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McGill University, Faculty of Medicine 

 
Date of Last Revision: August 21st, 2023 

 
 
A. IDENTIFICATION 
 
Name:   Guillaume Bourque 
Office Address:  McGill University Genome Centre 

740 Dr. Penfield Avenue, Rm 6103 
Montreal, Quebec 
H3A 1A4, Canada 

Telephone:  (514) 398-8602 
Fax:   (514) 398-1790 
E-mail:   guil.bourque@mcgill.ca  
 
B. APPOINTMENTS 
 
2022 – … Board Director      Ottawa, On 
  Digital Research Alliance of Canada 

2019 – … Professor       Montréal, Qc 
  Department of Human Genetics, McGill University 

2019 – … Principal Investigator      Kyoto, Japan 
  Institute for the Advanced Study of Human Biology (ASHBi) 

2015 – … Director       Montréal, Qc 
  Canadian Center for Computational Genomics (C3G) 

2010 – … Director of Bioinformatics     Montréal, Qc 
  Dahdaleh Institute of Genomic Medicine of McGill University 

2020 – 2021 Chair, Researcher Council     Ottawa, On 
  National Digital Research Infrastructure Organization 

2019 – 2020 Applicant Board Director     Ottawa, On 
  National Digital Research Infrastructure Organization 

2010 – 2019 Associate Professor      Montréal, Qc 
  Department of Human Genetics, McGill University 

mailto:guil.bourque@mcgill.ca
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2007 – 2010 Senior Group Leader & Assoc Director       Singapore 
  Computational & Mathematical Biology, Genome Institute of Singapore 

2009 – 2010 Adjunct Associate Professor         Singapore 
  Mathematics Department, National University of Singapore 

2005 – 2009 Adjunct Assistant Professor         Singapore 
  Mathematics Department, National University of Singapore 

2004 – 2007 Group Leader           Singapore 
  Computational & Mathematical Biology, Genome Institute of Singapore 

C. EDUCATION 
 
2002 – 2004  Postdoctoral researcher       Montréal, QC 
   Centre de Recherches Mathématiques 

Université de Montréal  
   Advisor: David Sankoff 

Title : Gene regulatory network inference from gene  
expression time-series 

 
2000 – 2002  Ph.D. in Applied Mathematics  Los Angeles, CA 
   University of Southern California 

Advisor: Pavel Pevzner 
Title: Algorithms for phylogenetic tree reconstruction  
based on genome rearrangements 

1998 – 2000  M.A. in Applied Mathematics  Los Angeles, CA 
   University of Southern California 
   Advisor: Pavel Pevzner 

1995 – 1998  B.Sc. in Computer Science and Mathematics     Montréal, QC 
   Université de Montréal  

Advisor: David Sankoff 
 
 
D. SPECIAL HONORS, AWARDS, RECOGNITION 
 
2020 – 2027 Canada Research Chair (Tier 1) 
  Computational Genomics and Medicine 
 
2020 – 2024 Chercheurs-boursiers de mérite 
  Fonds de recherche Santé Québec (FRSQ) 
 
2015 – 2024 Distinguished Visiting Professor 
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  Kyoto University, Japan 
 
2017 – 2020 Chercheurs-boursiers Senior 
  Fonds de recherche Santé Québec (FRSQ) 
 
2012 – 2016 Chercheurs-boursiers Junior 2 
  Fonds de recherche Santé Québec (FRSQ) 

2002 – 2004 Postdoctoral Research Fellowship 
  Nature and Technology Quebec Research Fund (FCAR) 

2000 – 2002 Postgraduate Scholarship (PGS B) 
Natural Sciences and Engineering Research Council of Canada (NSERC) 

1998 – 2000  Postgraduate Scholarship (PGS A) 
Natural Sciences and Engineering Research Council of Canada (NSERC) 

1999 – 2001  Outstanding Academic Achievement 
Office of International Services, University of Southern California 

2000  Trigg Summer Fellowship 
Department of Mathematics, University of Southern California 

1997   CREPUQ scholarship to study abroad 
San Francisco State University 

 
 
E. TEACHING 
 

1. University Courses  

a. Graduate courses 

2022 INDS426, Computer Applications in Medicine, Lecturer (3 hours) 

2020 INDS426, Computer Applications in Medicine, Lecturer (3 hours) 

2018 HGEN663, Beyond the Human Genome, Lecturer (6 hours) 

2018 EXMD602, Advanced Techniques in Molecular Genetics, Lecturer 
(2 hours) 

2017 QLS600, Quantitative Life Sciences Foundation Course, Lecturer 
– jointly with Jacek Majewski (12 hours) 
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2016 HGEN663, Beyond the Human Genome, Lecturer (6 hours) 

2016 EXMD602, Advanced Techniques in Molecular Genetics, Lecturer 
(2 hours) 

2016 HGEN693, Using Bioinformatics Resources, Lecturer (6 hours) 

2016 BMO7043, Utilisation des ressources bioinformatiques et données 
publiques (Laval University), Lecturer (3 hours) 

2016 HGEN676, Laboratory Course in Next Generation Sequencing 
based Genomics, Lecturer (6 hours) 

2015 HGEN663, Beyond the Human Genome, Co-coordinator (15 
hours) 

2015 EXMD602, Advanced Techniques in Molecular Genetics, Lecturer 
  (2 hours) 

2015 HGEN698, Laboratory Course in Next Generation Sequencing 
based Genomics, Lecturer (6 hours) 

2014 HGEN698, Advanced Readings in Human Genetics: Cancer 
Genomics (12 hours) 

2014 HGEN670, Advanced Readings in Human Genetics: Disease 
Epigenomics (6 hours) 

2014  BINF621, Bioinformatics: Molecular Biology, Lecturer (4 hours) 

2014 HGEN693, Using Bioinformatics Resources, Lecturer (9 hours) 

2014 HGEN698, Laboratory Course in Next Generation Sequencing 
based Genomics, Lecturer (9 hours) 

2014 EXMD602, Advanced Techniques in Molecular Genetics, Lecturer 
  (2 hours) 

2013  BINF621, Bioinformatics: Molecular Biology, Lecturer (4 hours) 

2013 HGEN663, Beyond the Human Genome, Lecturer (3 hours) 

2013 COMP618, Bioinformatics: Functional Genomics, Lecturer (4 
hours) 
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2012 BINF621, Bioinformatics: Molecular Biology, Lecturer (4 hours) 

2012 COMP616, Systems Biology seminar series, Lecturer (1 hours) 

2011 HGEN670, Advances in Human Genetics Theme Course, 
Coordinator (15 hours) 

b. Undergraduate courses 

2018 BIOL568, Topics on the Human Genome, Lecturer (3 hours) 

2017 BIOL395, Quantitative Biology Seminar, Lecturer (2 hours) 

2017 BIOL568, Topics on the Human Genome, Lecturer (6 hours) 

2016 BIOL568, Topics on the Human Genome, Lecturer (6 hours) 

2015 BIOL568, Topics on the Human Genome, Lecturer (6 hours) 

2014 BIOL395, Quantitative Biology Seminar, Lecturer (2 hours) 

2014 Montreal Spring School of Population Genomics and Genetic 
Epidemiology, Lecturer (2 hours) 

2014 BIOL568, Topics on the Human Genome, Lecturer (6 hours) 

2013 COMP561, Computational Biology Methods and Research, 
Lecturer (2 hours) 

2013 Montreal Spring School of Population Genomics and Genetic 
Epidemiology, Lecturer (2 hours) 

2013 BIOL395, Quantitative Biology Seminar, Lecturer (2 hours) 

2013 BIOL568, Topics on the Human Genome, Lecturer (6 hours) 

2012 Montreal Spring School of Population Genomics and Genetic 
Epidemiology, Lecturer (2 hours) 

2012 BIOL568, Topics on the Human Genome, Lecturer (3 hours) 

c. Other teaching activities 

2015-… McGill University Genome Center, Advances and Thoughts at the 
Genome Center, Coordinator (weekly meetings) 
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2023 Kyoto Course on Bioinformatics for Genomic Medicine. Kyoto, 
Japan (6 hours) 

2021 Canadian Bioinformatics Workshop, Epigenomics Data Analysis 
(4 hours) 

2020 Canadian Bioinformatics Workshop, Epigenomics Data Analysis 
(4 hours) 

2019 Kyoto-McGill Course on Bioinformatics for Genomic Medicine. 
Montréal, Québec (3 hours) 

2019 Canadian Bioinformatics Workshop, Informatics on High 
Throughput Sequencing Data, Montréal, Québec (3 hours) 

2018 Kyoto Course on Bioinformatics for Genomic Medicine. Kyoto, 
Japan (3 hours) 

2018 Canadian Bioinformatics Workshop, Epigenomics Data Analysis, 
Vancouver, British-Columbia (4 hours) 

2018 Canadian Bioinformatics Workshop, Bioinformatics for Genomic 
Medicine, Montréal, Québec (4 hours) 

2017 Bioinformatics and Genome Analysis Course. Institut Pasteur 
Tunis, Tunisia. (6 hours) 

2017 Canadian Bioinformatics Workshop, Epigenomics Data Analysis, 
Montréal, Québec (4 hours) 

2017 Canadian Bioinformatics Workshop, Bioinformatics for Genomic 
Medicine, Toronto, Ontario (4 hours) 

2016 Canadian Bioinformatics Workshop, Epigenomics Data Analysis, 
Toronto, Ontario (4 hours) 

2016 Canadian Bioinformatics Workshop, Informatics on High-
throughput Sequencing Data, Montréal, Québec (4 hours) 

2016 Kyoto Course and Symposium on Bioinformatics for Next 
Generation Sequencing with Applications in Human Genetics. 
Kyoto, Japan (3 hours) 
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2015 Canadian Bioinformatics Workshop, Informatics on High-
throughput Sequencing Data, Toronto, Ontario (4 hours) 

2015 Canadian Bioinformatics Workshop, High-throughput Biology: 
From Sequence to Networks, New-York, USA (4 hours) 

2015 Kyoto Course and Symposium on Bioinformatics for Next 
Generation Sequencing with Applications in Human Genetics. 
Kyoto, Japan. (6 hours) 

2014 Montreal Genomics, Co-organizer (monthly meetings) 

2014 Machine Learning for Personalized Medicine, Summer School, 
Paris, France (2 hours) 

2014 Réseau Québécois en reproduction Bioinformatics workshop, 
Lecturer (1 hour) 

2013 Montreal Genomics, Co-organizer (monthly meetings) 

2013 Rendez-vous Génome Québec 2013, Organized one workshop: 
  - Bioinformatics analysis using HPC (3 hours) 

2013 High-Performance Computing Symposium 2013, organized a 
tutorial on: 
  - High-Performance Computing in Genomics (4 hours) 

2013 Kyoto Course and Symposium on Bioinformatics for Next 
Generation Sequencing with Applications in Human Genetics. 
Kyoto, Japan. (6 hours) 

2012 Rendez-vous Génome Québec 2012, Organized two workshops: 
  - Analysis of genome/exome sequencing data (3 hours) 
  - Functional genomics data analysis (3 hours) 

2012 Rendez-vous Bioinformatique 2012, Organized two workshops: 
  - Next-generation sequence analysis (3 hours) 
  - Introduction to differential expression analysis (3 hours) 

2011 Rendez-vous Bioinformatique 2011, Organized three workshops: 
  - Next-generation sequence analysis (3 hours) 
  - Introduction to differential expression analysis (3 hours) 
  - Pathway and network analysis of gene lists (3 hours) 



Dr. Guillaume Bourque  CV 

8 
 

2011 4 à 7 carrières en bioinformatique, Université de Montréal, 
Lecturer (1 hour) 

2011 Computational Analysis of Genomic Information. Human Genome 
Meeting. Dubai, UAE. 

 

2. Research Trainees Supervised 

Current: 
1. Ms. Yuxin Zhou (PhD McGill/Kyoto joint program, 2023 - present) 
2. Ms. Nhi Nguyen (PhD McGill/Kyoto joint program, 2023 - present) 
3. Ms. Yizhi (Nicole) Yan (PhD McGill/Kyoto joint program, 2022 – present) 
4. Mr. Rong Ma (co-supervisor, PhD McGill/Kyoto joint program, 2021 – 

present) 
5. Dr. Clement Goubert (Research Associate, 2022 – present) 
6. Dr. Xun Chen (Program-specific Assistant Professor, 2020 – present) 
7. Mr. Cristian Groza (PhD QLS, 2019 – present) 
8. Mr. Qinwei Zhuang (PhD McGill/Kyoto joint program, 2019 – present) 
9. Ms. Mio Shibata (PhD McGill/Kyoto joint program, 2018 – present) 
10. Mr. Jeffrey Hyacinthe (PhD QLS, 2018 – present) 
11. Ms. Patricia Goerner-Potvin (PhD in Human Genetics, 2015 – present) 

 

Completed 
1. Clare Stephens (BSc undergrad Summer internship, 2023) 
2. Jie Ying Huang (BSc – DESS undergrad Summer internship, 2023) 
3. Solène Pety (MSc in Bioinformatics and Statistics, Winter, Summer 

internship, 2023) 
4. Matteo Leguen (MSc in Biomedical Engineering, Winter, Summer internship, 

2023) 
5. Mr. David Lougheed (MSc in Human Genetics, 2020 – 2023) 
6. Ms. Yuxin Zhou (BSc undergrad Fall internship, 2022) 
7. Dr. Clement Goubert (PostDoc, 2021 – 2022) 
8. Mr. Maxime Caron (PhD in Human Genetics, 2017 – 2022) 
9. Mr. Nafiz Islam (BSc undergrad Summer internship, 2022 & Summer 

internship, 2023) 
10. Mr. Sanjeev Lakhwani (BSc undergrad Summer 2022, Fall 2022, Winter 

2023, Summer 2023 internship) 
11. Mr. Justin Bellavance (BSc undergrad Summer internship, 2022) 
12. Mr. Julian Willett (PhD candidate QLS Summer internship, 2021) 
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13. Ms. Yumika Shiba (BSc undergrad Summer internship, 2021) 
14. Mr. Jinkun Chen (BSc undergrad Summer internship, 2021) 
15. Ms. Audrey Baquette (MSc in Human Genetics, 2018 – 2020) 
16. Ms. Jinchu Vijay (PhD in Human Genetics, 2016 – 2020) 
17. Mr. Cristian Groza (BSc undergrad internship, 2017 – 2019) 
18. Mr. Alexis Nolin-Lapalme (BSc undergrad internship 2018 – 2019) 
19. Mr. David Lougheed (BSc undergrad internship, 2018 – 2019) 
20. Ms. Lucia Bogdan (BSc undergrad internship, 2017 – 2019) 
21. Mr. Zhaohui Su (MSc in Human Genetics, 2015 – 2018) 
22. Mr. David Venuto (BSc undergraduate internship, 2015 – 2018) 
23. Mr. Jean Monlong (PhD in Human Genetics, 2012 – 2018) 
24. Dr. Toby Hocking (PDF in Human Genetics, 2014 – 2018) 
25. Ms. Katherina Radan (MSc in Human Genetics, 2017 – 2018) 
26. Ms. Leila Feng (BSc undergrad internship, 2017) 
27. Mr. Nestor Nebesio (BSc undergraduate internship, 2016 – 2017) 
28. Ms. LeeAnn Ramsay (MSc in Human Genetics, 2014 – 2016) 
29. Dr. Simon Girard (PDF in Human Genetics, 2013 – 2015) 
30. Mr. Bogdan Mazoure (Undergraduate summer internship, 2015) 
31. Ms. Patricia Goerner-Potvin (Master summer internship, 2014 – 2015) 
32. Dr. Eric Audemard (PDF in Human Genetics, 2012 – 2014) 
33. Ms. Maty Samba (Master summer internship, 2013) 
34. Mr. Laurent Bourque (Undergraduate summer internship, 2013) 
35. Mr. Masoud Karzand (MSc in Computer Science, 2012 – 2013),  

co-supervisor M. Blanchette 
36. Ms. LeeAnn Ramsay (BSc in Biology, 2012 – 2013) 
37. Dr. Pierre-Étienne Jacques (PDF in Genomics 2010 – 2011) 
38. Mr. Ying Ka Ho (BSc in Computer Science, 2009) 
39. Mr. Zhang Mengqi (BSc in Mathematics, 2009) 
40. Ms. Sharon Tan (BSc in Mathematics, 2008) 
41. Mr. Chew Tian We. (BSc in Mathematics, 2008). Project won a Gold medal at 

the Singapore Science and Engineering Fair (SSEF). 
42. Ms. Thidathip Wongsurawat (MSc in Biology, 2006-2007) 
43. Mr. Melvin ZhiYong (BSc in Computer Science, 2005),  

co-supervisor H-W Leong 
44. Mr. Do Hoang (BSc in Computer Science, 2005),  

co-supervisor H-W Leong 
 
Rotation: 

1. Mr. Jeffery Hyacinthe (PhD in Quantitative Life Sciences, Winter 2018) 
2. Mr. Matthew D’Iorio (PhD in Quantitative Life Sciences, Fall 2017) 
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Thesis Committee 

1. Mr. Rodrigo Lopez Gutierrez (PhD QLS, McGill, 2023  – …) 
2. Ms. Cecile Poulain (PhD Bioinfo, UdeM, 2022 – …) 
3. Ms. Peyton McClelland (MSc Human Genetics, McGill, 2022 – …) 
4. Mr. Ariel Aguirre (MSc Human Genetics, McGill, 2019 – …) 
5. Ms. Zoe Schmilovich (MSc Human Genetics, McGill, 2018 – …) 
6. Ms. Malosree Maitra (PhD Neurosciences, McGill, 2018 – …)  
7. Mr. Luke Anderson-Trocmé (PhD in Human Genetics, McGill, 2017 – 2022) 
8. Mr. Pubudu Nawarathna (MSc in Human Genetics, McGill, 2017 – 2019) 
9. Mr. Charles Couturier (PhD Neurosciences, McGill, 2016 – 2021) 
10. Mr. Mohamed Fahmy (PhD Bioinfo, UdeM, 2016 – 2021) 
11. Mr. Marc-Aurèle Chay (MSc Neurology, McGill, 2016 – 2019) 
12. Ms. Sarai Mola (PhD Bioinfo, UdeM, 2015 – 2018) 
13. Ms. Maia Kaplan (PhD in Biochemistry, McGill, 2015 – 2018) 
14. Mr. Alain Pacis (PhD in Biochemistry, UdeM, 2015 – 2018) 
15. Mr. Alain Bateman (MSc in Human Genetics, 2015 – 2018) 
16. Mr. Matthew Osmond (MSc in Human Genetics, 2015 – 2016) 
17. Mr. Mickael Leclercq (PhD in Computer Science, 2014 – 2016) 
18. Ms. Ingrid Tam (PhD in Experimental Medicine, 2013 – 2015) 
19. Mr. Pablo Cingolani (PhD in Computer Science, 2013 – 2015) 
20. Ms. Amanpreet Kaur (MSc in Human Genetics, 2013 – 2015) 
21. Ms. Alicia Schiavi (MSc in Human Genetics, 2012) 
22. Mr. James Wagner (PhD in Computer Science, 2011 – 2012) 
23. Mr. Jean-François Spinella (PhD in Molecular Biology, 2012) 

