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Research experience

2019.03 — present: Post Doctoral Associate, the Department of Cell Biology and Molecular Genetics,
University of Maryland, College Park, USA; Collaborator: Dr. Jigiang Ling;

2018.02 —2019.02: R&D scientist, Zhejiang Wolwo Biotechnology Co. Ltd., Shanghai Branch;
2014.09 — 2018.01: Ph.D. in Microbiology, Key Laboratory of Synthetic Biology, Institute of Plant
Physiology and Ecology, Shanghai Institutes for Biological Sciences, Chinese Academy of Sciences,
Shanghai, China; under the supervision of Prof. Guoping Zhao;

2013.06 — 2014.06: Research Assistant, Key Laboratory of Insect Developmental and Evolutionary
Biology, Institute of Plant Physiology and Ecology, Shanghai Institutes for Biological Sciences,
Chinese Academy of Sciences, Shanghai, China; Collaborator: Dr. Erjun Ling;

2010.09 — 2013.06: M.S. in Genetics, Jiangsu Key Laboratory of Biodiversity and Biotechnology,
School of Life Sciences, Nanjing Normal University, Nanjing, China;

2006.09 — 2010.07: B.S. in Biological Sciences, School of Biological Engineering, Huainan Normal
University, Huainan, China.

Research fields

During the master’s degree pursuing, the main research area is agricultural pest control, devoted to
discovering pesticide-resistance related genes and proteins with all kinds of techniques. I led a
graduate research project at province level before graduation.

After graduation, I worked with Dr. Erjun Ling in the institute of plant physiology and ecology,
Chinese Academy of Sciences (Shanghai) for one year. Using Bombyx mori as a model, my main
research area is insect development and immunity mainly using immunohistochemistry.

During the phD period in the Chinese Academy of Sciences (Shanghai), I worked in Professor
Guoping Zhao’ lab focusing on CRISPR/Cas9 technology development and innovation, and
successfully applied for one patent about a novel and efficient method in genome editing; and another
area is exploring the impact of post-translational regulation such as protein acetylation and
succinylation. I have achieved original results in both fields and obtained an excellent students award
in the University of Chinese Academy of Sciences.

Since 2019, I have been doing research as a postdoc with collaborator Dr. Jigiang Ling in the
University of Maryland to explore the impact of protein translation fidelity in bacteria and eukaryotes.
Translational error through mutations in aminoacyl-tRNA synthetases and ribosomes result in many
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diseases including neurological disorder, ageing, etc. I have already published some original results in

bacteria and yeast.
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Patent:

One method for DNA editing, Jin Wang, Guoping Zhao, Hong Zhang. Z1.201611022023.8.

Editorial board member

Frontiers in Microbiology.

Project

Graduate research and innovation projects in Jiangsu province, China (CXLXI11 0884).
2011.06-2013.06, In charge.
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