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Ahmad Vaez was born on 11 May 1973 in Isfahan, a beautiful historic city in the
center of Iran. After graduating with a medical degree (MD) from the Isfahan
University of Medical Sciences in 1999, he worked as a medical doctor, then as a
lecturer, then as a researcher, then as a research officer, and then as a chief research
officer. He also served as an officer of the regional bioethics research committee,
Isfahan University of Medical Sciences, Iran. He then participated in a highly
competitive written exam in 2008 held by the Ministry of Health and Medical
Education of Iran through which, he was awarded a scholarship abroad. In
September 2010, he started his PhD research program at the Unit of Genetic
Epidemiology and Bioinformatics, Department of Epidemiology, University of
Groningen, the Netherlands, under the supervision of Prof. Harold Snieder.

Ahmad has been interested in using bioinformatics-based approaches to
unravel the multifaceted genomic mechanisms controlling complex traits or
diseases. During his PhD trajectory, he tried to provide a comprehensive walk-
through of the classic steps of genomic association mapping using bioinformatics
tools and approaches. Also, in parallel to the successful completion of his PhD
trajectory, he has been leading one of the largest international consortia of meta-
analysis of Genome-Wide Association studies (GWAS), including more than
200,000 samples from more than 70 centers, designed to explore genomic
determinants of C-reactive protein (CRP). This mega-scale project has successfully
identified a large number of novel genomic markers underlying serum levels of

CRP (manuscript in preparation).



Education

PhD in Bioinformatics, University of Groningen, Groningen, the Netherlands
(2010-2015)

Summer Institute in Statistical Genetics, University of Washington, Seattle,
Washington, United States (2011)

MD in Medicine: Faculty of Medicine, Isfahan University of Medical Sciences,
Isfahan, Iran (1991 - 1999)

Teaching experience

Course titled “Advances in Genetic Epidemiological Research and Data

Analysis”, University of Groningen (2013-present)

Course titled “Genetic Epidemiology”, Isfahan University of Medical Sciences,
Isfahan, Iran (2017-present)

Course titled “Epidemiology”, Isfahan University of Medical Sciences, Isfahan,
Iran (2016-present)

Course titled “Population Genetics”, Istahan University of Medical Sciences,
Istahan, Iran (2016-present)

Course titled “Personalized Medicine”, Isfahan University of Medical Sciences,
Isfahan, Iran (2016-present)

Course titled “Bioinformatics”, Isfahan University of Medical Sciences, Isfahan,
Iran (2016-present)

Course titled: “Health and Demography”, Shahin Shahr Health Services Center
(2000-2003)




Work Experience

Assistant Professor of Bioinformatics, Department of genetics and molecular
biology, school of medicine, Isfahan University of Medical Sciences, Isfahan,
Iran (2016-present)

Postdoctoral Researcher, University of Groningen, Groningen, the Netherlands
(2015-2010)

PhD Fellow, University of Groningen, Groningen, the Netherlands (2010-
2015)

Chief Research Officer, Head of Department of Research Officers, Isfahan
University of Medical Sciences, Isfahan, Iran (2008-2010)

e Co-head of the Research Administration Office, Isfahan University of Medical
Sciences, Istahan, Iran (2008-2010)

e Research Officer, Isfahan University of Medical Sciences, Isfahan, Iran (2004-
2008)

e General Physician, Isfahan University of Medical Sciences, Isfahan, Iran (1999-
2004)

Languages

[ ]

Persian (Farsi): native language

English: holding a score of 6.5 in the IELTS exam (and 7.5 in its writing
module)



Achievements and Awards

e Awarded a scholarship from the University of Washington, Seattle,
Washington, United States, to attend Summer Institute in Statistical Genetics;
2011

e Accepted for a scholarship position overseas, available for a PhD program in
Bioinformatics, by a highly competitive entrance exam which was held by the

ministry of health and medical education, Tehran, Iran; 2008

e Accepted for a job position as a research officer in the Vice Chancellery for
Research, Isfahan University of Medical Sciences, Isfahan, Iran, by a

competitive entrance exam; 2006

PhD Thesis

e Bioinformatics of Genomic Association Mapping. ISBN: 978-90-367-8202-9
(print). ISBN: 978-90-367-8201-2 (e-book). Sep 2015. University of Groningen,
the Netherlands.

