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Number of South African genomes deposited on GISAID, by specimen collection week:-2023

(N=54 928%*)
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Total genomes: 54 928

2020 genomes: 7 006

2021 genomes: 26 709

2022 genomes: 15 666

2023 genomes: 5 167
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GISAID genomes vs total cases, 2622024 (N= 54 928)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades lepiweekin South Africa, 20222024 (21 710%)
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Detection Rates: Omicron and recombinants
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) |
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South Africa, 2022024, n =21 170*
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Eastern Cape Province, 202024, n = 1155

Genomes added since last repdh:
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Epiweek

B Omicron (21L/BA.2.%)
B Omicron (22C/BA.2.12.1)
B Omicron (22D/BA.2.75)
5 Omicron (23C/CH.1.1.%)

B Omicron (23F/EG.5.1.%)
Omicron (23H/HK.3)

B Omicron (23E/XBB.2.3.%)

Emm Omicron (231/BA.2.86.%)

I Omicron (24A/JN.1.%)
Omicron (24B/JN.1.11.1.%)

EEE Omicron (21L/BA.2.87.1)
Omicron (21M/BA.3)

Omicron (22A/BA.4.%)

Omicron (22B/BE.7)
B Omicron (22B/BE.8)
BN Omicron (22B/BA.5.*)

BN Omicron (22E/BQ.1.*%) I C.1.2 (20D)
Alpha (201, V1) m 20B
B Beta (20H, V2) unassigned
EEN Delta (21A, 211, 21)) e 20A
Ne%k%GenoSmicA
Surveillance in South Africa




Free State Province, 2022024, n = 689

Genomes added since last report: O*
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Gauteng Province, 2022024, n = 6464

Genomes added since last report: 96*
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KwaZuluNatal Province, 2022024, n = 2175

Genomes added since last repdt:
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Limpopo Province, 2022024, n = 981

Genomes added since last report: 1*
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Mpumalanga Province, 2022024, n = 1530

Genomes added since last report: 5*
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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, 2022025, n = 584

Genomes added since last report: 0*
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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, 2022024, n = 787

Genomes added since last report: 5*
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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, 202024, n = 6/83
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Summary

A Sequencing update

A Testing for SARS0V2 throughoutthe countryis very low, and as a result few specimens are being submitted for
sequencing

A NGSSApartnersare working towards closing the delay to sequencing results during the conanths

A Systematic testing from sentinel syndromic surveillance has howevéndictitedan increase in SAR®\2
detections(WEEKLY RESPIRATORY PATHOGENS SURVEILLANCE REMIOET WEEK

A Variant of Concern Omicron in South Africa

A The JN.1 lineage is currently tHeminant lineageaccounting foil68%of all sequences in South AfricaRabruary
through May. BA.2.8bneages (parent lineage of JN.1) are also being detected but declining in dominance due tc
JN.1

A RecombinanXDD.1.1 (EG.5.1.1 and JN.1.1) has been detected in Gauteng (n=4) and the Western Chjye (n=19
January through Mayt has a cumulative prevalence of <0.8frldwide

A IN.1.11.1.* lineages (specifically KP.1.1&R@have been detected in Gauterf§P.2, n=1nd the Western Cape
(KP.2, n=2 and KP.1.1, n=2)

A TheKP.2 lineages currently increasing in prevalence in the USA



https://www.nicd.ac.za/diseases-a-z-index/disease-index-covid-19/surveillance-reports/weekly-respiratory-pathogens-surveillance-report-week/

Spike protein mutation* profile of Variants of Interest and Concern

BA.1 - = A LPF] = .?:,:‘
BA.2 - FPF 5
BA.2.86 - F N TEFPF L
N1 - FN / H FPF
BA.2.12.1 - D FPF
BA3 - - 1] D FPF
BA4&BA5- I - - -8 G D FPFA Y K H
BQ.1* - G DT FPFA
= XBB - A Q E HT FPFA H K
§ XBB.1.5&1.9 - A Q E \% HT FPFA H K
= XBB.1.16 - A Q E v HT FPFA H K
EG.5.1." - A Q E v HT FPFA H K
XAY I L--6G G? D FPIMA H K n
XBA ER I N & D e K K'Y Hik
Defta- R N
c1.2- I G % =
Beta - I v
Alpha - Y H
Alpha+E484K - ' I n =
R EEEPEE RS Ak s e s e R B R R e R b b e e b e e I R P R
>(D>>'>'I§UJ|-|-IIL|JOLI-Z—I>D—IIOQ—OEX—IU)UJU)FEDZXZ¥>(DZ-I-ILI.ZU)l-ZLlJLLLI_(j(DOZ)—I—u_,{QQ_IZQ_U)<ZDZU)DGZ_|'\:5
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

NGS-SA

Network for Genomic
» Surveillance in South Africa

*Only mutations present in Omicron, Delta, or recombinant sequences are pictured
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Frequency of spike SNVs for Omicron (23I/BA.2.86.*) (n = 531)
Frequency of spike SNVs for Omicron (231/IJN.1.*¥) (n = 189)
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BA.2.86.* and JN.1.* spike mutations*
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Number of genomes submitted

Multiple labs from NGSSA and collaborating public and private laboratories are contributing to

