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Research Interests

Bioinformatics

*  Algorithm design for regulatory landscape reveals based on single cell multi-omics data.
e Transcriptional Unit analysis and Regulon prediction.

*  Developing deep learning-based methods for single-cell multi-omics integration.

* Single-cell drug resistance analysis via deep transfer learning

Education

Ph.D. Operation research Sep. 2020 — Present
School of Mathematics, Shandong University, Jinan, China

Advisor: Prof. Binggiang Liu

M.S.  Operation research Sep.2018 - Jul. 2020
School of Mathematics, Shandong University, Jinan, China

Advisor: Prof. Binggiang Liu

B.S. Mathematics Sep.2014 - Jul. 2018
School of Information and Computing Science, Qingdao University of Science and
Technology, Qingdao, China

Honor

e 2014-2015 First Class scholarship, Merit-based scholarship, Title of Outstanding students.
Qingdao University of Science and Technology.
e 2015-2016 First Class scholarship, Merit-based scholarship, Title of Excellent Youth League

Cadre. Qingdao University of Science and Technology.
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2016-2017 First Prize of Shandong Province, National Mathematical Contest in Modeling for
Postgraduates, First Class scholarship, merit-based scholarship, Title of Top 10 League branch
secretary, Title of Outstanding students, Qingdao University of Science and Technology.

2017-2018 Provincial Excellent Graduate, First Class scholarship, merit-based scholarship.
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