTB_LIV17_0280		|		PTB_LIV17_0280				PTB_LIV17_0247		|		1		7.14		42.86

								PTB_LIV17_0265				PTB_LIV17_0282				PTB_LIV17_0282				PTB_LIV17_0265		|		1		7.14		50

								PTB_LIV17_0273								PTB_LIV17_0284				PTB_LIV17_0273		|		1		7.14		57.14

								PTB_LIV17_0278								PTB_LIV17_0288				PTB_LIV17_0278		|		1		7.14		64.29

								PTB_LIV17_0280								PTB_LIV17_0291				PTB_LIV17_0280		|		1		7.14		71.43

								PTB_LIV17_0282												PTB_LIV17_0282		|		1		7.14		78.57

								PTB_LIV17_0284												PTB_LIV17_0284		|		1		7.14		85.71

								PTB_LIV17_0288												PTB_LIV17_0288		|		1		7.14		92.86

								PTB_LIV17_0291												PTB_LIV17_0291

								If PTB and lact <4th quartile		25th centile		75th centile		n		If PTB and lact 4th quartile		25th centile		75th centile		n		p

		Relative abundance of species of Lactobacillus (%) (median, IQR)				Total lactobacillus		98.32		97.63851		99.81835		8		98.64		79.20073		99.81835		14		0.4101

						Total BV associated		1.18		0.181653		2.452316		7		4.995459		0.3178928		29.74569		12		0.2711

						Total pathobionts		0.181653		0.181653		0.3633061		3		0.5449591		0.5449591		0.5449591		1		0.1573

						Total other bacteria		0.3178928		0.0908265		0.6357856		4		0.1362398		0.0908265		0.181653		6		0.4936
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Low-risk pregnancy

High-risk pregnancy

Birth > 39 weeks n=145

Birth >37 weeks n=87

SPTB or PPROM <34 weeks n=22

P value HR =37 vs <34 weeks

Number of % of samples Number of % of samples Number of % of samples Presence/ Relative
samples with Median IQR samples with Median IQR samples with Median IQR absenceof | abdundance
with taxa with taxa with taxa
taxa* of taxa¥l
Relative abundance Total Lactobacillus 143 (98.62) 98.55 (69.75-99.90) 85 (97.70) 99.18 (53.04-99.90) 22 (100.00) 98.46 (91.64-99.82) 1.00 0.91
of bacterial groups Total BV associated 109 (75.17) 0.82 (0.09-20.44) 62 (71.26) 0.64 (0-46-32) 19 (86.36) 1.14 (0.18-8.23) 0.18 0.74
(%) Total pathobionts 34 (23.45) 0 (0-0) 20 (22.99) 0 (0-0) 4 (18.18) 0 (0-0) 0.78 0.73
Total other bacteria 50 (34.48) 0 (0-0.18) 35 (40.23) 0 (0-0.09) 10 (45.45) 0 (0-0.09) 0.81 0.89
Relative abundance of Lactobacillus crispatus 125 (86.21) 2.00 (0.18-79.29) 71 (81.61) 1.09 (0.17-16.71) 18 (81.82) 1.73 (0.09-68.84) 1.00 0.84
) i Lactobacillus gasseri 47 (32.41) 0 (0-0.18) 31 (35.63) 0 (0-0.64) 5 (22.73) 0 (0-0) 0.32 0.28
species of Lactobacillus

(%) Lactobacillus iners 82 (56.55) 0 (0-48.59) 63 (72.41) 21.98 (0-78.11) 13 (59.09) 16.21 (0-79.93) 0.30 0.76
Lactobacillus jensenii 53 (36.55) 0 (0-3.09) 24 (27.59) 0 (0-0.02) 9 (40.91) 0 (0-4.81) 0.30 0.30
Aerococcus 24 (16.55) 0.82 (0.27-3.27) 18 (20.69) 1.27 (0.54-1.81) 3 (13.64) 0.36 (0.18-0.36) 0.34 0.08
Atopobium vaginae 44 (30.34) 3.04 (0.27-14.17) 28 (32.18) 7.58 (0.77-13.81) 4 (18.18) 2.04 (1.14-7.81) 0.30 0.53

Bifidobacterium breve 14 (9.66) 1.45 (0.27-31.70) 7 (8.05) 3.63 (0.36-10.90) 0 0.00 0.34
Clostridiales BVAB2 11 (7.59) 2.36 (0.54-6.12) 10 (11.49) 1.68 (0.27-3.63) 2 (9.09) 2.45 (0.27-0.46) 1.00 0.83
Dialister 34 (23.45) 0.27 (<0.1-0.72) 29 (33.33) 0.27 (0.18-0.82) 2 (9.09) 0.86 (0.18-1.54) 0.03 0.78
Gardnerella vaginalis 57 (39.31) 15.44 (0.91-33.51) 33 (37.93) 18.62 (0.64-35.06) 10 (45.45) 11.26 (1.72-19.16) 0.63 0.22
Lachnospiracea BVAB1 3 (2.07) 0.18 (<0.1-32.97) 4 (4.60) 16.03 (0.14-48.82) 1 (4.55) 16.26 1.00 1.00
Relative abundance Megasphaera 21 (14.48) 9.90 (6.09-12.81) 18 (20.69) 10.40 (3.54-12.26) 3 (13.64) 19.26 (11.90-21.44) 0.56 0.04
oftaxa of interest Mobiluncus 4 (2.76) 0.18 (<0.1-0.50) 2 (2.30) 0.59 (0.27-0.91) 2 (9.09) 6.90 (0.27-13.5) 0.18 0.68
(%) (median, IQR) Mycoplasma 2 (1.38) 0.91 (0.82-1.00) 4 (4.60) 0.45 (<0.1-0.90) 1 (4.55) 0.18 1.00 1.00
Parvimonas 15 (10.34) 0.63 (0.18-2.36) 12 (13.79) 0.45 (<0.1-1.18) 2 (9.09) 0.59 (0.27-0.91) 0.73 0.85
Peptoniphilus 26 (17.93) 0.18 (0.18-0.45) 21 (24.14) 0.18 (<0.1-0.54) 6 (27.27) <0.1 (<0.1-0.18) 0.79 0.22
Prevotella 57 (39.31) 0.91 (0.27-6.99) 42 (48.28) 2.86 (0.18-11.35) 7 (31.82) 0.54 (0.18-0.91) 0.23 0.40
Porphyromonas species 7 (4.83) 0.18 (<0.1-0.99) 12 (13.79) 0.18 (<0.1-1.45) 1 (4.55) 0.45 0.46 0.41
Sneathia species 14 (9.66) 4.77 (1.18-10.90) 15 (17.24) 1.81 (0.36-6.17) 2 (9.09) 3.45 (0.18-6.72) 0.52 0.82
Streptococcus species 19 (13.10) 0.27 (<0.1-10.8) 10 (11.49) 0.13 (<0.1-0.27) 2 (9.09) <0.1 (<0.1-<0.1) 1.00 0.23

BVABTM7-H1 2 (1.38) 7.20 (2.0-12.3) 0 0.00 1 (4.55) 0.36 0.20
Ureaplasma species 26 (17.93) 0.22 (0.18-0.45) 11 (12.64) <0.1 (<0.1-0.36) 7 (31.82) <0.1 (<0.1-0.45) 0.05 0.84










Number of 

samples with 

taxa

% of samples 

with taxa

MedianIQR

Number of 

samples with 

taxa

% of samples 

with taxa

MedianIQR

Number of 

samples with 

taxa

% of samples 

with taxa

MedianIQR

Presence/ 

absence of 

taxa*

Relative 

abdundance 

of taxa¶

Total Lactobacillus

143(98.62) 98.55(69.75-99.90) 85(97.70) 99.18(53.04-99.90) 22(100.00) 98.46(91.64-99.82) 1.00 0.91

Total BV associated

109(75.17) 0.82(0.09-20.44) 62(71.26) 0.64(0-46-32) 19(86.36) 1.14(0.18-8.23) 0.18 0.74

Total pathobionts

34(23.45) 0(0-0) 20(22.99) 0(0-0) 4(18.18) 0(0-0) 0.78 0.73

Total other bacteria

50(34.48) 0(0-0.18) 35(40.23) 0(0-0.09) 10(45.45) 0(0-0.09) 0.81 0.89

Lactobacillus crispatus 125(86.21) 2.00(0.18-79.29) 71(81.61) 1.09(0.17-16.71) 18(81.82) 1.73(0.09-68.84) 1.00 0.84

Lactobacillus gasseri 47(32.41) 0(0-0.18) 31(35.63) 0(0-0.64) 5(22.73) 0(0-0) 0.32 0.28

Lactobacillus iners 82(56.55) 0(0-48.59) 63(72.41) 21.98(0-78.11) 13(59.09) 16.21(0-79.93) 0.30 0.76

Lactobacillus jensenii

53(36.55) 0(0-3.09) 24(27.59) 0(0-0.02) 9(40.91) 0(0-4.81) 0.30 0.30

Aerococcus

24(16.55) 0.82(0.27-3.27) 18(20.69) 1.27(0.54-1.81) 3(13.64) 0.36(0.18-0.36) 0.34 0.08

Atopobium vaginae

44(30.34) 3.04(0.27-14.17) 28(32.18) 7.58(0.77-13.81) 4(18.18) 2.04(1.14-7.81) 0.30 0.53

﻿

Bifidobacterium ﻿breve 

14(9.66) 1.45(0.27-31.70) 7(8.05) 3.63(0.36-10.90) 00.00 0.34

﻿

Clostridiales BVAB2

11(7.59) 2.36(0.54-6.12) 10(11.49) 1.68(0.27-3.63) 2(9.09) 2.45(0.27-0.46) 1.00 0.83

﻿Dialister 34(23.45) 0.27(<0.1-0.72) 29(33.33) 0.27(0.18-0.82) 2(9.09) 0.86(0.18-1.54)

0.03

0.78

﻿Gardnerella vaginalis 

57(39.31) 15.44(0.91-33.51) 33(37.93) 18.62(0.64-35.06) 10(45.45) 11.26(1.72-19.16) 0.63 0.22

﻿

Lachnospiracea BVAB1 3(2.07) 0.18(<0.1-32.97) 4(4.60) 16.03(0.14-48.82) 1(4.55) 16.26 1.00 1.00

﻿Megasphaera

21(14.48) 9.90(6.09-12.81) 18(20.69) 10.40(3.54-12.26) 3(13.64) 19.26(11.90-21.44) 0.56

0.04

Mobiluncus

4(2.76) 0.18(<0.1-0.50) 2(2.30) 0.59(0.27-0.91) 2(9.09) 6.90(0.27-13.5) 0.18 0.68

Mycoplasma 2(1.38) 0.91(0.82-1.00) 4(4.60) 0.45(<0.1-0.90) 1(4.55) 0.18 1.00 1.00

﻿

Parvimonas 15(10.34) 0.63(0.18-2.36) 12(13.79) 0.45(<0.1-1.18) 2(9.09) 0.59(0.27-0.91) 0.73 0.85

Peptoniphilus

26(17.93) 0.18(0.18-0.45) 21(24.14) 0.18(<0.1-0.54) 6(27.27) <0.1(<0.1-0.18) 0.79 0.22

﻿Prevotella

57(39.31) 0.91(0.27-6.99) 42(48.28) 2.86(0.18-11.35) 7(31.82) 0.54(0.18-0.91) 0.23 0.40

﻿

Porphyromonas

 species 7(4.83) 0.18(<0.1-0.99) 12(13.79) 0.18(<0.1-1.45) 1(4.55) 0.45 0.46 0.41

﻿Sneathia 

species 14(9.66) 4.77(1.18-10.90) 15(17.24) 1.81(0.36-6.17) 2(9.09) 3.45(0.18-6.72) 0.52 0.82

Streptococcus species 19(13.10) 0.27(<0.1-10.8) 10(11.49) 0.13(<0.1-0.27) 2(9.09) <0.1(<0.1-<0.1) 1.00 0.23

BVAB TM7-H1

2(1.38) 7.20(2.0-12.3) 00.00 1(4.55) 0.36 0.20

﻿Ureaplasma

 species

26(17.93) 0.22(0.18-0.45) 11(12.64) <0.1(<0.1-0.36) 7(31.82) <0.1(<0.1-0.45) 0.05 0.84
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Supplementary table 1

		Findings associated with PTB				Romero 20145		DiGiulio 20159		Subramania 201610		Nelson 		Kindinger 201712		Callahan 201713		Stout 		Freitas 201815		Tabatanaei 201816		Brown 201917		Elovitz 		Fettweis 2019 18

												201611						201714								2019 8

		Global sample assessments		Species richness																↑				↑

				Species diversity (alpha diversity)				↑												↑								↑

				Species evenness														

				Community State Types (CSTs)				IV (mixed)						III ( L.iners)								IV (mixed)				IV (mixed)		Non LCr

				Group according to relative abundance of Lactobacillus												Low RA of Lactos								Low RA of Lactos

				Total bacterial load																↑						

		Relative abundance of specific taxa		Lactobacillus species																				

				Lactobacillus crispatus																								

				Lactobacillus iners										↑												↑		

				Lactobacillus jensenii																								

				Lactobacillus gasseri																								

				Aerococcus												↑												↑

				Atopobium vaginae												↑										↑		

				﻿Bifidobacterium ﻿breve 																						

				﻿Clostridiales BVAB2																								↑

				﻿Dialister												↑								↑				↑

				﻿Gardnerella vaginalis 				↑								↑												

				﻿Lachnospiracea BVAB1																								↑

				Mageeibacillus indolicus																						↑

				﻿Megasphaera																↑						↑		↑

				Mobiluncus												↑				↑						↑

				Mycoplasma												↑				↑								

				﻿Parvimonas																↑								↑

				Peptoniphilus												↑				↑				↑		

				﻿Prevotella												↑				↑				↑				↑

				﻿Porphyromonas species																↑						↑

				﻿Sneathia species																						↑		↑

				Streptococcus species												↑				↑				↑				

				TM7-H1																								↑

				﻿Ureaplasma  species				↑																				

		Change in VMB		Change in diversity																								↑

				Community instability										↑		↑		↑						↑				

				Change in richness																				↑





Supplementary table 2

		Exclusions for low risk cohort		Definition

		Medical condition considerably affecting health		Referral to specialist antenatal clinic for medical condition by ‘booking midwife’ (first healthcare professional who met woman in pregnancy and took a detailed history)

		Significant cervical surgery		1x LLETZ over 10mm or

				≥ 2 LLETZ or

				knife cone biopsy

		Previous severe pregnancy pathology		Previous gestational diabetes, preeclampsia requiring magnesium sulphate or gestational hypertension requiring antihypertensives





Demographics for main paper

		"/Users/laura/OneDrive/Documents/OOPR/Microbiome/BJOG 28.4.20.dta" this one used in paper

						Low-risk pregnancy				High-risk pregnancy  								P value LR vs HR		P value HR term vs HR preterm

						Term birth n=145				Term birth n=87				Early sPTB or PPROM n=22								Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic

		Age (years)		mean (SD)		31.1		(4.5)		30.0		(4.5)		31.4		(5.4)		0.145		0.211		Continuous		yes 		ANOVA for within HR, ttest for when 2 groups				Rsquared 0.0129 

		BMI ﻿(kg/m2) *		median (IQR)		24.5		(22-29)		25		(22-28)		27.5		(22-35)		0.619		0.139		Continuous		no 		kruskal-wallis with ties		2		X2 

		Current smoker *		number (%)		15		(10.6)		15		(17.4)		5		(23.8)		0.096		0.537		Proportional		na		Fishers exact

		Ethnicity (%)		White		139		(95.9)		81		(93.1)		22		(100.0)		0.540		0.732		Proportional		na		Fishers exact

				Black		3		(2.1)		4		(4.6)		0		0.0

				Asian		0		0.0		0		0.0		0		0.0

				Other		2		(1.4)		0		0.0		0		0.0

				Not recorded		1		(0.1)		2		(2.3)		0		0.0

		Parity (%)		0		0		0.00		9		(10.34)		1		(4.55)		0.000		0.017				na		Fishers exact

				1		102		(70.34)		43		(49.43)		10		(45.45)

				2		36		(24.83)		27		(31.03)		4		(18.18)

				≥ 3		7		(4.83)		8		(9.20)		7		(31.82)

		Number of previous PPROM or sPTB <34 weeks (%)		1						79		(90.8)		15		(68.2)		na		0.012		Proportional		na		Fishers exact

				﻿≥ 2						8		(9.2)		7		(31.8)

		Previous cervical surgery 		Nil significant		131		(90.3)		79		(90.8)		17		(77.3)		na		0.033		Proportional

				Single LLETZ		14		(9.7)		7		(8.0)		2		(9.1)								na		Fishers exact

				Multiple LLETZ or knife cone						1		(1.1)		3		(13.6)

		Gestational age at first valid VMB sample (weeks)		median and IQR		16+5		(16+2-17+1)		16+2		(16+0-16+6)		16+3		(15+6-17+3)		0.000		0.794		Continuous		no 		kruskal-wallis with ties

		Cervical length*  (mm)                  (median and IQR)		16 weeks		41		(36-47.1)		35.5		(31-42)		36		(26.5-43.5)		0.000		0.578		Continuous		no		kruskal-wallis with ties

				20 weeks		41		(37-45)		35		(30-40)		30		(26-37)		0.000		0.097		Continuous		no		kruskal-wallis with ties

		qfFN* (ng/ml)                                   (median and IQR)		16 weeks		7		(5-16)		7		(5-22)		9		(6-23.5)		0.766		0.410		Continuous		no		kruskal-wallis with ties

				20 weeks		7		(5-12)		7		(5-14)		7		(6-12)		0.274		0.914		Continuous		no		kruskal-wallis with ties

		Preterm birth prevention treatment used after study visit		None		139		(100.0)		61		(70.1)		17		(77.3)		na		0.097		Proportional		na		Fishers exact

				Cervical cerclage						4		(4.6)		2		(9.1)

				Progesterone						2		(2.3)		1		(4.5)

				Arabin pessary						20		(23.0)		2		(9.1)

		Antimicrobial in pregnancy prior to sampling (%)		None		115		(79.3)		65		(74.7)		17		(77.3)		0.895		0.038

				Metronidazole or clindamycin		0		0.0		4		(4.6)		1		(4.5)

				Other antibiotic		21		(14.5)		9		(10.3)		3		(13.6)

				Clotrimazole		1		(0.7)		0		0.0		0		0.0

				Not recorded/ unsure		8		(5.5)		9		(10.3)		1		(4.5)

		Gestational age at PPROM (weeks)		median and range										31+1		18+0-33+6		na		na				no		kruskal-wallis with ties		1		X2 

		Gestational age at birth (weeks)		median and range		40+1		(39+0-41+6)		38+6		37+0-41+5		31+5		18+0-35+5

		Birthweight (g)*		mean (SD)		3594		(439)		3234		(489)		1778		(673)

																						Proportional		na		Fishers exact











		GROW birthweight centile		median and IQR		44.7		(23.2-71.0)		35.5		(18.6-62.1)		36.9		(16.2-54.6)		0.06		0.931		Continuous		no		kruskal-wallis with ties		2		X2 

		Gender of infant		Male		71		(49.0)		41		(47.1)		16		(72.7)		0.46		0.017		Proportional		na		Fishers exact

				Female		74		(51.0)		45		(51.7)		5		(22.7)

				Unknown		0		0.0		1		(1.1)		1		(4.5)



		* BMI has 1 missing value for low risk and 1 for high risk term birth. Smoking has 3 missing values for low risk, and 1 each for high risk term and preterm <34 weeks. Birthweight has 2 missing values for high risk term and 2 missing values for high risk preterm <34 weeks. CL at 16 weeks n=80 for HR-term, n=13 HR late preterm, n=20 HR early preterm, n=136 low risk. CL at 20 weeks HR term n=79, HR late preterm n=19, HR early preterm n=14, LR n=135. qfFN at 16 weeks HR term n=77, HR late preterm n=12, HR early preterm n=20, low risk n=142. qfFN at 20 weeks HR term n=75, HR late preterm n=13, HR early preterm n=19, LR term n=136

		^ "Nil significant" cervical surgery contains no surgery and women with cervical cautery/ punch biopsy only. P value based on high risk women only. Low risk women with multiple LLETZ or Knife cone biopsies were excluded from the study

		& 12 early events and 2 late events associated with PPROM

						Low risk pregnancy				High risk pregnancy  

						Birth ≥ 39 weeks n=139				Birth ≥ 37 weeks n=86												Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic		n

		Antimicrobial in pregnancy prior to sampling		None		112				61

				Metronidazole or clindamycin		0				4

				Other antibiotic		21				10

				Clotrimazole		1				0

				Not recorded		5				11

		Index of multiple deprivation score quintile (%)		1 (most deprived)		74		(51.0)		50		(57.5)		15		(68.2)		0.317		0.830		Proportional

				2		19		(13.1)		6		(6.9)		2		(9.1)

				3		24		(16.6)		9		(10.3)		2		(9.1)

				4		20		(13.8)		11		(12.6)		2		(9.1)

				5 (least deprived)		7		(4.8)		6		(6.9)		0		0.0

				Not recorded		1		(0.7)		5		(5.7)		1		(4.5)





Demographics in supp table 3

		Users/laura/OneDrive/Documents/OOPR/Microbiome/WholeCohortOfInterest3.2.20.dta this one used in paper

						Low risk pregnancy birth ≥ 39 weeks n=145				High risk pregnancy birth ≥ 37 weeks n=87				High risk pregnancy event 34+0-36+6 weeks n=14				High risk pregnancy event <34 weeks n=22				P value LR vs all HR		P value within HR		P value HR ≥ 37 vs <34 weeks		Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic

		Age (years)		mean (SD)		31.1		(4.5)		30.0		(4.5)		30.4		(5.0)		31.4		(5.4)		0.14		0.46		0.21		Continuous		yes 		ANOVA for within HR, ttest for when 2 groups				Rsquared 0.0129 

		BMI ﻿(kg/m2) *		median (IQR)		24.5		(22-29)		25		(22-28)		25.5		(21-30)		27.5		(22-35)		0.58		0.33		0.14		Continuous		no 		kruskal-wallis with ties		2		X2 

		Current smoker *		number (%)		15		(10.6)		15		(17.4)		6		(42.9)		5		(23.8)		0.02		0.54		0.54		Proportional		na		Fishers exact

		Ethnicity (%)		White		139		(95.9)		81		(93.1)		12		(85.7)		22		(100.0)		0.30		0.41		0.73		Proportional		na		Fishers exact

				Black		3		(2.1)		4		(4.6)		1		(7.1)		0		0.0

				Asian		0		0.0		0		0.0		0		0.0		0		0.0

				Other		2		(1.4)		0		0.0		0		0.0		0		0.0

				Not recorded		1		(0.1)		2		(2.3)		1		(7.1)		0		0.0

		Index of multiple deprivation score quintile (%)		1 (most deprived)		74		(51.0)		50		(57.5)		8		(57.1)		15		(68.2)		0.37		0.785		0.83		Proportional		na		Fishers exact

				2		19		(13.1)		6		(6.9)		3		(21.4)		2		(9.1)

				3		24		(16.6)		9		(10.3)		1		(7.1)		2		(9.1)

				4		20		(13.8)		11		(12.6)		1		(7.1)		2		(9.1)

				5 (least deprived)		7		(4.8)		6		(6.9)		0		0.0		0		0.0

				Not recorded		1		(0.7)		5		(5.7)		1		(7.1)		1		(4.5)

		Number of previous PPROM or sPTB <34 weeks (%)		1						79		(90.8)		8		(57.1)		15		(68.2)		na		0.001		0.012		Proportional		na		Fishers exact

				﻿≥ 2						8		(9.2)		6		(42.9)		7		(31.8)

		Previous cervical surgery ^		Nil significant		131		(90.3)		79		(90.8)		11		(78.6)		17		(77.3)		na		0.03		0.033		Proportional

				Single LLETZ		14		(9.7)		7		(8.0)		1		(7.1)		2		(9.1)										na		Fishers exact

				Multiple LLETZ or knife cone						1		(1.1)		2		(14.3)		3		(13.6)

		Gestational age at sample (weeks) **		median and range**		16+5		(16+0-21+2)		16+2		(15+1-21+6)		16+3		(15+4-20+6)		16+3		(15+2-19+4)		0.00		0.9606		0.7939		Continuous		no 		kruskal-wallis with ties

		Preterm birth prevention treatment used after study visit		None		139		(100.0)		61		(70.1)		8		(57.1)		17		(77.3)		na		0.104		0.097		Proportional		na		Fishers exact

				Cervical cerclage						4		(4.6)		1		(7.1)		1		(4.5)

				Progesterone						2		(2.3)		2		(14.3)		1		(4.5)

				Arabin pessary						20		(23.0)		3		(21.4)		2		(9.1)

				Progesterone and cerclage						0		0.0		0		0.0		1		(4.5)

		Gestational age at PPROM (weeks)&		median and range										35+6		34+0-36+6		31+1		18+0-33+6		not applicable		not applicable		not applicable				no		kruskal-wallis with ties		1		X2 

		Gestational age at birth (weeks)		median and range		40+1		(39+0-41+6)		38+6		37+0-41+5		35+6		34+4-37+1		31+5		18+0-35+5

		Birthweight (g)*		mean (SD)		3594		439.0		3234		489.0		2602		379.0		1778		673.0

		GROW birthweight centile		median and IQR		44.7		(23.2-71.0)		35.5		(18.6-62.1)		24.6		(9.6-52.3)		36.9		(16.2-54.6)		0.06		0.6324		0.931		Continuous		no		kruskal-wallis with ties		2		X2 

		Gender of infant		Male		71		(49.0)		41		(47.1)		7		(50.0)		16		(72.7)		0.46		0.051		0.017		Proportional		na		Fishers exact

				Female		74		(51.0)		45		(51.7)		7		(50.0)		5		(22.7)

				Unknown		0		0.0		1		(1.1)		0		0.0		1		(4.5)

		Cervical length at 16 weeks (mm)		median and IQR		41		(36-47.1)		35.5		(31-42)		35		(29-40)		36		(26.5-43.5)		0.0001		0.77		0.58		Continuous		no		kruskal-wallis with ties

		Cervical length at 20 weeks (mm)		median and IQR		41		(37-45)		35		(30-40)		31		(23-35)		30		(26-37)		0.0001		0.03		0.10		Continuous		no		kruskal-wallis with ties

		qfFN at 16 weeks		median and IQR		7		(5-16)		7		(5-22)		12		(6-45)		9		(6-23.5)		0.77		0.57		0.41		Continuous		no		kruskal-wallis with ties

		qfFN at 20 weeks		median and IQR		7		(5-12)		7		(5-14)		20		(7-42)		7		(6-12)		0.27		0.42		0.91		Continuous		no		kruskal-wallis with ties



		* BMI has 1 missing value for low risk and 1 for high risk term birth. Smoking has 3 missing values for low risk, and 1 each for high risk term and preterm <34 weeks. Birthweight has 2 missing values for high risk term and 2 missing values for high risk preterm <34 weeks. CL at 16 weeks n=80 for HR-term, n=13 HR late preterm, n=20 HR early preterm, n=136 low risk. CL at 20 weeks HR term n=79, HR late preterm n=19, HR early preterm n=14, LR n=135. qfFN at 16 weeks HR term n=77, HR late preterm n=12, HR early preterm n=20, low risk n=142. qfFN at 20 weeks HR term n=75, HR late preterm n=13, HR early preterm n=19, LR term n=136

		^ "Nil significant" cervical surgery contains no surgery and women with cervical cautery/ punch biopsy only. P value based on high risk women only. Low risk women with multiple LLETZ or Knife cone biopsies were excluded from the study

		** p value based on high risk only (as targetted normality values at 16 weeks in low risk cohort)

		& 12 early events and 2 late events associated with PPROM

						Low risk pregnancy				High risk pregnancy  

						Birth ≥ 39 weeks n=139				Birth ≥ 37 weeks n=86				High risk pregnancy event <34 weeks n=21										P value 

Laura Goodfellow: Laura Goodfellow:
This p value is within high risk group only (we know these are predictors so not applicable to include LR)				Data type		Normally distributed		Stats test used		Degrees of freedom		Test statistic		n

