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Summary: SARS0oV2 transmission and genomics based on
evaluation of wastewater at sentinel sites across RSA

Wastewaterlevels
Epidemiological weeks 332

From weeks 33-39, the cumulative SAR€0V2 levels measured at

wastewatertreatment works (WWTW)has remained around 2 log (100

genomecopies/mlof wastewater Thishasfollowed on from the increases
observed in weeks 31-33, when the cumulative SARE0V2 levels in

wastewater at sentinel sites in South Africa showed increasesto levels
above?2 log (100 genomecopies/mlof wastewaterup from below one log

copy/mlin epidemiologicalveek2?2 (first weekin June2023).

In weeks 3342 increasesand/or higher levels have been in Free State
(BloemspruitWWTW)

Correlationwith syndromicsurveillancefor influenzalike illness (ILI) and
severeacute respiratoryinfection findings (SARI)s required to determine
the clinical and public health significance of ongoing transmission
https.//www.nicdac.za/diseases-z-index/diseasendexcovid
19/surveillancereports/weeklyrespiratorypathogenssurveillanceaeport-
week/

Wastewatergenomics
Epidemiological week83-40

Nonewgenomicgesultswere obtainedfor week40

Genomicgesultswere obtainedfor weeks33-39 for the heat map and mutational
profile.

Omicron lineage BA.2.86 followed by JB.2, XBB.1.4, XBB.1.5.81 andlXB&gasb

were the dominant lineages circulating in wastewater samples between August and

September 2023

In clinical sample8A.2.86vas also the dominant lineage circulating between
August and September 2023, followed¥BB.1.5nd XBB.1.5.81.

The OmicronlineageBA2.86 is circulatingin KwaZuleNatal in eThekwini(in the
catchmentsof Northern and Central WWTWSs),and in Gauteng,in the City of
Johannesbur@n catchmentsof Northernand GoudkoppieSWVWTWSs)in Ekurhuleni
(in the catchmentsof Olifantsfontein,Vlakplaatsand HartebeesfonteinlVWTWSs),
andthe Cityof Tshwangin the catchmentof DaspoortWWTP)It is alsocirculating
in EasternCapein Buffalo City (in the catchment of MdantsaneWWTW), in
Western Cape,in the City of CapeTown (in the catchment of BorchesQuarry
WWTW),and Free State, in Mangaung(catchmentsBloemspruitand Sterkwater
WWTWSs)

Interpretation: Ongoing transmission of SAR8V2 due to Omicron lineages including the
new lineageBA.2.86.


https://www.nicd.ac.za/diseases-a-z-index/disease-index-covid-19/surveillance-reports/weekly-respiratory-pathogens-surveillance-report-week/
https://www.nicd.ac.za/diseases-a-z-index/disease-index-covid-19/surveillance-reports/weekly-respiratory-pathogens-surveillance-report-week/
https://www.nicd.ac.za/diseases-a-z-index/disease-index-covid-19/surveillance-reports/weekly-respiratory-pathogens-surveillance-report-week/
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Wastewater-based Epidemiology for COVHDO

What does wastewater testing for SARE0\,2 mean?
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South Africaat a glance

Summed total of clinical and genome copies

Log Genome Copies/ml (N Gene)

O

<

-0

dPCR

qPCR

+ | mzzoz
= | esmizoz
. | 1smizoz
+ | 6vmizoz
| LymizoT
| skmizoz
| svmizoz
= | 1vmiz02
+ | 6emizoz
+ | Lemizoz
+ | semizoz
+ | semizoz
+ | 1emiz02
* | 6Tmiz0T
| Lzmizoz
| stmizoz
| semizoz
: | 1zmizoz

= LLImIT0T
» 1S1MIT0T
" L eImIcoe
= L1IM[Z0C

— TPMETOT
* |ormezoz
| semezoz
| oemezoz
| vemezoz
| zemezoz
: |oemezoz
. 1 0EMETOT
. MWNBMSN*
| ozmezoz
+ | vemezoz
| zemezoz
* | ozmezoz
| s1mezoz
= |ormezoz
+ | vimezoz
| cimezoz
* |oimezoz
+ | smezoz

