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The constituent ratio of 18 GTGs of 114 N. meningitidis strains. Strains are arrayed along the horizontal

Figure 1.

ordinate. The proportion of different GTGs in each strain is shown on the vertical coordinate. Different GTGs are

indicated by colors.
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Table 1. The classification results of GTG of 125 N. meningitidis strains
GTG Strains HPPAP Clonal complex (cc)
1 3 0.8744-0.9659 UA
2 6 0.4290-0.9966 UA
3 7 0.7226-1.0000 UA
4 3 0.9401-1.0000 UA
5 18 0.4039-0.9418 cc4821, UA
6 13 0.9515-1.0000 cc4821
7 13 0.6833-1.0000 ccd, cc5
8 8 0.5677-0.6000 ccl
9 3 0.4111-0.5210 cc53, cc213, UA
10 2 0.8114-0.9354 UA
11 6 0.4043-0.6546 ccl8, ccl74, ccl75, cc269, UA
12 2 0.7968-0.8000 ccll
13 7 0.8069-1.0000 cc§, ccll, UA
14 7 0.4488-0.9978 ccdl/44
15 2 0.7146-0.7522 cc41/44
16 6 0.4063—-0.9802 UA
17 6 0.7866—-0.9918 cc32
18 2 0.9838-0.9970 ccl98
NA* 11 0.2018-0.3794 ccl03, UA

* 11 strains cannot be assigned any GTG due to the low HPPAP (<0.4).
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The phylogenetic tree of N. meningitidis constructed based on SNPs. The information of strain includes

the identification number, Serogroup clonal complex and strain source (P: patient; C: carrie) which were separated
by a colon. The genome typing groups of all strains marked with different colors are labeled on the tree.
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The phylogenetic tree of N. meningitidis constructed based on cgMLST. The information of strain

included the identification number and clonal complex which were separated by a colon. The genome typing groups
of all strains were labeled and the color of each GTG was in accordance with that in Figure 2.
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Whole genome sequence-based typing methods for Neisseria
meningitidis
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Abstract: [Objective] To find a suitable molecular typing method for Neisseria meningitides. [Methods] We used
125 presentative N. meningitidis strains to develop a new typing method, named core genome single nucleotide
polymorphism (SNP) typing, based on the whole genome sequencing. This method was compared to the MLST and
cgMLST typing that have been published on pubMLST website. [Results] The genotyping results of 125 N.
meningitides strains isolates were consistent between the core genome SNP typing and egMLST, both of which are
significantly better than MLST. The core genome SNP typing identified the population structure and defined the
clonal complexes. Comparatively, cgMLST could type any strain but cannot define or assign its clonal complex.
[Conclusion] Core genome SNP typing showed consistent results with cgMLST and both methods are significantly
better than MLST.
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