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Sequencing data ending epi week 48 (ending 3 Dec 2022)
Currently in epi week 50 (ending 17 Dec 2022)

Total genomes: 47 600
2020 genomes: 6 764

Number of South African genomes deposited on GISAID, by specimen collection weekg 2022
2021 genomes: 26 370
2022 genomes: 14 466

(N=47 600%*)
Genomes added since last report: 165 ‘||||‘|‘ ‘ ||
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*This represents the cleaned, dkiplicated dataset of uniquiational and Pneumonia Surveillaneequences. This dataset will be used for all further figures.
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Number of genomes

GISAID genomes vs total cases, 2@ZD22 (N= 47 600)

Provincial breakdown of genomes deposited into GISAID

Collected before Dec 2021

Collected Jan 2022 (total 5225)

Collected Feb 2022 (total 1214) 11630
Collected Mar 2022 (total 1484) T
Collected Apr 2022 (total 2495)

Collected May 2022 (total 2840)
Collected Jun 2022 (total 1036)

Collected Jul 2022 (total 493)

Collected Aug 2022 (total 298)

Collected Sep 2022 (total 665)

Collected Oct 2022 (total 800)

Collected Nov 2022 (total 302)
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Number and percentage of clades lepiweekin South Africa, 202% 2022 (40 764*)
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Detection Rates: Beta, Delta, C.1.2, recombinants, and Omicro
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Prevalence of Variants of Concern (VOC) and Variants of Interest (VOI) it
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outh Africa, 2022, n = 14 409*

South Africa number of genomes, cases, and PTP per epiweek (N=14409)
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South Africa percentage of genomes, number of cases, and PTP per epiweek (N=14409)
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*Excludes sequences missing collection dates. Lineages of particular interest (currently WHO Omicron subvariants undagjrereiteeparate from the main clade groupings.



Eastern Cape Province, 2022, n =679

140

Genomes added since last report: 0*

EC number of genomes, cases, and PTP per epiweek (N=679)
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Free State Province, 2022, n = 481

Genomes added since last report: 0*

FS number of genomes, cases, and PTP per epiweek (N=481)
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Gauteng Province, 2022, n = 4463

Genomes added since last repd®*

GP number of genomes, cases, and PTP per epiweek (N=4463)

500 20000
450 A
v 400 -
£ - 15000 o
£ 350 1 %
@ 300 A S
o ‘s
45 250 1 - 10000
(]
@ 200 A et
o €
E 150 A =]
- 5000 =2
Z 100
50 I B
0 - = T T 0
1 2 3 45 6 7 8 9 1011121314 1516 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 50
Epiweek
GP percentage of genomes, number of cases, and PTP per epiweek (N=4463)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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KwaZuluNatal Province, 2022, n = 1415

Genomes added since last report: 28*

KZN number of genomes, cases, and PTP per epiweek (N=1415)
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Limpopo Province, 2022, n = 855

Genomes added since last report: 0*

LP number of genomes, cases, and PTP per epiweek (N=855)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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Mpumalanga Province, 2022, n = 1304

Genomes added since last report: 4*

MP number of genomes, cases, and PTP per epiweek (N=1304)
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MP percentage of genomes, number of cases, and PTP per epiweek (N=1304)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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Northern Cape Province, 2022, n = 463

Genomes added since last report: 0*

NC number of genomes, cases, and PTP per epiweek (N=463)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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North West Province, 2022, n = 622

Genomes added since last report: 2*

NW number of genomes, cases, and PTP per epiweek (N=622)
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Western Cape Province, 2022, n = 4120

Genomes added since last report: 65*

WC number of genomes, cases, and PTP per epiweek (N=4120)
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*May include genomes from 2020 and 2021 which are not pictured here and are not included in the slide total.
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Summary

A Sequencing update

A All provinces have sequences for September, and all provinces except the Eastern Cape he
sequences foOctober

A All provinces except the Eastern Cape and the Free State have sequeridesdorber

A Variant of Concern Omicron in South Africa
A Omicron continued to dominate in September (98%), October (98%) and Novempbey (99

A Omicron BA.5 and sdineages were dominant in September (78%), OctoBé#4)and
currently make u®2%of Novemberdata
Al PHPTpdF vl a4 RSGSOUSR d F 26 NoBlegr f Sy
A1 461a RSUSOGSR AY {SLIISYOSNE hO@z20SNI Iy
ABQ.1 and sufineages have been detected $eptemberOctoberand November
A September (1% BQ.1*: n=1 in the Northern Cape, n=6 in the Western Cape, n=1 in Gauteng

