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Sequencing data ending epi

Total genomes: 36 777 week 14 (ending 9 April 2022)
1000- 2020 genomes: 6 628

2021 genomes: 25 094 Currently in epi week 15

2022 genomes: 5 055 (ending 16 April 2022)

Number of sequences S

Number of South African genomes deposited on GISAID, by specimen collection weekg 2022
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*This represents the cleaned, dhiplicated dataset of uniquBational and Pneumonia Surveillansequences. This dataset will be used for all further figures.
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All provinces, apart from GP, KZN, LP, NC and WC, have comparable percentages of overall case %
overall sequenced genomes.

GISAID genomes vs total cases, 2Q@2022 (N=36 777)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades lepiweekin South Africa, 202t 2022 (30 149)

Distribution of Nextclade Clades in South Africa

1500 -
Nextclade clades

B en

] o8

D E

R

|| zc

ED

[ Aiha (201, v1)
Beta (20H, V2)

|| Detia (214)

| Detia (21

| Detia(21)

Eta (21D)
Kappa (21B)

| Omicron (21K/BA 1)

|| omicron (21L/BA2)

|| omicron (21M/BA3)
Omicron (21L/BA.4)
Omicron (21L/BA.5)

B cizeomy

Nextclade clades

B 1o
[ 198
[ 20
[ 208
] 200
[ ] 20
[ Aipha (e01, vy
B seta (20, v2)
|| Deta (214)
| petaizy
| peta(ziy
Eta (21D)
Kappa (218)
. Omicron (21K/BA.1)
. Omicron (21L/BA.2)
|| omicron 21MBA3)
Omicron (21L/BA.4)
Omicron (21L/BA.5)

. C.1.2 (20D)

75~

percentage
3

25~

1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 16 17 18 19 20 21 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39 40 41 42 43 44 45 46 47 48 49 5 51 582 1 2 3 4 5 6 7 8 9 10 11 12 13 14
epiweeks in 2021 - 2022

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

Sequencing data
ending epi week 14
(ending 9 April
2022)

Currently in epi
week 15 (ending 16
April 2022)
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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Omicron dominated in January (98.8%), February (98.6%) and March (98.6%)in8age BA.2 was dominant in February and Marc :
while the prevalence of the newly assigned BA.4 and BA.5-babages increased iMarch. '




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

Detection rates of variants being monitored in South Africa
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Total sequences

Month May—-20 Jun-20 Jul-20 Aug-20 Sep-20 Oct-20 Nov-20 Dec-20 Jan-21 Feb-21 Mar-21 Apr-21 May-21 Jun-21 Jul-21 Aug-21 Sep-21 Oct-21 Nov-21 Dec-21 Jan-22 Feb-22 Mar-22 Apr-22
Omicron Omicron Omicron Omicron Omicron
B Beta peta [ c.12 (21K/BA.1) (21L/BA.2) (21M/BA 3) (21L/BA.4) (21L/BA.5)

*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 December, January, February and
BA.2 made up 43% of genomes in January, 85% in February and 79% in March. Newly dessyieiedages BA.4
and BA.5 appear to be dominamh April, however additional sequence data is needed foecent weeks.
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South Africa, 2022022, n = 30064*

South Africa number of genomes, cases, and PTP per epiweek (N=30064)
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*Excludes sequences missing collection dates, as well as those collected Jararaahy2'® 2021 as they are part @piweek53 of 2020.



Eastern Cape Province, 202022, n = 2672

EC number of genomes, cases, and PTP per epiweek (N=2672)
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Free State Province, 2022022, n = 1432

FS number of genomes, cases, and PTP per epiweek (N=1432)
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FS percentage of genomes, number of cases, and PTP per epiweek (N=1432)
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Gauteng Province, 2022022, n = 7894

GP number of genomes, cases, and PTP per epiweek (N=7894)
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KwaZuluNatal Province, 2022022, n = 3444

KZN number of genomes, cases, and PTP per epiweek (N=3444)
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Limpopo Province, 2022022, n = 2371

LP number of genomes, cases, and PTP per epiweek (N=2371)
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Mpumalanga Province, 2022022, n = 2211
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Northern Cape Province, 2022022, n = 1665

NC number of genomes, cases, and PTP per epiweek (N=1665)
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North West Province, 2021, n = 1965

NW number of genomes, cases, and PTP per epiweek (N=1965)

140 10000
2120- - 8000 .,
S 100 | %
@ - 6000 ©
(@)} 80' \46
5 o ' - 4000 @
o O
T 40 ' £
£ L2000 2
- | Wanilk

0 I = ™ Il -0
1 2 3 456 7 8 91011121314151617 181920212223 24252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 9 101112131415
Epiweek
NW percentage of genomes, number of cases, and PTP per epiweek (N=1965)

100 - l - 10000
é 80 - - 8000 .,

Q

o ©

§ - 6000 ©

g 60 5

S 40+ L4000 @

S :

| il | m
0. I | Db et -0

12 3 456 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3 45 6 7 8 9101112131415

Clade key (bar graph) Epiweek

N C.1.2 (20D) Omicron (21L/BA.4) s Omicron (21M/BA.3) BN Delta (21A) W Delta (21)) Hmm Alpha (201, V1) 8 Kappa (21B) Eta (21D) e 20A W 20B B 20C mmm 20D unassigned 19A 198

Omicron (21L/BA.5) s Omicron (21L/BA.2) [0 Omicron (21K/BA.1) W Delta (211) Bl Beta (20H, V2) - Cases

Weekly percentage testing positive key (line graph)
— <5 — - 10 —11-20 21-30 === 31 - 40 — 41 - 50 w51 - 55 Network for Genomic
Surveillance in South Africa




Western Cape Province, 202D22, n = 6405

WC number of genomes, cases, and PTP per epiweek (N=6405)
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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 silibeage in January
(55%), BA.2lominatedin February (85%) and March (79%).

ATwo additional Omicron sulneages (BA.4 and BA.5) have recently beer
designated by Pangolin. BA.4 and BA.5 increased In prevalence in Mar
(15%), and appear to be dominant in Apifthoughadditionalsequencing
datais needed for this period.

ABA.3 continues to be detected at low levels.
ANGSSA teams are monitoring sequencing data for recombinants.

ALow frequency of previously circulating variants such as Delta still detectet

recent data
L NGY-SA

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



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

Omicron spike mutations compared to other VOC/VOIs

BA.1 -

B o g Onlylineagedefining
BA3 - EEE BEEEED  RERE O s NEs ® R I II mutations are pictured
BA4&BA5-1 - - - S - - D G DFPFANSNK R N K AV R Y H G Y K H here LOW prevalence
CA1.2- G K Y )
Beta - = Y mutations can be seen
Alpha - Y on the following slide.
Alpha+E484K - K Y
Gamma - K Y
Delta -. . . . i I
Kappa - R a s - Mutation impact key
Eta - G . .
Iot:\ - | K G v . Unknown or unconfirmed impac
ramoda - @ © . Known/predicted immune escap
Mu - I S N K Y G H

. Enhanced infectivity

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 tlfierin 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 ’
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