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Iapeosupycnas unpexyus uenroeexa wupoxko pacnpocmpanend 6 berapycu. IIpu morexyiapmo-
zenemuueckom uayuenuu 6036youmens napsosupyca B19 (B19P) ¢ cmpane panee Goiia svisigiena
KOUUPKYASUUSL 08YX €20 zeHemuyeckux eapuanmos, lal w la2, ¢ npeobaadanuem é pasuvie 200ol
001020 u3 nux. Ileav dannot pabomv — anAIU3 2eHOMUNUUECK020 pa3HooOpasus B19P, yupkyau-
posaswux 6 cmpame 6 nepuod cnaoa zaboresaemocmu & 2017—2018 zo00a.

Cexsenuposanue NS1/VP1 u obaracmu zenoma daunott 994 n.o. nposedeno s 21 wmamma B19P
u3 ecex pezuonos cmpamnvl. /[[ns 00NOIHUMENbHOZ0 AHAAU3A (DULOZEHEMUUECKUX 83AUMOOMHOULE-
Hutl ucnoavsosansvt 608 nyxkieomudnvix nocaedogamenvrocmeii B19P cybeenomuna 1a u3 mexdy-
Hapoonou 6asvl dannvix I'enbBaux.

B 2017—2018 z2. ece B19P ¢ Beaapycu npunadnexaiu x cybzenomuny la u exaouaiu oba usgecm-
noix zenosapuanma — lat u 1a2. B 2017 u 2018 2. #a doxo 1al npuwnoce 18,2 % u 10,0 % wmammos,
1a2 domunuposan, npedcmasnasn 54,5 % u 90,0 % wmanmos, coomsemcmeenno. B 2017 2. enep-
sole 6o110 evisisneno 3 (27,3 %) wmanma, komopuvie npunadiexaiu cybzenomuny la, Ho ne 0MHO-
CUNUCH HU C 00HOMY U3 U3IBECMHBIE. 2eH08APpUaAnmMO6. DujlozeHemuyueckas pexoHcCmpyKyus, K0
yaswas ece npedcmasiennvie.s Fenbanxe nocaedosamenrvnocmu cybzenomuna la, noxasaia, 4mo
ewe 14 wmammos epynnupyromcs emecme c Oenopycckumu B19P, obpasys omienvnyio eemeo,
npedeapumenvno HA3GAUNYIO. KAK HOBLLU 2eHosapuanm 1a3. Yposenv zenemuueckux pasiuuuil
MeKOY HOBLIM 2eHOBAPUANMOM 143 U KaKDbim U3 08Yx ussecmuvlx zenosapuanmos lal u 1a2 npe-
eoiuan paziuuus meoy mwumu(1,99 % u 2,22 % npomus 1,59 %).

Taxum obpasom, cnuxenue 3abonesaemocmu napsosupycrol ungexyuei 6 2017—2018 zz., cme-
Huewee 3nudemuiecKull Nodsem npeduwecmsyouux 08Yx iem, Xapaxmepu3osdiocb COXPaHeHueM
QOMUNHUPYI0UWE20 NOJIOKEHUS 6 UUPKYLAUUU 2enosapuanma 1a2. Boisaeaennvill HOBbIU 2eHO8APUAHM
nodmeepdaem, umo zenemuueckoe pasnoobpasue B19P sensemcs 6onee 6blcOKUM, uem IMO Cul-
MAnOCH Paree, U Moxem nompedo8ams 6HeCEHUS. USMEHEHU 8 CYWECMBYIOWYI0 KAACCUDUKAUUIO.

Kawoueswie croea: napsosupyc B19 (spumponapsosupyc npumamos 1), cybeenomun la, ¢puno-
2eHemMuMecKas pekoHCmpyKuus.
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DIVERSITY OF PARVOVIRUS B19 GENOVARIANTS

CIRCULATED IN BELARUS IN 2017-2018

Human parvovirus infection is widespread in Belarus. Previous molecular studies revealed
co-circulation of two genetic variants parvovirus B19 (B19P), 1al and 1a2, with one of them dominated

in individual years. The purpose of the work is to analyze the genotypic diversity of B19P circulating
in the country in 2017—2018, at the time of decrease in incidence.
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Sequencing of 994 bp in NS1/VP1u genome region was conducted for 21 B19Ps from all regions
of Belarus. For additional phylogenetic reconstruction, 608 nucleotide sequences of B19P subgenotype
1a from GenBank were used.

