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BACKGROUND

Group B streptococcus (GBS, Streptococcus agalactiae) is a common cause of early-onset sepsis and meningitis in neonates, therefore intrapartum prophylaxis is widely prescribed. However, there are concerns
regarding over-treatment. Antibiotic resistance is increasing in GBS (1) and penicillin resistance has been reported in Japan, spread of resistance is likely to be of significant consequence (2). Modern routine
microbiology laboratories are beginning to use Whole Genome Sequencing to improve diagnosis, typing and antimicrobial treatment of bacterial infections as well as for outbreak management (3,4,5).
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CONCLUSIONS

Whole Genome Sequencing has the potential to improve detection and treatment of Group B streptococcus. However, it still has a turn-around time of currently 3-4 days and costs are several times that of
bacterial culture. This must improve for it to be used as standard in the modern routine microbiological laboratory.



