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(www.gisaid.orgyon 30 June 2023 at 08h15
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Number of South African genomes deposited on GISAID, by specimen collection weekg 2023
(N=52 371%)

1500 - Sequencing data ending epi week 23

(ending 10 June 2023)

Currently in epi week 26 (ending 1

Total genomes: 52 371 July 2023)

2020 genomes: 6 795
- 2021 genomes: 26 443
2022 genomes: 15 438
2023 genomes: 3 695

Genomes added since last report: 274
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*This represents the cleaned, dkiplicated dataset of uniquBlational and Pneumonia Surveillaneequences. This dataset will be used for all further figures




GISAID genomes vs total cases, 202023 (N= 52 371)

Provincial breakdown of genomes deposited into GISAID
13802
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Number and percentage of clades lepiweekin South Africa, 2022023 (19 090%*)
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*Bars represent percentage prevalence of variant for the month; total number sequences collected for the month are giweheblar
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
Mar (N=740) Mar C May 2023 May (N=216)

, Omicron (22B/BA.1.*) (n=1, 0.46%) Omicron (22B/BA.2.*) (n=1, 0.46'
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micron ( 1.16) Omicron (22D/CH.1.1.") (n=4, 1%) Omicron (23B/XBB.1.16) (n=12, 6%)

(n=4, 1%) a Omicron (22D/BA.2.75) (n=1, 0.14%) Apr (N_241)

Recombinant (n=1, 0.14%

Omicron (23A/XBB.1.5)
(n=184, 76%)

Omicron (23A/XBB.1.5) Omicron (23A/XBB.1.5)

(n=578, 78%) (n=149, 69%)

Total Omicron in May: 216 (100%)
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Clade key (bar graph) Total Omicron in April: 240 (99.6%)
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Note: XBF is an Omicrd&dmicron recombinant and so is counted in the total number of Omicrons.



South Africa, 2022023, n = 19 090*

South Africa (N=19090)
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*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 imiGoathof levels. Currently it consists of XT, XAS, XAZ, XBA, X BR¥RER



Eastern Cape Province, 202923, n = 971

Genomes added since last report: 20*
EC (N=971)

123456 7 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 91011121314151617181920212223242526
Epiweek

EC (N=971)

100 -
80 A
60 -
40 A
20 - l
0- T T T T T T T T T T T T T T T

1234567 8910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3 4 5 6 7 8 91011121314151617181920212223242526

Percent of genomes

Epiweek
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

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.



Free State Province, 2022023, n =648

Genomes added since last rep@8*
FS (N=648)

L., .. IIMLJMI‘

1234567 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 91011121314151617181920212223242526
Epiweek

FS (N=648)

100 A
80 -
60 1
40
20 A
0- T T T T L e L e

12345678 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 91011121314151617181920212223242526

Percent of genomes

Clade key (bar graph) Epiweek
H XAY EEE Omicron (23B/XBB.1.16) Omicron (22F/XBB.*) B 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
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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 =5588

Genomes added since last rep&®*
GP (N=5588)
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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 = 2129

Genomes added since last rep@2*
KZN (N=2129)
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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 = 934

Genomes added since last repdt:
LP (N=934)
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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 = 1454

Genomes added since last report: 11*

MP (N=1454)
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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 = 584

Genomes added since last report: 2*
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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 = 715

Genomes added since last rep@2*
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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.



Western Cape Province, 202023, n = 6046

Genomes added since last repod*5

WC (N=6046)
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Summary

A Sequencing update

A All provinces haveequence datdor March and April 2023, except the Northern Cape. 129083
sequencedata are from all provinces. June sequences (n = 3) are from the Eastern Cdpe and
Western Cape

AVariant of Concern Omicron in South Africa
A Omicron continued to dominate in March (99.9%), April (99.6%) and May (100%)
A XBB.1.5 was the dominant lineage in Marche6J8Apri(76%), andiay (69%)
A XBB.1.9.1 has beetetected in sequences from March (9%), April (12%) and M&g)(19
A XBB.1.16 has been detected at a low prevalence in March (1%), April (2%) and May (6%)




Spike protein mutation* profile of Variants of Interest and Concern
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Spik
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
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*Only mutations present in Omicron, Delta, or recombinant sequences are pictured
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South African genomes submitted per submitting lab,
2020- 2023 (N=52 371)

NGSSA Labs

CERICentre for Epidemic Response
and Innovation

KRISPKZN Research Innovation and
Sequencing Platform
NDLOVUNdIovu Research
Laboratories

NICD National Institute for
Communicable Diseases

NHLS National Health Laboratory
Service

SU Stellenbosch University

UCT University of Cape Town

UFS University of the Free State

UP. University of Pretoria

Multiple labs from NGSSA and collaborating public and private laboratories are contributing to
sequencing, both as originating and as submitting (pictured here) laboratories.