 
Internal Reviewer for PhD/MSc Theses: 

1. Ms. Natalia Aidé López Lugo (MSc in Biology), McGill University, 2023 
2. Mr. Airin Ahia-Tabibi,  (PhD in Computer Science), McGill University, 2021 
3. Mr. David Romero (PhD in Computer Science), McGill University, 2017 
4. Mr. Pablo Cingolani (PhD in Computer Science), McGill University, 2016 
5. Mr. Carl Murie (PhD in Human Genetics), McGill University, 2013 
6. Mr. Mathieu Rousseau (PhD in Computer Science), McGill University, 2012 
7. Ms. Emilie Lalonde (MSc in Human Genetics), 2011 

 
External Reviewer for PhD/MSc Theses: 

1. Ms. Elsa Claude, Université Laval, 2023 
2. Mr. Liangxi Wang, University of Toronto, 2023 
3. Ms Catherine Proulx, Université de Montréal, 2022 
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4. Mr. Antoine Bodein, Université Laval, 2021 
5. Mr. Maxime Déraspe, Université Laval, 2021 
6. Mr. Vincent Mérel, Université Claude Bernard - Lyon 1, 2021 
7. Ms. Laura Francesca Campitelli, University of Toronto, 2020 
8. Ms. Parisa Mazrooei, University of Toronto, 2019 
9. Mr. Brent Saylor, Guelph University, 2019 
10. Ms. Florence Mailhot-Léonard, Université de Montréal, 2017 
11. Ms. Assya Trofimov, Université de Montréal, 2017 
12. Mr. Charles Joly Beauparlant, Université Laval, 2017 
13. Mr. Yu-Jui Ho, Cold Spring Harbor Laboratory, USA, 2017 
14. Mr. David Becerra, McGill University, 2017 
15. Mr. Gireesh Kumar Bogu, Universitat Pompeu Fabra, Spain, 2017 
16. Mr. Maxime Cadieux-Dion, Université de Montréal, 2016 
17. Mr. Robert Lesurf, McGill University, 2014 
18. Ms. Zibo Wang, McGill University, 2014 
19. Ms. Jacklyn Quinlan, Université de Montréal, 2014 
20. Mr. Sebastien Boisvert, Université Laval, 2014 
21. Mr. Louis-Philippe Lemieux-Perreault, Université de Montréal, 2013 
22. Mr. Philippe Serhal, Université de Montréal, 2013 
23. Mr. Charles Joly-Beauparlant, Université Laval, 2013 
24. Ms. Marie Scott-Boyer, Université de Montréal, 2013 
25. Ms. Julie Hussein, Université de Montréal, 2012 
26. Ms. Malaika Aïd, Université de Montréal, 2012 
27. Mr. Wishva Bandara Herath, National University of Singapore, 2011 
28. Ms. Maryam Haghighi, University of Ottawa, 2011 
29. Mr. Glenn Hickey, McGill University, 2011 
30. Mr. Emilio Vello, Université de Montréal, 2011 

 
 

3. High-qualified Personnel Supervised 

Current: 
1. Justin Marcelino (Web Application Developer, 2023 – present) 
2. David Lougheed (Web Application Specialist, 2023 – present) 
3. Wilian Correa de Macedo (Bioinformatics Analyst, 2023 – present) 
4. Victor Rocheleau (Scientific Data Architect, 2023 – present) 
5. Mareike Janiak (Bioinformatics Analyst, 2023 – present) 
6. Jean-Michel Garant (Bioinformatics Specialist, 2022 – present) 
7. Julian Martinez Henao (Web Application Specialist, 2022 – present) 
8. Christopher Kostiw (Web Application Specialist, 2022 – present) 
9. Félix Guingant (SD4Health SW infrastructure developer, 2022 – present) 
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10. Nathalie Aerens (SD4Health Platform Manager, 2022 – present) 
11. Gerardo Zapata (Bioinformatics Consultant, 2021 – present) 
12. Gordon Krieger (Web Design Consultant, 2021 – present)  
13. Danielle Perley (Bioinformatics Consultant, 2021 – present) 
14. Solomia Yanishevsky (Data Administrator, 2021 – present) 
15. Andres Tocasuche (System Analyst, 2020 – present) 
16. Haiyong You (System Specialist Linux, 2020 – present) 
17. David Brownlee (Database Analyst, 2019 – present) 
18. Senthil Kumar D. Kailasam (Bioinformatics Consultant, 2019  –  present) 
19. Paul Stretenowich (Bioinformatics Consultant, 2019 – present) 
20. Ulysse Fortier-Gauthier (Bioinformatics Software Developer, 2019 – present) 
21. Alain Pacis (Bioinformatics Consultant, 2018 – present) 
22. Pierre-Olivier Quirion (Software Developer, 2018 – present) 
23. Marie-Michelle Simon (Research Assistant, 2018 – present) 
24. Bing Ge (Bioinformatics Specialist, 2018 – present) 
25. Jose Hector Galvez (Bioinformatics Specialist, 2017 – present) 
26. Emmanuel Gonzalez (Bioinformatics Specialist, 2016 – present) 
27. Raul Baldin (System Specialist Linux, 2016 – present) 
28. Gary Leveque (Bioinformatics Specialist, 2015 – present) 
29. Francois Lefebvre (Bioinformatics Manager, 2015 – present) 
30. Pascale Marquis (Bioinformatics Consultant, 2015 – present) 
31. Frankel Andras (Systems Officer, 2012 – present) 
32. Robert Eveleigh (Bioinformatics Specialist, 2012 – present) 
33. David Bujold (Bioinformatics Manager, 2012 - present) 
34. Tony Kwan (Research Associate, 2012 – present) 
35. Terrance McQuilkin (IT Manager, 2012 – present) 

 
Previous: 

1. Edouard Henrion (Bioinformatics Software Developer, 2015 – 2023) 
2. Fatima Tokhmafshan (Project Administrator, 2020 – 2022)  
3. Paul Pillot (Software Developer, 2022 – 2022) 
4. Mary Ann Kizhakechethipuza (Administrator, 2020 – 2022)  
5. Daniel Poppleton (Bioinformatics Manager, 2021 – 2022)  
6. Sebastian Ballesteros (Web Design Consultant, 2021 – 2022) 
7. Robert Syme (Bioinformatics Consultant, 2019 – 2022) 
8. Mathieu Bourgey (Bioinformatics Manager, 2015 – 2022) 
9. Pubudu Manoj Nawarathna Nawarathna Mudiyanselage (Bioinformatics 

Consultant, 2019 – 2022) 
10. Brennan Brouillette (Bioinformatics Software Developer, 2020 – 2022) 
11. Ksenia Zaytseva (Software Infrastructure Developer, 2019 – 2022) 
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12. David Anderson (Web Design Consultant, 2016 – 2022) 
13. Romain Gregoire (Software Developer, 2017 – 2021) 
14. Jasmine Leblond-Chartrand (Web Design Consultant, 2020 – 2021)  
15. Adrielle Houweling (Business Analyst, 2019 – 2021) 
16. Rola Dali (Bioinformatics Specialist, 2017 – 2020) 
17. Simon Chenard (Software Developer, 2019 – 2020) 
18. John Wheeler (System Specialist Linux, 2019 – 2020) 
19. David Lougheed (Web Application Developer, 2019 – 2020) 
20. Alexandru Guja (System Specialist Linux, 2013 – 2020) 
21. Sebastian Shah (Web Developer, 2019 – 2019) 
22. Eloi Mercier (Bioinformatics Consultant, 2016 – 2019) 
23. Julien Tremblay (Bioinformatics Consultant, 2014 – 2016) 
24. Johanna Sandoval (Bioinformatics Consultant, 2012 – 2016) 
25. Joel Fillon (Bioinformatics Consultant, 2012 – 2015) 
26. Geneviève Dancausse (IT Specialist, 2010 – 2016) 
27. Marc-André Labonté (System Specialist Linux, 2010 – 2015) 
28. Louis Létourneau (Team Leader, 2010 – 2015) 

 
4. Invited Lectures 

 
1. Human genome 2.0 : why a pangenome graph is better for genetic and 

epigenetic analyses. University of Toronto, Canada. June 2023. 
2. Graph genomes reveal missing signal in epigenomic data. Gordon 

Conference: Cancer Genetics and Epigenetics. Tuscany, Italy. May 2023. 
3. Human genome 2.0 : why a pangenome graph is better for genetic and 

epigenetic analyses. University of Chicago. Chicago, USA. April 2023. 
4. Human genome 2.0 : why a pangenome graph is better for genetic and 

epigenetic analyses. ASHBi seminar. Kyoto, Japan. March 2023. 
5. Transposable elements are a source of innovation and variability in the human 

genome. The 3rd Barbados meeting on Transposable Elements. Bellairs, 
Barbados. Jan 2023. 

6. Transposable elements are a source of innovation and variability in our 
response to infection. IHEC-CEEHRC 2022, Estérel, Canada. Oct 2022. 

7. Transposable elements are a source of innovation and variability in our 
response to infection. JOBIM 2022. Rennes, France. June 2022. 

8. Role of TEs in gene regulation and cancer. Forbeck Forum: Cancer and the 
Dark Matter. Asilomar, USA. May 2022. 

9. Applications of genomic and epigenomic to understand diseases. INRS. 
Virtual. Jan 2022. 
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10. Data Repository-based Approaches in Comparative and Functional 
Epigenomics. FASEB Autumn School : The Epigenome in Human Health and 
Diseases. Virtual. Oct 2021. 

11. SARS-CoV2 data sharing. National Leadership Group for Variants of 
Concerns. Virtual. Oct 2021. 

12. VirusSeq Data Portal. International Discussion Group on COVID. Virtual. 
July 2021. 

13. Une approche fédérée pour organiser et partager les données génomiques 
malgré les frontières. Table Nationale des Directeurs de Recherches. Virtual. 
June 2021. 

14. Une approche fédérée pour organiser et partager les données génomiques 
malgré les frontières. ACFAS. Virtual. May 2021. 

15. Genomic data infrastructure projects in Canada. Genome Canada workshop. 
Virtual. March 2021. 

16. Méthodes pour organiser et partager les données génomiques. Table Nationale 
des Directeurs de Recherches. Virtual. Nov 2020. 

17. Impact of transposable elements on human gene regulatory networks. IRCM. 
Virtual. Nov 2020.  

18. Personalized and graph genomes reveal missing signal in epigenomic data. 
T2T/HPRC consortium meeting. Virtual, USA. Sep 2020. 

19. Scalable methods for genomic analysis and comparative epigenomics. 
Hiroshima University. Hiroshima, Japan. Feb 2020. 

20. Intra and inter-species epigenomic comparisons to understand non-coding 
DNA. ASHBi Colloquium. Kyoto, Japan. Jan 2020. 

21. Personal genomes and global data sharing. Bellairs Workshop on clinical 
implementation of genomics and epigenomics. Bellairs, Barbados. Jan 2020. 

22. Graph-genomes and global data sharing for epigenomic data. UCSC. Santa 
Cruz, USA. Dec 2019. 

23. Canadian data sharing landscape. CIHR – UK data sharing workshop. Ottawa, 
Ontario. Nov 2019. 

24. Scalable methods for genomics analyses and the McGill initiative in 
Computational Medicine. Bioengineering Department, McGill University. 
Montréal, Québec. October 2019. 

25. Using comparative epigenomics to understand human gene regulation. ASHBi 
meeting. Kyoto, Japan. Aug 2019. 

26. Personalized and graph genomes reveal missing signal in epigenomic data. 
University of Toronto. Toronto, Ontario. Aug 2019. 

27. Genomics and epigenomics data sharing and the McGill initiative in 
Computational Medicine. Génome Québec Science Symposium. Montréal, 
Québec. June 2019. 
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28. Human copy number variants are enriched in regions of low mappability. 
Canadian Human and Statistical Genetics Meeting. Montebello, Québec. June 
2019. 

29. Unmasking transposable elements in regulation and disease. Royal Society 
Transposable Element meeting. London, UK. May 2019. 

30. Scalable methods for genomics analyses and the McGill initiative in 
Computational Medicine. National Research Council. Ottawa, Ontario. March 
2019. 

31. Scalable methods for genomic and epigenomic data analyses. Concordia 
University. Montréal, Québec. March 2019. 

32. Using comparative epigenomics to better understand non-coding DNA. 
RIKEN Institute. Yokohama, Japan. March 2019. 

33. Understanding non-coding DNA using comparative epigenomics. ASHBi 
kickoff symposium. Kyoto, Japan. March 2019. 

34. Unmasking transposable elements. Université Laval. Québec, Québec. 
February 2019. 

35. Scalable methods for genomics analyses and the McGill initiative in  
Computational Medicine. UQAM. Montréal, Québec. January 2019. 

36. Scalable methods for genomics and epigenomics data analyses. CANARIE 
Board Meeting. Montréal, Québec. January 2019. 

37. The impact of transposable elements (and other genetic changes) on the 
epigenome. Bellairs Workshop on Transposable Elements. Bellairs, Barbados. 
January 2019. 

38. Unmasking transposable elements. Molecular Genetics departmental seminar, 
University of Toronto. Toronto, Ontario. December 2018. 

39. GA4GH, CanDIG and EpiShare. Terry Fox Research Institute workshop. 
Montréal, Québec. November 2018. 

40. Genomics, epigenomics and the McGill initiative in Computational Medicine. 
Department of Physiology seminar. Montréal, Québec. November 2018. 

41. Integrated genomics and bioinformatics. 3rd RIKEN – McGill symposium. 
Montréal, Québec. November 2018. 

42. Understanding human genomes. Kyoto University. Kyoto, Japan. October 
2018. 

43. Understanding Impact of transposable elements on gene regulatory networks. 
Evolutionary Roles of Transposable Elements and Non-coding DNA: The 
Science and the Philosophy. Halifax, Nova Scotia. October 2018. 

44. McGill Initiative in Computational Medicine. MUHC Symposium on 
Computational Medicine. Montréal, Québec. June 2018. 
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45. Latest developments in genomics and the McGill initiative in Computational 
Medicine. McGill Medical Genetics Departmental Rounds. Montréal, Québec. 
March 2018. 

46. Scalable methods for genomics and epigenomics data analyses. McGill-
RIKEN joint symposium. Yokohama, Japan. February 2018. 

47. Transposable elements, tools to analyze epigenomics data and copy number 
aberrations. Bellairs Workshop on Cancer Epigenomics. Bellairs, Barbados. 
January 2018. 

48. Updates from the Genome Center and from the McGill Initiative in  
Computational Medicine. Department of Pharmacology, McGill. Montréal, 
Québec. December 2017. 

49. Comprendre l’ADN non-codant chez l'humain à l’aide de la génomique  
et de l’épigénomique. Université de Tunis. Tunis, Tunesia. December 2017. 

50. Scalable methods for genomic and epigenomic data analyses. GeXc 
Symposium. Montréal, Québec. December 2017. 

51. Updates from the Genome Center and from the McGill Initiative in 
Computational Medicine. Goodman Cancer Center Retreat. Saint-Jean-sur-
Richelieu, Québec. December 2017. 

52. Update from the CEEHRC Epigenomes mapping centers. CEEHRC annual 
meeting. Whistler, British-Columbia. November 2017. 

53. Updates from the Genome Center, Epigenetics, the McGill Initiative in 
Computational Medicine and MI4. Department of Human Genetics, McGill. 
Montréal, Québec. November 2017. 

54. Updates from the Genome Center, Epigenetics, the McGill Initiative in 
Computational Medicine and MI4. Hôpital Sainte-Justine. Montréal, Québec. 
November 2017. 

55. Scalable methods for genomic and epigenomic data analyses. QLS Seminar. 
Montréal, Québec. October 2017. 

56. Data Challenges in Genomics. Conférence internationale sur les méthodes 
d’enquêtes en transport (ISCTSC 2017). Estérel, Québec. Septembre 2017. 

57. Next-generation sequencing: applications and data analysis. Kyoto University. 
Kyoto, Japan. August 2017. 

58. Understanding the impact of transposable elements using comparative 
epigenomics. FASEB Mobile DNA in Mammalian Genomes. Big Sky, 
Montana. June 2017. 

59. Using visual labels and supervised machine learning to mine epigenomics 
data. Canadian Human and Statistical Genetics Meeting. Québec, Canada. 
April 2017. 



Dr. Guillaume Bourque  CV 

17 
 

60. Using comparative epigenomics to better understand non-coding DNA. Center 
for Developmental Biology (CDB) Symposium 2017. Kobe, Japan. March 
2017. 

61. Using comparative epigenomics to better understand non-coding DNA. Center 
for Regulatory Genomics. Barcelona, Spain. January 2017. 

62. Transposable elements stories. Bellairs Workshop on Transposable Elements. 
Bellairs, Barbados. January 2017. 

63. International Human Epigenome Consortium (IHEC) Data Portal. CSHL 
Biological Data Science Meeting. Cold Spring Harbor, USA. October 2016. 

64. Using comparative epigenomics to better understand non-coding DNA. 
Simons Center for Quantitative Biology Seminar Series. Cold Spring Harbor, 
USA. October 2016. 

65. Comparative Epigenomics. 14th RECOMB Comparative Genomics Satellite 
Workshop. Montréal, Canada. October 2016. 

66. A primer on DNA sequencing technologies and on whole-genome sequence 
analysis. Alzheimer meeting. Lille, France. October 2016. 

67. Epigenomic resources to better understand human non-coding DNA. Spotlight 
at the Goodman Cancer Center. Montréal, Canada. September 2016. 

68. Scalable hardware and software solutions for genomic and epigenomic data 
analyses, National Cancer Center Research Institute. Tokyo, Japan. July 2016. 