		Antimicrobial in pregnancy prior to sampling		None		112				61

				Metronidazole or clindamycin		0				4

				Other antibiotic		21				10

				Clotrimazole		1				0

				Not recorded		5				11

						Low-risk pregnancy birth ≥ 39 weeks n=145				High-risk pregnancy birth ≥ 37 weeks n=87				High-risk pregnancy sPTB or PPROM <34 weeks n=22				P value within HR

		Parity (%)		0		0		0.00		9		(10.34)		1		(4.55)		0.017

				1		102		(70.34)		43		(49.43)		10		(45.45)

				2		36		(24.83)		27		(31.03)		4		(18.18)

				≥ 3		7		(4.83)		8		(9.20)		7		(31.82)

		Type of previous PTB (all under 34 weeks) (%)		None		145		(100.0)		0		0.0		0		0.0		0.003

				sPTB (≥1)						56		(64.4)		6		(27.3)

				PPROM  (≥1)						28		(32.2)		13		(59.1)

				≥1 pregnancy with PPROM and ≥1 pregnancy with sPTB						3		(3.4)		3		(13.6)

		Previous late miscarriage (16+0-23+6 weeks) (%)		None		145		(100.0)		69		(79.3)		20		(90.9)		0.134

				1						17		(19.5)		1		(4.5)

				≥2						1		(1.1)		1		(4.5)

		Cervical length (mm) (median and IQR)*		16 weeks		41		(36-47.1)		35.5		(31-42)		36		(26.5-43.5)		0.58

				20 weeks		41		(37-45)		35		(30-40)		30		(26-37)		0.10

		Quantitative fetal fibronectin (ng/ml) (median and IQR)*		16 weeks		7		(5-16)		7		(5-22)		9		(6-23.5)		0.77

				20 weeks		7		(5-12)		7		(5-14)		7		(6-12)		0.27

		Antimicrobial in pregnancy prior to sampling (%)		None		115		(79.3)		65		(74.7)		17		(77.3)		0.895		0.038

				Metronidazole or clindamycin		0		0.0		4		(4.6)		1		(4.5)

				Other antibiotic		21		(14.5)		9		(10.3)		3		(13.6)

				Clotrimazole		1		(0.7)		0		0.0		0		0.0

				Not recorded/ unsure		8		(5.5)		9		(10.3)		1		(4.5)

		* CL at 16 weeks n=80 for HR-term, n=20 HR early preterm, n=136 low risk. CL at 20 weeks HR term n=79, HR late preterm n=19, HR early preterm n=14, LR n=135. qfFN at 16 weeks HR term n=77, HR late preterm n=12, HR early preterm n=20, low risk n=142. qfFN at 20 weeks HR term n=75, HR late preterm n=13, HR early preterm n=19, LR term n=136

						Low-risk pregnancy birth ≥ 39 weeks n=145				High-risk pregnancy birth ≥ 37 weeks n=87				High-risk pregnancy sPTB or PPROM <34 weeks n=22				P value LR vs HR		P value within HR

		Index of multiple deprivation score quintile (%)		1 (most deprived)		74		(51.0)		50		(57.5)		15		(68.2)		0.317		0.830

				2		19		(13.1)		6		(6.9)		2		(9.1)

				3		24		(16.6)		9		(10.3)		2		(9.1)

				4		20		(13.8)		11		(12.6)		2		(9.1)

				5 (least deprived)		7		(4.8)		6		(6.9)		0		0.0

				Not recorded		1		(0.7)		5		(5.7)		1		(4.5)

		Type of previous PTB (all under 34 weeks) (%)		None		145		(100.0)		0		0.0		0		0.0		not applicable		0.003

				sPTB (≥1)						56		(64.4)		6		(27.3)

				PPROM  (≥1)						28		(32.2)		13		(59.1)

				≥1 pregnancy with PPROM and ≥1 pregnancy with sPTB						3		(3.4)		3		(13.6)

		Previous late miscarriage (16+0-23+6 weeks) (%)		None		145		(100.0)		69		(79.3)		20		(90.9)		not applicable		0.134

				1						17		(19.5)		1		(4.5)

				≥2						1		(1.1)		1		(4.5)





Old table 2

						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)								Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks (early preterm) n=22				p value* for difference   HR ≥ 37 vs <34 weeks		OR		95% CI				P		OR		95% CI				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)		0.39		(0.08-0.54)		0.19		(0.05-0.45)		0.35		0.34		(0.06		-1.99)		0.23		0.29		(0.04		-2.18)		0.23						0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)		7		(4-15)		8		(5-14)		0.60		1.00		(0.94		-1.06)		0.98		0.99		(0.93		-1.06)		0.79						0.99		0.03		-0.27		0.79		0.93		1.06

		VMB group (n, %)		Lcr 		39		(26.9)		17		(19.5)		6		(27.3)		0.63		Comparator								Comparator												base outcome

				Li		32		(22.1)		28		(32.2)		8		(36.4)				0.81		(0.24		-2.74)		0.73		0.59		(0.15		-2.35)		0.46						0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)		16		(18.4)		5		(22.7)				0.89		(0.23		-3.48)		0.86		0.86		(0.18		-4.03)		0.85						0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)		14		(16.1)		1		(4.5)				0.20		(0.02		-1.89)		0.16		0.16		(0.01		-1.87)		0.14						0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)		12		(13.8)		2		(9.1)				0.47		(0.08		-2.75)		0.40		0.48		(0.07		-3.25)		0.45						0.48		0.47		-0.75		0.45		0.07		3.25

		CST (n, %)		I (L. crispatus)		43		(29.7)		17		(19.5)		6		(27.3)		0.85		Comparator								Comparator												base outcome

				II (L. gasseri)		16		(11.0)		9		(10.3)		2		(9.1)				0.63		(0.10		-3.78)		0.61		0.38		(0.04		-3.95)		0.42						0.38		0.46		-0.81		0.42		0.04		3.95

				III (L. iners)		31		(21.4)		26		(29.9)		7		(31.8)				0.76		(0.22		-2.66)		0.67		0.55		(0.13		-2.24)		0.40						0.55		0.39		-0.84		0.40		0.13		2.24

				IV (mixed non Lactos)		35		(24.1)		25		(28.7)		4		(18.2)				0.45		(0.11		-1.85)		0.27		0.43		(0.09		-2.01)		0.29						0.43		0.34		-1.06		0.29		0.09		2.01

				V (L. jensenii)		20		(13.8)		10		(11.5)		3		(13.6)				0.85		(0.17		-4.17)		0.84		0.94		(0.17		-5.12)		0.94						0.94		0.81		-0.07		0.94		0.17		5.12

		Group according to Lactobacillus dominance (n, %)		Lactobacillus dominance		105		(72.4)		61		(70.1)		19		(86.4)		0.28		Comparator								Comparator												base outcome

				Intermediate		14		(9.7)		5		(5.7)		1		(4.5)				0.64		(0.07		-5.84)		0.69		0.91		(0.09		-9.36)		0.94						0.21		0.24		-1.34		0.18		0.02		2.07

				Lactobacillus deplete		26		(17.9)		21		(24.1)		2		(9.1)				0.31		(0.07		-1.42)		0.13		0.29		(0.05		-1.53)		0.14						0.62		0.54		-0.55		0.58		0.11		3.45

						Low risk pregnancy birth ≥ 39 weeks n=129				High risk pregnancy birth ≥ 37 weeks n=71				High risk pregnancy event <34 weeks n=17				P value HR ≥ 37 vs <34 weeks		OR		95% CI				P>|z|		OR		95% CI				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)		46		(64.8)		12		(70.6)		0.58		Comparator								Comparator												base outcome

				Different lactobacilli		3		(2.3)		1		(1.4)		1		(5.9)				3.83		(0.22		-65.85)		0.35		4.40		(0.19		-104)		0.36						4.40		7.09		0.92		0.36		0.19		103.97		5.228245		9.775099		0.88		0.376		0.1339335		204.0905

				Remain non-LD		29		(22.5)		12		(16.9)		1		(5.9)				0.32		(0.04		-2.71)		0.30		0.42		(0.04		-4.11)		0.46						0.42		0.49		-0.74		0.46		0.04		4.11		0.4138113		0.5061794		-0.72		0.471		0.0376358		4.549914

				Non-LD to LD		7		(5.4)		8		(11.3)		2		(11.8)				0.96		(0.18		-5.11)		0.96		0.96		(0.16		-5.90)		0.97						0.96		0.89		-0.04		0.97		0.16		5.90		0.6703158		0.6558156		-0.41		0.683		0.0985124		4.561083

				LD to non-LD		7		(5.4)		4		(5.6)		1		(5.9)				0.96		(0.10		-9.38)		0.97		0.41		(0.02		-7.21)		0.54						0.41		0.60		-0.61		0.54		0.02		7.21		0.2652442		0.4035491		-0.87		0.383		0.0134464		5.232212



		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for Simpson and Richness and Fisher's exact test for remainder

																																				0.91		1.08		-0.08		0.94		0.09		9.36

																				0.64		0.72		-0.39		0.69		0.07		5.84						0.29		0.25		-1.46		0.14		0.05		1.53

																				0.31		0.24		-1.51		0.13		0.07		1.42





For forest plot

		Continuous assessment of every sample    

		Richness (n)		0.99		0.93		(0.93-1.06)

		Simpson diversity (1-D)		0.29		0.04		(0.04-2.18)

		VMB type 

		Lcr 		1.00		1.00		1

		Li		0.59		0.15		(0.15-2.35)

		Lo		0.86		0.18		(0.18-4.03)

		LA and BL		0.16		(0.01		(0.01-1.87)

		BV		0.48		0.07		(0.07-3.25)

		Community State Type

		I (L. crispatus)		1.00		1.00		1

		II (L. gasseri)		0.38		0.04		3.95

		III (L. iners)		0.55		0.13		2.24

		IV (mixed non Lactos)		0.43		0.09		2.01

		V (L. jensenii)		0.94		0.17		5.12

		Group according to Lactobacillus relative abundance            

		Lactobacillus dominance (>75%)		1.00		1.00		1

		Intermediate (25-74.9%)		0.91		0.09		9.36

		Lactobacillus deplete (<25%)		0.29		0.05		1.53

		Change in VMB between 16 and 20 weeks gestation*** (stability)                                                                             

		Same Lactobacilli		1.00		1.00		1.53

		Different Lactobacilli		4.40		0.19		104

		Remain non-LD		0.42		0.04		4.11

		Non-LD to LD		0.96		0.16		5.90

		LD to non-LD		0.41		0.02		7.21

		Continuous assessment of every sample    

		Bacterial load concentration (log10 cells/μl)		1.897		1.01		3.56

		Bacterial group

		Total Lactobacillus		1.01		0.99		1.03

		Total Lactobacillus		2.35		1.2		4.61

		Total BV associated		0.98		0.96		1.00

		Total BV associated		1.19		0.82		1.71

		Total pathobionts		0.65		0.08		5.03

		Total pathobionts		0.75		0.22		2.6

		Total other bacteria		0.51		0.10		2.76

		Total other bacteria		0.99		0.53		1.88

		Taxa of interest with potential link to PTB

		L. iners		1.01		0.99		1.03

		L. iners		1.77		0.94		3.35

		L. crispatus		1.01		1		1.02

		L. crispatus		1.75		1.05		2.91

		Megasphaera

		Megasphaera

		Bifidobacterium breve

		Bifidobacterium breve

		BVAB TM7

		BVAB TM8

		Ureaplasma		2.74		0.21		36.44

		Ureaplasma		2.72		0.38		19.27

		Allocation of high risk groups to quartiles of low risk group

		Quartile of total bacterial load		1.63		0.93		2.86







		Quartile of total Lactobacillus		2.61		1.27		(1.27-5.33)







		Quartile of L. iners		2.13		0.96		(0.96-4.71)









		Quartile of L. crispatus		2.321423		1.09		(1.09-4.97)













New table 2 for paper

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)										Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks (early preterm) n=22								p value* for difference   HR ≥ 37 vs <34 weeks		OR				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.351		0.29				0.23						0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)						7		(4-15)						8		(5-14)						0.599		0.99				0.79						0.99		0.03		-0.27		0.79		0.93		1.06

		VMB type (n, %)		Lcr 		39		(26.9)						17		(19.5)						6		(27.3)						0.630		Comparator										base outcome

				Li		32		(22.1)						28		(32.2)						8		(36.4)								0.59				0.46						0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)						16		(18.4)						5		(22.7)								0.86				0.85						0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)						14		(16.1)						1		(4.5)								0.16				0.14						0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)						12		(13.8)						2		(9.1)								0.48				0.45						0.48		0.47		-0.75		0.45		0.07		3.25

																																										base outcome

																																										0.38		0.46		-0.81		0.42		0.04		3.95

																																										0.55		0.39		-0.84		0.40		0.13		2.24

																																										0.43		0.34		-1.06		0.29		0.09		2.01

																																										0.94		0.81		-0.07		0.94		0.17		5.12

		Group according to Lactobacillus dominance (n, %)		Lactobacillus dominance		105		(72.4)						61		(70.1)						19		(86.4)						0.277		Comparator										base outcome

				Intermediate		14		(9.7)						5		(5.7)						1		(4.5)								0.91				0.94						0.21		0.24		-1.34		0.18		0.02		2.07

				Lactobacillus deplete		26		(17.9)						21		(24.1)						2		(9.1)								0.29				0.14						0.62		0.54		-0.55		0.58		0.11		3.45

		Relative abundance of bacterial groups (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)						99.18		(53.67-99.90)						98.46		(91.64-99.82)						0.775												OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

				Total BV associated		3.00		(0.54-45.32)						2.72		(0.45-64.12)						1.73		(0.27-18.62)						0.258												base outcome

				Total pathobionts		0.18		(<0.1-0.82)						0.14		(<0.1-0.36)						0.27		(0.18-0.45)						0.276												4.40		7.09		0.92		0.36		0.19		103.97

				Total other bacteria		0.27		(0.18-0.64)						0.18		(<0.1-2.27)						0.14		(<0.1-0.27)						0.337												0.42		0.49		-0.74		0.46		0.04		4.11

																																										0.96		0.89		-0.04		0.97		0.16		5.90

																																										0.41		0.60		-0.61		0.54		0.02		7.21



																																Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)						adjusted for batch too

						Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17								P value HR ≥ 37 vs <34 weeks		OR				P		OR		95% CI				P

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)						46		(64.8)						12		(70.6)						0.579		Comparator

				Different lactobacilli		3		(2.3)						1		(1.4)						1		(5.9)								4.40				0.36

				Remain non-LD		29		(22.5)						12		(16.9)						1		(5.9)								0.42				0.46

				Non-LD to LD		7		(5.4)						8		(11.3)						2		(11.8)								0.96				0.97

				LD to non-LD		7		(5.4)						4		(5.6)						1		(5.9)								0.41				0.54

		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for Simpson and Richness and Fisher's exact test for remainder

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Adjusted *** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation or presence/absence HR ≥ 37 vs <34 weeks

						Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P		OR		95% CI				P

		VMB type 

				Lcr 						39		(26.9)						17		(19.5)						6		(27.3)		0.630		Comparator						Comparator

				Li						32		(22.1)						28		(32.2)						8		(36.4)				0.59		(0.15-2.35)		0.456		0.37		(0.08-1.71)				0.204

				Lo						33		(22.8)						16		(18.4)						5		(22.7)				0.86		(0.18-4.03)		0.849		0.53		(0.10-2.88)				0.462

				LA and BL						22		(15.2)						14		(16.1)						1		(4.5)				0.16		(0.01-1.87)		0.143		0.09		(0.01-1.21)				0.069

				BV						19		(13.1)						12		(13.8)						2		(9.1)				0.48		(0.07-3.25)		0.452		0.27		(0.03-2.27)				0.228

		Group according to Lactobacillus dominance            

				Lactobacillus dominance						105		(72.4)						61		(70.1)						19		(86.4)		0.277		Comparator						Comparator

				Intermediate						14		(9.7)						5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940		0.91		(0.08-10.01)				0.940

				Lactobacillus deplete						26		(17.9)						21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140		0.21		(0.03-1.27)				0.090

		Community State Type

				I (L. crispatus)						43		(29.7)						17		(19.5)						6		(27.3)		0.848		Comparator						Comparator

				II (L. gasseri)						16		(11.0)						9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421		0.1908083		(0.02-2.21)				0.185

				III (L. iners)						31		(21.4)						26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402		0.3266497		(0.07-1.57)				0.162

				IV (mixed non Lactos)						35		(24.1)						25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287		0.2628224		(0.05-1.47)				0.129

				V (L. jensenii)						20		(13.8)						10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944		0.6816499		(0.10-4.47)				0.690										|

		Continuous assessments of every sample    

		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)						7.89		(7.22-8.80)						8.64		(7.47-9.08)								1.897		(1.01-3.56)		0.047		2.72		(0.90-8.21)				0.076

		Simpson diversity (1-D)				0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)								0.29		(0.04-2.18)		0.232		0.23		(0.02-2.13)				0.195

		Richness (n)				7		(4-14)						7		(4-15)						8		(5-14)								0.99		(0.93-1.06)		0.785		0.98		(0.92-1.06)				0.671

		Bacterial group

		Total Lactobacillus		Relative abundance (%)		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.775		1.01		(0.99-1.03)		0.306		1.01		(0.99-1.03)				0.256

				Concentration (log10 cells/μl)		7.31		(6.46-8.03)						7.48		(6.93-8.45)						8.59		(7.70-8.86)								2.35		(1.20-4.61)		0.013		6.29		(1.43-27.64)				0.015

		Total BV associated		Relative abundance (%)		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.258		0.98		(0.96-1.00)		0.120		0.98		(0.96-1.00)				0.120

				Concentration (log10 cells/μl)		6.40		(4.85-7.58)						6.60		(5.06-8.18)						6.76		(5.72-8.51)								1.19		(0.82-1.71)		0.362		1.14		(0.74-1.77)				0.552

		Total pathobionts		Relative abundance (%)		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.276		0.65		(0.08-5.03)		0.680		0.65		(0.08-5.43)				0.689

				Concentration (log10 cells/μl)		4.33		(3.63-4.99)						4.76		(4.07-5.86)						4.81		(4.02-5.66)								0.75		(0.22-2.60)		0.668		model failed

		Total other bacteria		Relative abundance (%)		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.337		0.51		(0.10-2.76)		0.439		0.51		(0.10-2.61)				0.419

				Concentration (log10 cells/μl)		4.72		(4.14-5.63)						5.07		(4.55-6.35)						5.35		(5.03-5.93)								0.99		(0.53-1.88)		0.987		0.63		(0.23-1.67)				0.349

		Taxa of interest with potential link to PTB

		L. iners		Relative abundance (%)		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.303		1.01		(0.99-1.03)		0.406		1.01		(0.99-1.03)				0.367

				Concentration (log10 cells/μl)		7.04		(5.78-7.63)						7.16		(6.22-8.37)						8.58		(8.15-8.86)								1.77		(0.94-3.35)		0.077		1.850439		(0.81-4.24)				0.145

		Megasphaera		Relative abundance (%)		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.56		Model not possible						model failed

				Concentration (log10 cells/μl)		6.53		(6.14-6.65)						6.49		(5.95-6.75)						6.26		(6.08-6.44)														model failed

		Bifidobacterium breve		Relative abundance (%)		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		(0)		0.341		Model not possible						Taxa not present in <34 week group

				Concentration (log10 cells/μl)		6.22		(5.57-7.62)						6.50		(5.36-6.82)

		BVAB TM7		Relative abundance (%)		7.20		(2.0-12.3)		2		(1.38)						0		(0)		0.36				1		(4.55)		0.202		Model not possible						Taxa not present in ≥37 week group

				Concentration (log10 cells/μl)		4.39		(3.83-7.09)														5.35

		Ureaplasma		Relative abundance (%)		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.050		2.74		(0.21-36.44)		0.445		model failed

				Concentration (log10 cells/μl)		5.55		(5.24-5.95)						5.26		(4.71-5.79)						5.59		(5.25-5.95)								2.72		(0.38-19.27)		0.318		model failed

		Allocation of high risk cohort to quartiles of low risk cohort				Concentration
 (﻿log10 cells/μl)

		Quartile of total bacterial load		1		<6.800161												11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087		1.97		(0.71-5.46)				0.191

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		>8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018		2.61		(1.27-5.33)		0.009		8.074017		(1.51-43.2)				0.015

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		>8.014552												28		(32.2)						14		(63.6)

		Quartile of L.iners		na		Not present												24		(27.6)						9		(40.9)		0.041		2.13		(0.96-4.71)		0.061		1.993507		(0.833-4.77)				0.121

				1		<5.777724  												11		(12.6)						1		(4.5)

				2		5.777724-7.041691												17		(19.5)						0		0.0

				3		7.041691-7.633882												10		(11.5)						2		(9.1)

				4		>7.633882												25		(28.7)						10		(45.5)

		Change in VMB between 16 and 20 weeks gestation (stability)                                                                             				Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17

				Same Lactobacilli						83		(64.3)						46		(64.8)						12		(70.6)		0.579		Comparator						Comparator

				Different Lactobacilli						3		(2.3)						1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359		5.23		(0.13-204)				0.376

				Remain non-LD						29		(22.5)						12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457		0.41		(0.04-4.55)				0.471

				Non-LD to LD						7		(5.4)						8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965		0.67		(0.10-4.56)				0.683

				LD to non-LD						7		(5.4)						4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543		0.27		(0.01-5.23)				0.383















		* Fishers exact test

		** adjusted for smoking,  cervical surgery and BMI as a quadratic term 

		** adjusted for smoking,  cervical surgery, BMI as a quadratic term and PCR plate

		Total lact conc				0.013

		Bact load conc				0.047

		just things in this table																				All RA and conc data														Rank all conc and RA data

		0.59		(0.15-2.35)		0.456		0.009		1		0.0080645161										1.01		0.01		1.02		0.31		0.99		1.03				0.009		1.00		0.0027472527				no

		0.86		(0.18-4.03)		0.849		0.013		2		0.0161290323										0.98		0.01		-1.52		0.13		0.96		1.00				0.01		2.00		0.0054945055				no

		0.16		(0.01-1.87)		0.143		0.047		3		0.0241935484										0.65		0.68		-0.41		0.68		0.08		5.03				0.03		3.00		0.0082417582				no

		0.48		(0.07-3.25)		0.452		0.077		4		0.0322580645										0.52		0.44		-0.77		0.44		0.10		2.76				0.03		4.00		0.010989011				no

								0.087		5		0.0403225806										1.01		0.01		1.34		0.18		1.00		1.02				0.05		5.00		0.0137362637				no

		Comparator						0.120		6		0.0483870968										1.01		0.01		0.61		0.54		0.98		1.03				0.08		6.00		0.0394736842				no

		0.91		(0.09-9.36)		0.940		0.140		7		0.0564516129										1.01		0.01		0.83		0.41		0.99		1.03				0.087		7.00		0.0460526316				no

		0.29		(0.05-1.53)		0.140		0.143		8		0.064516129										1.01		0.02		0.52		0.60		0.98		1.04				0.13		8.00		0.0526315789				no

								0.232		9												0.00		.		.		.		.		.				0.18		9.00		0.0592105263				no

		Comparator						0.287		10												0.97		0.07		-0.48		0.63		0.84		1.11				0.19		10.00		0.0657894737				no

		0.38		(0.04-3.95)		0.421		0.306		11												model failed														0.26		11.00		0.0723684211				no

		0.55		(0.13-2.24)		0.402		0.318		12												148403		.		.		.		.		.				0.31		12.00		0.0789473684				no

		0.43		(0.09-2.01)		0.287		0.359		13												0.00		.		.		.		.		.				0.32		13.00		0.0855263158				no

		0.94		(0.17-5.12)		0.944		0.362		14												0.96		0.03		-1.30		0.19		0.91		1.02				0.36		14.00		0.0921052632				no

								0.402		15																										0.41		15.00		0.0986842105				no

		1.897		(1.01-3.56)		0.047		0.406		16												2.51E19		.		.		.		.		.				0.44		16.00		0.1052631579				no

		0.29		(0.04-2.18)		0.232		0.421		17												model failed														0.45		17.00		0.1118421053				no

		0.99		(0.93-1.06)		0.785		0.439		18												model failed														0.54		18.00		0.1184210526				no

								0.445		19												1.61E89		.		.		.		.		.				0.60		19.00		0.125				no

		1.01		(0.99-1.03)		0.306		0.452		20												0.00		0.00		-1.13		0.26		0.00		554.50				0.61		20.00		0.1315789474				no

		2.35		(1.20-4.61)		0.013		0.456		21												0.95		0.12		-0.39		0.70		0.75		1.21				0.63		21.00		0.1381578947				no

		0.98		(0.96-1.00)		0.120		0.457		22												model failed														0.67		22.00		0.1447368421				no

		1.19		(0.82-1.71)		0.362		0.543		23												1.3E277		.		.		.		.		.				0.67		23.00		0.1513157895				no

		0.65		(0.08-5.03)		0.680		0.668		24												model failed														0.67		24.00		0.1578947368				no

		0.75		(0.22-2.60)		0.668		0.680		25												model failed														0.68		25.00		0.1644736842				no

		0.51		(0.10-2.76)		0.439		0.785		26												2.74		3.62		0.76		0.45		0.21		36.44				0.70		26.00		0.1710526316				no

		0.99		(0.53-1.88)		0.987		0.849		27																										0.75		27.00		0.1776315789				no

								0.940		28												2.10		0.71		2.19		0.03		1.08		4.06				0.77		28.00		0.1842105263				no

		1.01		(0.99-1.03)		0.406		0.944		29												1.90		0.61		1.99		0.05		1.01		3.56				0.77		29.00		0.1907894737				no

		1.77		(0.94-3.35)		0.077		0.965		30												2.35		0.81		2.49		0.01		1.20		4.62				0.84		30.00		0.1973684211				no

		Model not possible						0.987		31												1.19		0.22		0.91		0.36		0.82		1.71				0.99		31.00		0.2039473684				no

																						0.76		0.48		-0.43		0.67		0.22		2.60				.		32.00		0.2105263158				no

		Model not possible																				0.99		0.32		-0.02		0.99		0.53		1.88				.		33.00		0.2171052632				no

																						1.75		0.45		2.15		0.03		1.05		2.91				.		34.00		0.2236842105				no

		Model not possible																				0.84		0.34		-0.42		0.67		0.38		1.86				.		35.00		0.2302631579				no

																						1.77		0.58		1.77		0.08		0.94		3.35				.		36.00		0.2368421053				no

		2.74		(0.21-36.44)		0.445																0.67		0.52		-0.51		0.61		0.14		3.10				.		37.00		0.2434210526				no

		2.72		(0.38-19.27)		0.318																Model does not converge														.		38.00		0.25				no

																						21.51		46.57		1.42		0.16		0.31		1498.12

		1.63		(0.93-2.86)		0.087																Not applicable - taxa not present in event <34 week group

																						8.49E20		.		.		.		.		.

																						0.00		.		.		.		.		.

																						1.12		0.28		0.45		0.65		0.68		1.84

		2.61		(1.27-5.33)		0.009																Model does not converge

																						.		.		.		.		.		.

																						Model does not converge

																						Model does not converge

																						1.54E78		.		.		.		.		.

