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How it all started...
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Subject:  Rencontre Québec clinical mendeliome

Location: | ZOOM
Organizer: Carole.Jabet@frg.gouv.qc.ca <Carole.Jabet@frg.gouv.qc.ca> & paullarchevequ...

Duration: 1Hour @ | | All day event n Vincent Mooser....
Starts: |2020-03-19|[T]| | 2:30 PM
& smarchand@ge...

Ends: [2020-03-19|[T| | 3:30 PM
& flefebvre@geno...

I A This appointment occurs in the past.
Fl> Accepted on 2020-03-16, 11:04 AM. ﬂ asmaa.kaima@...

https://zoom.us/j/1406547667pwd=WEtsOWxuT3FhdmczUDd3MHNgUjZtdz09
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Support research to identify clinical and molecular
determinants of COVID-19 susceptibility, severity
and outcome




The BQC19 Task Force (Mar 227 > Apr 215t 2020)
- The BQC19 Executive Committee

Chair Vincent Mooser MD McGill / CERC

*FRQS representative Carole Jabet PhD FRQS

GQ representative Alexandre Montpetit PhD GQ

IT Michael Chassé MD PhD UdeM / CHUM

Science Daniel Kaufmann MD UdeM / CHUM
Collaborations Brent Richards MD PhD McGill /JGH

Network Simon Rousseau PhD McGill / MUHC
Operations Dan Auld PhD McGill / Genome Center
Communication Karine Tremblay PhD UQAC

Populations Francois Gros-Louis PhD U Laval

Ethics — law Ma’n Zawati PhD McGill/Centre of Genomics & Policy
Pediatrics Sze Man Tse MD PhD UdeM / CHUSJ

* On the Task Force only B&C@i



Uniqueness of BQC19
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Recrutement participants (11 novembre 2022)
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Visites effectuées (11 novembre 2022)
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* Dates manquantes pour 94 visites
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Mise a disposition des données

Cliniques / Phénotypiques ENRICHI 5143 30,243 (row) 6017 34,036 (row) 34,036 (row)
ENRICHI 938 1545 1279 1926 1279 1926
3,290 3,487 3.487
ENRICHI 3,290 2,543 3,487 2,543 3,487 2,543
2,441 2,441 2,441
Immuno-sérologie #1 - - - - 1240 1969

: _ COMPLET

DR b i 1228 1911 1228 1,911 1228 1,91
Métabolomique COMPLET - - - - 1,238 1,966
Protéomique #1 - Somalogic JeeliZN3y - - - - 1,254 1,957
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Mise a disposition des données

Ensemble de données disponibles par patient
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COVID-19

Datatypes
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https://doi.org/10.1101/2022.11.02.22281834

CERC Overall Strategy

The Québec Clinical Mendeliome Consortium
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