69. The Enemy Within…, Pint of Science. Montréal, Canada. May 2016. 
70. Genome Analysis, 1st Canadian Computational Biology Workshop 

Conference. Toronto, Canada. May 2016. 
71. Impact of endogenous retroviruses on the evolution of primate embryonic 

stem cells, Epigenomics 2016. Puerto Rico, USA. February 2016. 
72. Impact of endogenous retroviruses on the evolution of primate embryonic 

stem cells, Pasteur Institute. Paris, France. January 2016. 
73. Transposable elements, copy number variants, and… , 2nd Epigenomics 

workshop in Barbados. Bellairs, Barbados. January 2016.  
74. Impact of endogenous retroviruses on the evolution of primate embryonic 

stem cells, Kyoto University. Kyoto, Japan. December 2015. 
75. Scalable hardware and software solutions for genomic and epigenomic data 

analyses, Shanghai Center for Bioinformation Technology. Shanghai, China. 
November 2015. 

76. Scalable hardware and software solutions for genomic and epigenomic data 
analyses, CIHR-MOST Symposium. Taipei, Taiwan. November 2015. 

77. Challenges and opportunities with genomic data analysis, 1st Joint Symposium 
of Top Global University Project. Kyoto, Japan. October 2015. 
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78. Impact of transposable elements on transcription regulation in human, 
The Mobile Genome: Genetic and Physiological Impacts of Transposable 
Elements. Heidelberg, Germany. September 2015. 

79. Big Data in Genomics, Compute Canada MSI review. Ottawa, Ontario. May 
2015. 

80. Évolution de la régulation transcriptionnelle dans le génome humain, 
Department of Biochemistry 21st Symposium. Sherbrooke, Québec. April 
2015. 

81. The IHEC Data Portal and Analysis Tools for Epigenomics, The Alberta 
Epigenomics Network Annual Meeting. Banff, Alberta. March 2015. 

82. Landscape and evolution of transcription regulation in the human genome, 
Excellence in Genetics and Immunology Seminar Series at McGill University. 
Montréal, Québec. January 2015. 

83. Innovation and Biochemical Noise in the Human Genome, Understanding 
non-coding DNA through intra and inter-species epigenomic variation. 
Bellairs, Barbados. January 2015.  

84. Understanding human non-coding DNA through functional genomics, 
Concordia University. Montréal, Québec. November 2014. 

85. La Bioinformatique au Centre d’Innovation Génome Québec et Université 
McGill, POP! Université de Montréal. Montréal, Québec. November 2014. 

86. Le data tsunami en génomique, Assemblée Générale Annuelle du RISQ. 
Montréal, Québec. November 2014. 

87. Next-Generation Sequencing, Annual Congress of the Canadian Association 
of Medical Biochemists. Montréal, Québec. October 2014. 

88. Building an open and scalable analysis pla1orm for genomics, Best Practices 
for Big Data in Genomics Workshop. Boston, USA. October 2014. 

89. Epigenome Data Coordination, International Human Epigenome Consortium 
(IHEC) Annual Meeting. Vancouver, Canada. October 2014. 

90. Decoding human non-coding DNA, Genome Institute of Singapore. 
Singapore, Singapore. September 2014. 

91. International Human Epigenome Consortium (IHEC), Cagekid Meeting. 
Leeds, United Kingdom. June 2014. 

92. Evolution of gene regulation in the human genome. Rendez-vous Génome 
Québec. Québec, Canada. May 2014. 

93. Impact of transposable elements on the human genome. Barbados Workshop 
on the Computational Identification and Analysis of Transposable Elements. 
Bellairs, Barbados. April 2014. 

94. Transposable elements: innovation and biochemical noise in the human 
genome. Keystone meeting on Mobile Genetic Elements and Genome 
Evolution. Santa Fe, USA. March 2014. 

http://genomequebec.mcgill.ca/gbourque/
http://genomequebec.mcgill.ca/gbourque/


Dr. Guillaume Bourque  CV 

19 
 

95. Mapping the functional elements in the human genome. TorBUG meeting. 
Toronto, Canada. Feb 2014. 

96. Genetics and genomics Analysis Platform (GenAP). Journée Bioinformatique 
Calcul Québec. Montréal, Canada. Jan 2014. 

97. Microbial Meta-omics Resource Center. NSERC Discovery Frontiers reverse-
site visit. Ottawa, Canada. Jan 2014. 

98. The role of transposable elements in genome evolution. Workshop on 
Mathematics of Sequence Evolution: Biological Models and Applications. 
Montréal, Canada. Sept 2013. 

99. The Data Tsunami in Biomedical Research. McGill – RIKEN workshop. 
Montréal, Canada. June 2013. 

100. The Data Tsunami in Biomedical Research. High-Performance Computing 
Symposium. Ottawa, Canada. June 2013. 

101. The role of genomic repeats in host gene regulation. Workshop on gene 
regulatory networks. Bellairs, Barbados. Apr 2013. 

102. The majority of primate-specific regulatory sequences are derived from 
transposable elements. CHU de Québec. Québec, Canada. Apr 2013. 

103. Role of genomic repeats in host gene regulation. Kyoto Symposium on 
Bioinformatics for Next-Generation Sequencing with Applications in Human 
Genetics. Kyoto, Japan. Jan 2013. 

104. Role of genomic repeats in host gene regulation. Genome Institute of 
Singapore. Singapore, Singapore. Jan 2013. 

105. Next-generation sequence analysis. Rendez-vous Génome Québec. 
Montréal, Canada. Dec 2012. 

106. Role of genomic repeats in host gene regulation. Brown University. 
Providence, USA. Nov 2012. 

107. Role of genomic repeats in host gene regulation. Center for Regulatory 
Genomics. Barcelona, Spain. Aug 2012. 

108. Opportunities and challenges in genomics. High Performance Computing 
Symposium 2012. Vancouver, Canada. May 2012. 

109. Role of genomic repeats in host gene regulation. International Congress on 
Transposable Elements (ICTE). Saint-Malo, France. May 2012. 

110. Opportunities and challenges in genomics. Université de Sherbrooke 
Biology Seminar Series. Sherbrooke, Canada. Mar 2012. 

111. Opportunities and challenges in genomics. McGill Urology Research 
Seminar Series. Montréal, Canada. Mar 2012. 

112. Computational challenges in genomics. Computer Science Seminar, 
McGill University. Montréal, Canada. Mar 2012. 

113. Role of genomic repeats in gene regulation. 11th Annual McGill 
Workshop on Bioinformatics. Bellairs, Barbados. Jan 2012. 
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114. Enabling integrative analyses for genomics and genetics. McGill 
University and Génome Québec annual research update. Montréal, Canada. 
Jan 2012. 

115. The role of genomic repeats in transcriptional regulation. Université 
Laval. Québec, Canada. Dec 2011. 

116. Paired-End Sequencing Reveals Characteristic Patterns of Structural 
Variations in Epithelial Cancer Genomes. Environmental Mutagen Society 
Annual Meeting. Montréal, Canada. Oct 2011. 

117. The role of genomic repeats in transcriptional regulation. monBUG 
symposium. Montréal, Canada. Sep 2011.  

118. The role of genomic repeats in gene regulation. UCSD. San Diego, USA. 
Aug 2011.  

119. Human endogenous retroviruses have contributed thousands of tissue-
specific regulatory elements. Salk Institute. San Diego, USA. Aug 2011. 

120. Human endogenous retroviruses have contributed thousands of tissue-
specific regulatory elements. FASEB summer school: Mobile DNA in 
mammalian genomes. Aspen, USA. Aug 2011. 

121. The role of genomic repeats in gene regulation. McGill University and 
University of Toronto Computer Science retreat. Montréal, Canada. May 
2011.  

122. The role of genomic repeats in gene regulation, diversity and disease. 
Human Genome Meeting 2011. Dubai, UAE. April 2011.  

123. Impact of transposable elements on mammalian gene regulatory networks. 
Montréal Heart Institute. Montréal, Canada. Oct 2010.  

124. Functional genomics in stem cells and in cancer. IRCM. Montréal, 
Canada. April 2010.  

125. Functional genomics in stem cells and in cancer. McGill University. 
Montréal, Canada. April 2010.  

126. Transposable elements have rewired the core regulatory network of human 
embryonic stem cells. CSHL Systems Biology Meeting. Cold Spring Harbor 
USA. Mar 2010.  

127. Genomics : New Computational Challenges. NCSA - XPRIZE – HUGO. 
Illinois USA. Mar 2010.  

128. Functional genomics in stem cells and in cancer. J. Craig Venter Institute, 
Georgetown, USA. Jan 2010.  

129. Functional genomics in stem cells and in cancer. Memorial Sloan 
Kettering Cancer Center. New York, USA. Jan 2010.  

130. Functional genomics in stem cells and in cancer. Albert Einstein College 
of Medicine. New York, USA. Jan 2010.  
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131. Functional genomics in stem cells and in cancer. Université de Montréal & 
CHU Sainte-Justine. Montréal, Canada. Jan 2010.  

132. Extensive binding site turnover in the core regulatory network of 
embryonic stem cells. Stanford University. Stanford, USA. Oct 2009.  

133. Evolution of the mammalian transcription factor binding repertoire via 
transposable elements. Max Planck Institute for Molecular Genetics. Berlin, 
Germany. June 2009.  

134. Evolution of the mammalian transcription factor binding repertoire via 
transposable elements. Systems Biology: Global Regulation of Gene 
Expression. Cold Spring Harbor, USA. March 2009.  

135. Evolution of the mammalian transcription factor binding repertoire via 
transposable elements. Genomic Impact of Transposable Elements. Asilomar, 
USA. Feb 2009.  

136. Evolution of the mammalian transcription factor binding repertoire via 
transposable elements. Frontiers in Bioinformatics and Systems Biology 
Colloquium. San Diego, USA. Feb 2009.  

137. Informatics Solution to Medical Genomics. HUGO-Asia meeting. Cebu, 
Philippines. April 2008.  

138. The Hitchhikers guide to mammalian transcription factors binding sites. 
Systems Biology: Global Regulation of Gene Expression. Cold Spring 
Harbor, USA. April 2008.  

139. Decoding the human genome and implications for human health. 
Bharathidasan University, India. March 2008.  

140. Genome-wide binding site map of mammalian transcription factors reveals 
rapid evolutionary turnover. Systems Biology: Global Regulation of Gene 
Expression. Cold Spring Harbor, USA. March 2007.  

141. New paired-end sequencing technologies for the characterization of 
transcription factor binding sites and mRNA populations. IRCM. Montréal, 
Canada. Sept 2006.  

142. Chromosome rearrangements in evolution and cancer. Workshop on 
Genomics. IMS, NUS. Singapore, Singapore. Nov 2005.  

143. Maximizing synteny blocks to identify ancestral homologs. 3rd RECOMB 
Comparative Genomics Satellite Workshop. Dublin, Ireland. Sept 2005.  

144. Improving gene network inference by comparing expression time-series 
across species, developmental stages or tissues. Statistical Methods in 
Microarray Data Analysis. Institute for Mathematical Sciences. Singapore, 
Singapore. Jan 2004.  

145. A Comparative Approach for Multiple Gene Network Inference Using 
Time-Series Gene Expression Data. IMA/RECOMB Satellite Workshop on 
Comparative Genomics. Minneapolis, USA. October 2003.  
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146. Gene network inference using time-series gene expression data. 
Conference organized by RBMC. Montréal, Canada. May 2003.  

F. OTHER CONTRIBUTIONS 
 

1. Journals 

Editorial board:  
● Algorithms for Molecular Biology, Member Editorial Board, 2010 – 

present 
● Mobile DNA, Member Editorial Board, 2014 – 2022 
● Mobile Genetics Elements, Member Editorial Board, 2010 – 2018 
● PLoS ONE, Academic Editor, 2007 – 2014 

 
Ad hoc reviews:  

● Nature 
● Nature Genetics 
● Nature Communications 
● eLife 
● Nature Biotechnology 
● Cell Reports 
● Genome Research 
● Bioinformatics 
● Mobile DNA 
● PLoS Genetics 
● PNAS 
● Molecular Biology and Evolution 
● EMBO Journal 
● Biology Direct 
● PLoS Computational Biology 
● NAR 
● Physiological Genomics 
● IEEE Transactions on Computational Biology and Bioinformatics 

 
2. Grant Reviews 

Permanent service: 
● CIHR Genomics Panel, Nov 2012 – 2015, 2020 – 2021 
● CIHR College of Reviewers, 2017 – … 
● FRQ, Chercheurs-Boursiers Junior 1, 2018 – 2019 
● Compute Canada, Resource Allocation Committee, Nov 2012 – 2018 
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Ad Hoc: 
● Genome BC, Data Access, Integration and Analysis (DAIA), Oct 2022. 
● Medical Research Council, UK, September 2022. 
● NIH R01, Elucidating the Roles of Transposable Elements in AD/ADRD 

and Aging, March 2022. 
● NSERC, Discovery Grants, January 2019, January 2022 
● NIH P01 Cancer grant panel, May 2018. 
● University of Toronto, tenure dossier, December 2017. 
● Shanghai Jiao Tong University, tenure track review, June 2017. 
● CANARIE, Software Platform, April 2017. 
● Université Cote d’Azur, Data Sciences initiative, March 2017.  
● The Intelligent Systems for Molecular Biology (ISMB) Conference, Feb 

2017 
● CIHR Foundation Grants, January 2017 
● NSERC, Discovery Grants, March 2016 
● GLBIOCCBC Conference, February 2016 
● The Intelligent Systems for Molecular Biology (ISMB) Conference, Jan 

2016 
● Laval University Bioinformatics graduate program, Oct 2015 
● MITACS, Accelerate program, Sept 2015 
● Michael Smith Foundation, Scholar Competition, Apr 2014 
● NSERC, Discovery Grants, Jan 2014 
● The Intelligent Systems for Molecular Biology (ISMB) Conference, Jan 

2014 
● CFI, Leaders Opportunity Fund, Nov 2013 
● CANARIE, Research Middleware Program, Sept 2013 
● Portuguese Foundation for Science and Technology, Sep 2013 
● NCI, Early Stage Development of Informatics Technology, June 2013 
● Swiss National Science Foundation, June 2013 
● Agence National de la Recherche, France, May 2013 
● NIH, Development and Application of Systems Approachs for Analyzing 

the Impact of Genomic Variation on Tissue Transcritomes (R01), Apr 
2013 

● NSERC, Collaborative Research and Training Experience Program, Jan 
2013 

● Ontario Research Fund – CFI Scientific Review, Aug 2012 
● Portuguese Foundation for Science and Technology, Sep 2012 
● NIH/NIGMS New Methods for Understanding the Functional Role of 

Human DNA Sequence Variants in Complex Phenotypes, July 2012 
● The Knut and Alice Wallenberg Foundation, Sweden. Sept 2011 
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● NIH-NCI panel on The Cancer Genome Atlas initiative for Cancer 
Genome Characterization Centers and Cancer Genome Data Analysis 
Centers, June 2009 

 
3. Administrative Responsibilities and University Committees  

● Lead, McGill Initiative in Computational Medicine. 2016 – present. 

● Member, Faculty of Medicine Standing Internal Review Committee for CRCs 
and Internal Awards. 2022 – present. 

● Interim Scientific Director, McGill High-Performance Computing center. 
2019. 

● Member, Department of Human Genetics, Tenure Track Committee, 2018 – 
present.  

● Member, Healthy Brains and Healthy Lives Neurohub subcommittee. 2016 – 
present. 

● Member, Cross-faculty committee to develop a new Graduate program in 
Quantitative Life-Sciences. 2014 – 2017. 

● Director of Bioinformatics at the McGill University Genome Center, 2010 – 
present. Responsibilities include: 

o co-PI of the Genome Canada Platform Renewal for McGill University and 
Genome Quebec Innovation Centre (2010, 2012, 2015 and 2017).  

o Responsible for the planning and the organization of the bioinformatics 
platform to increase its analysis capabilities. I Currently manage 26 staffs 
on the platform split between: IT (1 Manager + 4 staffs), Software 
Development (1 Manager + 8 staffs) and Analysis Team (12 staffs). 

o Plan, write Request For Proposal, evaluate proposals, supervise 
renovations and installation of equipment for the Compute Server room 
for the Innovation Center (located in the Ferrier building, $3M in 2012 and 
$5M to be spent in 2017).  

o Responsible for the overall quality control and analyses of datasets 
generated on the high-throughput platforms at the Innovation Center.  

o Participate and lead regular meetings at the Innovation Center: 
▪ Weekly meetings with Director of Operations 
▪ Bi-weekly meetings with Platform Directors 
▪ Monthly meetings with Platform Managers 
▪ Weekly meetings with Data Analysis team 
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● Member, McGill University Genome Center Internal Management Committee 
(IMC). 2013 – 2020. 

● Member, McGill University Genome Center Education Committee. 2013 – 
2020. 

● Member, McGill University Genome Center Recruitment Committee. 2011 – 
2020. 

 
4. National and International Committees 

National committees: 

● Variant of Concerns Leadership Group, 2020 – present. 

● Member of the Conseil Scientifique de Calcul Québec, 2015 – present. 

● Member of Researcher Council, Digital Research Alliance, 2021 – 2022. 

● Member of Genome Canada/CIHR Pan-Canadian Population Cohort Working 
Group, 2020 – 2022. 

● Member of CIHR Institute Advisory Board for the Institute of Genetics, 2017 
– 2021. 

● Member of CIHR Institute Advisory Board on Research Excellence, Policy 
and Ethics, 2016 – 2017. 

● Member of Compute Canada Research Advisory Council, 2013 – 2019.  

● Member of CANARIE Research Advisory Council, 2013 – 2019. 

International committees: 

● Member, Somatic Mosaicism Across Human Tissues (SMaHT), External 
Consultants Panel, NIH-NHGRI program, 2023 – present. 

● Member, Impact of Genomic Variation on Function (IGVF), External 
Consultants Panel, NIH-NHGRI program, 2022 – present. 

● Member, Global Alliance for Genomics and Health (GA4GH), Steering 
Committee, 2018 – present. 

● Chair, International Human Epigenome Consortium, Integrative Analysis 
Workgroup, 2016 – present. 

● Member, ENCODE External Consultants Panel, NIH-NHGRI program, 2017 
– 2022. 

● FAANG Data Coordination Centre Strategic Management Board, EBI project, 
UK. 2017 – 2021. 
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● Member, International Human Epigenome Consortium, International 
Scientific Steering Committee, 2015 – present. 

● Member, International Human Epigenome Consortium, Metadata Standards 
and Data Ecosystem Workgroups, 2012 – present.  