Software packages

¢ lodGWAS: Genome-Wide Association Analysis of a Biomarker Accounting for
Limit of Detection (2015). Publicly available at: https://cran.r-
project.org/web/packages /lod GWAS.

e QCGWAS: Quality Control of Genome Wide Association Study results (2012).
Publicly available at: https://cran.r-project.org/web/packages/QCGWAS.


https://cran.r-project.org/web/packages/lodGWAS
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https://cran.r-project.org/web/packages/QCGWAS
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* Equal contribution

Oral presentations

e Bioinformatics of genomic association mapping: an A-to-Z walk-through.
Molecular medicine congress, Isfahan University of Medical Sciences, Isfahan,

Iran, Dec 2016. Invited keynote speaker.

e JodGWAS: a software package for genome-wide association analysis of
biomarkers accounting for Limit of Detection (LOD). University Medical
Center Groningen, the Netherlands, June 2015. Invited speaker.

e Anin silico post-GWAS analysis of C-reactive protein loci reveals an important
role for interferons. Dept. Epidemiology, Erasmus University Medical Center,
Rotterdam, the Netherlands, February 2015. Invited speaker.

e To understand the genetics of C-reactive protein (CRP): a mega meta-GWAS
project. Dept. Epidemiology, Erasmus University Medical Center, Rotterdam,
the Netherlands, February 2015. Invited speaker.
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e An in silico post-GWAS analysis of C-reactive protein loci: a pipeline of
sequential bioinformatics-based approaches. International genetics congress,

Tehran, Iran, May 2014. Invited keynote speaker.

e A pipeline of sequential bioinformatics-based approaches for post-GWAS
analysis of GWAS findings. University Medical Center Groningen, the
Netherlands, January 2014. Invited speaker.

e Understanding the genetics of inflammatory markers: a meta-GWAS approach.
CHARGE Investigator meeting, Reykjavik, Iceland, May 2012. Invited speaker.

Poster presentations

e An in silico post-GWAS analysis of C-reactive protein loci: a pipeline of
sequential bioinformatics-based approaches (Abstract 1541T). Annual Meeting
of the American Society of Human Genetics (ASHG), San Diego, CA, October
2014.

e Anin silico post-GWAS analysis of C-reactive protein loci reveals an important
role for interferons. Netherlands Bioinformatics Conference (NBIC), Lunteren,
the Netherlands, April 2014.

e A bioinformatics-based in silico post-GWAS analysis of CRP wvariants.
CHARGE Investigator Meeting, Los Angeles, CA, January 2014.

e  QCGWAS: a flexible R package for automated quality control of genome-wide
association results files. Congress of the Netherlands Consortium for Healthy
Ageing (NCHA), the Hague, the Netherlands, December 2013.

¢ A bioinformatics-based in silico post-GWAS analysis of CRP variants. Annual

conference of the Netherlands epidemiology society (WEON), Utrecht, the
Netherlands, June 2013.
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Training courses

e Project Management for Scientific Research (Groningen, the Netherlands)
e Publishing in English (Groningen, the Netherlands)

e English presentation course (Groningen, the Netherlands)

e The Basic Course in Human Genetics (Rotterdam, the Netherlands)

e C(lassical Methods in Data Analysis (Utrecht, the Netherlands)

e The SNP Course (Rotterdam, the Netherlands)

e The Basic Course on 'R' (Rotterdam, the Netherlands)

e From DNA variations to phenotype (Rotterdam, the Netherlands)

e Genetic Epidemiological Research and Data Analysis (Groningen, the
Netherlands)

e Molecular Genetics and Genomics (Seattle, WA, USA)
e  Regression and Analysis of Variance (Seattle, WA, USA)
e DPopulation Genetics (Seattle, WA, USA)

e  Human Association Mapping (Seattle, WA, USA)

e  Human Quantitative Genetics (Seattle, WA, USA)

e GWAS Data Cleaning (Seattle, WA, USA)

e Introduction to Clinical and Public Health Genomics (Rotterdam, the
Netherlands)

e Mixed Effects Models for Longitudinal and Cross Sectional Data (Groningen,
the Netherlands)
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Bioinformatics Course: Browsing Genes and Genomes with Ensembl
(Rotterdam, the Netherlands)

Bioinformatics Course: High-throughput next-generation biology (Groningen,
the Netherlands)

Bioinformatics Course: NCBI & other open source software (Rotterdam, the
Netherlands)
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