																						0.75		1.06		-0.20		0.84		0.05		11.89

		Comparator																				1.22		0.81		0.29		0.77		0.33		4.50

		4.40		(0.19-104)		0.359																Model does not converge

		0.42		(0.04-4.11)		0.457																Model does not converge

		0.96		(0.16-5.90)		0.965																Model does not converge

		0.41		(0.02-7.21)		0.543																Not applicable - taxa not present in event >37 week group

																						2.72		2.72		1.00		0.32		0.38		19.27

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Adjusted *** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

						Birth ≥39 weeks n=145								Birth ≥37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation or presence/absence HR ≥ 37 vs <34 weeks

						Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P		OR		95% CI				P

		Continuous assessment of every sample    

		Richness (n)				7		(4-14)						7		(4-15)						8		(5-14)								0.99		(0.93-1.06)		0.785		0.98		(0.92-1.06)				0.671

		Simpson diversity (1-D)				0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)								0.29		(0.04-2.18)		0.232		0.23		(0.02-2.13)				0.195

		VMB type 

				Lcr 						39		(26.9)						17		(19.5)						6		(27.3)		0.630		Comparator						Comparator

				Li						32		(22.1)						28		(32.2)						8		(36.4)				0.59		(0.15-2.35)		0.456		0.37		(0.08-1.71)				0.204

				Lo						33		(22.8)						16		(18.4)						5		(22.7)				0.86		(0.18-4.03)		0.849		0.53		(0.10-2.88)				0.462

				LA and BL						22		(15.2)						14		(16.1)						1		(4.5)				0.16		(0.01-1.87)		0.143		0.09		(0.01-1.21)				0.069

				BV						19		(13.1)						12		(13.8)						2		(9.1)				0.48		(0.07-3.25)		0.452		0.27		(0.03-2.27)				0.228

		Community State Type

				I (L. crispatus)						43		(29.7)						17		(19.5)						6		(27.3)		0.848		Comparator						Comparator

				II (L. gasseri)						16		(11.0)						9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421		0.1908083		(0.02-2.21)				0.185

				III (L. iners)						31		(21.4)						26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402		0.3266497		(0.07-1.57)				0.162

				IV (mixed non Lactos)						35		(24.1)						25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287		0.2628224		(0.05-1.47)				0.129

				V (L. jensenii)						20		(13.8)						10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944		0.6816499		(0.10-4.47)				0.690

		Group according to Lactobacillus relative abundance            

				Lactobacillus dominance (>75%)						105		(72.4)						61		(70.1)						19		(86.4)		0.277		Comparator						Comparator

				Intermediate (25-74.9%)						14		(9.7)						5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940		0.91		(0.08-10.01)				0.940

				Lactobacillus deplete (<25%)						26		(17.9)						21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140		0.21		(0.03-1.27)				0.090

		Change in VMB between 16 and 20 weeks gestation*** (stability)                                                                             				 n=129								n=71								n=17

				Same Lactobacilli						83		(64.3)						46		(64.8)						12		(70.6)		0.579		Comparator						Comparator

				Different Lactobacilli						3		(2.3)						1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359		5.23		(0.13-204)				0.376

				Remain non-LD						29		(22.5)						12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457		0.41		(0.04-4.55)				0.471

				Non-LD to LD						7		(5.4)						8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965		0.67		(0.10-4.56)				0.683

				LD to non-LD						7		(5.4)						4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543		0.27		(0.01-5.23)				0.383

		Continuous assessment of every sample    

		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)						7.89		(7.22-8.80)						8.64		(7.47-9.08)								1.897		(1.01-3.56)		0.047		2.72		(0.90-8.21)				0.076

		Bacterial group

		Total Lactobacillus		Relative abundance (%)		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.775		1.01		(0.99-1.03)		0.306		1.01		(0.99-1.03)				0.256

				Concentration (log10 cells/μl)		7.31		(6.46-8.03)						7.48		(6.93-8.45)						8.59		(7.70-8.86)								2.35		(1.20-4.61)		0.013		6.29		(1.43-27.64)				0.015

		Total BV associated		Relative abundance (%)		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.258		0.98		(0.96-1.00)		0.120		0.98		(0.96-1.00)				0.120

				Concentration (log10 cells/μl)		6.40		(4.85-7.58)						6.60		(5.06-8.18)						6.76		(5.72-8.51)								1.19		(0.82-1.71)		0.362		1.14		(0.74-1.77)				0.552

		Total pathobionts		Relative abundance (%)		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.276		0.65		(0.08-5.03)		0.680		0.65		(0.08-5.43)				0.689

				Concentration (log10 cells/μl)		4.33		(3.63-4.99)						4.76		(4.07-5.86)						4.81		(4.02-5.66)								0.75		(0.22-2.60)		0.668		model failed

		Total other bacteria		Relative abundance (%)		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.337		0.51		(0.10-2.76)		0.439		0.51		(0.10-2.61)				0.419

				Concentration (log10 cells/μl)		4.72		(4.14-5.63)						5.07		(4.55-6.35)						5.35		(5.03-5.93)								0.99		(0.53-1.88)		0.987		0.63		(0.23-1.67)				0.349

		Taxa of interest with potential link to PTB

		L. iners		Relative abundance (%)		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.303		1.01		(0.99-1.03)		0.406		1.01		(0.99-1.03)				0.367

				Concentration (log10 cells/μl)		7.04		(5.78-7.63)						7.16		(6.22-8.37)						8.58		(8.15-8.86)								1.77		(0.94-3.35)		0.077		1.850439		(0.81-4.24)				0.145

		L. crispatus		Relative abundance (%)		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		10.04		(0.45-90.55)		18		(81.82)		1.00		1.01		(1.00-1.02)		0.179

				Concentration (log10 cells/μl)		6.02		(5.21-7.11)						6.39		(5.54-7.02)						6.54		(6.13-8.50)								1.75		(1.05-2.91)		0.031

		Megasphaera		Relative abundance (%)		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.56		Model not possible						model failed

				Concentration (log10 cells/μl)		6.53		(6.14-6.65)						6.49		(5.95-6.75)						6.26		(6.08-6.44)														model failed

		Bifidobacterium breve		Relative abundance (%)		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		(0)		0.341		Model not possible						Taxa not present in <34 week group

				Concentration (log10 cells/μl)		6.22		(5.57-7.62)						6.50		(5.36-6.82)

		BVAB TM7		Relative abundance (%)		7.20		(2.0-12.3)		2		(1.38)						0		(0)		0.36				1		(4.55)		0.202		Model not possible						Taxa not present in ≥37 week group

				Concentration (log10 cells/μl)		4.39		(3.83-7.09)														5.35

		Ureaplasma		Relative abundance (%)		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.050		2.74		(0.21-36.44)		0.445		model failed

				Concentration (log10 cells/μl)		5.55		(5.24-5.95)						5.26		(4.71-5.79)						5.59		(5.25-5.95)								2.72		(0.38-19.27)		0.318		model failed











		Allocation of high risk groups to quartiles of low risk group				Concentration (log10 cells/μl)
 (﻿log10 cells/μl)

		Quartile of total bacterial load		1		<6.800161												11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087		1.97		(0.71-5.46)				0.191

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		≥8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018		2.61		(1.27-5.33)		0.009		8.074017		(1.51-43.2)				0.015

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		≥8.014552												28		(32.2)						14		(63.6)

		Quartile of L. iners		na		Not present												24		(27.6)						9		(40.9)		0.041		2.13		(0.96-4.71)		0.061		1.993507		(0.833-4.77)				0.121

				1		<5.777724  												11		(12.6)						1		(4.5)

				2		5.777724-7.041691												17		(19.5)						0		0.0

				3		7.041691-7.633882												10		(11.5)						2		(9.1)

				4		≥7.633882												25		(28.7)						10		(45.5)

		Quartile of L. crispatus		na		Not present												16		(18.4)						4		(18.2)		0.240		2.321423		(1.09-4.97)		0.030

				1		<5.214657 												10		(11.5)						0		0.0

				2		5.214657 -6.026476												16		(18.4)						3		(13.6)

				3		6.026476-7.117542												29		(33.3)						8		(36.4)

				4		≥7.117542												16		(18.4)						7		(31.8)







		Allocation of high risk groups to quartiles of low risk group				Concentration (log10 cells/μl)
 (﻿log10 cells/μl)								High risk pregnancy (HR)

														Birth ≥37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation HR ≥ 37 vs <34 weeks

														Median (IQR)				n		%		Median (IQR)				n		%

		Quartile of total bacterial load		1		<6.800161												11		(12.6)						1		(4.5)		0.093

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		≥8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		≥8.014552												28		(32.2)						14		(63.6)

		Quartile of L. iners		na		Not present												24		(27.6)						9		(40.9)		0.041

				1		<5.777724  												11		(12.6)						1		(4.5)

				2		5.777724-7.041691												17		(19.5)						0		0.0

				3		7.041691-7.633882												10		(11.5)						2		(9.1)

				4		≥7.633882												25		(28.7)						10		(45.5)

		Quartile of L. crispatus		na		Not present												16		(18.4)						4		(18.2)		0.240

				1		<5.214657 												10		(11.5)						0		0.0

				2		5.214657 -6.026476												16		(18.4)						3		(13.6)

				3		6.026476-7.117542												29		(33.3)						8		(36.4)

				4		≥7.117542												16		(18.4)						7		(31.8)





Bifido table

		Number of pregnancies with Bifidobacterium breve present by quartile of total Lactobacillus

								Low risk pregnancy (LR)				High risk pregnancy (HR)

								Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87

						Concentration
 (﻿log10 cells/μl)		n		(%)		n		(%)

		Quartile of total Lactobacillus		1		<6.420798		8		(5.52)		1		(1.15)

				2		6.420798-7.306637		3		(2.07)		3		(3.45)

				3		7.306637-8.014552		1		(0.69)		3		(3.45)

				4		>8.014552		2		(1.38)		0		0.00

		Absence of Bifidobacterium breve				not applicable		131		(90.34)		80		(91.95)

		Fisher's exact test p value						0.043				0.185

				Total				145		(100.00)		87		(100.00)





New table 2

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)								Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)										Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks (early preterm) n=22								p value* for difference   HR ≥ 37 vs <34 weeks		OR		95% CI				P		OR				P						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.351		0.34		(0.06		-1.99)		0.23		0.29				0.23						0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)						7		(4-15)						8		(5-14)						0.599		1.00		(0.94		-1.06)		0.98		0.99				0.79						0.99		0.03		-0.27		0.79		0.93		1.06

		VMB type (n, %)		Lcr 		39		(26.9)						17		(19.5)						6		(27.3)						0.630		Comparator								Comparator										base outcome

				Li		32		(22.1)						28		(32.2)						8		(36.4)								0.81		(0.24		-2.74)		0.73		0.59				0.46						0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)						16		(18.4)						5		(22.7)								0.89		(0.23		-3.48)		0.86		0.86				0.85						0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)						14		(16.1)						1		(4.5)								0.20		(0.02		-1.89)		0.16		0.16				0.14						0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)						12		(13.8)						2		(9.1)								0.47		(0.08		-2.75)		0.40		0.48				0.45						0.48		0.47		-0.75		0.45		0.07		3.25

																																																		base outcome

																																																		0.38		0.46		-0.81		0.42		0.04		3.95

																																																		0.55		0.39		-0.84		0.40		0.13		2.24

																																																		0.43		0.34		-1.06		0.29		0.09		2.01

																																																		0.94		0.81		-0.07		0.94		0.17		5.12

		Group according to Lactobacillus dominance (n, %)		Lactobacillus dominance		105		(72.4)						61		(70.1)						19		(86.4)						0.277		Comparator								Comparator										base outcome

				Intermediate		14		(9.7)						5		(5.7)						1		(4.5)								0.64		(0.07		-5.84)		0.69		0.91				0.94						0.21		0.24		-1.34		0.18		0.02		2.07

				Lactobacillus deplete		26		(17.9)						21		(24.1)						2		(9.1)								0.31		(0.07		-1.42)		0.13		0.29				0.14						0.62		0.54		-0.55		0.58		0.11		3.45

		Relative abundance of bacterial groups (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)						99.18		(53.67-99.90)						98.46		(91.64-99.82)						0.775		2.81						0.25												OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

				Total BV associated		3.00		(0.54-45.32)						2.72		(0.45-64.12)						1.73		(0.27-18.62)						0.258		0.21						0.10												base outcome

				Total pathobionts		0.18		(<0.1-0.82)						0.14		(<0.1-0.36)						0.27		(0.18-0.45)						0.276		0.00						0.69												4.40		7.09		0.92		0.36		0.19		103.97

				Total other bacteria		0.27		(0.18-0.64)						0.18		(<0.1-2.27)						0.14		(<0.1-0.27)						0.337		0.00						0.34												0.42		0.49		-0.74		0.46		0.04		4.11

																																																		0.96		0.89		-0.04		0.97		0.16		5.90

																																																		0.41		0.60		-0.61		0.54		0.02		7.21



																																unadjusted								Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)						adjusted for batch too

						Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17								P value HR ≥ 37 vs <34 weeks		OR		95% CI				P>|z|		OR				P		OR		95% CI				P

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)						46		(64.8)						12		(70.6)						0.579		Comparator								Comparator

				Different lactobacilli		3		(2.3)						1		(1.4)						1		(5.9)								3.83		(0.22		-65.85)		0.35		4.40				0.36

				Remain non-LD		29		(22.5)						12		(16.9)						1		(5.9)								0.32		(0.04		-2.71)		0.30		0.42				0.46

				Non-LD to LD		7		(5.4)						8		(11.3)						2		(11.8)								0.96		(0.18		-5.11)		0.96		0.96				0.97

				LD to non-LD		7		(5.4)						4		(5.6)						1		(5.9)								0.96		(0.10		-9.38)		0.97		0.41				0.54

		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for Simpson and Richness and Fisher's exact test for remainder

						Low risk pregnancy (LR)								High risk pregnancy (HR)																		Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)								Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Adjusted *** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks                      (early preterm) n=22								p value* for categorisation or presence/absence HR ≥ 37 vs <34 weeks

						Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI				P		OR		95% CI		P		OR		95% CI				P

		VMB type 

				Lcr 						39		(26.9)						17		(19.5)						6		(27.3)		0.630		Comparator								Comparator						Comparator

				Li						32		(22.1)						28		(32.2)						8		(36.4)				0.81		(0.24		-2.74)		0.734		0.59		(0.15-2.35)		0.456		0.37		(0.08-1.71)				0.204

				Lo						33		(22.8)						16		(18.4)						5		(22.7)				0.89		(0.23		-3.48)		0.862		0.86		(0.18-4.03)		0.849		0.53		(0.10-2.88)				0.462

				LA and BL						22		(15.2)						14		(16.1)						1		(4.5)				0.20		(0.02		-1.89)		0.161		0.16		(0.01-1.87)		0.143		0.09		(0.01-1.21)				0.069

				BV						19		(13.1)						12		(13.8)						2		(9.1)				0.47		(0.08		-2.75)		0.404		0.48		(0.07-3.25)		0.452		0.27		(0.03-2.27)				0.228

		Group according to Lactobacillus dominance            

				Lactobacillus dominance						105		(72.4)						61		(70.1)						19		(86.4)		0.277		Comparator								Comparator						Comparator

				Intermediate						14		(9.7)						5		(5.7)						1		(4.5)				0.64		(0.07		-5.84)		0.690		0.91		(0.09-9.36)		0.940		0.91		(0.08-10.01)				0.940

				Lactobacillus deplete						26		(17.9)						21		(24.1)						2		(9.1)				0.31		(0.07		-1.42)		0.130		0.29		(0.05-1.53)		0.140		0.21		(0.03-1.27)				0.090

		Community State Type

				I (L. crispatus)						43		(29.7)						17		(19.5)						6		(27.3)		0.848		Comparator								Comparator						Comparator

				II (L. gasseri)						16		(11.0)						9		(10.3)						2		(9.1)				0.63		(0.10		-3.78)		0.613		0.38		(0.04-3.95)		0.421		0.1908083		(0.02-2.21)				0.185

				III (L. iners)						31		(21.4)						26		(29.9)						7		(31.8)				0.76		(0.22		-2.66)		0.671		0.55		(0.13-2.24)		0.402		0.3266497		(0.07-1.57)				0.162

				IV (mixed non Lactos)						35		(24.1)						25		(28.7)						4		(18.2)				0.45		(0.11		-1.85)		0.271		0.43		(0.09-2.01)		0.287		0.2628224		(0.05-1.47)				0.129

				V (L. jensenii)						20		(13.8)						10		(11.5)						3		(13.6)				0.85		(0.17		-4.17)		0.841		0.94		(0.17-5.12)		0.944		0.6816499		(0.10-4.47)				0.690										|

		Continuous assessments of every sample    median (IQR)

		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)						7.89		(7.22-8.80)						8.64		(7.47-9.08)						0.030		1.78		(1.04-3.04)				0.035		1.897		(1.01-3.56)		0.047		2.72		(0.90-8.21)				0.076

		Simpson diversity (1-D)				0.38		(0.07-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.351		0.34		(0.06		-1.99)		0.231		0.29		(0.04-2.18)		0.232		0.23		(0.02-2.13)				0.195

		Richness (n)				7		(4-14)						7		(4-15)						8		(5-14)						0.599		1.00		(0.94		-1.06)		0.976		0.99		(0.93-1.06)		0.785		0.98		(0.92-1.06)				0.671

		Bacterial group		median (IQR)

		Total Lactobacillus		Relative abundance (%)		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.775		1.01		(0.99-1.03)				0.25		1.01		(0.99-1.03)		0.306		1.01		(0.99-1.03)				0.256

				Concentration (log10 cells/μl)		7.31		(6.46-8.03)						7.48		(6.93-8.45)						8.59		(7.70-8.86)								2.30		(1.28-4.14)				0.005		2.35		(1.20-4.61)		0.013		6.29		(1.43-27.64)				0.015

		Total BV associated		Relative abundance (%)		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.258		0.98		(0.96-1.00)				0.096		0.98		(0.96-1.00)		0.120		0.98		(0.96-1.00)				0.120

				Concentration (log10 cells/μl)		6.40		(4.85-7.58)						6.60		(5.06-8.18)						6.76		(5.72-8.51)								1.12		(0.84-1.51)				0.439		1.19		(0.82-1.71)		0.362		1.14		(0.74-1.77)				0.552

		Total pathobionts		Relative abundance (%)		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.276		0.77		(0.21-2.74)				0.690		0.65		(0.08-5.03)		0.680		0.65		(0.08-5.43)				0.689

				Concentration (log10 cells/μl)		4.33		(3.63-4.99)						4.76		(4.07-5.86)						4.81		(4.02-5.66)								0.89		(0.36-2.17)				0.799		0.75		(0.22-2.60)		0.668		model failed

		Total other bacteria		Relative abundance (%)		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.337		0.48		(0.10-2.17)				0.338		0.51		(0.10-2.76)		0.439		0.51		(0.10-2.61)				0.419

				Concentration (log10 cells/μl)		4.72		(4.14-5.63)						5.07		(4.55-6.35)						5.35		(5.03-5.93)								1.00		(0.58-1.73)				1.000		0.99		(0.53-1.88)		0.987		0.63		(0.23-1.67)				0.349

		Taxa of interest with positive findings		median (IQR)

		L. iners		Relative abundance (%)		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.303		1.01		(0.99-1.03)				0.225		1.01		(0.99-1.03)		0.406		1.01		(0.99-1.03)				0.367

				Concentration (log10 cells/μl)		7.04		(5.78-7.63)						7.16		(6.22-8.37)						8.58		(8.15-8.86)								1.96		(1.07-3.59)				0.029		1.77		(0.94-3.35)		0.077		1.850439		(0.81-4.24)				0.145

		Megasphaera		Relative abundance (%)		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.56		1.35		(0.98-1.86)				0.064		model failed						model failed

				Concentration (log10 cells/μl)		6.53		(6.14-6.65)						6.49		(5.95-6.75)						6.26		(6.08-6.44)								409		(0.05->999)				0.19		model failed						model failed

		Bifidobacterium breve		Relative abundance (%)		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		(0)		0.341		Taxa not present in <34 week group								Taxa not present in <34 week group						Taxa not present in <34 week group

				Concentration (log10 cells/μl)		6.22		(5.57-7.62)						6.50		(5.36-6.82)

		BVAB TM7		Relative abundance (%)		7.20		(2.0-12.3)		2		(1.38)						0		(0)		0.36				1		(4.55)		0.202		Taxa not present in ≥ 37 week group								Taxa not present in ≥37 week group						Taxa not present in ≥37 week group

				Concentration (log10 cells/μl)		4.39		(3.83-7.09)														5.35

		Ureaplasma		Relative abundance (%)		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.050		3.25		(0.23-46.56)				0.386		2.74		(0.21-36.44)		0.445		model failed

				Concentration (log10 cells/μl)		5.55		(5.24-5.95)						5.26		(4.71-5.79)						5.59		(5.25-5.95)								3.06		(0.50-18.71)				0.225		2.72		(0.38-19.27)		0.318		model failed

		Allocation of high risk cohort to quartiles of low risk cohort				Concentration
 (﻿log10 cells/μl)																										OR of PTB per increase in quartile

		Quartile of total bacterial cells		1		<6.800161												11		(12.6)						1		(4.5)		0.093		1.59		(0.98-2.58)				0.06		1.63		(0.93-2.86)		0.087		1.97		(0.71-5.46)				0.191

				2		6.800161-7.67869												28		(32.2)						6		(27.3)

				3		7.67869-8.349243												17		(19.5)						1		(4.5)

				4		>8.349243												31		(35.6)						14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798												12		(13.8)						1		(4.5)		0.018		2.33		(1.28-4.24)				0.006		2.61		(1.27-5.33)		0.009		8.074017		(1.51-43.2)				0.015

				2		6.420798-7.306637												24		(27.6)						1		(4.5)

				3		7.306637-8.014552												23		(26.4)						6		(27.3)

				4		>8.014552												28		(32.2)						14		(63.6)



		Change in VMB between 16 and 20 weeks gestation (stability)                                                                             n(%)				Low risk pregnancy birth ≥ 39 weeks n=129								High risk pregnancy birth ≥ 37 weeks n=71								High risk pregnancy event <34 weeks n=17

				Same lactobacilli						83		(64.3)						46		(64.8)						12		(70.6)		0.579		Comparator								Comparator						Comparator

				Different lactobacilli						3		(2.3)						1		(1.4)						1		(5.9)				3.83		(0.22-65.85)				0.354		4.40		(0.19-104)		0.359		5.23		(0.13-204)				0.376

				Remain non-LD						29		(22.5)						12		(16.9)						1		(5.9)				0.32		(0.04-2.71)				0.295		0.42		(0.04-4.11)		0.457		0.41		(0.04-4.55)				0.471

				Non-LD to LD						7		(5.4)						8		(11.3)						2		(11.8)				0.96		(0.18-5.11)				0.960		0.96		(0.16-5.90)		0.965		0.67		(0.10-4.56)				0.683

				LD to non-LD						7		(5.4)						4		(5.6)						1		(5.9)				0.96		(0.10-9.38)				0.971		0.41		(0.02-7.21)		0.543		0.27		(0.01-5.23)				0.383















		* Fishers exact test

		** adjusted for smoking,  cervical surgery and BMI as a quadratic term 

		3574.83

		42897.96
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								Low risk pregnancy (LR)																High risk pregnancy (HR)																		Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥39 weeks n=145																Birth ≥37 weeks n=87								sPTB or PPROM <34 weeks n=22								p value* for categorisation or presence/absence HR ≥ 37 vs. <34 weeks

								Median (IQR)				n		(%)										Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P

				Continuous assessment of every sample    

						Richness (n)		7		(4-14)														7		(4-15)						8		(5-14)								0.99		(0.93-1.06)		0.785

						Simpson diversity (1-D)		0.38		(0.07-0.53)														0.39		(0.08-0.54)						0.19		(0.05-0.45)								0.29		(0.04-2.18)		0.232

				VMB type 

						Lcr 						39		(26.9)														17		(19.5)						6		(27.3)		0.630		Comparator

						Li						32		(22.1)														28		(32.2)						8		(36.4)				0.59		(0.15-2.35)		0.456

						Lo						33		(22.8)														16		(18.4)						5		(22.7)				0.86		(0.18-4.03)		0.849

						LA and BL						22		(15.2)														14		(16.1)						1		(4.5)				0.16		(0.01-1.87)		0.143

						BV						19		(13.1)														12		(13.8)						2		(9.1)				0.48		(0.07-3.25)		0.452

				Community State Type

						I (L. crispatus)						43		(29.7)														17		(19.5)						6		(27.3)		0.848		Comparator

						II (L. gasseri)						16		(11.0)														9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421

						III (L. iners)						31		(21.4)														26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402

						IV (mixed non Lactos)						35		(24.1)														25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287

						V (L. jensenii)						20		(13.8)														10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944

				Group according to Lactobacillus relative abundance            

						Lactobacillus dominance (>75%)						105		(72.4)														61		(70.1)						19		(86.4)		0.277		Comparator

						Intermediate (25-74.9%)						14		(9.7)														5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940

						Lactobacillus deplete (<25%)						26		(17.9)														21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140

				Stability                                                                       

				Change in VMB between 16 and 20 weeks gestation***		Same Lactobacilli		n=129				83		(64.3)										n=71				46		(64.8)		n=17				12		(70.6)		0.579		Comparator

						Different Lactobacilli						3		(2.3)														1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359

						Remain non-LD						29		(22.5)														12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457

						Non-LD to LD						7		(5.4)														8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965

						LD to non-LD						7		(5.4)														4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543

				Allocation of high risk groups to quartiles of low risk group				Concentration (﻿log10 cells/μl)

				Quartile of total bacterial load		1		<6.80																				11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087

						2		≥6.80-<7.68																				28		(32.2)						6		(27.3)

						3		≥7.68- <8.35																				17		(19.5)						1		(4.5)

						4		≥8.35																				31		(35.6)						14		(63.6)

						4		>8.349243

				Quartile of total Lactobacillus		1		<6.42

						2		≥6.42- >7.31																																		2.61		(1.27-5.33)		0.009

						3		≥7.31- >8.01

						4		≥8.01



				Quartile of L. iners		1		<6.80																																		2.13		(0.96-4.71)		0.061

						2		≥6.80-<7.68

						3		≥7.68- <8.35

						4		≥8.35

				Quartile of L. crispatus		1		<6.80																																		2.32		(1.09-4.97)		0.030

						2		≥6.80-<7.68

						3		≥7.68- <8.35

						4		≥8.35





		Basis for assessment						Low-risk pregnancy (LR)								High-risk pregnancy (HR)																										Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥39 weeks                             n=145								All high-risk pregnancies                   n=109								Birth ≥37 weeks                                      n=87								sPTB or PPROM <34 weeks            n=22								p value* difference between HR ≥ 37 vs. <34 weeks

								Median (IQR)				n		(%)		Median (IQR)				n		%		Median (IQR)				n		%		Median (IQR)				n		%				OR		95% CI		P

		Relative abundance data (16S rRNA sequencing)		Global assessments		Richness (n)		7		(4-14)						7		(4-15)						7		(4-15)						8		(5-14)						0.35		0.99		(0.93-1.06)		0.785

						Simpson diversity (1-D)		0.38		(0.07-0.53)						0.30		(0.06-0.53)						0.39		(0.08-0.54)						0.19		(0.05-0.45)						0.60		0.29		(0.04-2.18)		0.232

				VMB type 		Lcr 						39		(26.9)						23		(21.1)						17		(19.5)						6		(27.3)		0.696		Comparator

						Li						32		(22.1)						36		(33.0)						28		(32.2)						8		(36.4)				0.59		(0.15-2.34)		0.455

						Lo+BL						37		(25.5)						22		(20.2)						17		(19.5)						5		(22.7)				0.81		(0.17-3.79)		0.793

						LA						18		(12.4)						14		(12.8)						13		(14.9)						1		(4.5)				0.16		(0.01-1.98)		0.154

						BV						19		(13.1)						14		(12.8)						12		(13.8)						2		(9.1)				0.48		(0.07-3.24)		0.451

				Community State Type		I (L. crispatus)						43		(29.7)						23		(21.1)						17		(19.5)						6		(27.3)		0.848		Comparator

						II (L. gasseri)						16		(11.0)						11		(10.1)						9		(10.3)						2		(9.1)				0.38		(0.04-3.95)		0.421

						III (L. iners)						31		(21.4)						33		(30.3)						26		(29.9)						7		(31.8)				0.55		(0.13-2.24)		0.402

						IV (mixed non Lactos)						35		(24.1)						29		(26.6)						25		(28.7)						4		(18.2)				0.43		(0.09-2.01)		0.287

						V (L. jensenii)						20		(13.8)						13		(11.9)						10		(11.5)						3		(13.6)				0.94		(0.17-5.12)		0.944

				Group according to Lactobacillus relative abundance       		Lactobacillus dominance (>75%)						105		(72.4)						80		(73.4)						61		(70.1)						19		(86.4)		0.277		Comparator

						Intermediate (25-74.9%)						14		(9.7)						6		(5.5)						5		(5.7)						1		(4.5)				0.91		(0.09-9.36)		0.940

						Lactobacillus deplete (<25%)						26		(17.9)						23		(21.1)						21		(24.1)						2		(9.1)				0.29		(0.05-1.53)		0.140

				Stability: change in VMB between 16 and 20 weeks gestation***		Same Lactobacilli		n=129				83		(64.3)		n=88				58		(65.9)		n=71				46		(64.8)		n=17				12		(70.6)		0.579		Comparator

						Different Lactobacilli						3		(2.3)						2		(2.3)						1		(1.4)						1		(5.9)				4.40		(0.19-104)		0.359

