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WEEKLY EPIDEMIOLOGICAL SUMMARY 

SARS-CoV-2 Genomic Surveillance in Ontario, 
June 2, 2023 
This report summarizes the results of SARS-CoV-2 whole genome sequencing completed by Public 
Health Ontario as of May 31, 2023 and partner laboratories in the Ontario COVID-19 Genomics Network 
as of May 30, 2023.  

Background 
The continued monitoring of global SARS-CoV-2 genomic data has identified changes in the genome as it 
spreads through populations. These random changes or mutations arise as a virus evolves over time. 
The accumulation of these mutations 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 ability to spread or cause disease, some variants 
have mutations which may enhance virulence, transmissibility, and/or allow the virus to escape natural 
or vaccine-induced immunity. 

The identification of variants and mutations occurs through whole genome sequencing (WGS) of select 
samples. Through global surveillance of SARS-CoV-2 genomes, a number of variants have been identified 
with evidence of clinical and/or public health significance, termed variants of concern (VOC). Variants 
designated as VOCs include B.1.1.7 (Alpha), B.1.351 (Beta), P.1 (Gamma), B.1.617.2 (Delta), and 
B.1.1.529 (Omicron), some of which have been de-escalated due to their diminishing prevalence 
globally. WGS has also identified a number of variants of interest (VOI), which may share one or more 
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 immune escape). These variants are 
also characterized and monitored through genomic surveillance. A VOI may be re-classified as a VOC 
where there is sufficient scientific evidence to support this designation. The VOC/VOI categories used in 
this report were derived from the Public Health Agency of Canada (PHAC)1, the World Health 
Organization (WHO)2, and the European Centre for Disease Prevention and Control (ECDC).3 

As SARS-CoV-2 continues to evolve, lineages will naturally divide into descendant sub-lineages - a 
genetically closely related group derived from a common ancestor. The descendant branches are given 
new lineage aliases, such as for B.1.1.529 (Omicron) lineages (e.g., BA.1 [alias for B.1.1.529.1], BA.5 
[alias for B.1.1.529.5]), and BA.5 sublineages (e.g., BQ.1, BF.7). When a host is infected with two or more 
descendant lineages, lineages can recombine to form a new recombinant lineage (e.g., BA.2.10.1 and 
BA.2.75 recombine to form XBB). The designation of a descendant or recombinant lineage does not 
necessarily imply a biological difference from the parent lineage. Rather, the new designation represents 
a refined genetic group that can be tracked separately. As more research is conducted, there may be 
evidence of a difference, at which time a new WHO Greek letter classification may be assigned to a 
newly emerged variant.  

The Ontario COVID-19 Genomics Network (OCGN) performs WGS on samples received for SARS-CoV-2 
diagnostic testing or VOC PCR testing. Sequences are processed using bioinformatics analyses and assigned 
a Pango lineage4 using the pangolin tool5, allowing for the identification of VOC, VOI and other lineages. 

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
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Highlights 
¶ In the most recent week (May 14 to May 20), XBB.1.5 was the most prevalent lineage (29.2%), 

followed by XBB.1.16 (15.5%), and XBB.1.9.1 (13.7%).  

¶ The proportion of XBB.1.5 decreased from 36.2% (May 7 to May 13) to 29.2% (May 14 to May 
20) and is projected to decrease further to 10.2% (95% CI: 7.8% - 13.2%) by June 7, 2023. 

¶ The proportion of XBB.1.16 remained stable at 15.5% (May 7 to May 20) and is projected to 
increase to 19.0% (95% CI: 13.7% - 25.6%) by June 7, 2023. 

¶ The weekly growth rate of XBB.1.16 is 1.46 (95% CI: 1.38 ς 1.55) times that of XBB.1.5. 

 

Lineage counts may change between reports as the Pango lineage assignment models are updated.  

