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Summary: SARS-CoV-2 transmission and genomics based on
evaluation of wastewater at sentinel sites across RSA

Wastewater levels
Epidemiological weeks 33-37

From weeks 33-37, the cumulative SARS-CoV-2 levels measured at
wastewater treatment works (WWTW) has remained around 2 log (100)
genome copies/ml of wastewater. This has followed on from the increases
observed in weeks 31-33, when the cumulative SARS-CoV-2 levels in
wastewater at sentinel sites in South Africa showed increases to levels
above 2 log (100) genome copies/ml of wastewater, up from below one log
copy/mlin epidemiological week 22 (first week in June 2023).

In weeks 33-37 increases and/or higher levels have been seen in Gauteng
(Daspoort WWTW) and Cape Town (in Borcheds Quarry WWTW and
Zandevleit WWTW)

Correlation with syndromic surveillance for influenza-like illness (ILI) and
severe acute respiratory infection findings (SARI) is required to determine
the clinical and public health significance of ongoing transmission.
https://www.nicd.ac.za/diseases-a-z-index/disease-index-covid-
19/surveillance-reports/weekly-respiratory-pathogens-surveillance-report-

week/

Wastewater genomics
Epidemiological weeks 31-35

*no new data since last report

No new genomics results were obtained for week 35

From weeks 31-33, samples from 9 of 16 WWTP have genomic
sequencing results, as SARS-CoV-2 sequencing coverage in the
remaining samples are too low for meaningful interpretation

Omicron lineages XBB.1.5 followed by XBB.1.16 and XBB sub-lineages
remain the dominant lineages circulating in clinical samples in June,
July and August 2023

The Omicron lineage BA.2.86 is evidently circulating in KwaZulu-Natal
in eThekwini (in the catchments of Northern and Central WWTPs), and
in Gauteng, in the City of Johannesburg (catchment of Northern
WWTP) and the City of Tshwane (in Rooiwal WWTP catchment).

The Omicron lineages EG.5 and EG.5.1 are evidently present in City of
Johannesburg (Northern WWTP) as the mutation F456L, which is
signature to this lineage has been found in Northern Gauteng in epi
week 31 (03 August, 2023).

Interpretation: Ongoing transmission of SARS-CoV-2 due to Omicron lineages including the
new lineages BA.2.86 and EG.5, and EG.5.1 at higher levels than June 2023.


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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CoV-2?
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Treated water

v released into river
o= .

For a full description of this process, see the
photoessay developed in collaboration with the

Gauteng City Region Observatory . I rerwraryy
https://www.gcro.ac.za/outputs/photo-essays/detail/photo-essay-sewersheds-what-can- \ ............................................. for water quality
wastewater-tell-us-about-community-health/
-—* Public Health
. . . . Research interventions
For a technical description and analysis of wastewater Sample anayeed and analysis

f f
levels and results see ifec dous disense F
https://pubmed.ncbi.nim.nih.gov/37506905/
https://www.medrxiv.org/content/10.1101/2022.12.15.22283506v1 (accepted by > > =
Nature Communications, publication pending) (———————————————)
( SewZég'It‘em " ) Wastewater surveillance process
SARS-CoV-2 is not transmitted by faeco-oral Sewer line Ihecioied
route. Wastewater with SARS-CoV-2 is not Wastewater surveillance | ............ Sewershed * r:oicit;or?ﬁg ,;Ze;iise
to test for disease

infectious


https://www.gcro.ac.za/outputs/photo-essays/detail/photo-essay-sewersheds-what-can-wastewater-tell-us-about-community-health/
https://www.gcro.ac.za/outputs/photo-essays/detail/photo-essay-sewersheds-what-can-wastewater-tell-us-about-community-health/
https://pubmed.ncbi.nlm.nih.gov/37506905/
https://www.medrxiv.org/content/10.1101/2022.12.15.22283506v1

Wastewater-based Epidemiology for COVID-19

What does wastewater testing for SARS-CoV-2 mean?

