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A group of Indian re-

searchers at the Indian In-

stitute of Technology In-
dore have observed vari-
ous evolutmnary con-
served regions in the

genome - of menlngltis.

causing Neisseria menin-

. gitides bacterium. These '
“ regions can be used as
- therapeutic:

targets
against the bacterium.
Meningitis is a severe in-

fection that affects the

meninges, a protecting

" membrane layer of the
. brain and .spinal cord.

Meningitis hasremained a

major public health chal-

lenge for the past. few
. decades. :

Bacteria, viruses, or fun-

. gi can cause this disease,
but bacterial infection is =

the primary cause.

" To explore this expect of

components,
- the research group of IIT
‘Indore has identified vari-

regulatory -

ous evolutionary con-

served sites’  in

'In the new study, the
group thoroughly

: the -
genomes of meningltls

- causing bacterium that
forms a unique secondary

- structure, . ;

analysed the Nelsserla:
meningitides genome and
observed these G- quadru-
plex motifs in various es-
sential genes that are re-
quired for host cell attach-

ment,. infection, genome
repair, and -‘recombina-

'showed

tion," a press release is-
« sued by IIT Indore said.

"Various computational

* and lab-based experiments

were performed ‘that

that  targeting
‘these secondary struc-

‘tures decreases the growth ;_ve‘lop. - new

of the bacterium. The

‘group is now screening

novel molecules that can

target these structures

and can be used as anti- .

meningococcal therapeu-
tics," the release added.

Prof Amit Kumar, head
of the BioSciences ‘and’
. Biomedical Engineering

department at IIT Indore,
who is the principal inves-

tigator' of the current
. work said, "The results of

this study are promlsmg'
and upholds the usage of
con-
served genomic regions of
the meningococcus to de-
‘ therapeutic

the evolutlonary‘
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4 !

strategles against the,,"

~deadly bacteria. Nelsserla

bacterium family compris-
es various members and
out of which only two are
pathogenic. Our group has
1dent1f1ed various genom-
ic regions that are only
present in pathogenic -

Neisseria species‘and can
be used as a selective tar-

' get against these disease-
~causing agents."
- The current work is now"-i

published in a reputed
American Chemical Some-”
tyJournal - ACS infectious
disease. The team led by
Kumar included Neha
Jain and Uma Shankar,




