B \WEEKLEPIDEMIOLOGIC3IMMARY

SAR&0\2 GenomicSurveillancen Ontario,
June 22023

Thisreport summarizeshe results of SARS0\V2 whole genome sequencimgpmpletedby Public
Health Ontaricas ofMay 31, 2023 and partner laboratories in th®©ntaro COVIBEL9 Genomics Network
as ofMay 30, 2023.

Background

The continued monitoring of global SAR&\2 genomic data haislentified changes in the genome as it
spreads through populations. These random changes or mutasinesas a virus evolves oveante.

The accumulation adhesemutations can result in a new lineage of the virus, which is a common
occurrence. These new lineages will differ slightly in genome sequence and are termed variants.
Although many variants will have no difference in the gbib spread or cause disease, some variants
have mutations which may enhang&ulence transmissibility and/or allow the virus to escape natlr

or vaccineinduced immunity.

The identification of variants and mutations occurs through whole genome seqmge(WGS) of select
samples. Through global surveillance of SEBB®%2 genomes, a number of variants have been identified
with evidence of clinical and/or public health significance, termed variants of concern YWai@nts
designated as VOCs includé B.7 (Alpha), B.1.351 (Beta), P.1 (Gamma), B.1.617.2 (Delta), and
B.1.1.529 (Omicron), some of which have beeredealated due to their diminishing prevalence
globally WGS has also identified a number of variants of interest (VOI), which may shaneroro
mutations in common with a VOC, but do not have sufficient evidence at this time to be categorized as a
VOC (i.e. evidence of increased transmissibility, disease severity, or inesceq@. These variants are
alsocharacterized and monitored throtggenomic surveillance. A VOI may belassified as a VOC
where there is sufficient scientific evidence to support this designalibeVOC/VOtategories used in

this reportwere derived from thePublic Health Agency of Cang@®HAC) the World Health
Organizatio(WHO¥, andthe European Centre for Disease Prevention and Co(EGDC)

As SARE0V2 continues ¢ evolve, lineages will naturally divide into descendantlndages a
genetically closely related grouferivedfrom acommon ancestor. The descendant branches are given
new lineagealiases such agor B.1.1.5290micron) lineagege.g., BA.1 [alia®f B.1.1.529.1], BA.5

[alias for B.1.1.529.5]), and BA.5 sublineages (e.g., BQ7), \WRen a host is infected with twor more
descendant lineages, lineages can recombine to form a new recombinant lireegg8A4.2.10.1 and
BA.2.75 recombine to formBB).The designation of a descendanmtrecombinantineage does not
necessarilymply a biological difference frothe parent lineageRather, the new designation represents
a refined genetigroupthat can be tracked separatelfis more research is contted, there may be
evidence of a difference, at which time a new WHO Greek letter classificatighe assignedo a

newly emerged/ariant.

TheOntarioCOVIBEL9 Genomics NetworkOCGNperforms WGSon samples received for SARSV2
diagnostic testing o¥OC PCR testing. Sequences are processed using bioinfaaraigsesand assigned
a Pango lineadaising the pangolin toé| allowing for theidentificationof VOC, \OI and other lineages.
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https://www.canada.ca/en/public-health/services/diseases/2019-novel-coronavirus-infection/health-professionals/testing-diagnosing-case-reporting/sars-cov-2-variants-national-definitions-classifications-public-health-actions.html
https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/
https://www.who.int/en/activities/tracking-SARS-CoV-2-variants/
https://www.ecdc.europa.eu/en/covid-19/variants-concern

Highlights

1 Inthe most recent weeMay 14 to May 20), XBB.1.5vas the most prevalent lineag294.26)
followed by XBB.116 (155%) and XBB.1.9.1.8.7%)

1 The proportion ofiXBB.1.5lecreasedrom 36.26(May 7to May 13) to 29.26(May 14to May
20) and is projected talecreasdurther to 10.2% (95% CF..8%- 13.2%9) by June 7 202.

9 The proportion ofXBB.116remained stableat 15.5% (May 7 to May 2@nd is projected to
increase tal9.0% (95% C1L3.7%- 25.6%) byJune 7 202.

1 The weekly growth rate of XBB16is1.46 (95% CI1.38 ¢ 1.55) times that of XBB.1.5.

Lineagecounts may change between reports as the Pango lineage assignment models are updat :d.

Asof December 31, 2021, diagnostic PCR testing was restricted taisSkgbopulations Testing
eligibility was expanded on April 11, 2022 to include additiorgtt-hisk groups (see technical notes fcr
details) As such, representative surveillance only pertains to tested populations.
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Representativeurveillance

Table 1.Numberof COVIBL9 cases, number and percentage of cases sequenced for representative Baneg by week, Ontario,
April 23to May 20, 2023

Week Number of cases Number sequenced Percentage sequenced
Week 17 (April 23 April 29) 1,493 811 54.3%
Week 18 (April 30 May 6) 1,476 963 65.2%
Week 19 (May 7#May 13) 1,307 743 56.8%
Week 20 (Mayl4 - May 20) 1,226 612 49.9%
Total 5,502 3,129 56.9%

