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Number of South African genomes deposited on GISAID, by specimen collection weekg 2022
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*This represents the cleaned, dkiplicated dataset of uniquiational and Pneumonia Surveillaneequences. This dataset will be used for all further figures.
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Number and percentage of clades lepiweekin South Africa, 202% 2022 (37324%)
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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Detection Rates: Beta, Delta, C.1.2 and Omicron

Detection rates of variants being monitored in South Africa
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South Africa, 20212022, n = 37 324*

South Africa number of genomes, cases, and PTP per epiweek (N=37324)
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Eastern Cape Province, 202022, n = 2956

Genomes added since last report: 54*

EC number of genomes, cases, and PTP per epiweek (N=2956)
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Free State Province, 2022022, n = 1582

Genomes added since last report: 7*

FS number of genomes, cases, and PTP per epiweek (N=1582)
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Gauteng Province, 2022022, n =10 417

Genomes added since last report: 125*

GP number of genomes, cases, and PTP per epiweek (N=10417)
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KwaZuluNatal Province, 2022022,

Genomes added since last report: 36*
KZN number of genomes, cases, and PTP per epiweek (N=4116)
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Limpopo Province, 2022022, n = 2599

Genomes added since last report: 25*

LP number of genomes, cases, and PTP per epiweek (N=2599)
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Mpumalanga Province, 2022022, n = 2814

Genomes added since last report: 110*

MP number of genomes, cases, and PTP per epiweek (N=2814)
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Northern Cape Province, 2024022, n = 1843

Genomes added since last report: 2*

NC number of genomes, cases, and PTP per epiweek (N=1843)
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North West Province, 2022022, n = 2217

Genomes added since last report: 36*

NW number of genomes, cases, and PTP per epiweek (N=2217)
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Western Cape Province, 202022, n = 8771

Genomes added since last report: 0*

WC number of genomes, cases, and PTP per epiweek (N=8771)
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Summary

A Sequencing update

A All provinces have contributed sequences for April, May, and June. July sequences are fror
provinces except LP and NC.

A Omicron dominated in May (99.5%), June (98.5%) and July (98.9%). BA.4 and BA.5 togeth
were dominant inMay, JunandJuly.
AN=9 sequences with novel mutational profile
A Oneadditional sequence has been detected (collection date 18th July 2022)
A No recent sequences have been detected but dBSeams are closely monitoring the data

A Variant of Concern Omicron in South Africa
A Dominates 2022 sequencing data at >98% of genomes.

A While BA.1 was the predominant lineage in January (55%), BA.2 dominated in February (8
and March (78%).

A Omicron lineages BA.4 and BA.5 increased in prevalence in March (16%), and together are
dominant in April (73%), May (93%), June (92%) and July (94%).

ABA.2.12.1 was detected in South Africa at low prevalence in May, June and July (<1%)
A Low frequency of previously circulating variants such as Delta still detected in recent data.

1https://github.com/covlineages/pangedesignation/releases/tag/vl.3



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

Spike protein mutation* profile of Variants of Interest and Concern
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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 tfferin 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

ENGS-SA

5 Network for Genomic
t Surveillance in South Africa

*Only mutations present in Omicron, Delta, or the new SGTP sequences are pictured
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