Facets:
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Laboratory confirmed cases

South Africa at a glance:
Summed total of clinical and genome copies

qPCR || dpcr
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Epidemiological week
* Chloroform start and end date

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

Changes in levels of SARS-Cov-2 (line graph) in in-flowing untreated wastewater from plants tested by NICD,
compared with laboratory-confirmed cases from Tshwane, Johannesburg, Ekurhuleni, eThekwini, Mangaung,
Nelson Mandela, Buffalo City, and City of Cape Town (grey bars), by epidemiological week, 2021-2023.
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South Africa at a glance:
Circulating variants as determined by Freyja deconvolution of
sequence data

SARS-CoV-2 variants
in  wastewater as
determined by the
‘Freyja’ tool (Scripps
Institute)

* Allows
determination of
variants in each
wastewater
sample

Results from
sequencing data
ending in epi week 32

(10 August 2023)
*  Omicron lineages
XBB.1.5 and

Omicron were
circulating from
June to August,
with Omicron
dominance in
August.

Proportion of variants in a given samples

Inferred variants in wastewater samples from South African wastewater
treatment plants by month, between April 2021- August 2023

*no new data since last report
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South Africa at a

glance:

Circulating lineages as determined by Freyja deconvolution of
sequence data

Results from
sequencing data
ending in epi week 32
(10 August 2023)

*  Omicron lineages
XBB.1.5 and
Omicron were
circulating from
June to August,
with Omicron
dominance in
August.

e Omicron XBB sub-
lineages were in
circulation
throughout
August.

* The predominant
lineages circulating
in clinical samples
in the recent week
are XBB.1.5
followed by
XBB.1.16 and XBB
sub-lineages.

*ne new data since last report

Proportion of variants in a given samples
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What mutations in the spike protein tell us about the circulating
lineages Highighted

Highlighting mutations found in
wastewater samples that

correspond to the reference
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Spike mutational profile of samples from sites across South Africa and VOCs/VOIs processed in weeks 30 31 32, 2023

A combination of mutations with associated with
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Gauteng, with mutations signature to EG.5 and EG.5.1

also been found in Northern Gauteng in Epi week 31
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Amino acid mutations and frequency — Spike protein

XBB* is a recombinant of BA.2.10.1 . . ' ' §§§ BA.2.86 is a highly mutated sub-
and BA.2.75 that is characterised by ok P T P ' : z i lineage of BA.2, recently circulating in
one or more of the following : P : - 2 Denmark, Israel and the United States
mutations in the spike protein: S : T : : | of America and is characterised by one
V83A, Y144-, H146Q, Q183E, P - S . ' or more of the following mutations in
V213E,G252V, G339H, R346T, 1368, g S ” the spike protein: R21T, S50L, H69-,
V445P, G446S, N460K, F486S, F490S 7 Z éég V70-, V127F F157S, R158G, N211-,

E ) Eéz L2121, V213G, L216F, H245N, A264D,
List of variants and sub-lineages of interest and : E% |332V, K356Tr R403K; V445H; N450D;
concern ' N ' -G - : gg% L452W, N481K, V483-, E484K, E554K,
itosy s who intjen/activtes/tracking: A A : | = A570V, P6215, 1670V, P681R, S939F,

: ! - 29 P1143L, Ins16:MPLF*

S939F

Spike protein mutation associated
with the BA.2.86 lineage

G252V

Mutation in spike protein associated with
XBB* sub-lineages

*no new data since last report
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Heatmap showing patterns of emerging mutations in the spike region of SARS-CoV-2, collected from April, 2021 - August, 2023. Mutations 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 frequency. Mutations are included and updated
weekly.



Gauteng - Tshwane
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SARS-CoV-2 levels and Genomic Results in Epi week 37:

The SARS-CoV-2 levels in Daspoort WWTW
increased 2-fold from Epi week 33 to Epi week 36
and decreased in Epi week 37. Levels remain
moderate

Levels in Rooiwal WWTW week 37

decreased slightly

in Epi

* Sequencing data ending in Epi week 32 in Rooiwal and 30 in
Daspoort WWTW.

SNP Analysis:

Omicron lineages FD.2, XBB.1.5.49, XBB.1.5.17,
XBB.1.5.15, XBB.1.5.25, FY.3, FY.1, XBB.1.22.1,
XBB.1.22, FY.5 were circulating in Daspoort during
Epi week 27. With XBB.1.5.81 dominating in Epi
week 30.

Omicron lineages XBB.1.5.81, XBB.1.28,
XBB.1.28.1, XBB.1.4, XBB.1.5.83 were circulating in
Rooiwal during epi week 32.

In Daspoort, mutations associated with XBB.1.5
(V83A, Q183E, R346T, L368I, F486P, F490S) were
detected during Epi week 30.

