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Meningitis remains a major public health challenge globally. The goal of the Global Meningitis Genome 
Library (GMGL)1 within PubMLST2 is to co-ordinate and host publicly available genome libraries for 

curated sets of meningitis-causing bacterial pathogens. It was built to address the WHO’s roadmap to 
combatting meningitis. A curated library is defined as a coherent set of isolates which preferably 

include provenance records, annotated genome sequence data, and are linked to published literature.
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Figure 1 | World map illustrating the number of current isolates in the GMGL. The colour 
code on the left-hand side represents the total number of isolates present in each country. 
There are a total of 14,428 genomes in the database, spanning 6 continents. Europe has the 
highest number of isolates (n =9,606).

Figure 3 | Dates the N. meningitidis isolates were entered into the GMGL database (2001-
2023). The graph is cumulative so illustrate the total number in the database at each time 
point.

Figure 4 | Percentage completeness (%) of two anonymised datasets. Study A represents a 
more complete set of isolates with provenance data. Study B represents an isolate dataset 
which is less complete in terms of provenance data.

Figure 2 | Screenshot from a dashboard (created by Margaret Varga, University of Oxford) 
which illustrates the missing provenance data within the GMGL database. The map shows the 
number of isolates in the database for each country (the bigger the circle, the greater the 
number of isolates). The right-hand side shows an example of a flow diagram which displays 
the amount of provenance data available for each country.
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