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TOBY XYPAAHI'YWN

MoHzon ynicad 2010-2013 oHO sineacaH aMbcaarbiH 3aMbiH CUHYUMUAETTb supyculH

eeHemuK mepx

CynanraaHbl aXnblH YHA3CN3N: AMbCranbiH 3aMblH CUHUMTUANb Bupyc (A3CB)
Hb UX3BUNSH Bara HaCHbl XYYXA3A ambCranbiH A0OA 3aMbiH YPIBCAN GOMOH YYLIrMHbI
xaTraa eB4HUN Wantraad Gongor 6a aanxuit HUAT3A *ung AyHaxaap 160.000 xyyxag
Hac Gappaar baitHa. 1999 oHA ApreHTUH yncap amberanblH 3aMblH CUHUMTMANL B
BUPYCWiAH rapapryyrblH G yypruidH xacart 60 HykneoTuabiH xoépynon 6oncod Buenos
Aires (BA) WIMH3 reHOTUN TOLOPXOMMOrA0K O[O0 ©BYMH YYCraH apranTaHa Gaiiraa 6a
2011 onp KaHapg yncap A BupycuiiH ragapryyrbiH G yypruitH xacart 72 HYKNeoTuabIH
xoepunon GoncoH Ontario (ON1) wWuH3 A3A rEHOTUN CYYNWIH XUNYYASA O3NXWNA

AaxuHaa 3pranTaHg opx H6amnHa.

CypanraaHbl axnblH 30punro: MOHMON YNCbiH XyH aMblH AyHA aMbCranbiH
3aMblH ©BUMH yycrax Bairaa A3CB-uilH X3B LUMHXWIAT UNPYYIDK FEHUIAH HYKNEeOTUAbIH

Aapaanansir ToAopxolnxk, bycaa opoHA XUIArACIH cypanraaHbl AYHTAA XapbLyynax.

CynanraaHbl aXnblH X3p3rnargaxyyH 6a apra 3yit: 2010.10.01-2013.10.01-bir
xypTanx xyrauaang XOCYT-uiH Bupyc cyananbiH nabopartopua  uyrmyyncaH
COpPbLHOOC CaHamcapryi TyyBpUWH apraap COHrOH aBCaH xamap 3asiruypbiH apygachir
cynanraaHbl matepuan OonroH awwurnae. A3CB-uitH A/B X3BLUMHXWAr sinraH ayink
ragapryyreli G yypruir KOAOMCOH reHWiAr HykneotuabiH gapaanansir ABl 3130 xI
Genetic analyzer malunHbl TycnamxTanraap TOAOpXonncoH 6a hunoreHeTUk aHanuabir
MEGA 5.2 nporpambir awmrnaH rynuaTras.

CynanraaHbl axnbiH yp AyH: TOMYyyruidlH Bupyc ceper 2485 cCOpbLOHA
ambcranblH 3aMblH Bycan 19 TepnuitH BUPYCUIAr UNPYYNaxX WAHXKUAMIAM MynbTURNex 6x
MIY-biH apraap xuixag 1261(50.7%) copbLOHA 18 yyCraryuiiH anb Har He aepar, 1214
COpbLOHA ceper To40pXOWNoracoH.

HWiAT 224 copbuHbl 54 (24.2%)-niir amBynaTopuitH yiununyynaryaac, 170 (75.8%)-
WIAT SMHAN3IT X3BT3H 3MUNYYIIC3H 3MUNyynaryaac aBcaH. Cyganraana xampargarcagbir
HacHbl Baignaap aey y3ean 34.8% Hb 0-1 Hac, 33.9% Hb 1-2 Hac, 32.3% Hb 2-00C

33l HacHbl Xyyxaa 6annaa.



BupHuit cypanraaHs xampyyricaH ambcranbiH 3amblH CUHUMTWANb BUPYC 3epar
TOAOPXOUNOrAcoH 224 yiununyynarduiid 31(13.8%) Toxuongon He XOEp BUPYCUIH
xaBcapcaH xanasapTail baicaH. YyHsac: 3.6% Hb puHo Bupyc 3.1% Hb GokaBupyc,
KOpOHaBUPYC, 2.2% Hb WK TOMYYruitH Bupyc, 1.3% Hb ageHo Bupyc, 0.4% Hb 3HTEPO

BUPYCTaM TyC TyC XaBcapcaH Xanasap YycracaH HaiiHa.

