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(MoBio). Sequencing libraries were constructed with the Swift
Biosciences Accel NGS kit with dual indexes (Swift Biosciences).
Vertebrate viruses were enriched with ViroCap, our custom panel
of targeted sequence capture probes designed to comprehensively
enrich the genomes of vertebrate viruses prior to sequencing
(Roche Nimblegen). Sequence data were generated on the Illumina
HiSeq 2500 1T instrument. Viral sequences were identiﬁed using
our computational pipeline for viral genomic analysis. Genomic
and clinical data were analyzed and plotted using the R statistical
language.
RESULTS: We analyzed 128 samples from 60 subjects, of whom 24
(38%) delivered preterm. 80% of women were positive for virus at
some point during pregnancy. We detected a broad range of viruses
in vaginal swabs from pregnant women, including papillomaviruses
(high-risk and low-risk subtypes), herpesviruses (including HSV-2
and CMV), molluscum contagiosum viruses, and others. In some
cases, the same viruses were detected in longitudinal samples, and in
other cases we observed dynamic changes in the composition of
viruses in a patient throughout pregnancy. No viral taxa associated
with preterm birth. However, women who delivered preterm had
signiﬁcantly higher viral diversity than those who delivered full term
(Figure 1).
CONCLUSION: The vaginal viral community over pregnancy appears
unique to individual women. Although a single viral community
does not predict PTB, increased viral diversity is associated with
PTB. These ﬁndings suggest that viral community dynamics in
addition to bacterial communities should be considered in investigations of microbial associations with PTB.
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OBJECTIVE: Culture-independent, sequence-based analysis of vaginal
bacterial communities demonstrate patterns associated with preterm
birth (PTB). However, little is known about the eukaryotic viral
ecology of the vaginal niche in normal or abnormal pregnancies. We
aimed to describe the vaginal viral community longitudinally over
pregnancy and tested the hypothesis that presence of virus and
higher viral diversity is associated with PTB
STUDY DESIGN: Serial vaginal swabs were obtained in each trimester
and pregnancies were followed prospectively for outcomes. DNA
was extracted with the MoBio PowerSoil DNA Isolation Kit

Supplement to JANUARY 2018 American Journal of Obstetrics & Gynecology

S23

