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391 genomes added since the previous report

Bar graphs represent genomes sequencedgmweek with lines representing cases by collection date (weeks 39 [2021]2022])
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1500 Number of South African genomes deposited on GISAID, by specimen collection weekg 2022

(N=41 384%)
Sequencing data ending epi
Total genomes: 41 384 week 21 (ending 28 May 202
1000 2020 genomes: 6 666
2 2021 genomes: 25 892 Currently in epi week 22
2 2022 genomes: 8 826 (ending 4 June 2022)
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2020 Epldemlologlcal Week 2021 2022

*This represents the cleaned, dhiplicated dataset of uniquBational and Pneumonia Surveillansequences. This dataset will be used for all further figures.




GISAID genomes vs total cases, 2QZD22 (N=41 384)

Provincial breakdown of genomes deposited into GISAID

Proportion of total cases versus proportion of total genomes
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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.
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number

Number and percentage of clades lepiweekin South Africa, 202% 2022 (34 631%)
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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and BA.5 together were dominant in April and are dominant in May. BA.2.12.1 has been detected at low levdisyiri0.2%). ‘

Kappa (21B)

May (N=1023)

unassigned
(n=3, 0.3%)
Omicron
(21L/BA.2)
n=63, 6%)

Omicron (22A/BA.4)
(n=667, 65%)

Delta (21J)

(n=1, 0.1%)

Omicron

(21K/BA.1.%)
Omicron (n=6, 0.6%)
(22B/BA.5)

(n=281, 28%)

Omicron (22C/BA.2.12.1)
(n=2, 0.2%)

Total Omicron in May: 1019 (99.6%)

Other

 NGS-SA

Eta (21D) unassigned

Network for Genomic
wa» Surveillance in South Africa



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

Detection rates of variants being monitored in South Africa
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Total sequences = 236 401 1155 422 654 819 957 1661 1583 1398 3515 4420 3244 1924 828 1780 4958 2791 1204 1462 2345 1023

Month May-20Jun-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-21Dec-21 Jan-22 Feb-22 Mar-22 Apr-22 May-22

. Beta Delta

*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 Decenviegy).
BA.2 made up 43% of genomes in January, 86% in February, 78% in March and 26% in April. BA.4 and BA.5 togethek NGS—SA
dominated in April at 72%, and in May at 93%. SIS s.veilance in soutn Afica
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South Africa, 2022022, n = 34 631*

South Africa number of genomes, cases, and PTP per epiweek (N=34631)
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*Excludes sequences missing coIIectlon dates, as well as those collected Jararaah2't 2021 as they are part @piweek53 of 2020.




Eastern Cape Province, 202022, n = 2845

EC number of genomes, cases, and PTP per epiweek (N=2845)

240 14000
220 -
$ 200 . B 12000 "
£ 180 - 10000 &
2 160 - S
L 140 - - 8000
45 120 A - @
o]
2 801 - 4000 E
E 60 A 2
Z 40 - - 2000
28 : TT T 1 1 1 171 3 0
123456 7 8 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3 4 5 6 7 8 910111213141516171819202122
Epiweek

EC percentage of genomes, number of cases, and PTP per epiweek (N=2845)

100 14000
0 - 12000
@ 80 - 0n
£ - 10000 §
©

c

. (&)
g, 60 - 8000

S

Y= —
[s) - 6000 @©
2 40 1 Q
< - 4000 E
—

i b
g 20 | | ‘ l L 2000

0 - ||I|—-||||||I||I| |||I|||||| ”””””” - 0
123456 7 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 5 6 7 8 910111213141516171819202122
Epiweek
Clade key (bar graph)
0 Omicron (21K/BA.1.%) BN Omicron (22C/BA.2.12.1) Omicron (22A/BA.4) N C.1.2 (20D) I 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) B Beta (20H, V2) Bl Delta (21A) m Delta (21)) - Cases

Weekly percentage testing positive key (line graph)
— <5 = f-10 = 11-20 === 21-30 = 31-40 = 41-50 == 51-55

