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Dr. Zhang is engaged in his scientific research as a post—doctor in State Key Laboratory of Tea Plant
and Utilization in Anhui Agricultural University. He has workd as one—year—term visiting scholar in p
lant genomics field in The University of Georgia. His research interest is functional genomics and ch
eminformatics in the field of tea quality ingredient biosynthesis. He has first/corresponding authore
d a number of papers in refereed journals, including BMC Plant Biology, Gene, and FEBS Letters. He is
a referee for several journals such as Nucleic Acids Research, Database and Scientific Reports.
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6 Mar 18. doi: 10.18632/oncotarget. 8186.

12) Yongchun Zuo, Wenxia Su, Shihua Zhang, Shanshan Wang, Chengyan Wu, Lei Yang, Guangpeng Li, Discri
mination of membrane transporter protein types using K-nearest neighbor method derived from similarit
y distance of total diversity measure, Molecular BioSystems 2015 11(3):950-7.
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