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Introduction. Molecular genetic monitoring of influenza-virus on
the investigated territory is an important part of the epidemiological
surveillance of this infection.

Methods. For 2009-2017, 862 patients with suspected influenza
and 84 samples of sectional material (from those who were
diagnosed with flu and pneumonia) were screened in RT-PCR in
real-time in the virology laboratory of the Rivne Oblast Laboratory
Center of the Ministry of Health of Ukraine on the iQ5 amplifier Bio-
Rad (USA) using the Test Systems Amplisens Influenza virus A/B-
Fl. Influenza virus subtypes were determined using Bio-Rad
Laboratories, Inc. (USA) reagents and primers for Influenza A,
Asw, H1sw, and An3 virus from BioSearch (USA).

Results. For 2009-2017, among the 862 patients with suspected
influenza by the ZT-PCR method, the genetic markers of influenza
viruses were detected in 204 (23.7%). In the structure of positive
persons, nucleoside (NA) fragments of influenza A viruses were
detected in 173 (84.8%), fragments of NA influenza viruses of type
B -in 31 (15.2%). Among the patients who identified the genetic
markers of influenza A viruses, subtype A (HIN1 pandemic) was
identified in 125 (72.3%), subtype A (H3N2) in 37 (21.4%), and in
11 (6, 3%) of patients determine the subtype of influenza A
viruses was not successful. Influenza A (H1N1 pandemic) viruses
were detected among 32 (19.4%) out of 165 patients surveyed in
2009-2010, in 26 (21.5%) out of 121 patients surveyed in 2011, in
6.1% of patients in 2012 -2013 years (9 out of 148 surveyed), 55
(27.8%) out of 198 examined patients in 2016. h

In the study of 84 samples of sectional material from dead
patients with NA influenza viruses were detected in 35 (41.7%), ‘%
among them influenza A subtype (H1N1 pandemic) was identified
in 32 (91.3%) dead, subtype A (H3N2) was detected in 1 (2.9%),
yet one specimen failed to identify the type A influenza virus
subtype. NA of influenza type B virus was detected in one
deceased patient. If in 2009 among the 18 dead NA of the
influenza A virus (H1N1 pandemic) were found in 14 (77.8%), then
in 2010 - 4 (83.3%) out of 12 surveyed, in 2016 among 28 dead
patients in 13 (46.4%) this subtype of the influenza virus was
detected, yet one specimen failed to identify the type A subtype of
the influenza virus.

Conclusions. 1. In the studied area, for the last 9 years, type A
influenza viruses were detected in 5.6 times more patients than
influenza type B viruses (84.8% and 15.2% respectively). 2.
Among the type A viruses, subtype A (HIN1 pandemic)
dominates, which was 3.4 times more frequent than subtype A
(H3N2) (72.3% and 21.4% respectively), in 11 (6.3 %) of
individuals determination the subtype of the influenza A virus was
not successful. 3.In the period of 2009-2017, among the 35 dead
patients who were found to have NA influenza viruses, the subtype
of the influenza A virus (H1N1 pandemic) was identified in 32
(91.83%), subtype A (H3N2) in 1 (2.9 %), in one sample failed to
identify the type A influenza virus subtype. NA of influenza type B
virus was detected in one deceased patient.
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Beryn. MonekynapHO-reHeTUYHWIA MOHITOPUHT BipYCiB rpuny.
OOCNiAXyBaHiv TepUTopIi - BaXnuea YacTuHa eniaemionoriyr
HarnAagy 3a uieto iHhekuiero.

Metoau. 3a 2009-2017 poku ob6cTeskeHo 862 XBOpuX 3 Mifo3
Ha rpun Ta 84 3pasku cekuiHoro marepiany. (Bia noMepux &
AiarHo30M rpun Ta HerocnitTanbHa NHEBMOHIA) MeTogom 3T-I1
in real-time y BipyconoriyHin na6opatopii Y «PiBHEHCbKMI
obnacHuin nabopaTtopHuii LeHTp MO3 Ykpaihu» Ha
amnnicikatopi iQ5 Bio-Rad (USA) 3a LonoMOrow TecT-cucTe
«AmnnuCeHc Influenza virus A/B-Fl». TigTunu Bipycis rpuny
BU3Ha4anu 3a A40NoMorolo peareHTis thipmu Bio-Rad
Laboratories, Inc (USA) Ta nparimepis Ao Bipycy rpuny A, Asw
H1sw, AH3 cipmu BioSearch (USA).

