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EDUCATION AND QUALIFICATIONS

2018. PhD. In Molecular genetics, Department of Genetics, Faculty of Biological Sciences, Tarbiat

Modares University, Tehran, Iran.

Thesis Topic: lIdentification of sheep rumen microbiome to isolate hydrolyse enzymes of

degradation of lignocellulosic wastes using metagenomics method.

2003. MSc. in Animal Genetics and Breeding, Department of Animal Sciences, Faculty of

Agriculture, University of Guilan, Rasht, Iran.

Thesis Topic: Studying of DNA polymorphism in Iranian native cattle and buffalo populations

using microsatellite markers.

1999. BSc. in Animal Science, Department of Animal Sciences, Faculty of Agriculture, University

of Sistan & Baluchistan, Zabol, Iran.
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PROFESSIONAL EXPERIENCE

09-14 August 2014. Three Workshops on NGS and Epigenetics. Mashhad, Iran

08-15 August 2011. Next-generation sequence analysis: practice and departure to new
frontiers. Munich, Germany.

20-24 June 2011. Genomic selection in livestock. Davos, Switzerland.

09-19 August 2010. Linear Models and estimations. Munich, Germany.

19" October 2007-10" January 2008. Molecular Characterization using Microsatellite DNA
markers. CAAS (Chinese Academy of Agricultural Science)-ILRI joint Laboratory, Beijing,
China.

1st October- 30th November 2005. Molecular Characterization using Microsatellite DNA
markers. ILRI, Nairobi, Kenya.

15-18 November 2005. Introduction to Bioinformatics; nucleic acid Sequence analysis,
protein sequence analysis, accessing complete genomes, alignments and homology searching

phylogenetic trees. International Livestock Research Institute (ILRI), Nairobi, Kenya.

SKILLS AND WORK EXPERIENCES

I have been working as an academic researcher in the systems biology division of the
Agriculture Biotechnology Research Institute of Iran (ABRII) from November 2005 up to
March 2021.

From April 2021 up to now | am working Research and Education Center for Agriculture and
Natural Resources Qom, IRAN

I worked as a visiting scientist at the University of Gottingen from 2010 to September 30,
2012 (with the permission of ABRII).

HONORS AND AWARDS

Top researcher in Agricultural Biotechnology Research Institute of Iran, 2021.

Top researcher in Agricultural Biotechnology Research Institute of Iran, 2017.

Top researcher in Agricultural Biotechnology Research Institute of Iran, 2008.

Awarded a research grant from The Food and Agriculture Organization and the International
Atomic Energy Agency IAEA / FAO (2007-2011).
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