						Remain non-LD						29		(22.5)						13		(14.8)						12		(16.9)						1		(5.9)				0.42		(0.04-4.11)		0.457

						Non-LD to LD						7		(5.4)						10		(11.4)						8		(11.3)						2		(11.8)				0.96		(0.16-5.90)		0.965

						LD to non-LD						7		(5.4)						5		(5.7)						4		(5.6)						1		(5.9)				0.41		(0.02-7.21)		0.543

		Relative abundance combined with BactQuant, producing estimated concentration in log10 cells/μl		Global assessment		Bacterial load 		7.68		(6.80-8.35)						8.07		(7.28-8.92)						7.89		(7.22-8.80)						8.64		(7.47-9.08)						0.035		1.90		(1.01-3.56)		0.047						0.030		1.78		(1.04-3.04)		0.035		1.90		(1.01-3.56)		0.047

				Bacterial group		Total Lactobacillus		7.31		(6.42-8.01)						7.38		(6.76-8.17)						7.48		(6.87-8.45)						8.59		(7.47-8.87)						0.005		2.35		(1.20-4.61)		0.013						0.002		2.30		(1.28-4.13)		0.005		2.35		(1.20-4.61)		0.013

						Total BV associated		5.41		(1.91-7.03)						5.49		(0-7.65)						5.20		(0-7.65)						6.65		(5.09-8.36)						0.102		1.15		(0.96-1.38)		0.126						0.111		1.14		(0.97-1.33)		0.102		1.15		(0.96-1.38)		0.126

						Total pathobionts		0.00		(0-0)						0.00		(0-0)						0.00		(0-0)						0.00		(0-0)						0.596		0.93		(0.712-1.22)		0.596						0.639		0.94		(0.74-1.19)		0.596		0.93		(0.712-1.22)		0.596

						Total other bacteria		0.00		(0-4.24)						0.00		(0-4.93)						0.00		(0-4.84)						0.00		(0-5.12)						0.671		1.04		(0.86-1.25)		0.698								1.04		(0.88-1.23)		0.671		1.04		(0.86-1.25)		0.698

				Type of Lactobacillus		L. crispatus		5.88		(4.41-6.83)						6.22		(4.44-6.95)						6.17		(4.08-6.91)						6.32		(5.79-7.76)						0.319		1.02		(0.83-1.25)		0.843						0.188		1.10		(0.91-1.32)		0.319		1.02		(0.83-1.25)		0.843

						L. iners		4.65		(0-7.14)						5.47		(0-7.33)						6.55		(0-7.98)						7.42		(0-8.81)						0.684		0.97		(0.84-1.12)		0.644						0.496		0.97		(0.85-1.11)		0.684		0.97		(0.84-1.12)		0.644

						Other Lactobacilli		5.49		(3.77-6.91)						5.94		(4.24-7.07)						5.81		(4.21-7.09)						5.95		(5.34-7.61)						0.172		1.14		(0.88-1.47)		0.311						0.154		1.17		(0.93-1.48)		0.172		1.14		(0.88-1.47)		0.311

				Allocation of high risk participants to quartiles of low risk 				Concentration 

				Quartile of total bacterial load (n, %)		1		<6.80				37		(25.5)						12		(11.0)						11		(12.6)						1		(4.5)		0.093		1.63		(0.93-2.86)		0.087

						2		≥6.80-<7.68				36		(24.8)						34		(31.2)						28		(32.2)						6		(27.3)

						3		≥7.68- <8.35				35		(24.1)						18		(16.5)						17		(19.5)						1		(4.5)

						4		≥8.35				37		(25.5)						45		(41.3)						31		(35.6)						14		(63.6)

				Quartile of total Lactobacillus (n, %)		1		<6.42				36		(24.8)						13		(11.9)						12		(13.8)						1		(4.5)		0.018		2.61		(1.27-5.33)		0.009

						2		≥6.42- >7.31				36		(24.8)						25		(22.9)						24		(27.6)						1		(4.5)

						3		≥7.31- >8.01				36		(24.8)						29		(26.6)						23		(26.4)						6		(27.3)

						4		≥8.01				37		(25.5)						42		(38.5)						28		(32.2)						14		(63.6)

				Quartile of                 L. crispatus (n, %)		1		<5.21				32		(22.1)						10		(9.2)						10		(11.5)						0		0.0		0.240		2.32		(1.09-4.97)		0.030

						2		≥5.21 - <6.03				30		(20.7)						19		(17.4)						16		(18.4)						3		(13.6)

						3		≥6.03- <7.12				31		(21.4)						37		(33.9)						29		(33.3)						8		(36.4)

						4		≥7.12				32		(22.1)						23		(21.1)						16		(18.4)						7		(31.8)

						nil present		not applicable				20		(13.8)						20		(18.3)						16		(18.4)						4		(18.2)

				Quartile of.                L. iners (n, %)		1		<5.78 				21		(14.5)						12		(11.0)						11		(12.6)						1		(4.5)		0.041		2.13		(0.96-4.71)		0.061

						2		≥5.78- <7.04				20		(13.8)						17		(15.6)						17		(19.5)						0		0.0

						3		≥7.04- <7.63				21		(14.5)						12		(11.0)						10		(11.5)						2		(9.1)

						4		≥7.63				20		(13.8)						35		(32.1)						25		(28.7)						10		(45.5)

						nil present		not applicable				63		(43.4)						33		(30.3)						24		(27.6)						9		(40.9)





Supplementary table 4

						Low risk pregnancy (LR)				High risk pregnancy (HR)												Test of significance								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery 												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and number prev PTB<34 weeks												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadratic term (n=106)

						Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM 34+0-36+6 weeks (late preterm) n=14				sPTB or PPROM <34 weeks (early preterm) n=22				LR vs HR 		HR term vs HR late preterm vs HR early preterm		HR ≥ 37 vs <34 weeks		Test used for p-values to the left		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		Odds ratio		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Simpson diversity (1-D)		median (IQR)		0.38		(0.07-0.53)		0.39		(0.08-0.54)		0.35		(0.05-0.68)		0.19		(0.05-0.45)		0.86		0.65		0.35				0.34		0.31		-1.20		0.23		0.06		1.99		0.27		0.26		-1.35		0.18		0.04		1.82		0.34		0.35		-1.05		0.29		0.05		2.52		0.29		0.30		-1.20		0.23		0.04		2.18

		Richness		median (IQR)		7		(4-14)		7		(4-15)		10		(5-20)		8		(5-14)		0.35		0.61		0.60				1.00		0.03		-0.03		0.98		0.94		1.06		1.00		0.03		-0.10		0.92		0.94		1.06		1.00		0.03		0.09		0.93		0.94		1.07		0.99		0.03		-0.27		0.79		0.93		1.06

		VMB group (n, %)		Lcr 		39		(26.9)		17		(19.5)		5		(35.7)		6		(27.3)		0.41		0.70		0.63		Fisher's exact		base outcome												base outcome												base outcome												base outcome

				Li		32		(22.1)		28		(32.2)		4		(28.6)		8		(36.4)										0.81		0.50		-0.34		0.73		0.24		2.74		0.72		0.48		-0.49		0.62		0.20		2.65		0.43		0.33		-1.10		0.27		0.10		1.92		0.59		0.42		-0.75		0.46		0.15		2.35

				Lo		33		(22.8)		16		(18.4)		1		(7.1)		5		(22.7)										0.89		0.62		-0.17		0.86		0.23		3.48		0.70		0.53		-0.47		0.64		0.16		3.10		0.74		0.58		-0.39		0.70		0.16		3.41		0.86		0.68		-0.19		0.85		0.18		4.03

				LA and BL		22		(15.2)		14		(16.1)		3		(21.4)		1		(4.5)										0.20		0.23		-1.40		0.16		0.02		1.89		0.12		0.15		-1.67		0.09		0.01		1.44		0.12		0.16		-1.62		0.11		0.01		1.55		0.16		0.20		-1.47		0.14		0.01		1.87

				BV		19		(13.1)		12		(13.8)		1		(7.1)		2		(9.1)										0.47		0.42		-0.83		0.40		0.08		2.75		0.48		0.45		-0.79		0.43		0.08		3.00		0.55		0.52		-0.64		0.53		0.09		3.50		0.48		0.47		-0.75		0.45		0.07		3.25

		CST (n, %)		I (L.crispatus)		43		(29.7)		17		(19.5)		5		(35.7)		6		(27.3)		0.41		0.86		0.85		Fisher's exact		base outcome												base outcome												base outcome												base outcome

				II (L.gasseri)		16		(11.0)		9		(10.3)		1		(7.1)		2		(9.1)										0.63		0.58		-0.51		0.61		0.10		3.78		0.33		0.38		-0.96		0.34		0.03		3.23		0.37		0.44		-0.83		0.40		0.04		3.76		0.38		0.46		-0.81		0.42		0.04		3.95

				III (L.iners)		31		(21.4)		26		(29.9)		4		(28.6)		7		(31.8)										0.76		0.49		-0.42		0.67		0.22		2.66		0.68		0.46		-0.58		0.56		0.18		2.53		0.46		0.34		-1.05		0.29		0.11		1.96		0.55		0.39		-0.84		0.40		0.13		2.24

				IV (mixed non Lactos)		35		(24.1)		25		(28.7)		4		(28.6)		4		(18.2)										0.45		0.33		-1.10		0.27		0.11		1.85		0.38		0.29		-1.29		0.20		0.09		1.66		0.38		0.30		-1.24		0.22		0.08		1.75		0.43		0.34		-1.06		0.29		0.09		2.01

				V (L. jensenii)		20		(13.8)		10		(11.5)		0		0.0		3		(13.6)										0.85		0.69		-0.20		0.84		0.17		4.17		0.80		0.67		-0.26		0.79		0.16		4.16		0.70		0.61		-0.41		0.69		0.13		3.88		0.94		0.81		-0.07		0.94		0.17		5.12

		Lactobacillus dominance		Lactobacillus dominance		105		(72.4)		61		(70.1)		10		(71.4)		19		(86.4)		0.43		0.56		0.28		Fisher's exact		base outcome																																				base outcome

				Intermediate		14		(9.7)		5		(5.7)		1		(7.1)		1		(4.5)										0.64		0.72		-0.39		0.69		0.07		5.84																										0.91		1.08		-0.08		0.94		0.09		9.36

				Lactobacillus deplete		26		(17.9)		21		(24.1)		3		(21.4)		2		(9.1)										0.31		0.24		-1.51		0.13		0.07		1.42																										0.29		0.25		-1.46		0.14		0.05		1.53

						Low risk pregnancy birth ≥ 39 weeks n=129				High risk pregnancy birth ≥ 37 weeks n=71				High risk pregnancy event 34+0-36+6 weeks n=12				High risk pregnancy event <34 weeks n=17				P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		Test used for p-values to the left		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		VMB stability 16-20 weeks (n, %)		Same lactobacilli		83		(64.3)		46		(64.8)		7		(58.3)		12		(70.6)		0.65		0.50		0.58		Fisher's exact		base outcome												base outcome												base outcome												base outcome

				Different lactobacilli		3		(2.3)		1		(1.4)		0		0.0		1		(5.9)										3.83		5.56		0.93		0.35		0.22		65.85		3.89		6.21		0.85		0.39		0.17		88.51		3.04		5.16		0.66		0.51		0.11		84.59		4.40		7.09		0.92		0.36		0.19		103.97

				Remain non-LD		29		(22.5)		12		(16.9)		4		(33.3)		1		(5.9)										0.32		0.35		-1.05		0.30		0.04		2.71		0.31		0.36		-1.02		0.31		0.03		2.98		0.37		0.44		-0.83		0.41		0.04		3.80		0.42		0.49		-0.74		0.46		0.04		4.11

				Non-LD to LD		7		(5.4)		8		(11.3)		0		0.0		2		(11.8)										0.96		0.82		-0.05		0.96		0.18		5.11		1.05		0.92		0.06		0.96		0.19		5.85		1.15		1.04		0.16		0.87		0.20		6.70		0.96		0.89		-0.04		0.97		0.16		5.90

				LD to non-LD		7		(5.4)		4		(5.6)		1		(8.3)		1		(5.9)										0.96		1.12		-0.04		0.97		0.10		9.38		0.93		1.14		-0.06		0.96		0.09		10.22		0.41		0.56		-0.66		0.51		0.03		5.84		0.41		0.60		-0.61		0.54		0.02		7.21





		Adjusted model accounts for smoking, previous cervical surgery, and number of previous births <34 weeks. OR for continuous variables quoted calculated as single point increase in predictor

		*P value based on Mann-Whitney U test for continous data** P value based on Kruskal–Wallis test for continuous data. Catagorical data analysed by Fisher's exact test

																														Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery 												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and number prev PTB<34 weeks





Supplementary table 5

		Results for all samples (including those without specific taxa present)																																				Test of significance based on relative abundance of taxa						Test of significance based on presence/absence of taxa						Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and number of previous sPTB/PPROM <34 weeks (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=106)												to the right relative abdunance *100				Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) with values *100												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) with values *100																		Results for all participants (including those without specific bacterial group or species of lactobacillus present)				Low-risk pregnancy								High-risk pregnancy																Relative abdundance of taxa		Presence/ absence of taxa

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22																																																																																																										Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)												Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

		Relative abundance of bacterial groups (median, IQR)		Total Lactobacillus		98.55		(69.75-99.90)		143		(98.62)		99.18		(53.04-99.90)		85		(97.70)		97.18		(69.34-99.55)		14		(100.00)		98.45595		(91.64-99.82)		22		(100.00)		0.87		0.86		0.91		1.00		1.00		1.00		3.19		2.80		1.32		0.19		0.57		17.87		3.55		3.37		1.33		0.18		0.55		22.84		2.72		2.67		1.02		0.31		0.40		18.58		3.20		3.11		1.19		0.23		0.48		21.49						1.01		0.01		1.32		0.19		0.99		1.03		1.01		0.01		1.19		0.23		0.99		1.03								Relative abundance of bacterial groups (%)		Total Lactobacillus		98.55		(69.75-99.90)		143		(98.62)		99.18		(53.04-99.90)		85		(97.70)		98.45595		(91.64-99.82)		22		(100.00)		0.91		1.00

				Total BV associated		0.82		(0.09-20.44)		109		(75.17)		0.64		(0-46-32)		62		(71.26)		2.41		(0.00-27.70)		12		(85.71)		1.13533		(0.18-8.23)		19		(86.36)		0.97		0.78		0.74		1.00		0.25		0.18		0.36		0.32		-1.16		0.24		0.06		2.02		0.32		0.31		-1.19		0.23		0.05		2.09		0.42		0.41		-0.88		0.38		0.06		2.92		0.35		0.35		-1.06		0.29		0.05		2.41						0.99		0.01		-1.16		0.24		0.97		1.01		0.99		0.01		-1.06		0.29		0.97		1.01										Total BV associated		0.82		(0.09-20.44)		109		(75.17)		0.64		(0-46-32)		62		(71.26)		1.13533		(0.18-8.23)		19		(86.36)		0.74		0.18

				Total pathobionts		0		(0-0)		34		(23.45)		0		(0-0)		20		(22.99)		0.00		(0-0.18)		5		(35.71)		0		(0-0)		4		(18.18)		0.97		0.45		0.73		1.00		0.44		0.78		0.00		0.00		-0.44		0.66		0.00		4.37E+46		0.00		0.00		-0.47		0.64		0.00		3.47E+49		0.00		0.00		-0.38		0.70		0.00		8.64E+64		0.00		0.00		-0.49		0.63		0.00		2.4E60						0.73		0.52		-0.44		0.66		0.18		2.93		0.63		0.60		-0.49		0.63		0.10		4.02										Total pathobionts		0		(0-0)		34		(23.45)		0		(0-0)		20		(22.99)		0		(0-0)		4		(18.18)		0.73		0.78

				Total other bacteria		0		(0-0.18)		50		(34.48)		0		(0-0.09)		35		(40.23)		0.00		(0-0.45)		6		(42.86)		0		(0-0.09)		10		(45.45)		0.43		0.88		0.89		0.26		0.92		0.81		0.00		0.00		-0.89		0.37		0.00		6.57E+23		0.00		0.00		-1.25		0.21		0.00		1.83E+19		0.00		0.00		-1.16		0.25		0.00		9.11E+23		0.00		0.00		-1.12		0.26		0.00		2.42E23						0.63		0.32		-0.89		0.37		0.23		1.73		0.49		0.31		-1.12		0.26		0.14		1.71										Total other bacteria		0		(0-0.18)		50		(34.48)		0		(0-0.09)		35		(40.23)		0		(0-0.09)		10		(45.45)		0.89		0.81

		Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		2.00		(0.18-79.29)		125		(86.21)		1.09		(0.17-16.71)		71		(81.61)		18.17		(0.64-84.38)		12		(85.71)		1.73		(0.09-68.84)		18		(81.82)		0.29		0.43		0.84		0.40		1.00		1.00		1.66		0.98		0.85		0.40		0.52		5.31		1.99		1.28		1.07		0.29		0.56		7.01		2.28		1.55		1.22		0.22		0.61		8.62		2.06		1.40		1.06		0.29		0.54		7.78						1.01		0.01		0.85		0.40		0.99		1.02		1.01		0.01		1.06		0.29		0.99		1.02								Relative abundance of species of Lactobacillus (%) 		Lactobacillus crispatus		2.00		(0.18-79.29)		125		(86.21)		1.09		(0.17-16.71)		71		(81.61)		1.73		(0.09-68.84)		18		(81.82)		0.84		1.00

				Lactobacillus gasseri		0		(0-0.18)		47		(32.41)		0		(0-0.64)		31		(35.63)		0.00		(0-0.09)		6		(42.86)		0		(0-0)		5		(22.73)		0.84		0.52		0.28		0.80		0.39		0.32		0.86		0.81		-0.16		0.87		0.14		5.45		0.43		0.54		-0.67		0.51		0.04		5.07		0.61		0.77		-0.39		0.69		0.05		7.24		0.52		0.66		-0.52		0.60		0.04		6.21						0.99		0.01		-0.52		0.60		0.97		1.02		0.99		0.01		-0.52		0.60		0.97		1.02										Lactobacillus gasseri		0		(0-0.18)		47		(32.41)		0		(0-0.64)		31		(35.63)		0		(0-0)		5		(22.73)		0.28		0.32

				Lactobacillus iners		0		(0-48.59)		82		(56.55)		21.98		(0-78.11)		63		(72.41)		22.52		(0.00-65.76)		8		(57.14)		16.21		(0-79.93)		13		(59.09)		0.02		0.86		0.76		0.21		0.42		0.30		1.12		0.67		0.18		0.86		0.34		3.63		1.18		0.76		0.25		0.80		0.33		4.17		0.73		0.53		-0.44		0.66		0.18		3.00		0.89		0.61		-0.16		0.87		0.23		3.42						1.00		0.01		0.18		0.86		0.99		1.01		1.00		0.01		-0.16		0.87		0.99		1.01										Lactobacillus iners		0		(0-48.59)		82		(56.55)		21.98		(0-78.11)		63		(72.41)		16.21		(0-79.93)		13		(59.09)		0.76		0.30

				Lactobacillus jensenii		0		(0-3.09)		53		(36.55)		0		(0-0.02)		24		(27.59)		0.00		(0-0)		3		(21.43)		0		(0-4.81)		9		(40.91)		0.21		0.42		0.30		0.24		0.36		0.30		1.59		1.48		0.50		0.62		0.26		9.84		1.79		1.69		0.62		0.54		0.28		11.41		1.89		1.86		0.65		0.52		0.28		12.95		2.45		2.41		0.91		0.36		0.36		16.82						1.00		0.01		0.50		0.62		0.99		1.02		1.01		0.01		0.91		0.36		0.99		1.03										Lactobacillus jensenii		0		(0-3.09)		53		(36.55)		0		(0-0.02)		24		(27.59)		0		(0-4.81)		9		(40.91)		0.30		0.30

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0		(0-0)		24		(16.55)		0		(0-0)		18		(20.69)		0.00		(0-0)		3		(21.43)		0		(0-0)		3		(13.64)		0.52		0.64		0.35		0.32		0.77		0.34		0.00		0.00		-0.94		0.35		0.00		1.52E+52		0.00		0.00		-0.97		0.33		0.00		6.74E+46		0.00		0.00		-0.88		0.38		0.00		6.03E+57		0.00		0.00		-0.89		0.37		0.00		5.01E71						0.25		0.39		-0.89		0.37		0.01		5.21		0.25		0.39		-0.89		0.37		0.01		5.21

				Atopobium vaginae		0		(0-0.18)		44		(30.34)		0		(0-0.64)		28		(32.18)		0.00		(0-0)		3		(21.43)		0		(0-0)		4		(18.18)		0.79		0.29		0.17		0.79		0.40		0.30		0.00		0.00		-1.23		0.22		0.00		289.47		0.00		0.00		-1.51		0.13		0.00		48.97		0.00		0.00		-1.41		0.16		0.00		105.69		0.00		0.00		-1.19		0.23		0.00		557.95						0.91		0.07		-1.23		0.22		0.78		1.06		0.91		0.07		-1.19		0.23		0.77		1.07

				﻿Bifidobacterium ﻿breve 		0		(0-0)		14		(9.66)		0		(0-0)		7		(8.05)		0.00		(0-0)		2		(14.29)		0		(0-0)		0		0.00		0.49		0.27		0.17		0.32		0.22		0.34		Model failed												Model failed												Model failed												Model failed																Model failed												Model failed

				﻿Clostridiales BVAB2		0		(0-0)		11		(7.59)		0		(0-0)		10		(11.49)		0.00		(0-0)		2		(14.29)		0		(0-0)		2		(9.09)		0.31		0.89		0.76		0.30		0.82		1.00		0.09		2.45		-0.09		0.93		0.00		1.66E+21		7.48		198.31		0.08		0.94		0.00		2.77E+23		4617.71		122104.50		0.32		0.75		0.00		1.49E+26		2270268.00		61900000.00		0.54		0.59		0.00		3.59E29						0.98		0.26		-0.09		0.93		0.59		1.63		1.16		0.32		0.54		0.59		0.68		1.97

				﻿Dialister		0		(0-0)		34		(23.45)		0		(0-0)		29		(33.33)		0.00		(0-0)		4		(28.57)		0		(0-0)		2		(9.09)		0.33		0.09		0.50		0.21		0.07		0.03		0.00		0.00		-1.02		0.31		0.00		7.71E+36		0.00		0.00		-1.39		0.17		0.00		3.20E+24		0.00		0.00		-1.09		0.28		0.00		5.70E+36		0.00		0.00		-1.36		0.17		0.00		1.34E+24						0.40		0.36		-1.02		0.31		0.07		2.34		0.28		0.26		-1.36		0.17		0.05		1.74

				﻿Gardnerella vaginalis 		0		(0-7.63)		57		(39.31)		0		(0-5.27)		33		(37.93)		0.09		(0-14.53)		8		(57.14)		0		(0-7.72)		10		(45.45)		0.90		0.71		0.80		0.80		0.38		0.63		0.26		0.53		-0.66		0.51		0.00		13.77		0.20		0.46		-0.71		0.48		0.00		16.32		0.37		0.86		-0.43		0.67		0.00		33.60		0.25		0.59		-0.59		0.56		0.00		24.79						0.99		0.02		-0.66		0.51		0.95		1.03		0.99		0.02		-0.59		0.56		0.94		1.03

				﻿Lachnospiracea BVAB1		0		(0-0)		3		(2.07)		0		(0-0)		4		(4.60)		0.00		(0-0)		0		0.00		0		(0-0)		1		(4.55)		0.34		0.72		0.99		0.48		1.00		1.00		0.41		1.62		-0.23		0.82		0.00		976.89		0.32		1.27		-0.29		0.77		0.00		702.28		0.76		3.01		-0.07		0.94		0.00		1810.80		0.19		0.95		-0.33		0.74		0.00		4119.81						0.99		0.04		-0.23		0.82		0.92		1.07		0.98		0.05		-0.33		0.74		0.89		1.09

				﻿Megasphaera		0		(0-0)		21		(14.48)		0		(0-0)		18		(20.69)		0.00		(0-0)		2		(14.29)		0		(0-0)		3		(13.64)		0.35		0.75		0.60		0.41		0.76		0.56		8.49		38.73		0.47		0.64		0.00		64912.46		19.58		90.75		0.64		0.52		0.00		172810.40		98.27		469.02		0.96		0.34		0.01		1134625.00		13.39		65.96		0.53		0.60		0.00		209438.00						1.02		0.05		0.47		0.64		0.93		1.12		1.03		0.05		0.53		0.60		0.93		1.13

				Mobiluncus		0		(0-0)		4		(2.76)		0		(0-0)		2		(2.30)		0.00		(0-0)		0		0.00		0		(0-0)		2		(9.09)		0.79		0.21		0.13		1.00		0.21		0.18		4.67E+20		3.98E+22		0.56		0.58		0.00		1.19E+93		2.12E+23		2.27E+25		0.50		0.62		0.00		3.40E+114		1.45E+23		1.39E+25		0.56		0.58		0.00		7.90E+104		2.76E20		4.51E22		0.29		0.77		0.00		6.1E159						1.61		1.37		0.56		0.58		0.30		8.53		1.60		2.62		0.29		0.77		0.06		39.61

				Mycoplasma		0		(0-0)		2		(1.38)		0		(0-0)		4		(4.60)		0.00		(0-0)		2		(14.29)		0		(0-0)		1		(4.55)		0.05		0.31		0.99		0.09		0.28		1.00		0.00		0.00		-0.47		0.64		0.00		3.70E+199		0.00		0.00		-0.35		0.72		0.00		2.70E+208		0.00		0.00		-0.65		0.52		0.00		5.40E+162		0.00		0.00		-0.33		0.74		0.00		.						0.24		0.73		-0.47		0.64		0.00		99.02		0.23		1.01		-0.33		0.74		0.00		1354.01

				﻿Parvimonas		0		(0-0)		15		(10.34)		0		(0-0)		12		(13.79)		0.00		(0-0)		3		(21.43)		0		(0-0)		2		(9.09)		0.41		0.55		0.57		0.45		0.54		0.73		0.00		0.00		-0.56		0.58		0.00		7.16E+55		0.00		0.00		-0.41		0.68		0.00		5.22E+60		0.00		0.00		-0.48		0.63		0.00		4.24E+59		0.00		0.00		-0.19		0.85		0.00		2.49E73						0.60		0.55		-0.56		0.58		0.10		3.62		0.83		0.79		-0.19		0.85		0.13		5.42

				Peptoniphilus		0		(0-0)		26		(17.93)		0		(0-0)		21		(24.14)		0.00		(0-0)		3		(21.43)		0		(0-0)		6		(27.27)		0.24		0.99		0.92		0.23		0.95		0.79		0.00		0.00		-0.72		0.47		0.00		4.97E+82		0.00		0.00		-0.70		0.48		0.00		3.25E+81		0.00		0.00		-0.64		0.52		0.00		1.20E+105		0.00		0.00		-0.69		0.49		0.00		6.98E83						0.33		0.50		-0.72		0.47		0.02		6.71		0.35		0.53		-0.69		0.49		0.02		6.89

				﻿Prevotella		0		(0-0)		57		(39.31)		0		(0-0.02)		42		(48.28)		0.00		(0-0)		7		(50.00)		0		(0-0)		7		(31.82)		0.35		0.30		0.12		0.32		0.39		0.23		0.00		0.00		-1.45		0.15		0.00		79.60		0.00		0.00		-1.34		0.18		0.00		250.99		0.00		0.00		-1.27		0.20		0.00		384.11		0.00		0.00		-1.08		0.28		0.00		2373.47						0.88		0.08		-1.45		0.15		0.75		1.04		0.91		0.08		-1.08		0.28		0.76		1.08

				﻿Porphyromonas species		0		(0-0)		7		(4.83)		0		(0-0)		12		(13.79)		0.00		(0-0)		3		(21.43)		0		(0-0)		1		(4.55)		0.02		0.38		0.25		0.02		0.33		0.46		0.00		0.00		-0.51		0.61		0.00		4.34E+89		0.00		0.00		-0.57		0.57		0.00		5.65E+86		0.00		0.00		-0.45		0.65		0.00		6.20E+123		0.00		0.00		-0.55		0.59		0.00		1.4E224						0.49		0.69		-0.51		0.61		0.03		7.88		0.14		0.50		-0.55		0.59		0.00		174.37

