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Number of South African genomes deposited on GISAID, by specimen collection weekg 2022
(N=47 435%)
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Sequencing data ending epi week 47 (ending 26 Nov 2022)

Currently in epi week 49 (ending 10

Total genomes: 47 435
2020 genomes: 6 758

2021 genomes: 26 321
2022 genomes: 14 356
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GISAID genomes vs total cases, 2QZD22 (N=47 435)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades
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Distribution of Nextclade Clades in South Africa
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epiweeks in 2021 — 2022

epiweekin South Africa, 202t 2022 (40 590%)
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Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro

Detection rates of variants being monitored in South Africa
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) i
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South Africa, 2022, n = 14 299*

South Africa number of genomes, cases, and PTP per epiweek (N=14299)
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*Excludes sequences missing collection dates. Lineages of particular interest (currently WHO Omicron subvariants undagjrereiteeparate from the main clade groupings.



Eastern Cape Province, 2022, n =679

Genomes added since last report: 0*

EC number of genomes, cases, and PTP per epiweek (N=679)
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Free State Province, 2022, n = 481

Genomes added since last report: 0*

FS number of genomes, cases, and PTP per epiweek (N=481)
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Gauteng Province, 2022, n = 4452

Genomes added since last report: 3*

GP number of genomes, cases, and PTP per epiweek (N=4452)
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KwaZuluNatal Province, 2022, n = 1387

Genomes added since last report: 14*

KZN number of genomes, cases, and PTP per epiweek (N=1387)
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Limpopo Province, 2022, n = 855

Genomes added since last report: 1*

LP number of genomes, cases, and PTP per epiweek (N=855)
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Mpumalanga Province, 2022, n = 1300

Genomes added since last report: 0*

MP number of genomes, cases, and PTP per epiweek (N=1300)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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Northern Cape Province, 2022, n = 463

Genomes added since last report: 15*

NC number of genomes, cases, and PTP per epiweek (N=463)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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North West Province, 2022, n = 620

Genomes added since last report: 0*

NW number of genomes, cases, and PTP per epiweek (N=620)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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Western Cape Province, 2022, n = 4055

Genomes added since last report: 125*

WC number of genomes, cases, and PTP per epiweek (N=4055)
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Summary

A Sequencing update

A All provinces have sequences for September, and all provinces except the Eastern Cape he
sequences for October.

A All provinces except the Eastern Cape and the Free State have sequences for November.

A Variant of Concern Omicron in South Africa
A Omicron continued to dominate in September (98%), October (98%) and November (99.5%

A Omicron BA.5 and sdineages were dominant in September (78%), October (90%) and
currently make up 92% of November data.
Al PHPTpdF vl a4 RSUGSOUISR Fd | t£26 LINBGIf Sy
A1 41a RSUSOGSR AYy {SLIWSYOSNE hOG20SNI Iy
ABQ.1 and sulineages have been detected in September, October and November
A September (1% BQ.1*: n=1 in the Northern Cape, n=6 in the Western Cape, n=1 in Gauteng

A October (6%} BQ.1*: n=2 in KwaZwMNatal, n=14 in Gauteng, n=25 in the Western Cape, n=3 in the
Northern Cape, n=1 in Mpumalanga

A November (13%) BQ.1*: n=17 in the Western Cape, n=8 in Gauteng, n=1 in the Northern Cape
A XBB has been detected in October and November

A October (1%): n=2 in Gauteng, n=3 in the Western Cape
A November (3%): n=4 in Gauteng, n=2 in the Western Cape

A Delta detected at low frequency until July, and once in October.




Spike protein mutation* profile of Variants of Interest and Concern

BA.1 -
BA.2 - K
BA.2.12.1 - K
BA3 - 3
BA48BA5- | - - -8 - - D G K
BQ.1* - S D G K
XBB - N B I K
XAY D K n
XBA -
- o e
C12- I v G
Beta - Y G
Alpha - Y G H
Alpha+E484K - E y G H
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OO =~ WDONNMNMOOO UL NNMNTE ONOMNMODMNMO—ANMEUOOOO© XMW OOMNMNOITUYD OCONOMNDOFOOMNMOOD—TOMNTSTS OO rrtO <t O©QOOT O ™~ M~
RN RIS SR e e N R R R R R R R R I B
(D>>‘>'IEI.IJLI-DfO’U-Z—|>QOII—|CDOUCD'_DDf¥Z¥>LD—'ZO?"LIJLLLLO(DOZ>'|_OELIZD.CD<ZOZQOZ—'l‘:
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

*Only mutations present in Omicron, Delta, or recombinant sequences are pictured
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