9METOT
yMET0T

i | TmeToT

TSMTTOT

= 10SMTT0T
. | 8¥MTT0T
o R LA ire
. | PPMTToT
. | ermeeoT
. 1 0¥MTToT
. 18€MTT0T
1 ] 9emTT0T
. | PEMTToT
a1 3EMTT0T
» 1 0EMTT0T
=+ 18TmeeoT
. 19TmTeoT
. | vemeeoe
. | cemeeoe
= 10TMTT0T
. 181MTC0T
. 191MTT0T
. | VIMTT0T
. | C1MTT0T
= 101MTT0T
. | 8MTT0T

Epidemiological week

9MTT0T
yMTC0T

B Sample Collection =@ South African SARS-CoV-2 Wastewater Levels

61M120C

6M120T
LMIT0T
| SM[T0T
€M[20T
IM[20T

60,000

Y U e aarawy

40,000

SOSBO PAWLIFU0D A10JeI0qRT

0.

* Chloroform start and end date

Changes in levels of SAR®¢2 (line graph) in kilowing untreated wastewater from plants tested by NICD,

compared withlaboratory-confirmed cases fronishwane, Johannesburg, Ekurhuleni, eThekWlangaung

Nelson Mandela, Buffalo City, and City of Cape Taney bars)by epidemiological week, 202D23.

A8 e B
Lz} health
q '@' Deparntmoent
Hoatth
y V REPUBLIC OF



South Africa at a glance:

Circulating variants as determined byreyja deconvolution of
sequence data

A SARE0V2 variants Inferred variants in wastewater samples from South African wastewater
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determined by the treatment plants by month, between April 202%eptember 2023
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South Africa at a glance:

Circulatinglineages as determined by Freyja deconvolution of
seguence data
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What mutations in the spike protein tell us about the circulating
lineages Higighied
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Spike mutational profile of samples from sites across South Africa and VOCs/VOIs processed in we@g 36023

A combination of mutationassociated with lineage BA.2.86 have been found in

sites across all South African provindesing Epi weeks 339.
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Spikemutational profile of samples from sites across South Africa and VOCs/VOls processed in weeR9,3323

A combination of mutationassociated with lineage BA.2.86 have been found in
sites across all South African provindesing Epi weeks 339. XBB2.3 was also
detected in week 38 in Olifantsfontein aiiakplaats
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Spike mutational profile of samples from sites across South Africa and VOCs/VOlIs processed in wed& 3623

A combination of mutationassociated with lineage BA.2.86 have been found in
KwaZuluNatal, Gauteng, Free State, Eastern Cape, and Westerni@&e weeks
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CentralWastewaterTreatmentWorks(KZN) 38 K Y ®mEE ]
Rooiwal\WastewaterTreatmentWorks 38 K Y @ =@ E =
Northern: TreatmentWorks(KZN) 38 K D E =B ()
Central\WastewaterTreatmenfWorks(KZN) 39 K Y - - . -
Bloemspruit\Wastewater Treatment\Works 39 K Y B E D ()
HartebeesfonteinVWaterviorks 39 K Y - - - -
NorthernW: i Vorks(KZN) 39 K Y =2Es ]
Mdantsane\VastewaterTreatmentWorks 39 K Y . - - -
DaspoorfWastewaterTreatment\Works 39 K HY - - - -
BA1 K Y -
BA2 K Y -
BA3 i v @
BA4 K ¥ @8
BAS K L 1509
XAY K Y [ ]
XBA K Y &=
BQ1 K u
XB8 = L =
XBB.15 < L ERCS)
XBB.1.16 = u o e
XBB.1.9.1 = u LURLS
XBB.192 > L 26
XBB 23 K v L
EG.5 K U - -
EGS5.1 K Y B0
BA 236 i Lt . . . -