Note:Wb dzY 6 SNJ 2F OF aSaQ Aa (KS ydzyoB®WOatFio OftewhsaNshgeR to hddt aligniwithizs8mple kodleStidn datd, which + L 5
YIed RATFSNI TNRY 20 KSR U8 OBRPRAZOGI & RSWYWHdzYo SN 2F OF asSa &aSIdzsSyOSR F2NJ NBLINE
of Ontario overall, and do not include all samples tested for other reasons including travel, outbreak investigation é@ron€ | & S anr pbisSilley F SO G A 2
vaccine escapéPercentage sequencé€rhaybe lower thanthe sampling proportiolecausenot all cases are eligible to Isequencedi.e. excludes samples

with cycle threshold>30o0r insufficient volumé For representative surveillancdetails on the proportion of eligible samples sequenced by the O&BNe

found in the technical notedVeek was assigned based on earliest date available for a sample. Results for recent weeks are incomplete as not alfjsequencin

and bioinformaticsanalysesvere complete at the time of data extraction and will be included in subsegregorts.

Data source: CCM, PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton RegioyaVlediminato

Program
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Fgure 1 Percentageof COVIB19 cases by the most prevalent lineages and week, representative surveillance, OnhMap22,
2022 to May 20, 203
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Note: Results may not be representative of Ontario overall, particularly in earlier wBeksils on the proprtion of eligible samples sequenced by the OCGN
can be found in the technical notéd/eek was assigned based on earliest date available for a sample. If more than one sample was sequenced for a case, the
most recent sample was included. Results for receeks are incomplete as not all sequencing and bioinformatiedysesvere complete at the time of data
extraction and will be included in subsequent reports.
Data source: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hasmigabry, Hamilton Regional Laboratory Medicine Program
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Table2. Number andpercentageof casesy Pangolineage and week, representative surveillanc®ntario, April 23to May 20,

2023
Week 17 Week 18 Week 19 Week 20 Total
Pango lineage (April 23- (April 30- (May 7- (May 14 - (April 23
April 29 May 6) May 13 May 20 May 20

XBB.1.5 408 (50.3%) 414 (43.0%) 269 (36.2%) 179 (29.2%) 1,270 (40.6%)
XBB.1.16 70 (8.6%) 128 (13.3%) 115 (15.5%) 95 (15.5%) 408 (13.0%)
XBB.1.9.1 54 (6.7%) 78 (8.1%) 75 (L0.1%) 84 (13.7%) 291 (9.3%)
XBB.1.16.1 27 (3.3%) 50 (5.2%) 29 (3.9%) 22 (3.6%) 128 (4.1%)
XBB.1.9.2 10 (1.2%) 19 (2.0%) 33 (4.4%) 45 (7.4%) 107 (3.4%)
XBB.2.3 6 (0.7%) 23 (2.4%) 40 (5.4%) 32 (5.2%) 101 (3.2%)
XBB.1.5.20 28 (3.5%) 19 (2.0%) 20 (2.7%) 17 (2.8%) 84 (2.7%)
FD.1.1 11 (1.4%) 24 (2.5%) 19 (2.6%) 8 (1.3%) 62 (2.0%)
EU.1.1 5 (0.6%) 11 (1.1%) 25 (3.4%) 7 (1.1%) 48 (1.5%)
XBB.1.5.1 23 (2.8%) 15 (1.6%) 5 (0.7%) 4 (0.7%) 47 (1.5%)
Other recombinant 118 (14.5%) 141 (14.6%) 98 (13.2%) 111 (18.1%) 468 (15.0%)
BQlineages 16 (2.0%) 17 (1.8%) 8 (1.1%) 5 (0.8%) 46 (1.5%)
BA.5 lineages 3 (0.4%) 0 (0.0%) 2 (0.3%) 0 (0.0%) 5 (0.2%)
BA.2lineages 32 (3.9%) 24 (2.5%) 4 (0.5%) 3 (0.5%) 63 (2.0%)
Other Omicron 0 (0.0%) 0 (0.0%) 1(0.1%) 0 (0.0%) 1 (<0.1%
Total sequenced 811 (100%) 963 (100%) 743 (100%) 612 (100%) 3,129 (100%)

Note: Includesthe most prevaleniineagesdetected in the past montHBA.5lineage®) S E Of dzR S &Details onthelpsoottich Sfzelifible samples
sequenced by th© CGNean be found in the technical noteg/eekwas assigned based dhe earliest date available for the sampldot all sequencing and
bioinformaticsanalysedor recent weeks were complete at the time of data extraction. Case counts for these weeks may intsedssequent reports

Data source: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Labarattbon Regional Laboratory Medicine Program
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Figure 2 Estimateddaily prevalence(%)by Pango lineageusing Nowcast mode Ontario, April 9, 2023 to Junel0, 2023
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Note: Eachcurverepresentsthe estimatedprevalenceof a givenlineage fromNowcast modellingwhichusessixweeks of daily representative surveillance

data in a multinomial logistic regressidbachset ofdots representsthe observed daily prevalenad a givenlineage while their size represents the relative
number of samples. The vertical dashed line indicates the most recent day of data, after which projected Nowcast prestiestss @re presented wit

their 95% confidence intervals. The vertical grey lines indicate thepoiitt of the week Only lineages with at lead¥ days of norzero case counts were

included in the model. Figuradludes all lineages with at least one day of an estimated praealef5% or greater during the2week period ¢ixobserved
andsixprojected).Onlythree weeks ofprojected dataare shown.Prevalence projections may be overestimated for emerging lineages.

