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Annually 1.6 million deaths worldwide
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Does clinical diversity among pneumococcal infections 
originate from the pneumococcal genome?



ZmpC
- Present in part of the pneumococcal population

- Large secreted pneumococcal protein

- Sequence higly conserved

- Activates degradation of extracallular matrix, MMP-9
- Inhibits innate host defense, syndecan-1 ectodomain shedding
- Inhibits neutrophil influx, PSGL-1

- More severe disease in animal studies

Its role in different aspects of IPD?



Methods – cohort study

Two Dutch hospitals ’01-’13

Blood culture + S.pneumoniae



Serotype (n=549)



Age



Patient characteristics



Clinical syndrome





Severity and course of disease



Spread at the risk of…?





Conclusion

The presence of zmpC was associated with a more severe 
clinical manifestation of IPD

Information on pneumococcal genetic background may be useful

- To identify vulnerable individuals
- To predict clinical presentation, severity and course of disease
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Is it ZmpC to be targeted?
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Why not….?
Start from clinically relevant phenotype 
 explore pneumococcal origin

Carriage vs IPD

Pre vs post

Survivors vs deaths

Susceptible vs resistant
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Thank you for your attention!

Questions?