Amino acid mutations and frequency Spike protein

XBB*is a recombinantof BA2.10.1 Lo A | | : 17 BA2.86 is a highly mutated sub
and BA2.75 that is characterisecby N , I B : - i lineage of BA2, recently circulatingin
one or more of the following D ' e : _ i Denmark,Israeland the United States
mutations in the spike protein: = = w5 = = . . ' i of Americaand is characterisedy one
V83A, Y144, H146Q, QI183E, - : : A e or more of the following mutationsin
V213E,@52V, G339H, R346T, L368, the spike protein: R21T, S5OL, H69-,
VA445P,G446S,N460K, F486S,F490S V70, V127F, F157S, R158G, N211,

7o 12121, V213G, [216F, H245N, A264D,
List of variants and sulineages of interest and ER _ ﬁg 1332V, K356T, RA03K, V445H, N450D,
concern : f oo L452W, N481K, V483, EA84K, BE554K,
(https://www.who.int/en/activities/tracking : ez A570\/, P6215 1670\/, P681R, $39:1

SARE 0\f2-variants
805 P1143.,Insl6:MPLF*

R I i 11
T — -

S939F
Spike protein mutation associated
with the BA.2.86 lineage

V213E, R346T
Mutations in spike protein associated with
XBB* suHineages

P143L
Spike protein mutation associate
with the BA.2.86 lineage

mmmmmmmmmmmmmmmmmm
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Heatmap showing patterns of emerging mutations in the spike region of-SARE collected from April, 2024August, 2023. Mutions appearing in yellow have a low
read frequency, those appearing in orange have a medium read frequency and those appearing in red have a high read Medatmty.are included and updated
weekly.
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Laboratory confirmed cases
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Epidemiological week

%
*

" Rooiwal Sample Collection ® Daspoort Sample Collection # Daspoort Wastewater Treatment Works + Rooitwal Wastewater Treatment Works

S Chloroform start and end date

RooiwalWastewater Treatment Works

= ‘ ‘ ] 10 I,
o7 Lors-
i i
§ H
£ ! !
3
: :
o Fon
L ]
K s
-3 s
H §
§ 5
g H
£ oz | So-
0.00- - 0,00~
: Eniweeks | | :
8 Aipha # BA1 % BA2 B BA21 BA210 W BA274 W BA28S § BA2861 W BA4 ¥ BA4S § BAS ® Alpha
¥ BASY W BAS3 BE11 ¥ BE12 Beta § BF.1* 8Q.1 ® BQ2 8§ Delta 8§ FD2 nFL ¥ BE12
group FL25 " FY1 FYa B FYS B HSH " JB2 8 Kappa ¥ Other ¥ XAS ¥ xBB ¥ XBB.1.16 roup 8 FY.5
§ XBB.1.16.17 ¥ XBB.1.22 W XBB.141.1 XBB.1421 W XBB.15 W XBB.15" XBB.15.15 B XBB.1.517 XBB.1.525 W XBB.1528 XBB.1545 g pﬁ J 8
§ XBB.1549 XBB.157 W XBB.1.581 ¥ XBB.1.591 W XBB.19 W XBB.19.1 W XBB27 B XBE XB8.1.26.1

¥ xBB8.1.591 W xBB.1.9 W XBB.1.9.1 W XBB3 XBB.6

¥ BA1 ¥ BA2 B BA286 N BA4 W BA46 N BAS W BAS2 N BAS3S BE.1.1

¥ BES BE7 BES W BES Beta W BF7 Ba.1 ¥ Delta FL25

B HSA " B2 B Kappa W Other N XAA ¥ XAH " xs8 " XBB.1.16 W XBB.1.28
XBB.1.41 W XBB.1.41.1 W XBB.1.5 W XBB.1.5" W XBB.1.528 W XBB.1.540

u XBE

XBB.1.545 W XBB.1581 W XBB.1583

SAR&0V2 levels and Genomic Results in Epi w2k

A From Epiweek 33, the SARE0V2 levelsin
DaspoortWWTWis moderate

A As of Epi week 42, SARSoVe levels in
Rooiwal WWTW have declinded Levels
remainlow.