Data sourca: PHO, Hospital for Sick Children, KingstiealthSciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program
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Table 3. Estimatedprevalence(%), projected prevalence (¥gnd weekly relative growth rate (with 95%onfidence ntervals)by

Pango lineageusingNowcastmodel, Ontario,April 9, 2023 to Junel0, 2023

Week 19 Week 20 Week 21 Week 22 Week 23
Pango lineage (May 10): (May 17): (May 24): (May 31): (June 7): Weekly relative

Estimated Estimated Projected Projected Projected growth rate
XBB.1.5 39.2 (37.1-41.2) 30.8(28.3-33.4) 22.7 (200-25.7) 15.7 (13.1- 18.8) 10.2 (7.8 13.2) 1.00 (reference)
XBB.1.16 15.9 (14.5 17.6) 18.3 (16.1- 20.8) 19.8 (16.6 23.4) 20.0 (15.8- 25.0) 19.0(13.7-25.6) | 1.46 (1.38 1.55)
XBB.1.16.1 4.5 (3.7-5.5) 5.0(3.8-6.5) 5.1 (3.6-7.3) 5.0(3.1-7.7) 4.5 (2.5-7.8) 1.40 (1.26- 1.54)
XBB.1.9.1 11.5 (10.2 12.9) 12.8 (10.9 15.0) 13.5 (10.9 16.6) 13.3 (10-17.4) 12.2 (8.4-17.4) 1.42 (1.33 1.52)
XBB.1.9.2 4.8 (40-5.7) 6.4 (4.9-8.2) 8.0(5.7-11.2) 9.4 (60 - 14.5) 10.4 (5.8 17.7) 1.70 (1.52- 1.91)
XBB.2.3 4.3 (3.6-5.3) 6.8 (5.2-8.7) 9.9 (6.9- 14.0) 13.6 (8.4-21.0) 17.5 (9.5 29.4) 1.98 (1.73 2.27)
EU.1.1 1.9 (1.4-2.6) 2.9 (1.9-4.3) 41(2.37.1) 5.4 (2.5-10.9) 6.7 (2.4-15.7) 1.90(1.57-2.31)
EG.1 1.4 (10-1.9) 2.5 (1.5-3.9) 4.3 (2.1-8.3) 6.9 (2.6-16.2) 10.5 (2.8 28.4) | 2.33(1.78 3.06)

Note: The Nowcast model usasxweeks of daily representative surveillance data in a multinomial logistic regression that estimetpeogects the prevalence

of SARE0V2 lineagest K S NBflGABS INBGGK NI deftivdtathdrefeveSde BndaheBd isfestimated in thg Mowe$ Q a

6851¢t 8

model. The weekly relative growth rate and projections may be ostneated for emerging lineage$he prevalence estimatesd projections presented are
from the Wednesday (migoint) of the specifiedveek.Lineages with at leadt4 days of norzero case counts were included in the modéheages that had at
least one @y witha prevalence 06% or greatein the 12 week period $ixobserved andixprojected)were includedin the table Onlythree weeks ofprojected
dataare shown.Prevalence estimates are based on the model and are not expected to be the same asdhedldata (e.g. Table Details on the
methodology used to calculate Nowcast prevalence estimates, projections, and the weekly relative growth rates can bettfieutedtimical notes.

Data source: PHO, Hospital for Sick Children, KingdtealthScences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program
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Table4. Numberand percentageof cases by Pango lineage aage group representative surveillance, Ontarid\pril 23to May

20, 2023

Pango lineage Aé;_is: ,;glels

XBB.1.5 26 (33.3%) 2 (28.6%)
XBB.1.16 16 (20.5%) 2 (28.6%)
XBB.1.9.1 9 (11.5%) 1 (14.3%)
XBB.1.16.1 1 (1.3%) 0 (0.0%)
XBB.1.9.2 4 (5.1%) 0 (0.0%)
XBB.2.3 5 (6.4%) 0 (0.0%)
XBB.1.5.20 0 (0.0%) 0 (0.0%)
FD.1.1 1 (1.3%) 0 (0.0%)
EU.1.1 1 (1.3%) 0 (0.0%)
XBB.1.5.1 0 (0.0%) 0 (0.0%)
Other recombinant 14 (17.9%) 1 (14.3%)
BQlineages 1(1.3%) 1 (14.3%)
BA.5lineages 0 (0.0%) 0 (0.0%)
BA.2lineages 0 (0.0%) 0 (0.0%)
Other Omicron 0 (0.0%) 0 (0.0%)
Total sequenced 78 (100%) 7 (100%)

Ages:
12-19
9 (52.9%)
2 (11.8%)
3 (17.6%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
1 (5.9%)
0 (0.0%)
0 (0.0%)
1 (5.9%)
1 (5.9%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
17 (100%)

Ages: Ages:
20-39 40-59

152 (40.5%)

60 (16.0%) 48 (10.6%)
31(8.3%) 56 (12.4%)
15 (4.0%) 23 (5.1%)
13 (3.5%) 18 (4.0%)
11 (2.9%) 20 (4.4%)
7 (1.9%) 13 (2.9%)
5 (1.3%) 18 (4.0%)
3 (0.8%) 2 (0.4%)
4 (1.1%) 9 (2.0%)

