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The genomic data presented here are based on South African
SAR& 02 sequence data downloaded from GISAID
(www.qisaid.org on 29 July at 08h15

Data licensehttps://www.qisaid.org/reqgistration/termsof-use/
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Variants of Concern (VOC)

Pango Nextstrain Additionalamino acid | Earliest documented : :
WHOlabel lineages GISAID clag clade changesnonitored® samples Date of designatior
Alpha +S:484K United Kingdom,
B.1.1.7 GRY 201 (V1) +S450R Sep2020 18-Dec2020
B.1.351 : :
Beta 513512 GHI501YVZ 20H (V2) +SiLisk Sﬁﬂ”;h ZA(I;'ga’ 18-Dec2020
B.1.351. ¥
P.1
Gamma P.1.1 - _ Brazil,
P12 GR/501YV3 20J (V3) +S:681H NOWV-2020 11-Jan2021
B.1.617.Z
Delta AY.1 +S:417N India, VOI: 4Apr-2021
AY.2 Gl478K.V1 21A Oct2020 VOC: 1May-2021

https://www.who.int/en/activities/tracking SARSC0\F2-variants/accessed 29 July 2021

*Notable spike (S9mino acid changasider monitoring, which are currentigported in a minority of sequenced samples


https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/

Currently designated Variants of Interest (VOI)

WHOlabel Pango GISAID clad Nextstrain Earliest documented Date of

lineages clade samples designation
Eta | B.1.525 | G/484KV3| 21D Multiple countries, | ;7 15021
Dec2020

lota | B.1.526 | GH/253Gvi 21F | Jnited States of America ,, /o 5459

Nowv-2020

21B India, 4-Apr-2021
Kappa |B.1.617.1 G/452RV3 Oct2020 P
Lambda | C.37 |GR/452QV] 21G Peru, De@020

14-Jun2021

https://www.who.int/en/activities/tracking SAREC0\f2-variants/accessed 29 July 2021



https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/

Number of South African genomes deposited on GISAID, by specimen collection week, 2020 and 2021
(N=12 661*, downloaded 28 July)

600

Total genomes: 12 661
2020 genomes: 6 030
2021 genomes: 6 631

Sequencing data ending epi
week 28 (ending 17 July 2021)

Currently in epi week 30

| (ending 31 July 2021|
30 40 50 10 20

2021

400

Number of sequences

200

10 20

2020 Epidemiological week
*This represents the cleaned, d@kriplicated dataset of unique sequences. This dataset will be used for all further figures.




GISAID genomes vs total cases, 2020 and 2021 (N=12 661)

Provincial breakdown of genomes deposited into GISAID Comparison of total cases versus sequencing per province
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All provinces, apart from Gauteng (less) and KZN (more), have a similar percentage of overall cases as overall seque
genomes.

Case data fromttps://www.nicd.ac.za/wpcontent/uploads/2021/07/COVIH9-WeeklyEpidemiologyBriefweek28-2021 .pdf



https://www.nicd.ac.za/wp-content/uploads/2021/07/COVID-19-Weekly-Epidemiology-Brief-week-28-2021.pdf

South African genomes submitted per sequencing lab, 20:
and 2021 (N=12 661)

Submitting labs in South Africa

5500 B Collected before May 2021
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Multiple labs from NGSSA are contributing to the sequencing effort.
Seqguencing efforts have increased with the third wave.



Distribution and number of clades in South Africa, 2021 (N=6 631)

Nextclade clades
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week 28 (ending 17 July

| 21D (Eta)

2021)

Nextclade clades  Currently in epi week 30
198 (ending 31 July 2021)
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Alpha, Delta and Eta variant frequency increasing as of the beginning of Maywepk 18, 2 May). Delta becoming dominant byenf June
(340/439, 77% in week 24; 347/398, 87% in week 25; 354/384, 92% in week 26; 126/134, 94% in weekcArding unassigned sequnees)

number



Prevalence of Variants of Concern (VOC) and Variants of Interest
(VOI) inMay 2021sequences, South Africa (N=1 025)

20H (Beta, V2) (n=667, 65%)

A 88% of sequences are from a VOC
(Alpha, Beta, Delta) or VOI (Eta).

