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The increasing size and density of the human population is leading to an increasing risk of infectious diseases that threaten to spread yet another pandemics. The
widespread use of vaccination has reduced morbidity and mortality associated with viral infections and in some cases eradicated the virus from the population
entirely. Regrettably, some virus species retain the ability to mutate rapidly and thus evade the vaccine-induced immune response. New antiviral drugs are therefore
needed for the treatment and prevention of viral diseases. Modern research into the structures and properties of viral proteases, which are of key importance in the
life cycle of viruses, makes it possible, in our opinion, to turn these enzymes into promising targets for the development of effective viral disease control methods.
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Hapsgy ¢ cepaeqHO-cocyancTbIMU U LiepebpOoBacKySpHbIMM
3aboneBaHVaMN, UHMEKLMOHHbIE 00Ne3HW, BbI3BaHHbIE
DakTepusMuM, BUpycamu, napasutami 1 rpubamu, SBAstoTcs
OCHOBHOW MPUYMHOM cMepTHOCTM BO Bcem Mupe [1]. CornacHo
[aHHbIM  BcemupHo  opraHm3auuy  30paBoOXpaHeHust,
rnobanbHoe pPacnpOCTpaHeHe KOPOHaBUPYCHOW MHMEKLMM,
HavaBlencs B 2019 . B Kutae, nNpuBeno K 3apakeHuto
6onee 600 MH U rmbenu bonee 6,5 MUNIMOHOB YenoBeEK 3a
Tpu roga [2]. MpuinHon nanaemmmn COVID-19 ctan HoBbIV
kopoHaBupyc SARS-CoV-2. PaHee NpeactaBuTen cemencTaea
kopoHaBupycoB SARS-CoV n MERS-CoV BbI3Banv BCMbILLKN
TSDKESIOro OCTPOro pecnmpaTopHoro cuHapoma (SARS) B 2002 r.
1N GAVXKHEBOCTOYHOIO pecnumpaTopHoro cuHapomMa (MERS)
B 2012 . [3].

Heckonbko  OecaTuneTnin - U3y4eHnd  cemeincTaa
KOPOHaBUPYCOB MokKasanu, 4YTo reHom BupycHon PHK
TpaHcavpyeTcsa B ABa OonbliMx noaunpoTtevHa, ppla wu
pplab, koTopble 6Gnarogaps CBoen BHYTPEHHEN NenTiaasHom
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AaKTVBHOCTM PacCLLEnnAtoTCsl Ha HECKOSbKO HECTPYKTYPHbIX
6enkoB (Nsps), HeobxoaMMbIX A5t 06eCneHeHNs TPaHCKPUMLIAM
1 penivkaumm BUpycHoro reHomMa [4]. ns npoteonmTnyeckomn
Jerpagjauuy nonMnpoTeMHOB KPUTUYHBI ABa hepMeHTa —
LuMCTeMHoOBble nanavH-nogobHas nentupasa (PLP) [5] u
XUMOTpUncuH-nogobHas nentupasa  (3CL), w3BecTHas
TakXXe Kak OCHOBHasi mpoTteasa kopoHasupyca (M) [6].
Menmnoaza MP° cocTouT M3 Tpex OOMEeHOB: AomeHbl | w1 I
00pasytoT XUMOTPUMNCUH-NOAOOHbI PONANHT, Codep KaLLnii
CanT CBA3bIBaHVSA cybcTpaTa, PacrooXXeHHbIN B LLENN MeXay
OByMsi noMeHamn, a gomeH Il obecnedmBaeT obpadoBaHve
romMogMMepa 1 UrpaeT KIHOYEBYKD POSfb B KaTaUTUYECKOM
aKTVMBHOCTM MpoTeadbl, Tak kak MoHoMmep MP° HeakTvBeH
[7]. MP° pasnnyHbiX KOPOHaBUPYCOB WMeT obLme
BbICOKOKOHCEPBATVBHblE CailTbl CBA3bIBaHMA cybcTpara,
pacnosHatolmMe amMUHOKMCIOTHYIO MOCNefoBaTeNbHOCTb
nonunpoTteuHa (Leu-Gin)l(Ser/Ala/Gly), roe ruaponmsyetcs
nenTnaHas CBsA3b NOCne ocTaTka rmyTamMuHa [7, 8].
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Paspabotka UHMMOUTOPOB LIMCTEMHOBBLIX MpoTeas,
y4acTBYOWNX B pennvkaumm kKopoHasupycoB (CoV),
npeacTaBngeTr cobon ahdexkTnBHytO cTpaTeruto 6opbObI
¢ COVID-19 n gpyrumn 3aboneBaHvsiMU, BbI3BAHHbIMU
KOPOHaBMpycamu. [MepCneKTMBHOM  MULLEHBbID A4
pa3paboTky MPOTVBOBUPYCHbBIX MPEnapaToB, HampaBieHHbIX
npotue SARS-CoV-2 n gpyrux CoV, sensetca MP° n3-3a
€e BaKHOW pPOAM B MNOCTTPAHCAALMOHHOM MPOLECCUHIE
noMnpoTenHoB. Bonee Toro, OTCyTCTBME NPOTEadbl HEMOBEKA,
pacLlennstoLen 6enku nocne octatka Gln, SBnseTca ogHUM
1n3 npenmyllects MP© kak MULIEHW On8  paspaboTkum
VNHMMONTOPOB, MOCKOJbKY MOBbLILLAET VX CAEUUmUIHOCTb 1
orpaHVYMBaET HexxenaTesbHble Nobo4Hble adhdekTbl. [ocne
BCMbILLEK anuaemMui, BbidBaHHbIX CoV B 2002 1 2012 r., 661710
MPEAIONKEHO MHOXECTBO UHMMouTopoB M [9], ogHaKo NuLLb
B 2021 r. NosBMANCb MEpPBble NEKAPCTBEHHbIE KaHauAATbl,
YCMELHO Npowedme KIMH1Yeckme ncnbiranus [10, 11].

LOpyron VHTEpPECHOM cTparervemn pa3paboTKM
MPOTVBOBUPYCHBIX JIEKAPCTBEHHbBIX MpenapaTtoB MOXKHO
Ha3BaTb WCMOb3OBaHWE MPOTEONM3a [ONs akTvBauum
nponekapcts [12]. lNponekapctBa nNpeacTaBnstoT cobom
VMHaKTUBUPOBaHHbIE MPOU3BOOHbIE MOJIEKYNT IEKAPCTBEHHBIX
CpencTB, KOTOpble MOMYT moABepraTbCsa TpaHchopmMaumm
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