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Epidemiological week2020
2021

Total genomes: 46 897
2020 genomes: 6 742
2021 genomes: 26 299
2022 genomes: 13 856
Genomes added since last report: 191

30

Sequencing data ending epi week 43 (ending 29 Oct 2022)

Currently in epi week 45 (ending 12 Nov 2022)

*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 ς2022
(N=46 897*)
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GISAID genomes vs total cases, 2020 ς2022 (N=46 897)



Number and percentage of clades by epiweekin South Africa, 2021 ς2022 (40 068*) 

*Excludes sequences 
missing collection dates, 
as well as those collected 
January 1st and 2nd 2021 
as they are part of 
epiweek53 of 2020.

Sequencing data 
ending epi week 43 
(ending 29 Oct 
2022)

Currently in epi 
week 45 (ending 12 
Nov 2022)



Total sequences

Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicron

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 
(21L/BA.2.*)

Omicron 
(21K/BA.1.*)

Beta

Delta

C.1.2

Omicron 
(21M/BA.3)

Omicron 
(22A/BA.4)

Omicron 
(22B/BA.5)

Omicron 
(22C/BA.2.12.1)

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

Omicron 
(22E/BQ.1.*)

XBB



Omicron 
(22A/BA.4.*)
(n=109, 17%)

Omicron (21K/BA.1.*) (n=4, 1%)

Omicron (22B/BA.5.*) 
(n=497, 75%)

Omicron (21L/BA.2.*) (n=2, 0.3%)
Omicron (22D/BA.2.75.*) (n=4, 1%)

XAY (n=14, 2.1%)
Omicron (22A/BA.4.6) (n=12, 2%)

Omicron (22E/BQ.1.*) (n=8, 1%)
Omicron (22B/BE.1.1.1) (n=2, 0.3%)
Omicron (22B/BA.5.9) (n=8, 1%)

Omicron (21L/BA.2.*) (n=4, 1%)

XAY (n=10, 3%)
Omicron (22D/BA.2.75.*) (n=2, 0.68%)

Omicron 
(22A/BA.4.*)
(n=54, 18%)

Omicron (21M/BA.3) (n=1, 0.34%)

Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) in 
August ςOctober 2022August (N=297)

Total Omicron in August: 287 (96.6%)

Omicron (22B/BA.5.*) 
(n=205, 69%)

Omicron (21K/BA.1.*) (n=11, 4%)

Omicron (22A/BA.4.6)
(n=10, 3%)

Total Omicron in September: 646 (97.9%)

September (N=660)

Total Omicron in October: 556 (97.7%)

October (N=569)

Omicron (22A/BA.4.*) 
(n=29, 5%)

Omicron (22B/BA.5.*) 
(n=478, 84%)

Omicron (22D/BA.2.75.*) (n=5, 1%)

Omicron (22A/BA.4.6) (n=8, 1%)

Omicron (22E/BQ.1.*) 
(n=26, 5%)

Omicron (22B/BE.1.1.1) 
(n=1, 0.18%)

Omicron (22B/BF.7) 
(n=3, 1%)

Omicron (22B/BA.5.9) 
(n=1, 0.18%)

XAY (n=12, 2%)
Omicron (XBB) (n=2, 0.35%)

Omicron (21l/CM.4) (n=2, 0.35%) Unassigned (n=1, 0.18%)
Omicron (21l/BA.2.*) (n=1, 0.18%)



South Africa, 2022, n = 13 799*

*Excludes sequences missing collection dates. Lineages of particular interest (currently WHO Omicron subvariants under monitoring) are separate from the main clade groupings.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Eastern Cape Province, 2022, n = 677
Genomes added since last report: 3*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

XAYCases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Free State Province, 2022, n = 481
Genomes added since last report: 0*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

XAYCases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Gauteng Province, 2022, n = 4377
Genomes added since last report: 77*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



KwaZulu-Natal Province, 2022, n = 1352
Genomes added since last report: 9*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

XAYCases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Limpopo Province, 2022, n = 848
Genomes added since last report: 11*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Mpumalanga Province, 2022, n = 1295
Genomes added since last report: 4*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Northern Cape Province, 2022, n = 426
Genomes added since last report: 0*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



North West Province, 2022, n = 617
Genomes added since last report: 2*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Western Cape Province, 2022, n = 3719
Genomes added since last report: 85*

*May include genomes from 2020 which are not pictured here and are not included in the slide total.

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Summary
ÅSequencing update
ÅAll provinces have sequences for August and September.
ÅAll provinces, except the Eastern Cape, have sequences for October.

ÅVariant of Concern Omicron in South Africa
ÅOmicron continued to dominate in August (97%), September (98%) and currently makes up 98% 

of October sequences.
ÅOmicron BA.5 and sub-lineages were dominant in August (69%), September (78%) and currently 

make up 90% of October data. 
Å.!ΦнΦтрΦϝ Ƙŀǎ ōŜŜƴ ŘŜǘŜŎǘŜŘ ƛƴ Wǳƭȅ ǘƘǊƻǳƎƘ hŎǘƻōŜǊ ŀǘ ŀ ƭƻǿ ǇǊŜǾŀƭŜƴŎŜ όҖм҈ύΦ
Å·!¸ ŎƻƴǘƛƴǳŜǎ ǘƻ ōŜ ŘŜǘŜŎǘŜŘ ŀǘ ŀ ƭƻǿ ǇǊŜǾŀƭŜƴŎŜ όҖо҈ύ
ÅXAY has also been detected in Denmark (n=18), Israel (n=2), the USA (n=2), England (n=1), and Sweden 

(n=1)

ÅBQ.1 and BQ.1.1 have been detected in South Africa in September and October
ÅSeptember (1%) - BQ.1: n=1 in the Northern Cape, n=4 in the Western Cape; BQ.1.1: n=1 in Gauteng, n=2 

in the Western Cape
ÅOctober (5%) - BQ.1: n=1 in KwaZulu-Natal, n=4 in Gauteng, n=8 in the Western Cape; BQ.1.1: n=8 in 

Gauteng, n=4 in the Western Cape, n=1 in KwaZulu-Natal

ÅXBB has been detected in South Africa in October (n=2, Gauteng)

ÅLow frequency of previously circulating variants such as Delta not detected since July.



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.4 and BA.5 spike mutations*
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Mutationϝhƴƭȅ Ƴǳǘŀǘƛƻƴǎ ǇǊŜǎŜƴǘ ƛƴ җм҈ ƻŦ ǎŜǉǳŜƴŎŜǎ ŀǊŜ ǎƘƻǿƴ

(n = 4183)



BA.4 whole genome mutation 
prevalence over time
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BA.5 whole genome mutation 
prevalence over time
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