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B RESUME EPIDEMIOLOGIBEEDOMADAIRE

Séguencage du genome entier du SARY2
en Ontario,18 janvier2022

Ce rapport présente un résumé des résultats du séquencage du génome entier dCOARSfectué
par Santé publique Ontarie 13janvier2022 et par des laboratoires partenaires du Réseau génomique
COVIBL9 de | 'lDanviea20R.0 | e

Contexte

La surveillance continue des données génomiques mondiales surleCOMRS a per mi s d’' i dent
modifications qui se produisent dans le génome &smer e qu’' i | se propage dans |
Ces modifications ou mutations al éatoires se prodail
de ces mutations peut communément entrainesr | ' app:i
lignées de séquence génomiqgue | égerement diff éreni
propagation et le pouvoir pathogené du n g r a n d cesvarmamis ne difiérent pas, certains

présentent des mutations us c e pt i b | e\sruledce attaansmissibiliteedu Viras ou de lui

permettre de déjouer | ’'immunité naturelle ou indui

Le séquencage du génome entier (SGE) de certains échantillons permet de détecter les variants et les

mut ati ons d’ un lanéemansgiale du génosné du SARDF2vV @i Iper mi s d’ i dent
nombreux variants d’'intérét clinique ou de santé |
actuellement connus sont le B.1.1A&lpha) le B.1.351Béta) le P.(Gamma)le B.1.6172 (Delta)et le

B1.1.529 (Omicron) Le SGE a égal ement permis de relever pl
avoir une ou plusieurs mutations en commun avec U]
suffisamment de données probarggour étre classés comme des VPM{d. des preuves de

transmissibilité, de gravité ou d’'échappement i mmi
et surveill és au moyen de |l a surveill anw@antgénomi gl
préoccupant s’'il y a suf foursautenineetitd désijeatiopgse uves sci el

catégories VRet VI évoquéeslans le pésent rapportproviennent del Agene de la santé publigue du
CanaddASPQ, d e Ordahisation mondiale de la sant®MS? et du Centreeuropéen de prévention et
de contrdle des maladig€CEPCM

A mesuie que leSARE 02 évolue les lignéese divisat naturellementen souslignéesdescendantes
soitungroupeét r oi t ement | i é génémémesnemeirale anpestral®e nant d’ u
nouwellesdénominationssont attribuées auxgnées dedbranchesdescendantescomme la

représentationdu variantDeltapour inclureles ligrées AYQ. ex., AY.4.2)L,adks i gnati on d’ une |
descendate nesignifiepasqu’ el | e pr é s e hidlogiqua paerapdort & & kgndamrertade

mais plutdtq u ’ Beprésente un groupe génétiqumécis pouvant étre suivi séparémedt. | * heur e
actuelle,i | n ' e xedsnnée preabantéudiguantque les lignées descendantes présentent des
caractéristiques biologiques différent§s. ex, échappement immunitairgpar rapport a la lignée

parentale D' a u techershedourniront peutétre desdonnéesprobantessurl " e xi st ence d’' une
différence,suite a quol ' Odirhuera une autre lettre grecquau nouveauvariant émergent.
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https://www.canada.ca/fr/sante-publique/services/maladies/2019-nouveau-coronavirus/professionnels-sante/tests-diagnostic-declaration-cas/variants-sars-cov-2-definitions-classifications-mesures-sante-publique-nationales.html
https://www.canada.ca/fr/sante-publique/services/maladies/2019-nouveau-coronavirus/professionnels-sante/tests-diagnostic-declaration-cas/variants-sars-cov-2-definitions-classifications-mesures-sante-publique-nationales.html
https://www.who.int/fr/activities/tracking-SARS-CoV-2-variants/tracking-SARS-CoV-2-variants
https://www.ecdc.europa.eu/en/covid-19/variants-concern
https://www.ecdc.europa.eu/en/covid-19/variants-concern

LeRéseau génomique COVID® d e [|(RGO@ffextuei un séquencage du génome entier (SGE)

des échantillons recus a des fins de test de diagnostic du-S8¥RSou de test PCR pour le dépistage
desVPLes séquencages sont traités par | e truchement
attribuer une lignée Pandgrace d ' oPRartgali?, ce qui per nv@tesvVte'ti dde matuit frieesr
lignées

Faits saillants

1 Autotal 11 427 cas ont été séquencés par le RGQfesfins de surveillance représentative
entre le5 décembre2021 et le ¥ janvier2022.

T Le pour cent age idrifiesam moydn dOlansuveaillanoe représentative a
augmenté deB9,8%(du 19 au 25 décembre2021) a97,5 % (lu 26 décembre2021 au
1¢" janvier2022.

1 Du25décembre2021 au ¥ janvier2022 la lignée dfchant le plus haut pourcentage de cas de
personnes pleinement vacciegétait Omicron(76,4 %).

Depuis le 3décembre2021,’ ut i | i teshRCRomme dutil de diagnostiestréseree
aux populations les plus vulnérabl&n conéquence, la survedice repésentative ne
s’ appl’iaguuxe pgoupul ati ons test ées.

En raison de |’ augment a telaloyistigue deoldkae delsu n o
échantillons, leRGOO®’ a pas €ét é en mesur e deuxdiksgas enc
surveillance eprésentativeentre le 12décembre2021et le 1*" janvier2022 La prudence est

donc de rigueur pour | ’'interprétation des

LeRéseau génomique COVID® d e [|(RGCO)test passé du séquencage dib 3010/
des échantillons admissiblés20décembre2021et a 5% le 3Gdécembre2021.
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Representative Survelllance

Table 1. Number of COVAI® cases, number and percentage of cases sequenced for representative surveillance by week, Ontario,
December 5, 2021 to January 1, 2022

Week ‘ Number of cases Number sequenced Percentage sequenced
Week 49 (December 5 to December 11) 10,118 4,190 41.4%

Week 50 (December 12 to December 18) 24,807 3,916 15.8%

Week 51 (December 19 to December 25) 65,830 1,328 2.0%

Week 52 (December 26, 2021 to January 113,045 1,993 1.8%

2022)

Total 213,800 11,427 5.3%

Note:* Number of cases’ is the numbl®inOuotdrio. Daterwhs assigredito lpest aligntwithvsample eokeetisn datd, whClOV | D
may di ffer from other RHO drsodthet ;n.u mbdumodr csasersemse quenced for represent
of Ontario overall, and do not include all samples tested for other reasons including travel, outbreak investigation, ceronera s e s, rssblenf ect i on
vaccine escape. For representative surveilladesails on the proportion of eligible samples sequenced by the C&@G e found in the technical notes

Week was assigned based on earliest date available for a sample. Results for recent wesksv@leie as not all sequencing and bioinformatics analyses

were complete at the time of data extraction and will be included in subsetnegorts.

Data sourceCCM, PHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospitall &tzoméiton Regional Laboratory Medicine

Program
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Figure 1. Percentage of COVID cases byhe most prevalent lineages and week, representative surveillance, Ontario, May 2
2021to January 1202
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Note: Results may not be representative of Ontari@mll, 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 owaesaetplenced for a casthe

most recent sample was included. Results for recent weeks are incomplete as not all sequencing and bioinformatics aralyseplete at the time of data
extraction and will be included in subsequent reports.

Data sourcePHO, Hospital for Sick iehen, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program
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Table 2. Number and percentage of cases by Pango lineage and week, representative surveillance, @réaember 5, 2021 to

January 1, 2022

WHO label/Pango lineage

Delta
AY.25
AY.103
B.1.617.2
AY.122
AY.74
AY.3
AY.44
AY.4
AY.27
AY.4.2
Other Delta
Omicron
B.1.1.529
Other lineages
Total sequenced

Week 49

(December 05 to

December 11)

3,312 (79.0%)

1,157 (27.6%)
606 (14.5%)
140 (3.3%)
151 (3.6%)
169 (4.0%)
109 (2.6%)
103 (2.5%)
117 (2.8%)

96 (2.30)

0 (0.0%)
664 (15.8%)
873 (20.8%)
873 20.8%)

5 (0.1%)
4,190 (100%)

Week 50

(December 12 to

December 18)
1,326 (33.9%)
489 (12.5%)
276 (7.0%)
68 (1.7%)
40 (1.0%)
25 (0.6%)
48 (1.2%)
52 (1.3%)
33 (0.8%)
50 (1.3%)

2 (0.1%)
243 (6.2%)
2,588 (66.1%)
2,588 (66.1%)
2 (0.1%)
3,916 (100%)

Week 51

(December 19 to
December 25)

136 (10.2%)
44 (3.3%)
31 (2.3%)
4 (0.3%)
6 (0.5%)
3 (0.2%)
8 (0.6%)
8 (0.6%)
1 (0.1%)
1 (0.1%)
0 (0.0%)
30 (2.3%)

1,192 (89.8%)
1,192 (89.8%)

0 (0.0%)

1,328 (100%)

Week 52

(December 26 to

January 01)
49 (2.5%)
14 (0.7%)
10 (0.5%)

