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SARS-CoV2
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Number of South African genomes deposited on GISAID, by specimen collection weekg 2022
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Number of genomes

GISAID genomes vs total cases, 2QZ022 (N=42 140)

Provincial breakdown of genomes deposited into GISAID

Proportion of total cases versus proportion of total genomes

11500 11160 35
11000 . E Collected before August 2021 33.1 mmm Cases
Il Collected Aug 2021 (total 3244) .

:8888 EEm Collected Sep 2021 (total 1924) 9936 20 CEnEizE Blapsice

9500 Il Collected Oct 2021 (total 828)

9000 BN Collected Nov 2021 (total 1780) %6.5

8500 Il Collected Dec 2021 (total 4962) .

8000 B Collected Jan 2022 (total 2791) 25 oo

7500 B Collected Feb 2022 (total 1205) :

Collected Mar 2022 (total 1466)
;ggg Collected Apr 2022 (total 2426) ® 20
6139 mmm Collected May 2022 (total 1597) o

6000 BN Collected Jun 2022 (total 46) ‘ac: o 17.5

5500 O

5000 & 15 14.6

4500

4000

3500

10 9.1

3000 2537 2771 2503 o

2500 — 7 6.6

2000 ﬂ 1920 5.4 6.0 50 o 59

1500 5 4.4 4.0 : 46

1000 I I 29

500 l
FS KZN LP MP NC NW WC Unknown EC FS GP KZN LP MP NC NW wC
Province Province

All provinces, apart from GP, KZN and WC, have comparable percentages of overall cases and seq %
genomes. All provinces have contributed sequences for April and May. June sequences are from''

Network for Genomic
Surveillance in South Africa



1500 -

1000 -

number

percentage

75-

50 -

25-

Number and percentage of clades

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

epiweekin South Africa, 202% 2022 (35 387*)
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Omicron dominated in March (98.2%, 1439/1466), April (99.2%18/2426 and May (99.6%1591/1597).BA.2 was dominant in
March. BA.4 and BA.5 together were dominant in April and May. BA.2.12asdetected at low levels in May (0.25%).




Detection Rates: Beta, Delta, C.1.2 and Omicron

Detection rates of variants being monitored in South Africa
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*Bars represent percentage prevalence of variant for the month; total number sequences collected for the month are giwahdbkar

Omicron has been dominant since November (>85% in November, >98% in Decenibae).
BA.2 was dominant in February and March. BA.4 and BA.5 together dominated in April at 73%, and in May at b NGS—SA
currently make up 94% of June sequences, although with a small number of genomes. SIS s.veilance in soutn Afica
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South Africa, 2022022, n = 35 387*

South Africa number of genomes, cases, and PTP per epiweek (N=35387)
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Eastern Cape Province, 202022, n = 2849

EC number of genomes, cases, and PTP per epiweek (N=2849)
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Free State Province, 2022022, n = 1572

FS number of genomes, cases, and PTP per epiweek (N=1572)
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Gauteng Province, 2022022, n = 9988

GP number of genomes, cases, and PTP per epiweek (N=9988)
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KwaZuluNatal Province, 2022022, n = 3828

KZN number of genomes, cases, and PTP per epiweek (N=3828)

%gg 45000
a %28 i - 40000
- - 35000 v
€ 220 A 9
g 209 1 - 30000
5 1g0 - - 25000 4
o %38 - - 20000
b . o
é 1?38 - - 15000 £
E 891 - 10000 2
Z 20 - - 5000
28 . - 0
12345678 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 456 7 89 1011]:21I31I41I51I61I71I81I92I02I12I22I32I4
Epiweek
KZN percentage of genomes, number of cases, and PTP per epiweek (N=3828)
100 - 45000
" l - 40000
g 807 - 35000 ¥
S - 30000
- (@]
g 60 - 25000 4
- " - 20000 &
+ 7 Q
@ - 15000 g
5 2- - 10000 2
| | | | - 5000
0 ||||||||I||| ||I|||||||| ................. - 0
12345678 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 9101112131415161718192021222324
Epiweek
Clade key (bar graph) P
W Omicron (21K/BA.1.%) Bl Omicron (22C/BA.2.12.1) Omicron (22A/BA.4) Emm C.1.2(20D) Il Alpha (201, V1) B Delta (211) [ Kappa (21B) Eta (21D) . 20D . 20C s 20B e 20A 198 19A unassigned
B Omicron (21L/BA.2.%) B Omicron (21M/BA.3) Omicron (22B/BA.5) EEE Beta (20H, V2) B Delta (21A) m Delta (21)) - Cases
Weekly percentage testing positive key (line graph) i N GS_S A

- =5 = 6-10 =——11-20 -—— 21-30 =— 31-40 =—— 41-50 = 51-55

Network for Genomic
Surveillance in South Africa




Limpopo Province, 2022022, n = 2489

LP number of genomes, cases, and PTP per epiweek (N=2489)
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Mpumalanga Province, 2022022, n = 2555

MP number of genomes, cases, and PTP per epiweek (N=2555)
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Northern Cape Province, 2022022, n = 1807

NC number of genomes, cases, and PTP per epiweek (N=1807)
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North West Province, 2022022, n = 2070

NW number of genomes, cases, and PTP per epiweek (N=2070)
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Western Cape Province, 202022, n = 8224

WC number of genomes, cases, and PTP per epiweek (N=8224)
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Summary

AVariant of Concern Omicron in South Africa
ADominates 2022 sequencing data at >98% of genomes.

AWhile BA.1 (and sulineages) was the predominant lineage in January
(55%), BA.2 dominated in February (86%) and March (78%).

AOmicron lineages BA.4 and BA.5 increased in prevalence in March (16
and together are dominant in April (73%), May¥®&&nd June (94%).

ABA.2.12..was detectedn South Africa at low prevalence in May (0.25%)

ALow frequency of previously circulating variants such as Delta still detectec
recent data.

L] @
e Network for Genomic
VRO, Surveillance in South Africa

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



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

Omlcron splke mutatlons compared to other VOC/VOlIs
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Spike position
Mutation impact key . Unknown/unconfirmed impact . Known/predicted immune escape . Enhanced infectivity

A Multiple changes within the two immunogenic regions in S1 (NTD and RBD)
A Includipg a three qmino acid ins_ertion | | only lineagedefining
A Accumulation of mutations surrounding thierin cleavage site mutations are pictured.
A Including combination of N679K and P681H .
A Effect of most spike S2 subunit changes have not been defined, but may be linked to £ N GS-SA
Immune escape I sirvmisnce s s
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Frequency of spike SNVs for BA.5 (n = 748)
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BA.4 and BA.5 spike mutations
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