● Member, International Cancer Genome Consortium, Data Coordination 
Committee, 2011 – 2018. 

 
5. Professional and/or Learned Societies 

 
Member, American Society of Human Genetics, 2011 – 2015.  
 

6. Other Professional and Scientific Contributions 
 

● Letters of recommendation for promotions: 
o University of Southern California, USA, August 2023. 
o King’s College London, UK, March 2023. 
o University Western Ontario, Canada, July 2022. 
o Nanyang Technological University, Singapore, July 2022. 
o The Jackson Laboratory, USA, June 2022. 
o Southern University of Science and Technology (SUSTech), China, 

Sept 2021. 
o Université de Montpellier, France, Sept 2021. 
o Université de Montréal, Canada, Sept 2021. 

● Conference organization 
o 9th Annual Canadian Conference on Epigenetics. Banff, Canada. 

November 2023. 
o The 3rd Barbados meeting on Transposable Elements. Bellairs, 

Barbados. Jan 2023. 
o 8th Canadian Conference on Epigenetics. Esterel, Québec. October 

2022. 
o 7th Canadian Conference on Epigenetics. Esterel, Québec. November 

2021. 
o Barbados Workshop on Clinical Implementation of Genomics and 

Epigenomics. Bellairs, Barbados. January 2020.  
o 6th Canadian Conference on Epigenetics/IHEC Annual Meeting, 

Banff, Canada. November 2019. 
o 2nd Barbados Workshop on Transposable Elements. Bellairs, 

Barbados. January 2019.  
o McGill initiative in Computational Medicine (MiCM) 2nd symposium. 

Montréal, Québec. November 2018.  
o 5th Canadian Conference on Epigenetics. Esterel, Québec. September 

2018. 
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o Barbados Workshop on Cancer Epigenomics. Bellairs, Barbados. 
January 2018.  

o McGill initiative in Computational Medicine (MiCM) symposium. 
Montréal, Québec. December 2017.  

o 4th Canadian Conference on Epigenetics: Mechanisms of Disease. 
Whistler, British-Colombia. November 2017. 

o Barbados Workshop on Transposable Elements and Gene Regulation. 
Bellairs, Barbados. January 2017.  

o 3rd Canadian Conference on Epigenetics: Epigenomics in 
Development and Disease. Esterel, Québec. September 2016. 

o 2nd Epigenomics Workshop in Barbados. Bellairs, Barbados. January 
2016.  

o Rendez-vous Génome Québec 2015, Organized a workshop on Next-
generation sequence analysis. Montréal, Québec. Dec 2015. 

o Understanding non-coding DNA through intra and inter-species 
epigenomic variation. Bellairs, Barbados. January 2015.  

o Rendez-vous Génome Québec 2014, Organized a workshop on Next-
generation sequence analysis. Montréal, Québec. May 2014. 

o Rendez-vous Génome Québec 2013, Organized one workshop on 
Next-generation sequence analysis. Montréal, Québec. Nov 2013. 

o Challenges and Opportunities in Microbiome Research. Montréal, 
Québec. Sept 2013. 

o Rendez-vous Génome Québec 2012, Organized two workshops on 
Next-generation sequence analysis. Montréal, Québec. Dec 2012. 

o Rendez-vous Bioinformatique 2012. Organized three workshops on 
data analysis. Montréal, Québec. May 2012. 

o Genome Canada 2011 Bioinformatics and Computational Biology 
Workshop. Toronto, Ontario. Dec 2011. 

o Rendez-vous Bioinformatique 2011 (chair). Montréal, Québec. Dec 
2011. 

o RECOMB’2008, Singapore, Singapore. Mar 2008.  
o Genome Informatics Workshop (GIW’07). Singapore, Singapore. Dec 

2007.  
o GEM4 Conference on Cancer (Co-chair). Singapore, Singapore. July 

2007.  
o 4th RECOMB Satellite Workshop on Comparative Genomics (Co-

chair). Montreal, Canada. Sep 2006.  
o Workshop on BioAlgorithms. Singapore, Singapore. July 2006.  
o Workshop on Genomics. Institute for Mathematical Sciences, 

Singapore, Singapore. Nov 2005.  

● Participated in a 2-day Digital Infrastructure Summit organized by Leadership 
Council for Digital Infrastructure. Ottawa, Ontario. Jan 2014. 
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● Participated in a 2-day workshop organized by CFI on Cyber-infrastructure. 
Toronto, Ontario. Jan 2014. 

● Participated in a 3-day workshop organized by the International Human 
Epigenome Consoritum. Berlin, Germany. Nov 2013. 

● Participated in a 3-day workshop organized by the International Cancer 
Genome Consoritum. Toronto, Ontario. Oct 2013. 

● Participated in 2-day workshop organized by CIFAR on “Cyber-Infrastructure 
in Advanced Research: Needs, Challenges and Opportunities.” Ottawa, 
Ontario. May 2012. 

 
G. RESEARCH 
 

1. Research Activities 

The goal of the lab is to understand mammalian genomes using comparative 
genomic and epigenomic analyses. Areas of interest include: the evolution of 
regulatory sequences, the role of transposable elements in gene regulation and the 
impact of genome rearrangements in evolution and cancer.  

As a computational genomicists our work involves examining the billions of 
DNA base pairs and interpreting how variation impacts basic biology and disease. 
We develop computational methods and resources for the functional annotation of 
genomes with a special emphasis on sequencing-based assays (e.g. ChIP-seq, RNA-
Seq, exome- and whole-genome sequencing, single-cell analysis).  
 

2. Personal Support Awards 
 
2020 – 2027  Canada Research Chair (Tier 1)   $ 1,400,000 
 Title : Computational Genomics and Medicine 
 
2020 – 2024  Fonds de la recherche en santé du Québec     $ 400,000 
 Chercheurs-boursiers de merite (partially accepted) 
 
2017 – 2020  Fonds de la recherche en santé du Québec     $ 240,000 
 Chercheurs-boursiers Senior 
 
2012 – 2016  Fonds de la recherche en santé du Québec     $ 287,000 
 Chercheurs-boursiers Junior 2 
 

3. Research Grants 
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Current (as PI in blue): 
 

2023 – 2030 Ministry of Science Technology and Innovation, Canada First 
Research Excellence Fund (CFREF)  $165,307,000                                                                                                                         
Role: Principal Investigator 
Title: DNA to RNA: An inclusive Canadian Approach to 
Genomic-based RNA Therapeutics  

2020 – 2025 CFI, Innovation Fund 2020     $22,752,000                                                                                                                         
Role: Project Lead 
Title: SecureData4Health  

2017 – 2024 CIHR, CEEHRC Epigenomics Platform   $4,400,000 
Role: Project Lead (transferred from Tomi Pastinen) 
Title: Multidimensional Epigenomics Mapping Centre  
(EMC) at McGill 

2021 – 2024 Genome Canada, Genome Quebec    $1,100,000                                                                                                                         
Role: Project Lead 
Title: The National VirusSeq Data Portal (Covid-19)  

2019 – 2024 CIHR, CEEHRC Consortium Network (phase 2)   $1,000,000 
Role: Principal Applicant (NPA Hirst, share 7%) 
Title: Canadian Epigenetics, Environment and Health Research 
Consortium Network 

2018 – 2024  CIHR, CIHR Team CEEHRC Phase II   $1,497,750                                              
Role: Principal Applicant (PL Dilworth, share 5%)                                                                                    
Title: Epigenetic changes affecting muscle stem cell function in 
the aging population 

 
Past: 

2017 – 2023 Genome Canada, Genomics Technology Platforms  $6,890,786 
Role: Project Lead 
Title: Canadian Center for Computational Genomics (C3G) 

2018 – 2022 Genome Canada, B/CB competition,  
 $1,035,024                                                                                                                         
Role: Project Lead 
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Title: Epigenomics Secure Data Sharing Platform for Integrative 
Analyses (EpiShare) 

2017 – 2022 CIHR, 4D Nucleome Collaborative Projects     $800,000 
Role: Project Lead (transferred from Tomi Pastinen) 
Title: Accessing chromatin interactions by high-resolution 
analyses of correlated regulatory element variation 

2016 – 2022 CIHR/FRQS, Epigenomics of Complex Diseases    $646,170 
Role: Project Lead (transferred from Elin Grundberg) 
Title: Integrative epigenomics of obesity and metabolic 
complications 

2018 – 2020 CANARIE, Research Data Management,     $447,000                                                                                                                         
Role: Project Lead 
Title: CanDIG CHORD: Canadian Health Omics Repository, 
Distributed 

2015 – 2017 Genome Canada, Genomics Innovation Network $ 1,050,000 
Role: Project Lead 
Title: Canadian Center for Computational Genomics (C3G) 

2015 – 2017 Genome Canada, GIN – Tech. Development    $ 527,000 
Role: Project Lead 
Title: Canadian Center for Computational Genomics (C3G) 

2012 – 2017 CIHR, CEEHRC Epigenomics Platform  $ 1,500,000 
 Role: Principal Investigator 
 Title: Integrative Epigenomic Data Coordination Centre  

(EDCC) at McGill 

2011 – 2016 CIHR, Operating Grant       $ 426,482 
 Role: Principal Investigator 
 Title: Functional characterization of the endogenous retrovirus  
 HERV-H family in human embryonic stem cells 

2013 – 2015 CANARIE, Research Middleware Program     $ 771,000 
 Role: Principal Investigator 
 Title: Genetics and Genomics Analysis Platform (GenAP) 

2006 – 2010 GIS Internal Grant (GIS05-114101), Singapore       S$ 1,000,000           
  Role: Principal Investigator 
  Title: Comparative Genomics: Theory and Application Platform. 
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2020 – 2023 Genome Canada      $20,000,000                                                                                                   
Role: co-Applicant (share ~5%) 
Title: Canadian COVID Genomics Network (CanCOGeN)  

2017 – 2023 Genome Canada, Genomics Technology Platforms   $9,866,249  
Role: co-Lead (PL Lathrop, share 15%) 
Title: McGill University and Génome Québec Innovation Center  

2018 – 2023 Genome Canada, LSARP Competition,   $12,997,397                                                                                                      
Role: co-Applicant (PI Jabado, share 2.5%) 
Title: Tackling Childhood Brain Cancer at the root to improve 
survival and quality of life 

2018 – 2023 CFI, Cyberinfrastructure: Challenge,   $4,995,318 
Role: co-Applicant (PI Stein, share 10%) 
Title: The Cancer Genome Collaboratory 

2019 – 2023 EU-H2020-CIHR Collaboration on data sharing    $800,000 
Role: co-Applicant (PI Brinkman, share 23%) 
Title: Common Infrastructure for National Cohorts in Europe, 
Canada, and Africa (CINECA) 

2019 – 2023 EU-H2020-CIHR Collaboration on data sharing    $800,000 
Role: co-Applicant (PI Emerson, share 20%) 
Title: Integrated Human data repositories for infectious disease-
related international cohorts to facilitate personalized medicine 
approaches to infectious disease research (ReCoDID) 

2022 – 2023 Public Health Agency of Canada (PHAC)   $7,935,000 
Role: co-PI (PI Mooser, Rousseau, share 5%) 
Title: Biobanque québécoise de la COVID-19. Sero-Surveillance 
and Research (COVID-19 Immunity Task Force Initiative) 

2022 – 2023 Public Health Agency of Canada (PHAC)    $1,174,608 
Role: co-PI (PI Durand, Rousseau, share 5%) 
Title: Determining the impact of hybrid immunity on the evolving 
landscape of host responses to SARS-CoV-2 in the Biobanque 
Québécoise de la COVID-19 (BQC19) 

2022 – 2023 Fonds de recherche du Québec - Santé (FRQS) $200,000 
Role: co-PI (PI Durand, Mooser, Rousseau, share 5%) 
Title: Biobanque québécoise de la COVID-19 
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2020 – 2022 CANARIE, Research Management Call 2   $699,843 
Role: co-PI (PI Brudno, share 28%) 
Title: ClinDig: A distributed system for clinical and genomics 
data  

2018 – 2022 Terry Fox, Cancer Centre Consortium Network  $2,480,000 
Role: co-PI (PI Watson, share 6%) 
Title: Montreal Cancer Consortium (MCC) - Pilot Project 

2018 – 2022 Genome Canada, B/CB,     $1,094,607 
Role: co-Project Leader (PI Xia) 
Title: An integrative platform for metabolomics and systems 
biology 

2018 – 2022 Genome Canada, B/CB,        $999,019 
Role: co-Applicant (PI Xia) 
Title: Development and Validation of a Web-Based Platform for 
Environmental Omics and Toxicology 

2018 – 2021 Genome Canada, B/CB,        $556,472 
Role: co-Applicant (PI Borchers, share 0%) 
Title: Proteogenomics -Improved and -Guided Quantification 
Pipeline (PIGQpipe) 

2016 – 2021 CFI, Cyber-infrastructure       $5,000,000  
Role: co-Lead (PL Brudno, share 40%) 
Title: CanDIG: Canadian Distributed cyber-Infrastructure for 
Genomics  

2018 – 2020 CANARIE, Research Software Program,      $224,626 
Role: co-PI (PI Jacques, share 12%) 
Title: Generalization of GenAP toward the growing single-cell 
and metabolomic communities 

2015 – 2019 CIHR, CEEHRC Consortium Network    $2,000,000 
Role: Principal Applicant (NPA Hirst, share 7%) 
Title: Canadian Epigenetics, Environment and Health Research 
Consortium Network 

2015 – 2019 CFI, Innovation Fund    $ 58,435,000 
Role: Principal User (PL Jones, share 8%) 



Dr. Guillaume Bourque  CV 

33 
 

Title: Canada's Genomics Enterprise (CGEn): A national genomic 
tools network for transforming life science research 

2015 – 2019 CFI, Innovation Fund      $2,893,000 
Role: Principal User (PL Meaney, share 0%) 
Title: Treatment Outcomes in Mood Disorders 

2014 – 2018 NSERC, Discovery Frontiers     $6,000,000 
Role: co-Investigator (PI Stein, share 7%) 
Title: The Cancer Genome Collaboratory  

2015 – 2017 Genome Canada, Genomics Innovation Network $ 2,000,000 
Role: co-Lead (PL Lathrop, share 15%) 
Title: McGill University and Génome Québec Innovation Center 

2015 – 2017 Genome Canada, GIN – Tech. Development $ 1,000,000 
Role: co-Lead (PL Lathrop, share 10%) 
Title: McGill University and Génome Québec Innovation Center 

2012 – 2017 CIHR, CEEHRC Epigenomics Platform  $ 6,000,000 
 Role: co-Investigator (PI Lathrop, share 15%) 
 Title: Multidimensional Epigenomics Mapping Centre  

(EMC) at McGill 

2013 – 2017 Genome Canada, Large-scale Applied Research  $ 6,000,000 
 Role: co-Investigator (PIs Jabado – Majewski, share 5%) 
 Title: Biomarkers for Pediatric Glioblastoma through Genomics 

and Epigenomics  

2013 – 2016 Brain Canada      $ 1,494,900 
 Role: co-Investigator (PI Meaney, share 0%) 
 Title: Epigenetics and Mental Health 

2011 – 2016 CIHR, Team Grant: Childhood Cancer  $ 2,445,054 
 Role: co-Investigator (PI Sinnett, share 0%) 
 Title: Genomic determinants of common long-term treatment 
 effects in childhood acute lymphoblastic leukemia survivors 

2011 – 2014 Genome Quebec, Human Health Competition $ 2,000,000 
 Role: co-Inv (PI Moreau, share 10%) 
 Title: Development of comprehensive diagnostic assays for  
 scoliosis 



Dr. Guillaume Bourque  CV 

34 
 

2011 – 2012 CIHR, Advancing Technology Innovation  $ 1,550,000 
  Role: co-Inv (PI Sorensen, share 10%) 
  Title: The Canadian Pediatric Cancer Genome Consortium:  
 Translating next-generation sequencing technologies into  
 improved therapies for high-risk childhood cancer. 

2006 – 2010 A*STAR-SSCC Grant, Singapore   S$ 850,000 
  Role: co-Inv (PI Robson, share 10%) 
  Title: Improved Derivations of Human Embryonic Stem Cells  
 via Modelling of the Preimplantation Genetic Regulatory Network 

2006 – 2010 BMRC-NMRC Grant, Singapore                   S$ 1,500,000 
  Role: co-Inv (PI Tan, share 10%) 
  Title: Systematic Identification of Oncogenic Cellular Pathways  
 and Processes in Gastric Can- cer for Patient Stratification and  
 Personalized Therapy. 

2007 – 2009 NIH RFA Grant (RFA-CA-07-001), USA        US$ 1,000,000 
  Role: co-Inv (PI Liu, share 15%) 
  Title: Pair-end-ditag technologies for the complete annotation of  
 fusion genes. 
 

4. Publications 

* Papers where the first (or co-first) author is from my group 

@ Corresponding author 

Students and group members are underlined. 

Refereed Journal Papers 

2023 

1. *Chen X, *Pacis A, Aracena KA, Gona S, *Kwan T, *Groza C, Lin YL, 
Sindeaux R, Yotova V, *Pramatarova A, *Simon MM, Pastinen T, Barreiro 
LB, Bourque G@. Transposable elements are associated with the variable 
response to influenza infection. Cell Genom. 2023 Apr 7;3(5):100292. doi: 
10.1016/j.xgen.2023.100292.  

2. *Groza C, *Chen X, *Pacis A, *Simon MM, *Pramatarova A, Aracena KA, 
Pastinen T, Barreiro LB, Bourque G@. Genome graphs detect human 
polymorphisms in active epigenomic state during influenza infection. Cell 
Genom. 2023 Apr 7;3(5):100294. doi: 10.1016/j.xgen.2023.100294.  
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3. *Groza C, Schwendinger-Schreck C, Cheung WA, Farrow EG, Thiffault I, 
Lake J, Rizzo WB, Evrony G, Curran T, Bourque G@, Pastinen T. 
Pangenome graphs improve the analysis of rare genetic diseases. medRxiv 
2023.05.31.23290808; doi: https://doi.org/10.1101/2023.05.31.23290808  

4. N’Guessan A, *Kailasam S, Mostefai F, Poujol R, Grenier JC, Ismailova, N, 
Contini P, De Palma R, Haber C, Stadler V, Bourque G, Hussin JG, Shapiro 
BJ, Fritz JH, Piccirillo CA. Selection for immune evasion in SARS-CoV-2 
revealed by high-resolution epitope mapping and sequence analysis., iScience. 
2023 Aug 18;26(8):107394. doi: https://doi.org/10.1016/j.isci.2023.107394. 