As of December 31, 2021, diagnostic PCR testing was restricted to high-risk populations. Testing 
eligibility was expanded on April 11, 2022 to include additional high-risk groups (see technical notes for 
details). As such, representative surveillance only pertains to tested populations.  
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Representative Surveillance 

Table 1. Number of COVID-19 cases, number and percentage of cases sequenced for representative surveillance by week, Ontario, 
April 23 to 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 (May 14 - May 20) 1,226 612 49.9% 

Total 5,502 3,129 56.9% 

Note: ΨbǳƳōŜǊ ƻŦ ŎŀǎŜǎΩ ƛǎ ǘƘŜ ƴǳƳōŜǊ ƻŦ ŎƻƴŦƛǊƳŜŘ ǇƻǎƛǘƛǾŜ ŎŀǎŜǎ ƻŦ /h±L5-19 in Ontario. Date was assigned to best align with sample collection date, which 
Ƴŀȅ ŘƛŦŦŜǊ ŦǊƻƳ ƻǘƘŜǊ tIh ǇǊƻŘǳŎǘǎΦ ΨbǳƳōŜǊ ǎŜǉǳŜƴŎŜŘΩ ƛǎ ǘƘŜ ƴǳƳōŜǊ ƻŦ ŎŀǎŜǎ ǎŜǉǳŜƴŎŜŘ ŦƻǊ ǊŜǇǊŜǎŜƴǘŀǘƛǾŜ ǎǳǊǾŜƛƭƭŀƴŎŜΦ wŜǎǳƭǘǎ Ƴŀȅ ƴƻǘ ōŜ ǊŜǇǊŜǎŜƴǘŀǘƛǾŜ 
of Ontario overall, and do not include all samples tested for other reasons including travel, outbreak investigation, coronerΩǎ ŎŀǎŜǎΣ ǊŜƛƴŦŜŎǘƛƻn or possible 
vaccine escape. ΨPercentage sequencedΩ may be lower than the sampling proportion because not all cases are eligible to be sequenced (i.e. excludes samples 
with cycle threshold >30 or insufficient volume). For representative surveillance: details on the proportion of eligible samples sequenced by the OCGN can be 
found in the technical notes. Week was assigned based on earliest date available for a sample. Results for recent weeks are incomplete as not all sequencing 
and bioinformatics analyses were complete at the time of data extraction and will be included in subsequent reports. 
Data sources: CCM, PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine 
Program
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Figure 1. Percentage of COVID-19 cases by the most prevalent lineages and week, representative surveillance, Ontario, May 22, 
2022 to May 20, 2023 

 
 
Note: Results may not be representative of Ontario overall, particularly in earlier weeks. Details on the proportion of eligible samples sequenced by the OCGN 
can be found in the technical notes. Week 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 recent weeks are incomplete as not all sequencing and bioinformatics analyses were complete at the time of data 
extraction and will be included in subsequent reports. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program  

 
  

Report focus 

Data used for Nowcast model  
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Table 2. Number and percentage of cases by Pango lineage and week, representative surveillance, Ontario, April 23 to May 20, 
2023 

Pango lineage 
Week 17 
(April 23 - 
April 29) 

Week 18 
(April 30 - 

May 6) 

Week 19 
(May 7 - 
May 13) 

Week 20 
(May 14 - 
May 20) 

Total  
(April 23-  
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 (10.1%) 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%) 

BQ lineages 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.2 lineages 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: Includes the most prevalent lineages detected in the past month. ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Details on the proportion of eligible samples 
sequenced by the OCGN can be found in the technical notes. Week was assigned based on the earliest date available for the sample. Not all sequencing and 
bioinformatics analyses for recent weeks were complete at the time of data extraction. Case counts for these weeks may increase in subsequent reports. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program  
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Figure 2. Estimated daily prevalence (%) by Pango lineage, using Nowcast model, Ontario, April 9, 2023 to June 10, 2023 

 
Note: Each curve represents the estimated prevalence of a given lineage from Nowcast modelling, which uses six weeks of daily representative surveillance 
data in a multinomial logistic regression. Each set of dots represents the observed daily prevalence of a given lineage, while their size represents the relative 
number of samples. The vertical dashed line indicates the most recent day of data, after which projected Nowcast prevalence estimates are presented with 
their 95% confidence intervals. The vertical grey lines indicate the mid-point of the week. Only lineages with at least 14 days of non-zero case counts were 
included in the model. Figure includes all lineages with at least one day of an estimated prevalence of 5% or greater during the 12 week period (six observed 
and six projected). Only three weeks of projected data are shown. Prevalence projections may be overestimated for emerging lineages. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program 
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Table 3. Estimated prevalence (%), projected prevalence (%), and weekly relative growth rate (with 95% confidence intervals) by 
Pango lineage, using Nowcast model, Ontario, April 9, 2023 to June 10, 2023 