A combination of mutations (V127F, F157S,
R158G, L212I, V213G, L216F, H245N, A264D,
1332V, K356T, R403K, V483-, E554K, A570V,
P621S, 1670V, S939F) associated with lineage
BA.2.86 were found in Rooiwal, Gauteng

NATIONAL INSTITUTE FOR
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Division of the National Health Laboratory Service




Gauteng - Johannesburg

SARS-CoV-2 levels and Genomic Results in Epi week 37:

qPCR || apcr ~
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2 30,000 3 é *  The SARS-CoV-2 levels in Goudkoppies WWTW
E i increased from Epi week 30, and levels were
“g 20,000 2 5 intermediate from Epi week 34. No new results
- / g from Epi week 37 are available
g 10,000 1=
E wd 2
= 0 L. . . : e . 02 * The SARS-CoV-2 levels increased to moderate in
=
o

Northern WWTW in Epi week 36. No new results

EEEEEEE N R — S-S M0N0 =D S o O e D e - . :
— g - = === oo TFTTIFTEQRANRL ===l nOT T IO =T ———==o0alclclehono from Epi week 37 are available
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* Sequencing data ending in Epi week 26 in Goudkoppies and
31 in Northern WWTW.

%
%

Epidemiological week

= Goudkoppies Sample Collection = Goudkoppies Wastewater Treatment Works ® Northern Sample Collection - Northern Wastewater Treatment Works (GP)
5% Chloroform start and end date

* SARS-CoV-2 sequencing coverage in the
. Goudkoppies samples collected during Epi weeks
Goudkoppies Northern 30-32 are too low for meaningful interpretation

*  Omicron lineages XBB.1.5.28, XBB.1.41.1, XBB.2.4,
I | XBB.1.42.1 and XBB.2.9 were circulating during Epi
week 31 in Northern Gauteng.

SNP Analysis:

*  SNP analysis could not be performed as the SARS-
CoV-2 sequencing coverage in the Goudkoppies
samples collected during Epi weeks 30-32 are too
low for meaningful interpretation

Proportian of variants in a given samples

Proportion of variants in a given samples

* In Northern Gauteng, mutations associated with
EG.5 and EG.5.1 (F456L) and XBB.1.5 (V83A,
Q183E, R346T, L368I, F486P, F490S) were detected

BA Apha B Beta W Delta N BA1 BA2 N BA2T5 BA210 M BA3 W BA46 N BA4 W BA4S B Apha noEAl B BAZ B BAg B BAaE W BAS B BASR during Epi week 31.
N BAS BAS535 M BA52 U BASI U BAS3 BQ.1 XAK B XAH EXAP B XAY 0 XAS W BEA2 B BAS3S BE11 N BE12 WBES BE.T BEA W BES
group M BE1 © BE11  BF W BRI EXBE M CP] N BE14 BFi2  WBE9 M BF7 NBEG " BET group U Beta W BF? BCL1 B DOalta N Ksppa 0 xXas W XAH
BES N DR1 M XBB.1.5 W XBB.1.9 M XBB.19.1 W X8B3 XBB.6 CHA1 W BQ2 XBD  CJ1 ¥ BNA I XEB ¥EE116 MW XBEA12E  XBE 1251 W XBE147 0 XBE1S N XEB1S

XAV [ XEB' N XBBASTHFL  HE XBB.1.5.17 W XBB1581 W XBB.1.553 I XEB.1.16 B XEB.1.551 W 681583 W #8619 W x881281 W X863 XEBE W XBE




Gauteng - Ekurhuleni

SARS-CoV-2 levels and Genomic Results in Epi week 37:

4PCR || apcr
30,000 3
* The SARS-CoV-2 levels in Hartebeesfontein
WWTW increased significantly from low levels in
20,000 2 Epi week 33, to moderately high levels in Epi week

36. In Epi week 37, levels decreased and remain at
moderate concentrations

.

10,000 \.

