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(N=48 580%)

Sequencing data ending epi week 2
(ending 14 Jan 2023)
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Currently in epi week 3 (ending 21
Jan 2023)

Total genomes: 48 580
2020 genomes: 6 790
9997 2021 genomes: 26 432

2022 genomes: 15 207

2023 genomes: 151
Genomes added since last report: 283 ‘||||‘|| || | ||
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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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Number of South African genomes deposited on GISAID, IoI specimen collection weekg 2023
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GISAID genomes vs total cases, 202023 (N=48 580)

Provincial breakdown of genomes deposited into GISAID

Collected before Jan 2022

Collected Jan 2022 (total 2832)

Collected Feb 2022 (total 1232) 11968

Collected Mar 2022 (total 1514) e—
)

12940

Collected Apr 2022 (total 2524)
Collected May 2022 (total 2843
Collected Jun 2022 (total 1065)
Collected Jul 2022 (total 503)
Collected Aug 2022 (total 333)
Collected Sep 2022 (total 678)
Collected Oct 2022 (total 821)
ﬂ Collected Nov 2022 (total 633)
Collected Dec 2022 (total 229)
Collected Jan 2023 (total 151)
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Number and percentage of clades lepiweekin South Africa, 2022023 (15 358%*)
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*Excludes sequences
missing collection dates
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epiweek53 of 2020.
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Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro
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Total seq uencesn = 1661 2756 6931 2832 1232 1514 2524 2843 1065 503 333 678 821 633 229 151
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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South Africa, 2022023, n = 15 315*

South Africa number of genomes, cases, and PTP per epiweek (N=15315)
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Eastern Cape Province, 202923, n = 710

Genomes added since last report: 8*

EC number of genomes, cases, and PTP per epiweek (N=710)
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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 = 498

Genomes added since last report: 4*

FS number of genomes, cases, and PTP per epiweek (N=498)
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Gauteng Province, 2022023, n = 4727

Genomes added since last report: 44*

GP number of genomes, cases, and PTP per epiweek (N=4727)
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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 = 1561

Genomes added since last report: 99*

KZN number of genomes, cases, and PTP per epiweek (N=1561)
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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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Limpopo Province, 2022023, n = 894

Genomes added since last repdrt:

LP number of genomes, cases, and PTP per epiweek (N=894)
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Mpumalanga Province, 2022023, n = 1371

Genomes added since last repoi@®* 2

MP number of genomes, cases, and PTP per epiweek (N=1371)

100 2500
90 A
v 80 1 - 2000
w
E 70+ 3
@ 60 - - 1500 ©
o G
% 50 1 =
o 40 1 - 1000 ©
: :
g 30 A 3
Z 20 - - 500
10 A
0 - e — e —— e —— — 0
123456 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3
Epiweek
MP percentage of genomes, number of cases, and PTP per epiweek (N=1371)
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Northern Cape Province, 2022023, n 496

Genomes added since last report: 6*

NC number of genomes, cases, and PTP per epiweek (N=496)
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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 = 628

Genomes added since last report: 1*

NW number of genomes, cases, and PTP per epiweek (N=628)
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*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 = 4423

Genomes added since last report1i0

WC number of genomes, cases, and PTP per epiweek (N=4423)
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Summary

A Sequencing update

A Eastern Cape, Gauteng§waZuluNatal, Mpumalanga, Northern Cape, and Western Cape have
sequences for December 2028| provincesexcept forLimpopo,have sequences for January 2023

A Variant of Concern Omicron in South Africa
A Omicron continued to dominate in Novemb&9¢6) December $9%) and makes u®9%of January

seguences
A Omicron BA.5 and sdineages were dominant in November (94%), Decembe¥oj@hd January

(83%)
A BA.2.75.* has been detected in July througinuary: & | £ 26 LINB Gl f SYyOS 06X

A XAY has not been detected since November

A BQ.1 and sutineageshave increased in prevalenae October (17%), November @fand
December (56%)

A XBB.1.5 has been detected in December 2022, 1%) andanuary 202315, 10%)
A (n=1 in Gauteng, n=13 in the Western Cape, n=1 in theFmeand n=2 irkwaZuluNatal




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
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 =~ 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 i

Network for Genomic
» Surveillance in South Africa



NTD
RBD
RBM

BA.4 and BA.5 spike mutations*

HR1
HR2

Frequency of spike SNVs for Omicron (22A/BA.4.%) (n = 4338)
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