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Epidemiological week2020 2021

Total genomes: 55 107
2020 genomes: 7 006
2021 genomes: 26 709
2022 genomes: 15 670
2023 genomes: 5 177
2024 genomes: 545
Genomes added since last 
report: 179

30

Sequencing data ending epi week 25 
(ending 22 June 2024)

Currently in epi week 28 (ending 13 
July 2024)

*This represents the cleaned, de-duplicated dataset of unique National and Pneumonia Surveillance sequences. This dataset will be used for all further figures. 

Number of South African genomes deposited on GISAID, by specimen collection week, 2020 ς2024
(N=55 107*)
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Provincial breakdown of genomes deposited on GISAID, 2023 ς2024 
(N=5722)



Number and percentage of clades by epiweekin South Africa, 2023-2024 (N=5722) 

Sequencing data ending epi 
week 25 (ending 22 June 
2024)

Currently in epi week 28 
(ending 13 July 2024)



Total 
sequences

Detection Rates: Omicron and recombinants

Month
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*Bars represent percentage prevalence of variant for the month; total number sequences collected for the month are given below the bar

Omicron 
(22A/BA.4)

Omicron 
(22B/BA.5)

Omicron 
(22C/BA.2.12.1)

XAY
Omicron 
(22D/BA.2.75.*)

Omicron 
(22E/BQ.1.*)

Omicron 
(22F/XBB.*)

Omicron 
(23A/XBB.1.5)

Omicron 
(23B/XBB.1.16)

Omicron 
(23D/XBB.1.9.*)

Omicron 
(23F/EG.5.1.*)

Omicron 
(23I/BA.2.86)

Omicron 
(23E/XBB.2.3.*)

Omicron 
(23H/HK.3)

Recombinant Omicron (24A/JN.1*)

Omicron (24B/JN.1.11.1*)



Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) in 
March 2024ςMay 2024

Total Omicron in April: 90 (100%)

March (N=53)

Total Omicron in March: 53 (100%)

April (N=90)

Omicron 
(23I/JN.1) 
(n=35, 66%)

Omicron 
(23I/BA.2.86*) 

(n=14, 26%)

Recombinant 
(XDD) (n=3, 6%)

Omicron 
(24A/KP.2.*) 

(n=1, 2%)

Omicron 
(23I/JN.1) 
(n=62, 69%)

Omicron 
(23I/BA.2.86*) 

(n=21, 23%)

Omicron 
(24A/JN.1.11.1*) 

(n=6, 7%)

Clade key (bar graph)

Omicron 
(24A/KP.2.*) 

(n=1, 1%)

Total Omicron in May: 117(100%)

May (N=117)

Omicron 
(23I/JN.1) 
(n=63, 54%)

Omicron 
(23I/BA.2.86*) 

(n=27, 23%)

Omicron 
(24A/JN.1.11.1*) 

(n=11, 9%)

Recombinant 
(XDD) (n=5, 4%) Omicron 

(24A/KP.2.*) 
(n=9, 8%)

Omicron 
(24A/KP.3.*) 

(n=2, 2%)



South Africa, 2023-2024, N=5722*

*Excludes sequences missing collection dates. Lineages of particular interest (mainly WHO Omicron subvariants under monitoring) are separate from the main clade groupings.
#Recombinants include all recombinant lineages (viruses consisting of segments of two different lineages) detected in South Africa at low levels. Currently it consists of XT, XAS, XAZ, XBA, XBF.

Clade key (bar graph)



Eastern Cape Province, 2023-2024, N=395
Genomes added since last report: 1

Clade key (bar graph)



Free State Province, 2023-2024, N=194
Genomes added since last report: 2

Clade key (bar graph)



Gauteng Province, 2023-2024, N=1746
Genomes added since last report: 92

Clade key (bar graph)



KwaZulu-Natal Province, 2023-2024, N=591
Genomes added since last report: 16

Clade key (bar graph)



Limpopo Province, 2023-2024, N=87
Genomes added since last report: 3

Clade key (bar graph)



Mpumalanga Province, 2023-2024, N=170
Genomes added since last report: 6

Clade key (bar graph)



Northern Cape Province, 2023-2024, N=74
Genomes added since last report: 1

Clade key (bar graph)



North West Province, 2023-2024, N=148
Genomes added since last report: 2

Clade key (bar graph)



Western Cape Province, 2023-2024, N=2310
Genomes added since last report: 56

Clade key (bar graph)



Summary

ÅSequencing update

ÅTesting for SARS-CoV-2 throughout the whole country is very low, and as a result few specimens are being 
submitted for sequencing

ÅSARS-CoV-2 detections remain stable from systematic testing from sentinel syndromic surveillance (WEEKLY 

RESPIRATORY PATHOGENS SURVEILLANCE REPORT)

ÅVariant of Concern Omicron in South Africa

ÅThe JN.1 lineage was the dominant lineage, accounting for 62% of all sequences in South Africa in March, April and 
May. BA.2.86 lineages (parent lineage of JN.1) continue to be detected but have declined in prevalence. 

ÅAlthough based on small numbers, JN.1.11.1* lineages were dominant (43%) in June.

ÅRecombinant XDD.1.1 (EG.5.1.1 and JN.1.1) has been detected in Gauteng (n=6) and the Western Cape (n=22). It 
has a cumulative prevalence of <0.5% worldwide.

ÅJN.1.11.1.* lineages, specifically the variants under monitoring (VUM) KP.2 (n=16) and KP.3 (n=3), have been 
detected in Gauteng, Limpopo and the Western Cape between February and June. 

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

*Only mutations present in Omicron, Delta, or recombinant sequences are pictured

Å Multiple changes within the two immunogenic regions in S1 (NTD and RBD)
Å Including a three amino acid insertion

Å Accumulation of mutations surrounding the furin cleavage site
Å Including combination of N679K and P681H 

Å Effect of most spike S2 subunit changes have not been defined, but may be linked to immune escape



BA.2.86.* and JN.1.* spike mutations*
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Mutationϝhƴƭȅ Ƴǳǘŀǘƛƻƴǎ ǇǊŜǎŜƴǘ ƛƴ җм҈ ƻŦ ǎŜǉǳŜƴŎŜǎ ŀǊŜ ǎƘƻǿƴΦ
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