South African genomes submitted per submitting lab,
2020- 2024 (N= 54 928)

Submitting labs in South Africa

26824

Collected before Sep 2023

—
BN Collected Sep 2023 (total 235) NGSSA Labs
WM Collected Oct 2023 (tofal 335) CERICentre for Epidemic Response
N Collected Mov 2023 (total 261) .
BN Collected Dec 2023 (total 116) and Innovation
e El e E e KRISPKZN Research Innovation and
Collected Feb 2024 (total 180) S . Pl tf
Collected Mar 2024 (total 53) equenCIng atrorm
Collected Apr 2024 (total 49) NDLOVUNdIovu Research

Collected May 2024 (total 7)

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
I = UP. University of Pretoria
. 177 1171
B .. = 16

NICD CERI-KRISP UCT NHLS/SU NHLS/Wits UFS non NGS-SA Ndlovu uP

Submitting lab

ENGS-SA

Network for Genomic
' Surveillance in South Africa

sequencing, both as originating and as submitting (pictured here) laboratories.



Currently circulating variants of interest (VOIs) (as of 3 May 2024

09-08-2023
EG.5 Initial Risk Evaluation, 09
XBB.1.9.2 + S:F456L August 2023
EG.5 Not assigned Includes 17-02-2023 EG.5 Updated Risk Evaluation
EG.5.1 (23F): EG.5 + S:Q52H 21 September 2023
HK.3 (23H): EG.5 + S:Q52H, S:L455F EG.5 Updated Risk Evaluation
HV.1: EG.5 + S:Q52H, S:F157L, S:L452K 21 November 2023

18-12-2023
JN.1 Initial Risk Evaluation 18

December 2023
IN.F¥ 24A BA.2.86+ S:L455S 25-08-2023 JN.1 Updated Risk Evaluation
9 February 2024
JN.1 Updated Risk Evaluation

15 April 2024

https://www.who.int/en/activities/trackingSARSEC0\f2-variants/accessed 07 June 2024



https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/
https://www.who.int/docs/default-source/coronaviruse/09082023eg.5_ire_final.pdf?sfvrsn=2aa2daee_3
https://www.who.int/docs/default-source/coronaviruse/eg5-risk-evaluation.pdf?sfvrsn=6e9690e0_6
https://www.who.int/docs/default-source/coronaviruse/21112023_eg.5_ure.pdf?sfvrsn=35d6cf7d_1
https://www.who.int/docs/default-source/coronaviruse/21112023_ba.2.86_ire.pdf?sfvrsn=8876def1_3
https://www.who.int/docs/default-source/coronaviruse/21112023_ba.2.86_ire.pdf?sfvrsn=8876def1_3
https://www.who.int/docs/default-source/coronaviruse/18122023_jn.1_ire_clean.pdf?sfvrsn=6103754a_3
https://cdn.who.int/media/docs/default-source/documents/health-topics/sars/jn.1-9-february-2024.pdf?sfvrsn=9a39d825_3
https://www.who.int/docs/default-source/coronaviruse/15042024_jn1_ure.pdf?sfvrsn=8bd19a5c_7

Currently circulating variants under monitoring (VUMSs) (as of 3 Ma

JN.1.7 Not assigned JN.1 + S:T5721, S:E1150D 25-09-2023 03-05-2024
: JN.1 + S:R346T, S:F456L,

KP.2 Not assigned S\/1104L 02-01-2024 03-05-2024
: JN.1 + S:F456L, S:Q493E,

KP.3 Not assigned SV1104L 11-02-2024 03-05-2024

JN.1.18 Not assigned JN.1 + S:R346T 02-11-2023 03-05-2024

https://www.who.int/en/activities/trackingSARSEC0\f2-variants/accessed 07 June 2024



https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/

Submission of routine specimens for sequencir

Arepresentative of multiple geographic regions (provinces/districts/health
facilities) from individuals of

Aall ages
A over as many time periods during the SARS/2 epidemic in South Africa

Arequested that testing laboratories in both the private and public sectors,
submit respiratory samples to their closest N&& sequencing laboratory
on a routine basis (ideally every week) as follows, depending on the
capacity of the testing laboratory:

A All positives samples should be sent every week (8&&boratory will perform
random sampling as described belo@iR

A A weekly selection of approximately 1€28% of randomly selected positive samples
should be sent every week. Number of selected samples will depend on the size of
laboratory and how many other laboratories are drained by the submitting
laboratory.



Submission of special interest specimens for
seguencing

In addition to routine samples mentioned above, please send specimens separately to
above and clearly marked if:

A{ dZALISOUSR OF OOAYS ONBI{1UKNRdzZAK oOoxmn RI &a
clinically severe

ASuspectedrd Y FSOUAZ2ZY Oxdn RFEFé&a | FUGOSNI LINSGDA 2 dza
clinically severé

A Prolonged shedding with high SABGS\2 viral loads (i.e. Ct values less than 30 for more
than 1 month posfrimary diagnosis) in immunocompromised individuals

A Possible animab-human transmission

A Suspected cases of importation from another country, especially countries known to
harbour SARE0V2 variants of concern or countries with little available information

Al £t dzZAa0SNER 2F dadzydzadzZ £t ¢ OFasSa o6SPIDI Ay S
affected, etc.)