1 (0.1%)
8 (04%)
1 (0.1%)
2 (0.1%)
0 (0.0%)
1 (0.1%)
1 (0.1%)

0 (0.0%)
11 (0.6%)
1,944 (97.5%)
1,944 (97.5%)
0 (0.0%)
1,993 (100%)

Total
(December 5 to
January 1)
4,823 (42.2%)
1,704 (14.9%)
923 (8.1%)
213 (1.9%)
205 (1.8%)
198 (1.7%)
167 (1.5%)
163 (1.4%)
152 (1.3%)
148 (1.3%)

2 (<0.1%)
948 (8.3%)
6,597 (57.7%)
6,597 (57.7%)
7 (0.1%)
11,427 (100%)

Note: Includes most prevalent Delta lineages eleted in the past month, AY.4.2, and Omicron (B.1.1.529). Details on the proportion of eligible samples
sequenced by the OCGI&n be found in the technical note®/eek was assigned based on the earliest date available for the savgplall sequencing and
bioinformaticsanalysedor recent weeks were complete at the time of data extraction. Case counts for these weeks may increase in subsequent reports
Data sourcePHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital aHarattbon Regional Laboratory Medicine Program
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Table 3. Percentage of B.1.1.529 (Omicron) cases identified (number identified/total sequenced) by public health unit (PHU),

region, and week, representative surveillance, Ontario, December 5, 2021 to Jar&2022

WHO label/Pango lineage

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 &
Addington Public Health

Leeds, Grenville & Lanark District
Health Unit

Renfrew County and District Health
Unit

TOTAL EASTERN

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 CENTRAL EAST

Week 49
(December 05 to
December 11)
0.0% (0/4)
3.7% (1/27)
3.2% (1/31)
2.4% (1/42)

9.1% (1/11)
0.0% (0/11)
0.0% (0/68)
0.0% (0/2)
1.5% (2/134)
28.9% (79/273)
7.0% (3/43)
5.2% (5/96)

64.5% (229/355)
10.5% (10/95)
28.6% (4/14)

37.7% (330/876)
14% (34/243)

8.3% (3/36)
25.4% (73/287)
4.5% (1/22)
2.9% (9/307)
18.8% (71/378)

15% (191/1273)
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Week 50
(December 12 to
December 18)
0.0% (0/5)
16.7% (1/6)
9.1% (1/11)
0.0% (0/3)

16.7% (1/6)
25.0% (1/4)
0.0% (0/3)
33.3% (1/3)
7.7% (3/39)
73.4% (168/229)
42.9% (12/28)
31.8% (14/44)

84.8% (162/191)
36.7% (22/60)
33.3% (2/6)

68.1% (380/558)
75.2% (155/206)

50% (7/14)
69.9% (228/326)
55.6% (5/9)
50% (118/236)
74.9% (308/411)

68.3% (821/1202)

Week 51
(December 19 to
December 25)
0.0% (0/0)
0.0% (0/0)
0.0% (0/0)
100% (1/1)

100% (1/1)
0.0% (0/0)
0.0% (0/0)
0.0% (0/0)
100%(2/2)
93.2% (110/118)
94.4% (34/36)
80.8% (21/26)

95.7% (22/23)
100% (9/9)
83.3% (5/6)

92.2% (201/218)
92.9% (39/42)

87.5% (7/8)
94.8% (109/115)
100% (6/6)
79.8% (75/94)
91.1% (82/90)

89.6% (318/355)

Week 52
(December 26 to
January 01)
0.0% (0/0)
0.0% (0/0)
0.0% (0/0)
0.0% (0/0)

0.0% (0/0)
0.0% (0/0)
0.0% (0/0)
0.0% (0/0)
0.0% (0/0)

96.7% (296/306)

97.1% (34/35)
100% (41/41)

96.9% (31/32)
92.7% (51/55)
80.0% (4/5)

96.4% (457/474)
96.9% (62/64)

100% (12/12)
98% (145/148)
100% (6/6)
100% (19/19)
98.9% (91/92)

98.29% (335/341)

Total
(December 5 to
January 1)
0.0% (0/9)
6.1% (2/33)
4.8% (2/42)
3.0% (2/66)

16.7% (3/18)
6.7% (1/15)
0.0% (0/71)
20.0% (1/5)
4.0% (7/175)
70.5% (653/926)
58.5% (83/142)
39.1% (81/207)

73.9% (444/601)
42.0% (92219)

48.4% (15/31)
64.3%
(1,368/2,126)

52.3% (290/555)

41.4% (29/70)
63.4% (555/876)
41.9% (18/43)
33.7% (221/656)

56.8% (552/971)
52.5%
(1,665/3,171)
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WHO label/Pango lineage

Toronto Public Health

TOTAL TORONTO
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 Service
HaldimandNorfolk Health Unit
Halton Region Public Health

Niagara Region Public Healt

Region of Waterloo Public Health and
Emergency Services
WellingtonDufferinGuelph Public
Health

TOTAL CENTRAL WEST
UNKNOWN

TOTAL ONTARIO

Week 49

(December 05 to
December 11)

22.5% (149/661)

22.5% (149/661)
0.0% (0/35)
28.6% (4/14)
4.8% (1/21)
0.0% (0/10)

27.4% (23/84)
2.4% (1/41)
0.0% (0/120)

8.9% (29/325)
8.9% (5/56)

13.7% (32/233)
0.0% (0/35)

34.5% (71/206)
5.0% (5/100)

23.4% (43/184)
19.7% (15/7%

19.2% (171/890)
0.0% (0/0)

20.8%(873/4,190)

Week 50

(December 12 to
December 18)

78.5% (812/1035)

78.5% (812/1035
10.0% (1/10)
84.6% (11/13)
25.0% (4/16)
0.0% (0/7)
63.2% (43/68)
20.8% (5/24)
11.3% (9/80)
33.5% (73/218)
48.4% (15/31)
58.5% (186/318)
28.0% (7/25)
76.6% (151/197)
27.7% (23/83)

59.0% (82/139)
54.7% (29/53)

58.3% (493/846)
71.4% (5/7)

66.1% (2588/3,916)

Week 51

(December 19 to
December 25)

94.4% (386/409)

94.4% (386/409)
100% (2/2)
100% (1/1)
33.3% (1/3)
0.0% (0/1)

100% (25/25)
66.7% (2/3)
0.0% (0/1)

86.1% (31/36)
50.0% (2/4)

77.5% (100/129)
66.7% (6/9)

94.2% (49/52)

100% (15/15)

78.1% (57/73)
88.9% (8/9)

81.4% (237/291)
100% (17/17)

89.89% (1192/1,328)

Week 52

(December 26 to
January 01)

99.0% (675/682)

99.0% (675/682)
0.0% (0/0)
100% (9/9)
100% (4/4)
87.5% (7/8)

100% (28/28)
100% (2/2)
100% (2/2)

98.1% (52/53)

100% (13/13)

96.5% (164/170)

100% (10/10)

100% (58/58)

93.3% (28/30)

91.1% (82/90)
94.4% (17/18)

95.6% (372/389)

98.1% (53/54)
97.5%
(1,944/1,993)

Total

(December 5 to
January 1)
726%
(2,022/2,787)
72.6%
(2,022/2,787)

6.4% (3/47)
67.6% (25/37)
22.7% (10/44)
26.9% (7/26)

58.0% (119/205)
14.3% (10/70)
5.4% (11/203)

29.3% (185/632)
33.7% (35/104)

56.7% (482/850)
29.1% (23/79)

64.1% (329/513)
31.1% (71/228)

54.3% (264/486)

44.2% (69/156)
52.7%
(1,273/2,416)

96.2% (75/78)
57.7%
(6,597/1,1427)

Note: Details on the proportion of eligible samples sequenced by the Q2@ e found in the technical noted/eek was assigned based on the earliest date
availale for the sampleNot all sequencing and bioinformatiagalysedor recent weeks were complete at the time of data extraction. Case counts for these
weeks may increase in subsequent repoRsblic health unit was assigned baseddiagnosing health utin CCM Ifa case did not link to CCM (4.5%), OCGN
patient postal code was usedrd@ring provider postal code was usigatient postal code was missing

Data sourcePHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospittdrizablamilton Regional Laboratory Medicine Program
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Table 4 Number and percentage (row %) of cases by vaccine category and Pango lineage, representative surveillance, Ontario,
December 5, 2021 to January 1, 2022

