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Research Interests: Natural Language Processing, Machine Translation 
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Postdoc Fellow, National Center for Biotechnology Information (NCBI) 

Bethesda, USA 

01/2020-01/2023 

Personal Statement 

 My research interests include Natural Language Processing, Biomedical Text Mining, and Machine 

Learning. My current research works focus on biomedical text mining by developing novel deep 

learning methods to unstructured text data in the biomedical literature, especially for the tasks of 

document classification, named entity recognition and relation extraction. My long-term research 

goal is to develop computational methods to better understand the natural language in biomedical 

text in order to accelerate knowledge discovery and improve health. I have multiple published 

papers in leading journals and conferences in biomedical informatics such as Briefings in 

Bioinformatics, Bioinformatics, Nucleic Acids Research, and BIBM. Since 2017, I have co-authored 

over 30 peer-reviewed journal and conference proceedings articles with 1,000+ citations (Google 

Scholar). I won the first place in multiple tasks at the famous international biomedical text mining 

challenge BioCreative. 
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Participations in Research Projects 

 NIH funding (No. 1ZIALM091813-08): Named Entity Recognition and Relationship Extraction in 

Biomedicine. 2020-2022 

 National Key Research and Development Program of China (No. 2016YFC0901902): Construction 

of Knowledgebase of Precision Medicine for Disease Studies. 2016-2020 

 Natural Science Foundation of China (No. 61272373): Research on Implicit Knowledge Discover 

from Biomedical Literature. 2013-2016 
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Challenges 

 BioCreative VII Challenge: Text mining drug and chemical-protein 

interactions (DrugProt) Track, The Second Place in 30 Teams 
11/2021 

 The 2019 China Conference on Knowledge Graph and Semantic Computing 

(CCKS 2019) Challenge: Chinese Clinical Named Entity Recognition Task, 

The Third Place in 44 Teams 
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 The 2018 China Conference on Knowledge Graph and Semantic Computing 

(CCKS 2018) Challenge: Chinese Clinical Named Entity Recognition Task, 

The Third Place in 69 Teams 
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 BioCrative VI Precision Medicine Track: Document Triage Task, The Second 
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