* As of Epi week 37, SARS-CoV-2 levels decreased in

Laboratory confirmed cases

(suany N) [wysardo) awouan 5o

O] e i it ireiiear eeereees s eeeeens seeeaes aeaeens 0 VIakEIaats WWTW, after a slight increase in Epi
......................... 4 EEsssEsEssESEEEESEEE & B ESSESSEESEEEEEssEEsEEEEEEE s smssss sEEs smssmssss  sssss ww week 36
- » 2 8§ 38 8% 2 8 = = 8§ ¥ 3 ¥ - « =2 § a3 &
E E E E z z E z z Z z Z Z Z Z B = B E E B B * Sequencing data ending in Epi week 29 in Vlakplaats and 32
= o = ol I a I = I I I o I I o & = Y =~ oo Y in Hartebeesfontein WWTW.
= (= (=] (=] (=] = (=3 (=] (=] (= (=] = (=] (=] (=] (=] = (= (=) o o (=
(o] ol (o] ol ol o~ ol (o] ol (o] ol o~ (o] (o] ol (o] o~ (o] (o] (o B | ol
Epidemiological week Y e SARS-CoV-2 sequencing coverage in the Vlakplaats

samples collected during Epi weeks 30-32 are too

®  ERWAT Vlakplaats Sample Collection + ERWAT Vlakplaats Wastewater Treatment Works ® Hartebeesfontein Sample Collection =+ Hartebeesfontein Waterworks low for meaningful interpretation

* Chloroform start and end date

*  Omicron lineages XBB.1.5.28, XBB.2.9, XBB.2.4,
XBB.2.8 and XBB.1.27 were circulating in Epi weeks

30 at the Hartebeesfontein water treatment plant
ERWAT Vlakplaat Hartebeesfontein
" | ] | = SNP Analysis:
gun *  SNP analysis could not be performed as the SARS-
3 % CoV-2 sequencing coverage in the Vlakplaats
§ : samples collected during Epi weeks 30-32 are too
: H low for meaningful interpretation
%ni: EMD
8 " i * A combination of mutations associated with the
3 i il XBB 1.15 lineage (V83A, QI183E, R346T, L368I,
Eozs- o F486P, F490S) were detected in Hartrbeesfontein
during Epi weeks 32.
| | |
nnnnnnnn = st . A e S R S e a3y
B Alpha ¥ BA.1 W EA2 M BA4 N BA4SG 8 Apha g BA1 BEA2 B BAS BEA4S BEBAS B BAS2
B BAS [ BAS1 NBAS3 N BE1 N BE12 W BAS3S N BE11  WBE12 W BES BE7 BEA W BES
group = BE7 BE.3 Beta Ba1 N CPt group | Bata WEFT Bt W Dalts WkKappa 0 HAA W XaH ONAL INSTITUTE
B Delta 1 XAS U xeB N XBB.1.5 N XBB.1.5* n XEB | KBE116 W XEEAZE  XBS1281 W X8E141 B XBE1S W XBEIS NAT) . oo
H XBB.1.9 W XBB.1.9.1 M XBB.2 W XBB.3 W XBE B XEB5E1 B XBE1583 N X86109 W XES5191 W X8B3 XEEE W XBE COMMUNICABLE DISEASES
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KwaZulu-Nata

| - eThekwini

4PCR |[ apcr
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* Chloroform start and end date

®  (Central Sample Collection # Central Wastewater Treatment Works (KZN) ® Northern Sample Collection

Epidemiological week

<+ Northern Wastewater Treatment Works (KZN)

(suany N) [wysardo) awouan 5o

Central North
o0 1 | | ©
: .

i _ - e sk "W"Epiwaeks # Ep;waeks
N Alpha N BAA B BAZ N BA4 B Ba4s W BAS B BAS2 B Apha N BA N EAZ N BEad B Bad4E W BAS B BaS2
N BASIS BE.1.1 B BE12 W BES BET BE& B BES N BASAS BE.11 B BE12 WBES BET BEA& B BES

group 1 Baeta B BF7 BG1 W Dalta B Keppa W XAa W XAH group © Bata B BF7 B2t W Dalts W ksppa 0 HAA W HAH
I XEB | XBB116 W XBBA1.28  XBS.1281 W XBE.1471 W XEB1.5 W XEB15" I EBB | XBE116 MW X8BA1.ZE  XBS1.251 W XBE1.47 N XBES N XBB1S”
B XEB15E1 W XBS.1583 W #8610 M xB3131 N XBE3 XEBE W XEE B XEB15E61 W XBE1.583 M X8610 W X88191 W %863 X686 W XBE

SARS-CoV-2 levels and Genomic Results in Epi week 37:

* No new results from Central WWTW in Epi week
37 however, the SARS-CoV-2 levels showed a
sharp increases from low levels (1 log copy/ml) to
intermediate levels 2 log copies/ml in Epi week 35.

