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The COVID-19 corona virus has become a world pandemic
which started in December 2019 in Wuhan, China with
no confirmed biological source. Various countries reported
the genomic sequence of different isolates obtained from
infected patients. This allowed us to obtain a number of 38
isolates of full genomic sequences. Alignment of nucleotide
(nt) sequence was carried out using Clustal Omega multiple
alignment service at the EBI website. Alignment of nt
sequence and phylogenetic relationship revealed that the
COVID-19 is a new viral strain and its biological source
has not been yet detected. The expected orf pattern was
different among isolates obtained from the same country
or different countries as well as from SARS-CoV isolates
or bats CoV suggesting different virus human interaction
possibilities during infection and severity. All isolates had the
main five orfs (1ab, S, M, N, E), whereas they differed in
the expected accessory orfs. Being with the biological source
of COVID-19 undetected, the role of human endogenous
retrovirus (HERVs) in the regulation of the host cell gene
expression or the encoding for products that could modulate
COVID-19 infection and the spectrum of its symptoms is
discussed.
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IFT’EHOMHE JOCIIAXEHHA KOPOHABIPYCA
COVID-19 BUKJTIOYAE MOTO MOXOAXEHHA
BIJ PEKOMBIHALIIT YX 3 OTTMCAHUX
BIOJOTTYHUX JKEPEJ I ITPUITYCKAE POJIb
HERV Y LIMPOKOMY JIAMIA30HI MOT'0O
CUMIITOMIB

COVID-19 — 1e BUKJIMKaHEe KOPOHABipyCOM 3axBOpPIO-
BaHHS, SKe IIepepociio Yy BCECBITHIO ITaHAEMIlO,
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rnoyaTok sikoi Oyjo 3adikcoBaHo y rpyaHi 2019 p. y
micTi Yxanb, Kutaii, ajsie 0GiosoriyHe mKepeno sSIKOro He
Oysio miATBepIKeHO. Y pi3HUX KpaiHax MOBiIOMJISLIN
PO T€HOMHY MOCJiOBHICTh Pi3HUX i30JITIB, OTpUMa-
HUX Bif iH¢ikoBaHux mnamieHTiB. lle mo3Boiamao Ham
3arajjoM OTpuMaru 38 i30/15TiB MOBHUX T'€HOMHMX MO-
climoBHOCTei. BupiBHIOBaHHSI HYKJIEOTUIHOI (nt) mo-
CJIIIOBHOCTI MPOBOAM/M 3a JOMOMOIOI0 MHOXWHHOTO
BupiBHIOBaHHS Clustal Omega Ha BeO-caiiTi €Bpomneli-
cbkoro iHcrutyty 6GioiHdopmaruku (EBI). BupiBHio-
BaHHSI HYKJIEOTUIHOI MOCHiIOBHOCTI i (hitoreHeTUYHU
3B’g30K mokaszanu, mo COVID-19 — e HoBUil IITaM
Bipyca, OioJioriuHe MOXOMXKEHHSI SIKOro Ie He OyJio
BcTaHoBJIeHO. OuikyBaHa cTpykTypa orf Oyjaa pi3HOIO
cepejl i30J14TiB, OTPUMAHUX 3 ONHI€T KpaiHM abo pi3HUX
KpaiH, a Takox i30J4TiB SARS-CoV un CoV kaxaHiB,
IO JO3BOJISIE IPUIIYCTUTHU Pi3HI MOXJIMBOCTI B3a€EMOZIl
Bipyca Ta JIIONMHM T yac iH(piKyBaHHS Ta CKJIaIHOCTI
3axBOpIOBaHHS. Bci i30T Manu m’sITb OCHOBHUX OrfS
(lab, S, M, N, E), ogHak, Bigpi3HsIMCSl O4iKyBaHU-
MU JornoMmixkHuMmu orfs. OcKiibKu OioJIoriyHe IKepelio
COVID-19 3anuinaeTscsi HEBCTAHOBJIEHUM, OYJ0 00ro-
BOPEHO POJIb eHIOreHHUX peTpoBipyciB oauHu (HERV)
y peryisilii eKcrpecii TeHiB KJIITUH Tocromapsl 41 Ko-
IyBaHHS MIPOMYKTIB, SIKi MOXYTh MOIYJIIOBATH iH(EKIIil0
COVID-19 i cnekTtp ii cMMNTOMIB.

Karouoei caoéa: COVID-19, reHoM, BUpiBHIOBAaHHS HYK-
JIEOTUIHOI ITOCTiIOBHOCTI, €HAOT€HHI PETPOBipyCH JIIO-
nuau (HERV).
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