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The genomic data presented here are based on South African
SAR&0Vf2 sequence data downloaded from GISAID
(www.qgisaid.orgon 19 May 2023 at 08h45
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Sequencing data ending epi week 18
(ending 6 May 2023)

Currently in epi week 20 (ending 20

Total genomes: 51 817 May 2023)
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2021 genomes: 26 440
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Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
(N=51 817%)

2022 genomes: 15 358 ‘ ||

2023 genomes: 3 224
Genomes added since last report: 84
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*This represents the cleaned, dmpl%ate dataset of uniquBlational and Pneumonia Surveillan@equences. This dataset will be used for all further figures




GISAID genomes vs total cases, 2Q2023 (N= 51 817)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades lepiweekin South Africa, 2022023 (18 539%)
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Detection Rates: Omicron and recombinants
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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s XBF B Omicron (23A/XBB.1.5) W Omicron (21K/BA.1.%) EEE Omicron (22D/BA.2.75) Omicron (22A/BA.4.*) BN Omicron (22B/BA.5.*) m Beta (20H, V2) s 20B
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Note: XBF is an Omicrd&dmicron recombinant and so is counted in the total number of Omicrons.



South Africa, 2022023, n = 18 539*

South Africa (N=18539)

Number of genomes
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#Recombinants include all recombinant lineages (viruses consisting of segments of two different lineages) detected imi&Goathaf levels. Currently it consists of XT, XAS, XAZ, XBA, XB{



Eastern Cape Province, 202923, n = 948

Genomes added since last report: 2*
EC (N=948)
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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 = 587

Genomes added since last repdh:
FS (N=587)
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recombinant Omicron (22F/XBB.1.9.1) B Omicron (21L/BA.2.%) EEE Omicron (22D/CH.1.1.*%) Omicron (22B/BE.7) W Omicron (22E/BQ.1.%) I Delta (21A, 211, 21)) unassigned
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



Gauteng Province, 2022023, n = 5371

Genomes added since last report: 18*
GP (N=5371)
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recombinant Omicron (22F/XBB.1.9.1) B Omicron (21L/BA.2.%) EEE Omicron (22D/CH.1.1.*%) Omicron (22B/BE.7) W Omicron (22E/BQ.1.%) I Delta (21A, 211, 21)) unassigned
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



KwaZuluNatal Province, 2022023, n = 2065

Genomes added since last report: 2*
KZN (N=2065)

]
T T T T T T T T

12345678 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 91011121314151617181920
Epiweek

KZN (N=2065)
100 -

| B
80 1
| | || |
20 1

O-

Percent of genomes

1234567 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 91011121314151617181920

Clade key (bar graph)

H XAY EEE Omicron (23B/XBB.1.16) Omicron (22F/XBB.*) BN Omicron (22C/BA.2.12.1) Omicron (21M/BA.3) B Omicron (22B/BE.8) Alpha (201, V1) mm C.1.2 (20D)
B XBF B Omicron (23A/XBB.1.5) W Omicron (21K/BA.1.%) EEl Omicron (22D/BA.2.75) Omicron (22A/BA.4.%) B Omicron (22B/BA.5.%) I Beta (20H, V2) s 20B
recombinant Omicron (22F/XBB.1.9.1) B Omicron (21L/BA.2.%) EEE Omicron (22D/CH.1.1.*%) Omicron (22B/BE.7) W Omicron (22E/BQ.1.%) I Delta (21A, 211, 21)) unassigned
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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 = 919

Genomes added since last report: 0*
LP (N=919)
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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 = 1432

Genomes added since last report: 1*
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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 = 667

Genomes added since last report: 4*
NW (N=667)
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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

Clade key (bar graph)

BN Omicron (23B/XBB.1.16)
B Omicron (23A/XBB.1.5)
0 Omicron (22F/XBB.1.9.1)

HEE XAY
s XBF
recombinant

*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.

Western Cape Province, 202023, n = 5961

Genomes added since last report: 57*
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Summary

A Sequencing update

A All provinces have sequences for February 2023. March sequences are from all provinces, except th
Northern Cape. April sequence datee from six provinces (excluding Limpopo, North@apeand
Free Statgand May sequence data are from the Western Cape

A Variant of Concern Omicron in South Africa
A Omicron continued to dominate in February (99.4%), March (99.9%) and 988

A XBB.1.5vas detected in December 2022 (0.8%) and January 2023 (16%), and was the dominant line
In February (70%), March (78%), and April (80%). It is currently dominant in May (83%), although thi
based on low numbers (n=12)

A XBB.1.16 has been detected at a low prevalence in March anddA¥i) in Gauteng (n=3) and the
Western Cape (n=4)
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Spike protein mutation* profile of Variants of Interest and Concern
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Spik
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

utations

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