5. *Lougheed DR, Liu H, Aracena KA, Grégoire R, *Pacis A, Pastinen T, 
Barreiro LB, Joly Y, *Bujold D, Bourque G. EpiVar Browser: advanced 
exploration of epigenomics data under controlled access. bioRxiv: the preprint 
server for biology. 2023 Aug 5. doi: 
https://doi.org/10.1101/2023.08.03.551309 

6. Tav C, Fournier É, Fournier M, Khadangi F, Baguette A, Côté MC, Silveira 
MAD, Bérubé-Simard FA, Bourque G, Droit A, Bilodeau S. Glucocorticoid 
stimulation induces regionalized gene responses within topologically 
associating domains. Front Genet. 2023 Jul 27;14:1237092. doi: 
10.3389/fgene.2023.1237092. 

7. Graham-Paquin AL, Saini D, Sirois J, Hossain I, Katz MS, *Zhuang QK, 
Kwon SY, Yamanaka Y, Bourque G, Bouchard M, Pastor WA. ZMYM2 is 
essential for methylation of germline genes and active transposons in 
embryonic development. Nucleic Acids Res. 2023 Jul 3:gkad540. doi: 
10.1093/nar/gkad540. Epub ahead of print.  

8. Kuzmin E, Baker T, Lesluyes T, Monlong J, Abe KT, Coelho PP, Schwartz 
M, Zou D, Morin G, *Pacis A, Yang Y, Martinez C, Barber J, Kuasne H, Li 
R, Bourgey M, Fortier AM, Davison PG, Omeroglu A, Guiot MC, Morris Q, 
Kleinman CL, Huang S, Gingras AC, Ragoussis J, Bourque G, Van Loo P, 
Park M. Evolution of chromosome arm aberrations in breast cancer through 
genetic network rewiring. bioRxiv. 2023 Jun 12:2023-06. doi: 
https://doi.org/10.1101/2023.06.10.544434 

9. Rahimi S, Shao X, Chan D, Martel J, Bérard A, Fraser WD, *Simon MM, 
*Kwan T, Bourque G, Trasler J. Capturing sex-specific and hypofertility-
linked effects of assisted reproductive technologies on the cord blood DNA 
methylome. Clin Epigenetics. 2023 May 11;15(1):82. doi: 10.1186/s13148-
023-01497-7.  

10. Yoo S, Garg E, Elliott LT, Hung RJ, Halevy AR, Brooks JD, Bull SB, Gagnon 
F, Greenwood C, Lawless JF, Paterson AD, Sun L, Zawati MH, Lerner-Ellis J, 

http://orcid.org/0000-0003-0267-7464
http://orcid.org/0000-0002-3686-0518
http://orcid.org/0000-0001-7621-2630
http://orcid.org/0000-0002-3933-9656
http://orcid.org/0000-0003-4016-5021
https://doi.org/10.1016/j.isci.2023.107394
https://doi.org/10.1101/2023.06.10.544434
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Abraham R, Birol I, Bourque G, Garant JM, Gosselin C, Li J, Whitney J, 
Thiruvahindrapuram B, Herbrick JA, Lorenti M, Reuter MS, Adeoye OO, Liu 
S, Allen U, Bernier FP, Biggs CM, Cheung AM, Cowan J, Herridge M, 
Maslove DM, Modi BP, Mooser V, Morris SK, Ostrowski M, Parekh RS, 
Pfeffer G, Suchowersky O, Taher J, Upton J, Warren RL, Yeung R, Aziz N, 
Turvey SE, Knoppers BM, Lathrop M, Jones S, Scherer SW, Strug LJ. 
HostSeq: a Canadian whole genome sequencing and clinical data resource. 
BMC Genom Data. 2023 May 2;24(1):26. doi: 10.1186/s12863-023-01128-3.  

11. Liao WW, Asri M, Ebler J, Doerr D, Haukness M, Hickey G, Lu S, Lucas JK, 
Monlong J, Abel HJ, Buonaiuto S, Chang XH, Cheng H, Chu J, Colonna V, 
Eizenga JM, Feng X, Fischer C, Fulton RS, Garg S, *Groza C, Guarracino A, 
Harvey WT, Heumos S, Howe K, Jain M, Lu TY, Markello C, Martin FJ, 
Mitchell MW, Munson KM, Mwaniki MN, Novak AM, Olsen HE, Pesout T, 
Porubsky D, Prins P, Sibbesen JA, Sirén J, Tomlinson C, Villani F, Vollger 
MR, Antonacci-Fulton LL, Baid G, Baker CA, Belyaeva A, Billis K, Carroll 
A, Chang PC, Cody S, Cook DE, Cook-Deegan RM, Cornejo OE, Diekhans 
M, Ebert P, Fairley S, Fedrigo O, Felsenfeld AL, Formenti G, Frankish A, 
Gao Y, Garrison NA, Giron CG, Green RE, Haggerty L, Hoekzema K, 
Hourlier T, Ji HP, Kenny EE, Koenig BA, Kolesnikov A, Korbel JO, 
Kordosky J, Koren S, Lee H, Lewis AP, Magalhães H, Marco-Sola S, Marijon 
P, McCartney A, McDaniel J, Mountcastle J, Nattestad M, Nurk S, Olson ND, 
Popejoy AB, Puiu D, Rautiainen M, Regier AA, Rhie A, Sacco S, Sanders 
AD, Schneider VA, Schultz BI, Shafin K, Smith MW, Sofia HJ, Abou Tayoun 
AN, Thibaud-Nissen F, Tricomi FF, Wagner J, Walenz B, Wood JMD, Zimin 
AV, Bourque G, Chaisson MJP, Flicek P, Phillippy AM, Zook JM, Eichler 
EE, Haussler D, Wang T, Jarvis ED, Miga KH, Garrison E, Marschall T, Hall 
IM, Li H, Paten B. A draft human pangenome reference. Nature. 2023 
May;617(7960):312-324. doi: 10.1038/s41586-023-05896-x. Epub 2023 May 
10. 

12. Bhérer C, *Eveleigh R, Trajanoska K, St-Cyr J, Paccard A, Nadukkalam 
Ravindran P, Caron E, Bader Asbah N, Wei C, Baumgartner I, Schindewolf 
M, Döring Y, *Perley D, *Lefebvre F, Lepage P, Bourgey M, Bourque G, 
Ragoussis J, Mooser V, Taliun D. WEGS: a cost-effective sequencing method 
for genetic studies combining high-depth whole exome and low-depth whole 
genome. bioRxiv. 2023.04.27.538531; doi: 
https://doi.org/10.1101/2023.04.27.538531 

13. Upchurch S, Palumbo E, Adams J, *Bujold D, Bourque G, Nedzel J, Graham 
K, Kagda MS, Assis P, Hitz B, Righi E, Guigó R, Wold BJ; GA4GH RNA-
Seq Task Team. RNAget: an API to securely retrieve RNA quantifications. 
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Bioinformatics. 2023 Apr 3;39(4):btad126. doi: 
10.1093/bioinformatics/btad126.  

14. Vasudev NS, Scelo G, Glennon KI, Wilson M, Letourneau L, *Eveleigh R, 
Nourbehesht N, Arseneault M, Paccard A, Egevad L, Viksna J, Celms E, 
Jackson SM, Abedi-Ardekani B, Warren AY, Selby PJ, Trainor S, Kimuli M, 
Cartledge J, Soomro N, Adeyoju A, Patel PM, Wozniak MB, Holcatova I, 
Brisuda A, Janout V, Chanudet E, Zaridze D, Moukeria A, Shangina O, 
Foretova L, Navratilova M, Mates D, Jinga V, Bogdanovic L, Kovacevic B, 
Cambon-Thomsen A, Bourque G, Brazma A, Tost J, Brennan P, Lathrop M, 
Riazalhosseini Y, Banks RE. Application of Genomic Sequencing to Refine 
Patient Stratification for Adjuvant Therapy in Renal Cell Carcinoma. Clin 
Cancer Res. 2023 Apr 3;29(7):1220-1231. doi: 10.1158/1078-0432.CCR-22-
1936.  

15. Duperron MG, Knol MJ, Le Grand Q, Evans TE, Mishra A, Tsuchida A, 
Roshchupkin G, Konuma T, Trégouët DA, Romero JR, Frenzel S, Luciano M, 
Hofer E, *Bourgey M, Dueker ND, Delgado P, Hilal S, Tankard RM, Dubost 
F, Shin J, Saba Y, Armstrong NJ, Bordes C, Bastin ME, Beiser A, Brodaty H, 
Bülow R, Carrera C, Chen C, Cheng CY, Deary IJ, Gampawar PG, Himali JJ, 
Jiang J, Kawaguchi T, Li S, Macalli M, *Marquis P, Morris Z, Muñoz 
Maniega S, Miyamoto S, Okawa M, Paradise M, Parva P, Rundek T, 
Sargurupremraj M, Schilling S, Setoh K, Soukarieh O, Tabara Y, Teumer A, 
Thalamuthu A, Trollor JN, Valdés Hernández MC, Vernooij MW, Völker U, 
Wittfeld K, Wong TY, Wright MJ, Zhang J, Zhao W, Zhu YC, Schmidt H, 
Sachdev PS, Wen W, Yoshida K, Joutel A, Satizabal CL, Sacco RL, Bourque 
G; CHARGE consortium; Lathrop M, Paus T, Fernandez-Cadenas I, Yang Q, 
Mazoyer B, Boutinaud P, Okada Y, Grabe HJ, Mather KA, Schmidt R, Joliot 
M, Ikram MA, Matsuda F, Tzourio C, Wardlaw JM, Seshadri S, Adams HHH, 
Debette S. Genomics of perivascular space burden unravels early mechanisms 
of cerebral small vessel disease. Nat Med. 2023 Apr;29(4):950-962. doi: 
10.1038/s41591-023-02268-w. Epub 2023 Apr 17.  

16. Batdorj E, AlOgayil N, *Zhuang QK, *Galvez JH, Bauermeister K, Nagata K, 
Kimura T, Ward MA, Taketo T, Bourque G, Naumova AK. Genetic variation 
in the Y chromosome and sex-biased DNA methylation in somatic cells in the 
mouse. Mamm Genome. 2023 Mar;34(1):44-55. doi: 10.1007/s00335-022-
09970-z. Epub 2022 Dec 1. 

 

2022 



Dr. Guillaume Bourque  CV 

38 
 

17. Aracena KA, Lin Y-L, Luo K, Pacis A, Gona S, Mu Z, Yotova V, Sindeaux R, 
Pramatarova A, Simon M-M, Chen X, Groza C, Lougheed D, Gregoire R, 
Brownlee D, Li Y, He X, Bujold D, Pastinen T, Bourque G@, Barreiro LB. 
Epigenetic variation impacts ancestry-associated differences in the 
transcriptional response to influenza infection. bioRxiv 2022.05.10.491413; 
doi: https://doi.org/10.1101/2022.05.10.491413 

18. da Silva SD, Morand GB, Diesel L, de Lima JM, Bijian K, Kailasam S, 
Lefebvre F, Bourque G, Hier M, Alaoui-Jamali MA. Identification of R-
Spondin Gene Signature Predictive of Metastatic Progression in BRAFV600E-
Positive Papillary Thyroid Cancer. Cells. 2022 Dec 29;12(1):139. doi: 
10.3390/cells12010139.  

19. * Fava VM, Bourgey M, Nawarathna PM, Orlova M, Cassart P, Vinh DC, 
Cheng MP, Bourque G, Schurr E, Langlais D. A systems biology approach 
identifies candidate drugs to reduce mortality in severely ill patients with 
COVID-19. Sci Adv. 2022 Jun 3;8(22):eabm2510. doi: 
10.1126/sciadv.abm2510.  

20. Butler-Laporte G, Povysil G, Kosmicki JA, Cirulli ET, Drivas T, Furini S, 
Saad C, Schmidt A, Olszewski P, Korotko U, Quinodoz M, Çelik E, Kundu K, 
Walter K, Jung J, Stockwell AD, Sloofman LG, Jordan DM, Thompson RC, 
Del Valle D, Simons N, Cheng E, Sebra R, Schadt EE, Kim-Schulze S, 
Gnjatic S, Merad M, Buxbaum JD, Beckmann ND, Charney AW, 
Przychodzen B, Chang T, Pottinger TD, Shang N, Brand F, Fava F, Mari F, 
Chwialkowska K, Niemira M, Pula S, Baillie JK, Stuckey A, Salas A, Bello 
X, Pardo-Seco J, Gómez-Carballa A, Rivero-Calle I, Martinón-Torres F, 
Ganna A, Karczewski KJ, Veerapen K, Bourgey M, Bourque G, Eveleigh RJ, 
Forgetta V, Morrison D, Langlais D, Lathrop M, Mooser V, Nakanishi T, 
Frithiof R, Hultström M, Lipcsey M, Marincevic-Zuniga Y, Nordlund J, 
Schiabor Barrett KM, Lee W, Bolze A, White S, Riffle S, Tanudjaja F, 
Sandoval E, Neveux I, Dabe S, Casadei N, Motameny S, Alaamery M, 
Massadeh S, Aljawini N, Almutairi MS, Arabi YM, Alqahtani SA, Al Harthi 
FS, Almutairi A, Alqubaishi F, Alotaibi S, Binowayn A, Alsolm EA, El 
Bardisy H, Fawzy M, Cai F, Soranzo N, Butterworth A; COVID-19 Host 
Genetics Initiative; DeCOI Host Genetics Group; GEN-COVID Multicenter 
Study (Italy); Mount Sinai Clinical Intelligence Center; GEN-COVID 
consortium (Spain); GenOMICC Consortium; Japan COVID-19 Task Force; 
Regeneron Genetics Center; Geschwind DH, Arteaga S, Stephens A, Butte 
MJ, Boutros PC, Yamaguchi TN, Tao S, Eng S, Sanders T, Tung PJ, Broudy 
ME, Pan Y, Gonzalez A, Chavan N, Johnson R, Pasaniuc B, Yaspan B, 
Smieszek S, Rivolta C, Bibert S, Bochud PY, Dabrowski M, Zawadzki P, 
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Sypniewski M, Kaja E, Chariyavilaskul P, Nilaratanakul V, Hirankarn N, 
Shotelersuk V, Pongpanich M, Phokaew C, Chetruengchai W, Tokunaga K, 
Sugiyama M, Kawai Y, Hasegawa T, Naito T, Namkoong H, Edahiro R, 
Kimura A, Ogawa S, Kanai T, Fukunaga K, Okada Y, Imoto S, Miyano S, 
Mangul S, Abedalthagafi MS, Zeberg H, Grzymski JJ, Washington NL, 
Ossowski S, Ludwig KU, Schulte EC, Riess O, Moniuszko M, Kwasniewski 
M, Mbarek H, Ismail SI, Verma A, Goldstein DB, Kiryluk K, Renieri A, 
Ferreira MAR, Richards JB. Exome-wide association study to identify rare 
variants influencing COVID-19 outcomes: Results from the Host Genetics 
Initiative. PLoS Genet. 2022 Nov 3;18(11):e1010367. doi: 
10.1371/journal.pgen.1010367.  

21. Olson ND, Wagner J, McDaniel J, Stephens SH, Westreich ST, Prasanna AG, 
Johanson E, Boja E, Maier EJ, Serang O, Jáspez D, Lorenzo-Salazar JM, 
Muñoz-Barrera A, Rubio-Rodríguez LA, Flores C, Kyriakidis K, Malousi A, 
Shafin K, Pesout T, Jain M, Paten B, Chang PC, Kolesnikov A, Nattestad M, 
Baid G, Goel S, Yang H, Carroll A, Eveleigh R, Bourgey M, Bourque G, Li 
G, Ma C, Tang L, Du Y, Zhang S, Morata J, Tonda R, Parra G, Trotta JR, 
Brueffer C, Demirkaya-Budak S, Kabakci-Zorlu D, Turgut D, Kalay Ö, Budak 
G, Narcı K, Arslan E, Brown R, Johnson IJ, Dolgoborodov A, Semenyuk V, 
Jain A, Tetikol HS, Jain V, Ruehle M, Lajoie B, Roddey C, Catreux S, Mehio 
R, Ahsan MU, Liu Q, Wang K, Sahraeian SME, Fang LT, Mohiyuddin M, 
Hung C, Jain C, Feng H, Li Z, Chen L, Sedlazeck FJ, Zook JM. PrecisionFDA 
Truth Challenge V2: Calling variants from short and long reads in difficult-to-
map regions. Cell Genom. 2022 May 11;2(5):100129. doi: 
10.1016/j.xgen.2022.100129.  

22. Golesworthy B, Wang Y, Tanti A, Pacis A, Romero JM, Cuggia A, Domecq 
C, Bourdel G, Denroche RE, Jang GH, Grant RC, Borgida A, Grünwald BT, 
Dodd A, Wilson JM, Bourque G, O'Kane GM, Fischer SE, Kron CM, Fiset 
PO, Omeroglu A, Foulkes WD, Gallinger S, Guiot MC, Gao ZH, Zogopoulos 
G. Intra-Tumoral CD8+ T-Cell Infiltration and PD-L1 Positivity in 
Homologous Recombination Deficient Pancreatic Ductal Adenocarcinoma. 
Front Oncol. 2022 Apr 25;12:860767. doi: 10.3389/fonc.2022.860767.  

23. Couturier CP, Nadaf J, Li Z, Baig S, Riva G, Le P, Kloosterman DJ, Monlong 
J, Nkili Meyong A, Allache R, Degenhard T, Al-Rashid M, Guiot MC, 
Bourque G, Ragoussis J, Akkari L, Quintana FJ, Petrecca K. Glioblastoma 
scRNAseq Shows Treatment-induced, Immune-dependent Rise In 
Mesenchymal Cancer Cells, and Structural Variants in Distal Neural Stem 
Cells. Neuro Oncol. 2022 Apr 13:noac085. doi: 10.1093/neuonc/noac085.  
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24. Mendel A, Colmegna I, Bourque G, Rajda E, Lee TC, Gálvez JH, Vinet É, 
Cheng MP. More than a 'Hundred Days War': Persistent SARS-CoV-2 
infection in a patient with ANCA-associated vasculitis. J Assoc Med 
Microbiol Infect Dis Can. 2022 Jun 3;7(2):131-134. doi: 10.3138/jammi-
2021-0033. 