* SARS-CoV-2 levels increase from low to
intermediate in week Epi 36 in Northern WWTW.
No new results from Epi week 37 are available

* Sequencing data ending in Epi week 32 in Central and
Northern WWTW.

* XBB.1.5.91, XBB.1.41.1, BA.2.1, EG.2, FL.2.4,
XBB.1.41 were circulating in Epi week 31, with
XBB.1.41 dominating in Epi week 32 at the Central
eThekwini water treatment plant

* In eThekwini North, FL.25, BA.2.16, BA.2.15 were
circulating during Epi week 32

SNP Analysis:

* In both Central and Northern eThekwini mutations
associated with BA.2.86 (R21T, S50L, V127F,
F157S, R158G, L2121, V213G) and XBB sub-lineages
(V83A, Q183E, R346T, L368I, F486P, F490S) were
detected during Epi weeks 31 and 32
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Eastern Cape — Nelson Mandela

SARS-CoV-2 levels and Genomic Results in Epi week 37:

qPCR l PCR| =
" 2
2 30,000 39
2
2 é * As of Epi week 37, a sharp decline in levels were
E 20,000 2 @ seen in Kwanobuhle WWTW
£ 2
5] =3
& 10,000 1 2 )
g ’ g * SARS-CoV-2 levels increased from low to
£ > intermediate from Epi week 24 to in Epi week 31 in
E 0 . e . . . e . . LU Brickfield Pre-treatment works. As of Epi week 37,
. " =
o

SARS-CoV-2 levels remain low

].

S M e o NN % — O M e O o — I~ O MO o % — O S M © O oW o — I~
e = R e R S R A e A A A O e e N e R R A R T I = T =R A R R R
22 2222222222 222222222 E R R EEELEEEEEEEEEEE B . ) o o )
R R R R R R R RS RN SRS B RS RS FS RS RS B S R R Sequencing data ending in Epi week 29 in Brickfield and 32 in
C oo oo Cc o oo oo c o oo c0c0c0ococCo 0000000000000 0c0c0c0o0S @9
AAaAdadAdadafdaddddadadaadaadaadaadadaadcacaddaadadacaadaadaaaSa® R  aa Kwanobuhle WWTW.

Epidemiological week Freyja Output:

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

< Chloroform start and end date *  SARS-CoV-2 sequencing coverage in the Brickfield

samples collected during Epi weeks 30-32 are too
low for meaningful interpretation

Brickfield Kwanobuhle
*  Omicron lineages XBB.1.5.81, XBB.1.5.32 and
| XBB.1.5.27 were circulating in Kwanobuhle during

epi week 32.
£ SNP Analysis:
m e  SNP analysis could not be performed as the SARS-
o= CoV-2 sequencing coverage in the Brickfield
é 3 samples collected during Epi weeks 30-32 are too
| § low for meaningful interpretation

*  Mutations associated with XBB.1.5 (V83A, Q183E,
R346T, L368I, F486P, FA490S) have been found in
Kwanobuhle during Epi weeks 30 and 31. A

Vi DAgha TG R0 IA NBAT DBA IBAD  NBADS (BAZD NBAA  NBAAG NBASGNBAS I BAS3S rutation (RA03K) associated with 54286 was also
fa . 184 2] : 5 N BALH I BA detected in Kwanobuhle during Epi week 32
RSS2 NBASS  IASTIGRISHFD2 N OGBASTT N XGBASH N XGBI5H0 I GBI 1 ABB1ST | YER1515 1813 10682 10681 13683 Sipm  BEAT  EBAZ  EEAM HEAE EEAS N EASZ

YBB4 MIGBASKS N XAA BQY XK MM IR XA RS NEEIZ DBES 811 BF NBF! NEE " BAS3S BE11 fEETEWEES BE7 BES R EES

qoup 1 : : : 1B REET group ¥ Bata mEFT Bai W Dalts Wksppa 0 HAA W0 EAH ; ~
DCPd DBEA4  DBFR2 WBES WBF7 NBEG  (BET  BES  NORT  NUBRIY DXBRIQN XBRE  CH1tNBO2 1 )BD R XEB116 W ¥BEA26  XBE1251 W XBE147 0 XBEAS N XBE1S NATIONAL INSTITUTE FOR
CTBN LNV N MBS RR NE WL WCHALS WCHII2 R4 (P DFYS BRI 0 )EB1Z2 B xEB.1.561 W XB8.1.583 W x86.1.9 W xB8191 N X863 xE8E W XBE COMMUNICABLE DISEASES
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Eastern Cape — Buffalo City