Pango lineage 

Week 19 
(May 10): 
Estimated 

Week 20 
(May 17): 
Estimated 

Week 21 
(May 24): 
Projected 

Week 22 
(May 31): 
Projected 

Week 23 
(June 7): 
Projected 

Weekly relative 
growth rate 

XBB.1.5 39.2 (37.1 - 41.2) 30.8 (28.3 - 33.4) 22.7 (20.0 - 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 (4.0 - 5.7) 6.4 (4.9 - 8.2) 8.0 (5.7 - 11.2) 9.4 (6.0 - 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) 4.1 (2.3 - 7.1) 5.4 (2.5 - 10.9) 6.7 (2.4 - 15.7) 1.90 (1.57 - 2.31) 

EG.1 1.4 (1.0 - 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 uses six weeks of daily representative surveillance data in a multinomial logistic regression that estimates and projects the prevalence 
of SARS-CoV-2 lineages. ¢ƘŜ ǿŜŜƪƭȅ ǊŜƭŀǘƛǾŜ ƎǊƻǿǘƘ ǊŀǘŜ ƛǎ ŀ ƳŜŀǎǳǊŜ ƻŦ ŀ ƭƛƴŜŀƎŜΩǎ ƎǊƻǿǘƘ ǊŀǘŜ relative to the reference lineage and is estimated in the Nowcast 
model. The weekly relative growth rate and projections may be overestimated for emerging lineages. The prevalence estimates and projections presented are 
from the Wednesday (mid-point) of the specified week. Lineages with at least 14 days of non-zero case counts were included in the model. Lineages that had at 
least one day with a prevalence of 5% or greater in the 12 week period (six observed and six projected) were included in the table. Only three weeks of projected 
data are shown. Prevalence estimates are based on the model and are not expected to be the same as the observed data (e.g. Table 2). Details on the 
methodology used to calculate Nowcast prevalence estimates, projections, and the weekly relative growth rates can be found in the technical notes. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program 
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Table 4. Number and percentage of cases by Pango lineage and age group, representative surveillance, Ontario, April 23 to May 
20, 2023 

Pango lineage 
Ages:   
0-4 

Ages:   
5-11 

Ages:   
12-19 

Ages:   
20-39 

Ages:  
 40-59 

Ages:   
60-79 

Ages:   
80 and over 

Total 

XBB.1.5 26 (33.3%) 2 (28.6%) 9 (52.9%) 152 (40.5%) 167 (37.0%) 330 (40.0%) 584 (42.5%) 1,270 (40.6%) 

XBB.1.16 16 (20.5%) 2 (28.6%) 2 (11.8%) 60 (16.0%) 48 (10.6%) 120 (14.5%) 160 (11.6%) 408 (13.0%) 

XBB.1.9.1 9 (11.5%) 1 (14.3%) 3 (17.6%) 31 (8.3%) 56 (12.4%) 66 (8.0%) 125 (9.1%) 291 (9.3%) 

XBB.1.16.1 1 (1.3%) 0 (0.0%) 0 (0.0%) 15 (4.0%) 23 (5.1%) 19 (2.3%) 69 (5.0%) 127 (4.1%) 

XBB.1.9.2 4 (5.1%) 0 (0.0%) 0 (0.0%) 13 (3.5%) 18 (4.0%) 23 (2.8%) 49 (3.6%) 107 (3.4%) 

XBB.2.3 5 (6.4%) 0 (0.0%) 0 (0.0%) 11 (2.9%) 20 (4.4%) 35 (4.2%) 30 (2.2%) 101 (3.2%) 

XBB.1.5.20 0 (0.0%) 0 (0.0%) 1 (5.9%) 7 (1.9%) 13 (2.9%) 12 (1.5%) 51 (3.7%) 84 (2.7%) 

FD.1.1 1 (1.3%) 0 (0.0%) 0 (0.0%) 5 (1.3%) 18 (4.0%) 13 (1.6%) 25 (1.8%) 62 (2.0%) 

EU.1.1 1 (1.3%) 0 (0.0%) 0 (0.0%) 3 (0.8%) 2 (0.4%) 9 (1.1%) 33 (2.4%) 48 (1.5%) 