* Sequencing data ending in Epi week 38Ronoiwaland
39 inDaspoort

A Omicron lineages XBBL5.49, XBB1.16,
XBBL.9.1 and JB2, were circulating in
Daspoortduring Epi week 39, with BA2.86
dominating

A BA286 was also the dominant lineage
detectedin Rooiwalduring epiweek38. Other
lineagesincluding JB2, XBB3 and FY5 were
alsoin circulation

SNP Analysis:

A A combination of mutations (V127F, 1212,
V213G, L216F, H245N, A264D, 1332V, K356T)
associatedvith lineageBA2.86 were found in
both Daspoortand Rooiwal

NATIONAL INSTITUTE FOR

COMMUNICABLE DISEASES
Division of the National Health Laboratory Service




auteng Johannesburg

SARE0V2 levels and Genomic Results in Epi week 42:
qPCR || apcr =
g 40,000 4 R
g &
<2 30,000 3 5 A As of Epi week 41, SARE0V2 levels in
= 8 Goudkoppies WWTW have decreased slightly.
‘*§ 20,000 2 g Levgls remain moderate (2 log (100) genome
; g copies/mlof wastewater)
g 10,000 ’ - A In Northern WWTW SARSC0V2 levelsdecreased
2 0 0 g slightly,but remainmoderatein Epiweek42.
i rerr reeraeteremeeates s e eeremeseierseseeeieesees ebeseerareiens war e ste . T T I -
DN V0 — O D — <~ N O A0 — <O [=RN s B =R N o B R e it B e o | i
—_ s = = = = el Il N NN T T T T VW00 = = ]Il Ol NN S W = T e = — = ] 0] O] N oon
5> EEFEEEEZEBEEES 5535585 EE335 355335585858 5858535553325G35 N . I ) .
NSNS 9999989988303 R83R8388_888% Sequencing data ending in Epi week 36Goudkoppiesand
SO oo CcC oo CcC oo oo oo oo oOoO0CoCcC o o000 o Cc oo CcooCc oo o oo oooo oo oo H
IS IR S IR S I S I S B S I SN IR S IR SN T o R S R o B o 0 o Y o Y o Y o B o B o B S I o TP S B o T S o R SN o Y oS B o B o B SN B S B S AP S IR S I S T o P S I SN SN D S B o IR o B o B S B S Bl X B S i o 31 in Northern.
Epidemiological week * X
= Goudkoppies Sample Collection = Goudkoppies Wastewater Treatment Works ® Northern Sample Collection - Northern Wastewater Treatment Works (GP) A During epiweek 36, Omicronlineage BA2.86 was
A Chloroform start and end date dominating in epiweek 36. Other lineages in
circulationincludedXBBL.5.81, XBB1.41.1, JB2 as
_ wellasXBB1.16.17
GoudkoppiesWastewater Treatment Works Northern Wastewater Treatment Works
A OmicronlineagesXBB1.5.28, XBB1.41.1, XBB2.4,
- I XBBL1.42.1 and XBB2.9 were circulatingduring Epi
| week31in Northern Gauteng
| g SNP Analysis:
,, g A Acombinationof mutations (V127F, 212, V213G,
H L216F, H245N, A264D, 1332V, K356T) associated
; H with lineageBA2.86 were found in Goudkoppies
‘ Eox
A | | A SNPanalysiscould not be performed asthe SARS
: N CoV2 sequencing coverage in the Northern
“““““““““ S S Johannesburgsamplescollected during Epi week
34 wastoo low for meaningfulinterpretation
B Alpha B AYA B AY.125 B BA2 W BA2386 N BA3 B Alpha B BA2 B BA4 B BA4S6
B BA4 ¥ BA4S6 B BAS ¥ BASA B BE.1 BE.1.1 N BA48 B BAS B BAS5.2 BE.1.1
group W BE.1.2 BE.8 Beta BQ.1 B Delta ¥ DR.1 group ¥ BE.1.2 Beta BQ.1 B Delta
N JB2 ¥ Other I XAS B XBB.1.16.17 W XBB.1.41.1 W XBB.1.5 B XBB.1.41.1 W XBB.1.42.1 XBB.1.5.28 XBB.2.4
¥ XBB.1.5* M XBB.1.540 ! XBB.1.545 M XBB.1.581 W XBB.1.584 N XBB.3 XBB.2.9