66 (17.6%) 69 (15.3%)
3 (0.8%) 3 (0.7%)
0 (0.0%) 1 (0.2%)
5 (1.3%) 4 (0.9%)
0 (0.0%) 0 (0.0%)

375 (100%)

167 (37.0%)

451 (100%)

Ages:
60-79

330 (40.0%)
120 (14.5%)

66 (8.0%)
19 (2.3%)
23 (2.8%)
35 (4.2%)
12 (1.5%)
13 (1.6%)
9 (1.1%)
16 (1.9%)

144 (17.4%)

22 (2.7%)
3 (0.4%)
14 (1.7%)
0 (0.0%)

826 (100%)

Ages:

80 and over

584 (42.5%)
160 (11.6%)

125 (9.1%)
69 (5.0%)
49 (3.6%)
30 (2.2%)
51 (3.7%)
25 (1.8%)
33 (2.4%)
17 (1.2%)

173 (12.6%)

16 (1.2%)
1 (0.1%)
40 (2.9%)
1 (0.1%)

1,374(100%)

Total

1,270 (40.6%)
408 (13.0%)

291 (9.3%)
127 (4.1%)
107 (3.4%)
101 (3.2%)
84 (2.7%)
62 (2.0%)
48 (1.5%)
47 (1.5%)

468 (15.0%)

46 (1.5%)
5 (0.2%)
63 (2.0%)
1 (<0.1%)

3,128 (100%)

Note: Includesthe most prevaleniineages detected in the past mont#BA.5lineage®) S E Of dzR S &Age was assigye8 base8 éndhe birth date

provided in OCGN, and if missing, based on the birth date from €&Mides casesith missing birth dates

Data sourca: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Ladioia¢oPyddeam

CCM
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Table5. Percentageof XBB.116 casesnumber identified, and total squencedby public health unit (PHU), regiomnd week,
representative surveillance, OntaridApril 23to May 20, 2023

Public Health Unit

Northwestern Health Unit
Thunder Bay District Health Unit
TOTAL NORTH WEST

Algoma Public Health

North Bay Parry Sound District Health Unit
Porcupine Health Unit

Public Health Sudbury & Districts
Timiskaming Health Unit

TOTAL NORTH EAST

Ottawa Public Health

Eastern Ontario Health Unit

Hastings Prince Edward Public Health

Kingston, Frontenac and Lennox & Addingtc
Public Health

Leeds, Grenville & Lanark District Health Ur
Renfrew County and District Health Unit
TOTAL EASTERN

Durham Region Health Department

Haliburton, Kawartha, Pine Ridge District
Health Unit

Peel Public Health

Peterborough Publitlealth

Simcoe Muskoka District Health Unit
York Region Public Health

TOTAL CENTRAL EAST

Toronto Public Health

TOTAL TORONTO

Week 17
(April 23-

April 29
0.0% (0/3)
0.0% (0/9)
0.0% (0/12)
0.0% (0/0)
0.0% (0/4)
0.0% (0/3)
0.0% (0/7)
0.0% (0/0)
0.0% (0/14)
8.5% (5/59)
7.1% (1/14)
0.0% (0/23)

6.2% (2/32)

16.7% (1/6)
0.0% (0/3)
6.6% (9/137)
14.9% (7/47)

26.7% (4/15)

26.5% (13/49)
25.0% (2/8)
4.3% (1/23)
4.7% (2/43)

15.7% (29/185)

6.8% (11/161)

6.8% (11/161)
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Week 18
(April 30-
May 6)
0.0% (0/0)

8.3% (1/12)
8.3% (1/12)
0.0% (0/0)
25.0% (3/12)
0.0% (0/4)
0.0% (0/16)
0.0% (0/0)
9.4% (3/32)
8.0% (4/50)
4.5% (1/22)
0.0% (0/3)

0.0% (0/26)

0.0% (0/6)
20.0% (1/5)
5.4% (6/112)
6.0% (3/50)

14.3% (2/14)

30.4% (24/79)
50.0% (10/20)
9.1% (2/22)
6.1% (4/66)
17.9% (45/251)
9.1% (19/209)
9.1% (19/209)

Week 19
(May 7-
May 13
0.0% (0/0)
0.0% (0/18)
0.0% (0/18)
0.0% (0/9)
10.0% (1/10)
18.2% (2/11)
0.0% (0/20)
0.0% (0/0)
6.0% (3/50)
4.7% (2/43)
0.0% (0/18)
0.0% (0/4)

4.2% (1/24)

16.7% (1/6)
0.0% (0/1)
4.2% (4/96)
2.9% (1/35)

0.0% (0/5)

29.2% (19/65)
81.2% (13/16)

7.7% (1/13)
4.2% (1/24)

22.2% (35/158)
6.9% (11/159)
6.9% (11/159)

Week 20
(May 14-
May 20
0.0% (0/1)
0.0% (0/9)
0.0% (0/10)
11.1% (1/9)
66.7% (2/3)
0.0% (0/14)
0.0% (0/4)
0.0% (0/0)
10.0% 8/30)
5.9% (2/34)
0.0% (0/20)
100.0% (4/4)

32.4% (11/34)

0.0% (0/4)
0.0% (0/1)
17.5% (17/97)
2.8% (1/36)

