generated for all meningococcal
disease and carriage isolates
and deposited in the MRF
Meningococcal Genome Library.
Using this resource, we aim to

determine how genetic
variation contributes to
differences in clinically

important bacterial phenotypes
and if specific phenotypic traits
influence disease.

Variation

A total of 163 MenW ccl1l isolates
(carriage and  disease) were
selected for testing. Disease isolates
were equally split between the
original MenW ccll variant that
appeared in 2009 and a sub-variant
that was first detected in 2013.
Glycerol stocks were prepared in
multi-well plates from one mid-log
phase growth to allow for high-
throughput and reproducible
testing in a range of phenotypic
assays.
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evelopment of a new and robust method for high-throughput quantification of colony forming unit (CFU) l
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A. Bacterial isolates
grown on membrane in
96-well plate.

B. CFU counts as well as
colony morphology could be
visualise at microscopic level.

variants and gene pathways
that are potentially linked to
each phenotype.

3- The availability of large data
sets of complete genome
sequences with accompanying
phenotypic metadata promises
to revolutionise the
identification of disease-
associated phenotypes and may
lead to an enhanced ability to
predict disease potential.

Funding
Medical Research Council
(MR/S009264/1)