auteng Ekurhuleni

SARE0V2 levels and Genomic Results in Epi w2k

gPCR |[ apcr =
330,000 3 %
2 ) a . . .
< = A No new resultswere obtainedin Eglweek42_.
2 50000 ) B The SARE0V2 levels in Hartebeesfontein
£ A WWTWincreasedsignificantlyfrom moderate
g 2 levelsin Epiweek 33, to low levelsin Epiweek
= 10,000 \. f | % 40.
o
ia‘ L] —
2 ‘ Z .
£ 0 e e e T T TTTETETETITETT e Chee e 0 o A Nonewresultfor Epiweek42, however,asof
— 5 2 ssa % esuSANIEANESE SEASEES § BEGENE ASSEE SNESEES & 4 SSAGSEGANISEE Damasesussm ans - . snms as s - % Ep| Week 39, there was a Sllght increasein
e T O S G R Bt ot e e S e e e R I e SOT SRS SesenTexon = SARE 0V levelsin VlakplaatsWWTW,after
EEEEFPEEEEEEEEE RSP E RS EEFEEEE S EEEEEEFEEEE PP EEEFF PP ECS S EEEEEEEEEEEEEEEE 22 astabledecreasdrom Epiweek35.
ettt SIS S SN S SN S S SN S S S g O BO O
CODCOOTOOCOCOOOOOTCOOTTOOCOOOOOCOOOOOOoOOOOooCOoCOoOoooCooooooooooooooooooooooTooT
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* Seguencin data ending in Epi week 38Jlakplaats
and 39 inHartebeesfontein

*
*

Epidemiological week

= ERWAT Vlakplaats Sample Collection = ERWAT Vlakplaats Wastewater Treatment Works ® Hartebeesfontein Sample Collection - Hartebeesfontein Waterworks

X Chioroform start and end date A Omicron lineages BA2.86, JB2, XBBL411
and XBBL1.5.81 were circulatingin Viakplaats
duringepiweek38

ERWAVlakplaatsWastewater Treatment Works HartebeesfonteinWastewater Treatment Works

A LineagesIB2, XBB1.41.1 and XBBL.5.81 were
circulating during Epi week 39 at the
Hartebeesfonteinvater treatment plant, with

wll | ! BA2.86 dominatingduringweek39.
i | v SNP Analysis:
: i
E A A combination of mutations (V127F, 212
V213G, L216F, H245N, A264D, 1332V, K356T)
associatedvith lineageBA2.86 were found in
both Ekurhulentreatment plants
. ' | . I
B Apha ¥ BA1 B BA2 H BA2386 B BA4 B BA4S B BAS Sapa wE near NEAZ W BA21  BAZ1 ¥ BA27S B BA286 § BAL e
¥ BAS1 N BAS3 W BE1 ¥ BE12 BE7 BES Beta poeRen §mat Nea: s Roa Sms. Sma s Gw  Sas
group BQ.1 B CP1 W Deita ¥ JB2 ¥ Other ¥ XAH ¥ XAS :f.::,_;:;'m:::jm:m“:::”::;:“:;y-::zv::mv-m s

U XBB B XBB.1.16.17 W XBB.1.41.1 M XBB.1.5 M XBB.1.5* M XBB.1.5.81 ¥ XBB.1.591
§ XBB.1.9 W XBB.1.9.1 W XBB.2 ¥ XBB.23.11 W X8B3 W XBE




KwaZuleNatal- eThekwini

SAR&0V2 levels and Genomic Results in Epi week 42:

PCR dPCR

L 30,000 : | 35
g o
3 g
?Ea 20,000 2 § A No new resultswere obtainedin Epiweek 42
£ o however, SAR&0V2 levels in Central
5 10000 | B WWTW in Epi week 39 showed a sharp
g < increasefrom low levelsin Epiweek38 (1 log
g . . > copy/ml)to moderatelevels(2 log copies/ml),
5 0 e eiren amermeeeeit iiiTes aaeeeaeeeeees T e e meeaee 0 o followed by a decrease Levels remain
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Epidemiological week * ok however, SARE0V2 levels increasedfrom
low to moderate in week Epi 36 in Northern
WWTW, after which there was a slight

Central Sample Collection = Central Wastewater Treatment Works (KZN) - Northern Sample Collection ® Northern Wastewater Treatment Works (KZN)
* Chloroform start and end date

decline Levelsremain moderatein Epiweek
42,

Central Wastewater Treatment Works Northern Wastewater Treatment \Works * Sequencing data ending in Epi week 39 in Central

eThekwini and in eThekwini North.

