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The genomic data presented here are based on South African
SAR&0Vf2 sequence data downloaded from GISAID
(www.gisaid.orgyon 13 January 2023 at 15h00
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Sequencing data ending epi week 1
(ending 7 Jan 2023)
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Currently in epi week 2 (ending 14
Jan 2023)

Total genomes: 48 297
2020 genomes: 6 790

Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
1907 2021 genomes: 26 426
2022 genomes: 15 076

(N=48 297%)
2023 genomes: 5 |||| |
Genomes added since last report: 654 ‘ ‘ | | ‘
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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, 2Q@ZD23(N=48 297)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades lepiweekin South Africa20222023(15 038*)
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Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro
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South Africa20222023,n = 15 038*

South Africa number of genomes, cases, and PTP per epiweek (N=15038)
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South Africa percentage of genomes, number of cases, and PTP per epiweek (N=15038)
100 - r 60000
v 80 A = L .
£ || - g
S - 40000 9
¢ 60 - =
o °
) || ]
£ 40 A 2
g 20000 §
@ =
o 20 -
o- iyt L
123 456 7 8 91011121314151617 181920212223 24252627 28293031323334353637383940414243444546474849505152 1 2
Epiweek
Clade key (bar graph)
[ Omicron (22F/XBB.*) XAS - Omicron (21K/BA.1.%) Omicron (21L/BA.2.3.20) = Omicron (21M/BA.3) = Omicron (22B/BA.5.%) Omicron (22B/CL.1) L Omicron (22B/BE.7) Alpha (201, V1) I 20B
I Omicron (22F/XBB.1.5) e XAZ B Omicron (21L/BA.2.%) BN Omicron (22C/BA.2.12.1) Omicron (22A/BA.4.%) I Omicron (22B/BF.7.%) I Omicron (22B/BE.1.1.1) B Omicron (22B/BE.8) I Delta (21A, 211, 21)) s 20A
. XAY XT Omicron (21L/CM.4) I Omicron (22D/BA.2.75) EEE Omicron (22A/BA.4.6.%) Omicron (22B/BA.5.9) E Omicron (22E/BQ.1.%) B Beta (20H, V2) N C.1.2 (20D) unassigned
XBA
Weekly percentage testing positive key (line graph)
— < 5 — G -10 m— 11- 20 = 21 - 30 w31 - 40 = 41 - 50 = 5] -55

Network for Genomic

*Excludes sequences missing collection dates. Lineages of particular interest (mainly WHO Omicron subvariants undegyaoaisefiarate from the main clade groupings Surveillance in South Africa




Eastern Cape Provinc2p222023,n = 702

Genomes added since last report: 24*

EC number of genomes, cases, and PTP per epiweek (N=702)
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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 Provinceg0222023,n = 494

Genomes added since last report: 13*

FS number of genomes, cases, and PTP per epiweek (N=494)
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Gauteng Province20222023,n = 4683

Genomes added since last report: 225*

GP number of genomes, cases, and PTP per epiweek (N=4683)
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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 Province2022-2023,n = 1468

Genomes added since last report: 57*

KZN number of genomes, cases, and PTP per epiweek (N=1468)
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Limpopo Province20222023,n = 894

Genomes added since last report: 40*

LP number of genomes, cases, and PTP per epiweek (N=894)
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LP percentage of genomes, number of cases, and PTP per epiweek (N=894)
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Mpumalanga Province20222023,n = 1351

Genomes added since last report: 47*

MP number of genomes, cases, and PTP per epiweek (N=1351)
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MP percentage of genomes, number of cases, and PTP per epiweek (N=1351)
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Northern Cape Provinc€022-2023,n = 490

Genomes added since last report: 29*

NC number of genomes, cases, and PTP per epiweek (N=490)
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NC percentage of genomes, number of cases, and PTP per epiweek (N=490)
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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 Province20222023,.n = 627