25. Sahinyan K, Blackburn DM, Simon MM, Lazure F, Kwan T, Bourque G, 
Soleimani VD. Application of ATAC-Seq for genome-wide analysis of the 
chromatin state at single myofiber resolution. Elife. 2022 Feb 21;11:e72792. 
doi: 10.7554/eLife.72792.  

26. Farooq Z, Kusuma F, Burke P, Dufour CR, Lee D, Tabatabaei N, Toboz P, 
Radovani E, Greenblatt J, Rehman J, Class J, Khoutorsky A, Fonseca BD, 
Richner JM, Mercier E, Bourque G, Giguère V, Subramaniam AR, Han J, 
Tahmasebi S. The amino acid sensor GCN2 suppresses Terminal 
Oligopyrimidine (TOP) mRNA translation via La-related Protein 1 (LARP1). 
J Biol Chem. 2022 Jul 18:102277. doi: 10.1016/j.jbc.2022.102277.  

27. Breeze CE, Haugen E, Reynolds A, Teschendorff A, van Dongen J, Lan Q, 
Rothman N, Bourque G, Dunham I, Beck S, Stamatoyannopoulos J, 
Franceschini N, Berndt SI. Integrative analysis of 3604 GWAS reveals 
multiple novel cell type-specific regulatory associations. Genome Biol. 2022 
Jan 7;23(1):13. doi: 10.1186/s13059-021-02560-3.  

 

2021 

28. Rehm HL, Page AJH, Smith L, Adams JB, Alterovitz G, Babb LJ, Barkley 
MP, Baudis M, Beauvais MJS, Beck T, Beckmann JS, Beltran S, Bernick D, 
Bernier A, Bonfield JK, Boughtwood TF, Bourque G, et al. GA4GH: 
International policies and standards for data sharing across genomic research 
and healthcare. Cell Genom. 2021 Nov 10;1(2):100029. doi: 
10.1016/j.xgen.2021.100029. PMID: 35072136. 

29. Dursi LJ, Bozoky Z, de Borja R, Li H, Bujold D, Lipski A, Rashid AF, Sethi 
A, Memon N, Naidoo D, Coral-Sasso F, Wong M, Quirion PO, Lu Z, Agarwal 
S, Pavlov Y, Ponomarev A, Husic M, Pace K, Palmer S, Grover SA, Hakgor 
S, Siu LL, Malkin D, Virtanen C, Pugh TJ, Jacques PE, Joly Y, Jones SJM, 
Bourque G, Brudno M. CanDIG: Federated network across Canada for multi-
omic and health data discovery and analysis. Cell Genom. 2021 Nov 
10;1(2):100033.  

30. Murall CL, Fournier E, Galvez JH, N'Guessan A, Reiling SJ, Quirion PO, 
Naderi S, Roy AM, Chen SH, Stretenowich P, Bourgey M, Bujold D, 
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Gregoire R, Lepage P, St-Cyr J, Willet P, Dion R, Charest H, Lathrop M, 
Roger M, Bourque G, Ragoussis J, Shapiro BJ, Moreira S. A small number of 
early introductions seeded widespread transmission of SARS-CoV-2 in 
Québec, Canada. Genome Med. 2021 Oct 28;13(1):169. doi: 10.1186/s13073-
021-00986-9.  

31. Yokobayashi S, Yabuta Y, Nakagawa M, Okita K, Hu B, Murase Y, 
Nakamura T, Bourque G, Majewski J, Yamamoto T, Saitou M. Inherent 
genomic properties underlie the epigenomic heterogeneity of human induced 
pluripotent stem cells. Cell Rep. 2021 Nov 2;37(5):109909. doi: 
10.1016/j.celrep.2021.109909.  

32. Ferreira-Neto JRC, Borges ANDC, da Silva MD, Morais DAL, Bezerra-Neto 
JP, Bourque G, Kido EA, Benko-Iseppon AM. The Cowpea Kinome: 
Genomic and Transcriptomic Analysis Under Biotic and Abiotic Stresses. 
Front Plant Sci. 2021 Jun 14;12:667013. doi: 10.3389/fpls.2021.667013.  

33. Dankner M, Caron M, Al-Saadi T, Yu W, Ouellet V, Ezzeddine R, Maritan 
SM, Annis MG, Le PU, Nadaf J, Neubarth NS, Savage P, Zuo D, Couturier 
CP, Monlong J, Djambazian H, Altoukhi H, Bourque G, Ragoussis J, Diaz 
RJ, Park M, Guiot MC, Lam S, Petrecca K, Siegel PM. Invasive growth 
associated with cold-inducible RNA-binding protein expression drives 
recurrence of surgically resected brain metastases. Neuro Oncol. 2021 Sep 
1;23(9):1470-1480. doi: 10.1093/neuonc/noab002.  

34. Liu P, Ewald J, Galvez JH, Head J, Crump D, Bourque G, Basu N, Xia J. 
Ultrafast functional profiling of RNA-seq data for nonmodel organisms. 
Genome Res. 2021 Apr;31(4):713-720. doi: 10.1101/gr.269894.120. Epub 
2021 Mar 17.  

35. Sanchez-Ferras O, Pacis A, Sotiropoulou M, Zhang Y, Wang YC, Bourgey M, 
Bourque G, Ragoussis J, Bouchard M. A coordinated progression of 
progenitor cell states initiates urinary tract development. Nat Commun. 2021 
May 11;12(1):2627. doi: 10.1038/s41467-021-22931-5.  

36. Povysil G, Butler-Laporte G, Shang N, Wang C, Khan A, Alaamery M, 
Nakanishi T, Zhou S, Forgetta V, Eveleigh RJ, Bourgey M, Aziz N, Jones SJ, 
Knoppers B, Scherer SW, Strug LJ, Lepage P, Ragoussis J, Bourque G, 
Alghamdi J, Aljawini N, Albes N, Al-Afghani HM, Alghamdi B, Almutairi 
MS, Mahmoud ES, Abu-Safieh L, El Bardisy H, Harthi FSA, Alshareef A, 
Suliman BA, Alqahtani SA, Almalik A, Alrashed MM, Massadeh S, Mooser 
V, Lathrop M, Fawzy M, Arabi YM, Mbarek H, Saad C, Al-Muftah W, Jung 
J, Mangul S, Badji R, Thani AA, Ismail SI, Gharavi AG, Abedalthagafi MS, 
Richards JB, Goldstein DB, Kiryluk K. Rare loss-of-function variants in type I 
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IFN immunity genes are not associated with severe COVID-19. J Clin Invest. 
2021 Jul 15;131(14):e147834. doi: 10.1172/JCI147834.  

37. Kuzmin E, Monlong J, Martinez C, Kuasne H, Kleinman CL, Ragoussis J, 
Bourque G, Park M. Inferring Copy Number from Triple-Negative Breast 
Cancer Patient Derived Xenograft scRNAseq Data Using scCNA. Methods 
Mol Biol. 2021;2381:285-303. doi: 10.1007/978-1-0716-1740-3_16.  

38. Cheng AP, Cheng MP, Gu W, Sesing Lenz J, Hsu E, Schurr E, Bourque G, 
Bourgey M, Ritz J, Marty FM, Chiu CY, Vinh DC, De Vlaminck I. Cell-free 
DNA tissues of origin by methylation profiling reveals significant cell, tissue, 
and organ-specific injury related to COVID-19 severity. Med (N Y). 2021 Apr 
9;2(4):411-422.e5. doi: 10.1016/j.medj.2021.01.001. Epub 2021 Jan 16.  

39. AlOgayil N, Bauermeister K, Galvez JH, Venkatesh VS, Zhuang QK, Chang 
ML, Davey RA, Zajac JD, Ida K, Kamiya A, Taketo T, Bourque G, Naumova 
AK. Distinct roles of androgen receptor, estrogen receptor alpha, and BCL6 in 
the establishment of sex-biased DNA methylation in mouse liver. Sci Rep. 
2021 Jul 2;11(1):13766. 

40. Lambrot R, Chan D, Shao X, Aarabi M, Kwan T, Bourque G, Moskovtsev S, 
Librach C, Trasler J, Dumeaux V, Kimmins S. Whole-genome sequencing of 
H3K4me3 and DNA methylation in human sperm reveals regions of overlap 
linked to fertility and development. Cell Rep. 2021 Jul 20;36(3):109418. 1. 

doi: 10.1016/j.celrep.2021.109418.  

41. MacDonald A, Lu B, Caron M, Caporicci-Dinucci N, Hatrock D, Petrecca K, 
Bourque G, Stratton JA. Single Cell Transcriptomics of Ependymal Cells 
Across Age, Region and Species Reveals Cilia-Related and Metal Ion 
Regulatory Roles as Major Conserved Ependymal Cell Functions. Front Cell 
Neurosci. 2021 Jul 15;15:703951. doi: 10.3389/fncel.2021.703951.  

 
2020 

42. *Groza C, Kwan T, Soranzo N, Pastinen T, Bourque G@. Personalized and 
graph genomes reveal missing signal in epigenomic data. Genome Biol. 2020 
May 25;21(1):124. doi: 10.1186/s13059-020-02038-8.  

43. *Zhuang QK, *Galvez JH, Xiao Q, AlOgayil N, Hyacinthe J, Taketo T, 
Bourque G@, Naumova AK. Sex Chromosomes and Sex Phenotype 
Contribute to Biased DNA Methylation in Mouse Liver. Cells. 2020 Jun 
9;9(6):1436. doi: 10.3390/cells9061436.  

44. *Bogdan L, Barreiro L, Bourque G@. Transposable elements have 
contributed human regulatory regions that are activated upon bacterial 
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infection. Phil.Trans. R. Soc. B375: 20190332. (50% contribution – 
coordinated the project and wrote/edited the manuscript) doi: 
10.1098/rstb.2019.0332. doi: 10.1098/rstb.2019.0332. Epub 2020 Feb 10.  

45. *Caron M, St-Onge P, Sontag T, Wang YC, Richer C, Ragoussis I, Sinnett D, 
Bourque G@. Single-cell analysis of childhood leukemia reveals a link 
between developmental states and ribosomal protein expression as a source of 
intra-individual heterogeneity. Sci Rep. 2020 May 15;10(1):8079. doi: 
10.1038/s41598-020-64929-x. (30% contribution – coordinated the project 
and edited the manuscript) Erratum in: Sci Rep. 2021 Mar 2;11(1):5414.  

46. *Hocking TD, Bourque G. Machine learning algorithms for simultaneous 
supervised detection of peaks in multiple samples and cell types. Pac Symp 
Biocomput. 2020;25:367-378. (50% contribution – coordinated the project and 
wrote/edited the manuscript) 

47. Couturier CP, Ayyadhury S, Le PU, Nadaf J, Monlong J, Riva G, Allache R, 
Baig S, Yan X, Bourgey M, Lee C, Wang YCD, Wee Yong V, Guiot MC, 
Najafabadi H, Misic B, Antel J, Bourque G, Ragoussis J, Petrecca K. Single-
cell RNA-seq reveals that glioblastoma recapitulates a normal 
neurodevelopmental hierarchy. Nat Commun. 2020 Aug 7;11(1):4041. doi: 
10.1038/s41467-020-17979-8. doi: 10.1038/s41467-020-17979-8. Erratum 
for: Nat Commun. 2020 Jul 8;11(1):3406.  

48. *Vijay J, Gauthier MF, Biswell RL, Louiselle DA, Johnston JJ, Cheung WA, 
Belden B, Pramatarova A, Biertho L, Gibson M, Simon MM, Djambazian H, 
Staffa A, Bourque G, Laitinen A, Nystedt J, Vohl MC, Fraser JD, Pastinen T, 
Tchernof A, Grundberg E. Single-cell analysis of human adipose tissue 
identifies depot and disease specific cell types. Nat Metab. 2020 Jan;2(1):97-
109. doi: 10.1038/s42255-019-0152-6. Epub 2019 Dec 23.  

49. Rodriguez-Martin B, Alvarez EG, Baez-Ortega A, Zamora J, Supek F, 
Demeulemeester J, Santamarina M, Ju YS, Temes J, Garcia-Souto D, Detering 
H, Li Y, Rodriguez-Castro J, Dueso-Barroso A, Bruzos AL, Dentro SC, 
Blanco MG, Contino G, Ardeljan D, Tojo M, Roberts ND, Zumalave S, 
Edwards PAW, Weischenfeldt J, Puiggròs M, Chong Z, Chen K, Lee EA, 
Wala JA, Raine K, Butler A, Waszak SM, Navarro FCP, Schumacher SE, 
Monlong J, Maura F, Bolli N, Bourque G, Gerstein M, Park PJ, Wedge DC, 
Beroukhim R, Torrents D, Korbel JO, Martincorena I, Fitzgerald RC, Van 
Loo P, Kazazian HH, Burns KH; PCAWG Structural Variation Working 
Group, Campbell PJ, Tubio JMC; PCAWG Consortium. Pan-cancer analysis 
of whole genomes identifies driver rearrangements promoted by LINE-1 
retrotransposition. Nat Genet. 2020 Mar;52(3):306-319. doi: 10.1038/s41588-
019-0562-0. Epub 2020 Feb 5. 



Dr. Guillaume Bourque  CV 

44 
 

50. Chehboun S, Leiva-Torres GA, Charbonneau B, Eveleigh R, Bourque G, 
Vidal SM. A point mutation in the linker domain of mouse STAT5A is 
associated with impaired NK-cell regulation. Genes Immun. 2020 
Feb;21(2):136-141.  

51. Legault LM, Doiron K, Lemieux A, Caron M, Chan D, Lopes FL, Bourque 
G, Sinnett D, McGraw S. Developmental genome-wide DNA methylation 
asymmetry between mouse placenta and embryo. Epigenetics. 2020 
Aug;15(8):800-815. doi: 10.1080/15592294.2020.1722922. Epub 2020 Feb 
14.  

52. Chen L, Yang R, Kwan T, Tang C, Watt S, Zhang Y, Bourque G, Ge B, 
Downes K, Frontini M, Ouwehand WH, Lin JW, Soranzo N, Pastinen T, Chen 
L. Paired rRNA-depleted and polyA-selected RNA sequencing data and 
supporting multi-omics data from human T cells. Sci Data. 2020 Nov 
9;7(1):376. 

 

2019 

53. *Bourgey M, Dali R, Eveleigh RJM, Chen KC, Letourneau L, Fillon J, 
Michaud M, Caron M, Sandoval J, Lefebvre F, Leveque G, Mercier E, Bujold 
D, Marquis P, Tran Van P, Morais DAL, Tremblay J, Shao XJ, Henrion E, 
Caron B, Bourque G@. GenPipes: an open-source framework for scalable 
genomic analyses. GigaScience. 2019 Jun 1;8(6). (40% contribution – 
coordinated the project and wrote/edited the manuscript) 

54. Saulnier KM, Bujold D, Dyke SOM, Dupras C, Beck S, Bourque G, Joly Y. 
Benefits and barriers in the design of harmonized access agreements for 
international data sharing. Sci Data. 2019 Dec 2;6(1):297. (5% contribution – 
discussions and wrote/edited manuscript) 

55. Jessa S, Blanchet-Cohen A, Krug B, Vladoiu M, Coutelier M, Faury D, 
Poreau B, De Jay N, Hébert S, Monlong J, Farmer WT, Donovan LK, Hu Y, 
McConechy MK, Cavalli G, Mikael LG, Ellezam B, Richer M, Allaire A, 
Weil AG, Atkinson J, Farmer JP, Dudley RWR, Larouche V, Crevier L, 
Albrecht S, Filbin MG, Sartelet H, Lutz PE, Nagy C, Turecki G, Costantino S, 
Dirks PB, Murai KK, Bourque G, Ragoussis J, Garzia L, Taylor MD, Jabado 
N, Kleinman CL. Stalled developmental programs at the root of pediatric 
brain tumors. Nat Genet. 2019 Dec;51(12):1702-1713. (5% contribution – 
supervised some of the analyses) 

56. Grajcarek J, Monlong J, Nishinaka-Arai Y, Nakamura M, Nagai M, Matsuo S, 
Lougheed D, Sakurai H, Saito MK, Bourque G, Woltjen K. Genome-wide 
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microhomologies enable precise template-free editing of biologically relevant 
deletion mutations. Nat Commun. 2019 Oct 24;10(1):4856. (10% contribution 
– supervised some of the analyses and tool development) 

57. Chan D, Shao X, Dumargne MC, Aarabi M, Simon MM, Kwan T, Bailey JL, 
Robaire B, Kimmins S, San Gabriel MC, Zini A, Librach C, Moskovtsev S, 
Grundberg E, Bourque G, Pastinen T, Trasler JM. Customized MethylC-
Capture Sequencing to Evaluate Variation in the Human Sperm DNA 
Methylome Representative of Altered Folate Metabolism. Environ Health 
Perspect. 2019 Aug;127(8):87002. (10% contribution – supervised some of 
the analyses) 

58. Breeze CE, Reynolds AP, van Dongen J, Dunham I, Lazar J, Neph S, Vierstra, 
J, Bourque G, Teschendorff AE, Stamatoyannopoulos JA & Beck S. 
eFORGE v2.0: updated analysis of cell type-specific signal in epigenomic 
data. Bioinformatics. 2019 Jun 4. (5% contribution – made suggestions for the 
tool and edited the manuscript) 

59. Page DJ, Miossec MJ, Williams SG, Monaghan RM, Fotiou E, Cordell HJ, 
Sutcliffe L, Topf A, Bourgey M, Bourque G, Eveleigh R, Dunwoodie SL, 
Winlaw DS, Bhattacharya S, Breckpot J, Devriendt K, Gewillig M, Brook JD, 
Setchfield KJ, Bu'Lock FA, O'Sullivan J, Stuart G, Bezzina CR, Mulder BJM, 
Postma AV, Bentham JR, Baron M, Bhaskar SS, Black GC, Newman WG, 
Hentges KE, Lathrop GM, Santibanez-Koref M & Keavney BD. Whole 
Exome Sequencing Reveals the Major Genetic Contributors to Nonsyndromic 
Tetralogy of Fallot. Circ Res. 2019 Feb 15;124 (4):553-563. (5% contribution 
– supervised some of the analysis) 

60. Shokoohi F, Stephens DA, Bourque G, Pastinen T, Greenwood CMT, Labbe 
A. A hidden markov model for identifying differentially methylated sites in 
bisulfite sequencing data. Biometrics. 2019 Mar;75(1):210-221. (5% 
contribution – provided research material) 