XBB.1.5.1 0 (0.0%) 0 (0.0%) 1 (5.9%) 4 (1.1%) 9 (2.0%) 16 (1.9%) 17 (1.2%) 47 (1.5%) 

Other recombinant 14 (17.9%) 1 (14.3%) 1 (5.9%) 66 (17.6%) 69 (15.3%) 144 (17.4%) 173 (12.6%) 468 (15.0%) 

BQ lineages 1 (1.3%) 1 (14.3%) 0 (0.0%) 3 (0.8%) 3 (0.7%) 22 (2.7%) 16 (1.2%) 46 (1.5%) 

BA.5 lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (0.2%) 3 (0.4%) 1 (0.1%) 5 (0.2%) 

BA.2 lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 5 (1.3%) 4 (0.9%) 14 (1.7%) 40 (2.9%) 63 (2.0%) 

Other Omicron 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (0.1%) 1 (<0.1%) 

Total sequenced 78 (100%) 7 (100%) 17 (100%) 375 (100%) 451 (100%) 826 (100%) 1,374 (100%) 3,128 (100%) 

Note: Includes the most prevalent lineages detected in the past month. ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Age was assigned based on the birth date 
provided in OCGN, and if missing, based on the birth date from CCM; excludes cases with missing birth dates.  
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  
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Table 5. Percentage of XBB.1.16 cases, number identified, and total sequenced by public health unit (PHU), region, and week, 
representative surveillance, Ontario, April 23 to May 20, 2023 

Public Health Unit 
Week 17 
(April 23 - 
April 29) 

Week 18 
(April 30 - 

May 6) 

Week 19 
(May 7 - 
May 13) 

Week 20 
(May 14 - 
May 20) 

Total  
(April 23-  
May 20) 

Northwestern Health Unit 0.0% (0/3) 0.0% (0/0) 0.0% (0/0) 0.0% (0/1) 0.0% (0/4) 

Thunder Bay District Health Unit 0.0% (0/9) 8.3% (1/12) 0.0% (0/18) 0.0% (0/9) 2.1% (1/48) 

TOTAL NORTH WEST 0.0% (0/12) 8.3% (1/12) 0.0% (0/18) 0.0% (0/10) 1.9% (1/52) 

Algoma Public Health 0.0% (0/0) 0.0% (0/0) 0.0% (0/9) 11.1% (1/9) 5.6% (1/18) 

North Bay Parry Sound District Health Unit 0.0% (0/4) 25.0% (3/12) 10.0% (1/10) 66.7% (2/3) 20.7% (6/29) 

Porcupine Health Unit 0.0% (0/3) 0.0% (0/4) 18.2% (2/11) 0.0% (0/14) 6.2% (2/32) 

Public Health Sudbury & Districts 0.0% (0/7) 0.0% (0/16) 0.0% (0/20) 0.0% (0/4) 0.0% (0/47) 

Timiskaming Health Unit 0.0% (0/0) 0.0% (0/0) 0.0% (0/0) 0.0% (0/0) 0.0% (0/0) 

TOTAL NORTH EAST 0.0% (0/14) 9.4% (3/32) 6.0% (3/50) 10.0% (3/30) 7.1% (9/126) 

Ottawa Public Health 8.5% (5/59) 8.0% (4/50) 4.7% (2/43) 5.9% (2/34) 7.0% (13/186) 

Eastern Ontario Health Unit 7.1% (1/14) 4.5% (1/22) 0.0% (0/18) 0.0% (0/20) 2.7% (2/74) 

Hastings Prince Edward Public Health 0.0% (0/23) 0.0% (0/3) 0.0% (0/4) 100.0% (4/4) 11.8% (4/34) 

Kingston, Frontenac and Lennox & Addington 
Public Health 

6.2% (2/32) 0.0% (0/26) 4.2% (1/24) 32.4% (11/34) 12.1% (14/116) 

Leeds, Grenville & Lanark District Health Unit 16.7% (1/6) 0.0% (0/6) 16.7% (1/6) 0.0% (0/4) 9.1% (2/22) 

Renfrew County and District Health Unit 0.0% (0/3) 20.0% (1/5) 0.0% (0/1) 0.0% (0/1) 10.0% (1/10) 

