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Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
(N=51 416%*)
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Genomes added since last report: 290
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*This represents the cleaned, dkiplicated dataset of uniqullational and Pneumonia Surveillaneequences. This dataset will be used for all further figures.
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GISAID genomes vs total cases, 2Q2023 (N= 51 416)

Provincial breakdown of genomes deposited into GISAID Proportion of total cases versus proportion of total genomes
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Number and percentage of clades lepiweekin South Africa, 20222023 (18125%)
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Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro
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South Africa, 2022023, n = 18 125*

South Africa (N=18125)
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#Recombinants include all recombinant lineages (viruses consisting of segments of two different lineages) detected imi&Goathadf levels. Currently it consists of XT, XAS, XAZ, XBA, XB



Eastern Cape Province, 202923, n = 933

Genomes added since last report: 3*
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



Free State Province, 2022023, n =571

Genomes added since last rep@t:
FS (N=571)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



Percent of genomes

Gauteng Province, 2022023, n = 5230

Genomes added since last repd®4*
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KwaZuluNatal Province, 2022023, n = 2013

Genomes added since last report: 20*
KZN (N=2013)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



Limpopo Province, 2022023, n = 918

Genomes added since last report: 1*
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



Mpumalanga Province, 2022023, n

Genomes added since last report: 3*
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Northern Cape Province, 2022023, n = 582

Genomes added since last repdh:

NC (N=582)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



North West Province, 2022023, n = 660

Genomes added since last report: 3*
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Western Cape Province, 202023, n = 5786

Genomes added since last report: 154*
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Summary

A Sequencing update

A All provinces have sequences for January and February 2023. March sequences arepitovina#s,
except the NortherrCape There are n@equence data for specimens collected in April.

A Variantof Concern Omicron in South Africa

A Omicron continued to dominate in January (99%), Febr(39%)and makes up 100% of March
seguences

A BQ.1 and suttineages were the dominant Omicron lineage in December (46%) and January (53%)

A XBB.1.5 was detected in December 2022 (0.8%) and January 2023 (16#9retheé dominant
lineage in February (70%) and March (79%)
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Spike protein mutation* profile of Variants of Interest and Concern
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Spike mutations

A Multiple changes within the two immunogenic regions in S1 (NTD and RBD)
A Including a three amino acid insertion
A Accumulation of mutations surrounding tfierin cleavage site
A Including combination of N679K and P681H
A Effect of most spike S2 subunit changes have not been defined, but may be linked to immune escape
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*Only mutations present in Omicron, Delta, or recombinant sequences are pictured
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BQ.1* and XBB.1.5* spike mutations*
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Frequency of spike SNVs for Omicron (22E/BQ.1.*) (n = 1118)
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Frequency of spike SNVs for Omicron (23A/XBB.1.5) (n = 1259)
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