62.5% (5/8)

28.4% (19/67)
25.0% (1/4)
41.7% (5/12)
16.7% (5/30)

22.9% (36/157)
17.1% (22/129)

17.1% (22/129)

Total
(April 23-
May 20
0.0% (0/4)
2.1% (1/48)
1.9% (1/52)
5.6% (1/18)
20.7% (6/29)
6.2% (2/32)
0.0% (0/47)
0.0% (0/0)
7.1% (9/126)
7.0% (13/186)
2.7% (2/74)
11.8% (4/34)

12.19% (14/116)

9.19%(2/22)
10.0% (1/10)
8.1% (36/442)
7.1% (12/168)

26.2% (11/42)

28.8% (75/260)

54.2% (26/48)
12.9% (9/70)
7.4% (2/163)

19.3% (145/751)

9.6% (63/658)
9.6% (63/658)



Public Health Unit

ChathamKent Public Health

Grey Bruce Health Unit

Huron Perth Public Health
Lambton Public Health
MiddlesexLondon Health Unit
Southwestern Public Health
WindsorEssex County Health Unit
TOTAL SOUTH WEST

Brant County Health Unit

City of Hamilton Public Health Services
HaldimandNorfolk Health Unit
Halton Region Public Health

Niagara Region Public Health

Region of Waterloo Public Health and
Emergency Services
WellingtonDufferinGuelph Public Health
TOTAL CENTRAL WEST

UNKNOWN

TOTAL ONTARIO

Week 17
(April 23-
April 29
0.0% (0/17)
14.3% (1/7)
15.4% (2/13)
0.0% (0/8)
22.2% (4/18)
0.0% (0/39)
7.4% (2/27)
7.0% (9/129)
0.0%(0/25)
8.3% (3/36)
0.0% (0/6)
5.6% (1/18)
10.5% (2/19)

11.3% (6/53)
0.0% (0/16)

6.9% (12/173)

0.0% 0/0)

8.6% (70/811)

Week 18
(April 30-
May 6)
3.1% (1/32)

82.5% (33/40)
0.0% (0/1)
0.0% (0/10)
6.2% (1/16)
0.0%(0/22)
9.1% (2/22)

25.9% (37/143)
0.0% (0/14)
9.5% (4/42)
8.3% (1/12)
0.0% (0/17)
0.0% (0/25)

4.9% (3/61)

27.3% (9/33)
8.3% (17/204)
0.0% (0/0)

13.3% (128/963)

Week 19

(May 7-

May 13
0.0% (0/13)

83.9% (26/31)

20.0% (1/5)
50.0% (3/6)
25.0% (7/28)
0.0% (0/10)
6.7% (1/15)

35.2% (38/108)

14.3% (1/7)
6.2% (2/32)
33.3% (2/6)
3.6% (1/28)
4.8% (1/21)

13.0% (3/23)

41.2% (14/34)
15.9% (24/151)

0.0% (0/3)

15.5% (115/743)

Week 20
(May 14-
May 20
0.0% (0/4)
16.7% (1/6)
0.0% (0/4)
50.0% (1/2)
3.6% (1/28)
0.0% (0/4)
10.0% (1/10)
6.9% (4/58)
0.0% (0/2)
13.6% (3/22)
33.3% (1/3)
4.3% (2/47)
7.1% (2/28)

0.0% (0/16)

41.7% (5/12)
10.0% (13/130)

0.0% (0/1)

15.5% (95/612)

Total
(April 23-
May 20
1.5% (1/66)
72.6% (61/84)
13.0% (3/23)
15.4% (4/26)
14.4% (13/90)
0.0% (0/75)
8.1% (6/74)
20.1% (88/438)
2.1% (1/48)
9.1% (12/132)
14.8% (4/27)
3.6% (4/110)
5.4% (5/93)

7.8% (12/153)

29.5% (28/95)
10.0% (66/658)
0.0% (0/4)

13.0% (408/3129)

Note: Details on the proportion of eligible samples sequenced by the Ga@e found in the technical noteéd/eek was assigned based on the earliest date
available for the sampléNot all sequencing and bioinformatiagalysedor recent weeks were complete at the time of data extraction. Case counts for these

weeks may increase in subsequent repoRablic heal unit was assigned based diagnosing health unit in CCMa case did not link t&€CM 2.0%) OCGN
patient postal code was usedrd&ring provider postal code was us#gbatient postal code was missing

Data source: PHO, Hospital for Si€khildren Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program
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Table6a. Number andpercentageof casesby Pango lineage and public health unit (PHU), representative surveillance, North West
Region,April 23to May 20, 2023

