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The genomic data presented here are based on South African
SAR& 02 sequence data downloaded from GISAID
(www.gisaid.orgjon 23 March 2023 at 07h15

Data licensehttps://www.qisaid.org/reqgistration/termsof-use/
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Number of South African genomes deposited on GISAID, by specimen collection week Z0A3
(N=50 733%)
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*This represents the cleaned, d@kiplicated dataset of uniqudational and Pneumonia Surveillaneequences. This dataset will be used for all further figures.
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Sequencing data ending epi week 10
(ending 11 Mar 2023)

Currently in epi week 12 (ending 25

Total genomes: 50 733 Mar 2023)

2020 genomes: 6 795

2021 genomes: 26 439

2022 genomes: 15 356

2023 genomes: 2 143

Genomes added since last report: 199
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GISAID genomes vs total cases, 2@Zt023 (N=50 733)

Provincial breakdown of genomes deposited into GISAID
13214

Collected before July 2022
Collected Jul 2022 (total 504)
Collected Aug 2022 (total 337)
Collected Sep 2022 (total 684)
Collected Oct 2022 (total 827)
Collected Nov 2022 (total 693)
Collected Dec 2022 (total 266)
Collected Jan 2023 (total 1201)
Collected Feb 2023 (total 901)
Collected Mar 2023 (total 41)
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Number and percentage of clades lepiweekin South Africa, 20222023 (17 456%*)
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epiweeks in 2022 — 2023
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*Excludes sequences
missing collection dates,
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NGS-SA

Network for Genomic
Surveillance in South Africa



Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro
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*Bars represent percentage prevalence of variant for the month; total number sequences collected for the month are giwahdblar



Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) ii
Dec(N=266) Dec 2022 Feb 2023 Feb(N=901)
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Omicron

Omicron (22A/BA 4.*) ARSI
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(n=122, 46%)

Omicron (23A/XBB.1.5)
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recombinant (n=1, 0.08%)

i Omicron
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Total Omicron in December: 266 (100%) (n=196, 16%)

Omicron (22B/BE.8) (n=12, 1%)

Omicron (22B/BE.7) (n=60, 5%) i i . 0
12 (200) (he. 0.08%) Omicron (21L/BA2% (n=4, 0.33%) Total Omicron in February: 895 (99.3%)
Omicron (22D/BA.2.75.%) (n=9,1%)  XBF (n=4, 0.33%)

Omicron (22D/CH.1.1.*) (n=30, 2%)

Total Omicron in January: 1188 (98.9%)
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recombinant =5 Omicron (21K/BA.1.%) I Omicron (22D/BA.2.75) Omicron (22A/BA.4.%) BN Omicron (22B/BA.5.*) B Beta (20H, V2)

Note: XBF and XBL are Omicf@micron recombinants and so are counted in the total number of Omicrons.



South Africa, 2022023, n = 17 456*

South Africa number of genomes, cases, and PTP per epiweek (N=17456)

1000 60000
900 A ..
@ 800 -
£ 700 - g
s - 40000 2
@ 600 [ O
g B ] g
% 500 - c
L - @
g 4004 - — 'E
E 300 N [ u - — - 20000 &
= I =4
Z 200 - —— = e — =
—— o =0 - _ ||
100 - | -
0 I I — T = —T —T— T T T T T T LI T T T " = T - ‘0
12345678 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 45 6 7 8 9101112
Epiweek
100 South Africa percentage of genomes, number of cases, and PTP per epiweek (N=17456) 60000
li-.T_- EEETEE .—-i—i-zz:—?:-—-m-—-———'
w80 A
@ v
€ I
S = - 40000 9
o 60 :
o o
S &
240 - Ll B
g - 20000 §
5 =
o 20..
0 | I L e —————— Lo
1234567 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 45 6 7 8 9101112
Epiweek
Clade key (bar graph)
H XAY I Omicron (23A/XBB.1.5) BN Omicron (21L/BA.2.*) HE Omicron (22D/CH.1.1.%) Omicron (22B/BE.7) H Omicron (22E/BQ.1.%) H Delta (21A, 211, 21)) B 20B
B XBF Omicron (22F/XBB.*) BN Omicron (22C/BA.2.12.1) Omicron (21M/BA.3) I Omicron (22B/BE.8) Alpha (201, V1) N C.1.2 (20D) unassigned
recombinant B Omicron (21K/BA.1.%) I Omicron (22D/BA.2.75) Omicron (22A/BA.4.*) B Omicron (22B/BA.5.%) [ Beta (20H, V2) — Cases

Weekly percentage testing positive key (line graph)
— <5 e 5-10 = 11-20 + 21-30 === 31-40 == 41-50 == 51-55