				﻿Sneathia species		0		(0-0)		14		(9.66)		0		(0-0)		15		(17.24)		0.00		(0-0)		2		(14.29)		0		(0-0)		2		(9.09)		0.17		0.64		0.34		0.19		0.68		0.52		0.00		0.00		-0.63		0.53		0.00		1400000000		0.00		0.01		-0.49		0.62		0.00		24700000000		0.01		0.12		-0.31		0.76		0.00		244000000000		0.03		0.43		-0.24		0.81		0.00		198000000000						0.90		0.14		-0.63		0.53		0.66		1.23		0.97		0.15		-0.24		0.81		0.72		1.30

				Streptococcus species		0		(0-0)		19		(13.10)		0		(0-0)		10		(11.49)		0.00		(0-0)		3		(21.43)		0		(0-0)		2		(9.09)		0.77		0.42		0.70		0.86		0.51		1.00		0.00		0.00		-0.59		0.56		0.00		.		0.00		0.00		-0.51		0.61		0.00		.		0.00		0.00		-0.50		0.62		0.00		.		0.00		0.00		-0.56		0.58		0.00		.						0.03		0.18		-0.59		0.56		0.00		3876.21		0.02		0.13		-0.56		0.58		0.00		24935.81

				BVAB TM7-H1		0		(0-0)		2		(1.38)		0		(0-0)		0		0.00		0.00		(0-0)		1		(7.14)		0		(0-0)		1		(4.55)		0.87		0.07		0.05		1.00		0.08		0.20		Model failed												Model failed												Model failed												Model failed																Model failed												Model failed

				﻿Ureaplasma species		0		(0-0)		26		(17.93)		0		(0-0)		11		(12.64)		0.00		(0-0)		1		(7.14)		0		(0-0)		7		(31.82)		0.50		0.06		0.03		0.63		0.08		0.05		2.80E+112		6.00E+114		1.21		0.23		0.00		2.10E+295		5.50E+132		1.40E+135		1.23		0.22		0.00		.		8.10E+110		2.10E+113		1.00		0.32		0.00		.		2.04E84		4.04E86		0.98		0.33		0.00		2.4E252						13.32		28.62		1.21		0.23		0.20		898.08		6.97		13.76		0.98		0.33		0.15		334.09









																																																																																																																																				Relative abundance only for samples with taxa present				Low-risk pregnancy (LR)								High-risk pregnancy (HR)																Relative abundance of taxa		Presence /absence of taxa

										﻿Ureaplasma  species		0.03																																																																																																																												Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

										TM7-H1		0.05																																																																																																																												Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

										﻿Prevotella		0.12																																																																																																																								Relative abundance of bacterial groups (%) (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.77		1.00

										Mobiluncus		0.13																																																																																																																										Total BV associated		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.26		0.18

										﻿Bifidobacterium ﻿breve 		0.17																																																																																																																										Total pathobionts		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.28		0.78

										Atopobium vaginae		0.17																																																																																																																										Total other bacteria		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.34		0.81

										﻿Porphyromonas species		0.25																																																																																																																								Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		10.04		(0.45-90.55)		18		(81.82)		0.79		1.00

										Lactobacillus gasseri		0.28																																																																																																																										Lactobacillus gasseri		20.44		(0.18-58.13)		47		(32.41)		3.36		(0.45-68.39)		31		(35.63)		10.35		(0.18-89.37)		5		(22.73)		0.82		0.32

										Lactobacillus jensenii		0.30																																																																																																																										Lactobacillus iners		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.22		0.30

										﻿Sneathia species		0.34																																																																																																																										Lactobacillus jensenii		21.16		(1.81-69.57)		53		(36.55)		20.53		(4.45-58.04)		24		(27.59)		6.09		(1.72-49.32)		9		(40.91)		0.50		0.30

										Aerococcus		0.35

										﻿Dialister		0.50

										﻿Parvimonas		0.57

										﻿Megasphaera		0.60

										Streptococcus species		0.70

										Total pathobionts		0.73																																																																																																																								Relative abundance of taxa of interest (%)		Aerococcus		0		(0-0)		24		(16.55)		0		(0-0)		18		(20.69)		0		(0-0)		3		(13.64)		0.35		0.34

										Total BV associated		0.74																																																																																																																										Atopobium vaginae		0		(0-0.18)		44		(30.34)		0		(0-0.64)		28		(32.18)		0		(0-0)		4		(18.18)		0.17		0.30

										﻿Clostridiales BVAB2		0.76																																																																																																																										﻿Bifidobacterium ﻿breve 		0		(0-0)		14		(9.66)		0		(0-0)		7		(8.05)		0		(0-0)		0		0.00		0.17		0.34

										Lactobacillus iners		0.76																																																																																																																										﻿Clostridiales BVAB2		0		(0-0)		11		(7.59)		0		(0-0)		10		(11.49)		0		(0-0)		2		(9.09)		0.76		1.00

										﻿Gardnerella vaginalis 		0.80																																																																																																																										﻿Dialister		0		(0-0)		34		(23.45)		0		(0-0)		29		(33.33)		0		(0-0)		2		(9.09)		0.50		0.03

										Lactobacillus crispatus		0.84																																																																																																																										﻿Gardnerella vaginalis 		0		(0-7.63)		57		(39.31)		0		(0-5.27)		33		(37.93)		0		(0-7.72)		10		(45.45)		0.80		0.63

										Total other bacteria		0.89																																																																																																																										﻿Lachnospiracea BVAB1		0		(0-0)		3		(2.07)		0		(0-0)		4		(4.60)		0		(0-0)		1		(4.55)		0.99		1.00

										Total lactobacillus		0.91																																																																																																																										﻿Megasphaera		0		(0-0)		21		(14.48)		0		(0-0)		18		(20.69)		0		(0-0)		3		(13.64)		0.60		0.56

										Peptoniphilus		0.92																																																																																																																										Mobiluncus		0		(0-0)		4		(2.76)		0		(0-0)		2		(2.30)		0		(0-0)		2		(9.09)		0.13		0.18

										﻿Lachnospiracea BVAB1		0.99																																																																																																																										Mycoplasma		0		(0-0)		2		(1.38)		0		(0-0)		4		(4.60)		0		(0-0)		1		(4.55)		0.99		1.00

										Mycoplasma		0.99																																																																																																																										﻿Parvimonas		0		(0-0)		15		(10.34)		0		(0-0)		12		(13.79)		0		(0-0)		2		(9.09)		0.57		0.73

																																																																																																																																						Peptoniphilus		0		(0-0)		26		(17.93)		0		(0-0)		21		(24.14)		0		(0-0)		6		(27.27)		0.92		0.79

																																																																																																																																						﻿Prevotella		0		(0-0)		57		(39.31)		0		(0-0.02)		42		(48.28)		0		(0-0)		7		(31.82)		0.12		0.23

																																																																																																																																						﻿Porphyromonas species		0		(0-0)		7		(4.83)		0		(0-0)		12		(13.79)		0		(0-0)		1		(4.55)		0.25		0.46

																																																																																																																																						﻿Sneathia species		0		(0-0)		14		(9.66)		0		(0-0)		15		(17.24)		0		(0-0)		2		(9.09)		0.34		0.52

																																																																																																																																						Streptococcus species		0		(0-0)		19		(13.10)		0		(0-0)		10		(11.49)		0		(0-0)		2		(9.09)		0.70		1.00

																																																																																																																																						BVAB TM7-H1		0		(0-0)		2		(1.38)		0		(0-0)		0		0.00		0		(0-0)		1		(4.55)		0.05		0.20

																																																																																																																																						﻿Ureaplasma species		0		(0-0)		26		(17.93)		0		(0-0)		11		(12.64)		0		(0-0)		7		(31.82)		0.03		0.05





Supplementary table 6

		Relative abundance only for samples with taxa present				Low risk pregnancy (LR)								High risk pregnancy (HR)																								Test of significance based on relative abundance of taxa						Test of significance based on presence/absence of taxa						Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and number of previous sPTB/PPROM <34 weeks (n=107)												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107)												to the right relative abdunance *100				Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) with values *100												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) with values *100												Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery, BMI as a quadratic term and PCR plate (n=107) with values *100																		Relative abundance only for participants with taxa present				Low-risk pregnancy (LR)								High-risk pregnancy (HR)																Relative abdundance of taxa		Presence/ absence of taxa

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22																																																																																																																						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)						OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)																								Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

		Relative abundance of bacterial groups (%) (median, IQR)		Total Lactobacillus		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		97.18		(69.39-99.55)		14		(100.00)		98.46		(91.64-99.82)		22		(100.00)		0.84		0.78		0.77		1.00		1.00		1.00		2.81		2.52		1.15		0.25		0.49		16.24		3.19		3.08		1.20		0.23		0.48		21.24		2.42		2.42		0.89		0.38		0.34		17.19		2.78		2.77		1.02		0.31		0.39		19.65						1.01		0.01		1.15		0.25		0.99		1.03		1.01		0.01		1.02		0.31		0.99		1.03		1.012194		0.010808		1.14		0.256		0.991231		1.033601								Relative abundance of taxa of interest (%) 		Aerococcus		0.82		(0.27-3.27)		24		(16.55)		1.27		(0.54-1.81)		18		(20.69)		0.36		(0.18-0.36)		3		(13.64)		0.08		0.34

				Total BV associated		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		2.86		(0.50-39.37)		12		(85.71)		1.73		(0.27-18.62)		19		(86.36)		0.88		0.51		0.26		1.00		0.25		0.18		0.21		0.20		-1.67		0.10		0.03		1.32		0.17		0.18		-1.66		0.10		0.02		1.37		0.26		0.29		-1.21		0.23		0.03		2.26		0.19		0.21		-1.52		0.13		0.02		1.61						0.98		0.01		-1.67		0.10		0.97		1.00		0.98		0.01		-1.52		0.13		0.96		1.00		0.9828042		0.0109778		-1.55		0.12		0.9615219		1.004558										Atopobium vaginae		3.04		(0.27-14.17)		44		(30.34)		7.58		(0.77-13.81)		28		(32.18)		2.04		(1.14-7.81)		4		(18.18)		0.53		0.30

				Total pathobionts		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.18		(0.18-0.36)		5		(35.71)		0.27		(0.18-0.45)		4		(18.18)		0.68		0.45		0.28		1.00		0.44		0.78		0.00		0.00		-0.40		0.69		0.00		5.64E+43		0.00		0.00		-0.38		0.71		0.00		8.42E+54		0.00		0.00		-0.20		0.84		0.00		.		0.00		0.00		-0.41		0.68		0.00		1.48E70						0.77		0.50		-0.40		0.69		0.22		2.74		0.65		0.68		-0.41		0.68		0.08		5.03																						﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		0.00				0.34

				Total other bacteria		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.45		(0.18-0.54)		6		(42.86)		0.14		(<0.1-0.27)		10		(45.45)		0.19		0.26		0.34		0.26		0.92		0.81		0.00		0.00		-0.96		0.34		0.00		4.24E+33		0.00		0.00		-0.76		0.45		0.00		4.51E+43		0.00		0.00		-0.70		0.49		0.00		1.16E+51		0.00		0.00		-0.77		0.44		0.00		1.18E44						0.48		0.37		-0.96		0.34		0.10		2.17		0.52		0.44		-0.77		0.44		0.10		2.76																						﻿Clostridiales BVAB2		2.36		(0.54-6.12)		11		(7.59)		1.68		(0.27-3.63)		10		(11.49)		2.45		(0.27-0.46)		2		(9.09)		0.83		1.00

		Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		34.56		(1.54-90.92)		12		(85.71)		10.04		(0.45-90.55)		18		(81.82)		0.53		0.38		0.79		0.40		1.00		1.00		1.73		1.08		0.87		0.38		0.51		5.89		2.17		1.48		1.13		0.26		0.57		8.27		2.35		1.67		1.20		0.23		0.58		9.49		2.72		2.02		1.34		0.18		0.63		11.70						1.01		0.01		0.87		0.38		0.99		1.02		1.01		0.01		1.34		0.18		1.00		1.02																						﻿Dialister		0.27		(<0.1-0.72)		34		(23.45)		0.27		(0.18-0.82)		29		(33.33)		0.86		(0.18-1.54)		2		(9.09)		0.78		0.03

				Lactobacillus gasseri		20.44		(0.18-58.13)		47		(32.41)		3.36		(0.45-68.39)		31		(35.63)		0.14		(<0.1-17.53)		6		(42.86)		10.35		(0.18-89.37)		5		(22.73)		0.71		0.41		0.82		0.80		0.39		0.32		2.07		2.44		0.61		0.54		0.20		20.99		1.04		1.46		0.03		0.98		0.07		16.18		0.97		1.36		-0.03		0.98		0.06		15.18		1.09		1.57		0.06		0.95		0.06		18.41						1.00		0.01		0.06		0.95		0.97		1.03		1.01		0.01		0.61		0.54		0.98		1.03																						﻿Gardnerella vaginalis 		15.44		(0.91-33.51)		57		(39.31)		18.62		(0.64-35.06)		33		(37.93)		11.26		(1.72-19.16)		10		(45.45)		0.22		0.63

				Lactobacillus iners		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		58.72		(30.15-95.73)		8		(57.14)		78.02		(48.23-86.64)		13		(59.09)		0.20		0.40		0.22		0.21		0.42		0.30		2.84		2.44		1.21		0.23		0.53		15.33		3.57		3.50		1.30		0.19		0.52		24.38		2.62		2.73		0.92		0.36		0.34		20.19		2.33		2.37		0.83		0.41		0.32		17.15						1.01		0.01		1.21		0.23		0.99		1.03		1.01		0.01		0.83		0.41		0.99		1.03		1.008515		0.0103364		0.83		0.408		0.9884583		1.028979										﻿Lachnospiracea BVAB1		0.18		(<0.1-32.97)		3		(2.07)		16.03		(0.14-48.82)		4		(4.60)		16.26				1		(4.55)		1.00		1.00

				Lactobacillus jensenii		21.16		(1.81-69.57)		53		(36.55)		20.53		(4.45-58.04)		24		(27.59)		9.90		(2.45-16.71)		3		(21.43)		6.09		(1.72-49.32)		9		(40.91)		0.87		0.55		0.50		0.24		0.36		0.30		0.70		0.83		-0.30		0.77		0.07		7.24		1.40		1.90		0.25		0.81		0.10		20.16		1.41		1.98		0.25		0.81		0.09		22.09		2.27		3.56		0.52		0.60		0.11		48.84						1.00		0.01		-0.30		0.77		0.97		1.02		1.01		0.02		0.52		0.60		0.98		1.04																						﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.04		0.56

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0.82		(0.27-3.27)		24		(16.55)		1.27		(0.54-1.81)		18		(20.69)		<0.1		(<0.1-0.54)		3		(21.43)		0.36		(0.18-0.36)		3		(13.64)		0.89		0.03		0.08		0.32		0.77		0.34		0.00		0.00		-1.04		0.30		0.00		2.50E+136		0.00		0.00		-0.84		0.40		0.00		5.20E+232		0.00		0.00		-0.83		0.41		0.00		3.00E+246		0.00		.		.		.		.		.						0.03		0.10		-1.04		0.30		0.00		23.12		0.00		.		.		.		.		.																						Mobiluncus		0.18		(<0.1-0.50)		4		(2.76)		0.59		(0.27-0.91)		2		(2.30)		6.90		(0.27-13.5)		2		(9.09)		0.68		0.18

				Atopobium vaginae		3.04		(0.27-14.17)		44		(30.34)		7.58		(0.77-13.81)		28		(32.18)		3.09		(<0.1-11.90)		3		(21.43)		2.04		(1.14-7.81)		4		(18.18)		0.77		0.63		0.53		0.79		0.40		0.30		0.00		0.00		-0.88		0.38		0.00		20173.66		0.01		0.08		-0.57		0.57		0.00		66495.28		0.02		0.14		-0.50		0.62		0.00		168766.70		0.03		0.24		-0.48		0.63		0.00		30085.26						0.92		0.08		-0.88		0.38		0.77		1.10		0.97		0.07		-0.48		0.63		0.84		1.11																						Mycoplasma		0.91		(0.82-1.00)		2		(1.38)		0.45		(<0.1-0.90)		4		(4.60)		0.18				1		(4.55)		1.00		1.00

				﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)		1.45		(<0.1-2.81)		2		(14.29)						0		0.00		0.80		0.14				0.32		0.22		0.34		Model failed												Model failed												Model failed												Model failed																model failed												model failed												model failed																				﻿Parvimonas		0.63		(0.18-2.36)		15		(10.34)		0.45		(<0.1-1.18)		12		(13.79)		0.59		(0.27-0.91)		2		(9.09)		0.85		0.73

				﻿Clostridiales BVAB2		2.36		(0.54-6.12)		11		(7.59)		1.68		(0.27-3.63)		10		(11.49)		2.68		(2.18-3.18)		2		(14.29)		2.45		(0.27-0.46)		2		(9.09)		0.40		0.91		0.83		0.30		0.82		1.00		5852.86		229401.00		0.22		0.83		0.00		1.35E+37		4471.68		181578.60		0.21		0.84		0.00		1.64E+38		4471.68		181578.60		0.21		0.84		0.00		1.64E+38		.		.		.		.		.		.						1.09		0.43		0.22		0.83		0.51		2.35		148403		.		.		.		.		.																						Peptoniphilus		0.18		(0.18-0.45)		26		(17.93)		0.18		(<0.1-0.54)		21		(24.14)		<0.1		(<0.1-0.18)		6		(27.27)		0.22		0.79

				﻿Dialister		0.27		(<0.1-0.72)		34		(23.45)		0.27		(0.18-0.82)		29		(33.33)		0.36		(0.18-0.50)		4		(28.57)		0.86		(0.18-1.54)		2		(9.09)		0.74		0.91		0.78		0.21		0.07		0.03		64506.36		4096077.00		0.17		0.86		0.00		7.24E+58		1.86E+15		1.14E+17		0.57		0.57		0.00		3.61E+67		4.75E+13		2.98E+15		0.50		0.62		0.00		1.04E+67		0.00		.		.		.		.		.						1.12		0.71		0.17		0.86		0.32		3.88		0.00		.		.		.		.		.																						﻿Prevotella		0.91		(0.27-6.99)		57		(39.31)		2.86		(0.18-11.35)		42		(48.28)		0.54		(0.18-0.91)		7		(31.82)		0.40		0.23

				﻿Gardnerella vaginalis 		15.44		(0.91-33.51)		57		(39.31)		18.62		(0.64-35.06)		33		(37.93)		7.36		(0.14-22.71)		8		(57.14)		11.26		(1.72-19.16)		10		(45.45)		0.46		0.24		0.22		0.80		0.38		0.63		0.03		0.08		-1.34		0.18		0.00		5.11		0.03		0.07		-1.30		0.19		0.00		6.17		0.02		0.06		-1.30		0.19		0.00		6.92		0.25		0.59		-0.59		0.56		0.00		24.79						0.97		0.03		-1.34		0.18		0.92		1.02		0.96		0.03		-1.30		0.19		0.91		1.02																						﻿Porphyromonas species		0.18		(<0.1-0.99)		7		(4.83)		0.18		(<0.1-1.45)		12		(13.79)		0.45				1		(4.55)		0.41		0.46

				﻿Lachnospiracea BVAB1		0.18		(<0.1-32.97)		3		(2.07)		16.03		(0.14-48.82)		4		(4.60)						0		0.00		16.26				1		(4.55)		0.65		1.00		1.00		0.48		1.00		1.00		0.22		1.12		-0.30		0.77		0.00		5528.29		Model failed												Model failed												Model failed																0.98		0.05		-0.30		0.77		0.89		1.09																																		﻿Sneathia species		4.77		(1.18-10.90)		14		(9.66)		1.81		(0.36-6.17)		15		(17.24)		3.45		(0.18-6.72)		2		(9.09)		0.82		0.52

				﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		6.40		(5.27-7.54)		2		(14.29)		19.26		(11.90-21.44)		3		(13.64)		0.92		0.09		0.04		0.41		0.76		0.56		1.22E+13		1.98E+14		1.85		0.06		0.17		8.63E+26		1.70E+228		9.60E+230		0.91		0.37		0.00		.		1.70E+228		9.60E+230		0.91		0.37		0.00		.		.		.		.		.		.		.						1.35		0.22		1.85		0.06		0.98		1.86		2.51E19		.		.		.		.		.																						Streptococcus species		0.27		(<0.1-10.8)		19		(13.10)		0.13		(<0.1-0.27)		10		(11.49)		<0.1		(<0.1-<0.1)		2		(9.09)		0.23		1.00

				Mobiluncus		0.18		(<0.1-0.50)		4		(2.76)		0.59		(0.27-0.91)		2		(2.30)						0		0.00		6.90		(0.27-13.5)		2		(9.09)		0.14		0.68		0.68		1.00		0.21		0.18		3.55E+15		2.06E+17		0.62		0.54		0.00		7.71E+64		Model failed												Model failed												Model failed																1.43		0.83		0.62		0.54		0.46		4.46		model failed																																BVAB TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		0.36				1		(4.55)				0.20

				Mycoplasma		0.91		(0.82-1.00)		2		(1.38)		0.45		(<0.1-0.90)		4		(4.60)		3.78		(0.45-7.08)		2		(14.29)		0.18				1		(4.55)		0.37		0.49		1.00		0.09		0.28		1.00		0.00		0.00		-0.62		0.54		0.00		7.00E+278		0.00		0.00		-0.62		0.54		0.00		7.00E+278		0.00		0.00		-0.41		0.69		0.00		.		Model failed																0.05		0.25		-0.62		0.54		0.00		614.37		model failed																																﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.84		0.05

				﻿Parvimonas		0.63		(0.18-2.36)		15		(10.34)		0.45		(<0.1-1.18)		12		(13.79)		1.18		(<0.1-2.3)		3		(21.43)		0.59		(0.27-0.91)		2		(9.09)		0.51		0.81		0.85		0.45		0.54		0.73		0.00		0.00		-0.29		0.77		0.00		2.37E+82		0.00		0.00		-0.28		0.78		0.00		2.64E+93		0.00		0.00		-0.22		0.83		0.00		1.83E+90		.		.		.		.		.		.						0.72		0.82		-0.29		0.77		0.08		6.66		1.61E89		.		.		.		.		.

				Peptoniphilus		0.18		(0.18-0.45)		26		(17.93)		0.18		(<0.1-0.54)		21		(24.14)		0.64		(0.27-0.82)		3		(21.43)		<0.1		(<0.1-0.18)		6		(27.27)		0.37		0.09		0.22		0.23		0.95		0.79		0.00		0.00		-0.93		0.35		0.00		2.80E+146		0.00		0.00		-1.00		0.32		0.00		.		0.00		0.00		-1.19		0.24		0.00		3.40E+281		0.00		0.00		-1.13		0.26		0.00		2.5E274						0.05		0.16		-0.93		0.35		0.00		29.14		0.00		0.00		-1.13		0.26		0.00		554.50

				﻿Prevotella		0.91		(0.27-6.99)		57		(39.31)		2.86		(0.18-11.35)		42		(48.28)		2.72		(<0.1-16.44)		7		(50.00)		0.54		(0.18-0.91)		7		(31.82)		0.91		0.67		0.40		0.32		0.39		0.23		0.00		0.00		-1.20		0.23		0.00		1016.11		0.00		0.00		-1.17		0.24		0.00		37949.08		0.00		0.00		-1.07		0.29		0.00		80845.71		0.01		0.11		-0.39		0.70		0.00		184000000						0.90		0.08		-1.20		0.23		0.75		1.07		0.95		0.12		-0.39		0.70		0.75		1.21

				﻿Porphyromonas species		0.18		(<0.1-0.99)		7		(4.83)		0.18		(<0.1-1.45)		12		(13.79)		<0.1		(<0.1-<0.1)		3		(21.43)		0.45				1		(4.55)		0.55		0.16		0.41		0.02		0.33		0.46		0.00		0.00		-0.29		0.77		0.00		3.16E+65		Model failed												Model failed												Model failed																0.77		0.69		-0.29		0.77		0.13		4.52		model failed

				﻿Sneathia species		4.77		(1.18-10.90)		14		(9.66)		1.81		(0.36-6.17)		15		(17.24)		12.20		(11.9-12.4)		2		(14.29)		3.45		(0.18-6.72)		2		(9.09)		0.49		0.15		0.82		0.19		0.68		0.52		0.21		4.05		-0.08		0.94		0.00		3.49E+15		0.00		0.02		-0.31		0.76		0.00		9.55E+15		0.00		0.02		-0.31		0.76		0.00		9.55E+15		.		.		.		.		.		.						0.98		0.19		-0.08		0.94		0.68		1.43		1.3E277		.		.		.		.		.

				Streptococcus species		0.27		(<0.1-10.8)		19		(13.10)		0.13		(<0.1-0.27)		10		(11.49)		0.36		(0.18-5.2)		3		(21.43)		<0.1		(<0.1-<0.1)		2		(9.09)		0.39		0.13		0.23		0.86		0.51		1.00		Model failed												Model failed												Model failed												Model failed																1.00		.		.		.		.		.		model failed

				BVAB TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		4.50				1		(7.14)		0.36				1		(4.55)		0.44		0.32				1.00		0.08		0.20		Model failed												Model failed												Model failed												Model failed																model failed												model failed

				﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		1.50				1		(7.14)		<0.1		(<0.1-0.45)		7		(31.82)		0.17		0.28		0.84		0.63		0.08		0.05		1.39E+51		1.89E+53		0.87		0.39		0.00		6.30E+166		8.01E+42		1.02E+45		0.77		0.44		0.00		3.40E+151		4564326.00		7.05E+08		0.10		0.92		0.00		1.20E+138		5.8E43		7.65E45		0.76		0.45		2.32E-69		1.40E+156						3.25		4.41		0.87		0.39		0.23		46.56		2.74		3.62		0.76		0.45		0.21		36.44





		*Significance test based on Mann-Whitney test for outcomes with two catagories (LR vs HR and HR ≥ 37 vs <34 weeks) and Kruskal–Wallis test for pregnancy outcome within the HR group (≥ 37 vs 34-36+6 vs <34 weeks). None significant after correcting for multiple testing using ﻿Benjamini-Hochberg procedure with a False Discovery Rate of 10%











		Relative abundance only for samples with taxa present				Low risk pregnancy (LR)								High risk pregnancy (HR)																								Test of significance based on presence/absence of taxa

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks

				﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)		1.45		(<0.1-2.81)		2		(14.29)						0		0.00		0.32		0.22		0.34

				TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		4.50				1		(7.14)		0.36				1		(4.55)		1.00		0.08		0.20

				﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		1.50				1		(7.14)		<0.1		(<0.1-0.45)		7		(31.82)		0.63		0.08		0.05

				﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		6.40		(5.27-7.54)		2		(14.29)		19.26		(11.90-21.44)		3		(13.64)		0.92		0.09		0.04		<this is for RA



				graph save Graph "/Users/laura/OneDrive/Documents/OOPR/Microbiome/V2presenceabsence.gph"





				Relationship between bifodo and concentration data in LR



						Bifodo present						Bifido absent						Concentraton taxa absent

						Number		Mean		SD		Number		Mean		SD

				L.iners		4		5.62		2.21		78		6.7437512		1.4028		5













		Relative abundance only for participants with baterial group or species of lactobacillus present				Low-risk pregnancy (LR)								High-risk pregnancy (HR)																Relative abundance of taxa		Presence /absence of taxa		Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) 								Logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) with values *100

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks		OR		P>|z|		95%CI (lower)		95%CI (upper)		OR		P>|z|		95%CI (lower)		95%CI (upper)

		Relative abundance of bacterial groups (%) 		Total Lactobacillus		98.64		(71.75-99.90)		143		(98.62)		99.18		(53.67-99.90)		85		(97.70)		98.46		(91.64-99.82)		22		(100.00)		0.77		1.00		1.01		0.25		0.99		1.03		1.01		0.31		0.99		1.03

				Total BV associated		3.00		(0.54-45.32)		109		(75.17)		2.72		(0.45-64.12)		62		(71.26)		1.73		(0.27-18.62)		19		(86.36)		0.26		0.18		0.98		0.10		0.97		1.00		0.98		0.13		0.96		1.00

				Total pathobionts		0.18		(<0.1-0.82)		34		(23.45)		0.14		(<0.1-0.36)		20		(22.99)		0.27		(0.18-0.45)		4		(18.18)		0.28		0.78		0.77		0.69		0.22		2.74		0.65		0.68		0.08		5.03

				Total other bacteria		0.27		(0.18-0.64)		50		(34.48)		0.18		(<0.1-2.27)		35		(40.23)		0.14		(<0.1-0.27)		10		(45.45)		0.34		0.81		0.48		0.34		0.10		2.17		0.52		0.44		0.10		2.76

		Relative abundance of species of lactobacillus (%) 		Lactobacillus crispatus		3.45		(0.82-94.19)		125		(86.21)		2.45		(0.54-24.34)		71		(81.61)		10.04		(0.45-90.55)		18		(81.82)		0.79		1.00		1.01		0.38		0.99		1.02		1.01		0.18		1.00		1.02

				Lactobacillus gasseri		20.44		(0.18-58.13)		47		(32.41)		3.36		(0.45-68.39)		31		(35.63)		10.35		(0.18-89.37)		5		(22.73)		0.82		0.32		1.00		0.95		0.97		1.03		1.01		0.54		0.98		1.03

				Lactobacillus iners		38.87		(5.09-86.28)		82		(56.55)		43.23		(7.17-92.82)		63		(72.41)		78.02		(48.23-86.64)		13		(59.09)		0.22		0.30		1.01		0.23		0.99		1.03		1.01		0.41		0.99		1.03

				Lactobacillus jensenii		21.16		(1.81-69.57)		53		(36.55)		20.53		(4.45-58.04)		24		(27.59)		6.09		(1.72-49.32)		9		(40.91)		0.50		0.30		1.00		0.77		0.97		1.02		1.01		0.60		0.98		1.04

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0.82		(0.27-3.27)		24		(16.55)		1.27		(0.54-1.81)		18		(20.69)		0.36		(0.18-0.36)		3		(13.64)		0.08		0.34		0.03		0.30		0.00		23.12		0.00		.		.		.