TOTAL EASTERN 6.6% (9/137) 5.4% (6/112) 4.2% (4/96) 17.5% (17/97) 8.1% (36/442) 

Durham Region Health Department 14.9% (7/47) 6.0% (3/50) 2.9% (1/35) 2.8% (1/36) 7.1% (12/168) 

Haliburton, Kawartha, Pine Ridge District 
Health Unit 

26.7% (4/15) 14.3% (2/14) 0.0% (0/5) 62.5% (5/8) 26.2% (11/42) 

Peel Public Health 26.5% (13/49) 30.4% (24/79) 29.2% (19/65) 28.4% (19/67) 28.8% (75/260) 

Peterborough Public Health 25.0% (2/8) 50.0% (10/20) 81.2% (13/16) 25.0% (1/4) 54.2% (26/48) 

Simcoe Muskoka District Health Unit 4.3% (1/23) 9.1% (2/22) 7.7% (1/13) 41.7% (5/12) 12.9% (9/70) 

York Region Public Health 4.7% (2/43) 6.1% (4/66) 4.2% (1/24) 16.7% (5/30) 7.4% (12/163) 

TOTAL CENTRAL EAST 15.7% (29/185) 17.9% (45/251) 22.2% (35/158) 22.9% (36/157) 19.3% (145/751) 

Toronto Public Health 6.8% (11/161) 9.1% (19/209) 6.9% (11/159) 17.1% (22/129) 9.6% (63/658) 

TOTAL TORONTO 6.8% (11/161) 9.1% (19/209) 6.9% (11/159) 17.1% (22/129) 9.6% (63/658) 
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Public Health Unit 
Week 17 
(April 23 - 
April 29) 

Week 18 
(April 30 - 

May 6) 

Week 19 
(May 7 - 
May 13) 

Week 20 
(May 14 - 
May 20) 

Total  
(April 23-  
May 20) 

Chatham-Kent Public Health 0.0% (0/17) 3.1% (1/32) 0.0% (0/13) 0.0% (0/4) 1.5% (1/66) 

Grey Bruce Health Unit 14.3% (1/7) 82.5% (33/40) 83.9% (26/31) 16.7% (1/6) 72.6% (61/84) 

Huron Perth Public Health 15.4% (2/13) 0.0% (0/1) 20.0% (1/5) 0.0% (0/4) 13.0% (3/23) 

Lambton Public Health 0.0% (0/8) 0.0% (0/10) 50.0% (3/6) 50.0% (1/2) 15.4% (4/26) 

Middlesex-London Health Unit 22.2% (4/18) 6.2% (1/16) 25.0% (7/28) 3.6% (1/28) 14.4% (13/90) 

Southwestern Public Health 0.0% (0/39) 0.0% (0/22) 0.0% (0/10) 0.0% (0/4) 0.0% (0/75) 

Windsor-Essex County Health Unit 7.4% (2/27) 9.1% (2/22) 6.7% (1/15) 10.0% (1/10) 8.1% (6/74) 

TOTAL SOUTH WEST 7.0% (9/129) 25.9% (37/143) 35.2% (38/108) 6.9% (4/58) 20.1% (88/438) 

Brant County Health Unit 0.0% (0/25) 0.0% (0/14) 14.3% (1/7) 0.0% (0/2) 2.1% (1/48) 

City of Hamilton Public Health Services 8.3% (3/36) 9.5% (4/42) 6.2% (2/32) 13.6% (3/22) 9.1% (12/132) 

Haldimand-Norfolk Health Unit 0.0% (0/6) 8.3% (1/12) 33.3% (2/6) 33.3% (1/3) 14.8% (4/27) 

Halton Region Public Health 5.6% (1/18) 0.0% (0/17) 3.6% (1/28) 4.3% (2/47) 3.6% (4/110) 

Niagara Region Public Health 10.5% (2/19) 0.0% (0/25) 4.8% (1/21) 7.1% (2/28) 5.4% (5/93) 

Region of Waterloo Public Health and 
Emergency Services 

11.3% (6/53) 4.9% (3/61) 13.0% (3/23) 0.0% (0/16) 7.8% (12/153) 

Wellington-Dufferin-Guelph Public Health 0.0% (0/16) 27.3% (9/33) 41.2% (14/34) 41.7% (5/12) 29.5% (28/95) 

