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The genomic data presented here are based on South African
SAR&0Vf2 sequence data downloaded from GISAID
(www.qisaid.orgon 21 April 2023 at 08h44
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Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
(N=51 662*)
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Total genomes: 51 662

2020 genomes: 6 795
1000- 2021 genomes: 26 439
2022 genomes: 15 358
2023 genomes: 3 070
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*This represents the cleaned, dmpl%ate dataset of uniqublational and Pneumonia Surveillanaequences. This dataset will be used for all furtiigurres; “n=14 genomes from 2021 weremoved due to duplication

Sequencing data ending epi week 14
(ending 8 Apr 2023)

Currently in epi week 16 (ending 22
Apr 2023)
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GISAID genomes vs total cases, 2Q2023 (N= 51 662)
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Provincial breakdown of genomes deposited into GISAID

Collected before Aug 2022
Collected Aug 2022 (total 337)
Collected Sep 2022 (total 684)
Collected Oct 2022 (total 827)
Collected Nov 2022 (total 693)
Collected Dec 2022 (total 267)
Collected Jan 2023 (total 1209)
Collected Feb 2023 (total 1244)
Collected Mar 2023 (total 602)
Collected Apr 2023 (total 15)
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Number and percentage of clades lepiweekin South Africa, 20222023 (18 385%*)
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omicron (228BA 5 Sequencing data
omicron (22¢/BA.2.12.1) ending epi week 14
omicron 22E/8Q.1%)  (ending 8 Apr 2023)
Omicron (22F/XBB.*)

Omicron (28AXBB.15) - Currently in epi week

Omicron (2382X8B.119) 1 & (ending 22 Apr

Omicron (22D/BA.2.75)
C.1.2 (20D) 2023)

recombinant

20B
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Omicron (21K/BA.1.7)
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Omicron (22A/BA.4.%)
omicron (22BBA5)  TEXCludes sequences
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omicron (22e/8Q.1,)  as well as those collect
Omicron (22Fxee)  January $and 292021
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Omicron (22D/BA.2.75)

C.1.2 (20D)
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Detection Rates: Omicron and recombinants

Total sequences i-zss

Month

Jan-22

Omicron
(21K/BA.1.%)

Omicron
(21L/BA.2.%)

1232 1515 2555 2846 1065
Feb-22 Mar-22 Apr-22 May-22 Jun-22
Omicron Omicron
(21M/BA.3) (22D/BA.2.75.%)
Omicron Omicron
(22C/BA.2.12.1) (22A/BA.4)

i |
505 %7 684
Jul-22 Aug-22 Sep-22
Omicron
(22B/BA.5)
Omicron

(22E/BQ.1.%)

Oct-22

827 693 267 1209 1244

Nov-22 Dec-22 Jan-23 Feb-23

Omicron
(23A/XBB.1.5)

B xav

Omicron Omicron

(22F/XBB.*)

(23B/XBB.1.16)

*Bars represent percentage prevalence of variant for the month; total number sequences collected for the month are giwehdblar
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
Mar (N=602)

Jan(N:1209) JanC Mar 2023 Omicron (21K/BA.1.*) (n=8,5%)

Omicron (22B/BE.7) (n=1, 0.17%) Omicron (22F/XBB.1.9.1)

Omicron (22D/CH.1.1.%) (n=30, 2%) Omicron (22B/BE.8) (n=1, 0. 17%) (n=40,6%)
o (21L/BA.2%) (n=4, 0. 33&))mlcron (22D/BA 2.75.%) (n=10, 1%) Omicron (22B/BA.5.*) (n=1Q%) Omicron (22D/CH.1.1.%)
micron n= Omicron (22E/BQ.1.*) (125, 4%) (n=4, 1%)
C.1.2 (20D) (n=1, 0.08% _ _
(20D) ( ) Feb(N—1244) Omicron (22F/XBB.*) (n=35, 6%) Omicron ((25:'31/'(3)/*1;/07

Omicron (23B/XBB.1.16)

(n=2,0.33)
Recombinant
(n=1, 0.17%)

Omicron (22B/BE.7) (n=60, 5%

Omicron (22B/BE.8 Omicron

= 0,
(n=12, 1%) (23A/XBB.1.5)
(n=197, 16%)

recombinant

Omicron (22B/BA.5.%) Omicron (22F/XBB.*{N=1, 0.08%) Omicron (23A/XBB 15)

(n=171, 14%) (n=68, 6%) XBF (n=4, 0.339 (n:867 70%)
XAY (n=7, 1%) !