Epiweek 39, with a BA2.86 dominanceat the
CentraleThekwiniwater treatmentplant.

A In eThekwini North, XBB1.42.1, JB2, and
BAZ2.86 were circulatingduring Epiweek 39

Propartion of variants in & given samples

Proportion of variants in a given samples
H

“ M | |
‘ A XBBXBBL.5.28, JC1, JB2 were circulatingin

am-

' I I I l I SNP Analysis:

tEERE LR

A A combination of mutations (V127F 212,

¥ BA1 N BA2 BA216 M BA274 M BA286 N BA4 N BAS V213G, 1216F, H245N, A !
¥ BA1 B BA2 N BA2.1 B BA2.37 BA.2.75 N BA2.86 § BA4 B BA4S6 ¥ BA4SB § BAS
BE11  BQ1 MW CH1119 MW CH1120  CJ1 ¥ Delta W FL
N BAS2 N BAS535 M BE1 BE11 MW BE12 M BES BE.7 Beta BF* N BF7 5 associatedvith lineageB
group ¥ BN.1 BQ.1 CHA11 W Delta ¥ DR1 EG2 " FL FL24 W FYS5 B HS.1 group © FL25 W HK2 B HsA T JB2 § JB.21 i Other I XAS both eThekwini tg “yNAﬂONN.INSTmtI‘EFOR
" B2 % JC1 W Other XAK B XAY » xBB XBB.1.16 M XBB.1.162 B XBB1222  XBB.A.41 U XBB XBB.1.16 W XBB.1.16.17 M XBB.1.22.2 XBB.1.41 M XBB.1.41.1  XBB.1.42.1 oth e | nekwinwaste i' COMddHMBu.: mswa
B XBB.1.41.1 W XBB.1.5 W XBB.1.5* W XBB.1.5.28 ¥ XBB.1.5.84 ¥ XBB.1.591 W XBB.1.9 W XBB.1.9.1 W XBB.2 § XBE B XBB.1.5 B XBB.1.5* W XBB.1.528 M XBB.1.5.81 N XBB.1.591 W XBB.1.9 B XBB.1.9.1
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Laboratory confirmed cases

< Chloroform start and end date

® Brickfield Sample Collection # Brickfield Pre-treatment Works ® Kwanobuhle Sample Collection + Kwanobuhle Wastewater Treatment Works
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Epidemiological week % %

Propartion of variants in a given samples.

a given sampies.

2050

tsin

Proportion of variay

Brickfield Pretreatment works

Propartion of variants in a given samples

B
B

Eprweeks
near weaz
PN
goup  BF W CH1118
B ool Ot
P
B BAS B BE9
group  BF* B CH.1.1.19
B Delta ¥ Other

B XBB.1.5

KwanobuhleWastewater Treatment Works

group  BF*
N Delta
B XBB.1.5*

B BA2 U BA3 a
B BE.1 B BE.1.2
N BF7 BQ.1

XAK U xBB il

XBB.1.5.27 W XBB.1.5.32 W

XBB.1.5.81

SAR&E0V2 levels and Genomic Results in Epi week 42:

A Nonew resultswere obtainedin Epiweek42,
however, in Epiweek 37, a sharp declinein
SARE0V2 levels were seenin Kwanobuhle
WWTW, followed by a slight increase Levels
remainlow.

A SARSO0\2 levels increased from low to
intermediatefrom Epiweek 33to Epiweek34
in Brickfield Pretreatment works, and levels
are moderate No new resultsare availablefor
Epiweek42.