61. Laperle J, Hebert-Deschamps S, Raby J, de Lima Morais DA, Barrette M, 
Bujold D, Bastin C, Robert MA, Nadeau JF, Harel M, Nordell-Markovits A, 
Veilleux A, Bourque G, Jacques PE. The epiGenomic Efficient Correlator 
(epiGeEC) tool allows fast comparison of user datasets with thousands of 
public epigenomic datasets. Bioinformatics. 2019 Feb 15; 35(4):674-676. 
(20% contribution – provided suggestions for the tool and supervised some of 
the analyses) 

 

2018 
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62. *Goerner-Potvin P and Bourque G@. Computational tools to unmask 
transposable elements. Nature Review Genetics. 2018 Nov;19(11):688-704. 
(50% contribution – coordinated the project and wrote/edited the manuscript) 

63. Bourque G@, Burns K, Gehring M, Gorbunova V, Hammel M, Imbeault M, 
Iszvak S, Levin H, Macfarlan T, Mager D, Feschotte C. 10 things you should 
know about transposable elements. Genome Biology. 2018 Nov 19;19 (1):199. 
(60% contribution – coordinated the project and wrote/edited the manuscript) 

64. *Monlong J, Cossette P, Meloche C, Rouleau G, Girard SL, Bourque G@. 
Human copy number variants are enriched in regions of low-mappability. 
NAR. 2018 Aug 21;46(14):7236-7249. (50% contribution – coordinated the 
project and wrote/edited the manuscript) 

65. *Monlong J, *Girard SL, Meloche C, Cadieux-Dion M, Andrade DM, 
Lafreniere RG, Gravel M, Spiegelman D, Dionne-Laporte A, Boelman C, 
Hamdan FF, Michaud JL, Rouleau G, Minassian BA, Bourque G@, Cossette 
P. Genome-wide characterization of copy number variants in epilepsy 
patients. PLoS Genetics. Apr 12;14(4):e1007285. (50% contribution – 
coordinated the project and wrote/edited the manuscript) 

66. Bourque G@. Comparing Apples to Apples and Oranges to Oranges. Trends 
Genet. Aug;34(8):571-572. (100% contribution – coordinated the project and 
wrote/edited the manuscript) 

67. *Caron M, St-Onge P, Drouin S, Richer C, Sontag T, Busche S, Bourque G, 
Pastinen T. & Sinnett D. Very long intergenic non-coding RNA transcripts 
and expression profiles are associated to specific childhood acute 
lymphoblastic leukemia subtypes. PLoS One. 2018 Nov 15; 13(11):e0207250. 
(10% contribution – supervised some of the analyses) 

68. Hirukawa A, Smith HW, Zuo D, Dufour CR, Savage P, Bertos N, Johnson 
RM, Bui T, Bourque G, Basik M, Giguère V, Park M, Muller WJ. Targeting 
EZH2 reactivates a breast cancer subtype-specific anti-metastatic 
transcriptional program. Nat Commun. 2018 Jun 29;9(1):2547. (5% 
contribution – supervised some of the analyses) 

69. Chong J, Soufan O, Li C, Caurus I, Li S, Bourque G, Wishart D, Xia J. 
MetaboAnalyst 4.0 – Towards More Transparent and Integrative Metabolomic 
Analysis. Nucleic Acids Res. Jul 2;46(W1):W486-W494. (5% contribution – 
made some suggestions for the tool and edited the manuscript) 

70. Kanagaratham C, Chiwara V, Ho B, Moussette S, Youssef M, Venuto D, 
Jeannotte L, Bourque G, de Sanctis JB, Radzioch D, Naumova AK. Loss of 
the zona pellucida-binding protein 2 (Zpbp2) gene in mice impacts airway 
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hypersensitivity and lung lipid metabolism in a sex-dependent fashion. Mamm 
Genome. Apr;29(3-4):281-298. (5% contribution – supervised some of the 
analyses) 

 
2017 

71. *Ramsay L, Marchetto MC, Caron M, Chen S-H, Busche S, Kwan T, Pastinen 
T, Gage FH, Bourque G@. Conserved expression of transposon-derived non-
coding transcripts in primate stem cells. BMC Genomics. 2017 Feb 
28;18(1):214. (50% contribution – coordinated the project and wrote/edited 
the manuscript) 

72. *Hocking TD, Rigaill G, Fearnhead P, Bourque G. A log-linear time 
algorithm for constrained changepoint detection. 2017 arXiv preprint 
arXiv:1703.03352. (20% contribution – coordinated the project and edited the 
manuscript) 

73. Hamdan FF, Myers CT, Cossette P, Lemay P, Spiegelman D, Laporte AD, 
Nassif C, Diallo O, Monlong J, Cadieux-Dion M, Dobrzeniecka S, Meloche 
C, Retterer K, Cho MT, Rosenfeld JA, Bi W, Massicotte C, Miguet M, 
Brunga L, Regan BM, Mo K, Tam C, Schneider A, Hollingsworth G; 
Deciphering Developmental Disorders Study, FitzPatrick DR, Donaldson A, 
Canham N, Blair E, Kerr B, Fry AE, Thomas RH, Shelagh J, Hurst JA, 
Brittain H, Blyth M, Lebel RR, Gerkes EH, Davis-Keppen L, Stein Q, Chung 
WK, Dorison SJ, Benke PJ, Fassi E, Corsten-Janssen N, Kamsteeg EJ, Mau-
Them FT, Bruel AL, Verloes A, Õunap K, Wojcik MH, Albert DVF, 
Venkateswaran S, Ware T, Jones D, Liu YC, Mohammad SS, Bizargity P, 
Bacino CA, Leuzzi V, Martinelli S, Dallapiccola B, Tartaglia M, Blumkin L, 
Wierenga KJ, Purcarin G, O'Byrne JJ, Stockler S, Lehman A, Keren B, 
Nougues MC, Mignot C, Auvin S, Nava C, Hiatt SM, Bebin M, Shao Y, 
Scaglia F, Lalani SR, Frye RE, Jarjour IT, Jacques S, Boucher RM, Riou E, 
Srour M, Carmant L, Lortie A, Major P, Diadori P, Dubeau F, D'Anjou G, 
Bourque G, Berkovic SF, Sadleir LG, Campeau PM, Kibar Z, Lafrenière RG, 
Girard SL, Mercimek-Mahmutoglu S, Boelman C, Rouleau GA, Scheffer IE, 
Mefford HC, Andrade DM, Rossignol E, Minassian BA, Michaud JL. High 
Rate of Recurrent De Novo Mutations in Developmental and Epileptic 
Encephalopathies. Am J Hum Genet. 2017 Nov 2;101(5):664-685. doi: 
10.1016/j.ajhg.2017.09.008. (5% contribution – supervised some of the 
analyses) 

74. Bellenguez C, Charbonnier C, Grenier-Boley B, Quenez O, Le Guennec K, 
Nicolas G, Chauhan G, Wallon D, Rousseau S, Richard AC, Boland A, 
Bourque G, Munter HM, Olaso R, Meyer V, Rollin-Sillaire A, Pasquier F, 

https://www.ncbi.nlm.nih.gov/pubmed/29100083
https://www.ncbi.nlm.nih.gov/pubmed/29100083
https://www.ncbi.nlm.nih.gov/pubmed/29100083
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Letenneur L, Redon R, Dartigues JF, Tzourio C, Frebourg T, Lathrop M, 
Deleuze JF, Hannequin D, Genin E, Amouyel P, Debette S, Lambert JC, 
Campion D; CNR MAJ collaborators. Contribution to Alzheimer's disease risk 
of rare variants in TREM2, SORL1, and ABCA7 in 1779 cases and 1273 
controls. Neurobiol Aging. 2017 Nov;59:220.e1-220.e9. doi: 
10.1016/j.neurobiolaging.2017.07.001. Epub 2017 Jul 14. (5% contribution – 
supervised some of the analyses) 

75. Audet-Walsh É, Dufour CR, Yee T, Zouanat FZ, Yan M, Kalloghlian G, 
Vernier M, Caron M, Bourque G, Scarlata E, Hamel L, Brimo F, Aprikian 
AG, Lapointe J, Chevalier S, Giguère V. Nuclear mTOR acts as a 
transcriptional integrator of the androgen signaling pathway in prostate cancer. 
Genes Dev. 2017. doi:10.1101/gad.299958.117 (5% contribution – supervised 
some of the analyses) 

76. Arseneault M, Monlong J, Vasudev NS, Laskar RS, Safisamghabadi M, 
Harnden P, Egevad L, Nourbehesht N, Panichnantakul P, Holcatova I, Brisuda 
A, Janout V, Kollarova H, Foretova L, Navratilova M, Mates D, Jinga V, 
Zaridze D, Mukeria A, Jandaghi P, Brennan P, Brazma A, Tost J, Scelo G, 
Banks RE, Lathrop M, Bourque G, Riazalhosseini Y. Loss of chromosome Y 
leads to down regulation of KDM5D and KDM6C epigenetic modifiers in 
clear cell renal cell carcinoma. Sci Rep. 2017 Mar 23;7:44876. (20% 
contribution – supervised most of the analyses and edited the manuscript) 

77. Oliazadeh N, Gorman KF, Eveleigh R, Bourque G, Moreau A. Identification 
of Elongated Primary Cilia with Impaired Mechanotransduction in Idiopathic 
Scoliosis Patients. Sci Rep. 2017 Mar 14;7:44260. (5% contribution – 
supervised some of the analyses) 

78. Cheung WA, Shao X, Morin A, Siroux V, Kwan T, Ge B, Aïssi D, Chen L, 
Vasquez L, Allum F, Guénard F, Bouzigon E, Simon MM, Boulier E, 
Redensek A, Watt S, Datta A, Clarke L, Flicek P, Mead D, Paul DS, Beck S, 
Bourque G, Lathrop M, Tchernof A, Vohl MC, Demenais F, Pin I, Downes 
K, Stunnenberg HG, Soranzo N, Pastinen T, Grundberg E. Functional 
variation in allelic methylomes underscores a strong genetic contribution and 
reveals novel epigenetic alterations in the human epigenome. Genome Biol. 
2017 Mar 10;18(1):50. (5% contribution – supervised some of the analyses) 

79. Le Guennec K, Quenez O, Nicolas G, Wallon D, Rousseau S, Richard AC, 
Alexander J, Paschou P, Charbonnier C, Bellenguez C, Grenier-Boley B, 
Lechner D, Bihoreau MT, Olaso R, Boland A, Meyer V, Deleuze JF, 
Amouyel P, Munter HM, Bourque G, Lathrop M, Frebourg T, Redon R, 
Letenneur L, Dartigues JF, Martinaud O, Kalev O, Mehrabian S, Traykov L, 
Ströbel T, Le Ber I, Caroppo P, Epelbaum S, Jonveaux T, Pasquier F, Rollin-
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Sillaire A, Génin E, Guyant-Maréchal L, Kovacs GG, Lambert JC, Hannequin 
D, Campion D, Rovelet-Lecrux A. 17q21.31 duplication causes prominent 
tau-related dementia with increased MAPT expression. Mol Psychiatry. 2017 
Aug;22(8):1119-1125. doi: 10.1038/mp.2016.226. (5% contribution – 
supervised some of the analyses) 

 

2016 

80. *Bujold D, Morais D, Gauthier C, Côté C, Caron M, Kwan T, Chen KC, 
Laperle J, Markovits AN, Pastinen T, Caron B, Veilleux A, Jacques PE, 
Bourque G@. IHEC Data Portal: a resource for discovering, analysing and 
sharing epigenomics data. Cell Syst. 2016 Nov 23;3(5):496-499.e2. (50% 
contribution – coordinated the project and wrote/edited the manuscript) 

81. *Hocking TD, Goerner-Potvin P, Morin A, Shao X, Pastinen T, Bourque 
G@. Optimizing ChIP-seq peak detectors using visual labels and supervised 
machine learning. Bioinformatics. 2016 Oct 24. pii: btw672. (35% 
contribution – coordinated the project and edited the manuscript) 

82. Dyke SO, Saulnier KM, Pastinen T, Bourque G, Joly Y. Evolving data access 
policy: The Canadian context. Facets (Ott). 2016 Sep 15;1(1):138-147. (5% 
contribution – edited the manuscript) 

83. Torchia J, Golbourn B, Feng S, Ho KC, Sin-Chan P, Vasiljevic A, Norman 
JD, Guilhamon P, Garzia L, Agamez NR, Lu M, Chan TS, Picard D, de 
Antonellis P, Khuong-Quang DA, Planello AC, Zeller C, Barsyte-Lovejoy D, 
Lafay-Cousin L, Letourneau L, Bourgey M, Yu M, Gendoo DM, Dzamba M, 
Barszczyk M, Medina T, Riemenschneider AN, Morrissy AS, Ra YS, 
Ramaswamy V, Remke M, Dunham CP, Yip S, Ng HK, Lu JQ, Mehta V, 
Albrecht S, Pimentel J, Chan JA, Somers GR, Faria CC, Roque L, Fouladi M, 
Hoffman LM, Moore AS, Wang Y, Choi SA, Hansford JR, Catchpoole D, 
Birks DK, Foreman NK, Strother D, Klekner A, Bognár L, Garami M, Hauser 
P, Hortobágyi T, Wilson B, Hukin J, Carret AS, Van Meter TE, Hwang EI, 
Gajjar A, Chiou SH, Nakamura H, Toledano H, Fried I, Fults D, Wataya T, 
Fryer C, Eisenstat DD, Scheinemann K, Fleming AJ, Johnston DL, Michaud J, 
Zelcer S, Hammond R, Afzal S, Ramsay DA, Sirachainan N, Hongeng S, 
Larbcharoensub N, Grundy, RG, Lulla RR, Fangusaro JR, Druker H, Bartels 
U, Grant R, Malkin D, McGlade CJ, Nicolaides T, Tihan T, Phillips J, 
Majewski J, Montpetit A, Bourque G, Bader GD, Reddy AT, Gillespie GY, 
Warmuth-Metz M, Rutkowski S, Tabori U, Lupien M, Brudno, M, Schüller U, 
Pietsch T, Judkins AR, Hawkins CE, Bouffet E, Kim SK, Dirks PB, Taylor 
MD, Erdreich-Epstein A, Arrowsmith CH, De Carvalho DD, Rutka JT, Jabado 
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N, Huang A. Integrated (epi)-Genomic Analyses Identify Subgroup-Specific 
Therapeutic Targets in CNS Rhabdoid Tumors. Cancer Cell. 2016 Dec 
12;30(6):891-908. (5% contribution – supervised some of the analyses) 

84. Paul DS, Teschendorff AE, Dang MA, Lowe R, Hawa MI, Ecker S, Beyan H, 
Cunningham S, Fouts AR, Ramelius A, Burden F, Farrow S, Rowlston S, 
Rehnstrom K, Frontini M, Downes K, Busche S, Cheung WA, Ge B, Simon 
MM, Bujold D, Kwan T, Bourque G, Datta A, Lowy E, Clarke L, Flicek P, 
Libertini E, Heath S, Gut M, Gut IG, Ouwehand WH, Pastinen T, Soranzo N, 
Hofer SE, Karges B, Meissner T, Boehm BO, Cilio C, Elding Larsson H, 
Lernmark Å, Steck AK, Rakyan VK, Beck S, Leslie RD. Increased DNA 
methylation variability in type 1 diabetes across three immune effector cell 
types. Nat Commun. 2016 Nov 29;7:13555. (5% contribution – supervised 
some of the analyses) 

85. Astle WJ, Elding H, Jiang T, Allen D, Ruklisa D, Mann AL, Mead D, 
Bouman H, Riveros-Mckay F, Kostadima MA, Lambourne JJ, Sivapalaratnam 
S, Downes K, Kundu K, Bomba L, Berentsen K, Bradley JR, Daugherty LC, 
Delaneau O, Freson K, Garner SF,Grassi L, Guerrero J, Haimel M, Janssen-
Megens EM, Kaan A, Kamat M, Kim B, Mandoli A, Marchini J, Martens JH, 
Meacham S, Megy K, O'Connell J, Petersen R, Sharifi N, Sheard SM, Staley 
JR, Tuna S, van der Ent M, Walter K, Wang SY, Wheeler E, Wilder SP, 
Iotchkova V, Moore C, Sambrook J, Stunnenberg HG, Di Angelantonio E, 
Kaptoge S, Kuijpers TW, Carrillo-de-Santa-Pau E, Juan D, Rico D,Valencia 
A, Chen L, Ge B, Vasquez L, Kwan T, Garrido-Martín D, Watt S, Yang Y, 
Guigo R, Beck S, Paul DS, Pastinen T, Bujold D, Bourque G, Frontini M, 
Danesh J,Roberts DJ, Ouwehand WH, Butterworth AS, Soranzo N. The 
Allelic Landscape of Human Blood Cell Trait Variation and Links to 
Common Complex Disease. Cell. 2016 Nov 17;167(5):1415-1429.e19. (5% 
contribution – supervised some of the analyses) 

86. Chen L, Ge B, Casale FP, Vasquez L, Kwan T, Garrido-Martín D, Watt S, 
Yan Y, Kundu K, Ecker S, Datta A, Richardson D, Burden F, Mead D, Mann 
AL, Fernandez JM, Rowlston S, Wilder SP, Farrow S, Shao X, Lambourne JJ, 
Redensek A, Albers CA, Amstislavskiy V, Ashford S, Berentsen K, Bomba L, 
Bourque G, Bujold D, Busche S, Caron M, Chen SH, Cheung W, Delaneau 
O, Dermitzakis ET, Elding H, Colgiu I, Bagger FO, Flicek P, Habibi E, 
Iotchkova V, Janssen-Megens E, Kim B, Lehrach H, Lowy E, Mandoli A, 
Matarese F, Maurano MT, Morris JA, Pancaldi V, Pourfarzad F, Rehnstrom 
K, Rendon A, Risch T, Sharifi N, Simon MM, Sultan M, Valencia A, Walter 
K, Wang SY, Frontini M, Antonarakis SE, Clarke L, Yaspo ML, Beck S, 
Guigo R, Rico D, Martens JH, Ouwehand WH, Kuijpers TW, Paul DS, 
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Stunnenberg HG, Stegle O, Downes K, Pastinen T, Soranzo N. Genetic 
Drivers of Epigenetic and Transcriptional Variation in Human Immune Cells. 
Cell. 2016 Nov 17;167(5):1398-1414.e24. (5% contribution – supervised 
some of the analyses) 

