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Frequency of variants of concern in South Africa 
The Network for Genomics Surveillance (NGS-SA)1 has been performing genomic surveillance for SARS-
CoV-2 since mid-2020. As of the 29th June, 10,200 SARS-CoV-2 genomes from South Africa have been 
generated and deposited into the GISAID database2 (Fig 1). Given the progression of the third wave and a 
preliminary report of the dominance of the Delta variant in KwaZulu-Natal, we report updated data on 
the frequency of the Delta variant and other variants of concern, including Alpha, Beta and Eta which have 
begun to dominate in other parts of the world due to increased transmissibility and/or immune evasion. 

 

 

Figure 1. Number of SARS-CoV-2 genomes sequenced in each epidemiological week in 2020 and 2021 in 
South Africa (10,200 loaded on GISAID, downloaded 29 June 2021). All genomes apart from 32 were 
sequenced by the Network for Genomics Surveillance in South Africa (NGS-SA). 

Genomic data for samples collected in May 2021 are available for 7 provinces and 70% of 680 genomes 
from this month were the Beta variant (Fig 2). The Alpha, Delta and Eta variants account for 6%, 13% and 
1% of the May genomes. For June 2021, genomic data are available for 4 provinces, with 541 sequences 
available on GISAID. Genomes sequenced (n=541) from samples collected in June 2021 shows 39% Beta 
and 45% Delta variant frequency with the Alpha variant accounting for 7% (Fig 2).  

 



 
 

     

     

 

Figure 2. Percentage of SARS-CoV-2 clades sequenced in May and June 2021 in South Africa. Variants of 
concern, namely Alpha, Beta, Delta. Kappa and Eta are shaded in different colours, while non-variants of 
concern are shaded in grey. 

 

Frequency of variants of concern in Gauteng 
Gauteng is currently the epicenter of the third wave in South Africa, accounting for 65% of daily new cases 
on the 27th June. Of the 244 genomes sequenced from May 2021 (epidemiological weeks 17-22), 15% of 
Gauteng genomes belonged to the Beta variant, while 13%, 15% and 0.8% were Alpha, Delta and Beta 
variants observed (Fig 3). However, in June 2021 (epidemiological weeks 22-24), where 341 genomes were 
sequenced, the frequency of the Delta variant has increased to 53% (Fig 3). In June, 37% of genomes in 
Gauteng were Beta variant (Fig 3).  

 

 



 
 

Figure 3. Percentage of SARS-CoV-2 clades sequenced in May (epi week 20-21) and June (epi week 22-24) 
2021 in Gauteng province. Variants of concern, namely Alpha, Beta, Delta and Kappa are shaded in 
different colours, while non-variants of concern are shaded in grey. 

 Key points about Delta variant 
• While Beta was 25% more transmissible compared to original lineage, the Delta is 97% 

more transmissible than the original lineage3. 
• Vaccines are still highly effective in preventing severe illness, with the Pfizer-BioNTech 

vaccine displaying 96% effectiveness against hospitalization with delta variant4 after two 
doses4. 

• Reinfection with Delta is possible following a Beta infection, because the individual’s 
antibody levels may have waned.  

• Current PCR tests are able to detect Delta variant. 
• Limited data are currently available on whether different symptoms result following Delta 

infection.  
• Preliminary data from the UK suggests that the Delta variant may cause more severe 

illness5. 

 

Summary and implications 
While the Delta variant is becoming more dominant in South Africa, sequencing data from specimens 
collected 3 weeks ago in Gauteng shows a mixture of variants, including a large proportion of Beta variant 
genomes. Delta variant is more transmissible than Beta variant, emphasizing the need for all individuals 
in South Africa to limit their movements to essential activities only. However, vaccines still show high 
levels of protection from severe disease caused by this variant. 
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