Pango lineage ‘ Northwestern Health Unit Thunder Bay District Health Unit | Total
XBB.1.5 2 (50.0%) 27 (56.2%) 29 (55.8%)
XBB.1.16 0 (0.0%) 1(2.1%) 1(1.9%)
XBB.1.9.1 0 (0.0%) 4 (8.3%) 4 (7.7%)
XBB.1.16.1 0 (0.0%) 7 (14.6%) 7 (13.5%)
XBB.1.2 0 (0.0%) 2 (4.2%) 2 (3.8%)
XBB.2.3 0 (0.0%) 2 (4.2%) 2 (3.8%)
XBB.1.5.20 0 (0.0%) 0 (0.0%) 0 (0.0%)
FD.1.1 0 (0.0%) 0 (0.0%) 0 (0.0%)
EU.1.1 0 (0.0%) 0 (0.0%) 0 (0.0%)
XBB.1.5.1 0 (0.0%) 0 (0.0%) 0 (0.0%)
Other recombinant 2 (50.0%) 4 (8.3%) 6 (115%)
BQlineages 0 (0.0%) 1(2.1%) 1 (1.9%)
BA.5lineages 0 (0.0%) 0 (0.0%) 0 (0.0%)
BA.2lineages 0 (0.0%) 0 (0.0%) 0 (0.0%)
Other Omicron 0 (0.0%) 0 (0.0%) 0 (0.0%)
Total sequenced 4 (100%) 48 (100%) 52 (100%)

Note: BA.5lineage®) S E Of dzRgesiSample ddtekpfeSdntsthe earliest date available for the samphot all sequencing and bioinformatiasalyses
for recent weeks were complete at the time of data extractiBablic health unit was assigned baseddiagnosing health unit in CCNMa case did not link to
CCM 2.0%) OCGN patient postal code was us€dering provider postal code was uségatient postal code was missing

Data sourca: PHOHospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laddeatittgn Regional Laboratory Medicine Program
CCM

SAR& 02 Genomic Surveillance in Ontario 11



Table 6b. Number andpercentageof caseshy Pango lineage and public health unit (PHU), representative surveillance, North East
Region April 23to May 20, 2023

Pango lineage ‘ Algoma Public Nor_th I_3ayParry Soqnd Porcuping Health| Public He-_alth Sudbury Timiskami_ng Health Total
Health District Health Unit Unit & Districts Unit

XBB.1.5 0 (0.0%) 9 (31.0%) 4 (12.5%) 21 (44.7%) 0 (0.0%) 34 (27.0%)
XBB.1.16 1 (5.6%) 6 (20.7%) 2 (6.2%) 0 (0.0%) 0 (0.0%) 9 (7.1%)
XB.1.9.1 0 (0.0%) 1 (3.4%) 2 (6.2%) 0 (0.0%) 0 (0.0%) 3 (2.4%)
XBB.1.16.1 0 (0.0%) 2 (6.9%) 0 (0.0%) 1(2.1%) 0 (0.0%) 3 (2.4%)
XBB.1.9.2 16 (88.9%) 1 (3.4%) 23 (71.9%) 0 (0.0%) 0 (0.0%) 40 (31.7%)
XBB.2.3 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
XBB.1.5.20 1(5.6%) 3 (10.3%) 0 (0.0%) 3 (6.4%) 0 (0.0%) 7 (5.6%)
FD.1.1 0 (0.0%) 4 (13.8%) 0 (0.0%) 1(2.1%) 0 (0.0%) 5 (4.0%)
EU.1.1 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
XBB.1.5.1 0 (0.0%) 1 (3.4%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1(0.8%)
Other recombinant 0 (0.0%) 1 (3.4%) 0 (0.0%) 21 (44.7%) 0 (0.0%) 22 (17.5%)
BQlineages 0 (0.0%) 1 (3.4%) 1 (3.1%) 0 (0.0%) 0 (0.0%) 2 (1.6%)
BA.5lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
BA.2lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
Other Omicron 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
Total sequenced 18 (100%) 29 (100%) 32 (100%) 47 (100%) 0 (0.0%) 126 (100%)

Note: BA.5lineage®) S E Of dzR S &Sample ddtekpfeSdnt3He &atlest date available for the samplot all sequencing and bioinformatiasalyses
for recent weeks were complete at the time of data extractiBablic health unit was assigned baseddimgnosing health unit in CCMa case did not link to
CCM (%), OCGN patient postal code was us@dering provider postal code was us#gatient postal code was missing

Data source: PHO Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Labideatiitpn Regional Laboratory MediciReogram
CCM
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Table6c. Number and percentageof caseshy Pango lineage and public health unit (PHU), representative surveillance, Eastern