* Sequencing data ending in Epi week 29 in Brickfield ar
32 inKwanobuhle

A SARS0V2 sequencing coverage in the
Brickfield samplescollected during Epi weeks
3032 are too low for "meaningful
interpretation

A OmicronlineagesXBB1.5.81, XBB1.5.32 and
XBB1.5.27 were circulating in Kwanobuhle
duringepiweek32.

SNP Analysis:

A SNPanalysiscould not be performed as the
SARE0V2 sequencm% coverage in the
Brickfield and Kwanobuhlesamplescollected
during EPI ‘weeks 30-39 were too low for
meaningiulinterpretation.




Eastern Cape Buffalo City

PR = - SAR&0V2 levels and Genomic Results in Epi wézk
% 30,000 3 @
2 20000 ) 2 A InEpiweek42, SARE0V2 levelsin Mdantsane
= o WWTW decreasedand remain low after an
5 . 2. increasein SARE0V2 levelswas seenin Epi
g 10000 1 \ - week39.
El. * . oy
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Epidemiological week >k >k * Sequencing data ending in Epi week 38Hastbankand
® East Bank Sample Collection + East Bank Wastewater Treatment Works ® Mdantsane Sample Collection * Mdantsane Wastewater Treatment Works 39 InMdantsane
Chloroform start and end date
. ¢
A OmicronlineageBA2.86, XBB2.9, XBB2.9 and
GG1 were circulating in Eastbankduring Epi
East Bank Wastewater Treatment Works MdantsaneWastewater Treatment Works week38. J 9=p
| A LineagesCH1.1.11, BA2.86, XBBL.5.81 and
. - XBBL.5.88 were circulating in Mdantsane
H during Epiweek39.
g H
SNP Analysis:
! i
Eox A A combination of mutations (V127F, 212,
| V213G, L216F, H245N, A264D, 1332V, K356T)
associatedwith lineageBA2.86 were found in
"N PR RO ssmansossar: sspmargnrs: o . both EastbanlandMdantsane
A 0 Alpha H BA2 N BAA ¥ BA2 N BA286 M BA286.1 N BA3 ¥ BA4
H BA2:86 W BAA4 B BAS B BA4S6 B BAS B BE.1 N BE.1.2 ¥ BES9 ¥ CH.1.111
o ' i group  CJ.1 ¥ Delta FY.3 B FYS5 N HsA " B2
group H BE.1.2 N Delta GGA1 N JB21 ¥ Other B XAP Y XBB.122 M XBB.1.41.1 M XBB.15.32
' Other W XBB24 XBB.2.9 B XBB.1.5.56 M XBB.1.5.81 W XBB.1.588 M XBB.1.5.91
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SARE0V2 levels and Genomic Results in Epi week 42:

4PCR |[ arcr ~
% 30,000 3 ®
@ Q
5 2] . . .
= 2 A In BloemspruitWWTW,an increasein SARS
£ 20,000 2 B CoV2 levelswere seenin Epiweek42. Levels
£ o remainmoderate
s =3
> 10,000 1 g;
< . .
g *vee = A A sharpincreasein SARE0V2 levels were
£ 0 n—e e TS 0 o seenin SterkwaterWWTWfrom Epiweek38.
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Epidemiological week
Bloemspruit Sample Collection -+ Bloemspruit Wastewater Treatment Works ®  Sterkwater Sample Collection = Sterkwater Wastewater Treatment Works A Lineage J B2 was the dominan t Iineage

S Chloroform start and end date
circulating in Bloemspruit during week 39,

with BA2.86, FL25, FY5 and XBB2.4 also

circulatingin the area

A XBB1.411 was the dominant lineage
circulating in Sterkwater during week 38.

- il HS1, JB2, XBB1.22 and JB2.1 were also
circulatingduringthistime.

SNP Analysis:

| A A combination of mutations (V127F, 212,

BloemspruitWastewater Treatment Works SterkwaterWastewater Treatment Works

V213G, L216F, H245N, A264D, 1332V, K356T)
associatedvith lineageBA2.86 were foundin
both Bloemspruitand Sterkwater

Proportion of variants in a given samples

B

Epiweeks
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