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The genomic data presented here are based on South African
SAR&0Vf2 sequence data downloaded from GISAID
(www.qisaid.org on 24 February 2023 at 11h47
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Sequencing data ending epi week 7
(ending 18 Feb 2023)

Currently in epi week 8 (ending 25

Total genomes: 49 948 Feb 2023)

2020 genomes: 6 790
1000- 2021 genomes: 26 432

Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
2022 genomes: 15 354
2023 genomes: 1 372

(N=49948%*)
Genomes added since last repotB6
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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, 2QZ20D23 (N=4948)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades lepiweekin South Africa, 2022023 (16 683*)
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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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South Africa, 2022023, n = 16 683*

South Africa number of genomes, cases, and PTP per epiweek (N=16683)
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Eastern Cape Province, 202923, n =851

Genomes added since last report: 34*
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Free State Province, 2022023, n =546

Genomes added since last report: 23*

FS number of genomes, cases, and PTP per epiweek (N=546)
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Gauteng Province, 2022023, n 4895

Genomes added since last rep@%*

GP number of genomes, cases, and PTP per epiweek (N=4895)
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KwaZuluNatal Province, 2022023, n = 1967

Genomes added since last rep@®*

KZN number of genomes, cases, and PTP per epiweek (N=1967)
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Limpopo Province, 2022023, n = 910

Genomes added since last report: 9*

LP number of genomes, cases, and PTP per epiweek (N=910)
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Mpumalanga Province, 2022023, n = 1408

Genomes added since last rep@t:

MP number of genomes, cases, and PTP per epiweek (N=1408)
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Northern Cape Province, 2022023, n = 523

Genomes added since last report: 5*

NC number of genomes, cases, and PTP per epiweek (N=523)
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North West Province, 2022023, n = 640

Genomes added since last report: 8*

NW number of genomes, cases, and PTP per epiweek (N=640)
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Western Cape Province, 202023, n = 4936

Genomes added since last report: 287*

WC number of genomes, cases, and PTP per epiweek (N=4936)
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Summary

A Sequencing update

A Eastern Cape, Gauteng, KwazZhNlatal, Mpumalanga, the Northern Caplee NorthWest and the
Western Cape have sequences for December 2022. All provinces have sequences for January 2023
provincesexcept the NorthNVest,have sequences for Februaz23

A Variant of Concern Omicron in South Africa

A Omicron continued to dominate in December (100%), January (99%) and makes up 100% of Februe
seguences

A BQ.1 and suttineages were the dominant Omicron lineage in December (46%) and January (54%)

A XBB.1.5 was detected in December 2022 (n=2, 1%) and January 2023 (n=151, 14%), and is the dor
lineage in February 2023 (n=201 %68

A BA.2.75* continuedto be detected at a loyprevalence in December, January and Febrdah{o:"z 0




Spike protein mutation* profile of Variants of Interest and Concern

BA.1 -
BA.2 - - - -8 RYHEMG H K
BA.2.12.1 - - - -8 RYHIMG H K
BA.3 - RYHIMG H K
BA.4&BAS5 - | RYH G YKH K Y H K
BQ.1* - RYH H K
- XBB - R Y H H K
C
2 XBB.1.5 - - RYH H K
i
XAY R Y H H K n
XBA-F R R Y H HK I
Delta - l
C1.2- I v I G
Beta - Y G
Alpha - Y G H
Alpha+E484K - n Y G H
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
OO T TFTLOLOMMNMNMNOOONOLULANMNMSSLULOANOMNOMNOTANNLDOODTTNLOULOMNOTSTLOANOMNMNOVOTOOMNMOOOCTUOMNTTLOLOOO TS OTOOOS O — M~
T A ANANANNOOMOOOSTITTTTLOLLOLOWWWMO - T T MOTONMNNMNMMOOCTYTSNYTITULONMNNOOOOOOOOOOOOT —TANLULNODOOODOOOLLL LW O© W —
A 1o A << T > >ShFrrrrmrrmrrmr s AN AN NN T ITETTTTTTITTTITITISTISTITITIOODODOOOOORRKNNODDODD O =
(D>>->-I§LIJU-EOU-Z—|>D(DI—'CDU)U)I—DI¥Z¥>(D—|ZU)I—LIJLLLI_O(DOZ>-I—DD.IZD.U){ZDZDOZ—'I‘:
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

ENGS-SA

Network for Genomic
» Surveillance in South Africa

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