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Number of South African genomes deposited on GISAID, by specimen collection weekg 2022
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Sequencing data ending epi week 43 (ending 29 Oct 2022)
Currently in epi week 44 (ending 05 Nov 2022)

Total genomes: 46 706
2020 genomes: 6 742

2021 genomes: 26 299
2022 genomes: 13 665
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*This represents the cleaned, dkiplicated dataset of uniquiational and Pneumonia Surveillaneequences. This dataset will be used for all further figures.




Number of genomes

GISAID genomes vs total cases, 2QZD22 (N=46 706)

Provincial breakdown of genomes deposited into GISAID
12446

Collected before Nov 2021

Collected Nov 2021 (total 1789)
Collected Dec 2021 (total 5213) 11117
Collected Jan 2022 (total 2814) NN
Collected Feb 2022 (total 1213)

Collected Mar 2022 (total 1483)

Collected Apr 2022 (total 2493)

Collected May 2022 (total 2774)
Collected Jun 2022 (total 1036)

Collected Jul 2022 (total 492)

Collected Aug 2022 (total 297)

Collected Sep 2022 (total 658)

Collected Oct 2022 (total 390)
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Number and percentage of clades lepiweekin South Africa, 202% 2022 (39 958*)
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Detection Rates:
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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South Africa, 2022, n = 13 608*

South Africa number of genomes, cases, and PTP per epiweek (N=13608)
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Eastern Cape Province, 2022, n = 674

Genomes added since last report: 27*

EC number of genomes, cases, and PTP per epiweek (N=674)
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*May include genomes from 2020 which are not pictured here and are not included in the slide total.
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Free State Province, 2022, n = 481

Genomes added since last report: 3*

FS number of genomes, cases, and PTP per epiweek (N=481)
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*May include genomes from 2020 which are not pictured here and are not included in the slide total.
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Gauteng Province, 2022, n = 4300

Genomes added since last report: 58*

GP number of genomes, cases, and PTP per epiweek (N=4300)
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KwaZuluNatal Province, 2022, n = 1343

Genomes added since last report: 10*

KZN number of genomes, cases, and PTP per epiweek (N=1343)
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Limpopo Province, 2022, n = 837
Genomes added since last report: 3*

LP number of genomes, cases, and PTP per epiweek (N=837)
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Mpumalanga Province, 2022, n = 1291

Genomes added since last report: 8*

MP number of genomes, cases, and PTP per epiweek (N=1291)
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Northern Cape Province, 2022, n = 426

Genomes added since last report: 1*

NC number of genomes, cases, and PTP per epiweek (N=426)
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*May include genomes from 2020 WhICh are not plctured here and are not included in the slide total.




North West Province, 2022, n = 615

Genomes added since last report: 2*

NW number of genomes, cases, and PTP per epiweek (N=615)
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Western Cape Province, 2022, n = 3634

Genomes added since last report: 35*

WC number of genomes, cases, and PTP per epiweek (N=3634)
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Summary

A Sequencing update
A All provinces have sequences for August and September.
A All provinces except the Eastern Cape have sequences for October.

A Variant of Concern Omicron in South Africa

A Omicron continued to dominate in August (97%), September (98%) and currently makes uf
of October sequences.

A Omicron BA.5 and sdineages were dominant in August (69%), September (78%) and curre
make up 88% of October data.
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A XAY has also been detected in Denmark (n=9), Israel (n=2) and the USA (n=2)

ABQ.1 and BQ.1.1 have been detected in South Africa in September and October

A September (1%)BQ.1: n=1 in the Northern Cape, n=4 in the Western Cape; BQ.1.1: n=1 in Gauteng,
In the Western Cape

A October (4%) BQ.1: n=1 in KwaZuNatal, n=3 in Gauteng, n=6 in the Western Cape; BQ.1.1: n=4 in
Gauteng, n=2 in the Western Cape

A XBB has been detected in South Africa in October (n=1, Gauteng)

A Low frequency of previously circulating variants such as Delta not detected since July.




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 tfferin 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 the new SGTP sequences are pictured
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BA.4 whole genome mutation

prevalence over time
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