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1500- Sequencing data ending epi week 5

(ending 4 Feb 2023)

Currently in epi week 7 (ending 18

Total genomes: 49 482 Feb 2023)

2020 genomes: 6 790
2021 genomes: 26 432

Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
2022 genomes: 15 352
2023 genomes: 908

(N=49 482%)
Genomes added since last report: 140
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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, 2Q2f023 (N=49 482)

Provincial breakdown of genomes deposited into GISAID

Collected before Jun 2022

Collected Jun 2022 (total 1065)
Collected Jul 2022 (total 504) 12194
Collected Aug 2022 (total 337)

Collected Sep 2022 (total 684)

Collected Oct 2022 (total 827)

Collected Nov 2022 (total 693)

Collected Dec 2022 (total 264)

Collected Jan 2023 (total 883)

Collected Feb 2023 (total 25)
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Number and percentage of clades lepiweekin South Africa, 2022023 (16 217%)
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Sequencing data
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Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro

75 %
75
)
% 50
H 4
c
(D) v
(&)
S
O]
(a
25 Y
8
0 Li o [l 1 o { H E b 2 1 Qi |i (7} |_h U-Gi i K] d_ o ,y‘ WJJ_ B SR
TOtaI Sequences N = 2756 6931 2832 1232 1514 2555 2845 1065 504 337 684 827 693 264 883 25
Month Nov-21 Dec-21 Jan-22 Feb-22 Mar-22 Apr-22 May-22 Jun-22 Jul-22 Aug-22 Sep-22 Oct-22 Nov-22 Dec-22 Jan-23 Feb-23
Omicron Omicron Omicron Omicron Omicron
- Beta . c.1.2 (21L/BA.2.%) (22A/BA.4) (22C/BA.2.12.1) (22E/BQ.1.%) - XBA (23A/XBB.1.5)
Omicron Omicron Omicron Omicron i ; 1
Delta Omicron & i
(21K/BA.1%) (21M/BA.3) (22B/BA.5) (22D/BA.2.75.%) B xav (22F/XBB. NGS-SA

; Network for Genomic
% Surveillance in South Africa

*Bars represent percentage prevalence of variant for the month; total number sequences collected for the month are giwethdoblar



Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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South Africa, 2022023, n = 16 217*

South Africa number of genomes, cases, and PTP per epiweek (N=16217)
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Eastern Cape Province, 202923, n = 817

Genomes added since last report: 5*

EC number of genomes, cases, and PTP per epiweek (N=817)
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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 = 523

Genomes added since last repdh:

FS number of genomes, cases, and PTP per epiweek (N=523)
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Gauteng Province, 2022023, n

Genomes added since last rep@e*

GP number of genomes, cases, and PTP per epiweek (N=4870)
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KwaZuluNatal Province, 2022023, n = 1901

Genomes added since last report: 34*

KZN number of genomes, cases, and PTP per epiweek (N=1901)
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Limpopo Province, 2022023, n = 901

Genomes added since last report: 2*

LP number of genomes, cases, and PTP per epiweek (N=901)
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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 = 1399

Genomes added since last report: 11*

MP number of genomes, cases, and PTP per epiweek (N=1399)
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Northern Cape Province, 2022023, n =518

Genomes added since last report: 2*

NC number of genomes, cases, and PTP per epiweek (N=518)
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North West Province, 2022023, n = 632

Genomes added since last report: 2*

NW number of genomes, cases, and PTP per epiweek (N=632)
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Western Cape Province, 202023, n = 4649

Genomes added since last rep&&*
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Summary

A Sequencing update

A Eastern Cape, Gauteng, KwazZhlatal, Mpumalanga, the Northern Cape and the Western Cape have
sequences for December 2022. All provinces have sequences for January 2023. February sequence
from the Western Cape and Gauteng

A Variant of Concern Omicron in South Africa

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

A BQ.1 and suttineages were the dominant Omicron lineage in December (46%) and January (56%)

A XBB.1.5 was detected in December 2022 (n=2, 1%) and Januaryn2023.0%),and is the dominant
lineage in February 2023 (n=19, 76%), although with smatlbers

A BA.2.75.*continues to be detected at a loprevalenced XH:"z 0




Spike protein mutation* profile of Variants of Interest and Concern
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C
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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

ENGS-SA

Network for Genomic
» Surveillance in South Africa

*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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