TOTAL CENTRAL WEST 6.9% (12/173) 8.3% (17/204) 15.9% (24/151) 10.0% (13/130) 10.0% (66/658) 

UNKNOWN 0.0% (0/0) 0.0% (0/0) 0.0% (0/3) 0.0% (0/1) 0.0% (0/4) 

TOTAL ONTARIO 8.6% (70/811) 13.3% (128/963) 15.5% (115/743) 15.5% (95/612) 13.0% (408/3,129) 

Note: Details on the proportion of eligible samples sequenced by the OCGN can be found in the technical notes. Week was assigned based on the earliest date 
available for the sample. Not all sequencing and bioinformatics analyses for recent weeks were complete at the time of data extraction. Case counts for these 
weeks may increase in subsequent reports. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to CCM (2.0%), OCGN 
patient postal code was used. Ordering provider postal code was used if patient postal code was missing. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program  
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Table 6a. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, North West 
Region, April 23 to 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.1.9.2 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 (11.5%) 

BQ lineages 0 (0.0%) 1 (2.1%) 1 (1.9%) 

BA.5 lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 

BA.2 lineages 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: ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀges. Sample date represents the earliest date available for the sample. Not all sequencing and bioinformatics analyses 
for recent weeks were complete at the time of data extraction. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to 
CCM (2.0%), OCGN patient postal code was used. Ordering provider postal code was used if patient postal code was missing. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  
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Table 6b. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, North East 
Region, April 23 to May 20, 2023 

Pango lineage 
Algoma Public 

Health 
North Bay Parry Sound 

District Health Unit 
Porcupine Health 

Unit 
Public Health Sudbury 

& Districts 
Timiskaming Health 

Unit 
Total 

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%) 

XBB.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%) 

BQ lineages 0 (0.0%) 1 (3.4%) 1 (3.1%) 0 (0.0%) 0 (0.0%) 2 (1.6%) 

BA.5 lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 

BA.2 lineages 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: ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Sample date represents the earliest date available for the sample. Not all sequencing and bioinformatics analyses 
for recent weeks were complete at the time of data extraction. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to 
CCM (2.0%),  OCGN patient postal code was used. Ordering provider postal code was used if patient postal code was missing. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  
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Table 6c. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, Eastern 
Region, April 23 to May 20, 2023 

Pango lineage 
Eastern Ontario 

Health Unit 

Hastings Prince 
Edward Public 

Health 

Kingston, 
Frontenac and 

Lennox & 
Addington Public 

Health 

Leeds, Grenville 
& Lanark 

District Health 
Unit 

Ottawa Public 
Health 

Renfrew County and 
District Health Unit 

Total 

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.1.16 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 (0.0%) 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%) 

BQ lineages 1 (1.4%) 2 (5.9%) 7 (6.0%) 3 (13.6%) 0 (0.0%) 0 (0.0%) 13 (2.9%) 

BA.5 lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 

BA.2 lineages 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: ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Sample date represents the earliest date available for the sample. Not all sequencing and bioinformatics analyses 
for recent weeks were complete at the time of data extraction. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to 
CCM (2.0%),  OCGN patient postal code was used. Ordering provider postal code was used if patient postal code was missing.  
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  
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Table 6d. Number and percentage of cases by Pango lineage health unit and public (PHU), representative surveillance, Central 
East Region, April 23 to May 20, 2023 

Pango lineage  Durham Region 
Health Department 

Haliburton, 
Kawartha, Pine 
Ridge District 
Health Unit 

Peel Public 
Health 

Peterborough 
Public Health 

Simcoe Muskoka 
District Health 

Unit 

York Region 
Public Health 

Total 

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%) 

BQ lineages 1 (0.6%) 1 (2.4%) 2 (0.8%) 0 (0.0%) 1 (1.4%) 2 (1.2%) 7 (0.9%) 

BA.5 lineages 0 (0.0%) 0 (0.0%) 1 (0.4%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (0.1%) 

BA.2 lineages 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: ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Sample date represents the earliest date available for the sample. Not all sequencing and bioinformatics analyses 
for recent weeks were complete at the time of data extraction. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to 
CCM (2.0%),  OCGN patient postal code was used. Ordering provider postal code was used if patient postal code was missing. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  
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Table 6e. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, Toronto 
Region, April 23 to May 20, 2023 