				Atopobium vaginae		3.04		(0.27-14.17)		44		(30.34)		7.58		(0.77-13.81)		28		(32.18)		2.04		(1.14-7.81)		4		(18.18)		0.53		0.30		0.92		0.38		0.77		1.10		0.97		0.63		0.84		1.11

				﻿Bifidobacterium ﻿breve 		1.45		(0.27-31.70)		14		(9.66)		3.63		(0.36-10.90)		7		(8.05)						0		0.00				0.34		model failed								model failed

				﻿Clostridiales BVAB2		2.36		(0.54-6.12)		11		(7.59)		1.68		(0.27-3.63)		10		(11.49)		2.45		(0.27-0.46)		2		(9.09)		0.83		1.00		1.09		0.83		0.51		2.35		148403		.		.		.

				﻿Dialister		0.27		(<0.1-0.72)		34		(23.45)		0.27		(0.18-0.82)		29		(33.33)		0.86		(0.18-1.54)		2		(9.09)		0.78		0.03		1.12		0.86		0.32		3.88		0.00		.		.		.

				﻿Gardnerella vaginalis 		15.44		(0.91-33.51)		57		(39.31)		18.62		(0.64-35.06)		33		(37.93)		11.26		(1.72-19.16)		10		(45.45)		0.22		0.63		0.97		0.18		0.92		1.02		0.96		0.19		0.91		1.02

				﻿Lachnospiracea BVAB1		0.18		(<0.1-32.97)		3		(2.07)		16.03		(0.14-48.82)		4		(4.60)		16.26				1		(4.55)		1.00		1.00		0.98		0.77		0.89		1.09

				﻿Megasphaera		9.90		(6.09-12.81)		21		(14.48)		10.40		(3.54-12.26)		18		(20.69)		19.26		(11.90-21.44)		3		(13.64)		0.04		0.56		1.35		0.06		0.98		1.86		2.51E19		.		.		.

				Mobiluncus		0.18		(<0.1-0.50)		4		(2.76)		0.59		(0.27-0.91)		2		(2.30)		6.90		(0.27-13.5)		2		(9.09)		0.68		0.18		1.43		0.54		0.46		4.46		model failed

				Mycoplasma		0.91		(0.82-1.00)		2		(1.38)		0.45		(<0.1-0.90)		4		(4.60)		0.18				1		(4.55)		1.00		1.00		0.05		0.54		0.00		614.37		model failed

				﻿Parvimonas		0.63		(0.18-2.36)		15		(10.34)		0.45		(<0.1-1.18)		12		(13.79)		0.59		(0.27-0.91)		2		(9.09)		0.85		0.73		0.72		0.77		0.08		6.66		1.61E89		.		.		.

				Peptoniphilus		0.18		(0.18-0.45)		26		(17.93)		0.18		(<0.1-0.54)		21		(24.14)		<0.1		(<0.1-0.18)		6		(27.27)		0.22		0.79		0.05		0.35		0.00		29.14		0.00		0.26		0.00		554.50

				﻿Prevotella		0.91		(0.27-6.99)		57		(39.31)		2.86		(0.18-11.35)		42		(48.28)		0.54		(0.18-0.91)		7		(31.82)		0.40		0.23		0.90		0.23		0.75		1.07		0.95		0.70		0.75		1.21

				﻿Porphyromonas species		0.18		(<0.1-0.99)		7		(4.83)		0.18		(<0.1-1.45)		12		(13.79)		0.45				1		(4.55)		0.41		0.46		0.77		0.77		0.13		4.52		model failed

				﻿Sneathia species		4.77		(1.18-10.90)		14		(9.66)		1.81		(0.36-6.17)		15		(17.24)		3.45		(0.18-6.72)		2		(9.09)		0.82		0.52		0.98		0.94		0.68		1.43		1.3E277		.		.		.

				Streptococcus species		0.27		(<0.1-10.8)		19		(13.10)		0.13		(<0.1-0.27)		10		(11.49)		<0.1		(<0.1-<0.1)		2		(9.09)		0.23		1.00		1.00		.		.		.		model failed

				BVAB TM7-H1		7.20		(2.0-12.3)		2		(1.38)						0		0.00		0.36				1		(4.55)				0.20		model failed								model failed

				﻿Ureaplasma species		0.22		(0.18-0.45)		26		(17.93)		<0.1		(<0.1-0.36)		11		(12.64)		<0.1		(<0.1-0.45)		7		(31.82)		0.84		0.05		3.25		0.39		0.23		46.56		2.74		0.45		0.21		36.44

		Relative abundance only for samples with taxa present				Unadjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=109) 								Adjusted logistic regression model using relative abundance taxa comparing HR ≥ 37 vs <34 weeks (n=106)



						OR		P>|z|		95%CI (lower)		95%CI (upper)		OR		P>|z|		95%CI (lower)		95%CI (upper)

		Relative abundance of bacterial groups (%) (median, IQR)		Total Lactobacillus		1.01		0.25		0.99		1.03		1.01		0.31		0.99		1.03

				Total BV associated		0.98		0.10		0.97		1.00		0.98		0.13		0.96		1.00

				Total pathobionts		0.77		0.69		0.22		2.74		0.65		0.68		0.08		5.03

				Total other bacteria		0.48		0.34		0.10		2.17		0.52		0.44		0.10		2.76

		Relative abundance of species of Lactobacillus (%) (median, IQR)		Lactobacillus crispatus		1.01		0.38		0.99		1.02		1.01		0.18		1.00		1.02

				Lactobacillus gasseri		1.00		0.95		0.97		1.03		1.01		0.54		0.98		1.03

				Lactobacillus iners		1.01		0.23		0.99		1.03		1.01		0.41		0.99		1.03

				Lactobacillus jensenii		1.00		0.77		0.97		1.02		1.01		0.60		0.98		1.04

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		0.03		0.30		0.00		23.12		0.00		.		.		.

				Atopobium vaginae		0.92		0.38		0.77		1.10		0.97		0.63		0.84		1.11

				﻿Bifidobacterium ﻿breve 		model failed								model failed

				﻿Clostridiales BVAB2		1.09		0.83		0.51		2.35		148403		.		.		.

				﻿Dialister		1.12		0.86		0.32		3.88		0.00		.		.		.

				﻿Gardnerella vaginalis 		0.97		0.18		0.92		1.02		0.96		0.19		0.91		1.02

				﻿Lachnospiracea BVAB1		0.98		0.77		0.89		1.09

				﻿Megasphaera		1.35		0.06		0.98		1.86		2.51E19		.		.		.

				Mobiluncus		1.43		0.54		0.46		4.46		model failed

				Mycoplasma		0.05		0.54		0.00		614.37		model failed

				﻿Parvimonas		0.72		0.77		0.08		6.66		1.61E89		.		.		.

				Peptoniphilus		0.05		0.35		0.00		29.14		0.00		0.26		0.00		554.50

				﻿Prevotella		0.90		0.23		0.75		1.07		0.95		0.70		0.75		1.21

				﻿Porphyromonas species		0.77		0.77		0.13		4.52		model failed

				﻿Sneathia species		0.98		0.94		0.68		1.43		1.3E277		.		.		.

				Streptococcus species		1.00		.		.		.		model failed

				BVAB TM7-H1		model failed								model failed

				﻿Ureaplasma species		3.25		0.39		0.23		46.56		2.74		0.45		0.21		36.44

		adjusted for smoking, cervical surgery and BMI as a quadratic term (n=107) 





Table A4

						Low-risk pregnancy								High-risk pregnancy

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM <34 weeks n=22								P value HR ≥ 37 vs <34 weeks								P value HR ≥ 37 vs <34 weeks		P value HR ≥ 37 vs <34 weeks

						Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Presence/ absence of taxa*		Relative abdundance of taxa¶						Median		IQR

		Relative abundance of bacterial groups (%)		Total Lactobacillus		143		(98.62)		98.55		(69.75-99.90)		85		(97.70)		99.18		(53.04-99.90)		22		(100.00)		98.46		(91.64-99.82)		1.00		0.91

				Total BV associated		109		(75.17)		0.82		(0.09-20.44)		62		(71.26)		0.64		(0-46-32)		19		(86.36)		1.14		(0.18-8.23)		0.18		0.74

				Total pathobionts		34		(23.45)		0		(0-0)		20		(22.99)		0		(0-0)		4		(18.18)		0		(0-0)		0.78		0.73

				Total other bacteria		50		(34.48)		0		(0-0.18)		35		(40.23)		0		(0-0.09)		10		(45.45)		0		(0-0.09)		0.81		0.89

		Relative abundance of species of Lactobacillus (%) 		Lactobacillus crispatus		125		(86.21)		2.00		(0.18-79.29)		71		(81.61)		1.09		(0.17-16.71)		18		(81.82)		1.73		(0.09-68.84)		1.00		0.84

				Lactobacillus gasseri		47		(32.41)		0		(0-0.18)		31		(35.63)		0		(0-0.64)		5		(22.73)		0		(0-0)		0.32		0.28

				Lactobacillus iners		82		(56.55)		0		(0-48.59)		63		(72.41)		21.98		(0-78.11)		13		(59.09)		16.21		(0-79.93)		0.30		0.76

				Lactobacillus jensenii		53		(36.55)		0		(0-3.09)		24		(27.59)		0		(0-0.02)		9		(40.91)		0		(0-4.81)		0.30		0.30

		Relative abundance of taxa of interest (%) (median, IQR)		Aerococcus		24		(16.55)		0.82		(0.27-3.27)		18		(20.69)		1.27		(0.54-1.81)		3		(13.64)		0.36		(0.18-0.36)		0.34		0.08

				Atopobium vaginae		44		(30.34)		3.04		(0.27-14.17)		28		(32.18)		7.58		(0.77-13.81)		4		(18.18)		2.04		(1.14-7.81)		0.30		0.53

				﻿Bifidobacterium ﻿breve 		14		(9.66)		1.45		(0.27-31.70)		7		(8.05)		3.63		(0.36-10.90)		0		0.00						0.34

				﻿Clostridiales BVAB2		11		(7.59)		2.36		(0.54-6.12)		10		(11.49)		1.68		(0.27-3.63)		2		(9.09)		2.45		(0.27-0.46)		1.00		0.83

				﻿Dialister		34		(23.45)		0.27		(<0.1-0.72)		29		(33.33)		0.27		(0.18-0.82)		2		(9.09)		0.86		(0.18-1.54)		0.03		0.78

				﻿Gardnerella vaginalis 		57		(39.31)		15.44		(0.91-33.51)		33		(37.93)		18.62		(0.64-35.06)		10		(45.45)		11.26		(1.72-19.16)		0.63		0.22

				﻿Lachnospiracea BVAB1		3		(2.07)		0.18		(<0.1-32.97)		4		(4.60)		16.03		(0.14-48.82)		1		(4.55)		16.26				1.00		1.00

				﻿Megasphaera		21		(14.48)		9.90		(6.09-12.81)		18		(20.69)		10.40		(3.54-12.26)		3		(13.64)		19.26		(11.90-21.44)		0.56		0.04

				Mobiluncus		4		(2.76)		0.18		(<0.1-0.50)		2		(2.30)		0.59		(0.27-0.91)		2		(9.09)		6.90		(0.27-13.5)		0.18		0.68

				Mycoplasma		2		(1.38)		0.91		(0.82-1.00)		4		(4.60)		0.45		(<0.1-0.90)		1		(4.55)		0.18				1.00		1.00

				﻿Parvimonas		15		(10.34)		0.63		(0.18-2.36)		12		(13.79)		0.45		(<0.1-1.18)		2		(9.09)		0.59		(0.27-0.91)		0.73		0.85

				Peptoniphilus		26		(17.93)		0.18		(0.18-0.45)		21		(24.14)		0.18		(<0.1-0.54)		6		(27.27)		<0.1		(<0.1-0.18)		0.79		0.22

				﻿Prevotella		57		(39.31)		0.91		(0.27-6.99)		42		(48.28)		2.86		(0.18-11.35)		7		(31.82)		0.54		(0.18-0.91)		0.23		0.40

				﻿Porphyromonas species		7		(4.83)		0.18		(<0.1-0.99)		12		(13.79)		0.18		(<0.1-1.45)		1		(4.55)		0.45				0.46		0.41

				﻿Sneathia species		14		(9.66)		4.77		(1.18-10.90)		15		(17.24)		1.81		(0.36-6.17)		2		(9.09)		3.45		(0.18-6.72)		0.52		0.82

				Streptococcus species		19		(13.10)		0.27		(<0.1-10.8)		10		(11.49)		0.13		(<0.1-0.27)		2		(9.09)		<0.1		(<0.1-<0.1)		1.00		0.23

				BVAB TM7-H1		2		(1.38)		7.20		(2.0-12.3)		0		0.00						1		(4.55)		0.36				0.20

				﻿Ureaplasma species		26		(17.93)		0.22		(0.18-0.45)		11		(12.64)		<0.1		(<0.1-0.36)		7		(31.82)		<0.1		(<0.1-0.45)		0.05		0.84





Supplementary table 7

		Results for only those samples with specific taxa present				Low risk pregnancy (LR)								High risk pregnancy (HR)																								Test of significance based on concentration of taxa						Test of significance based on presence/absence of taxa						Unadjusted logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks (n=109) only where taxa were present												Logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery (n=107) only where taxa were present												Logistic regression model using concentration of  taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and number of previous sPTB/PPROM <34 weeks (n=107) only where taxa were present												Logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery and BMI as a quadratic term (n=106) only where taxa were present												Logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks adjusted for smoking, cervical surgery, BMI as a quadratic term (n=106) and batch of PCR only where taxa were present																										Results for only those samples with specific taxa present				Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks 								Adjusted regression model using concentration of taxa comparing HR ≥ 37 vs <34 weeks

						Birth ≥ 39 weeks n=145								Birth ≥ 37 weeks n=87								sPTB or PPROM 34+0-36+6 weeks n=14								sPTB or PPROM <34 weeks n=22																																																																																																		Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks n=22				Concentration of taxa

						Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		Median		IQR		Number of samples with taxa		% of samples with taxa		P value LR vs HR		P value within HR		P value HR≥ 37 vs <34 weeks		P value LR vs HR		P value within HR		P value HR ≥ 37 vs <34 weeks		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)																				Median		IQR		Median		IQR		Median		IQR		P value HR ≥ 37 vs <34 weeks		OR		P>|z|		95%CI (lower)		95%CI (upper)		OR		P>|z|		95%CI (lower)		95%CI (upper)

		Whole sample concentration in log10 cells/μl (median, IQR)		16s rRNA		6.22		(5.27-6.87)						6.39		(5.70-7.29)						5.81		(5.43-6.26)						7.33		(6.01-7.63)						0.00		0.01		0.02								1.95		0.57		2.28		0.02		1.10		3.47		2.24		0.74		2.45		0.01		1.17		4.29		2.39		0.85		2.46		0.01		1.20		4.80		2.10		0.71		2.19		0.03		1.08		4.06		2.717917		1.150513		2.36		0.018		1.185542		6.230969																Whole sample concentration in log10 cells/μl (median, IQR)		16s rRNA		6.22		(5.27-6.87)		6.39		(5.70-7.29)		7.33		(6.01-7.63)		0.02		1.95		0.02		1.10		3.47		2.10		0.03		1.08		4.06

				Bacterial load		7.68		(6.80-8.35)						7.89		(7.22-8.80)						7.51		(6.95-7.78)						8.64		(7.47-9.08)						0.00		0.02		0.03								1.78		0.49		2.10		0.04		1.04		3.04		2.01		0.62		2.24		0.03		1.09		3.69		2.14		0.72		2.26		0.02		1.11		4.12		1.90		0.61		1.99		0.05		1.01		3.56																														Bacterial load		7.68		(6.80-8.35)		7.89		(7.22-8.80)		8.64		(7.47-9.08)		0.03		1.78		0.04		1.04		3.04		1.90		0.05		1.01		3.56

		Bacterial group concentration in log10 cells/μl (median, IQR)		Total lactobacillus		7.31		(6.46-8.03)		143		(98.62)		7.48		(6.93-8.45)		85		(97.70)		7.42		(6.67-7.78)		14		(100.00)		8.59		(7.70-8.86)		22		(100.00)		0.00		0.00		0.00		1.00		1.00		1.00		2.30		0.69		2.79		0.01		1.28		4.14		2.59		0.88		2.81		0.01		1.33		5.02		2.62		0.93		2.71		0.01		1.31		5.25		2.35		0.81		2.49		0.01		1.20		4.62		6.293664		4.751805		2.44		0.015		1.432961		27.64221																Bacterial group concentration in log10 cells/μl (median, IQR)		Total lactobacillus		7.31		(6.46-8.03)		7.48		(6.93-8.45)		8.59		(7.70-8.86)		0.00		2.30		0.01		1.28		4.14		2.35		0.01		1.20		4.62

				Total BV associated		6.40		(4.85-7.58)		109		(75.17)		6.60		(5.06-8.18)		62		(71.26)		5.49		(4.74-7.38)		12		(85.71)		6.76		(5.72-8.51)		19		(86.36)		0.20		0.45		0.47		1.00		0.25		0.18		1.12		0.17		0.77		0.44		0.84		1.51		1.18		0.20		0.97		0.33		0.84		1.66		1.22		0.23		1.06		0.29		0.85		1.76		1.19		0.22		0.91		0.36		0.82		1.71																														Total BV associated		6.40		(4.85-7.58)		6.60		(5.06-8.18)		6.76		(5.72-8.51)		0.47		1.12		0.44		0.84		1.51		1.19		0.36		0.82		1.71

				Total pathobionts		4.33		(3.63-4.99)		34		(23.45)		4.76		(4.07-5.86)		20		(22.99)		5.04		(3.42-5.78)		5		(35.71)		4.81		(4.02-5.66)		4		(18.18)		0.10		0.99		0.94		1.00		0.44		0.78		0.89		0.41		-0.25		0.80		0.36		2.18		0.69		0.41		-0.62		0.53		0.21		2.22		0.30		0.31		-1.15		0.25		0.04		2.32		0.76		0.48		-0.43		0.67		0.22		2.60																														Total pathobionts		4.33		(3.63-4.99)		4.76		(4.07-5.86)		4.81		(4.02-5.66)		0.94		0.89		0.80		0.36		2.18		0.76		0.67		0.22		2.60

				Total other bacteria		4.72		(4.14-5.63)		50		(34.48)		5.07		(4.55-6.35)		35		(40.23)		5.23		(4.40-5.48)		6		(42.86)		5.35		(5.03-5.93)		10		(45.45)		0.07		0.72		0.78		0.26		0.92		0.81		1.00		0.28		0.00		1.00		0.58		1.73		1.00		0.31		0.00		1.00		0.55		1.82		1.05		0.33		0.15		0.88		0.57		1.94		0.99		0.32		-0.02		0.99		0.53		1.88																														Total other bacteria		4.72		(4.14-5.63)		5.07		(4.55-6.35)		5.35		(5.03-5.93)		0.78		1.00		1.00		0.58		1.73		0.99		0.99		0.53		1.88

		Lactobacilli species concentration in log10 cells/μl (median, IQR)		Lactobacillus crispatus		6.02		(5.21-7.11)		125		(86.21)		6.39		(5.54-7.02)		71		(81.61)		6.44		(5.53-7.36)		12		(85.71)		6.54		(6.13-8.50)		18		(81.82)		0.05		0.20		0.08		0.40		1.00		1.00		1.65		0.38		2.16		0.03		1.05		2.59		1.73		0.43		2.22		0.03		1.07		2.80		1.73		0.43		2.19		0.03		1.06		2.82		1.75		0.45		2.15		0.03		1.05		2.91																												Lactobacilli species concentration in log10 cells/μl (median, IQR)		Lactobacillus crispatus		6.02		(5.21-7.11)		6.39		(5.54-7.02)		6.54		(6.13-8.50)		0.08		1.65		0.03		1.05		2.59		1.75		0.03		1.05		2.91

				Lactobacillus gasseri		6.89		(4.92-7.52)		47		(32.41)		6.23		(5.23-7.60)		31		(35.63)		5.46		(4.05-7.00)		6		(42.86)		6.58		(4.93-7.70)		5		(22.73)		0.65		0.71		0.91		0.80		0.39		0.32		1.01		0.35		0.04		0.97		0.51		2.01		0.90		0.34		-0.27		0.79		0.43		1.91		0.86		0.34		-0.38		0.70		0.40		1.85		0.84		0.34		-0.42		0.67		0.38		1.86																														Lactobacillus gasseri		6.89		(4.92-7.52)		6.23		(5.23-7.60)		6.58		(4.93-7.70)		0.91		1.01		0.97		0.51		2.01		0.84		0.67		0.38		1.86

				Lactobacillus iners		7.04		(5.78-7.63)		82		(56.55)		7.16		(6.22-8.37)		63		(72.41)		7.67		(6.76-8.04)		8		(57.14)		8.58		(8.15-8.86)		13		(59.09)		0.01		0.01		0.00		0.21		0.42		0.30		1.96		0.60		2.19		0.03		1.07		3.59		1.91		0.60		2.07		0.04		1.03		3.54		1.88		0.61		1.94		0.05		0.99		3.54		1.77		0.58		1.77		0.08		0.94		3.35		1.850439		0.7822364		1.46		0.145		0.8080644		4.237438																		Lactobacillus iners		7.04		(5.78-7.63)		7.16		(6.22-8.37)		8.58		(8.15-8.86)		0.00		1.96		0.03		1.07		3.59		1.77		0.08		0.94		3.35

				Lactobacillus jensenii		7.28		(6.20-7.70)		53		(36.55)		7.25		(6.45-7.70)		24		(27.59)		6.86		(5.72-7.02)		3		(21.43)		6.72		(6.19-7.38)		9		(40.91)		0.89		0.45		0.52		0.24		0.36		0.30		0.80		0.34		-0.53		0.59		0.35		1.83		0.68		0.49		-0.54		0.59		0.17		2.77		0.67		0.50		-0.54		0.59		0.16		2.85		0.67		0.52		-0.51		0.61		0.14		3.10																														Lactobacillus jensenii		7.28		(6.20-7.70)		7.25		(6.45-7.70)		6.72		(6.19-7.38)		0.52		0.80		0.59		0.35		1.83		0.67		0.61		0.14		3.10

		Taxa of interest concentration in log10 cells/μl (median, IQR)		Aerococcus		5.71		(5.41-6.23)		24		(16.55)		5.6		(5.49-6.61)		18		(20.69)		4.35		(4.21-5.86)		3		(21.43)		5.02		(4.97-5.13)		3		(13.64)		0.36		0.02		0.01		0.32		0.77		0.34		0.00		0.00		-0.67		0.50		0.00		3.58E+51		0.00		0.00		-0.61		0.54		0.00		5.42E+42		0.00		0.00		-0.61		0.54		0.00		6.28E+42		Model does not converge																																						Taxa of interest concentration in log10 cells/μl (median, IQR)		Aerococcus		5.71		(5.41-6.23)		5.6		(5.49-6.61)		5.02		(4.97-5.13)		0.01		0.00		0.50		0.00		3.58E+51		Model does not converge

				Atopobium vaginae		6.84		(5.35-7.86)		44		(30.34)		7.85		(6.03-8.51)		28		(32.18)		7.66		(3.47-8.76)		3		(21.43)		7.88		(7.50-8.33)		4		(18.18)		0.01		0.86		0.73		0.79		0.40		0.30		1.49		0.76		0.78		0.44		0.55		4.05		4.10		4.30		1.35		0.18		0.53		31.97		5.14		6.88		1.22		0.22		0.37		70.88		21.51		46.57		1.42		0.16		0.31		1498.12																														Atopobium vaginae		6.84		(5.35-7.86)		7.85		(6.03-8.51)		7.88		(7.50-8.33)		0.73		1.49		0.44		0.55		4.05		21.51		0.16		0.31		1498.12

				﻿Bifidobacterium ﻿breve 		6.22		(5.57-7.62)		14		(9.66)		6.5		(5.36-6.82)		7		(8.05)		5.33		(4.17-6.50)		2		(14.29)						0		0.00		0.49		0.24				0.32		0.22		0.34		Not applicable - taxa not present in event <34 week group												Not applicable - taxa not present in event <34 week group												Not applicable - taxa not present in event <34 week group												Not applicable - taxa not present in event <34 week group																																								﻿Bifidobacterium ﻿breve 		6.22		(5.57-7.62)		6.5		(5.36-6.82)								Not applicable - taxa not present in event <34 week group								Not applicable - taxa not present in event <34 week group

				﻿Clostridiales BVAB2		5.88		(5.50-6.37)		11		(7.59)		5.62		(5.42-6.38)		10		(11.49)		6.05		(5.61-6.49)		2		(14.29)		5.54		(4.44-6.66)		2		(9.09)		0.70		0.65		1.00		0.30		0.82		1.00		0.57		0.68		-0.47		0.64		0.06		5.90		0.58		0.66		-0.48		0.63		0.06		5.47		0.58		0.66		-0.48		0.63		0.06		5.47		8.49E20		.		.		.		.		.																														﻿Clostridiales BVAB2		5.88		(5.50-6.37)		5.62		(5.42-6.38)		5.54		(4.44-6.66)		1.00		0.57		0.64		0.06		5.90		8.49E20		.		.		.

				﻿Dialister		5.33		(4.98-5.55)		34		(23.45)		5.27		(5.00-5.45)		29		(33.33)		5.28		(4.72-5.63)		4		(28.57)		5.11		(4.67-5.57)		2		(9.09)		0.92		0.92		0.69		0.21		0.07		0.03		0.63		0.74		-0.39		0.69		0.06		6.27		0.62		0.93		-0.32		0.75		0.03		11.84		0.58		0.84		-0.38		0.71		0.03		9.81		0.00		.		.		.		.		.																														﻿Dialister		5.33		(4.98-5.55)		5.27		(5.00-5.45)		5.11		(4.67-5.57)		0.69		0.63		0.69		0.06		6.27		0.00		.		.		.