In 2017—2018 all B19Ps in Belarus belonged to subgenotype 1a and included both known subtypes —
fal and 1a2. In 2017 and 2018, 1al accounted for 18.2 % and 10.0 % of the strains, respectively;
1a2 dominated, representing 54.5 % and 90.0 % of the strains, respectively. In 2017, for the first time
in Belarus, 3 (27.3 %) strains were identified that belonged to subgenotype 1a but did not clustered
with any of the known subtyps. Phylogenetic reconstruction including all B19P subgenotype 1a sequences
from Genebank, showed that another 14 strains are grouped together with the Belarusian strains
forming a separate branch tentatively named as a new subtype 1a3. Genetic differences between
the new subtype 1a3 and each of the well-known subtype 1al and 1a2 exceeded the differences
between them (1.99 % and 2.22 % versus 1.59 %).

Thus, the decrease in the incidence in 2017—2.018, followed the epidemic wise in the previous
two years, occurred with continued dominance of subtype 1a2. The new revealed subtype confirms
higher genetic diversity of B19P than previously thought and may require changes to the existing
classification.

Key words: parvovirus B19 (erythroparvovirus primates 1), subgenotype la, phylogenetic
reconstruction.

I—I apBOBMpYyCHast MHPeKUMs vyenoBeka (MNBU) numeet LleAnb A@HHOrO MCCAEAOBaHUA — HA OCHOBE CEKBEHMU-
ybUKBUTApHOE PacnpoCcTpaHeHWe U LWUPOKUIA  poBaHus dparmeHTa reHoma NS1/VP1u aamMHOM 994 H.o.
KPYr KAMHUYECKUX NPosiBAeHUW. B Benapycn oduumanb-  MPOBECTU reHOTUNUpoBaHue B19P, uMpkyaMpoBaBLUmMX
Has pervcTpaums aToro 3aboAeBaHUsi OTCYTCTBYET, OAHaKO B benapycu B nepuop 2017-2018 rr.
AaHHblE AaBOpPaTOPHON BEpUOUKALIMM AMArHo3a CBUAE-
TEAbCTBYHOT O TOM, YTO MM 0BYCAOBAEHO 0KOAO 30 % CAy-
yaeB 3aboAeBaHUS], COMPOBOXAAOLLMXCS OCTPOM MaKyAO- HyKAeOoTMAHBIE MOCAEAOBATEABHOCTU dparmeHTa re-
nanyaesHow cbinbto [10]. B Beabrun, GUHAAHAMKU, AHIAMKM. HOMa B19P 6biAn noAyyeHbl M3 06pa3LoB CbIBOPOTKU
n Yanbce, Utanmun nopbembl 3aboreBaemocTv [BU pe-  KpoBM NaLMEHTOB ¢ AabopaTopHO BEPUOULMPOBAHHOMN
TMCTPUPYIOTCA NPENMYLLECTBEHHO Kaxable 5-6 Aet [5], [1BU n3 Bcex pernoHos benapycu. AHK BbipeAAAn K3
oAHaKo B beaapycu npu npoBeaeHur Hapsopa 3a NMBU. 200 MKA CbIBOPOTKM KPOBKU C MCMOAb30BaHWEM Habo-
HaunHan ¢ 2005 . 6bIA ycTaHOBAEH Bonee panTenbHbIn pa QIAamp® DNA Blood Mini Kit (Qiagen, Venlo, Huaep-
3ANMAEMUYECKUI UMKA, COCTaBASIBLUMIA O A€T [1]. AAHAbI) B COOTBETCTBME C MPOTOKOAOM MPOU3BOAUTENS.