MIY-biH apraap ambcranbiH 3aMbiH CUHLUMTUANbL BUPYC 3€par TOAOPXOWMOrACOH
224 copbuHooc 135 copbLOHA BUPYCUAH ragapryyrbii G yypriir KOAONCOH reHuitH
HYKNEOTUAWIAH [apaanannbir  TOrTooX reH 6aHkuHg  GypTryynas  (AB851421-
AB851449).

2010-2011 oHA A3rA3NT YYCracaH ambCrarnbiH 3aMblH CUHLUMTUAND A X3B LUMHXKWIAH
baitx reHoTMNUiH xyBba 43/43 (100%) NA1, 2011-2012 oHA axHwit capyynan A x3B

LWUMHXWIAH BUPYC AaBamMrainaH A3raanT yycracaH 49/50 ( 98%) 6ainaa.

XapwH 2012 - 2013 oHA TOMYYruidH ynupansiH AyHAYYP 3PronTaHa OpcoH A XaB
LUMHXWIAH BUPYC reHoTUnuiH xyeba ON1 aaa renoTunTai Gannaa. Mawait opoHp 2012
OHA  AJrA3NT  YYCrac3H B X3B  WWMHXUAH  BUPYC TEHOTUNWUAHXYBbA BA9

bynarrxamaapybanHa.

AOyrHant

1. Monron yncag 2010-2012 oHA ambcranbiH 3aMbliH CUHLUUTMAND BUPYCUNH A Xx3B
LUWHX33p YYCIArAcaH Aapaanancad [araant GancaH 6a yr BUpPYCWIAH  opuun
TOMYYrMAH BUPYC OpYUng NA3BXUTIN OpXK 3xnaxas byypy GaitHa.

2. AmbcranblH 3aMblH CMHUUTWanNb BUPYC A Hb reHoTunuiH xysbd NA1, G yypruiir
KOJONCOH FEHUH X3CarT 72 HYKNeoTuablH Xxoépunon 6omcoH ON1 wwHa As3a
reHoTun 6ynart, B xaBwuHX He BA9 Bynart xamaapy 6aiiHa.

3. 2012 oHbl CyynuilH capA ambCranblH 3amblH CUHUMTWANbL A BUMPYC Hb ambCranbiH

3aMblH CUHLUWUTWaNb BUPYCUAH B LWIMHXWUIAH BUPYCa3p BypaH conuracoH 6aiHa.

Tynxyyp ye:

AMbc2arbiH 3aMbIH cuHyumuarns supyc, mynsmunnekc 6x-Iry, FreHomun



ABSTRACT

Genotyping of human respiratory syncytial viruses detected in Mongolia in 2010-2013

Background: Human respiratory syncytial virus (RSV) is a common cause of
severe acute lower respiratory tract infection in young children accounting for =160,000
deaths/year worldwide. RSV strains have been divided into 2 major antigenic groups (A
and B), which are further divided into several genotypes. The main genetic and
antigenic differences between genotypes are found within the 2 hypervariable regions of
the attachment (G) glycoprotein. In 1999, a novel RSV B genotype, which contained a
60-nt duplication in the second hypervariable region of the G protein, was discovered in
Buenos Aires, Argentina, and named BA. A novel RSV A genotype with a 72-
ntduplication is the second hypervariable region of G, thus representing the first RSV A
genotype with nucleotide duplications in the G gene. Shortly thereafter, circulation of
this genotype was reported in Ontario, Canada, in 2010-11 and 2011-12, and the
genotype was named ON1. The objective of the current study is to determine the
genetic diversity of RSV among Mongolian population.

Materials and methods: Reverse transcription-PCR (RT-PCR) was used to detect
RSV G gene in nasopharyngeal swabs collected from children with acute lower
respiratory tract infections from October 2010- October 2013. Further G protein was
used to build phylogenetic tree.

Results: During the study period, subgroup A and B viruses detected 9.1%
(224/2485) of the total samples screened for influenza virus. In 31(13.8%) of RSV
positive samples there were identified the co-infection with other viruses. Among them
3.6% were co-infected with Human Rhinovirus, 3.1% - Human Bocavirus, 2.2% -
Parainfluenza virus, 1.3% - Human Adenovirus and 0.4% were co-infected with Enter
virus respectively. 34.8% of patients were 0-11 months old, 33.9% -1-2 years old,
32.3% -under 2 years old respectively Phylogenetic analyses showed that all group A
strains could be clustered into two genotypes, genotype NA1 and ON1 and B strain
could be clustered into one genotype BA9. Subgroup A viruses were predominant while
subgroup B strains.

Key words: Human respiratory syncytial virus (HRSV), multiplex PCR, Genotype
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