				﻿Gardnerella vaginalis 		6.96		(5.89-7.88)		57		(39.31)		7.53		(6.05-8.38)		33		(37.93)		5.83		(4.10-7.77)		8		(57.14)		8.38		(6.26-8.65)		10		(45.45)		0.27		0.24		0.55		0.80		0.38		0.63		1.13		0.26		0.54		0.59		0.72		1.77		1.14		0.28		0.55		0.58		0.71		1.83		1.05		0.26		0.19		0.85		0.65		1.70		1.12		0.28		0.45		0.65		0.68		1.84																														﻿Gardnerella vaginalis 		6.96		(5.89-7.88)		7.53		(6.05-8.38)		8.38		(6.26-8.65)		0.55		1.13		0.59		0.72		1.77		1.12		0.65		0.68		1.84

				﻿Lachnospiracea BVAB1		4.39		(3.83-7.09)		3		(2.07)		6.37		(5.28-7.68)		4		(4.60)						0		0.00		6.62				1		(4.55)		0.18		1.00		1.00		0.48		1.00		1.00		1.13		1.16		0.12		0.91		0.15		8.44		Model does not converge												Model does not converge												Model does not converge																																								﻿Lachnospiracea BVAB1		4.39		(3.83-7.09)		6.37		(5.28-7.68)		6.62				1.00		1.13		0.91		0.15		8.44		Model does not converge

				﻿Megasphaera		6.53		(6.14-6.65)		21		(14.48)		6.49		(5.95-6.75)		18		(20.69)		6.26		(6.08-6.44)		2		(14.29)		6.87		(6.65-6.89)		3		(13.64)		0.60		0.11		0.06		0.41		0.76		0.56		409.23		1893.60		1.30		0.19		0.05		3553333		515.76		2428.65		1.33		0.19		0.05		5256340		412.98		1889.86		1.32		0.19		0.05		3244419.00		.		.		.		.		.		.																														﻿Megasphaera		6.53		(6.14-6.65)		6.49		(5.95-6.75)		6.87		(6.65-6.89)		0.06		409.23		0.19		0.05		3553333		.		.		.		.

				Mobiluncus		5.22		(5.18-5.64)		4		(2.76)		5.89		(5.60-6.18)		2		(2.30)						0		0.00		6.24		(5.51-6.97)		2		(9.09)		0.08		1.00		1.00		1.00		0.21		0.18		2.94		5.48		0.58		0.56		0.08		113.35		Model does not converge												Model does not converge												Model does not converge																																								Mobiluncus		5.22		(5.18-5.64)		5.89		(5.60-6.18)		6.24		(5.51-6.97)		1.00		2.94		0.56		0.08		113.35		Model does not converge

				Mycoplasma		5.80		(5.78-5.83)		2		(1.38)		5.87		(5.09-6.33)		4		(4.60)		6.11		(5.15-7.06)		2		(14.29)		5.32				1		(4.55)		0.77		0.85		0.48		0.09		0.28		1.00		0.34		0.68		-0.54		0.59		0.01		16.73		0.34		0.68		-0.54		0.59		0.01		16.73		0.57		1.24		-0.26		0.80		0.01		41.32		Model does not converge																																								Mycoplasma		5.80		(5.78-5.83)		5.87		(5.09-6.33)		5.32				0.48		0.34		0.59		0.01		16.73		Model does not converge

				﻿Parvimonas		5.66		(5.17-6.27)		15		(10.34)		5.49		(5.13-5.88)		12		(13.79)		5.58		(4.64-6.52)		3		(21.43)		5.47		(4.99-5.95)		2		(9.09)		0.51		0.95		0.72		0.45		0.54		0.73		0.76		1.21		-0.17		0.86		0.03		17.20		0.54		1.04		-0.32		0.75		0.01		22.90		Model does not converge												1.54E78		.		.		.		.		.																														﻿Parvimonas		5.66		(5.17-6.27)		5.49		(5.13-5.88)		5.47		(4.99-5.95)		0.72		0.76		0.86		0.03		17.20		1.54E78		.		.		.

				Peptoniphilus		5.24		(4.97-5.49)		26		(17.93)		4.99		(4.63-5.45)		21		(24.14)		5.35		(5.05-5.70)		3		(21.43)		5		(4.44-5.48)		6		(27.27)		0.32		0.56		1.00		0.23		0.95		0.79		0.85		0.60		-0.22		0.82		0.22		3.37		0.37		0.43		-0.86		0.39		0.04		3.52		0.43		0.53		-0.68		0.50		0.04		4.85		0.75		1.06		-0.20		0.84		0.05		11.89																														Peptoniphilus		5.24		(4.97-5.49)		4.99		(4.63-5.45)		5		(4.44-5.48)		1.00		0.85		0.82		0.22		3.37		0.75		0.84		0.05		11.89

				﻿Prevotella		5.78		(5.31-6.64)		57		(39.31)		6.2		(5.20-6.97)		42		(48.28)		5.82		(4.88-6.68)		7		(50.00)		5.56		(5.46-5.80)		7		(31.82)		0.68		0.73		0.53		0.32		0.39		0.23		0.80		0.31		-0.58		0.56		0.37		1.71		0.67		0.32		-0.84		0.40		0.27		1.70		0.72		0.35		-0.67		0.51		0.28		1.88		1.22		0.81		0.29		0.77		0.33		4.50																														﻿Prevotella		5.78		(5.31-6.64)		6.2		(5.20-6.97)		5.56		(5.46-5.80)		0.53		0.80		0.56		0.37		1.71		1.22		0.77		0.33		4.50

				﻿Porphyromonas		4.94		(4.73-5.97)		7		(4.83)		4.93		(4.68-5.92)		12		(13.79)		4.57		(4.28-5.44)		3		(21.43)		5.7				1		(4.55)		0.84		0.37		0.42		0.02		0.33		0.46		1.65		1.82		0.46		0.65		0.19		14.23		Model does not converge												Model does not converge												Model does not converge																																								﻿Porphyromonas		4.94		(4.73-5.97)		4.93		(4.68-5.92)		5.7				0.42		1.65		0.65		0.19		14.23		Model does not converge

				﻿Sneathia		6.95		(5.80-7.36)		14		(9.66)		6.94		(4.76-7.38)		15		(17.24)		7.95		(7.65-8.26)		2		(14.29)		7.04		(5.99-8.10)		2		(9.09)		0.64		0.13		0.46		0.19		0.68		0.52		1.61		1.17		0.66		0.51		0.39		6.72		1.30		1.02		0.34		0.74		0.28		6.087912		1.30		1.02		0.34		0.74		0.28		6.09		Model does not converge																																								﻿Sneathia		6.95		(5.80-7.36)		6.94		(4.76-7.38)		7.04		(5.99-8.10)		0.46		1.61		0.51		0.39		6.72		Model does not converge

				Streptococcus		4.38		(3.26-5.41)		19		(13.10)		4.73		(4.03-5.73)		10		(11.49)		5.02		(3.24-7.47)		3		(21.43)		5.28		(4.72-5.85)		2		(9.09)		0.25		0.81		0.52		0.86		0.51		1.00		1.47		1.07		0.53		0.60		0.35		6.15		Model does not converge												Model does not converge												Model does not converge																																								Streptococcus		4.38		(3.26-5.41)		4.73		(4.03-5.73)		5.28		(4.72-5.85)		0.52		1.47		0.60		0.35		6.15		Model does not converge

				BVAB TM7-H1		6.74		(6.61-6.88)		2		(1.38)						0		0.00		6.98				1		(7.14)		5.35				1		(4.55)		1.00		0.32				1.00		0.08		0.20		Not applicable - taxa not present in event >37 week group												Not applicable - taxa not present in event >37 week group												Not applicable - taxa not present in event >37 week group												Not applicable - taxa not present in event >37 week group																																								BVAB TM7-H1		6.74		(6.61-6.88)						5.35						Not applicable - taxa not present in event >37 week group								Not applicable - taxa not present in event >37 week group

				﻿Ureaplasma		5.55		(5.24-5.95)		26		(17.93)		5.26		(4.71-5.79)		11		(12.64)		6.22				1		(7.14)		5.59		(5.25-5.95)		7		(31.82)		0.41		0.22		0.34		0.63		0.08		0.05		3.06		2.83		1.21		0.23		0.50		18.71		2.61		2.54		0.98		0.33		0.39		17.62		1.44		1.69		0.31		0.75		0.15		14.35		2.72		2.72		1.00		0.32		0.38		19.27																														﻿Ureaplasma		5.55		(5.24-5.95)		5.26		(4.71-5.79)		5.59		(5.25-5.95)		0.34		3.06		0.23		0.50		18.71		2.72		0.32		0.38		19.27









		Benjamin-Hochberg FDR procedure for LR vs HR

		Label		Unadjusted P value		Benjamini-Hochberg significance (10% FDR)		Benjamini-Hochberg P-value

		Total Lactobacillus		0.0026		significant		0.04

		Bacterial load		0.0042		significant		0.04

		16s 		0.0044		significant		0.04

		Lactobacillus iners		0.0059		significant		0.04

		Atopobium vaginae		0.0112		significant		0.06

		Lactobacillus crispatus		0.0473		not significant		0.22

		Total other bacteria		0.0708		not significant		0.28

		Mobiluncus		0.0833		not significant		0.29

		Total pathobionts		0.098		not significant		0.30

		﻿Lachnospiracea BVAB1		0.1797		not significant		0.50

		Total BV associated		0.1985		not significant		0.51

		Streptococcus		0.2453		not significant		0.57

		﻿Gardnerella vaginalis 		0.2747		not significant		0.59

		Peptoniphilus		0.3243		not significant		0.65

		Aerococcus		0.3643		not significant		0.68

		﻿Ureaplasma		0.4081		not significant		0.71

		﻿Bifidobacterium ﻿breve 		0.4884		not significant		0.79

		﻿Parvimonas		0.5087		not significant		0.79

		﻿Megasphaera		0.597		not significant		0.85

		﻿Sneathia		0.6358		not significant		0.85

		Lactobacillus gasseri		0.6513		not significant		0.85

		﻿Prevotella		0.6793		not significant		0.85

		﻿Clostridiales BVAB2		0.7016		not significant		0.85

		Mycoplasma		0.7697		not significant		0.90

		﻿Porphyromonas		0.8411		not significant		0.94

		Lactobacillus jensenii		0.887		not significant		0.96

		﻿Dialister		0.9235		not significant		0.96

		TM7-H1		1		not significant		1

		Benjamin-Hochberg FDR procedure for pregnancy outcome within HR group (≥ 37 vs <34 weeks).

		Label		Unadjusted P value		Benjamini-Hochberg significance (10% FDR)		Benjamini-Hochberg P-value

		Total lactobacillus		0.003		significant		0.08

		16s 		0.009		significant		0.09

		Lactobacillus iners		0.0098		significant		0.09

		Aerococcus		0.0155		not significant		0.11

		Bacterial load		0.0237		not significant		0.13

		﻿Megasphaera		0.1086		not significant		0.51

		﻿Sneathia		0.1334		not significant		0.53

		Lactobacillus crispatus		0.2012		not significant		0.62

		﻿Ureaplasma		0.2182		not significant		0.62

		﻿Bifidobacterium ﻿breve 		0.2416		not significant		0.62

		﻿Gardnerella vaginalis 		0.2429		not significant		0.62

		TM7-H1		0.3173		not significant		0.74

		﻿Porphyromonas		0.3652		not significant		0.79

		Lactobacillus jensenii		0.4505		not significant		0.85

		Total BV associated		0.4534		not significant		0.85

		Peptoniphilus		0.563		not significant		0.99

		﻿Clostridiales BVAB2		0.6514		not significant		1.00

		Lactobacillus gasseri		0.7096		not significant		1.00

		Total other bacteria		0.7172		not significant		1.00

		﻿Prevotella		0.7268		not significant		1.00

		Streptococcus		0.8119		not significant		1.00

		Mycoplasma		0.8515		not significant		1.00

		Atopobium vaginae		0.8572		not significant		1.00

		﻿Dialister		0.9224		not significant		1.00

		﻿Parvimonas		0.9537		not significant		1.00

		Total pathobionts		0.9931		not significant		1.00

		﻿Lachnospiracea BVAB1		1		not significant		1.00

		Mobiluncus		1		not significant		1.00

		Benjamin-Hochberg FDR procedure for pregnancy outcome within HR group (≥ 37 vs 34-36+6 vs <34 weeks).

		Label		Unadjusted P value		Benjamini-Hochberg significance (10% FDR)		Benjamini-Hochberg P-value

		Total lactobacillus		0.0024		significant		0.04

		Lactobacillus iners		0.0028		significant		0.04

		Aerococcus		0.009		significant		0.08

		16s rRNA		0.0178		not significant		0.12

		Bacterial load		0.0303		not significant		0.16

		﻿Megasphaera		0.0562		not significant		0.24

		Lactobacillus crispatus		0.0789		not significant		0.29

		﻿Ureaplasma		0.3416		not significant		0.89

		﻿Porphyromonas		0.4227		not significant		0.89

		﻿Sneathia		0.4561		not significant		0.89

		Total BV associated		0.4688		not significant		0.89

		Mycoplasma		0.4795		not significant		0.89

		Lactobacillus jensenii		0.5178		not significant		0.89

		Streptococcus		0.5192		not significant		0.89

		﻿Prevotella		0.5296		not significant		0.89

		﻿Gardnerella vaginalis 		0.546		not significant		0.89

		﻿Dialister		0.6877		not significant		1.00

		﻿Parvimonas		0.715		not significant		1.00

		Atopobium vaginae		0.7324		not significant		1.00

		Total other bacteria		0.7848		not significant		1.00

		Lactobacillus gasseri		0.909		not significant		1.00

		Total pathobionts		0.9383		not significant		1.00

		﻿Clostridiales BVAB2		1		not significant		1.00

		﻿Lachnospiracea BVAB1		1		not significant		1.00

		Mobiluncus		1		not significant		1.00

		Peptoniphilus		1		not significant		1.00









Oct2020analysis

																				Using logistic command												Using poisson regression

		VMB type						Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)						Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks  (early preterm) n=22

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P		RR		95% CI		P		RR		95% CI		P

		Whole cohort		Bacterial load concentration (log10 cells/μl)				7.68		(6.80-8.35)		7.89		(7.22-8.80)		8.64		(7.47-9.08)		1.78		(1.04-3.04)		0.035		1.90		(1.01-3.56)		0.047		1.58		(1.05-2.40)		0.030		1.61		(1.02-2.52)		0.039

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.31		(6.42-8.01)		7.48		(6.87-8.45)		8.59		(7.47-8.87)		2.30		(1.28-4.13)		0.005		2.35		(1.20-4.61)		0.013		1.92		(1.26-2.89)		0.002		1.85		(1.20-2.83)		0.005

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		5.41		(1.91-7.03)		5.20		(0-7.65)		6.65		(5.09-8.36)		1.14		(0.97-1.33)		0.102		1.15		(0.96-1.38)		0.126		1.11		(0.98-1.26)		0.093		1.11		(0.97-1.26)		0.111

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.94		(0.74-1.19)		0.596		0.93		(0.712-1.22)		0.596		0.95		(0.78-1.15)		0.599		0.94		(0.77-1.14)		0.508

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.24)		0.00		(0-4.84)		0.00		(0-5.12)		1.04		(0.88-1.23)		0.671		1.04		(0.86-1.25)		0.698		1.03		(0.90-1.17)		0.665		1.02		(0.90-1.15)		0.743

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		5.88		(4.41-6.83)		6.17		(4.08-6.91)		6.32		(5.79-7.76)		1.10		(0.91-1.32)		0.319		1.02		(0.83-1.25)		0.843		1.08		(0.90-.129)		0.395		1.02		(0.84-1.25)		0.827

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		4.65		(0-7.14)		6.55		(0-7.98)		7.42		(0-8.81)		0.97		(0.85-1.11)		0.684		0.97		(0.84-1.12)		0.644		0.98		(0.87-1.10)		0.715		0.98		(0.88-1.08)		0.658

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		5.49		(3.77-6.91)		5.81		(4.21-7.09)		5.95		(5.34-7.61)		1.17		(0.93-1.48)		0.172		1.14		(0.88-1.47)		0.311		1.14		(0.94-1.38)		0.175		1.11		(0.89-1.39)		0.343



								Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=23)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=21)						Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=23)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=21)

								Birth ≥ 39 weeks n=39				Birth ≥ 37 weeks n=17				sPTB or PPROM <34 weeks  (early preterm) n=6

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P		RR		95% CI		P		RR		95% CI		P

		LCr		Bacterial load concentration (log10 cells/μl)				7.75		(6.44-8.46)		7.55		(7.14-8.32)		8.20		(7.42-9.06)		1.67		(0.57-4.89)		0.35		1.35		(0.41-4.40)		0.62		1.45		(0.62-3.41)		0.39		1.22		(0.49-30.2)		0.67

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.73		(6.42-8.46)		7.55		(7.14-8.25)		8.20		(7.41-8.86)		1.64		(0.55-4.85)		0.38		1.32		(0.40-4.30)		0.65		1.43		(0.61-3.38)		0.41		1.20		(0.49-2.93)		0.69

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		4.74		(0-6.29)		4.29		(0-5.36)		5.24		(0-6.71)		1.09		(0.79-1.50)		0.60		0.87		(0.55-1.36)		0.54		1.07		(0.82-1.38)		0.64		0.91		(0.70-1.18)		0.48

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.93		(0.49-1.75)		0.83		1.07		(0.48-2.39)		0.87		0.95		(0.60-1.50)		0.82		1.06		(0.61-1.83)		0.84

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-3.19)		0.00		(0-0)		0.00		(0-0)		1.01		(0.59-1.71)		0.98		0.97		(0.56-1.68)		0.90		1.00		(0.67-1.51)		0.98		0.98		(0.64-1.51)		0.94

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.72		(6.41-8.45)		7.55		(7.12-8.22)		8.19		(7.41-8.80)		1.66		(0.55-5.02)		0.37		1.31		(0.40-4.27)		0.66		1.45		(0.60-3.50)		0.41		1.19		(0.48-2.94)		0.70

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.23)		0.00		(0-5.32)		0.00		(0-0)		0.71		(0.41-1.21)		0.20		0.84		(0.49-1.42)		0.51		0.76		(0.53-1.09)		0.13		0.87		(0.65-1.18)		0.37

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		5.09		(3.39-5.94)		4.64		(3.02-6.14)		6.20		(5.34-7.39)		1.17		(0.77-1.76)		0.46		1.03		(0.93-1.80)		0.93		1.12		(0.77-1.64)		0.54		1.02		(0.65-1.60)		0.93



								Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=36)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=34)

								Birth ≥ 39 weeks n=32				Birth ≥ 37 weeks n=28				sPTB or PPROM <34 weeks  (early preterm) n=8

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

		Li		Bacterial load concentration (log10 cells/μl)				7.64		(6.94-8.25)		7.79		(6.93-8.65)		9.03		(8.02-9.12)		3.44		(1.06-11.15)		0.04		2.38		(0.71-7.95)		0.16

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.61		(6.90-8.25)		7.79		(6.93-8.60)		8.91		(8.02-9.10)		3.40		(1.04-11.11)		0.04		2.37		(0.70-8.04)		0.17

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		4.55		(0-6.37)		4.75		(0-5.79)		6.77		(5.33-7.73)		1.45		(0.98-2.15)		0.06		1.57		(0.95-2.59)		0.08

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-0)		0.00		(0-2.31)		1.21		(0.84-1.74)		0.31		1.15		(0.69-1.91)		0.59

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-3.61)		0.00		(0-3.38)		4.07		(0-5.69)		1.39		(1.00-1.94)		0.05		1.43		(0.95-2.16)		0.09

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		5.89		(3.75-6.60)		6.02		(3.83-6.78)		6.38		(6.12-7.79)		1.26		(0.82-1.94)		0.30		1.09		(0.69-1.72)		0.70

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		7.52		(6.90-8.12)		7.73		(6.93-8.59)		8.82		(8.02-9.07)		3.35		(1.03-10.86)		0.04		2.33		(0.70-7.76)		0.17

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		4.97		0-6.75)		5.40		(4.41-7.30)		5.81		(4.08-6.59)		1.20		(0.78-1.85)		0.40		1.06		(0.69-1.63)		0.78



								Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=21)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=18)

								Birth ≥ 39 weeks n=33				Birth ≥ 37 weeks n=16				sPTB or PPROM <34 weeks  (early preterm) n=5

		Lo						Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

				Bacterial load concentration (log10 cells/μl)				7.247064		(6.65-7.69)		7.43		(7.07-8.35)		7.64		(7.46-8.61)		1.59		(0.50-5.02)		0.43		6.07		(0.61-60.5)		0.12

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		7.16		(6.64-7.69)		7.42		(7.02-8.31)		7.61		(7.42-8.61)		1.59		(0.51-4.97)		0.42		5.74		(0.62-53.33)		0.12

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		4.70		(0-5.67)		0.00		(0-4.77)		6.36		(6.31-6.58)		4.24		(0.87-20.6)		0.07		Model failed

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-0)		0.00		(0-3.74)		0.00		(0-0)		0.91		(0.54-1.53)		0.73		0.67		(0.22-1.98)		0.47

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.44)		0.00		(0-5.44)		5.09		(0-5.12)		1.11		(0.78-1.57)		0.56		1.29		(0.78-2.12)		0.32

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		5.21		(4.53-5.94)		5.50		(4.85-6.43)		5.59		(0-6.16)		0.86		(0.60-1.24)		0.41		0.84		(0.54-1.32)		0.45

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		3.97		(0-6.67)		4.86		(0-7.16)		0.00		(0-0)		0.83		(0.60-1.14)		0.25		0.87		(0.59-1.28)		0.47

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		7.14		(6.45-7.54)		7.26		(6.94-8.18)		7.61		(7.42-8.30)		1.75		(0.53-5.88)		0.36		8.91		(0.65-122)		0.10



		LA and BL or BV						Low risk pregnancy (LR)				High risk pregnancy (HR)								Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=29)						Adjusted ** logistic regression model of HR ≥ 37 vs <34 weeks (n=28)

								Birth ≥ 39 weeks n=41				Birth ≥ 37 weeks n=26				sPTB or PPROM <34 weeks  (early preterm) n=3

								Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

				Bacterial load concentration (log10 cells/μl)				7.86		(7.9-8.45)		8.35		(8.07-9.27)		9.15		(9.11-9.27)		8.70		(0.26-292)		0.23		12.39		(0.31-488)		0.18

				Bacterial group

				Total Lactobacillus		Relative abundance (%)

						Concentration (log10 cells/μl)		6.89		(5.97-7.42)		7.24		(6.56-8.19)		8.26		(8.15-8.86)		4.74		(0.57-39.3)		0.15		5.53		(0.48-63.1)		0.17

				Total BV associated		Relative abundance (%)

						Concentration (log10 cells/μl)		7.80		(7.02-8.43)		8.24		(8.07-9.15)		9.05		(8.83-9.24)		6.82		(0.30-153)		0.23		10.05		(0.42-242)		0.16

				Total pathobionts		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-3.19)		0.00		(0-4.33)		0.00		(0-0)		Model failed						Model failed

				Total other bacteria		Relative abundance (%)

						Concentration (log10 cells/μl)		0.00		(0-4.82)		4.68		(0-6.18)		0.00		(0-6.30)		0.82		(0.54-1.26)		0.36		0.70		(0.30-1.61)		0.40

				Type of lactobacillus

				L. crispatus		Relative abundance (%)

						Concentration (log10 cells/μl)		4.74		(0-5.88)		5.21		(0-6.63)		5.79		(0-5.90)		1.02		(0.68-1.53)		0.91		0.84		(0.48-1.45)		0.53

				L. iners		Relative abundance (%)

						Concentration (log10 cells/μl)		3.38		(0-7.06)		6.25		(0-7.97)		8.26		(8.15-8.86)		4.74		(0.49-45.6)		0.18		9.82		(0.35-274)		0.18

				Other Lactobacilli		Relative abundance (%)

						Concentration (log10 cells/μl)		4.82		(2.93-5.84)		5.37		(4.02-6.06)		5.20		(5.09-5.44)		1.08		(0.63-1.85)		0.77		1.03		(0.55-19.3)		0.92

				** adjusted for smoking, previous cervical surgery and BMI as a quadratic term





Novtab3

		VMB type						Low risk pregnancy (LR)				High risk pregnancy (HR)												Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥ 39 weeks n=145				All high-risk pregnancies n=109				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks  (early preterm) n=22

								Median (IQR)				Median (IQR)				Median (IQR)				Median (IQR)				OR		95% CI		P		OR		95% CI		P

		LCr		n				39				23				17				6				23						18

				Bacterial load 				7.75		(6.44-8.46)		7.63		(7.14-8.63)		7.55		(7.14-8.32)		8.20		(7.42-9.06)		1.67		(0.57-4.89)		0.349		1.35		(0.41-4.40)		0.623

				Bacterial group		Total Lactobacillus		7.73		(6.42-8.46)		7.63		(7.14-8.59)		7.55		(7.14-8.25)		8.20		(7.41-8.86)		1.64		(0.55-4.85)		0.375		1.32		(0.40-4.30)		0.649

						Total BV associated		4.74		(0-6.29)		4.62		(0-6.07)		4.29		(0-5.36)		5.24		(0-6.71)		1.09		(0.79-1.50)		0.601		0.87		(0.55-1.36)		0.535

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.93		(0.49-1.75)		0.825		1.07		(0.48-2.39)		0.866

						Total other bacteria		0.00		(0-3.19)		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		1.01		(0.59-1.71)		0.980		0.97		(0.56-1.68)		0.904

				Type of Lactobacillus		L. crispatus		7.72		(6.41-8.45)		7.63		(7.12-8.37)		7.55		(7.12-8.22)		8.19		(7.41-8.80)		1.66		(0.55-5.02)		0.365		1.31		(0.40-4.27)		0.658

						L. iners		0.00		(0-4.23)		0.00		(0-4.81)		0.00		(0-5.32)		0.00		(0-0)		0.71		(0.41-1.21)		0.204		0.84		(0.49-1.42)		0.514

						Other Lactobacilli		5.09		(3.39-5.94)		5.34		(3.02-7.16)		4.64		(3.02-6.14)		6.20		(5.34-7.39)		1.17		(0.77-1.76)		0.457		1.03		(0.93-1.80)		0.930



		Li		n				32				36				28				8				36						34

				Bacterial load 				7.64		(6.94-8.25)						7.79		(6.93-8.65)		9.03		(8.02-9.12)		3.44		(1.06-11.15)		0.040		2.38		(0.71-7.95)		0.160

				Bacterial group		Total Lactobacillus		7.61		(6.90-8.25)		7.96		(7.23-8.83)		7.79		(6.93-8.60)		8.91		(8.02-9.10)		3.40		(1.04-11.11)		0.042		2.37		(0.70-8.04)		0.165

						Total BV associated		4.55		(0-6.37)		5.16		(0-6.60)		4.75		(0-5.79)		6.77		(5.33-7.73)		1.45		(0.98-2.15)		0.061		1.57		(0.95-2.59)		0.079

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.00		(0-2.31)		1.21		(0.84-1.74)		0.307		1.15		(0.69-1.91)		0.590

						Total other bacteria		0.00		(0-3.61)		0.00		(0-4.26)		0.00		(0-3.38)		4.07		(0-5.69)		1.39		(1.00-1.94)		0.050		1.43		(0.95-2.16)		0.085

				Type of Lactobacillus		L. crispatus		5.89		(3.75-6.60)		6.19		(4.45-6.84)		6.02		(3.83-6.78)		6.38		(6.12-7.79)		1.26		(0.82-1.94)		0.295		1.09		(0.69-1.72)		0.695

						L. iners		7.52		(6.90-8.12)		7.93		(7.13-8.79)		7.73		(6.93-8.59)		8.82		(8.02-9.07)		3.35		(1.03-10.86)		0.044		2.33		(0.70-7.76)		0.169

						Other Lactobacilli		4.97		0-6.75)		5.59		(4.08-6.59)		5.40		(4.41-7.30)		5.81		(4.08-6.59)		1.20		(0.78-1.85)		0.398		1.06		(0.69-1.63)		0.782



		Lo or BL		n				37				22				17				5				22						19

				Bacterial load 				7.12		(6.32-7.69)		7.53		(7.24-8.64)		7.48		(7.21-8.73)		7.64		(7.46-8.61)		1.36		(0.48-3.86)		0.563		3.47		(0.61-19.7)		0.161

				Bacterial group		Total Lactobacillus		7.12		(6.08-7.69)		7.45		(7.10-8.61)		7.36		(6.94-7.89)		7.61		(7.42-8.61)		1.68		(0.54-5.29)		0.371		5.96		(0.65-54.5)		0.114

						Total BV associated		4.64		(0-5.59)		4.29		(0-6.19)		0.00		(0-4.94)		6.36		(6.31-6.58)		1.84		(0.97-3.50)		0.063		model failed