Y Bo3byautens MBW, napsosupyca B19 (B19P), B Ha-  AMNAMOMKALIMIO MPOBOAUAK B ABYXCTAAUMHOM THE3A0BOM
CTOsILLlee BPEMS YCTAHOBAEHO HaAuMuuWe Tpex reHoTu-  [LP ¢ McnoAb3oBaHWEM OMMCaHHBIX B AUTEPATYPE Npan-
noB (1, 2, 3), KaxAbl U3 KOTOPbIX BKAOUYAET Mo ABa cyb-  MepoB e1855f, e1863f, B19-R1 and B19-R2, no3Boas-
reHotuna (a u b) [8]. Hanbonbluee pacnpocTpaHeHUE  HOLLMX MOAYUNUTb pparmMeHT AnMHon 1100 H.o. NS1/VP1u
B MUPE MUMEET reHoTnn 1, AAS KOTOPOro BHYTPU cybre-  obaacTu reHoma [3, 8]. MpoAyKTbl aMNAMbUKALMU aHa-
HoTMNa 1a 6bIAO BbIAEAEHO ABa reHoBapuaHTta: lal  AusupoBanu B 1,5 % arapo3Hom reae ¢ pobaBAeHUEM
n la2 [4]. 6pomuaa atnanA. MUP-NpoAYKT AAA CEKBEHWPOBAHUS
leHoTMnupoBaHre B19P npoBoautca B benapycv  ouulliaAM C UCMOAb30BaHWEM Habopa AAS OUYMCTKM
¢ 2005 r., # B TeyeHue Bcex AeT HabAatoaeHus B cTpaHe  QIAquick PCR (Qiagen, lfepmatus).
LMPKyAMpPOBaAM 0ba reHoBapuaHTa cybreHotuna l1a, 1al CeKBEHMPOBAHME BbIMOAHAAN HA KAMUAASPHOM CEK-
n la2 [2]. TeHoBapuaHT lal nmen npenmyiecteeHHoe  BeHaTtope 3500 (Applied Biosystems, CLUA) ¢ ncnonb3o-
pacnpocTpaHEHUE B TEUEHNE AAMTEABHOIO MEPUOAA HU3-  BaHWeM Habopa AAS cEKBEHMPOBaHUS BigDye Termina-
Kon 3aboneBaemMocTn (2009-2012). AomuHupoBaHue  tor v3.1 cycle (Life Technologies, CLUA) 1 npaimepoB
B LMPKYASUMKM 1a2 HabBAIOAAAOCh B FOAbl MOAbEMA 3a-  AAS BTOPOro payHAa amnandukauuu. PepaktMpoBaHue
6oneBaemoctn (2005-2006 1 2014-2016). B 2007-  HYKAEOTUAHBIX MOCAEAOBATEABHOCTEN MPOBOAUAW B MPO-
2008 rr., Ha dOHe pe3Koro CHUXeHUss 3aboneBaemoc-  rpamme SeqScape® v.3.0 (Life Technologies, CLUA).
TH, HanboAbLLEE pacnpPoCTpaHeHUe B CTpaHe BCe elle AASA TEHOTUNMPOBAHMUA BbIMOAHAAM GUAOTEHETUYE-
NPOAOAXAA UMETb reHoBapuaHT 1a2. [OCKOAbKY Oue-  CKWW aHaAn3 dparMeHToB reHoma AAMHOW 994 H.o.
peAHON NnoabeM 3aboneBaeMOoCTH 3aKoHUMACA B 2016 .,  obaacti NS1/VP1u (515 H.0. NS1 1 487 H.0. VP1u ¢ ne-
TO NPEACTaBASINO MHTEPEC MPOCAEAUTb, MPOM3OLIAO AU PEKpPbIBatOLLENCA 0OAACTbIO Pa3MepoM 8 H.0.) C UCTIOAb-
M3MeHeHWe reHOTMIMMUYECKOrO CoCTaBa BO3OYAUTEASl OAHO-  30BaHueM nporpamMmmbl MEGA Bepcunn 10 Ha OCHOBaHWK
BPEMEHHO CO cnapoM 3aboAeBaeMOCTH, UAU AOMUHKU-  aaropuTtMa Neighbor Joining 1 Kimura 2-napametpuye-
pOBaBLUMK BapuaHT BCE €LUE UMEA LUIMPOKOE Pacnpo-  CKOM MOAEAW. 3HAUMMOM CUMTAAU BEAMUMHY ByTCTpen
CTpaHeHue, Kak 3To Habatopanoch U nocae 2006 T. > 70 % (1000 noBTOpPOB).