WHO label / Pango Iineage‘ Unvaccinated | Partially vaccinated | Breakthrough (i.e., fully vaccinatedJ Postdose 3 Total cases
Delta 2,190 (47.1%) 133 (2.9%) 2,298 (49.4%) 32 (0.7%) 4,653 (100%)
AY.25 812 (49.2%) 62 (3.8%) 767 (46.5%) 9 (0.5%) 1,650 (100%)
AY.103 437 (48.6%) 24 (2.7%) 434 (48.2% 5 (0.6%) 900 (100%)
B.1.617.2 87 (43.7%) 4 (2.0%) 106 (53.3%) 2 (1.0%) 199 (100%)
AY.122 76 (38.8%) 1 (0.5%) 117 (59.7%) 2 (1.0%) 196 (100%)
AY.74 127 (65.5%) 8 (4.1%) 58 (29.9%) 1 (0.5%) 194 (100%)
AY.3 69 (42.3%) 2 (1.2%) 91 (55.8%) 1 (0.6%) 163 (1D0%)
AY.44 60 (38.7%) 3 (1.9%) 91 (58.7%) 1 (0.6%) 155 (100%)
AY.4 74 (49.7%) 5 (3.4%) 69 (46.3%) 1 (0.7%) 149 (100%)
AY.27 68 (48.9%) 6 (4.3%) 63 (45.3%) 2 (1.4%) 139 (100%)
AY.4.2 1 (50.0%) 0 (0.0%) 1 (50.0%) 0 (0.0%) 2 (100%)
Other Delta 379 (41.8% 18 (2.0%) 501 (55.3%) 8 (0.9%) 906 (100%)
Omicron 1,124 (18.0%) 171 (2.7%) 4,781 (76.4%) 183 (2.9%) 6,259 (100%)
B.1.1.529 1,124 (18.0%) 171 (2.7%) 4,781 (76.4%) 183 (2.9%) 6,259 (100%)
Other lineages 4 (66.7%) 0 (0.0%) 2 (33.3%) 0 (0.0%) 6 (100%)
Total sequenced 3,318 (30.4%) 304 (2.8%) 7,081 (64.9%) 215 (2.0%) 10,918 (100%)

Note: Includes most prevaleriDeltalineages detected in the past montAY.4.2, and Omicron (B.1.1.52@pses include those that linked@&M (95.5%)
Individuals with a va@ee not approved by Health Canada were excluded. Vaccine category definitions are included in the technical notes. iyigtien p

of cases reported in partially vaccinated and breakthrough cases is a reflection of both trends in vaccine admirfiattegasing number of doses

administered over time) and trends in COMI®incidence. Details on the proportion of eligible samples sequenced by the OCGN can be found in the technical
notes.Sample date represents the earliest date available for the saiglt all sequencing and bioinformatics analyses for recent weeks were complete at the
time of data extraction.

Data SourcesPHO, Hospital for Sick Children, Kingston Health Sciences Gtartidton Regional Laboratory Medicine Progr&hared Hospitdlaboratory
CCM COVaxON
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Table 5a. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, Nbrth We
Region,December 5, 2021 to January 1, 2022

WHO label / Pango lineage Northwestern Health Unit ThunderBay District Health Unit ’ Total

Delta 9 (100%) 31 (93.9%) 40 (95.2%)
AY.25 4 (44.4%) 2 (6.1%) 6 (14.3%)
AY.103 0 (0.0%) 6 (18.2%) 6 (14.3%)
B.1.617.2 0 (0.0%) 1 (3.0%) 1 (2.4%)
AY.122 0 (0.0%) 0 (0.0%) 0 (0.0%)
AY.74 0 (0.0%) 0 (0.0%) 0 (0.0%)
AY.3 0 (0.0%) 0 (0.0%) 0 (0.0%)
AY.44 0 (0.0%) 0 (0.0%) 0 (0.0%)
AY.4 0 (0.0%) 0 (0.0%) 0 (0.0%)
AY.27 0 (0.0%) 1 (3.0%) 1 (2.4%)
AY.4.2 0 (0.0%) 0 (0.0%) 0 (0.0%)
Other Delta 5 (55.6%) 21 (63.6%) 26 (61.9%)

Omicron 0 (0.0%) 2 (6.1%) 2 (4.8%)
B.1.1.529 0(0.0%) 2 (6.1%) 2 (4.8%)

Other lineages 0 (0.0%) 0 (0.0%) 0 (0.0%)

Total sequenced 9 (100%) 33 (100%) 42 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1Dk&#R13)on the proportion of eligi® samples

sequenced by the OCGi&n be found in the technical noteSample date represents the earliest date available for the sariNpkeall sequencing and
bioinformaticsanalysedor recent weeks were complete at the time of data extraction. Publatheunit was assigned based diagnosing health unit in

CCM Ifa case did not link to CCM (4.5%), OCGN patient postal code was taeihgprovider postal code was usigbatient postal code was missing

Data sourcePHO Hospital for Sick ChildreKjngston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program
CCM
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Table5b. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, North East
Region,Decemter 5, 2021 to January 1, 2022

: Algoma Public North Ba){ Pa_lrry Porcupine Public Health Timiskaming
WHO label / Pango lineage Health Sound Dlstrlct Health Unit Su_dbL_er & Health Unit Total
Health Unit Districts

Delta 64 (97.0%) 15 (83.3%) 14 (93.3%) 71 (100%) 4 (80.0%) 168 (96.0%)
AY.25 0 (0.0%) 6 (33.3%) 3 (20.0%) 0 (0.0%) 0 (0.0%) 9 (5.1%)
AY.103 15 (22.7%) 1 (5.6%) 11 (73.3%) 2 (2.8%) 4 (80.0%) 33 (18.9%)
B.1.617.2 40 (60.6%) 0 (0.0%) 0 (0.0%) 1 (1.4%) 0 (0.0%) 41 (23.4%)
AY.122 0 (0.0%) 0 (0.0%) 0 (0.0% 3 (4.2%) 0 (0.0%) 3 (1.7%)
AY.74 0 (0.0%) 5 (27.8%) 0 (0.0%) 64 (90.1%) 0 (0.0%) 69 (39.4%)
AY.3 6 (9.1%) 1 (5.6%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 7 (4.0%)
AY.44 1 (1.5%) 1 (5.6%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 2 (1.1%)
AY .4 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0% 0 (0.0%) 0 (0.0%)
AY.27 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
AY.4.2 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
Other Delta 2 (3.0%) 1 (5.6%) 0 (0.0%) 1 (1.4%) 0 (0.0%) 4 (2.3%)

Omicron 2 (3.0%) 3 (16.7%) 1 (6.7%) 0 (0.0%) 1 (20.0%) 7 (4.0%)
B.1.1.529 2 (3.0%) 3 (16.7%) 1 (6.7%) 0 (0.0%) 1 (20.0%) 7 (4.0%)

Other lineages 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)

Total sequenced 66 (100%) 18 (100%) 15 (100%) 71 (100%) 5 (100%) 175 (100%)

Note: Includes most mrvalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1.D&28)s on the proportion of eligible samples
sequenced by the OC@Jdn be found in the technical notéSample date represents the earliest date available for the samgeall sequencing and
bioinformaticsanalysedor recent weeks were complete at the time of data extraction. Public health unit was assigned batiagrasing health unit in
CCM Ifa case did not link to CCM (4.5%), OCGN patient postal code was taerih@provider postal code was usigbatient postal code was missing
Data sourcePHO Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Labora@iiprbteditin
CCM
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Table5c. Number and pecentage of cases by Pango lineage and public health unit (PHU), representative surveillance, Eastern
Region,December 5, 2021 to January 1, 2022

WHO label / Pango
lineage

Delta
AY.25
AY.103
B.1.617.2
AY.122
AY.74
AY.3
AY.44
AY.4
AY.27
AY.4.2
Other Delta
Omicron
B.1.1.529
Other lineages
Total sequenced

Eastern
Ontario
Health Unit

59 (41.5%)
5 (3.5%)
3 (2.1%)
1 (0.7%)
4 (2.8%)
0 (0.0%)

16 (11.3%)
0 (0.0%)
0 (0.0%)

18 (12.7%)
0 (0.0%)
12 (8.5%)

83 (58.5%)

83 (58.5%)
0 (0.0%)

142 (100%)

Hastings Prince
Edward Public
Health

126 (60.9%)
120 (58.0%)
1 (0.5%)
0 (0.0%)

1 (0.5%)

0 (0.0%)

3 (1.4%)

0 (0.0%)

0 (0.0%)

0 (0.0%)

0 (0.0%)

1 (0.5%)
81 (39.1%)
81 (39.1%)
0 (0.0%)
207 (100%)

Kingston, Frontenac
and Lennox &
Addington Public
Health

157 (26.1%)
143 (23.8%)
1 (0.2%)

1 (0.2%)

0 (0.0%)

0 (0.0%)

0 (0.0%)

1 (0.2%)

0 (0.0%)

0 (0.0%)

1 (0.2%)
10 (1.7%)
444 (73.9%)
444 (73.9%)
0 (0.0%)
601 (100%)

Leeds, Grenville
& Lanark District
Health Unit

127 (58.0%)
95 (43.4%)
10 (4.6%)
0 (0.0%)
0 (00%)
0 (0.0%)
3 (1.4%)
4 (1.8%)
0 (0.0%)
2 (0.9%)
0 (0.0%)
13 6.9%)
92 (42.0%)
92 (42.0%)
0 (0.0%)
219 (100%)

