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Puc. S1. CpaBHeHue BUpPYyCHON Harpy3Kky Mex/1y BapuaHTaMHU.

a — cpemu BapuantoB CL.X, obmamarommx B S-Oeike aMHHOKHCIOTHOH 3amenoit T8831 (cieBa) minn HeT (cripasa);
6 — cpemu BapuanToB XBB.1.X, obmagaromux B S-6e1ke aMrHOKUCTOTHOH 3ameHoi T8831 (cnera) mm Het (cripaBa).
o ocu opauHar oTpaskeno 3Hauenue Ct, 10 0CH aOCIMCC — BAPUAHTHI BUPYCA U KOJIHUYECTBO 0OPa3IOB.

Fig. S1. Viral load comparison amongst variants.

a — comparison of viral load in CL.X variants featuring an amino acid substitution T883I in the S-protein (left)
versus those without the substitution (right); b — comparison of viral load in XBB.1.X variants featuring an amino acid
substitution T883I in the S-protein (left) versus those without the substitution (right). The ordinate axis represents the

Ct value, while the abscissa axis displays virus variants and the number of samples
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Puc. S2. /lunamuka reHerudeckux BapuantoB SARS-CoV-2 B MockBe B mnepuoj ¢ KOHIIA
aBrycra 2022 . o cepenuny mapta 2023 .

Ocb OpIMHAT OTPAXKAET JIOJI0 KAXKIOH U3 TeHETUYESCKIX JIMHHIA, BRIPAXXCHHYIO B IMPOLIEHTAX, OCh
abcuuce — nepuoAbl HabMroneHUs (Hex).

Fig. S2. Dynamics of SARS-CoV-2 genetic variants in Moscow from late August 2022 to mid-
March 2023.

The ordinate axis represents the proportion of each genetic lineage, expressed as a percentage, while the abscissa

axis delineates the observation periods (weeks).
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a —MyTanuu B S-0eJke; 6 — MyTalluH B CTPYKTYpHBIX Oenkax E, M u N; ¢ — MyTanun B HeCcTpyKTypHbIX Oenkax. [To

a — mutations in the spike (S) protein; b — mutations in structural proteins E (envelope), M (membrane), and N

Puc. S3. OcHoBHBIE MyTanuy B JOMUHUpPYyonmx Bapuanrax SARS-CoV-2.

Fig. S3. Key mutations in predominant SARS-CoV-2 variants.
(nucleocapsid); ¢ — mutations in non-structural proteins. The x-axis denotes amino acid substitutions, while the y-axis

ocu abcIuce 0TMEYEeHBI aMAHOKUCIIOTHBIE 3aMEHBL, IO OcH opAnHAT — BapuaHTHl SARS-CoV-2.

represents the SARS-CoV-2 variants.



