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# hongding.gao@luke.fi • Born: 19. October, 1984

Fields of Interest
○ Statistical models in quantitative genetics and genomics

○ Computational genetics and software development for genetic/genomic prediction

○ New traits and high-throughput phenotyping in animal breeding

Education
○ 2009 - 2012 Ph.D. Genetics, Aarhus University, Denmark

○ 2007 - 2012 Ph.D. Quantitative Genetics, China Agricultural University, Beijing, China

○ 2002 - 2006 B.S. Animal Science, China Agricultural University, Beijing, China

Research Experience
○ 2021 - present Senior Scientist, Natural Resources Institute Finland (Luke), Finland

○ 2018 - 2021 Assistant Professor/Researcher, Center for Quantitative Genetics and Genomics, Aarhus University, Denmark

○ 2013 - 2018 Postdoc, Center for Quantitative Genetics and Genomics, Aarhus University, Denmark

○ 02/2020 - 04/2020 Visiting scientist, University of New England, Australia

○ 11/2016 - 01/2017 Visiting scientist, Natural Resources Institute Finland (Luke), Finland

○ 12/2015 - 02/2016 Visiting scientist, Iowa State University, U.S.

Research Grants
○ 2014 - 2017 Danish National Advanced Technology Foundation no.140-2013-6

Computer Skills
○ Languages: C++, Fortran, R, Julia, Python

○ Operating Systems: Linux

Software
○ ssBr: A software toolbox for variance component estimation and genomic prediction for marker-based single-step model using
Bayesian methods for large-scale data (Fortran & C++). Software has been developed for parallel computing
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