						Total pathobionts		0.00		(0-2.98)		0.00		(0-4.11)		0.00		(0-4.11)		0.00		(0-0)		0.87		(0.53-1.41)		0.560		0.66		(0.23-1.87)		0.430

						Total other bacteria		0.00		(0-5.01)		1.13		(0-5.93)		0.00		(0-5.95)		5.09		(0-5.12)		1.05		(0.76-1.44)		0.769		1.21		(0.77-1.91)		0.410

				Type of Lactobacillus		L. crispatus		5.17		(4.00-5.88)		5.55		(4.44-6.54)		5.52		(5.26-6.54)		5.59		(0-6.16)		0.85		(0.59-1.21)		0.362		0.83		(0.53-1.29)		0.410

						L. iners		0.00		(0-6.41)		0.00		(0-7.09)		4.42		(0-7.09)		0.00		(0-0)		0.84		(0.61-1.16)		0.297		0.87		(0.58-1.30)		0.497

						Other Lactobacilli		6.99		(5.97-7.51)		7.46		(6.84-8.51)		7.24		(6.93-7.84)		7.61		(7.42-8.30)		1.87		(0.58-6.05)		0.293		8.97		(0.66-121)		0.099



		LA or BV		n				37				28				25				3				28						27

				Bacterial load 				7.93		(7.44-8.52)		8.54		(8.11-9.22)		8.31		(8.07-9.16)		9.15		(9.11-9.28)		9.46		(0.28-318)		0.210		12.42		(0.31-501)		0.182

				Bacterial group		Total Lactobacillus		6.98		(6.30-7.45)		7.38		(6.63-8.37)		7.25		(6.56-8.19)		8.26		(8.15-8.86)		4.57		(0.54-38.5)		0.162		5.49		(0.17-63.1)		0.172

						Total BV associated		7.93		(7.19-8.51)		8.41		(8.07-9.19)		8.18		(8.07-9.15)		9.05		(8.83-9.24)		6.58		(0.33-133)		0.219		9.93		(0.42-237)		0.156

						Total pathobionts		0.00		(0-0)		0.00		(0-3.92)		0.00		(0-4.49)		0.00		(0-0)		model failed						model failed

						Total other bacteria		0.00		(0-4.40)		4.57		(0-6.07)		4.59		(0-5.96)		0.00		(0-6.30)		0.83		(0.54-1.28)		0.402		0.70		(0.30-1.62)		0.407

				Type of Lactobacillus		L. crispatus		4.98		(0-5.93)		5.21		(0-6.41)		4.88		(0-6.60)		5.79		(0-5.90)		1.04		(0.69-1.55)		0.859		0.84		(0.48-1.46)		0.537

						L. iners		5.65		(0-7.11)		6.68		(4.80-8.21)		6.56		(4.74-7.98)		8.26		(8.15-8.86)		4.74		(0.49-45.6)		0.179		9.82		(0.35-274)		0.179

						Other Lactobacilli		4.79		(2.37-5.84)		5.32		(4.12-6.04)		5.34		(4.01-6.06)		5.20		(5.10-5.44)		1.09		(0.64-1.85)		0.756		1.03		(0.55-1.93)		0.916

				* adjusted for smoking, previous cervical surgery and BMI as a quadratic term





Oct2020tab3

		VMB type						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=109)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=106)

								Birth ≥ 39 weeks n=145				Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks  (early preterm) n=22				Diff. in conc. HR≥ 37 vs <34 weeks n=109

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

		Whole population		Overall assessment

						Bacterial load 		7.68		(6.80-8.35)		7.89		(7.22-8.80)		8.64		(7.47-9.08)		0.030		1.78		(1.04-3.04)		0.035		1.90		(1.01-3.56)		0.047

				Bacterial group

						Total Lactobacillus		7.31		(6.42-8.01)		7.48		(6.87-8.45)		8.59		(7.47-8.87)		0.002		2.30		(1.28-4.13)		0.005		2.35		(1.20-4.61)		0.013

						Total BV associated		5.41		(1.91-7.03)		5.20		(0-7.65)		6.65		(5.09-8.36)		0.111		1.14		(0.97-1.33)		0.102		1.15		(0.96-1.38)		0.126

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.639		0.94		(0.74-1.19)		0.596		0.93		(0.712-1.22)		0.596

						Total other bacteria		0.00		(0-4.24)		0.00		(0-4.84)		0.00		(0-5.12)				1.04		(0.88-1.23)		0.671		1.04		(0.86-1.25)		0.698

				Type of Lactobacillus

						L. crispatus		5.88		(4.41-6.83)		6.17		(4.08-6.91)		6.32		(5.79-7.76)		0.188		1.10		(0.91-1.32)		0.319		1.02		(0.83-1.25)		0.843

						L. iners		4.65		(0-7.14)		6.55		(0-7.98)		7.42		(0-8.81)		0.496		0.97		(0.85-1.11)		0.684		0.97		(0.84-1.12)		0.644

						Other Lactobacilli		5.49		(3.77-6.91)		5.81		(4.21-7.09)		5.95		(5.34-7.61)		0.154		1.17		(0.93-1.48)		0.172		1.14		(0.88-1.47)		0.311



		LCr						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=23)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=21)

								Birth ≥ 39 weeks n=39				Birth ≥ 37 weeks n=17				sPTB or PPROM <34 weeks  (early preterm) n=6				Diff. in conc. HR≥ 37 vs <34 weeks n=23

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.75		(6.44-8.46)		7.55		(7.14-8.32)		8.20		(7.42-9.06)		0.327		1.67		(0.57-4.89)		0.349		1.35		(0.41-4.40)		0.623

				Bacterial group

						Total Lactobacillus		7.73		(6.42-8.46)		7.55		(7.14-8.25)		8.20		(7.41-8.86)		0.327		1.64		(0.55-4.85)		0.375		1.32		(0.40-4.30)		0.649

						Total BV associated		4.74		(0-6.29)		4.29		(0-5.36)		5.24		(0-6.71)		0.520		1.09		(0.79-1.50)		0.601		0.87		(0.55-1.36)		0.535

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-0)		0.916		0.93		(0.49-1.75)		0.825		1.07		(0.48-2.39)		0.866

						Total other bacteria		0.00		(0-3.19)		0.00		(0-0)		0.00		(0-0)				1.01		(0.59-1.71)		0.980		0.97		(0.56-1.68)		0.904

				Type of Lactobacillus

						L. crispatus		7.72		(6.41-8.45)		7.55		(7.12-8.22)		8.19		(7.41-8.80)		0.327		1.66		(0.55-5.02)		0.365		1.31		(0.40-4.27)		0.658

						L. iners		0.00		(0-4.23)		0.00		(0-5.32)		0.00		(0-0)		0.188		0.71		(0.41-1.21)		0.204		0.84		(0.49-1.42)		0.514

						Other Lactobacilli		5.09		(3.39-5.94)		4.64		(3.02-6.14)		6.20		(5.34-7.39)		0.362		1.17		(0.77-1.76)		0.457		1.03		(0.93-1.80)		0.930



		Li						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=36)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=34)

								Birth ≥ 39 weeks n=32				Birth ≥ 37 weeks n=28				sPTB or PPROM <34 weeks  (early preterm) n=8				Diff. in conc. HR≥ 37 vs <34 weeks n=36

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.64		(6.94-8.25)		7.79		(6.93-8.65)		9.03		(8.02-9.12)		0.011		3.44		(1.06-11.15)		0.040		2.38		(0.71-7.95)		0.160

				Bacterial group

						Total Lactobacillus		7.61		(6.90-8.25)		7.79		(6.93-8.60)		8.91		(8.02-9.10)		0.015		3.40		(1.04-11.11)		0.042		2.37		(0.70-8.04)		0.165

						Total BV associated		4.55		(0-6.37)		4.75		(0-5.79)		6.77		(5.33-7.73)		0.021		1.45		(0.98-2.15)		0.061		1.57		(0.95-2.59)		0.079

						Total pathobionts		0.00		(0-0)		0.00		(0-0)		0.00		(0-2.31)		0.282		1.21		(0.84-1.74)		0.307		1.15		(0.69-1.91)		0.590

						Total other bacteria		0.00		(0-3.61)		0.00		(0-3.38)		4.07		(0-5.69)		0.042		1.39		(1.00-1.94)		0.050		1.43		(0.95-2.16)		0.085

				Type of Lactobacillus

						L. crispatus		5.89		(3.75-6.60)		6.02		(3.83-6.78)		6.38		(6.12-7.79)		0.165		1.26		(0.82-1.94)		0.295		1.09		(0.69-1.72)		0.695

						L. iners		7.52		(6.90-8.12)		7.73		(6.93-8.59)		8.82		(8.02-9.07)		0.017		3.35		(1.03-10.86)		0.044		2.33		(0.70-7.76)		0.169

						Other Lactobacilli		4.97		0-6.75)		5.40		(4.41-7.30)		5.81		(4.08-6.59)		0.568		1.20		(0.78-1.85)		0.398		1.06		(0.69-1.63)		0.782



		Lo or BL						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=22)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=19)

								Birth ≥ 39 weeks n=37				Birth ≥ 37 weeks n=17				sPTB or PPROM <34 weeks  (early preterm) n=5				Diff. in conc. HR≥ 37 vs <34 weeks n=22

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.12		(6.32-7.69)		7.48		(7.21-8.73)		7.64		(7.46-8.61)		0.724		1.36		(0.48-3.86)		0.563		3.47		(0.61-19.7)		0.161

				Bacterial group

						Total Lactobacillus		7.12		(6.08-7.69)		7.36		(6.94-7.89)		7.61		(7.42-8.61)		0.411		1.68		(0.54-5.29)		0.371		5.96		(0.65-54.5)		0.114

						Total BV associated		4.64		(0-5.59)		0.00		(0-4.94)		6.36		(6.31-6.58)		0.011		1.84		(0.97-3.50)		0.063		model failed

						Total pathobionts		0.00		(0-2.98)		0.00		(0-4.11)		0.00		(0-0)		0.670		0.87		(0.53-1.41)		0.560		0.66		(0.23-1.87)		0.430

						Total other bacteria		0.00		(0-5.01)		0.00		(0-5.95)		5.09		(0-5.12)		0.834		1.05		(0.76-1.44)		0.769		1.21		(0.77-1.91)		0.410

				Type of Lactobacillus

						L. crispatus		5.17		(4.00-5.88)		5.52		(5.26-6.54)		5.59		(0-6.16)		0.609		0.85		(0.59-1.21)		0.362		0.83		(0.53-1.29)		0.410

						L. iners		0.00		(0-6.41)		4.42		(0-7.09)		0.00		(0-0)		0.285		0.84		(0.61-1.16)		0.297		0.87		(0.58-1.30)		0.497

						Other Lactobacilli		6.99		(5.97-7.51)		7.24		(6.93-7.84)		7.61		(7.42-8.30)		0.256		1.87		(0.58-6.05)		0.293		8.97		(0.66-121)		0.099



		LA or BV						Low risk pregnancy (LR)				High risk pregnancy (HR)										Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks (n=28)						Adjusted * logistic regression model of HR ≥ 37 vs <34 weeks (n=27)

								Birth ≥ 39 weeks n=37				Birth ≥ 37 weeks n=25				sPTB or PPROM <34 weeks  (early preterm) n=3				Diff. in conc. HR≥ 37 vs <34 weeks n=28

								Median (IQR)				Median (IQR)				Median (IQR)				P		OR		95% CI		P		OR		95% CI		P

				Overall assessment

						Bacterial load 		7.93		(7.44-8.52)		8.31		(8.07-9.16)		9.15		(9.11-9.28)		0.396		9.46		(0.28-318)		0.210		12.42		(0.31-501)		0.182

				Bacterial group

						Total Lactobacillus		6.98		(6.30-7.45)		7.25		(6.56-8.19)		8.26		(8.15-8.86)		0.055		4.57		(0.54-38.5)		0.162		5.49		(0.17-63.1)		0.172

						Total BV associated		7.93		(7.19-8.51)		8.18		(8.07-9.15)		9.05		(8.83-9.24)		0.970		6.58		(0.33-133)		0.219		9.93		(0.42-237)		0.156

						Total pathobionts		0.00		(0-0)		0.00		(0-4.49)		0.00		(0-0)		0.535		model failed						model failed

						Total other bacteria		0.00		(0-4.40)		4.59		(0-5.96)		0.00		(0-6.30)		0.545		0.83		(0.54-1.28)		0.402		0.70		(0.30-1.62)		0.407

				Type of Lactobacillus

						L. crispatus		4.98		(0-5.93)		4.88		(0-6.60)		5.79		(0-5.90)		0.300		1.04		(0.69-1.55)		0.859		0.84		(0.48-1.46)		0.537

						L. iners		5.65		(0-7.11)		6.56		(4.74-7.98)		8.26		(8.15-8.86)		0.606		4.74		(0.49-45.6)		0.179		9.82		(0.35-274)		0.179

						Other Lactobacilli		4.79		(2.37-5.84)		5.34		(4.01-6.06)		5.20		(5.10-5.44)		0.244		1.09		(0.64-1.85)		0.756		1.03		(0.55-1.93)		0.916

				* adjusted for smoking, previous cervical surgery and BMI as a quadratic term





Supplementary table 8

								High risk pregnancy (HR)												Significance test						Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks														Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking and cervical surgery 												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and number prev PTB<34 weeks																										High risk pregnancy (HR)																				High risk pregnancy (HR)

						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM 34+0-36+6 weeks (late preterm) n=14				sPTB or PPROM <34 weeks (early preterm) n=22				HR term vs HR late preterm vs HR early preterm		HR ≥ 37 vs <34 weeks		Test used for p-values to the left		OR		Std err				z		P>|z|		95%CI (lower)		95%CI (upper)		Odds ratio		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)														Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks                           n (%)				sPTB or PPROM <34 weeks (early preterm)                           n(%)				HR ≥ 37 vs <34 weeks										Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks (early preterm) n=22				p value (Fisher's exact)

		Quartile of 16s rRNA based on low risk (n=145)		1		<5.269527		11		(12.6)		2		(14.3)		1		(4.5)		0.12		0.13		Fisher's exact		Base outcome														Base outcome																																Quartile of 16s rRNA based on low risk (n=145)		1		<5.269527		11		(12.6)		1		(4.5)		0.13						Half of total Lactobacillus		1		<7.306637		36		(41.4)		2		(9.1)		0.005

				2		5.269527-6.224525		30		(34.5)		8		(57.1)		5		(22.7)								0.61		1.15				0.53		0.60		-1.65		2.86		0.34		1.18		0.29		0.77		-1.97		2.65																								2		5.269527-6.224525		30		(34.5)		5		(22.7)										2		>7.306637		51		(58.6)		20		(90.9)

				3		6.224525-6.866909		16		(18.4)		1		(7.1)		2		(9.1)								0.32		1.29				0.25		0.80		-2.20		2.84		-0.36		1.48		-0.24		0.81		-3.26		2.54																								3		6.224525-6.866909		16		(18.4)		2		(9.1)

				4		6.866909		30		(34.5)		3		(21.4)		14		(63.6)								1.64		1.09				1.50		0.14		-0.51		3.78		1.64		1.11		1.48		0.14		-0.54		3.81																								4		6.866909		30		(34.5)		14		(63.6)

		Quartile of total Lactobacillus		1		<6.420798		12		(13.8)		2		(14.3)		1		(4.5)		0.03		0.02		Fisher's exact		Base outcome														Base outcome																																Quartile of total Lactobacillus based on low risk (n=145)		1		<5.269527		12		(13.8)		1		(4.5)		0.02

				2		6.420798-7.306637		24		(27.6)		4		(28.6)		1		(4.5)								-0.69		1.46				-0.48		0.63		-3.55		2.16		-15.30		1473.04		-0.01		0.99		-2902.41		2871.80																								2		5.269527-7.306637		24		(27.6)		1		(4.5)

				3		7.306637-8.014552		23		(26.4)		6		(42.9)		6		(27.3)								1.14		1.14				1.00		0.32		-1.09		3.37		0.94		1.16		0.81		0.42		-1.33		3.21																								3		7.306637-8.014552		23		(26.4)		6		(27.3)

				4		>8.014552		28		(32.2)		2		(14.3)		14		(63.6)								1.79		1.09				1.64		0.10		-0.35		3.93		1.76		1.10		1.60		0.11		-0.39		3.92																								4		>8.014552		28		(32.2)		14		(63.6)

		50th of Lactobacillus iners		1		<4.645308

				2		>4.645308



								High risk pregnancy (HR)																																																																						Previous sPTB or PPROM under 34 weeks																						Previous sPTB or PPROM under 34 weeks												Presence of taxa of interest		Previous sPTB or PPROM under 34 weeks

						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM 34+0-36+6 weeks (late preterm) n=14				sPTB or PPROM <34 weeks (early preterm) n=22				HR term vs HR late preterm vs HR early preterm		HR ≥ 37 vs <34 weeks																																																						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks                                               n (%)				sPTB or PPROM <34 weeks (early preterm)                           n(%)																Relative abundance of taxa of intrest		Birth ≥ 37 weeks                                               median (IQR)                                                    n=87				sPTB or PPROM <34 weeks (early preterm)                           median (IQR)                                                  n=22				p value						Birth ≥ 37 weeks                                               n (%)                                                                                       n=87				sPTB or PPROM <34 weeks (early preterm)                           n(%)                                                                                                  n=22				p value

		Half of total Lactobacillus		1		<7.306637		36		(41.4)		6		(42.9)		2		(9.1)		0.01		0.005																																																		Quartile of total Lactobacillus based on low risk (n=145)		1		<5.269527		12		(13.8)		1		(4.5)														﻿Megasphaera		10.40		(3.54-12.26)		19.26		(11.90-21.44)		0.04				﻿Bifidobacterium ﻿breve 		7		(8.05)		0		0.00		0.34

				2		>7.306637		51		(58.6)		8		(57.1)		20		(90.9)								7.058823		5.455815				2.53		0.011		1.551788		32.10939		13.02681		13.7102		2.44		0.015		1.655702		102.4929		12.23543		12.97594		2.36		0.018		1.530742		97.79952												2		5.269527-7.306637		24		(27.6)		1		(4.5)														Lactobacillus iners		43.23		(7.17-92.82)		78.02		(48.23-86.64)		0.22				TM7-H1		0		0		1		(4.55)		0.20

																																																																										3		7.306637-8.014552		23		(26.4)		6		(27.3)																												﻿Ureaplasma species		11		(12.64)		7		(31.82)		0.05

																																																																										4		>8.014552		28		(32.2)		14		(63.6)

																		Unadjusted logistic regression model of HR ≥ 37 vs <34 weeks														Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadtratic term												Logistic regression model of HR ≥ 37 vs <34 weeks adjusted for smoking,  cervical surgery and BMI as a quadtratic term and PCR batch

						Concentration
 (﻿log10 cells/μl)		Birth ≥ 37 weeks n=87				sPTB or PPROM <34 weeks (early preterm) n=22				Fisher's exact for difference in allocation to quartiles by pregnancy outcome in HR		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		n for regression		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)		OR		Std err		z		P>|z|		95%CI (lower)		95%CI (upper)

		Quartile of 16s rRNA based on low risk (n=145)		1		<5.269527		11		(12.6)		1		(4.5)		0.126		1.73		0.44		2.17		0.03		1.06		2.85				1.87		0.55		2.14		0.03		1.05		3.32		2.717917		1.150513		2.36		0.018		1.185542		6.230969																		Quartile of total Lactobacillus based on low risk (n=145)		1		<5.269527		12		(13.8)		1		(4.5)

				2		5.269527-6.224525		30		(34.5)		5		(22.7)																																																												2		5.269527-7.306637		24		(27.6)		1		(4.5)

				3		6.224525-6.866909		16		(18.4)		2		(9.1)																																																												3		7.306637-8.014552		23		(26.4)		6		(27.3)

				4		6.866909		30		(34.5)		14		(63.6)																																																												4		>8.014552		28		(32.2)		14		(63.6)

		Quartile of total bacterial load based on low risk		1		<6.800161		11		(12.6)		1		(4.5)		0.093		1.59		0.39		1.88		0.06		0.98		2.58				1.63		0.47		1.71		0.09		0.93		2.86

				2		6.800161-7.67869		28		(32.2)		6		(27.3)

				3		7.67869-8.349243		17		(19.5)		1		(4.5)

				4		>8.349243		31		(35.6)		14		(63.6)

		Quartile of total Lactobacillus		na		not present		2		(2.3)		0		0.0		0.03

				1		< 6.459869		10		(11.5)		1		(4.5)				2.29		0.71		2.67		0.01		1.25		4.19				2.56		0.94		2.55		0.01		1.24		5.27

				2		6.459869-7.31286		24		(27.6)		1		(4.5)

				3		7.306637-8.030606		23		(26.4)		6		(27.3)

				4		>8.030606		28		(32.2)		14		(63.6)

		Quartile of Lactobacillus iners		na		Not present		24		(27.6)		9		(40.9)		0.041		2.35		0.92		2.20		0.03		1.10		5.04				2.13		0.86		1.87		0.06		0.96		4.71

				1		<5.777724  		11		(12.6)		1		(4.5)

				2		5.777724-7.041691		17		(19.5)		0		0.0

				3		7.041691-7.633882		10		(11.5)		2		(9.1)

				4		>7.633882		25		(28.7)		10		(45.5)





																qurt of total lact including those with nil in lowest		2.327099		0.7116013		2.76		0.006		1.277988		4.237434				2.558752		0.9441375		2.55		0.011		1.241506		5.273605

		*regression only if taxa is present

																												Model correct		Model incorrect

		Details only for ven diagram								Unique values in ven=44 for HR term (50.6%) and in HR preterm=17 (77%)																HR term		43		44		87

		Megasphera 75th centile for LR=12.80654																								HR preterm		17		43		22

																												64		87

																												0.265625

		For HR term group

		Megasphera over 12						Top quartile 16s				Ureaplasma present				Top quartile L.iners				Total lact

		PTB_LIV15_0139						PTB_LIV15_0132				PTB_LIV15_0139				PTB_LIV15_0134				PTB_LIV15_0134								HR preterm		HR term

		PTB_LIV15_0157						PTB_LIV15_0134				PTB_LIV15_0170				PTB_LIV15_0162				PTB_LIV15_0136						Predicted positive		17		44		61		0.2786885246

		PTB_LIV16_0200						PTB_LIV16_0188				PTB_LIV16_0189				PTB_LIV15_0163				PTB_LIV15_0137						Predicted negative		5		43		48		0.8958333333

		PTB_LIV17_0260						PTB_LIV16_0219				PTB_LIV16_0194				PTB_LIV16_0188				PTB_LIV15_0162								22		87

		PTB_LIV17_0285						PTB_LIV16_0224				PTB_LIV16_0232				PTB_LIV16_0224				PTB_LIV16_0188								0.7727272727		0.4942528736

								PTB_LIV16_0232				PTB_LIV16_0235				PTB_LIV16_0232				PTB_LIV16_0224

								PTB_LIV16_0239				PTB_LIV17_0244				PTB_LIV16_0238				PTB_LIV16_0232

								PTB_LIV16_0242				PTB_LIV17_0254				PTB_LIV16_0239				PTB_LIV16_0239

								PTB_LIV17_0249				PTB_LIV17_0261				PTB_LIV16_0242				PTB_LIV17_0246

								PTB_LIV17_0254				PTB_LIV17_0263				PTB_LIV17_0244				PTB_LIV17_0249

								PTB_LIV17_0255				PTB_LIV17_0287				PTB_LIV17_0246				PTB_LIV17_0254

								PTB_LIV17_0256								PTB_LIV17_0249				PTB_LIV17_0255

								PTB_LIV17_0258								PTB_LIV17_0254				PTB_LIV17_0258

								PTB_LIV17_0259								PTB_LIV17_0255				PTB_LIV17_0259

								PTB_LIV17_0260								PTB_LIV17_0259				PTB_LIV17_0261

								PTB_LIV17_0262								PTB_LIV17_0260				PTB_LIV17_0263

								PTB_LIV17_0263								PTB_LIV17_0261				PTB_LIV17_0264

								PTB_LIV17_0264								PTB_LIV17_0263				PTB_LIV17_0267

								PTB_LIV17_0267								PTB_LIV17_0264				PTB_LIV17_0268

								PTB_LIV17_0268								PTB_LIV17_0267				PTB_LIV17_0271

								PTB_LIV17_0271								PTB_LIV17_0268				PTB_LIV17_0272

								PTB_LIV17_0272								PTB_LIV17_0272				PTB_LIV17_0274

								PTB_LIV17_0274								PTB_LIV17_0279				PTB_LIV17_0279

								PTB_LIV17_0279								PTB_LIV17_0281				PTB_LIV17_0281

								PTB_LIV17_0281								PTB_LIV17_0287				PTB_LIV17_0286

								PTB_LIV17_0286												PTB_LIV17_0287

								PTB_LIV17_0287												PTB_LIV17_0289

								PTB_LIV17_0289												PTB_LIV17_0295

								PTB_LIV17_0290

								PTB_LIV17_0295

		HR preterm

		Megasphera over 12						Top quartile 16s				Ureaplasma present				Top quartile L.iners				Total lact

		PTB_LIV16_0240		|				PTB_LIV15_0168				PTB_LIV15_0168		|		PTB_LIV15_0168				PTB_LIV15_0168		|		1		7.14		7.14

		PTB_LIV17_0288						PTB_LIV16_0240				PTB_LIV16_0196		|		PTB_LIV16_0240				PTB_LIV16_0240		|		1		7.14		14.29

								PTB_LIV16_0243				PTB_LIV16_0211		|		PTB_LIV16_0276				PTB_LIV16_0243		|		1		7.14		21.43

								PTB_LIV16_0276				PTB_LIV16_0236		|		PTB_LIV17_0241				PTB_LIV16_0276		|		1		7.14		28.57

								PTB_LIV17_0241				PTB_LIV16_0276		|		PTB_LIV17_0265				PTB_LIV17_0241		|		1		7.14		35.71

								PTB_LIV17_0247				PTB_LIV17_0280		|		PTB_LIV17_0280				PTB_LIV17_0247		|		1		7.14		42.86

								PTB_LIV17_0265				PTB_LIV17_0282				PTB_LIV17_0282				PTB_LIV17_0265		|		1		7.14		50

								PTB_LIV17_0273								PTB_LIV17_0284				PTB_LIV17_0273		|		1		7.14		57.14

								PTB_LIV17_0278								PTB_LIV17_0288				PTB_LIV17_0278		|		1		7.14		64.29

								PTB_LIV17_0280								PTB_LIV17_0291				PTB_LIV17_0280		|		1		7.14		71.43

								PTB_LIV17_0282												PTB_LIV17_0282		|		1		7.14		78.57

								PTB_LIV17_0284												PTB_LIV17_0284		|		1		7.14		85.71

								PTB_LIV17_0288												PTB_LIV17_0288		|		1		7.14		92.86

								PTB_LIV17_0291												PTB_LIV17_0291

								If PTB and lact <4th quartile		25th centile		75th centile		n		If PTB and lact 4th quartile		25th centile		75th centile		n		p

		Relative abundance of species of Lactobacillus (%) (median, IQR)				Total lactobacillus		98.32		97.63851		99.81835		8		98.64		79.20073		99.81835		14		0.4101

						Total BV associated		1.18		0.181653		2.452316		7		4.995459		0.3178928		29.74569		12		0.2711

						Total pathobionts		0.181653		0.181653		0.3633061		3		0.5449591		0.5449591		0.5449591		1		0.1573

						Total other bacteria		0.3178928		0.0908265		0.6357856		4		0.1362398		0.0908265		0.181653		6		0.4936
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Same lactobacilli 83 (64.3) 46 (64.8) 12 (70.6)
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Remain non-LD 29 (22.5) 12 (16.9) 1 (5.9) 0.58
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Non-LD to LD 7 (5.4) 8 (11.3) 2 (11.8)
LD to non-LD 7 (5.4) 4 (5.6) 1 (5.9)










P* value HR ≥ 

37 vs <34 

weeks

Same lactobacilli 83(64.3) 46(64.8) 12(70.6)

Different lactobacilli 3(2.3) 1(1.4) 1(5.9)

Remain non-LD 29(22.5) 12(16.9) 1(5.9)

Non-LD to LD 7(5.4) 8(11.3) 2(11.8)

LD to non-LD 7(5.4) 4(5.6) 1(5.9)
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