Ottawa Public
Health

273 (29.5%)
42 (4.5%)
23 (2.5%)
46 (5.0%)
6 (0.6%)

2 (0.2%)
30 (3.2%)
16 (1.7%)
3 (0.3%)
36 (3.9%)
0 (0.0%)
69 (7.5%)

653 (70.5%)

653 (70.5%)
0 (0.0%)

926 (100%)

Renfrew
County and
District
Health Unit

16 (51.6%)
0 (0.0%)
0 (0.0%)
1 (3.2%)
0 (0.0%)

13 (41.9%)
1 (3.2%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
1 (3.2%)

15 (48.4%)

15 (48.4%)
0 (0.0%)

31 (100%)

Total

758 (35.7%)
405 (19.0%)
38 (1.8%)
49 (2.3%)
11 (0.5%)
15 (0.7%)
53 (2.5%)
21 (1.0%)
3 (0.1%)
56 (2.6%)
1 (<0.1%)
106 (5.0%)

1,368 (64.3%)
1368 (64.3%)

0 (0.0%)

2,126 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1Dk&®R13)on he proportion of eligible samples
sequenced by the OC@Jdn be found in the technical notéSample date represents the earliest date available for the sample. Not all sequencing and
bioinformatics analyses for recent weeks were complete at the time @ datraction. Public health unit was assigned based on diagnosing health unit in
CCM. If a case did not link @CM (4.5%¥)CGN patient postal code was us@ering provider postal code was used if patient postal code was missing.
Data sourcePHO, Hagital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional Laboratoryrbtgditine P

CCM
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Table5d. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveilarica, C
East RegiorDecember 5, 2021 to January 1, 2022

Durham
WHO label / Pango lineage | region Health
Department
Delta 265 (47.7%)
AY.25 71 (12.8%)
AY.103 22 (4.0%)
B.1.617.2 23 (4.1%)
AY.122 19 (3.4%)
AY.74 7 (1.3%)
AY.3 14 (2.5%)
AY.44 2 (0.4%)
AY.4 25 (4.5%)
AY.27 2 (0.4%)
AY.4.2 0 (0.0%)
Other Delta 80 (14.4%)
Omicron 290 (52.3%)
B.1.1.529 290 (52.3%)

Other lineages 0 (0.0%)

Total sequenced 555 (100%)

Haliburton,
Kawartha, Pine
Ridge District
Health Unit

41 (58.6%)
14 (20.0%)
16 (22.9%)
0 (0.0%)
2 (2.9%)
0 (0.0%)
1 (1.4%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
0 (0.0%)
8 (11.4%)
29 (41.4%)
29 (41.4%)
0 (0.0%)
70 (100%)

Peel Public| Peterborough

Health

316 (36.3%)
88 (10.0%)

41 (4.7%)
12 (1.4%)
32 (3.7%)
12 (1.4%)
10 (1.1%)
8 (0.9%)
9 (1.0%)
13 (1.5%)
0 (0.0%)

91 (10.4%)
555 (63.7%)
555 (63.4%)

5 (0.6%)

876 (100%)

Public Health

25 (58.1%)
6 (14.0%)
12 (27.9%)
1 (2.3%)
0 (0.0%)
0 (0.0%)
4 (9.3%)
0 (0.0%)
0 (0.0%)
0 (00%)
0 (0.0%)
2 (4.7%)
18 (41.9%)
18 (41.9%)
0 (0.0%)
43 (1006)

Simcoe
Muskoka
District Health
Unit
435 (66.3%)
199 (30.3%)
149 (22.7%)
8 (1.2%)
4 (0.6%)
32 (4.9%)
8 (1.2%)

2 (0.3%)

0 (0.0%)

8 (1.2%)

0 (0.0%)
25 (3.8%)
221 (33.7%)
221 (33.7%)
0 (0.0%)
656 (100%)

YorkRegion

Public Health VoA

419 (43.2%)
173 (17.8%)

1,501 (47.4%)
551 (17.4%)

51 (5.3%) 291 (9.2%)
11 (1.1%) 55 (1.7%)
19 (2.0%) 76 (2.4%)
7 (0.7%) 58 (1.8%)
17 (1.8%) 54 (1.7%)
7 (0.7%) 19 (0.6%)
39 (4.0%) 73 (2.3%)
7 (0.7%) 30 (0.9%)
0 (0.0%) 0 (0.0%)

88 (9.1%) 294 (9.3%)

552 (56.8%)
552 (56.8%)
0 (0.0%)
971 (100%)

1,665 (52.6%)
1,665 (52.5%)
5 (0.2%)
3,171 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1DE&®R13)on the proportion of eligible samples
sequenced by the OC@Jdn be found in the technical notéSampledate represents the earliest date available for the samiligt. all sequencing and
bioinformatics analyses for recent weeks were complete at the time of data extraction. Public health unit was assigned Hasgtbsing health unit in
CCM. If a case dibt link toCCM (4.5%¥)CGN patient postal code was us@dering provider postal code was used if patient postal code was missing.
Data sourcePHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamibhdbegaiory Medicine Program,

CCM

Séquencage du génonemtier du SARE0V2 en Ontario

Pagel2de 30



Table 5e. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, Toronto
Region,December 5, 2021 to January 1, 2022

WHO label / Pango lineage Toronto Public Health ‘ Total
Delta 765 (27.4%) 765 (27.4%)
AY.25 197 (7.1%) 197 (7.1%)
AY.103 115 (4.1%) 115 (4.1%)
B.1.617.2 27 (1.0%) 27 (1.0%)
AY.122 93 (3.3%) 93 (3.3%)
AY.74 15 (0.5%) 15 (0.5%)
AY.3 22 (0.8%) 22 (0.8%)
AY.44 18 (0.6%) 18 (0.6%)
AY .4 46 (1.7%) 46 (17%)
AY.27 30 (1.1%) 30 (1.1%)
AY.4.2 0 (0.0%) 0 (0.0%)
Other Delta 202 (7.2%) 202 (7.2%)
Omicron 2,022 (72.6%) 2,022 (72.6%)
B.1.1.529 2,022 (72.6%) 2,022 (72.6%)
Other lineages 0 (0.0%) 0 (0.0%)
Total sequenced 2,787 (100%) 2,787 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.10e%38) on the proportion of eligible samples
sequenced by the OCGsn be found in the technical notéSample date represents the earliest date availabldHersample Not all sequencing and

bioinformaticsanalysedor recent weeks were complete at the time of data extraction. Public health unit was assigned bafiagrasing health unit in
CCM Ifa case did not link to CCM (4.5%), OCGN patient postaheagiesed. @lering provider postal code was usigatient postal code was missing

Data sourcePHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional LaboirseédPydgeam
CCM
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Table5f. Number and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, South West

Region,December 5, 2021 to January 1, 2022

: Windsor
WHO label / Pango Chatr_]amKent Grey Bruc_e Hulr;)l:lbll?certh Lle;r:slggn Lmlggrl]eai);lth Soutt_]western Essex Total
lineage Public Health | Health Unit Health Health Unit Public Health County :
Health Unit

Delta 44 (93.6%) 12 (32.4%) 34 (77.3%) 19 (73.1%) 86 (42.0%) 60 (85.7%) 192 (94.6%) 447 (70.7%)
AY.25 2 (4.3%) 4 (10.8%) 15(34.1% 9 (34.6%) 23 (11.2%) 32 (45.7%) 27 (13.3%) 112 (17.7%)
AY.103 13 (27.7%) 0 (0.0%) 12 (27.3%) 4 (15.4%) 25 (12.2%) 20 (28.6%) 118 (58.1%) 192 (30.4%)
B.1.617.2 1 (2.1%) 2 (5.4%) 1 (2.3%) 0 (0.0%) 2 (1.0%) 1 (1.4%) 3 (1.5%) 10 (1.6%)
AY.122 0 (0.0%) 1@2.7%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 1 (0.2%)
AY.74 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 6 (2.9%) 0 (0.0%) 0 (0.0%) 6 (0.9%)
AY.3 0 (0.0%) 1(2.7%) 2 (4.5%) 0 (0.0%) 1 (0.5%) 0 (0.0%) 8 (3.9%) 12 (1.9%)
AY.44 1 (2.1%) 0 (0.0%) 0 (0.0%) 2 (7.7%) 6 (2.9%) 2 (2.9%) 2 (1.0%) 13 (2.1%)
AY.4 1(2.1%) 0 (0.0%) 0 (0.0%) 2 (7.7%) 0 (0.0%) 1 (1.4%) 9 (4.4%) 13 (2.1%)
AY.27 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 12 (5.9%) 1 (1.4%) 10 (4.9%) 23 (3.6%)
AY.4.2 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%) 0 (0.0%)
Other Delta 26 (55.3%) 4 (10.8%) 4 (9.1%) 2 (7.7%) 11 (5.4%) 3 (4.3%) 15 (7.4%) 65 (10.3%)