A October (6%Y BQ.1*: n=2 in KwaZwMNatal, n=14 in Gauteng, n=25 in the Western Cape, n=3 in the
Northern Cape, n=1 in Mpumalanga

A November (14%) BQ.1*: n=30 in the Western Cape, n=9 in Gauteng, n=1 in the Northern Cape, n=1
Mpumalanga

A XBB has been detected in Octol§g#) andNovember(2%)

A Deltadetected at low frequency until July, and oncedatober




Spike protein mutation* profile of Variants of Interest and Concern

BA.1 -
BA.2 - K
BA.2.12.1 - K
BA3 - 3
BA48BA5- | - - -8 - - D G K
BQ.1* - S D G K
XBB - N B I K
XAY D K n
XBA -
- o e
C12- I v G
Beta - Y G
Alpha - Y G H
Alpha+E484K - E y G H
T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T T
OO =~ WDONNMNMOOO UL NNMNTE ONOMNMODMNMO—ANMEUOOOO© XMW OOMNMNOITUYD OCONOMNDOFOOMNMOOD—TOMNTSTS OO rrtO <t O©QOOT O ™~ M~
RN RIS SR e e N R R R R R R R R I B
(D>>‘>'IEI.IJLI-DfO’U-Z—|>QOII—|CDOUCD'_DDf¥Z¥>LD—'ZO?"LIJLLLLO(DOZ>'|_OELIZD.CD<ZOZQOZ—'l‘:
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

*As of 09 Dec 2022. Only mutations present in Omicron, Delta, or recombinant sequences are pictured

NGS-SA

Network for Genomic
3 Surveillance in South Africa



[ala) M - QN
0OMm~q .
ZOXOOXwwII H
/696N S020LY|
HYSED 696N
A96.0 HYS6D
MPOLN A9620
HI89d WPOLN
M6LIN Hi89d
AOLOI M6LIN
SBSON ASS9H
ASSOH ovi9g
ov19a HS0SA
HS0SA ALOSN
X ALOSN H86Y0
% g
|G noBrd & vv8r3
I no
O = veeys & 8LpL
"—_— Mevl o
= 5 NLLYS
= 3 <
a m NLLYS % Y251
o
+— g gesvl o ¢ MOVPN
- J AN 8 NZLDY
2 LI I
=
5 S80tH .m .
0n sovq =
e z y S VOLEL
7] m
voel @
k 2 = 4S.€S
— 88 0@
] .m S deLES
p dELES oy
m. £ d1L€9
S o dies S
o g Toven
o soved | &
19veY
. aseeon
aecen
OELZA
OEL2A
B [9PF Y LA
aerLo m
azvio
0LA
d p—— 19POLA
n [ePE9IH [9P&9H
a Slzv Sy
19p9zd |9Pged
u lepszd 1epsed
, 1epre 18pfe
A I6bL 1611
T N I S B B A A
abejuadiad

AK26Y

I NB

@©
N
O

48l dsSy

27T

YdziF A2y &

HAOHH® hyfeée

a 2F ngp 580

F



80 100

60

percentage

20

ime

BA.4 whole genome mutation

prevalence overt

Epi week (no. of genomes)

BCTre R R r 8B BrT2E e CcRTo 0 B8 B0 &
———— e e = DO T T ONOOOON T T OTO N~ ONOD -~ O~~~ ®
B T T T AT T T T O T T T I O T T T T T (A T T TR T TR TR T
Nl e e E EEEEEEE CECEECECCECECCCECCECCECEEDC
cccccccEEEEEEECEEEECCCCECCCCCCECCCCCECECCEECEEEE
((((((( Cr NN TN ORI O T NN T OO O NN TNORRRO NS D
NOTOM~ROOD T T NN NN ANNNANNOmOmoOom oo < s

HEIYS N
HY029 N
MEO0ZH N
SISId N
I8PEES™N

lopZEH N
I8PLET N
IELd N
1€9% N
3610 N
16173
M696N " exids
HySeD exids
A96.Q evids
MPOLN eids
H 1894 oxids

|| Aozorevds

S8SON exids
ASS9H evids
Or19a-ads
HS0SA axids
ALOSN eqids
H86¥D eMids
N98Y - oMids
Vv8r3 aids
M8/ 1 oMids
NZZbS eqids
HeSH1 exids
MOrYN ™ oMids
NZIPY oqids
S80vd ovids
NSOva exids
v9./€1 exids
45/£S57eyids
de/es aids