20! (Alpha, V1) (n=60, 6%)
A Greater than 10%

¢ Beta variant (65%) dominated

21B (Kappa) (n=1, 0%)
¢ Delta (16%)

unassigned (n=58, 6%)

A Less than 10%
¢ Alpha (6%).
¢ Eta (VOI, 1%)
¢ Kappa is present in only one
sample (0.1%).

A Other (n=63, 6%)
21D (Eta) (n=10, 1%)

=

~ 21A (Delta) (n=166, 16%)

B 201 (Alpha, V1) W 21A (Delta) Other

21B (Kappa)
B 20H (Beta, V2) 21D (Eta)

unassigned

Beta variant dominated in May in South Africa



Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI)
In June 202Xsequences, South Africa (N=1 904)

20H (Beta, V2) (n=381, 20%)

A 87% of sequences are from a VOC
(Alpha, Beta, Delta) or VOI (Eta).

A Greater than 10%
¢ Delta variant now dominates
(63%)
¢ Beta variant (20%)
21A (Delta) (n=1193, 63%)

20! (Alpha, V1) (n=73, 4%)
21B (Kappa) (n=7, 0%)

unassigned (n=177, 9%)

A Less than 10%
¢ Alpha (4%).
¢ Kappa is present in seven
samples (0.4%).
¢ Eta not yet detected in June

Other (n=73, 4%)

B 201 (Alpha, V1) e 21A (Delta) L Other e 21B (Kappa)
m 20H (Beta, V2) 21D (Eta) unassigned

Delta variant dominated in June in South Africa



Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI)
In July 2021sequences, South Africa (N=417)

A 89% of sequences are from a VOC
(Beta, Delta)
21A (Delt =356, 85%
A Greater than 10% Belniin &
¢ Delta variant now dominates
(85%)

20H (Beta, V2) (n=15, 4%)
20! (Alpha, V1) (n=1, 0%)

i d (n=40, 10%
A Less than 10% unassigned (n 0)

¢ Beta (4%)
¢ Alpha (0.2%)

Other (n=5, 1%)

A No other VOCs or VOIs detected yet.

. . . . B 201 (Alpha, V1) W 21A (Delta) waw Other e 21B (Kappa)
A More hlgh qqallty datfa IS reqUIred to . 20H (Beta, V2) v 21D (Eta) unassigned
establish variant dominance and
diversity

Delta variant appears to dominate in July in South Africa so far, but
more high quality sequence data is required to confirm this



Genomes seqguenced from specimens collected in Majly 2021
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Case data based on reporting date. Data frovmv.sacoronavirus.co.za
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http://www.sacoronavirus.co.za/
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Genomes seqguenced from specimens collected in Majly 2021
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All provinces with good sequencing coverage show a similar trend: Delta is present at low
frequency in May, but rapidly increases to become dominant by June.

Delta has been detected in the latesfpiweekfor which data is available in all provinces. More
high quality data is needed to fully establish levels of dominance in some provinces.

Case data based on reporting date. Data frovmw.sacoronavirus.co.za
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http://www.sacoronavirus.co.za/

Genomes seguenced from specimens collected in Majuly 2021 from
KwaZuluNatal, Gauteng, Western Cape Provinces
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Beta dominates in all provinces in May, however following its detection in week 18, Delta rapidly begins to dominate hredl provinces by mielune

Case data based on reporting date. Data frovmv.sacoronavirus.co.za



http://www.sacoronavirus.co.za/

Genomes seguenced from specimens collected in Majly 2021 from Easter
Cape, Limpopo and NorthiVest Provinces
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Delta variant dominating in Eastern Cape, Limpopo and Néffest Provinces
Case data based on reporting date. Data frovmw.sacoronavirus.co.za



http://www.sacoronavirus.co.za/

Genomes sequenced from specimens collected in Maluly 2021 from Free
State, Mpumalanga and Northern Cape Provinces
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Recent data is required from these provinces to estimate the dominance of Delta
Case data based on reporting date. Data frovmv.sacoronavirus.co.za
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Gauteng Province, 2021, n =2 138
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Case data based on reporting date. Data frovmv.sacoronavirus.co.za



http://www.sacoronavirus.co.za/

KwaZuluNatal Province, 2021, n =1 103

cases 21A (Deita) N 20H (Beta, V2) N 20B B 20! (Alpha, V1) unassigned . 20D 20A s 20C 21B (Kappa) 198 21D (Eta)

Case data based on reporting date. Data fromw.sacoronavirus.co.za




