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EDUCATION & EXPERIENCES 

Experience: 

2018-present Professor Emeritus, Dept. of Biological Sciences, University of Calgary 

2018-11.2028 Faculty Professor, Dept. of Biological Sciences, University of Calgary 

2018-present Professor of Marine Genomics (Adjunct), NMSC, Southern Cross University, 

Australia  

2016 Visiting Academic, University of Queensland (January-August)  

2014-2020 Full Member, Alberta Children’s Hospital Research Institute  

2005-2018 Professor of Marine Ecology, University of Calgary.  

2005-2020 Professor of Computer Science (Adjunct), Faculty of Science, University of 

Calgary. 2001-2005 Associate Professor of Biological Sciences (with tenure) 

and AHFMR Senior Scholar, University of Calgary.  

1999-2001 Associate Professor of Molecular Cell and Developmental Biology (with 

tenure), University of Texas at Austin.  

1993-1999 Assistant Professor of Zoology (tenure track), University of Texas at Austin.  

1990-1992 Postdoctoral Fellow, Department of Biochemistry & Molecular Biology, 

Harvard University with Professor Douglas Melton.  

1988-1989 Postdoctoral Scientist, MRC, Mill Hill, London with Dr. Michael Sargent. 

 

Academic education: 

1983 B.Sc. Hons.- Genetics & Biochemistry, Monash University, Melbourne Australia  

1987 Ph. D.- Molecular Biology, University of Adelaide, Australia  

1988-89 Postdoc- Developmental Biology, MRC, Mill Hill, London  
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RESEARCH INTERESTS 

1. Marine Ecology 

2. Computer Science 

 

GRANTS AND AWARDS: 
07.23-06.2028 NIH P41 Echinobase Joint-PI, P41HD095831 US$3.9 million 

06.21-05.2026 NIH P41 Xenbase; a Xenopus model organism database US$8.7 million 

renewal, Joint Director. P41 HD064556  

07.18-06.2023 NIH P41 Echinobase Joint-PI, P41HD095831 US$3 million  

04.17-04.2023 NSERC Discovery Grant- PI RGPIN-2017-03882 CN$234,000 

“Molecular clocks regulating coral spawning” (renewal)  

11.15-10.2021 NIH P41 Xenbase; a Xenopus model organism database US$7 million 

renewal, Joint Director. P41 HD064556  

06.15-09.2015 NIH P41 Xenbase; a Xenopus model organism database US$300,000 

Administrative supplement. Joint Director.  



10.12-10.2018 Wellcome Trust (UK) Database support for the EXRC UK£46,000 sub-

contract 26657  

05.12-04.2017 NSERC Discovery Grant- PI 288142-2012 CN$131,000 “Molecular 

clocks regulating coral spawning” (renewal)  

06.11-05.2016 NIH R01 GM099149 (USA) US$2 million “Transcriptome profiling and 

targeted genic improvement of X. tropicalis genome” co-PI with M. 

Khokha (Yale) and M. Gilchrist (MRC, UK)  

04.10-03.2011 NSERC Discovery Grant - PI CN$29,000 “Molecular clocks regulating 

coral spawning”  

05.10-05.2015 NIH P41 HD064556 (USA, Joint Director with A.Zorn) US$4.7 million 

“Xenbase: a Xenopus model organism database”  

06.08-06.2011 BBSRC (UK), subcontract to EXRC CN$150,000  

10.07-10.2008 Wellcome Trust (UK), subcontract to EXRC CN$80,000  

04.05-03.2010 NIH R01 HD45776 (USA)- PI US$2 million “Xenbase: a Xenopus model 

organism database”  

05.04-04.2007 Japanese Society for the Promotion of Science US$450,000 (with N.Ueno 

and K.Cho) “Xenopus functional genomics”  

01.03-01.2006 Canadian Institutes of Health Research-PI MOP-67152 CN$302,100 

“Embryonic kidney development”  

10.02-10.2003 Canadian Institutes of Health Research-PI IHD - 61223 CN$128,000 

“Role of p63 in regulating cell specification, division and apoptosis”  

09.01-08.2003 ANPI Bioinformatics databases CN$400,000 09.01-06.2006 AHFMR 

Senior Scholarship 200000536 CN$470,000 “Developmental models of 

organogenesis and tumorigenesis”  

09.01-08.2003 AHFMR Establishment Grant 200000537 CN$250,000  

09.01-06.2006 AHFMR Research Prize 200100305 CN$100,000  

09.01-08.2002 AHFMR Major Equipment Award 200000538 CN$175,000  

02.00-02.2002 National Science Foundation IBN 9983061 PI US $312,000 “Molecular 

regulation of pronephric development” renewal  

08.96-01.2000 National Science Foundation IBN 9630621 PI US $339,000 “Molecular 

regulation of pronephric development”  

07.1996 National Kidney Foundation Young Investigator Award US $ 50,000  

01.94-12.1995 Texas Advanced Research Program. (#187) PI US $160,000 “Role of the 

WT1 gene in kidney induction”  

1989-1991 Jane Coffin Childs Memorial Fund for Medical Research Postdoctoral Fellow. 
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1984-1987 Commonwealth Postgraduate Research Award  

1983 First Class Honours in Genetics. 

 

EDITORIAL BOARD/ACADEMIC REFEREE 

1. Associate Editor:  
Genesis, The Journal of Genetics and Development, 2015 

Biology of the Cell, 2005-2007 

2. Editorial Board: 
Biology of the Cell (2005-2010) 

3. Manuscript Reviewer:  
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