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

(N=45 847%)
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*This represents the cleaned, dkiplicated dataset of uniquiational and Pneumonia Surveillaneequences. This dataset will be used for all further figures.




Number of genomes

GISAID genomes vs total cases, 2@Z2tD22 (N=45 847)

Provincial breakdown of genomes deposited into GISAID
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Number and percentage of clades lepiweekin South Africa, 202% 2022 (39 018%)
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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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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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South Africa, 20212022, n = 39 018*

South Africa number of genomes, cases, and PTP per epiweek (N=39018)
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South Africa percentage of genomes, number of cases, and PTP per epiweek (N=39018)
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Eastern Cape Province, 202022, n = 3029

Genomes added since last report: 4*

EC number of genomes, cases, and PTP per epiweek (N=3029)
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Free State Province, 2022022, n = 1661

Genomes added since last report: 29*

FS number of genomes, cases, and PTP per epiweek (N=1661)
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*May include genomes from 2020 which are not pictured here and are not included in the slide total.



Clade key (bar graph)
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Gauteng Province, 2022022, n = 10 829

Genomes added since last report: 167*

GP number of genomes, cases, and PTP per epiweek (N=10829)
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KwaZuluNatal Province, 2022022, n = 4377

Genomes added since last report: 54*

KZN number of genomes, cases, and PTP per epiweek (N=4377)
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Limpopo Province, 2022022, n = 2655

Genomes added since last report: 4*

LP number of genomes, cases, and PTP per epiweek (N=2655)

280 14000
260 A
240 A - 12000
$ 220 1
w0
£ 200 A - 10000 @
2 180 ©
@ (]
2 160 - - 8000 o
5 140 1 o
5 1201 - 6000 %
2 100 A £
E 801 - 4000 2
= 60
40 1 - = - 2000
20 A | - |
0 L e e 0
1234567 8910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3 4 5 6 7 8 910111213141516171819 2021 222324252627 2829 30 31 32 33 34 35 36 37 38 39 40
Epiweek
LP percentage of genomes, number of cases, and PTP per epiweek (N=2655)
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Mpumalanga Province, 2022022, n = 3015

Genomes added since last report: 14*

MP number of genomes, cases, and PTP per epiweek (N=3015)
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Northern Cape Province, 2024022, n = 1992

Genomes added since last report: 17*

NC number of genomes, cases, and PTP per epiweek (N=1992)
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North West Province, 2022022, n = 2272

Genomes added since last report: 6*

NW number of genomes, cases, and PTP per epiweek (N=2272)
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Western Cape Province, 202022, n = 9179

Genomes added since last report: 48*

WC number of genomes, cases, and PTP per epiweek (N=9179)

450 25000
400 A
g 350 - 20000 "
a
S 300 i
- 15000 U
& 250 - -
e
2 200 A T
o] - 10000 2
£ 150 1 £
=
Z 1001 - 5000
50 A - -
0 - —_ 0
1234567 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 9 1011121314151617 1819 2021 22 23 24 25 26 27 28 29 30 31 32 33 34 35 36 37 38 39
Epiweek
WC percentage of genomes, number of cases, and PTP per epiweek (N=9179)
100 - ] I \ - 25000
w80 1 l - 20000
@ 0
£ a
o ©
o 60 - 15000 ©
o [S]
N
° @
240 - - 10000 2
S 5
& =
& 20 | | | | - 5000
0 - | | I I LLLLL s i I I I I | l I I ——— = | | | U I u LI I B BN B B B N B BN B B B B N B B B B BN BN NN BN N B B R 0
123456 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3 4 5 6 7 8 9 1011121314151617 1819 2021 222324252627 28 29 30 31 32 33 34 35 36 37 38 39
Epiweek
Clade key (bar graph)
. XAY . Omicron (21K/BA.1.%) BN Omicron (22C/BA.2.12.1) am Omicron (21M/BA.3) Omicron (22B/BA.5.*) I Beta (20H, V2) m Delta (21A) W Delta (21)) Eta (21D) . 20C = 20B e 20A 198 19A unassigned
- XBA BN Omicron (21L/BA.2.%) EEE Omicron (22D/BA.2.75.%) Omicron (22A/BA.4.%) . C.1.2 (20D) EEm Alpha (201, V1) B Delta (211) W Kappa (21B) . 20D — Cases
Weekly percentage testing positive key (line graph) N
— <5 e 5-10 = 11-20 == 21-30 == 31-40 = 41-50 = 51-55

Network for Genomic
Surveillance in South Africa

*May include genomes from 2020 which are not pictured here and are not included in the slide total.



Summary

ASequencing update
AAIl provinces have sequences for August and September.

AVariant of Concern Omicron in South Africa

AOmicron continued to dominate in June (99%), July (99%), Agje%) and currently
makes uP8%of September sequences.

AOmicron BA.5 was dominant in July (68%) and Auy@@%t),and makes up 79% of
September data.

ABA.2.12.1 was detected in South Africa at low prevalence in May, June and July (<]
ABA.2.75.* has been detected in Western Cape, Gauteng ane&ZiluaNatal (n=5).

AN=14 sequences with novel mutational profile

ATheNewlOf dza G SNJ oy I HMZI LINBR2YAYlyufe FN
YR GKS bSéH OftdzAGSNI 6y I n¥ [ AYLI2LRO

ALow frequency of previously circulating variants such as Delta not detected since July.

Ihttps:// github.coni cowlineagespangodesignation/issues/844



Spike protein mutation* profile of Variants of Interest and Concern

BA.1 -
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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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