B LT LT L[] soveromds
19vEH axyids
aecen ayids
OglgN Ids

b oMId

I8POZA exidS
[8p69H~oMids
S/gvy ayds
lap9zd ayids
[9psed aids
lepyg1 exids
181 L _avde

(1 M
|| qozn"ovds

|| ogA exds
IZLLL GIdSN
| ©108a 7LdSN
AZPI P LASN
026 ELdSN
AV694 ZLdSN
16621 ZLdSN
1828d 21dSN
19P80L49dSN
19P901LS 9dSN
19P£0LD 9dSN
44927 ¥dSN
126V vdSN
11261 bdSN
Iv2L€dSN
S68YD £dSN
19P98A” L SN
19PZ89 LdSN
19PYBA”LASN
I9PESH ™ LdSN
IOPSEIN LdSN
AGPH LdSN
19PZ¥ 1S~ LdSN
9P LY L LdSN
19pEY L4 LdSN
HGELS LdSN

*As of 09 Dec 2022



100

80

60

percentage

20

BA.5 whole genome mutation

prevalence over time

HELYS N
HYOZO N
MEOZH N
EERY
I9PEES N
l9P2ed N
I9PLET N
1ELd N

169V I

360N

NEQ W

S0201Y oyids
MEOE M Y [[e

HPS6D oIdS
A96.0 axidg
MFOLN axids
Hig89d eMds
M6Z9N” aidg
ASS9H eidg
oy19d eyids
HSOSA eyids
ALOSN exids
H86rD oxIds
A98r4~aMids
v¥8y3 odids
Mgy 1 oMds
NZFS ads
Hesy1 oMds
MOPPN ™ exids
NZ P oqds
S80pH ayids
NSObQ &ids
Vv9./£1 8xidg
45/£S oxds
dees”avds

IoveH oxids
19ved exids

_mug;um.v__n_w
..

UctP =l
[8p0sN Midg
[ep69H exyids
S/ev oMids
lepgzd oyids
lepsed exids
lopyz aids
- a (=]

4577 9ds

VL 9FasSN™
I1S2€1 SLdSN
I2LLL SLASN
ASSPH ¥1dSN
Je0ed ¥LdSN
AePl ¥LdSN
NZZ2LLl €LdSN
18VEA E€LASN
IE€2IN €LHSN
026€H €LdSN
A¥694 21dSN
7eeed €LdSN
40927 9dSN
18P80 L4 9dSN
12P901LS 9dSN
18P0 9dSN
H06M SdSN
4927 ¥dSN
1L2e1 vdSN
Ig6¥ L ¥dSN
1842 1LN €dSN
A9001V €dSN
I¥ZLl EdSN
S689 €dSN
M9LED 2dSN
LS LdSN
AS8IN LdSN
PO LdSN
19P2¥ LS~ LdSN
BPL¥IM LdSN
[@PEY L4 LdSN
[9P98A L dSN
HSELS LdSN
19p289~ LdSN
I9PS8N LdSN
19P¥8A LdSN
19PE8H LASN

*As of 09 Dec 2022



EXIXIIXXEXXIIX

B aae Network for Genomic
Surveillance in South Africa

Lty PAETORIS (L8]
& NHLE-TED ar

LNV WITAITERSA LMD

%

FOR COMPMUNICABLE

MATIDNAL IRETITUTE
DVSEASES (NICD

¥
WAISR, I
B IALCH FHLS

STELLEWBOSCH
URIVEASITY B WHLS

[ uhiv oF T FaEe
P STATE |UFE) & ML

UNIVERSITY OF CARE
TOAATY (UCT] B WHLS

urs )

Supported by the DS and the SA MRC

o | ALY

UNIVERSITEIT EDCTP
iYUNTVESITHI MRC " This project (RIA2020EF

STELLENBOSCH - 3030) is part of the
UNIVERSITY e :

EDCTP2 programme

—— UNIVERSITY OF w Supported by the

AR KWAZULU-NATAL European Unio
INYUVESI Y\, NATIONAL HEAL
W, YAKWAZULU-NATALI ABORATORY SE

Ry

UNIVERSITEIT VAN PRETORIA
UNIVERSITY OF PRETORIA
YUNIBESITHI YA PRETORIA

UNIVERSITY OF CAPE TOWN

IYUNIVESITHI YASEKAPA - UNIVERSITEIT VAN KAAPSTAD




University of Stellenbosch
& NHLS Tygerberg Virology

[q
Stellenbosch

uni

&1} NATIO

Susan Engelbrecht
Wolfgang Preiser
Gert van Zyl

Tongai Maponga
Bronwyn Kleinhans
Shannon Wilson
Karabo Phadu

Tania Stander
Kamela Mahlakwane
Mathilda Claassen

Diagnostic laboratory staff

University of Cape Town, NHLS
& Western Cape Government

NHLS-UCT WCG-UCT NHLS Greenpoint
Carolyn Williamson Mary-Anne Davies  Annabel Enoch
Hannah Hussey

