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Whole Genome
Sequencing (WGS) tools
can be used to Investigate

transmission dynamics of

« Group B Streptococcus (GBS) Is an opportunistic bacterial pathogen that asymptomatically colonizes the genitourinary tracts of pregnant patients and can be transmitted to ath O e n S I n V I V O
their neonate before or during childbirth!. Transmission can result in severe early- or late-onset neonatal disease, preterm births, or stillbirths.

INTRODUCTION

« Intrapartum antibiotic prophylaxis (IAP) can be administered during labor and is recommended to prevent neonatal infection®. However, it is not implemented in Nigeria where
vertical transmission is common (48.5%) and GBS-associated neonatal morbidities and mortalities are high (early-onset disease incidence of 2.0 cases per 1000 live births).

« GBS strains have a high phenotypic and genotypic diversity, which impact virulence and disease severity?. This variation is characterized through capsular serotyping, which OBJECTIVES

categorizes strains into 10 categories based on capsule polysaccharides, or multilocus sequence typing, which categorizes strains based on genetic rather than phenotypic
differences.

We hypothesize that GBS vertical transmission and disease severity in newborns Is impacted

by the presence of specific virulence and resistance genes. To investigate this hypothesis, we
« Little is known about mutations that may arise in GBS following vertical transmission or whether certain genes or mutations are associated with enhanced transmission or will identify genes that are associated with enhanced transmission and invasive neonatal

Invasive disease in newborns. disease In Nigeria.

METHODS RESULTS

CONCLUSIONS
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