Marepuanbl U MeTOADI
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PesyabTaThbl M 06Cy)XXAEeHHUE

3a nepuop 2017-2018 rr. B benapycu BbIA FeHOTH-
nupoBaH 21 wrtamm B19P, B Tom uncae 11 - B 2017 r.
n 10 - B 2018 1. Bce umpkyaMpoBaBLIME B 3TOT NEPUOA
B19P oTtHocuAMCh K cybreHoTuny 1a u 6biAv NpeacTaBAe-
Hbl HECKOABKMMM reHoBapuaHTamMmu (puc. 1). K reHoBa-
puaHTy 1al oTHocMAMCH AMWb 18,2 % (2/11) wtamMmmoB
B 2017 r. u 10,0 % (1/10) wtammos B 2018 1. leHo-
BapuaHTOM l1a2, AOMMHMPOBABLUMM B NEPUOA NOABE-
Ma 3aboneBaemocty B 2014-2016 rr. [Epm., 2019],
no-npexHemy ObIAO MNPEACTAaBAEHO OOAbLLIMHCTBO
wrtammoB: 54,6 % (6/11) B 2017 r. n 90,0 % (9/10)
B 2018 r. (puc. 1).

B uenoMm, U3BECTHBIMW Ha CErOAHALLHWUIA AEHb FeHO-
BapuaHTamu 1al v 1a2 6biAv npeacTaBAeHbl 18 13 21 re-
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5[ B19V-47722/Minsk city.BLR/22.18
— A DQ225149 B19 isolate SN807 genotype 1a2
B19V-46840/Mogilev.BLR/21.17
;E B19V-47302/Minsk reg.BLR/11.18
91'B19V-47879/Minsk city.BLR/26.18
— B19V-47672/Mogilev.BLR/20.18

OpuruHaJbHble HayYHbIe MyOauKanun |

HOTUNKMPOBaHHbIX B19P. B 2017 r. BNnepBble Ha Teppu-
Topun benapycu 6bIAO BbIABAEHO TPKU WTamma B19P,
KOTOPbIE YETKO OTHOCHMAMCH K cybreHoTuny la, opoHaKo
He KAaCTePM30BaAUCh HU C OAHWUM M3 U3BECTHbIX FEHO-
BapMaHToOB, a $opMUpPOBaAM HA GUAOTEHETUUECKOM Ae-
peBe AOMOAHUTEABHYIO BETBb. Takne dUAoreHeTUYecKue
B3aMMOOTHOLLEHWSA MO3BOAAAU MPEANOAOXKMUTb HAAUUNE
ellle 0AHOro, HOBOrO, reHoBapuaHTa, KOTOpoMy 6bIAO
AaHO NpeABapuTEAbHOE HanMeHOoBaHWe 1a3.

AAs umpkyanpoBaBlumx B 2017-2.018 TT. BupycoB
reHoBapuaHta lal reHeTuuyeckoe pasHoobpasue. co-
ctaBasano 0,85 %, ana reHoBapuaHTa 1a2 - 0,83 %,
AASl HOBOTO reHOBapuaHTa, NpeACTaBAEHHOM0 ABYMS Ba-
puaHTaMM HYKAEOTMAHbIX MOCAEAOBATEABHOCTEN, OHO
6bIA0 HaMMeHbLLIMM - 0,13 %. CpepHee reHeTuYeckoe

leHoBapuaHT 1a2
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Cyerexotun 1a

Fexotun 1
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A AJ717293 B19 isolate genotype 2
100 E—A DQ333426 B19 isolate BN31.2 genotype 2
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— A DQ357064 B19 isolate Vn147 genotype 1b 1
100 LA DQ357065 B19 isolate Vn115 genotype 1b