Omicron 3 (6.4%) 25 (67.6%) 10 (22.7%) 7 (26.9%) 119 (58.0%) 10 (14.3%) 11 (5.4%) 185 (29.3%)
B.1.1.529 3 (6.4%) 25 (67.6%) 10 (22.7%) 7 (26.9%) 119 (58.0%) 10 (14.3%) 11 (5.4%) 185 (29.3%)

Other lineages 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 47 (100%) 37 (100%) 44 (100%) 26 (100%) 205 (100%) 70 (100%) 203 (100%) 632 (100%)
Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.10e52i% on the proportion of eligible samples
sequenced by the OC@Jdn be found in the technical notéSample date represents the earliest date available ferdghmple. Not all sequencing and
bioinformaticsanalysedor recent weeks were complete at the time of data extraction. Public health unit was assigned batiadrarsing health unit in
CCMIf a case did not link to CCM (4.5%), OCGN patient postal caslesed. @lering provider postal code was uségbatient postal code was missing
Data sourcePHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital Laboratory, Hamilton Regional LaboirseédPydgeam
CCM
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Tableb5g. Nurber and percentage of cases by Pango lineage and public health unit (PHU), representative surveillance, Central

West RegionPecember 5, 2021 to January 1, 2022

: Brant Hglrzlgn Haldmand-
WHO label / Pango lineag{ County | public Health Norfolk _
Health Unit Services Health Unit
Delta 69 (66.3%) 368 (43.3%) 56 (70.9%)
AY.25 16 (15.4%) 149 (17.5%) 17 (21.5%)
AY.103 12 (11.5%) 52 (6.1%) 21 (26.6%)
B.1.617.2 1 (1.0%) 7 (0.8%) 1(1.3%)
AY.122 0 (0.0%) 2 (0.2%) 0 (0.0%)
AY.74 9 (8.7%) 13 (1.5%) 1 (1.3%)
AY.3 1 (1.0%) 4 (0.5%) 2 (2.5%)
AY.44 25 (24.0%) 23 (2.7%) 6 (7.6%)
AY.4 0 (0.0%) 9 (1.1%) 0 (0.0%)
AY.27 1 (1.0%) 1 (0.1%) 0 (0.0%)
AY.4.2 0 (0.0%) 1 (0.1%) 0 (0.0%)
Other Delta 4 (3.8%) 107 (12.6%) 8 (10.1%)
Omicron 35(33.7%) 482 (56.7%) 23 (29.1%)
B.1.1.529 35(33.7%) 482 (56.7%) 23 (29.1%)

Other lineages 0 (0.0%)

104 (100%)

0 (0.0%)
850 (100%)

0 (0.0%)

Total sequaced 79 (100%)

. Region of
Halton Niagara .
) g. Waterloo Public
Region Region
. ) Health and
Public Public Emeraenc
Health Health g y
Services

184 (35.9%) 157 (68.9%)
51 (10.0%) 54 (23.7%)
54 (10.5%) 32 (14.0%)

220 (45.5%)
88 (18.1%)
55 (11.3%)

11 (2.1%) 1 (0.4%) 8 (1.6%)
9(1.8%)  2(0.9%) 7 (1.4%)
5(1.0%)  1(0.4%) 6 (1.2%)
2 (0.4% 3 (1.3%) 6 (1.2%)
14 (2.7%) 13 (5.7%) 6 (1.2%)
1(0.2%) 4 (1.8%) 2 (0.4%)
4(0.8%) 0 (0.0%) 0(0.0%)
0(0.0%) 0 (0.0%) 0 (0.0%)
33 (6.4%) 47 (20.6%) 42 (8.6%)
329 (64.%) 71(31.1%) 264 (54.5%)
329 (64.1%) 71 (31.1%) 264 (54.3%)
0(0.0%) 0 (0.0%) 2 (0.4%)

513 (100%) 228 (100%) 486 (100%)

Wellington-

Dufferin-
Guelph
Public
Health

87 (56.1%) 1,141 (47.3%)
48 (31.0%) 423 (17.5%)
20 (12.9%) 246 (10.2%)

Total

1(0.6%) 30 (1.2%)
1(0.6%) 21 (0.9%)
0(0.0%) 35 (1.4%)
1(0.6%) 19 (0.8%)
3(1.9%) 90 (3.7%)
1(0.6%) 17 (0.7%)
2 (1.3%) 8 (0.3%)
0(0.0%) 1 (<0.1%)
10 (6.5%) 251 (10.4%)

69 (44.2%) 1,273 (52.7%)
69 (44.2%) 1,273 (52.7%)
0 (0.0%) 2 (0.1%)

156 (100%) 2,416 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1Dk&®R13)on the proportion of eligible samples
sequencecdy the OCGNan be found in the technical notéSample 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 wasddsaggd on diagnosing health unit in

CCM. If a case did not link @CM (4.5%¥)CGN patient postal code was us@dering provider postal code was used if patient postal code was missing.
Data sourcePHO, Hospital for Sick Children, Kingston Healénm&es Centre, Shared Hospital Laboratory, Hamilton Regional Laboratory Medicine Program,

CCM
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Table 6. Number and percentage (row %) of outbreadsociated and non outbreakissociated cases by Pango lineage,
representative surveillance, Ontarid)ecember 52021 to January 1, 2022

WHO label / Pango lineage ‘ Outbreakassociated

Non outbreakassociated Total cases
Delta 765 (16.4%) 3,888 (83.6%) 4,653 (100%)
AY.25 313 (19.0%) 1,337 (81.0%) 1,650 (100%)
AY.103 127 (14.1%) 773 (85.9%) 900 (100%)

B.1.617.2 44(22.1%) 155 (77.9%) 199 (100%)
AY.122 28 (14.3%) 168 (85.7%) 196 (100%)
AY.74 18 (9.3%) 176 (90.7%) 194 (100%)
AY.3 19 (11.7%) 144 (88.3%) 163 (100%)
AY.44 25 (16.1%) 130 (83.9%) 155 (100%)
AY.4 38 (25.5%) 111 (74.5%) 149 (100%)
AY.27 22 (15.8%) 117(84.2%) 139 (100%)
AY.4.2 0 (0.0%) 2 (100%) 2 (100%)
Other Delta 131 (14.5%) 775 (85.5%) 906 (100%)
Omicron 645 (10.3%) 5,614 (89.7%) 6,259 (100%)
B.1.1.529 645 (10.3%) 5,614 (89.7%) 6,259 (100%)
Other lineages 3 (50.0%) 3 (50.0%) 6 (100%)
Total seqienced 1,413 (13.0%) 9,505 (87.0%) 10,918 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1Ch&@9)nclude only those that linkedG&M
(95.5%) ‘' OQuadbseakat ed c as edtdaconfirmddoudbecakaadeadasd By tha lkcal medical officer of health or their desiDrdbds
on the proportion of eligible samples sequenced by the O€&i\be found in the technical notéSample date represents the earliest date availablater
sample. Not all sequencing and bioinformatics analyses for recent weeks were coatgletetime of data extraction.

Data SourcesPHO, Hospital for Sick Children, Kingston Health Sciences Centre, Hamilton Regional Laboratory Medicine Progaaed Hibeisial
Laboratory CCM (outbreak Indicator)
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Table 7. Number and percentage (row %) of ever hospitalized and deceased cases by Pango lineage, representative surveillance,
Ontario, December 5, 2021 to January 1, 2022

WHO label / Pango lineage | Ever hepitalized Deceased Total cases

Delta 152 (3.3%) 32 (0.7%) 4,653 (100%)
AY.25 62 (3.8%) 17 (1.0%) 1,650 (100%)
AY.103 24 (2.7%) 5 (0.6%) 900 (100%)
B.1.617.2 0 (0.0%) 0 (0.0%) 199 (100%)
AY.122 10 (5.1%) 3 (1.5%) 196 (100%)
AY.74 4 (2.1%) 1 (0.5%) 194 (100%)
AY.3 3 (1.8%) 1 (0.6%) 163 (100%)
AY.44 9 (5.8%) 1 (0.6%) 155 (100%)
AY.4 3 (2.0%) 0 (0.0%) 149 (100%)
AY.27 1 (0.7%) 0 (0.0%) 139 (100%)
AY.4.2 0 (0.0%) 0 (0.0%) 2 (100%)
Other Delta 36 (4.0%) 4 (0.4%) 906 (100%)

Omicron 43 (0.7%) 3 (0.0%) 6,259 (100%)
B.1.1.529 43 (0.7%) 3 (0.0%) 6,259 (L00%)

Other lineages 0 (0.0%) 0 (0.0%) 6 (100%)

Total sequenced 195 (1.8%) 35 (0.3%) 10,918 (100%)

Note: Includes most prevalent Delta lineages detected in the past month, AY.4.2, and Omicron (B.1ChS&@9 include only those that linkedG&M
(95.5%)Hospitalized cases include cases that reported hospitalization at time of data extraction. Deceased cases includecasgs thatt ed a “Fat al ”

outcome at the time of data extractiofdospitalized cass and deceased cases are not mutually excluRgsults may not be representative of Ontario
overall.Details on the proportion of eligible samples sequenced by the GfaGNe found in the technical noteSample date represents the earliest date
availale for the sampleNot all sequencing and bioinformatics analyses for recent weeks were complete at the time of data extraction.