Omicron

(22A/BA.4.%)

(n=5, 0.42%)

Omicron (23A/XBB.1.5)
(n=479, 80%)

Omicron (22E/BQ.1.%)

(n_6391 53%) Omicron (22D/BA.2.7¢
(n=2, 0.16%) _
Omicron (22D/CH.1.1. Omicron Omicron (22F/XBB.*)
(22E/BQ.1.%) (n=66, 5%)

(n= 12 1%
Omicron 21K/BA* 308 = 0 .
Oml(cron (ZZB/BE 7) (n=13, 1% (n=198, 16%) Recombinant (n=4, 0.32%) _ _
Omicron (22B/BE.8) (n=6, 0.48% XBF (n=3, 0.24%) Total Omicron in March: 601 (99.8%)
XAY (n=2, 0.16%)
Omicron (22A/BA.4.*)

Omicron (22B/BA.5.*) (n=69, 6%
(n=1, 0.08%)

Total Omicron in January: 1200 (99.3%)

Total Omicron in February: 1238 (99.5%)

Clade key (bar graph)

l XAY EEE Omicron (23B/XBB.1.16)
w XBF B Omicron (23A/XBB.1.5) 0 Omicron (21K/BA.1.%)
recombinant [0 Omicron (22F/XBB.1.9.1) B Omicron (21L/BA.2.*) EEl Omicron (22D/CH.1.1.%)

Omicron (21M/BA.3) B Omicron (22B/BE.8) Alpha (201, V1) B C.1.2 (20D)
B Omicron (22B/BA.5.%) B Beta (20H, V2) s 20B
Bl Delta (21A, 211, 21)) unassigned

Omicron (22F/XBB.*) EEm Omicron (22C/BA.2.12.1)

Bl Omicron (22D/BA.2.75) Omicron (22A/BA.4.%)
Omicron (22B/BE.7) EEl Omicron (22E/BQ.1.%)

Note: XBF is an Omicrd&dmicron recombinant and so is counted in the total number of Omicrons.



South Africa, 2022023, n = 18 385*

South Africa (N=18385)
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Clade key (bar graph)

HEE XAY
s XBF
recombinant

*Excludes sequences missing collection dates. Lineages of particular interest (mainly WHO Omicron subvariants undegyaoeisgfrarate from the main clade groupings.
#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, X BF# &
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Eastern Cape Province, 202923, n = 946

Genomes added since last repdr@*
EC (N=946)
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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.



Free State Province, 2022023, n = 587

Genomes added since last report: 16*
FS (N=587)
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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.



Gauteng Province, 2022023, n = 5343

Genomes added since last repdrt3
GP (N=5343)
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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.



KwaZuluNatal Province, 2022023, n = 2063

Genomes added since last repd&*
KZN (N=2063)
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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: 1*
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HEE XAY BN Omicron (23B/XBB.1.16)
s XBF B Omicron (23A/XBB.1.5)
recombinant Omicron (22F/XBB.1.9.1)

Omicron (22F/XBB.*)
W Omicron (21K/BA.1.%)
B Omicron (21L/BA.2.%)

EEE Omicron (22C/BA.2.12.1)
EEE Omicron (22D/BA.2.75)

EEE Omicron (22D/CH.1.1.%) Omicron (22B/BE.7)

*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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EEm Delta (21A, 211, 21))
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Mpumalanga Province, 2022023, n = 1431

Genomes added since last report: 6*
MP (N=1431)
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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 W 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.%) W 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.



Northern Cape Province, 2022023, n = 582

Genomes added since last repdh:

NC (N=582)
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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.



North West Province, 2022023, n = 663

Genomes added since last report: 3*
NW (N=663)
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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.



Western Cape Province, 202023, n = 5844
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Summary

A Sequencing update

A All provinces have sequences for January and February 2023. March sequences are from all provinc
except the Northern Capdpril sequence data is from th&esternCape

A Variant of Concern Omicron in South Africa
A Omicron continued to dominate in January (99%), February (100%)laruth (100%)
A BQ.land sublineages were the dominant Omicron lineage in December (46%) and January (53%)

A XBB.1.5 was detected in December 2022 (0.8%) and January 2023 (16%), and was the dominant lir
In February (70%) and March (80%). It is currently dominant in Apri{j@bhough this is based on
low numbers (n=1p

A XBB.1.16 has been detectedaalowprevalence in March (<1%) in Gauteng (n=1) and the Western
Cape (n=1
A BA.2.75.* continued to be detected at a low prevalence in January through Mé#natiz( 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



RBM

NTD
RBD
S1

BQ.1* and XBB.1.5* spike mutations*

S2

HR1
HR2

Frequency of spike SNVs for Omicron (22E/BQ.1.*) (n = 1140)
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Frequency of spike SNVs for Omicron (23A/XBB.1.5) (n = 1560)
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