0 A AJ249437 V9 genotype 3a
I: A DQ234769 B19-R0416 genotype 3a

100 \_|——ADQ408302 B19 BN58.3 genotype 3b
81 A DQ408304 B19-BN60.3 genotype 3b

MpeaBaputenbHblit reHosapuaiT 1a3

Cyerexotun 1b

FenoTun 2

FenoTun 3

PucyHok 1. ®unoreHetmyeckoe pepeBo Ha ocHoBe 994 H.0. NS1/VP1u pervoHa napsoBupycoB B19, uMpkyampoBaBLivx B be-
Aapycu B 2017-2018 rr., a Takxe pedepeHc-LTaMMOoB reHoTMnoB 1, 2 n 3. PedpepeHc-ltaMmMbl OTMEYEHbI
YepHbIM TPEYTOAbHUKOM; BEAOPYCCKME WTaMMbl, GOPMUPYIOLLME NPEABAPUTEABHO HOBbIM FrEHOBAPWaHT, OTMEYEHbI
YepPHbIM KPYXXKOM
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paccToaHUE MEXAY 3TUMU rpynnamMu BUPYCOB TaK Xe
6bINO HEOOABLLMM, OAHAKO MexAy 1al u 1a2 oHo co-
cTaBAsinO 1,56 % M ObIAO CYLLLECTBEHHO BbILLE MEXAY
KaXXAOM U3 HUX M HOBbIM reHoBapuaHtom: 1,99 n 2,22 %,
COOTBETCTBEHHO.

AASt NTOATBEPXAEHMS CYLLECTBOBAHUSI HOBOrO reHOBa-
puaHTa bbiA NPOBEAEH aHAAN3 GUAOTEHETUUECKNX B3aK-
MOOTHOLLEHWI NocAepoBaTeAbHOCTEN B19P cybreHoTu-
na 1a, BKAKOUasi BCE MPEACTAaBAEHHbIE B MEXAYHAPOA-
HoW 6a3e paHHbIX [eHBbaHK (dparmeHT 994 H.0. obaacTu
NS1/VP1u, 608 nocaepoBateAbHOCTEN, HOSIOPb 2019 T.)
N «HOBble» Benopycckue B19P. C LeAblo onpeaeneHus
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ONTUMaAbHOM MOAEAM GUAOFEHETUUYECKOTO aHaAM3a BbIA
ncrnonb3oBaH Model test, BCTpOEHHbIM B Mporpammy
MEGA10. CornacHO 3TOMy TECTY, MOAEAb C HAaUMEHb-
Lw1M 3HayeHuem BIC (Bayesian Information Criterion -
balecoBCKUit HGOPMALIMOHHbBIN KPUTEPKIA), CUMTAETCA
Hanbonee NOAXOAALLEN AAA aHaAM3a AAHHOW BbIOOPKK
HYKAEOTMAHBIX NOCAEAOBATEABHOCTEN. B COOTBETCTBUM
C NOAYY€EHHbIMW pe3yAbTaTaMu bbina BbibpaHa 3-napa-
MeTpuyeckass MoaeAb Tamypa ¢ Famma-pacrnpesene-
Huem (T92+G).

MoAyyeHHble pe3yAbTaTbl NOKa3aAu, UTO AULLb He-
CKOABKO MocAaepoBaTenbHOCTEN 13 KiiprbidcTaHa (Ow = 3,

