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Conclusions
According to the data obtained the meningococcal population circulating in Belarus was highly
diverse: showing circulation both unique and widely spread hypervirulent clonal complexes.
However, due to the few isolates examined from Belarus the data need to be interpreted with
some caution. The results of the study show the need for N. meningitidis epidemiological
surveillance and global monitoring of the migration of pathogenic variants through the country.
Background and Aims
Incidence
of
meningococcal
meningitidis
during
2006-2012
ranged between 1.2 - 2.8 per
100.000
population
in
Belarus.
Mainly
three
serogroups
of
meningococci
circulate
in
the
republic: A, B and C, the leading
serogroup is В. Children have a
leading role in the age structure of
disease: over 70% of total cases of
invasive infection came to an age
group 0-14 years.
The aim of the present study was to
describe invasive N. meningitidis
strains circulating in Belarus using
multilocus sequence typing (MLST).

Material & Methods
Thirty-three N. meningitidis strains,
isolated
from
patients
having
meningococcal meningitidis in 20062012 in different regions of Belarus
were
analyzed.
DNA
from
N.
meningitidis strains was isolated
using «DNA-Sorb-B» kit (AmpliSens,
Russia).
All isolates were confirmed as N.
meningitidis according to growing
characteristics and using PCR «50R
Neisseria spp., Haemophilus spp.,
Streptococcus
spp.-Еph»
kit
(AmpliSens, Russia). Genogrouping
was performed using PCR «N.
meningitidis A, B, C» kit (Amplisens,
Russia).
MLST
was
performed
according to the recommendations of
the Neisseria Multi Locus Sequence
Typing
website
(http://pubmlst.org/neisseria/).
Prospects
Full-genome sequencing, analysis of
recombination between isolates of
different STs, serogroups and noninvasive variants.

Results
From 33 N. meningitidis the isolates were determined as genogroup A
(n= 2; 6%), B (n= 21; 64%), C (n= 6; 18%), and four isolates were not
possible to genogroup (12%). A total number of 30 sequence types
(STs) were determined, 21 of which were not previously reported (70%).
Several new alleles of housekeeping genes were obtained: abcZ allele
451, aroE alleles 602 and 603, fumC allele 541 and gdh alleles 560 and
621. Neisseria meningitidis sequence types 18, 3346 and 9300 were
represented in two isolates; the remaining STs were only represented by
one isolate (27 different STs). Among all STs observed 15 belonged to
next clonal complexes: ST 11/ ET 37 complex, ST-18 complex (13.3%),
ST 32 complex/ET-5 complex, ST 41/44 complex Lineage 3 (20%), ST
53, ST 103 (13.3%), ST 174. The high number of unique STs (n=21)
may reflect that meningococcal population circulating in Belarus was
genetically highly heterogeneous.
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The structure of all ST observed in invasive N. meningitidis (n=33)
isolates in Belarus. Clonal complexes are indicated.
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