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*76 genomes were removed as they are no longer on GISAID
Bar graphs represent genomes sequenced per epiweek, with lines representing cases by collection date (weeks 39 [2021] ς26 [2022])
Genomes and cases presented as provincial total (percentage of national total) for epiweeks39 (2021) ς26 (2022)
PTP: percentage testing positive in week 26 (26 June 2022 ς2 July 2022); arrow indicates direction of change since previous week (19 June 2022 ς25 June 2022) if change was significant (P<0.05)

305 genomes added since the previous report*

Genomes Cases

PTP: 4.4%

5 363 (30.0%) 397 502 (36.9%)

Genomes deposited in the last week

Gauteng

1

Genomes Cases
PTP: 3.6%

1 338 (7.5%) 36 271 (3.4%)

Genomes deposited in the last week

Limpopo

Genomes Cases
π PTP: 5.2%

1 604 (9.0%) 49 968 (4.6%)

Genomes deposited in the last week

Mpumalanga

1

Genomes Cases
PTP: 2.1%

1 869 (10.5%) 202 865 (18.8%)

Genomes deposited in the last week

KwaZulu-Natal

Genomes Cases
4 206 (23.5%) 188 167 (17.5%)

Genomes deposited in the last week

Western Cape

Genomes Cases
745 (4.2%) 24 612 (2.3%)

Genomes deposited in the last week

Northern Capeπ PTP: 3.9%

PTP: 6.4%

Genomes Cases
PTP: 3.5%

897 (5.0%) 50 025 (4.6%)

Genomes deposited in the last week

North West

Delta (21A)
Delta (21I) Delta (21J)

Beta (20H, V2)
Alpha (20I, V1)

20C

20D

20A

C.1.2

Omicron (BA.1.*)

20BOmicron (BA.2.*)
Omicron (BA.2.12.1)

Omicron (BA.3)
Omicron (BA.4)
Omicron (BA.5)

Unassigned
Cases

Genomes Cases
1 201 (6.7%) 73 414 (6.8%)

Genomes deposited in the last week

Eastern Cape π  PTP: 4.1%
44

Genomes Cases
π  PTP: 3.6%

644 (3.6%) 53 572 (5.0%)

Genomes deposited in the last week

FreeState

SARS-CoV-2 
GENOMIC SURVEILLANCE 

epiweeks 39 (2021) π 26 (2022)

1

142 61

4 6

41 5

4 2

6 5

1 15

82 161 7 182 2
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Total genomes: 42 779
2020 genomes: 6 693
2021 genomes: 25 968
2022 genomes: 10 118

30

Sequencing data ending epi 
week 26 (ending 2 July 2022)

Currently in epi week 27 
(ending 9 July 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=42 779*)
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GISAID genomes vs total cases, 2020 ς2022 (N=42 779)

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. 

June sequences are from WC, GP, FS and LP.



Omicron lineages have dominated in South Africa from November 2021 onwards.

Number and percentage of clades by epiweekin South Africa, 2021 ς2022 (35 999*) 

*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 
26 (ending 2 July 
2022)

Currently in epi 
week 27 (ending 
9 July 2022)



Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) in 
April ςJune 2022

Omicron dominated in April (99.6%, 2444/2454), May (99.4%, 1875/1886) and June (100%, 317/317). BA.4 and BA.5 together were 
dominant in April, May and June. BA.2.12.1 was detected at low levels in May and June.

Total Omicron in Apr: 2444 (99.6%)

Omicron (22A/BA.4)
(n=1331, 54%)

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

Delta (21J)
(n=2, 0.08%)

Omicron (21L/BA.2.*)
(n=616, 25%)

Omicron (22B/BA.5) 
(n=463, 19%)

April (N=2454)

unassigned 
(n=8, 0.33%)

Omicron (21M/BA.3) 
(n=3, 0.12%)

Total Omicron in May: 1875 (99.4%)

May (N=1886)

Omicron (22A/BA.4)
(n=1259, 67%)

Omicron (22B/BA.5) 
(n=515, 27%)

Omicron 
(21L/BA.2) 
(n=89, 5%)

Delta (21J) 
(n=2, 0.11%)

unassigned 
(n=9, 0.58%)

Omicron 
(21K/BA.1.*) 
(n=8, 0.42%)

Omicron (22C/BA.2.12.1)
(n=4, 0.21%)

Omicron (22A/BA.4)
(n=202, 64%)

Omicron (22B/BA.5) 
(n=102, 32%)

Omicron 
(21L/BA.2.*) 
(n=8, 3%)

June (N=317)

Total Omicron in June: 317 (100%)

Omicron 
(21M/BA.3) 
(n=1, 0.32%)

Omicron 
(21K/BA.1.*) 
(n=1, 0.32%)

Omicron (22C/BA.2.12.1)
(n=3, 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

Omicron has been dominant since November (>85% in November, >98% in December ςJune). 
BA.4 and BA.5 together dominated in April at 73%, May at 94%, and June at 96% of sequences.

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)



South Africa, 2021-2022, n = 35 999*

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 = 2859

Weekly percentage testing positive key (line graph)

Cases

Clade key (bar graph)



Free State Province, 2021-2022, n = 1574

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Gauteng Province, 2021-2022, n = 10 121

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



KwaZulu-Natal Province, 2021-2022, n = 3883

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Limpopo Province, 2021-2022, n = 2501

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Mpumalanga Province, 2021-2022, n = 2591

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Northern Cape Province, 2021-2022, n = 1818

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



North West Province, 2021-2022, n = 2151

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Western Cape Province, 2021-2022, n = 8496

Cases

Clade key (bar graph)

Weekly percentage testing positive key (line graph)



Summary
ÅVariant of Concern Omicron in South Africa

ÅDominates 2022 sequencing data at >98% of genomes. 

ÅWhile BA.1 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 were dominant in April (73%), May (94%) and June (96%).

ÅBA.2.12.1 was detected in South Africa at low prevalence in May and June 
(<1%)

ÅA low frequency of the previously circulating variant Delta was last detected in 

May 2022. 

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

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


Omicron spike mutations compared to other VOC/VOIs

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

ÅAccumulation 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

Unknown/unconfirmed impact Known/predicted immune escape Enhanced infectivityMutation impact key

Only lineage-defining 
mutations are pictured.
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