*Excludes sequences missing collection datesTLineéges of particular interest (mainly WHO Omicron subvariants undeg)yaoaitajiarate from the main clade groupings.
#Recombinants include all recombinant lineages (viruses consisting of segments of two different lineages) detected imi@oathoff levels. Currently it consists of XT, XAS, XAZ, XBA, XB#¥
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Eastern Cape Province, 20223, n = 922

Genomes added since last rep@38*

EC number of genomes, cases, and PTP per epiweek (N=922)
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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 = 567

Genomes added since last report: 11*

FS number of genomes, cases, and PTP per epiweek (N=567)
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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 = 5001

Genomes added since last report: 58*

GP number of genomes, cases, and PTP per epiweek (N=5001)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.



Number of genomes

Percent of genomes

KwaZuluNatal Province, 2022023, n

Genomes added since last repdrt:

KZN number of genomes, cases, and PTP per epiweek (N=1996)

Clade key (bar graph)
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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 = 916

Genomes added since last report: 1*

LP number of genomes, cases, and PTP per epiweek (N=916)
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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 = 1417

Genomes added since last report: 3*

MP number of genomes, cases, and PTP per epiweek (N=1417)
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100 ] 2500
n 80 1 I - 2000
[} wn
= D
< @
g 60 ||‘I | - 1500 ©
o G
S | | o
2 40 A - 1000 2
] £
E 3
O =
& 20 | | L 500
0- I I I I I I l I . ~ T T T T T T T T T T O
12345678 09101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 9 101112
Epiweek
Clade key (bar graph)
H XAY I Omicron (23A/XBB.1.5) BN Omicron (21L/BA.2.*) HE Omicron (22D/CH.1.1.%) Omicron (22B/BE.7) H Omicron (22E/BQ.1.%) H Delta (21A, 211, 21)) B 20B
B XBF Omicron (22F/XBB.*) BN Omicron (22C/BA.2.12.1) Omicron (21M/BA.3) I Omicron (22B/BE.8) Alpha (201, V1) N C.1.2 (20D) unassigned
recombinant B Omicron (21K/BA.1.%) I Omicron (22D/BA.2.75) Omicron (22A/BA.4.*) B Omicron (22B/BA.5.%) [ Beta (20H, V2) — Cases
Weekly percentage testing positive key (line graph)

—_— <5 =——6-10 = 11-20 21-30 = 31-40 = 41-50 =— 51-55 : NGS_SA
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.



Northern Cape Province, 2022023, n = 564

Genomes added since last repatt:

NC number of genomes, cases, and PTP per epiweek (N=564)
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North West Province, 2022023, n = 648

Genomes added since last report: 4*

NW number of genomes, cases, and PTP per epiweek (N=648)
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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,

Genomes added since last report: 90*

WC number of genomes, cases, and PTP per epiweek (N=5418)
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Summary

A Sequencing update

A All provinces have sequences for January and February 2023. March sequences &hne ffoeeSate,
WesternCape KwaZuldNataland Gauteng

A Variant of Concern Omicron in South Africa

A Omicron continued to dominate in December (100%), January (99%), February (99%) and makes uj
100% of March sequences

A BQ.1 and sutineages were the dominant Omicron lineage in December (46%) and Janu#y (53

A XBB.1.5 was detected in December 2023%) and January 20Z36%), and is the dominant lineage in
February (5%) andViarch (78%)

A BA.2.75.* continued to be detected at a low prevalence in December, January and FelBtusly §




Spike protein mutation* profile of Variants of Interest and Concern

BA.1 -
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BQ.1* - P H H K
= XBB - FP H H K
C
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Alpha+E484K - n v 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 TULOMMNOOOHOULANNTLULONOMONOTTANMNMLLOODOOOTTMUULOLULOMNOTTULOANOMNOTOONMOOTTUOMNSTTLOLOOOTTOTOOOOTO «— M~
T A ANANANNOOMOOOSNSITITTTOLLOLOLWDWMO T~ T MOTOMNMNNMMMOOTITSTTYTITOULONMNNOWOOOOOOOOOOT TTANLNODOOODOOOLLLLL © W «—
Ay 4o Ao << I > > F rr mrmr mrm mrm - A A NN ONTITT T TTATITTITTITTITTITATIOODODOOOOONMNNKNNMNNODOD OO T
O>>>ITzxULrgrzZzl>n0EK-onnkFArXrxxzx>0JlzoFWLuLgdCcZ>FAOAITZonN<Z0Z00Z-4C
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 ttfierin 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



NTD
RBD
RBM

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

S2

HR1
HR2

Frequency of spike SNVs for Omicron (22E/BQ.1.*) (n = 1015)
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