ENGS-SA

Network for Genomic
Surveillance in South Africa




Free State Province, 2022022, n = 1487

FS number of genomes, cases, and PTP per epiweek (N=1487)
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Gauteng Province, 2022022, n = 9899

GP number of genomes, cases, and PTP per epiweek (N=9899)
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KwaZuluNatal Province, 2022022, n = 3826

KZN number of genomes, cases, and PTP per epiweek (N=3826)
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Limpopo Province, 2022022, n = 2454

LP number of genomes, cases, and PTP per epiweek (N=2454)
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LP percentage of genomes, number of cases, and PTP per epiweek (N=2454)
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Mpumalanga Province, 2022022, n = 2500

MP number of genomes, cases, and PTP per epiweek (N=2500)

Network for Genomic
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Northern Cape Province, 2022022, n = 1803

NC number of genomes, cases, and PTP per epiweek (N=1803)
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North West Province, 2022022, n = 2064

NW number of genomes, cases, and PTP per epiweek (N=2064)
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Western Cape Province, 202D22, n = 7748

WC number of genomes, cases, and PTP per epiweek (N=7748)

450 25000
0 e L 20000
g 350 - §
g 3007 | 15000 O
3 250 - “
2 200 - - 10000 8
8 150 - £
€ 5
5 1001 L 5000 =

50 -
0 = 1 1 111 rr1 3 0

12345678 910111213141516171819202122232425262728293031323334353637383940414243444546474849505152 1 2 3 4 5 6 7 8 910111213141516171819 202122

Epiweek

WC percentage of genomes, number of cases, and PTP per epiweek (N=7748)

100 1 : - 25000
(9]
8 80- - 20000 o,
e Q
o ©
c
g 60 - - 15000 v
o Y—

o
5 -
o 40 - - 10000 8
c
o} £
(o] =]
I 20 - 5000 =
0 ||| NERRRRRE RN ||I 1911 it || LJ| || INENEREER - 0
123456 7 8 9101112131415161718192021222324252627282930313233343536373839404142434445464748495051521 2 3 4 56 7 8 910111213141516171819202122
Clade key (bar graph) Epiweek
W Omicron (21K/BA.1.%) Bl Omicron (22C/BA.2.12.1) Omicron (22A/BA.4) I C.1.2(20D) Bl 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) B Beta (20H, V2) B Delta (21A) m Delta (21)) - Cases

Weekly percentage testing positive key (line graph)
— <5 = f-10 = 11-20 === 21-30 = 31-40 = 41-50 == 51-55

’: NGS-SA

Network for Genomic
Surveillance in South Africa




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%) and M8$%).

ABA.2.12.1 habeendetected in South Africa at low prevalence in May
(0.2%)
AThis is the first time BA.2.12.1 has been detected in South Africa

ALow frequency of previously circulating variants such as Delta still detecte
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

BA1- RSRYHKGYKHVINK
BA.2.12.1 -
BA.3 -
BA4&BAS5-1 - - -
C1.2-
Beta -
Alpha -
Alpha+E484K -
Gamma -
Delta —.
Kappa -
Eta - vo- - -
lota - I
Lambda -
Mu -

=<

< < < < <BY < <

Variant

= =
=

9]

D641 & 0 @ @

L452 -
S477 -
T478 |
E484 4=
F486 -
Q493 -
G496 -
Q498 -
N501 4 <
Y505 |
T547 -
HE55 S
N679 -
P681 4=
AT701 4
S704 -
N764 -
D796 -
N856 -
Q954 -
N969 -
L9871 -

T

w
<
=I
&

T19 -
L24 -
P25 -
P26 -
A27 -
AB7 -
HE9 -
V70 S
T95 41—
G142 -
V143 S
Y144 4@
Y145 4=
N211 -
L212 -
V213
D215 4
(G339 -
S371 -
S373 -
S375 -
T376 -
D405 -
R408 -
K417 -
N440 -

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




Frequency of spike SNVs for BA.5 (n =619)

BA.4 and BA.5 spike mutations
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