PesynbTraTtu. 3a 2009-2017 poku cepen 862 xBopux 3 Mifo3p
Ha rpun: metopnom 3T-MJIP. reHeTuyHi mapkepw Bipycis rpuny
6ynu BuABneHi y 204 (23,7%). Y CTPYKTypi NO3UTUBHUX OCI6
hparmeHTn HykneiHosoi kucnotu (HK) Bipycis rpuny tuny A €
BuABNEHI y 173 (84,8%), dhparmeHTu HK Bipycis rpuny Tuny B
31 (15,2%). Cepepn xBopuX, y AKUX 6ynv BUABNEHI rEHETUYHI
Mapkepw sipycis rpuny Tuny A, nigtun A (H1N1 naHaemivHui
iaeHTuikoBaHo y 125 (72,3%), nigtun A(H3N2) - y 37(21,4%
y 11 (6,3%) nauieHTiB BU3HAYMTV NiATMN BipyciB rpuny Tmny A
Baanock. Bipycu rpuny A (H1N1 nanaemidHui) BuABNANN cep
32(19,4%) i3 165 ob6cTexxeHux xBopux y 2009-2010 pokax, v ¢
(21,5%) i3 121 obcTexxeHux nauieHTie B 2011 poui, y 6,1% xB0

. #82012-2013 pokax (9 i3 148 06cTexXeHNX), y 55 (27,8%) i3 19

2
~ obcTexkeHunx nauieHTis y 2016 poui.

Mpu pocnipykeHHi 84 3paskiB CeKUiiHOro maTtepiany Big
nomepnux xsopux HK Bipycis rpuny BuAsneHa y 35(41,7%),
cepea Hux niaTvn Bipycy rpuny A(H1N1 naHoemivHui)
ineHTudikosaHo y 32 (91,3%) nomepnux, nigtvn A(H3N2)
BuUABNEHO y 1(2,9%), Wwe y ooHOMY 3pasKy He BAaNoCh BU3HAY
niaTvn Bipycy.rpuny tuny A. HK Bipycy rpuny Tuny B BuABne
y 0AHOro nomepnoro xsoporo. Akuwo y 2009 poui cepen 18
nomepnux HK Bipycy rpuny A(H1N1 naHgemiuHmi) 6yno
BUABNEHO y 14 (77,8%), To B 2010 poui -y 4 (33,3%) i3 12
obcTexenunx, y 2016 poui cepen 28 nomepnux xsopux y 13
(46,4%) 6yno BUABNEHO LM NiSTVN BIpyCy. rpuny, Wey ogHom:
3pa3Ky He BoANOCh BU3HAYUTU MiATUN Bipycy rpuny Tuny A.
BucHoBku. 1. Ha gocnigyyBaHiii TepuTopii 3a ocTaHHi 9 pokit
Bipycu rpuny Tvny A BU3Hayanuck y XBopux y 5,6 pasu vacTil
HX Bipycu rpuny Tuny B (84,8% Ta 15,2% BianoeiaHo). 2. Cep
BipyciB rpuny Tuny A nomiHye nigtun A (H1N1 nanoemivnui),
AKUI BUABNANN y 3,4 pasu yacriwe, Hix nigtun A (H3N2) (72,
Ta 21,4 % BiAnoBiaHO), Wwe 'y 11 (6,3 %) .0cib BU3HaUMTK NiaTvn
Bipycy rpuny A He Baanock. 3. 3a nepion 2009-2017 poku cepe
35 nomepnux xBopux, y AKunx byno suAsneHo HK sipycis rpuny
niaTvn Bipycy rpuny A(H1N1 naHaemiuHui) ineHTudikoBaHo y
(91,3%) , migTun A(H3N2) y 1(2,9%), We y. 0aHOMY 3pasKy He
BAAN0OCh BU3HAYUTU nigTun Bipycy rpuny tuny A. HK Bipycy
rpuny Tuny B BUABNEHO Yy OQHOrO MOMEPIOro XBOPOro.