MpeanonoxuTenbHblit reHoBapuaHT 1a3

Cysrenotun 1a

Fenotun 1

[eHoBapuanT 1al

[eHoBapuaHT 1a2

PucyHok 2. duaoreHeTnyeckoe AepeBo Ha ocHoBe 994 H.o. obracti NS1/VP1u, BKAlOUatollee Bce AOCTynHble B Genbank no-
CAEAOBATEABHOCTH, GOpMUpPYIOLLIME BMECTE CO LWTaMmamMu M3 Benapycu npeanonaraembivi reHoBapuaHT 1a3. MNocaepoBaTenb-
HOCTM U3 beAaapycu oTMeUeHbl YePHbIM KPYXKOM
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Buwkek - 7), CLUA (1), AnoHun (1) u Tepmanun (2)
rPynnMPOBaAUCH C «HOBbIMW» LWUTaMMamMu U3 beaapycu,
06pasyst UeTKO Pas3AMUUMbIN KAACTEP B pamkax cybre-
HoTuna 1a (pwc. 2). HanboablLuee CXOACTBO «HOBblE» Be-
Aopycckue B19P nmean co wraMmmamu, BbISBAEHHbIMU
B KbiprbidctaHe B 2006 1., HYKAEOTUAHBIE MOCAEAOBA-
TEABHOCTU KOTOPbIX ObIAM AEMOHUPOBaHbI B [eHbaHK BU-
pyconoramu u3 Atokcembypra npyv OAHOKPATHOM UCCAe-
AOBaHUU UMUK 0Opa3LoB M3 3TOM CTpaHbl. Hukakon
MHOOPMALIMM O TEHOTUMMUYECKOM cocTaBe B19P, umpky-
AMPOBaBLUMX B KbIprbl3cTaHe paHee 1 B MOCAEAYHOLME
FOAbl, B AOCTYMHbIX MCTOYHMKaX HE MPEACTaBAEHO, OAHAKO
HEeAb351 UICKAKOUMTb, YTO 3a NPOLLUEALLMNE FOAbI 3TV BUPYChI
NpeTepneAn onpeAeneHHble UBMEHEHNS U 3aTEM ObIAK
MMMNOPTUPOBaHbl beaapycb. K COXaneHUIO, HUKaKUX anu-
AEMUNONOTMUECKMX A@HHBIX O Noe3akax B Kblprbl3cTaH
6ENOPYCCKMX NMALMEHTOB, OT KOTOPbIX BbIAM NMOAYYEHBI 3TH
BUPYCbl, HE UMEETCSH, OAHAKO TECHbIE CBA3N MEXAY Ha-
UMMM CTPaAHaMK rOBOPAT B MOAb3Y TAKOW BO3MOXHOCTH.
XoTsi HaMbOAbLLEE KOAMYECTBO LLUITAMMOB «HOBOIO»
reHoBaHuaHTa 1a3 noAy4yeHo B KbiprnacraHe, B 3TOT Xe
nepuop (2006 T1.), COrAaCHO NOMeLLeHHbIM B eHbaHK
NMOCAEAOBaTEAbHOCTAM, B CTPaHe LMpKyArpoBann B19P
W APYTUX reHoBapuaHToB (1al), U UMEIOLLUMXCS AQHHBIX
HEAOCTaTOYHO, UTOObI CAEAATb 3aKAKOUEHME 00 UX anuae-
MWOAOTMUYECKON 3HAYMMOCTH (Hanpumep, CBS3b CO BCMbILL-
KaMW AWM CTaAMEN ANMAEMMUUYECKOTO NpoLecca).
AHann3 umetowelica B leHbaHke WHdopmauumu
M NPEACTaBAEHHbBIX B AUTEPATYPE AAHHBIX 06 3THX HYKAEO-
TUAHBIX NMOCAEAOBATEABHOCTAX CBUAETEABCTBYHOT O TOM,
yto B19P, oTHOCALLMECS K <HOBOMY» reHOBapuaHTy 1a3,
06Hapy>XXMBaAAWCb B pa3Hbix perMoHax Mupa Ha npoTs-
XEHWUU AOCTATOUYHOrO AOATOro BpemeHu. B TepmaHuu
HYKA€OTMAHbIE NOCAEAOBATEABHOCTH «HOBOrO» FEHOBA-
praHTa 6biAM BbIIBAEHBI B NpenapaTtax ¢akTopoB CBEpP-
TbIBAHUSI KPOBW, NMPOU3BEAEHHbIX U3 MyAOB 06pa3LoB
nAa3Mbl AOHOPOB MAM B 06pa3Liax TKaHu NevYeHu y A1l
C TpaHCNAAHTaAUMEW 3TOro OpraHa MAM ayTOMCUMHbIX
obpasuax [6, 7]. ToCKOABKY B 3TUX)KE npenapatax bbina
obHapyxeHa 1 AHK reHotuna 2, KoTopbli B HacTosLWee
BPEMS NMPAKTUUYECKN HE LIMPKYAUPYET HATAE B MUPE, HEAb-
351 C YBEPEHHOCTbIO YTBEPXKAATb, ObIA A AOHOP, UMEHOLLINIA
«HOBbI» reHoBapuaHT B19P, nHoMuMpoBaH B nepuoa
NPOBEAEHUSA NCCAEAOBAHUS UAK 3@ MHOTO AET AO TOTO.
EAMHCTBEHHOW cTpaHoi, rae B19P, oTHeceHHble
K «<HOBOMY» reHoBapuaHTy 1a3, 6bIAM OnMcaHbl Kak AOMMU-
HUpYHoLLIME, ABASieTCS ANOHMSA. C HUMK CBA3bIBAOT MOALEM
3aboneBaemocTu MBU B 1. Ocaka B 1986-1987 rr. [9].
B benapycu B TeueHue 2017 r. Tpu WITaMMa 3TOro re-
HOBapWaHTa OblAM BbISIBAEHbI B Pa3HbIX YaCTAX CTPaHbI
(B MuHCcKe B siHBape, B bpecte B mae, B [oMene B UIOHE),
OAHaKO AaAbHEWLLEro pacnpocTpPaHEeHUs OHU He MOAy-
UYuAK, U B 2018 T. He HbINO OOHAPYXEHO HWU OAHOIO MO-
ApobHoro B19P.
HecomHeHHO, npoBeaeHUe Boaee LIMPOKUX UCCAE-
AOBaHWI B pa3HblX CTpaHax Mupa, B TOM YUCAE OXBa-
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ThIBAOLLMX 1 «MOAYALLIME» TEPPUTOPUM, MOIBOASIT MOAY-
unTb BoAee NOAHOE NpeACTaBAeHUEe 06 MCTUHHOW pac-
NPOCTPaHEHHOCTKU 3TOro reHoBapuaHTa B19P.