Region April 23to May 20, 2023

Eastern Ontario

Pangolineage Health Unit

Hastings Prince
Edward Public

Kinggon,

Frontenac and

Lennox &

Leeds, Grenville

& Lanark

District Health

Health

Ottawa Public| Renfrew County an
District Health Unit

Total

Health Addlrﬁéc;ﬂhPubllc Unit
XBB.1.5 40 (54.1%) 23 (67.6%) 21 (18.1%) 9 (40.9%) 96 (51.6%) 0 (0.0%) 189 (42.8%)
XBB.116 2 (2.7%) 4 (11.8%) 14 (12.1%) 2 (9.1%) 13 (7.0%) 1 (10.0%) 36 (8.1%)
XBB.1.9.1 2 (2.7%) 1 (2.9%) 1 (0.9%) 0 (0.0%) 8 (4.3%) 1 (10.0%) 13 (2.9%)
XBB.1.16.1 1 (1.4%) 0 (0.0%) 2 (1.7%) 2 (9.1%) 0 (0.0%) 0 (0.0%) 5 (1.1%)
XBB.1.9.2 0 (0.0%) 0 (0.0%) 1 (0.9%) 2 (9.1%) 2 (1.1%) 2 (20.0%) 7 (1.6%)
XBB.2.3 0 (0.0%) 0 (0.0%) 1 (0.9%) 0 (0.0%) 2 (1.1%) 0 (0.0%) 3 (0.7%)
XBB.1.5.20 0 (0.0%) 0 (0.0%) 42 (36.2%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 42 (9.5%)
FD.1.1 1 (1.4%) 0 (0.0%) 12 (10.3%) 0 (0.0%) 20 (10.8%) 0 (0.00) 33 (7.5%)
EU.1.1 0 (0.0%) 0 (0.0%) 1 (0.9%) 1 (4.5%) 0 (0.0%) 0 (0.0%) 2 (0.5%)
XBB.1.5.1 0 (0.0%) 0 (0.0%) 1 (0.9%) 1 (4.5%) 0 (0.0%) 0 (0.0%) 2 (0.5%)
Other recombinant 26 (35.1%) 2 (5.9%) 10 (8.6%) 2 (9.1%) 35 (18.8%) 6 (60.0%) 81 (18.3%)
BQlineages 1 (1.4%) 2 (5.9%) 7 (6.0%) 3 (13.6%) 0 (0.0%) 0 (0.0%) 13 (2.9%)
BA.5lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
BA.2lineages 1 (1.4%) 2 (5.9%) 3 (2.6%) 0 (0.0%) 10 (5.4%) 0 (0.0%) 16 (3.6%)
Other Omicron 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)

Total sequenced 74 (100%) 34 (100%) 116 (100%) 22 (100%) 186 (100%) 10 (100%) 442 (100%)

Note: BA.5lineage®) S E Of dzR S &Sample ddtekpfeSdnt3He &atliest date available for the samphot all sequencing and bioinformatiesmalyses
for recent weeks were complete at the time of data extractiBablic health unit was assigned baseddisgnosing health unit in CCNMa case did not link to
CCM (%), OCGN patient postal code was us€xdering provider postal code was usécatient postal code was missing

Data source: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Labarattion Regional Laboratory Medicine Program
CCM
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Table6d. Numberand percentageof caseshy Pango lineagéealth unitand public (PHU), representative surveillance, Central

East RegionApril 23to May 20, 2023

: Haliburton,_ : Simcoe Muskoka :
Pangolineage Durham Region Kawartha, Pine Peel Public | Peterborough District Health York Region Total
Health Department Ridge Dlstr_lct Heath Public Health Unit Public Health
Health Unit

XBB.1.5 105 (62.5%) 20 (47.6%) 79 (30.4%) 8 (16.7%) 36 (51.4%) 59 (36.2%) 307 (40.9%)
XBB.1.16 12 (7.1%) 11 (26.2%) 75 (28.8%) 26 (54.2%) 9 (12.9%) 12 (7.4% 145 (19.3%)
XBB.1.9.1 11 (6.5%) 1 (2.4%) 23 (8.8%) 7 (14.6%) 1 (1.4%) 16 (9.8%) 59 (7.9%)
XBB.1.16.1 3 (1.8%) 0 (0.0%) 5 (1.9%) 0 (0.0%) 2 (2.9%) 18 (11.0%) 28 (3.7%)
XBB.1.9.2 1 (0.6%) 0 (0.0%) 6 (2.3%) 0 (0.0%) 1 (1.4%) 3 (1.8%) 11 (1.5%)
XBB.2.3 3(1.8%) 1 (2.4%) 14 (5.4%) 0 (0.0%) 1 (1.4%) 1 (0.6%) 20 (2.7%)
XBB.1.5.20 3 (1.8%) 2 (4.8%) 2 (0.8%) 1 (2.1%) 1 (1.4%) 4 (2.5%) 13 (1.7%)
FD.1.1 0 (0.0%) 1 (2.4%) 0 (0.0%) 2 (4.2%) 1 (1.4%) 0 (0.0%) 4 (0.5%)
EU.1.1 1 (0.6%) 0 (0.0%) 1 (0.4%) 0 (0.0%) 0 (0.0%) 1 (0.6%) 3 (0.4%)
XBB.1.5.1 0 (0.0%) 0 (0.0%) 10 (3.8%) 0 (0.0%) 1 (1.4%) 3 (1.8%) 14 (1.9%)
Other recombinant 27 (16.1%) 5 (11.9%) 38 (14.6%) 3 (6.2%) 14 (20.0%) 16 (9.8%) 103 (13.7%)
BQlineages 1 (0.6%) 1 (2.4%) 2 (0.8%) 0 (0.0%) 1 (1.4%) 2 (1.2%) 7 (0.9%)
BA.5lineages 0 (0.0%) 0 (0.0%) 1 (0.4%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (0.1%)
BA.2lineages 1 (0.6%) 0 (0.0%) 3 (1.2%) 1 (2.1%) 2 (2.9%) 28 (17.2%) 35 (4.7%)
Other Omicron 0 (0.0%) 0 (0.0%) 1 (0.4%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (0.1%)

Total sequenced

168 (100%)

42 (100%)

260 (100%)

48 (100%)

70 (100%)

163 (100%) 751 (100%)

Note: BA.5lineage®) S E Of dzR S &Sample ddtekpfeSdnt3He &atliest date available for the samphot all sequencing and bioinformatiasalyses

for recentweeks were complete at the time of data extractidtublic health unit was assigned baseddimgnosing health unit in CCMa case did not link to
CCM (2D%), OCGN patient postal code was us€xdering provider postal code was us#gbatient postalcode was missing