SARS-CoV-2 levels and Genomic Results in Epi week 37:
qPCR || apcr

30,000 3

*  No new results from Mdantsane WWTW in week 36
and 37, however, an increase in SARS-CoV-2 levels at
was seen in Epi week 35 Levels remain intermediate

20,000 2

10,000 \— \ / '

No new results from East Bank WWTW in Epi week
37 however, SARS-CoV-2 levels remained low from
week 29 to Epi week 36

Laboratory confirmed cases
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(auany N) Juysaido) awouan o

- % = & a 3 @ Z <+ = = & P a ¥ - % = a g P * Sequencing data ending in Epi week 30 in Eastbank and 31 in
B E == & B ¥ E 2 £ 2 gz x z £ 2 B B 2 E Z Mdantsane WWTW.
ol o ol (e} (a2} ol o ol (e} (a2} o ol ol (e} 1 o ol ol (o) ol ol
= = (= (= (= = = (= (= (= = = (= (= (= = = (= (=] (= =
(o] (o] (o] ol (o] (o] ol (o] ol (o] ol (o] ol (o] ol ol (o] ol ol (o] ol .
A <A Freyja output:

Epidemiological k
pidemiological wee * SARS-CoV-2 sequencing coverage in the Eastbank

®  East Bank Sample Collection -+ East Bank Wastewater Treatment Works ® Mdantsane Sample Collection =+ Mdantsane Wastewater Treatment Works samples collected during Epi weeks 30-32 are too

A& Chloroform start and end date low for meaningful interpretation .

Eastbank *  Omicron lineage XBB.1.5.88 was the dominant
Mdantsane lineage circulating in Mdantsane during Epi week 31,
with XBB.1.5.32, XBB.1.5.56, and XBB sublineages
also in circulation

SNP Analysis:

SNP analysis could not be performed as the SARS-
CoV-2 sequencing coverage in the Eastbank samples
collected during Epi weeks 30-32 are too low for
meaningful interpretation

Proportion of variants in @ given samples
Praportian of variants in & given samples
.

.00-

i YPIRTEreY ;. : e e ATt 3 * A combination of mutations (V83A, Q183E, R346T,
- B e L368I, F486P, F490S) associated with lineage XBB
A m Arpna B Apha " BA WEAZ W BA4 WEA4E N BAS W BASZ 1.15 have been found in Mdantsane during Epi
sroup m Bac m BE1.2 - :-5-3-5 . :E;-‘ - :E:z : gEI-; . BKE 7 ; ;'f: : ii: weeks 30 and 31.
- - xsb; XBEA16 W XBBA2E  XBS1281 W xng:.?.-n B XEB.15 N XBB1S NATIONAL INSTITUTE FOR
B XEE15E1 W XB51.583 W #8619 W xE5121 N X863 *EEE W XEBE COMMUNICABLE DISEASES
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Free State — Mangaung

SARS-CoV-2 levels and Genomic Results in Epi week 37:

qPCR |[ apcr =
Qo
% 30,000 3 m
i)
2 g * In Bloemspruit WWTW, a small decrease in SARS-
g 20,000 22 CoV-2 levels was observed. Levels remain
s 2 intermediate to low
3] o . .
g 10,000 /\1 < * A decrease in SARS-CoV-2 levels were seen in
= eeee pAN é Sterkwater WWTW, and levels remain low in Epi
<
2 week 37
El 0 4 emesmsmasassassssasserasieeasss  sssssesessessssesass  a sews sesess wees Cerereees ee aeeaess i (U )
_ S mIIIITITIIIIIIIIILLILLLLLLLL LLLLLLLLLLLLLLLLLLLL i . &
=
T ¢ E E § § § § ;—}: § % o :3) °_; § g % § E g; T ¢ E E § § § E < * Se.'quencing data ending in Epi week 22 in Bloemspruit and
Z 2 2 2 2 g 2 B2 2 2 2 388 & & & & & & & & 2228228 22 26 in Sterkwater WWTW.
(o] ol o~ ol ol ol ol ol ol ol ol ol L] ol ol ol ol ol ol ol [} o ol o™l ol o~ ol ol ol
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e Freyja output:

*
*

Epidemiological week

Bloemspruit Sample Collection -+ Bloemspruit Wastewater Treatment Works ®  Sterkwater Sample Collection = Sterkwater Wastewater Treatment Works

