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OpraHunsayma reHoma SARS-CoV-2
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OcHOBHble muLeHn TepaneBTnyeckmnx cpeacts npotns SARS-CoV-2
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[TPOTMBOBUPYCHbIE HYKAE03NAHbIE MHTMOUTOPbI — TEPMUHATOPDI LLEENU
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[TPOTMBOBUPYCHbIE HYKAE03NAHbIE MHTMOUTOPbI — TEPMUHATOPDI LLEENU
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MexaHn3m AencTBusa pemaecuBmpa

Mechanism of SARS-CoV-2 polymerase stalling by remdesivir
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KoppeKTunpytowme 3K30HYKNEa3bl
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JK30HYKneasa Nsp14/Nspl0

Nspl4
9K30HYK/1ea3HbIX JOMEH

meTuntTpaHcdepasHbIn JOMeEH

Ma et al. Proc. Natl Acad. Sci. USA 112:9436-41, 2015
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JK30HYKneasa Nsp14/Nspl0 BaxkHa AnA penjanKaLuum Bupyca
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CeHcUTU3aUMA K NoBpexKaeHUAM reHoma: napagmrma BRCA/PARP
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CeHcUTU3aUMA K NoBpexKaeHUAM reHoma: napagmrma BRCA/PARP

Misincorporation of ribonucleotides during replication
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Yctonuumeble K Nspl4 moandukaumm?
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Yctonumssble K Nspld mogndpukaumm?
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Yctonuumeble K Nspl4 moandukaumm?
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PennnkatnsHbi KomnaeKkc SARS-CoV-2

aKTMBHDbIN LLEHTP

PHK-renmnkasa Nsp13

7EGQ

Yan et al. Cell 184:3474-85, 2021
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KaK npoucxoauT nepekatoyeHme ¢ CMHTEe3a Ha KoppeKuuto?
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KaK npoucxoauT nepekatoyeHme ¢ CMHTEe3a Ha KoppeKuuto?
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JK30HYKneasa Nsp14/Nspl0
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