Pango lineage 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%) 

XBB.1.9.2 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%) 

BQ lineages 4 (0.6%) 4 (0.6%) 

BA.5 lineages 1 (0.2%) 1 (0.2%) 

BA.2 lineages 3 (0.5%) 3 (0.5%) 

Other Omicron 0 (0.0%) 0 (0.0%) 

Total sequenced 658 (100%) 658 (100%) 

Note: ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Sample date represents the earliest date available for the sample. Not all sequencing and bioinformatics analyses 
for recent weeks were complete at the time of data extraction. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to 
CCM (2.0%),  OCGN patient postal code was used. Ordering provider postal code was used if patient postal code was missing. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  
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Table 6f. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, South West 
Region, April 23 to May 20, 2023 

Pango lineage 
Chatham-

Kent Public 
Health 

Grey Bruce 
Health Unit 

Huron Perth 
Public Health 

Lambton 
Public Health 

Middlesex-
London 

Health Unit 

Southwestern 
Public Health 

Windsor-
Essex County 
Health Unit 

Total 

XBB.1.5 58 (87.9%) 7 (8.3%) 8 (34.8%) 8 (30.8%) 27 (30.0%) 60 (80.0%) 51 (68.9%) 219 (50.0%) 

XBB.1.16 1 (1.5%) 61 (72.6%) 3 (13.0%) 4 (15.4%) 13 (14.4%) 0 (0.0%) 6 (8.1%) 88 (20.1%) 

XBB.1.9.1 4 (6.1%) 5 (6.0%) 0 (0.0%) 2 (7.7%) 12 (13.3%) 3 (4.0%) 1 (1.4%) 27 (6.2%) 

XBB.1.16.1 0 (0.0%) 2 (2.4%) 0 (0.0%) 5 (19.2%) 9 (10.0%) 0 (0.0%) 2 (2.7%) 18 (4.1%) 

XBB.1.9.2 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (3.8%) 1 (1.1%) 0 (0.0%) 1 (1.4%) 3 (0.7%) 

XBB.2.3 0 (0.0%) 2 (2.4%) 0 (0.0%) 0 (0.0%) 3 (3.3%) 1 (1.3%) 1 (1.4%) 7 (1.6%) 

XBB.1.5.20 0 (0.0%) 0 (0.0%) 3 (13.0%) 1 (3.8%) 4 (4.4%) 1 (1.3%) 0 (0.0%) 9 (2.1%) 

FD.1.1 0 (0.0%) 0 (0.0%) 1 (4.3%) 0 (0.0%) 0 (0.0%) 1 (1.3%) 6 (8.1%) 8 (1.8%) 

EU.1.1 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (1.1%) 0 (0.0%) 0 (0.0%) 1 (0.2%) 

XBB.1.5.1 0 (0.0%) 0 (0.0%) 0 (0.0%) 3 (11.5%) 0 (0.0%) 1 (1.3%) 0 (0.0%) 4 (0.9%) 

Other recombinant 0 (0.0%) 7 (8.3%) 7 (30.4%) 2 (7.7%) 19 (21.1%) 4 (5.3%) 6 (8.1%) 45 (10.3%) 

BQ lineages 3 (4.5%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (1.1%) 1 (1.3%) 0 (0.0%) 5 (1.1%) 

BA.5 lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (1.3%) 0 (0.0%) 1 (0.2%) 

BA.2 lineages 0 (0.0%) 0 (0.0%) 1 (4.3%) 0 (0.0%) 0 (0.0%) 2 (2.7%) 0 (0.0%) 3 (0.7%) 

Other Omicron 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 

Total sequenced 66 (100%) 84 (100%) 23 (100%) 26 (100%) 90 (100%) 75 (100%) 74 (100%) 438 (100%) 

Note: ΨBA.5 lineagesΩ ŜȄŎƭǳŘŜǎ .v ƭƛƴŜŀƎŜǎΦ Sample date represents the earliest date available for the sample. Not all sequencing and bioinformatics analyses 
for recent weeks were complete at the time of data extraction. Public health unit was assigned based on diagnosing health unit in CCM. If a case did not link to 
CCM (2.0%),  OCGN patient postal code was used. Ordering provider postal code was used if patient postal code was missing. 
Data sources: PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program, 
CCM  