L]
& Chloroform start and end date * SARS-CoV-2 sequencing coverage in the

Bloemspruit and Sterkwater samples collected
during Epi weeks 30-32 are too low for meaningful

interpretation

Bloemspruit Sterkwater
| SNP Analysis:
g o *  SNP analysis could not be performed as the SARS-
5 i CoV-2 sequencing coverage in the Bloemspruit
3 ;E. and Sterkwater samples collected during Epi
3os Bos weeks 30-32 are too low for meaningful
: £ interpretation
& 025+ & 025-

000~

" Epiwesks

BA [Apha WBeta MDela NBAT BA2  WBA275  BA210 W BA3 N BA4S W BA4 N BA4S 0 BA1 N BA2 B BA4 W BAS N BAS1
DBA5 BA535 WBA52 U BASI NBAS3  BQ1 XAK BXAH  WXAP WXAY U XAS N BEA2 B BA53  BE11 N BE12 © BE7Y Beta
group WBES  BEA!  BF  WBRY NXBE  WCP1  WBE14 NBFA2  WBEO NBFT NBEG | BEY group B BF.7 BQ1 B Deta 1 XAS B XAV
BES N DR WXBBA5 W XBB19 N XBB.19.1 N XBBS3 %8BS CH1  WBQ2 1 X8D  CJI U BNA f xeB W XBB.1 W XBB.1.5 W XBB.1.5* W XBB.1.5.83 NATIONAL INSTITUTE FOR
NXAV R XBB  WXBBAS NFU ME XBB.A5.17 W XBB.15.81 0 XBB.1583 B xBB.1.9 W X8B.1.9.1 M XBB2 W XBE COMMUNICABLE DISEASES
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Western Cape — City of Cape Town

SARS-CoV-2 levels and Genomic Results in Epi week 37:

5
Wy L]
3 30,000 3 o
] e
9 =
g 20.000 5 g * In Epi week 37, SARS-CoV-2 levels in Borcheds
= ’ - Quarry WWTW increased 2-fold to intermediate
g = concentrations
10,000 1 2 . .
E‘ ’ g e A 2-fold increase in SARS-CoV-2 levels were
= — > observed in Zandevleit WWTW in Epi week 37
=]
3 0 Lo e P Lt Dol . LT oL . 0 c;‘?
— = % . . . .

LT gw®e—oyTComYao T —SYhSomeoawoe_ILo | Someoawnme —o O Sequencing data ending in Epi week 19 in Borcheds and

2 % :33 % 2% :E223 323 %2 3 E 2B 2 222 22E2 222 ZE:REZER2EERZEZERE B2 Zandvleit WWTW.
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Epidemiological week Freyja output:

® Borcheds Quarry Sample Collection + Borcheds Quarry Wastewater Treatment Works ® Zandvleit Sample Collection + Zandvleit Wastewater Treatment Works

* Chloroform start and end date
* Freyja lineage determination could not be
performed as no samples were collected from

hed both Cape Town wastewater treatment plants
Borcheds Quarry Zandvleit during Epi weeks 30-32.
w 1 0
g g SNP Analysis:
&
i = * SNP analysis could not be performed as no
3 E samples were collected from both Cape Town
§ H wastewater treatment plants during Epi weeks
i 30-32.
e Siais EEREERRRE : | : h
HA Alpha W Beta W Delta N BA1 BA2 W BA275 BA210 W BA3 N BA46 W BA4 Epiwecks
I BA1 B BA2 I BA275 Il BA3
I BA4S W BAS BAS35 B BAS2 I BASY I BASS3 BQ.1 XAK 0 XaH 0 XAP W XAY B A  BAS BE11 B BEAZ2
group 1 XAS W BE1.2 W BE1 BE11 BF* W BF1* B XBE HCP1 N BE14 © BF12 N BE9 group ' Beta BQ.1 M Delta W FL®
NATIONAL INSTITUTE FOR
o XAS I XBB N XBB.1.5 N XBB.1.9
B BF7 N BEG BE7 BES © DR1 W XBB.1.5 W XBBAS N XBB.1.9.1 W XBB3 XBB6  XBB o xB5194 B XBBA MUNICABLE D ES
CH11NBQ2 FXBD  CM WBNI NXAV NXBB2 NXBBIS NP WE ”""c“'““s 2,
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