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Abstract: We analyzed the serogroup distribution and molecular subtyping characteristics of Neisseria meningitidis isola-
ted from Jiangxi during 2005 and 2015, and revealed the characteristics and change of population structure. A total of 200 N.
meningitides isolated during 2005 and 2015 were investigated by serogroup, pulsed field gel electrophoresis (PFGE) and multi-
locus sequence typing (MLST). Clustering tree and minimum spanning tree was constructed by using BioNumerics software.
The distribution of serogroup and molecular subtypes isolated in different sources and years were analyzed. Among the 200 N.
meningitidis » the serogroup were C (101), B (50), A (12),
ERHHEAERESLTE (No.20132x10004203-002-007) ;L F 4 WI35 (2), Y (2), X (1), non-groupable (32). There were

Tt & A i % (No.20062004) 100%, 86.0% and 28.9% of the clinical, close contact and
#IMAEH % #.Email:jxcdcyuanhui@126.com healthy carried isolates were serogroup C. Among healthy car-
EEBA: LT EARAM G EH P L. 88 330029; ried isolates, there were 1.9%, 58.8% , 81.5% and 0% of the

2.9 ER R BB 45 ]P0t 2 0y 4 R A, R R om BB strains isolated from 2005, 2007, 2008 and 2012 were sero-
EHERXREAEZRE. AT 102206 group C. The 95 serogroup C strains were isolated into 14 PF-
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GE types and among them NMNh.JX0001 and NMNh.JX0002 were dominant types, including 46 and 30 strains respectively.
Among the serogroup C strains isolated during 2005—2006, 2007 —2008 and 2013—2014, proportion of NMNh.]JX0001 strains
were 97.2%, 28.6% and 10.0% respectively, and proportion of NMNh.JX0002 strains were 2.8%, 57.1%, 90.0%. Thirty-
three serogroup C strains with dominant PFGE types were analyzed by MLST and all were ST-4821. All the meningococcal dis-
eases in Jiangxi between 2005 and 2015 were caused by serogroup C strains. Serogroup C strains have also existed in healthy
population. Although the dominant ST of serogroup C has not changed in the past 10 years, the PFGE types have been
changed, suggesting that the genome of bacteria exists microevolution. This microevolution might cause the change of epidemic
model. Continuous monitoring is necessary.
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Fig.2 Serogroup distribution of N. meningitidis isolated
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Fig.1 Serogroup distribution of N. meningitidis isolated in different sources and years
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Fig.3 Cluster of 14 PFGE patterns obtained from 95 serogroup C Neisseria meningitidis
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