Data source: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Labarattion Regional Laboratory Medicine Program
CCM
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Table6e. Numberand percentageof caseshy Pango lineage and public health ifPHU), representative surveillance, Toronto
Region,April 23to May 20, 2023

Pangoineage Toronto Public Health ‘ Total
XBB.1.5 219 (33.3%) 219 (33.3%)
XBB.1.16 63 (9.6%) 63 (9.6%)
XBB.1.9.1 127 (19.3%) 127 (19.3%)
XBB.1.16.1 43 (6.5%) 43 (6.5%)
XBB1.9.2 11 (1.7%) 11 (1.7%)
XBB.2.3 55 (8.4%) 55 (8.4%)
XBB.1.5.20 7 (1.1%) 7 (1.1%)
FD.1.1 7 (1.1%) 7 (1.1%)
EU.1.1 1 (0.2%) 1 (0.2%)
XBB.1.5.1 18 (2.7%) 18 (2.7%)
Other recombinant 99 (15.0%) 99 (15.0%)
BQlineages 4 (0.6%) 4 (0.6%)
BA.5lineages 1 (0.2%) 1 (0.2%)
BA.2lineages 3 (0.5%) 3 (0.5%)
Other Omicron 0 (0.0%) 0 (0.0%)
Total sequenced 658 (100%) 658 (100%)

Note: BA.5lineage®) S E Of dzR S &Sample ddtekpfeSdnt3He &atliest date available for the samphot all sequencing ahbioinformaticsanalyses
for recent weeks were complete at the time of data extractiBablic health unit was assigned baseddisgnosing health unit in CCNMa case did not link to
CCM (2D%), OCGN patient postal code was us€dering provider potal code was used patient postal code was missing

Data sourca: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Labarattion Regional Laboratory Medicine Program
CCM
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Table6f. Numberand percentageof caseshy Pango lineage and public health unit (PHU), representative surveillance, South West

Region,April 23to May 20, 2023

Pangoineage

XBB.1.5
XBB.1.16
XBB.1.9.1
XBB.1.16.1
XBB.1.9.2
XBB.2.3
XBB.1.5.20
FD.1.1

EU.1.1
XBB.1.5.1

Other recombinant
BQlineages
BA.5lineages
BA.2lineages
Other Omicron
Total sequenced

Chatham
Kent Public

Health

58 (87.9%)

1 (1.5%)
4 (6.1%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
3 (4.5%)
0 (0.0%)
0 (0.0%)
0 (0.0%)

66 (100%)

Grey Bruce
Health Unit

7 (8.3%)
61 (72.6%)
5 (6.0%)
2 (2.4%)
0 (0.0%)
2 (2.4%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
7 (8.3%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
84 (100%)

Huron Perth

Public Health | Public Health

8 (34.8%)
3 (13.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
3 (13.0%)
1 (4.3%)
0 (0.0%)
0 (0.0%)
7 (30.4%)
0 (0.0%)
0 (0.0%)
1 (4.3%)
0 (0.0%)
23 (100%)

Lambton

8 (30.8%)
4 (15.4%)
2 (7.7%)
5 (19.2%)
1 (3.8%)
0 (0.0%)
1 (3.8%)
0 (0.0%)
0 (0.0%)
3 (11.5%)
2 (7.7%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)

26 (100%)

Middlesex
London
Health Lhit

27 (30.0%)
13 (14.4%)
12 (13.3%)
9 (10.0%)
1(1.1%)
3 (3.3%)
4 (4.4%)
0 (0.0%)
1(1.1%)
0 (0.0%)
19 (21.1%)
1(1.1%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
90 (100%)

Southwestern
Public Health

60 (80.0%)

0 (0.0%)
3 (4.0%)
0 (0.0%)
0 (0.0%)
1 (1.3%)
1 (1.3%)
1 (1.3%)
0 (0.0%)
1 (1.3%)
4 (5.3%)
1 (1.3%)
1 (1.3%)
2 (2.7%)
0 (0.0%)

75 (100%)

Windsor-
Essex County|
Health Unit

51 (68.9%)

6 (8.1%)
1 (1.4%)
2 (2.7%)
1 (1.4%)
1 (1.4%)
0 (0.0%)
6 (8.1%)
0 (0.0%)
0 (0.0%)
6 (8.1%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)

74 (100%)

Total

219 (50.0%)

88 (20.1%)
27 (6.2%)
18 (4.1%)
3 (0.7%)
7 (1.6%)
9 (2.1%)
8 (1.8%)
1 (0.2%)
4 (0.9%)

45 (10.3%)
5 (1.1%)
1 (0.2%)
3 (0.7%)
0 (0.0%)

438 (100%)

Note: BA.5lineage®) S E Of dzR S &Sample ddtekpfeSdnt3He &atlest date available for the samplNot all sequencing and bioinformatiasalyses
for recent weeks were complete at the time of data extractiBablic health unit was assigned baseddimgnosing health unit in CCMa case did not link to

CCM (%), OCGN patient postal code was us@dering provider postal code was usi#ghatient postal code was missing

Data sourca: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Labaratiioyn Regional Laboratory MediciReogram

CCM
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