87. Breeze CE, Paul DS, van Dongen J, Butcher LM, Ambrose JC, Barrett JE, 
Lowe R, Rakyan VK, Iotchkova V, Frontini M, Downes K, Ouwehand WH, 
Laperle J, Jacques PÉ, Bourque G, Bergmann AK, Siebert R, Vellenga E, 
Saeed S, Matarese F, Martens JH, Stunnenberg HG, Teschendorff AE, 
Herrero J, Birney E, Dunham I, Beck S. eFORGE: ATool for Identifying Cell 
Type-Specific Signal in Epigenomic Data. Cell Rep. 2016 Nov 15;17(8):2137-
2150. doi: 10.1016/j.celrep.2016.10.059. (5% contribution – made suggestions 
for the tool and edited the manuscript) 

88. Tahmasebi S, Jafarnejad SM, Tam IS, Gonatopoulos-Pournatzis T, Matta-
Camacho E, Tsukumo Y, Yanagiya A, Li W, Atlasi Y, Caron M, 
Braunschweig U, Pearl D, Khoutorsky A, Gkogkas CG, Nadon R, Bourque 
G, Yang XJ, Tian B, Stunnenberg HG, Yamanaka Y, Blencowe BJ, Giguère 
V, Sonenberg N. Control of embryonic stem cell self-renewal and 
differentiation via coordinated alternative splicing and translation of YY2. 
Proc Natl Acad Sci U S A. 2016 Nov 1;113(44):12360-12367. (5% 
contribution – supervised some of the analyses) 

89. Morin A, Kwan T, Ge B, Letourneau L, Ban M, Tandre K, Caron M, Sandling 
JK, Carlsson J, Bourque G, Laprise C, Montpetit A, Syvanen AC, Ronnblom 
L, Sawcer SJ, Lathrop MG, Pastinen T. Immunoseq: the identification of 
functionally relevant variants through targeted capture and sequencing of 
active regulatory regions in human immune cells. BMC Med Genomics. 2016 
Sep 13;9(1):59. (5% contribution – supervised some of the analyses) 

90. Panichnantakul P, Bourgey M, Montpetit A, Bourque G, Riazalhosseini Y. 
RNA-Seq as a Tool to Study the Tumor Microenvironment. Methods Mol 
Biol. 2016;1458:311-37. (5% contribution – supervised some of the analyses) 

91. Deblois G, Smith HW, Tam IS, Gravel SP, Caron M, Savage P, Labbé DP, 
Bégin LR, Tremblay ML, Park M, Bourque G, St-Pierre J, Muller WJ, 
Giguère V. ERRα mediatesmetabolic adaptations driving lapatinib resistance 
in breast cancer. Nat Commun. 2016 Jul 12;7:12156. (5% contribution – 
supervised some of the analyses) 

92. Le Guennec K, Nicolas G, Quenez O, Charbonnier C, Wallon D, Bellenguez 
C, Grenier-Boley B, Rousseau S, Richard AC, Rovelet-Lecrux A, Bacq D, 
Garnier JG, Olaso R, Boland A, Meyer V, Deleuze JF, Amouyel P, Munter 
HM, Bourque G, LathropM, Frebourg T, Redon R, Letenneur L, Dartigues 
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JF, Pasquier F, Rollin-Sillaire A, Génin E, Lambert JC, Hannequin D, 
Campion D; CNR-MAJ collaborators. ABCA7 rare variants and Alzheimer 
disease risk. Neurology. 2016 Jun 7;86(23):2134-7. (5% contribution – 
supervised some of the analyses) 

93. Audet-Walsh É, Papadopoli DJ, Gravel SP, Yee T, Bridon G, Caron M, 
Bourque G, Giguère V, St-Pierre J. The PGC-1α/ERRα Axis Represses One-
Carbon Metabolism and Promotes Sensitivity to Anti-folate Therapy in Breast 
Cancer. Cell Rep. 2016 Feb  2;14(4):920-31. (5% contribution – supervised 
some of the analyses) 

 

2015 

94. * Hocking TD, Rigaill G, Bourque G@. 2015. PeakSeg: constrained optimal 
segmentation and supervised penalty learning for peak detection in count data. 
Proceedings of the 32nd International Conference on Machine Learning. 
ICML-15 324-332. (35% contribution – coordinated the project and edited the 
manuscript) 

95. * Hocking TD, Bourque G@. 2015. PeakSegJoint: fast supervised peak 
detection via joint segmentation of multiple count data samples. arXiv 
arXiv:1506.01286. (35% contribution – coordinated the project and edited the 
manuscript) 

96. Busche S, Shao X, Caron M, Kwan T, Allum F, Cheung WA, Ge B, Westfall 
S, Simon MM; Multiple Tissue Human Expression Resource, Barrett A, Bell 
JT, McCarthy MI, Deloukas P, Blanchette M, Bourque G, Spector TD, 
Lathrop M, Pastinen T, Grundberg E. Population whole-genome bisulfite 
sequencing across two tissues highlights the environment as the principal 
source of human methylome variation. Genome Biol. 2015 Dec 23;16:290. 
(5% contribution – supervised some of the analyses) 

97. Aarabi M, San Gabriel MC, Chan D, Behan NA, Caron M, Pastinen T, 
Bourque G, MacFarlane AJ, Zini A, Trasler J. 2015. High dose folic acid 
supplementation alters the human sperm methylome and is influenced by the 
MTHFR C677T polymorphism. Hum Mol Genet. Aug 24. pii: ddv338. (5% 
contribution – supervised some of the analyses) 

98. Nicolas G, Charbonnier C, Wallon D, Quenez O, Bellenguez C, Grenier-
Boley B, Rousseau S, Richard AC, Rovelet-Lecrux A, Le Guennec K, Bacq 
D, Garnier JG, Olaso R, Boland A, Meyer V, Deleuze JF, Amouyel P, Munter 
HM, Bourque G, Lathrop M, Frebourg T, Redon R, Letenneur L, Dartigues 
JF, Génin E, Lambert JC, Hannequin D, Campion D; CNR-MAJ 
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collaborators. 2015. SORL1 rare variants: a major risk factor for familial 
early-onset Alzheimer's disease. Mol Psychiatry. Aug 25. doi: 
10.1038/mp.2015.121. (5% contribution – supervised some of the analyses) 

99. Hoen DR, Hickey G, Bourque G, Casacuberta J, Cordaux R, Feschotte C, 
Fiston-Lavier AS, Hua-Van A, Hubley R, Kapusta A, Lerat E, Maumus F, 
Pollock DD, Quesneville H, Smit A, Wheeler TJ, Bureau TE, Blanchette M. 
2015. A call for benchmarking transposable element annotation methods. Mob 
DNA. Aug 4;6:13. (5% contribution – contributed some ideas and edited the 
manuscript) 

100. Nicolas G, Wallon D, Charbonnier C, Quenez O, Rousseau S, Richard 
AC, Rovelet-Lecrux A, Coutant S, Le Guennec K, Bacq D, Garnier JG, Olaso 
R, Boland A, Meyer V, Deleuze JF, Munter HM, Bourque G, Auld D, 
Montpetit A, Lathrop M, Guyant-Maréchal L, Martinaud O, Pariente J, Rollin-
Sillaire A, Pasquier F, Le Ber I, Sarazin M, Croisile B, Boutoleau-Bretonnière 
C, Thomas-Antérion C, Paquet C, Sauvée M, Moreaud O, Gabelle A, Sellal F, 
Ceccaldi M, Chamard L, Blanc F, Frebourg T, Campion D, Hannequin D. 
2015. Screening of dementia genes by whole-exome sequencing in early-onset 
Alzheimer disease: input and lessons. Eur J Hum Genet. Aug 5. (5% 
contribution – supervised some of the analyses) 

101. Sayadi A, Jeyakani J, Seet SH, Wei CL, Bourque G, Bard FA, Jenkins 
NA, Copeland NG, Bard-Chapeau EA. 2015. Functional features of EVI1 and 
EVI1Δ324 isoforms of MECOM gene in genome-wide transcription 
regulation and oncogenicity. Oncogene. Aug 3. (5% contribution – supervised 
some of the analyses) 

102. Dyke SO, Cheung WA, Joly Y, Ammerpohl O, Lutsik P, Rothstein MA, 
Caron M, Busche S, Bourque G, Rönnblom L, Flicek P, Beck S, Hirst M, 
Stunnenberg H, Siebert R, Walter J, Pastinen T. 2015. Epigenome data 
release: a participant-centered approach to privacy protection. Genome Biol. 
Jul 17;16:142. (5% contribution – contributed some ideas and edited the 
manuscript) 

103. Tang QL, Julien C, Eveleigh R, Bourque G, Franco A, Labelle H, 
Grimard G, Parent S, Ouellet J, Mac-Thiong JM, Gorman KF, Moreau A. 
2015. A Replication Study for Association of 53 Single Nucleotide 
Polymorphisms in ScoliScoreTM Test with Adolescent Idiopathic Scoliosis in 
French-Canadian Population. Spine. Feb 2. (5% contribution – supervised 
some of the analyses) 

104. McGraw S, Zhang JX, Farag M, Chan D, Caron M, Konermann C, Oakes 
CC, Mohan KN, Plass C, Pastinen T, Bourque G, Chaillet JR, Trasler JM. 
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2015. Transient DNMT1 suppression reveals hidden heritable marks in the 
genome. Nucleic Acids Res. Jan 10. pii: gku1386 (5% contribution – 
supervised some of the analyses) 
 

2014 

105. Lu X, Sachs F, Ramsay L, Jacques PE, Göke J, Bourque G@, Ng HH. 
2014. The retrovirus HERVH is a long noncoding RNA required for human 
embryonic stem cell identity. Nat Struct Mol Biol. 21(4):423-5. (35% 
contribution – co-coordinated the project and edited the manuscript) 

106. * Scelo G, Riazalhosseini Y, Greger L, Letourneau L, Gonzàles Porta M, 
Wozniak MB, Rung J, Bourgey M, Harnden P, Egevad L, Jackson SM, 
Karimzadeh M, Arseneault M, Lepage P, How-Kit A, Daunay A, Renault V, 
Blanché H, Viksna J, Celms E, Opmanis M, Zarins A, Vasudev NS, 
Seywright M, Abedi-Ardekani B, Carreira C, Selby PJ, Cartledge JJ, Byrnes 
G, Zavadil J, Su J, Holcatova I, Brisuda A, Zaridze D, Moukeria A, Foretova 
L, Navratilova M, Mates D, Jinga V, Heath S, Gut M, Bihoreau M-T, Lechner 
D, Foglio M, Gut IG, Skryabin K, Prokhortchouk E, Cambon-Thomsen A, 
Bourque G, Brennan P, Tost J, Banks RE, Brazma A, Lathrop GM. 2014. 
Whole-genome sequencing reveals variation in the genomic landscape of clear 
cell renal cell carcinoma in Europe. Nat Commun. 29;5:5135. (15% 
contribution – supervised many of the analyses and edited the manuscript) 

107. Chen ES, Gigek CO, Rosenfeld JA, Diallo AB, Maussion G, Chen GG, 
Vaillancourt  K, Lopez JP, Crapper L, Poujol R, Shaffer LG, Bourque G, 
Ernst C. 2014. Molecular convergence of neurodevelopmental disorders. Am J 
Hum Genet. 95(5):490-508. (5% contribution – supervised some of the 
analyses) 

108. Caignard G, Eva MM, van Bruggen R, Eveleigh R, Bourque G, Malo D, 
Gros P, Vidal SM. 2014. Mouse ENU Mutagenesis to Understand Immunity 
to Infection: Methods, Selected Examples and Perspectives. Genes. 5(4), 887-
925. (5% contribution – supervised some of the analyses) 

109. Salem S, Langlais D, Lefebvre F, Bourque G, Bigley V, Haniffa M, 
Casanova JL, Burk D, Berghuis A, Butler KM, Leahy TR, Hambleton S, Gros 
P. 2014. Functional characterization of the human dendritic cell 
immunodeficiency associated with the IRF8K108E mutation. Blood. blood-
2014-04-570879. (5% contribution – supervised some of the analyses) 

110. Buczkowicz P, Hoeman C, Rakopoulos P, Pajovic S, Letourneau L, 
Dzamba M, Morrison A, Lewis P, Bouffet E, Bartels U, Zuccaro J, Agnihotri 
S, Ryall S, Barszczyk M, Chornenkyy Y, Bourgey M, Bourque G, Montpetit 
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A, Cordero F, Castelo-Branco P, Mangerel J, Tabori U, Ho KC, Huang A, 
Taylor KR, Mackay A, Bendel AE, Nazarian J, Fangusaro JR, Karajannis 
MA, Zagzag D, Foreman NK, Donson  A, Hegert JV, Smith A, Chan J, Lafay-
Cousin L, Dunn S, Hukin J, Dunham C, Scheinemann K, Michaud J, Zelcer S, 
Ramsay D, Cain J, Brennan C, Souweidane MM, Jones C, Allis CD, Brudno 
M, Becher O, Hawkins C. 2014. Genomic analysis of diffuse intrinsic pontine 
gliomas identifies three molecular subgroups and recurrent activating ACVR1 
mutations. Nat Genet. 2014 Apr 6. doi: 10.1038/ng.2936. (5% contribution – 
supervised some of the analyses) 

111. Magnus N, Garnier D, Meehan B, McGraw S, Lee TH, Caron M, 
Bourque G, Milsom C, Jabado N, Trasler J, Pawlinski R, Mackman N, Rak J. 
2014. Tissue factor expression provokes escape from tumor dormancy and 
leads to genomic alterations. Proc Natl Acad Sci U S A. 111(9):3544-9. (5% 
contribution – supervised some of the analyses) 
 

2013 

112. *Jacques PE, Jeyakani J, Bourque G@. 2013. The majority of primate-
specific regulatory sequences are derived from transposable elements. PLoS 
Genet. 9(5):e1003504. 

113. Kapusta A, Kronenberg Z, Lynch VJ, Zhuo X, Ramsay L, Bourque G, 
Yandell M, Feschotte C. 2013. Transposable elements are major contributors 
to the origin, diversification, and regulation of vertebrate long noncoding 
RNAs. PLoS Genet. 9(4):e1003470. 

114. Lu X, Göke J, Sachs F, Jacques PE, Liang H, Feng B, Bourque G, 
Bubulya PA, Ng HH. 2013. SON connects the splicing-regulatory network 
with pluripotency in human embryonic stem cells. Nat Cell Biol. 15(10):1141-
1152. 

115. Chaveroux C, Eichner LJ, Dufour CR, Shatnawi A, Khoutorsky A, 
Bourque G, Sonenberg N, Giguère V. 2013. Molecular and genetic crosstalks 
between mTOR and ERRα are key determinants of rapamycin-induced 
nonalcoholic fatty liver. Cell Metab. 17(4):586-98. 

 

2012 

116. Nagarajan N, Bertrand D, Hillmer AX, Zang ZJ, Yao F, Jacques PE, Teo 
ASM, Cutcutache I, Zhang Z, Lee WH, Sia YY, Gao S, Ariyaratne PN, Ho A, 
Woo XY, Veeravali L, Ong CK, Deng N, Desai KV, Khor CC, Hibberd ML, 
Shahab A, Rao J, Wu M, The M, Zhu F, Chin SY, Pang B, So JBY, Bourque 
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G, Soong R, Sung WK, Teh BT, Rozen S, Ruan X, Yeoh KG, Tan PBO and 
Ruan Y. 2012. Whole-genome reconstruction of host and pathogen sequences 
and mutational signatures in gastric cancer. Genome Biology. 13(12):R115. 

117. Khuong-Quang DA, Buczkowicz P, Rakopoulos P, Liu XY, Fontebasso 
AM, Bouffet E, Bartels U, Albrecht S, Schwartzentruber J, Letourneau L, 
Bourgey M, Bourque G, Montpetit A, Bourret G, Lepage P, Fleming A, 
Lichter P, Kool M, von Deimling A, Sturm D, Korshunov A, Faury D, Jones 
DT, Majewski J, Pfister SM, Jabado N, Hawkins C. 2012. K27M mutation in 
histone H3.3 defines clinically and biologically distinct subgroups of pediatric 
diffuse intrinsic pontine gliomas. Acta Neuropathol. 124(3):439-47.  

118. Pott S, Kamrani NK, Bourque G, Pettersson S, Liu ET. 2012. PPARG 
Binding Landscapes in Macrophages Suggest a Genome-Wide Contribution of 
PU.1 to Divergent PPARG Binding in Human and Mouse. PLoS One. 
7(10):e48102. 

119. Bard-Chapeau EA, Jeyakani J, Kok CH, Muller J, Chua BQ, Gunaratne J, 
Batagov A, Jenjaroenpun P, Kuznetsov VA, Wei CL, D'Andrea RJ, Bourque 
G, Jenkins NA, Copeland NG. 2012. Ecotopic viral integration site 1 (EVI1) 
regulates multiple cellular processes important for cancer and is a synergistic 
partner for FOS protein in invasive tumors. Proc Natl Acad Sci U S A. 
109(6):2168-73. 

120. Yao F, Ariyaratne PN, Hillmer AM, Lee WH, Li G, Teo AS, Woo XY, 
Zhang Z, Chen JP, Poh WT, Zawack KF, Chan CS, Leong ST, Neo SC, Choi 
PS, Gao S, Nagarajan N, Thoreau H, Shahab A, Ruan X, Cacheux-Rataboul 
V, Wei CL, Bourque G, Sung WK, Liu ET, Ruan Y. 2012. Long span DNA 
paired-end-tag (DNA-PET) sequencing strategy for the interrogation of 
genomic structural mutations and fusion-point-guided reconstruction of 
amplicons. PLoS One. 7(9):e46152. 

 

2011 

121. Handoko L, Xu H, Li G, Ngan CY, Chew E, Schnapp M, Lee CW, Ye C, 
Ping JL, Mulawadi F, Wong E, Sheng J, Zhang Y, Poh T, Chan CS, Kunarso 
G, Shahab A, Bourque G, Cacheux-Rataboul V, Sung WK, Ruan Y, Wei CL. 
2011. CTCF-mediated functional chromatin interactome in pluripotent cells. 
Nat Genet. 43(7):630-8. 

122. Zemojtel T, Kielbasa SM, Arndt PF, Behrens S, Bourque G, Vingron M. 
2011. CpG deamination creates transcription factor binding sites with high 
efficiency. Genome Biol Evol. 3:1304-11. 
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123. Chatterjee S, Bourque G, Lufkin T. 2011. Conserved And Non-
Conserved Enhancers Direct Tissue Specific Transcription In Ancient Germ 
Layer Specific Developmental Control Genes. BMC Dev Biol. 11(1):63. 
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