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Molecular epidemiological study of pneumococcal serotypes, drug resistance, and
surface antigen for novel vaccine development
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After the introduction of the Bneumococcal conjugate vaccine (PCV) for
children, an increase in pneumococcal diseases caused by non-PCV serotypes is a worldwide concern.
The prevalence of serotypes, antimicrobial resistance, and its relevance to PspA which is a
considered as promising vaccine candidate were investigated for 729 (678 children, 51 adults)
non-invasive pneumococcal isolates. Isolates were collected in hospitals and clinics in Hokkaido
between June and November 2016. As a results, 87.9% of isolates from children belonged to non-PCV13
serotypes and most isolates (81-100%) of the dominant serotypes 15A, 35B and 23A were
non-susceptible to penicillin. While most of the isolates (99%) had PspA belonging to either family
1 or 2, PspA family 3/clade 6 was detected in only non-PCV13 serotype 37 isolates assigned to ST447
and ST7970 showing the mucoid phenotype.
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