Takum 06pa3om, Bce reHoTMnMpoBaHHblie B 2017-
2018 rr. B beaapycu B19P npuHaaaexann K cybreHo-
™My 1a u BKAKOYaAAM 06a M3BECTHbIX HA CErOAHALLHWUM
AEHb reHoBapuaHTta - 1al n 1a2. B 2017 n 2018 rr.
Ha ponto 1al npuwaock 18,2 % n 10,0 % wiammos,
Ha ponto 1a2 - 54,5 % n 90,0 % wraMmmoB, COOTBET-
CTBEHHO. TakMM 06pa3om, CHUXeHUe 3aboreBaEMOCTH
napBoBMpPYyCHON MHOeKumen B 2017-2018 rr., CMEeHUB-
LLEEe 3MMAEMUYECKMIA MOABEM MPEALLECTBYHOLLIMX ABYX AET,
XapaKTepn3oBaAOCb COXPaHEHNEM AOMUHMPYIOLLLErO Mo-
AOXEHUA B LUMPKYASILMM reHOBapuaHTa 1a2.

B 2017 r. B benapycy BrnepBble ObIAO BbISBAEHO
3 wramma cybreHotMna 1a, KOTOpble HE KAACTEpPU30-
BaAUCb HW C OAHUM K3 U3BECTHbIX reHoBapuaHToB lal
A 1a2. PUAOreHETUYECKUIN aHAAU3, BKAKOUYABLLUNI BCE
npeAcTaBAeHHble B [eHBaHKe HYKAEOTUMAHbIE MOCAe-
AOBaTeAbHOCTU cybreHoTuMna 1a ¢ oxBaTOM pernoHa
994 H.0. NS1/VP1u, nokasan, uto BmecTe ¢ beropyc-
cknmun B19P rpynnupytotes eule 14 wtammoB, 06pasys
OTAEAbHYIO BETBb, MPEABAPUTEABHO Ha3BaHHYH Kak HO-
BbI reHOBapKuaHT 1a3.

AanbHenlero pacnpoctpaHeHua B beaapycu paH-
Hbli BapuaHT B19P He noAyuua, OAHAKO TO, UTO B pas-
Hble ToAbl OH 06HapPYXMBAACS B pasHbIX YacTax Mupa,
Tpebyet npoBeAeHUs Bonee LIMPOKUX UCCAEAOBaHUM
AASI YTOUHEHMA €ro 3NUMAEMMOAOTMUYECKON 3HAYMMOC-
TW. bonee BbICOKMIM YPOBEHb FEHETUUECKUX Pa3AUUMM
MEXAY HOBbIM reHOBapuaHTOM 1a3 1 KaXAbIM U3 ABYX
LLMPOKO pacnpocTpaHEHHbIX reHoBapmaHToB 1al n 1a2
(1,99 % 1 2,22 % npotuB 1,59 %) CBUAETEABCTBYET O TOM,
yTo reHeTnuyeckoe pasHoobpasune B19P aBasetcs 60-
A€ BbICOKMM, YEM 3TO CUMTAAOCb pPaHee, U HaKOMAe-
HWE AOMOAHWUTEAbHbIX AQHHbIX MOXET noTpeboBaTb BHe-
CEHUA U3MEHEHMWI B CYLLECTBYHIOLLYIO KAACCUDUKALMIO
3TOro BUpyca.
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