MNei-yuan Hsiao
Andrew Boulle This project has

Diana Hardie received funding from
Kruger Marais MaSUdah PaIEker the European Union’s
g Theuns Jacobs Horizon Europe
Stephen Korsman Erna Morden Innovation Actions
" nder grant No.
Ziyaad Valley-Omar o 01646041

B IDMY epsk- AT
= @ L
EDCTP
UCT, IDM and CIDRI-Africa
Deelan Doolabh Robert Wilkinson
Arash Iranzadeh Darren Martin —
Lynn Tyers Nicola Mulder %
Innocent Mudau Wendy Burgers HRES
MNokuzola Mbhele Ntobeko Ntusi g
Fezokuhle Khumalo Rageema Joseph °’-l’_‘ Ll el
Thabang Serakge Sean Wasserman
Bruna Galvio Linda Boloko

Arghavan Alisoltani
(u. califarnia)

UKZN-Inkosi Albert Luthuli

Central Hospital

rra

K UNIVERSITY OF ™
A KWAZULU-NATAL

1 INYUVESI
. YAKWAZULU-NATALI
Dr Khanyi Msomi Dr Neli Ngcaba
Dr Kerusha Govender Dr Tshepiso Mosito
Dr Pravi Moodley Mr Malcolm Ellapen
Dr Aabida Khan Mr Kubendran Reddy
Dr Lili Gounder The COVID-19 Bench team
Dr Kerri Francois

Dr Cherise Naicker
Dr Joedene Chetty

Thabo Mohale
Daniel Amoako
Josie Everatt

Noxolo Ntuli
Anele Mnguni
Amelia Buys
Cardia Fourie

Linda de Gouveia
Jackie Kleynhans
Nicole Wolter

Sibongile Walaza

Stefano Tempia
Mvuyo Makhasi
Cheryl Cohen

Department

University of KwaZulu-Natal & Africa
Health Research Institute

] wees  AHRI
@ KRISP at UKZN: NHRIE: Sigal
(]

Tulio de Oliveira :
Richard Lessels Sandile Cele

Centre for Respiratory
Diseases & Meningitis
Anne von Gottberg
Boitshoko Mahlangu

Noluthando Duma

Mignon du Plessis

@ Healtn
& REPUBLIC OF SOUTH AFRICA

Houriiyah Tegally Willem Hanekom

Eduan Wilkinson
Jennifer Giandhari
Sureshnee Pillay
Emmanuel James San

National Institute for Communicable Diseases

Centre for HIV and STIs Sequencing Core Facility
Jinal Bhiman Zamantungwa Khumalo
Cathrine Scheepers Annie Chan
Constantinos Kurt Wibmer  Morne du Plessis
Thandeka Moyo Stanford Kwenda
Tandile Hermanus Phillip Senzo Mtshali
Frances Ayres Mushal Allam

Zanele Molaudzi Florah Mnyameni
Bronwen Lambson Arshad Ismail

Tandile Hermanus
Mashudu Madzivhandila B
Prudence Kgagudi MRC\§
Brent Oosthuysen %
Penny Moore

. The
Lynn Morris @ FIeming
NICD Groups v Fund
NICD COVID-19 response team

NICD SARS-CoV-2 Sequencing
Group

Department

Rms”  REPUBLIC OF SOUTH AFRICA

[N ,",’
(DC

co o ~

University of the
Free State

UNIVERSITY OF THE
FREE STATE
UNIVERSITEIT VAN DIE
VRYSTAAT
YUNIVESITHI YA
FREISTATA

UFS

Dominique Goedhals
Armand Bester
Martin Myaga

Peter Mwangi
Emmanuel Ogunbayo
Milton Mogotsi
Makgotso Maotoana
Lutfiyya Mohamed

dl)

NHLS Division of Virology
Sabeehah Vawda

Felicity Burt

Thokozani Mkhize
Diagnostic laboratory staff

Network for Genomic
3 Surveillance in South Africa



