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Pneumococcal vaccine impacts on the population genomics
of non-typeable Haemophilus influenzae

Background: Widespread use of pneumococcal conjugate vaccines (PCVs) have reduced the disease burden from
Streptococcus pneumoniae and altered the epidemiology of circulating serotypes. The indirect impacts on other members of
the respiratory niche in which pneumococci reside have been less well studied. There is evidence that one such effect has
been the increased carriage of non-typeable Haemophilus influenzae (NTHi), an opportunistic pathogen capable of causing
both invasive and non-invasive disease. Although not ubiquitous, this outcome has been seen with PCV vaccines rather than
those with a Haemophilus-protein conjugate.
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Odds Ratio (OR Log10) for co-carriage of each NTHi genomic lineage with S. pneumoniae pre-
PCV13 (A) and post-PCV13 (@). Main analysis excludes 2010/11, inset numbers show per-year OR
with 95% ClI for lineage 6.
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Conclusions

NTHi were characterised into eleven discrete, temporally stable lineages.

Significantly increased carriage in post-PCV13 years was observed. Increase could not
be linked to the expansion of a particular clone.

Lineage-specific associations with S. pneumoniae were observed.

Eleven NTHi Genomic Lineages identified
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