Genomes added since last report: 5*

NW number of genomes, cases, and PTP per epiweek (N=627)

80 2000
704
@
£ 60 A - 1500 a
Q 0
£ 50 1 S
= ‘5
S 40 A - 1000 5
g 30+ £
§ =
2 20 A - 500
10 A
0 - —_ T T T T T T T T _l__i_* T T T T T T T T T T T T T T T T 0
1 2 3 45 6 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2
Epiweek
NW percentage of genomes, humber of cases, and PTP per epiweek (N=627)
100 A 2000
o 80 A - 1500 w»
£ o]
e ©
g 601 -
o L o
P 1000 5
] 4 Ke)
g 40 E
g 2
(7] - 500
[« 20 -
0- — T T T T T T — T — T T T—t—T 0
1 2 3 45 6 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2
Epiweek
Clade key (bar graph)
[ Omicron (22F/XBB.*) XAS - Omicron (21K/BA.1.%) Omicron (21L/BA.2.3.20) = Omicron (21M/BA.3) = Omicron (22B/BA.5.%) Omicron (22B/CL.1) Omicron (22B/BE.7) Alpha (201, V1) I 20B
[ Omicron (22F/XBB.1.5) XAZ m Omicron (21L/BA.2.%) BN Omicron (22C/BA.2.12.1) Omicron (22A/BA.4.%) I Omicron (22B/BF.7.*) I Omicron (22B/BE.1.1.1) s Omicron (22B/BE.8) I Delta (21A, 211, 21)) s 20A
. XAY XT Omicron (21L/CM.4) I Omicron (22D/BA.2.75) EEE Omicron (22A/BA.4.6.%) Omicron (22B/BA.5.9) E Omicron (22E/BQ.1.%) I Beta (20H, V2) N C.1.2 (20D) unassigned
XBA
Weekly percentage testing positive key (line graph) AR N GS S A
— <) e §-10 e ]]-20 == 21-30 === 31 - 40 w— 4] - 50  w——5]1-55 LR, 1 ¥

Network for Genomic
Surveillance in South Africa

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



Western Cape Provinc0222023,n = 4322

Genomes added since last report: 214*

WC number of genomes, cases, and PTP per epiweek (N=4322)
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Summary

A Sequencing update

A All provinces have sequences ctoberand November, and Gautendipumalanga and the Western
Cape have sequences fdecember

A Variant of Concern Omicron in South Africa

A Omicron continued to dominate i@ctober(98%), November (99%) and makes100% oDecember
seguences

A Omicron BA.5 and sdineages were dominant in October (84%), November (90%pasdmber (91%)

hod A Vd ~ pd Ve ~ hod

ABA27%fF Kl a 0SSY RSUSOGSR Ay WdzZ & HWKNRdJdzZAK b20S
A. 1, O2yidAaydzSa G2 0S RSGSOGSR IO | f2¢ LINBGJI f ¢
A XAY has also been detected in Denmark (n=30), Israel (n=2), the USA (n=2), England (n=1), Italy (n=1), ar
Sweden (n=1)
A BQ.1 and sultineageswere detectedin October, November and December

A October (6%}, BQ.1*: n=2 in KwaZulNatal, n=15 in Gauteng, n=25 in the Western Cape, n=5 in the Norther
Cape, n=1 iMpumalanga

A November (179%) BQ.1*:n=45in the Western Cape=1in the FreeSate, n=1in Limpopon=3in
Mpumalangan=6in the Northern Cape, n=48 Gauteng

A December (52%) BQ.Z*: n=11 in Gauteng, n=28 in the Western Cape, n=40 in KwhZial

A XBB and subineages havbeen detectedn=11in Gauteng, n=11 in the Western Cape, n=2 in KwaZulu
Natal andn=1in the NorthernCape) —
A XBB.1.5 has been detected in South Africa in December (n=1 in the Western Cape)




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 i

Network for Genomic
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