Data SourcesPHO, Hospital for Sick Children, Kingston Health Sciences Gtanrdton Regional Laboratory Medicine Progrdine Shared Hospital
Laboratory CCM (hospitalization and death indicators)
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Cumulative Whole Genome Sequencing Results

Table 8. Number of cases by Pango lineage, cumulative counts, Ontario, January 1, 2021 to

December 25, 2021

WHO label / Pango

Jaruary 1, 2021 December 4,

December 5, 202& January 1,

lineage 2021 2022 e

Variant of concern (VOC)

Alpha 11,890 0 11,890
B.1.1.7 11,885 0 11,885
Q.1 5 0 5

Beta 1,236 0 1,236
B.1.351 1,197 0 1,197
B.1.351.2 3 0 3
B.1.351.3 17 0 17
B.1.351.5 19 0 19

Gamma 3,934 0 3,934
P.1 225 0 225
P.1.10 2 0 2
P.1.12 3 0 3
P.1.14 3,666 0 3,666
P.1.16 1 0 1
P.1.17 33 0 33
P.1.7 4 0 4

Delta 40,054 5,606 45,660
B.1.617.2 1,667 266 1,933
AY.1 3 0 3
AY.10 24 0 24
AY.100 100 13 113
AY.101 1 2 3
AY.102 136 10 146
AY.103 3,938 1,083 5,021
AY.104 5 1 6
AY.105 2 0 2
AY.106 55 1 56
AY.107 61 4 65
AY.108 56 3 59
AY.109 22 0 22
AY.11 5 11 16
AY.110 35 4 39
AY.111 5 1 6
AY.113 27 8 35
AY.114 9 0 9
AY.116 68 0 68
AY.116.1 10 0 10
AY.117 91 29 120
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WHO label / Pango

Jaruary 1, 2021c December 4,

December 5, 202& January 1,

lineage 2021 2022 feiE!
AY.118 32 4 36
AY.119 495 55 550
AY.119.1 5 1 6
AY.120 43 2 45
AY.120.1 2 3 5
AY.120.2 4 0 4
AY.121 101 18 119
AY.121.1 1 0 1
AY.122 1,134 224 1,358
AY.122.1 10 0 10
AY.123 1 0 1
AY.124 25 0 25
AY.125 50 10 60
AY.126 123 13 136
AY.127 310 102 412
AY.13 149 0 149
AY.14 69 4 73
AY.15 102 0 102
AY.16 123 0 123
AY.16.1 3 0 3
AY.17 12 0 12
AY.19 149 1 150
AY.2 2 0 2
AY.20 167 25 192
AY.21 38 0 38
AY.23 13 0 13
AY.24 100 35 135
AY.25 8,555 1,931 10,486
AY.26 115 6 121
AY.27 2,825 172 2,997
AY.28 34 0 34
AY.29 5 0 5
AY.29.1 1 0 1
AY.3 779 213 992
AY.3.1 9 2 11
AY.32 3 0 3
AY.33 66 20 86
AY.34 23 10 33
AY.34.1 30 0 30
AY.35 6 0 6
AY.36 364 21 385
AY.37 28 0 28
AY.38 6 0 6
AY.39 234 89 323
AY.39.1 23 6 29
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WHO label / Pango
lineage

AY.39.1.1
AY.4
AY.4.1
AY.4.2
AY.4.2.1
AY.4.2.2
AY.4.2.3
AY.4.3
AY.4.4
AY.4.5
AY.4.6
AY.40
AY.41
AY.42
AY.43
AY.43.3
AY.43.4
AY.4
AY.45
AY.46
AY.46.1
AY.46.4
AY.46.5
AY.46.6
AY.47
AY.48
AY.49
AY.5
AY.5.2
AY.5.3
AY.5.4
AY.51
AY.53
AY.54
AY.55
AY.56
AY.57
AY.58
AY.59
AY.6
AY.61
AY.62
AY.64
AY.65
AY.66

Jaruary 1, 2021c December 4,
2021

1
539
3
47
121
12
3
1
13
7
5
33
3
21
524

1,028
133
59

272
103
1
3
30
1
11
7
20
5
16
17
51
11
27
8
10
469
4
11
19
1

December 5, 202& January 1,

2022

N O OO OO O o O Fr OO

[N
o

P N O O W o b

Total

1
697

49
201

618

1,223
133
59

380
124
1
3
31
1
11
7
20
5
16
17
51
13
37
12
10
472
4
11
21
2
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WHO label / Pango Jaruary 1, 2021c December 4, December 5, 202& January 1,

lineage 2021 2022 Ve
AY.68 1 0 1
AY.69 1 0 1
AY.7 1 0 1
AY.7.1 3 0 3
AY.7.2 1 0 1
AY.70 14 0 14
AY.71 1 0 1
AY.72 3 0 3
AY.73 3 0 3
AY.74 11,910 290 12,200
AY.75 392 66 458
AY.75.2 4 0 4
AY.76 55 0 55
AY.77 4 3 7
AY.78 4 1 5
AY.80 3 0 3
AY.82 0 1 1
AY.83 11 0 11
AY.84 3 3 6
AY.85 2 0 2
AY.86 147 36 183
AY.87 7 0 7
AY.88 53 26 79
AY.89 3 0 3
AY.9 47 0 47
AY.9.2 196 47 243
AY.9.2.1 630 16 646
AY.91 1 0 1
AY.92 15 0 15
AY.93 102 3 105
AY.94 10 0 10
AY.95 3 0 3
AY.96 1 0 1
AY.98 26 2 28
AY.98.1 20 3 23
AY.99 3 2 5
AY.99.2 12 7 19

Omicron 125 7,723 7,848
B.1.1.529 125 7,723 7,848

Variant of interest (VOI)

Mu 243 0 243
B.1.621 232 0 232
B.1.621.1 11 0 11

Lambda 8 0 8

Séquencage du génonemtier du SARE0V2 en Ontario Page21de 30



WHO label / Pango Jaruary 1, 2021c December 4, December 5, 202& January 1,

lineage 2021 2022 Total
C.37 8 0 8

Non-VOC/VOI 6,195 8 6,203

Total sequenced 63,685 13,337 77,022

Note: Results do not represent all Ontario cadesludes results from PHO since January 1, 2021, The
Hospital for Sick Children since April 21, 2021, Kingston Health Sciences Centre since January 1, 2021,
Shared Hospital Laboratory since March 26, 2021, and Hamilton Regional Laboratory Medicine Program
since April 11, 2021. Past testing algorithms have led to preferential sequencing of samples with N501Y
and/or E484K mutations detected by PCR, which has biased the results toward lineages with these
mutations. Pango lineage assignments may change over witnieh may impact cumulative totals.

Results should be interpreted with caution as frequencies do not reflect prevalence. Sample date
represents the earliest date available for the sample. If more than one sample was sequenced for a case,
the most recent ample was included.

Data sourcePHO, Hospital for Sick Children, Kingston Health Sciences Centre, Shared Hospital
Laboratory, Hamilton Regional Laboratory Medicine Program

Séquencage du génonemtier du SARE0V2 en Ontario Page22de 30



Notestechniques

Sourcesles données
Santé publiquéntario (SPQ

I Lesdonnéesordt é extraites du Systeéeme de gestion de
13janvier2022aux environs dé h 30.
1 Les données ont été extraites de la Base de données de séquencage du génomiueBASRS
CoV2 de SPO &3 janvier2022aux environsle 15 heures
The Hospital for Sick Childr@dSC)
1 Les données ont été recues par SPO2Ag@nvier2022 a 16 h 30 approximativement
Centre des sciences de la santékdagston(CSSK
1 Les données ont été recues par SPO2Ag@nvier2022a 11 heuresappraximativement
Laboratoire hospitalier partaggéHP
1 Les données ont été recues par SPO2Ag@nvier2022a 16 heuresapproximdivement.
Hamilton Regional Laboratory Medicine ProgrgtiRLMP)
1 Les données ont été recues par SPO3m@nvier2022a 1 heureapproximaivement
Solution de gestion des cas et de contacts pour la santé publ@plation GCC
1 Les données ont été extraites de la Solution de gestion des cas et de conth@pver2022a
13 heuresapproximativement
Application COVaxONdumidist e de | a Se@Va&OM)e | ' Ont ar
1 Lesdonnées sur la vaccination contr€l@VvibBl9o nt ét é e xt rtanCO¥axOMlie | ' ap g
mini steéere de | lallaaviertOR2adeeurds approximativémerour les
dossiers de vaccination créles1® juin 2021 ou subséquemmenites données ont été extraites
le6janvier2022a envirm7heur es pour | es dossi er sma@@l.vacci n:

T Les données @®axDNnagepniseseracoéiatiomavec les donnéede cas @
COMD-19 tirées de la Solution GCC.

