Alireza Heravi Moussavi, BSc, MSc, PhD

HIGHLIGHTS OF QUALIFICATIONS
In-depth bioinformatics and wet-lab skills in:
o analyzing large-scale genomic and proteomics data
o molecular and cell biology experiments
o stem cell research
o microRNA studies
- Several years of experience on epigenomics studies
- Experience with big data studies
- Statistical analysis and modeling using R and SAS
- Programming skills: R, Python

GOOGLE SCHOLAR CITATIONS REPORT:
https://scholar.google.com/citations?user=DeiW-WOAAAAJ&hl=en

WORK EXPERIENCES

- (2012- present) Researcher/Computational Biologist, Genome Sciences Centre. BC
Cancer Agency, Vancouver, Canada.

- (2009 - 2011) Postdoctoral Fellow/Research Associate. Centre for Translational and
Applied Genomics (CTAG) and Department of Molecular Oncology, BC Cancer Agency,
Vancouver, Canada.

- (2008 - 2009) Associate Professor
Department of Animal Sciences, Ferdowsi University of Mashhad, Iran

- (2004 - 2008) Assistant Professor
Department of Animal Science, Ferdowsi University of Mashhad, Iran

«+ Carried out seven national field studies, authored or co-authored 20+ peer-reviewed
journal papers, graduated 3 PhD and 6 MSc students.

- (2005) Visiting Scientist, Department of Clinical Science, Cornell University

R/

« Project: Effect of conjugated linoleic acid on prostaglandins production in vitro

- (2005 - 2007) Head of Department of Animal Science
Department of Animal Science, Ferdowsi University of Mashhad, Iran
% Established three laboratories.

- (2005 - 2007) Director of Excellence Centre of Animal Science
Department of Animal Science, Ferdowsi University of Mashhad, Iran


https://scholar.google.com/citations?user=DeiW-W0AAAAJ&hl=en

- (2002 - 2003) Visiting fellow, Department of Animal Science, Cornell University

- (1994 - 2004) Lecturer
Department of Animal Science, Ferdowsi University of Mashhad, Iran
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