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Research Areas：Bioinformatics, data analysis of high throughput sequencing to 

investigate potential biomarkers involved in diverse diseases. 

 

Dr. Huang Cheng worked as assistant professor State Key Laboratory of Quality       

Research in Chinese Medicine, Macau University of Science and Technology. He 

obtained a Bachelor’s degree in Biotechnology in Life Science Institute, Nanchang 

University, 2007. He graduated with Master degree from Biological information 

science and technology institute, Harbin Medical University in 2010. During the 

master study, his research focused on using SVM to predict potential drug target 

from ion channel proteins. Then he worked in BGI Shenzhen as a data analyst on next 

generation sequencing (NGS) from 2010 to 2012. He obtained Ph.D with Biomedicine 

in ICMS, University of Macau (UM) at the end of 2016, and his study involved in 

mining potential bioactive polypeptides from transcriptome of corals based on NGS, 

prediction of gene clusters involved in biosynthesis of antibiotics from the novel 

bacterium using whole genome sequencing. Then he continue the post-doctoral 

study in faculty of Health and Science until 2020. His study mainly focused on the 

identification and functional investigation of novel lncRNAs implicated in diverse 

biological processes or diseases, including asthma, ABPA, zebrafish embryo 

development, DNA damage, cytotoxicity, etc. 
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Publications 

Selected articles published in SCI journals in the recent past years: (#Contribution 

equally) 

 

1. Shixue Sun, Chen Huang, Dongliang Leng, Chang Chen, Teng Zhang, Kuan Cheok Lei, and 

Xiaohua Douglas Zhang (2021). Gene fusion of IL7 is involved in the regulation of idiopathic 

pulmonary fibrosis. Therapeutic Advances in Respiratory Disease (DOI: 

10.1177/1753466621995045) 

 

2. Chen Huang, Bo Zhu, Dongliang Leng, Wei Ge, Xiaohua Douglas Zhang (2020). Long 

noncoding RNAs implicated in embryonic development in Ybx1 knockout Zebrafish. FEBS 

Open Bio (DOI: 10.1002/2211-5463.13057). 
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Transcriptome analysis of Peripheral Whole Blood reveals key lncRNAs implicated in 
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childhood asthma. BMC Medical Genomics (doi:10.21203/rs.2.15948/v1).  
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28376722. 
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