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Bar graphs represent genomes sequenced per epiweek, with lines representing cases by collection date (weeks 39 [2021] ς20 [2022])
Genomes and cases presented as provincial total (percentage of national total) for epiweeks39 (2021) ς20 (2022)
PTP: percentage testing positive in week 20 (15 May 2022 ς21 May 2022); arrow indicates direction of change since previous week(8 May 2022 ς14 May 2022) if change was significant (P<0.05)

966 genomes added since the previous report
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Total genomes: 40 993
2020 genomes: 6 654
2021 genomes: 25 858
2022 genomes: 8 481

30

Sequencing data ending epi 
week 20 (ending 21 May 2022)

Currently in epi week 21 
(ending 28 May 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=40 993*)
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GISAID genomes vs total cases, 2020 ς2022 (N=40 993)

All provinces, apart from GP, KZN and WC, have comparable percentages of overall cases and sequenced 
genomes. All provinces have contributed sequences for April and May.



Delta dominated in South Africa until October at >80%. Omicron has dominated from November onwards.

Number and percentage of clades by epiweekin South Africa, 2021 ς2022 (34 252*) 

*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 20 
(ending 21 May 
2022)

Currently in epi 
week 21 (ending 28 
May 2022)



Omicron (21K/BA.1.*) 
(n=62, 4%)

Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) in 
March ςMay 2022

Omicron dominated in March (98.4%, 1438/1462), April (99.7%, 2262/2269) and May (99.6%, 739/742). BA.2 was dominant in March.
BA.4 and BA.5 together were dominant in April and are dominant in May.

March (N=1462)

Total Omicron in Mar: 1438 (98.4%)

Total Omicron in Apr: 2262 (99.7%)

Omicron (21L/BA.2.*)
(n=1136, 78%)

Omicron (22A/BA.4)
(n=1205, 53%)

Omicron 
(21K/BA.1.*) 
(n=31, 1%)

Delta (21J)
(n=2, 0.09%)

Delta (21J)
(n=9, 1%)

Omicron (22B/BA.5) 
(n=44, 3%)

unassigned (n=15, 1%)
Omicron (21M/BA.3) (n=2, 
0.14%)

Omicron (22A/BA.4) 
(n=194, 13%)

Omicron (21L/BA.2.*)
(n=602, 27%)

Omicron (22B/BA.5) 
(n=421, 19%)

April (N=2269)

unassigned 
(n=5, 
0.22%)

Omicron 
(21M/BA.3) 
(n=3, 0.13%)

Total Omicron in May: 739 (99.6%)

May (N=742)

Omicron (22A/BA.4)
(n=473, 64%)

Omicron 
(22B/BA.5) 
(n=211, 28%)

Omicron 
(21L/BA.2) 
(n=52, 7%)

Delta (21J) 
(n=1, 
0.13%)

unassigned 
(n=2, 0.27%)

Omicron 
(21K/BA.
1.*) 
(n=3, 
0.4%)



Omicron 
(21L/BA.2.*)

Omicron 
(21K/BA.1.*)

Detection Rates: Beta, Delta, C.1.2 and Omicron
Detection rates of variants being monitored in South Africa

Total sequences

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

Beta Delta C.1.2
Omicron 
(21M/BA.3)

Omicron has been dominant since November (>85% in November, >98% in December ςMay). 
BA.2 made up 43% of genomes in January, 86% in February, 78% in March and 26% in April. BA.4 and BA.5 together 

dominated in April at 72%, and in May at 92%.

Omicron 
(22A/BA.4)

Omicron 
(22B/BA.5)



South Africa, 2021-2022, n = 34 252*

Weekly percentage testing positive key (line graph)

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

Cases

Clade key (bar graph)



Eastern Cape Province, 2021-2022, n = 2743

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Free State Province, 2021-2022, n = 1484

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Gauteng Province, 2021-2022, n = 9724

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



KwaZulu-Natal Province, 2021-2022, n = 3784

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Limpopo Province, 2021-2022, n = 2447

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Mpumalanga Province, 2021-2022, n = 2482

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Northern Cape Province, 2021-2022, n = 1773

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



North West Province, 2021-2022, n = 2064

Cases

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Western Cape Province, 2021-2022, n = 7746

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Summary
ÅVariant of Concern Omicron in South Africa

ÅDominates 2022 sequencing data at >98% of genomes. 

ÅWhile BA.1 (and sub-lineages) was the predominant lineage in January 
(55%), BA.2 dominated in February (86%) and March (78%).

ÅOmicron lineages BA.4 and BA.5 increased in prevalence in March (16%), 
and together are dominant in April (72%) and May (92%).

ÅNGS-SA teams are monitoring sequencing data for recombinants.

ÅLow frequency of previously circulating variants such as Delta still detected in 

recent data.

1 https://github.com/cov-lineages/pango-designation/releases/tag/v1.3

https://github.com/cov-lineages/pango-designation/releases/tag/v1.3


BA.4 and BA.5 spike mutations
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