Séquencage du génonemtier du SARE0V2 en Ontario Page23de 30



Stratégie ontarienne de séquencage du génome emieSARSC0V2

T Au début de | " année 2021, | a st reatiereconsiaitd nt ar i e
séquencer des échantillons portant des mutations spasifidétectées lors du test PCR pour le
dépistage des VP afin de confir mecompterda | s s’ ag
3février2 021, cela incluait | e séquencage d’ échant.i
été détectée ihitialementassociée a la ligné.1.1.7 [Alpha]gt & compter du 22nars2021,
des échantillons portant la mutatioB484K (initi@ment associée aux lignélsl [Gammagt
B.1.351 [Bta]).

1 Le 2mai2021, la stratégie dé 10 n t estpassee & surveillance regsentative qui consiste a
demander aux | aboratoires qui procéedent a des
une partie de leurgchantillons admissiblg€t< 30 et volume résiduel suffisant) aux
laboratoires de séquencage dRéseau génomique COVID d e | (RGEOBSRO & o
commencéa séquencerun échantillonnage systématique d@ % des échantillonadmissibles
le 2mai, puisde 50 %le 30mai, de 100% le 14uin, de 50% le 27ao0(t, de 10% le
10septembre de 25%le 8octobre, de 100 % le 5avembre de 50%le 7décembre de 10% le
20décembreet de 5% le 3CdécembreD’ aut r e s sdedebt ®CRapowo le dépistage de
VP ont été imités a soumettre un échantillonnage systématique ou aléatoire di He leurs
échantillons admissibles adaboratoires du RGCO le @i, puisde 50 % le ZJuin, de 100% le
14 juin, de 50% le 27a00t, de 10% le 1Gseptembre de 25% le 8octobre de 100 % le 5
novembre de 50% le 7décembre de 1®ole 20décembreet de 5% le 30décembre Le
pourcentaged” é chant i |l l ons séquencés peut vdasri er dans
tendances provinciales en matiere de dasur des raisons de logistiglees | abor at oi r es
pas tous mis en o©upaureentdgests’ €hlaamgteimelind s dau mé me

1 Le 12novembre2021,les tests PCRour le dépistage des \Wiht été interrompusOn a
demandé aux 3 laboratoiresde tests de dignosticd ° e n wvooisyles Echantillons admissibles
(diagnostic PCR<t 8t es volumes suffisants restangs) | ’ u nq ladoea®ireglu RGCO
pour un séquencage du génome entier

1 Depuis le 6 décembre 2021, tous les échantillons admissibles qui sont positifs a 1al8@VD
suite d’un test PCR en Ontario font |’ o0bjet d’
comme marqueur du variant Omicrobes laboratoires de tests de diagnostitt été priés de
transmettretous les échantillons admissibletiggnostic® C R Gt val@drte restant suffisant)
a | "un des B@TFGes lhbarbtaresadumeattiord ensuil@ pourcentage
d’" échantil | (SGTSP Card @Rt wekRincordstarg suffisanpour le séquencage du
génome entier (SGEpnformément ad stratégie de surveillance représentative.

1 Pourdesraisonsdelsit i que, | es | aboratoires n
au méme moment.

ont pas

1 Depuis le 3@écembre2021, le dépistag8€GTHe tous les échantillons admissibles a été
interrompu en Mitario. Les 73 laboratoires de test de diagnostic ont été pliése nvoyer une
partie de leurs échantillons admibtes (diagnosti® C R Gt valdrie restant suffisang | ' un
des cinq laboratoiredu RGCO aux fins de séquencage du génome eatiefprmément a la
stratégie de surveillance représentative.
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Méthodologie et mises en garde concernant les donndesseau
génomiqueCOVWD1 9 de I(REDht ari o

1 Lanomenclature des lignées évolue. La dénomination et la désignation des lignées Pango
peuvent changer achantilonssorg segueneés et analysdansdesmonde
De méme, la classification des VP et des VI peanger

1 Lalogistique liée aux échantillons destinés au séquencage du génome entier est complexe, car

|l es échantillons doivent circuler dans un vast
Il "un des 73 | abor at oi rcgck sedil dadiagriostiRCiestti3betque o st i qu

le volume résiduel est suffisant, les échantillons sont ensuite achempoésanalysey e r s | ’ un
des 11 laboratoirede test PCR de dépistage des VP. Si le cycle seuil de test PCR de dépistage
des VP est 30et que le volume résiduel est suffisatdslaboratoiresde testPCR de dépistage

des VRloivent remettre une proportion de leudchantilonsad mi ssi bl es a | ' un
laboratoires du RGCO aux fins de séquencage conformément a la stratégie de sgeveilla
représentative En date du 12ovembre, le PCR de dépistage des VP a été interrobgsu

laboratoires de tests de diagnosgavoient maintenant les échantillons admissibles(Ct8t 0

les volumes suffisants restapsi r ect ement a | > un des cing | abor

séquencage du génome entier.

T SPO n’est pas en mesur e de c ourek iabonateires ds i | es
tests de diagnosti¢l2 novembre2021et plus tard) ont soumis dechantillons
admissibles.
1 Les données soumises a SPO par les laborathiré&&& O npasntf ait | > obj et d’
indépendante.

1 Les dates associées aux échantillons soumis par les laboratoires du réseau varigtrededa

|l ogi stiqgue d'"échantillonnage et de | a différen

des laboratoires. Les dates associées aux échantillons de SGE ont été assignées suivant une

hiérarchiee date de pr él eévemednto bdtee nlt’iéocnh adnut-CdM | aognn o>s td

2 > date de déclaration du diagnostic de SARS2 >date de réception du résultat du test PCR
de dépistage des VP > date de déclaration du résultat du test PCR de dépistage des VP > date de
réception du résultat deGE > date de déclaration du résultat de S@E.semaines ont été

établies pour correspondre aux semaines de sur
publiqgue du Canada pour | a production de rappo

1 Les échantillons provenadt’ wméme casontrel i é sontassociéss unméme numéro de
catesant € ou s’
séquencagedp |l us d’ un échaaot é&eplusoéoentuicdtairutilisérCela pew
transférer un cas une semaine plus récente si un échantillon subséquent aggigenceé a
partir du méme cadl se peut que leéchantillons de quelquesasne soientpas liés en raison
d ' ihérenoesou de saisie erronée des données

1 Les résultatpour lesrécentessemaines sont incomplets, cierséquencage dés analyses

ils portent letelatawé massanc&Erécasaden, nom d-

bioinformatiquesn * ét ai ent apramnentdeer hi’re&s r acti on des donne
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1 Un bureau de santé publique a été attribué selobleeau de santé ayant posé le diagnostic

danslaSolutimGCC En | d’abrmrs elnicen entr e I|4b%klebarcaade | a Sol
santé publgue était assigné au moyen du code postal du patient figurant dans le RGCO ou, en
| "absence de ce dernier, du code @ost al du fou

1 En ce qui concerne la surveillance représentativestipossible que les résultats ne soient pas
représentatifs de.Léséahantlensdglecionreincluent@me tpraporition
des échantillons admissibles recus par les laboratoireR@CO conformément a la stratégie de
séquencage du génome entier. Chacun des laboratoires de test PCR pour le dépistage des VP
peut avoir appliqué | a stratégie ou &adesoir accr
dates différentesLes donnéesngsentées ne refletent pas la totalité du séquencage duwgén
entier effectué en Ontario.

1 Les données provenant des laboratoires duCRGEouvrent différentes périodes, soit
depuis le ¥ janvier2021 pour SPO, depuis le @iril 2021 pour leHSCdepuis
le 1°" janvier2021 pour le CSSK, depuis len2&s2021 pour le LHP et depuis le
11 avril2021 pour IeHRLMP

T Les algorithmes d’'analyse précédents ont men
échantillons dont les mutations N501Y ou E484K avaient été déteptiretest PCR de
dépi stage des VP. Cela a entrainé un biais d
distribution des résultats relatifs aux lignémgant le 2mai2021.

Méthodologie et mises en garde concernant les données : Solution de
gestion des caet des contacts pour la santé publigi@®lution GCC

1 La Solution GCC est un systeme dynamique de déclaration des maladies, qui permet de mettre a
jour en continules données précédemment saisies. Par conséquent, les données extraites de la
SolutonGC€onsti tuent un instantané au moment de |’
résumeés précédents ou ultérieurs.

1 Les méthodes utilisées pour traiter les données sur les cas de la Solutico@8€xrites a la
section Notes techniques deésumé épidémiologique quotidiesur laCOVIEL.

9 Les corrections ou les mises a jour des données peuvent entrainer le retrait ou la mise a jour de
dossias de cas dans les résumés précédents

1 Les ctes assoéies aux cas deOVIBL9 en Ontarioont été assignées suivant une hiérarchie
afin de miewxcorrespondre auxlates des échantillons utilisés pour la surveillance
représentative: datedu prélevementdd * é ¢ h a datedd déctanmation du test date de
déclarationdu casPar conséquent e nombr e de cas peurésumks f f érer
fondéssurdesdatesdifférentes

1 Lescasétaientréls a | a étde@t@ssosiési uhnséme numéro dearteSant é ou s’ i | s
portaient le méme prénom, nom de familkt date de naissancél se peut que leéchantillons
de quelquescas ' a i e n tliés prarasoretdigergences dans legentifiants despatients
ou encoresi lespatientsn *  ét pasdesrésidensd e | OQenbureau desantg ayant posé
le diagnostic était désigné comnétant leministére de la Sanjé
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https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-daily-epi-summary-report.pdf?la=fr

1 Les tableaux illustrant les indicateugdatifs aux éclosions, aux hospitalisations et aux déces
présentent uniguement les cas liédadSolution GC(96,2 %des cak

1 Les«cas liés a une éclosionincluent les cas liés a une éclosion confirrs@aalée par le
médecin hygiéniste local ou son répentant, conformémené laLoi sur la protection et la
promotion de la santét les critées énoncés danslegso c ument s d’ ori entati on
la Santé

Mf Les éclosions survenant a | ' elesdéhonbreanents de | ' Ont
relatifsaux éclosions.

1 Les données portant sur les hospitalisations et les déces sont probablemerdédasées car
ces évérments peuvent se produire apres le suivi des cas effectué par la santé pubkgue.
patients qui ont été admia dpitalhou qui sont décédés apres le suivipent ne pas
apparaitre dans la Solution GCC.

9 Les hospitalisations comprennenttousfesat i ent s hospitalisés (ou don
prolongée)en raison de la COWD. Cela comprend legatientsqui ont regu leur congé de
I * hdépi t acéuxgaiisamtactuellgmerthospitalisésCela inclut également les patients
traités aux soins intensifs, mais non les consultations aux urgehessospitalisations étaient
identifi ées par iomougarthepoase @lixhpousipdiqien | i s a't
|l " hospitalisation ou | a présence aux soins int

T Le nombre de déces est déterminé a | aide du c
marqué « Fatal » est inclus dans les données sur le nombréaisdLe champ Type de déces
dans la Solution GGC’ eas utilisépour préciser davantage lemnnées

Méthodologie et mises en garde concernant les donnée®VaxON

9 Afin de recenser les cas survenus apres la vaccination, les données sur la vacextatitas de
| " applIlCOYarONMU omi ni st eér e de dntété Rl@estak dohreéeslr lesOnt ar i o
cas provenant de la Solution de gestion des cas et des contacts (S@@nhdu ministere de la
Santé.

1 Lesclients figurant dant ’ a p p ICO/ex@®het laSolution GCC ont été kdiau moyen
deleur numéro de carte Sang¢t d’ autres identifiants person
date de naissance, kexeet le code postal.

1 La corélation a été établie en utilisarles données traité s d a ricatioh CO¥gx@Met la
SolutionGCCLes méthodes de traitement des données sur la vaccinaadOVaxONont
décrites dans la section Notes techniquizerapport intitulé Les répercussionde la vaccination
contre la ©VID19 et du programme vaccinal en Ontgret les méthodes de traitemertes cas
survenant apres la vaccination sont décrites dans les Notes technilguscument intituléCas
confirmés de COVHDI aprés la vaccination en Ontario

1 Seuls les cas qavaientrecul ' u svacdirs approuvégar Santé Canada, notamment
CominatyM de PfizerBioNTech, Spikevixde Moderna Vaxzevri¥©
d’ Ast r £@\WSHEMNe vaccin delanssersont inclusLes cas qui avaient regu au moins
une dosed ' waecin nm approuvé pr Santé Enada étaient exclus.
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https://www.health.gov.on.ca/fr/pro/programs/publichealth/coronavirus/2019_guidance.aspx
https://www.health.gov.on.ca/fr/pro/programs/publichealth/coronavirus/2019_guidance.aspx
https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-vaccine-uptake-ontario-epi-summary.pdf?sc_lang=fr
https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-vaccine-uptake-ontario-epi-summary.pdf?sc_lang=fr
https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-epi-confirmed-cases-post-vaccination.pdf?sc_lang=fr
https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-epi-confirmed-cases-post-vaccination.pdf?sc_lang=fr

1 Une proportion plus élevée de cagnalés parmi les cas entierement ou partiellemestcirés

reflete lesdeuxt endances de | ' adnmbmbresroissantdedoses des vaccir
administrées avec le tempa)nsi que lestendancese | at i ves a | ' i-IDcPodence dc¢
en savoir plus surlestendanagse | * admi ni st r at i oweuilldzeensukeanle ci ns e

document intituléLes répercussions de la vaccination contre la CQYIE du programme
vaccinal en Ontario

1 Les définitions de cas partiellement vaget de cas entiéremenvacciré utilisées dans le
présent rapport ont étélaboréesd ' a p r éfimitiohsenationdles proposées, at
correspondent pas nécessairement a Erduttees
les dEfinitions peuvent étreéventuellement modifiées.

1 Cashonvaccig:c as nrecuguaumd dasde vaccin contre I@0OVIELY, et cas
n'
vaccin contre la COAI® approuvé par Santé Canadaar cette période étant pas
suffisante pour acquérir une immunitécesne sont pas considérés comme Btaprotégés
par la vaccination.

1 Cas partiellementvacci:casd ont | a dat e d’ ap geamsitwitidjoardn

qui

des

étant pas encore [OAalBf égés pprébalaapcematr

S

ou plus apreés |l a premiere dosendvaneiaécbratyv

COVIBLY9 appouvé par Santé Canada, 8 moins del4 jours apres la deuxieme dose

d" " une série vaccinale de de@appran@dpa Santd’ un

CanadaCet intervalleécoulédepuis la vaccination peut suffire pour acquérir un certain
d e g rirdmumté, mais ces cas ne sont pas congd@omme étant entierement vaccinés
pui squ’
récemment.

9 Cas perthérapeutiquéc.-a-d. entiéerementvaccigé):Cadont | a dat e d’
symptdmesse sitwit 14jours ou plus aprées la deuxieme dasé une séri e d
d’un vacci n -10 approuvéeparlSanté Canatijburs ou plus apresne
dosed ' u n &dose anigoneontre la COVH29 approuvé par Santé Canaoia0 a
moins del4jours aprés la troisieme dogse’ un v acci n -10 approuvésparl a
Santé Canad&escas sont considérés comme étant entierement protégés par la

vac

ils n’"ont pas encore réountl a ecaiuxgiueeme

appar
e deux

COVI

C

vaccination, cependant comme | ' ef ficacit@é, vabtcesnal prava:

nombre resteint de cas se produiront chez les sujets entieremeatcinés.

1 Cas aprés la®3lose(c.-a-d. cas survenand la suite dda troisieme dose de vaccin)Cas

dont | a date d’ app atoaitidjoarsouplesapreb y mptd® merse B e
troi si éme dose d’ ulo aprasdeuk doseeovactinseontteda COV I D

COVIEL9 approuvés par Santé Canata.troisieme dose est recommandée pour
compEter une série vaccinalgrimaire chezcertainespersonnes immunodéprimées ainsi
quepourpalierunetmi sse de | ’'cartansgrongdegnétantnknt les personnes
plusagées
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https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-vaccine-uptake-ontario-epi-summary.pdf?sc_lang=fr
https://www.publichealthontario.ca/-/media/documents/ncov/epi/covid-19-vaccine-uptake-ontario-epi-summary.pdf?sc_lang=fr
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Avis de norresponsabilite

Santé publique Ontario (SPO)ancu le présent document. SPO offre des conseils scientifiques et
technigues au gouvernement, aux agences de santé publique et aux fournisseurs de soins de santé de

| " Ont ari o. Les travaux de SPO s’ appui aambmestur | es |
de leur publicationL ” appl i cation et | " utilisation du présent
utilisateurs. SPO n'assume aucune responsabilité |
| "utilisation du document par emuoduteansparmissiorrae pr €és e |
des fins non commerciales seul ement, sous reéserve

Ontario. Aucun changement ni aucune modification ne peuvent étre apportés a ce document sans la
permission écrite explicite de Sarptéblique Ontario

Pour plus de renseignements

Pour obtenir plus de renseignemen&voyez un courriel aommunications@oahpp.ca

Santé publiguéntario

Santé publigue Ontario est un organisme du gouvernendeat | * Ont ari o voué a | a pr
promotion de |l a santé de | ' ensemble de | a popul at |
matieére de santé. Santé publiqgue Ontario met les connaissances et les renseignements scientifiques les
pluspointus du monde entier a la portée des professionnels de la santé publique, des travailleurs de la

santé de premiére ligne et des chercheurs

Pour en savoir plus sur SPO, consuttezlichealthontario.ca

Ontario @
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