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---------Research Interests 

Plant phylogenetics, genome evolution, plant-pathogen interaction, medicinal 

plants.  

Our recently established research group (Plant Evolutionary Genomics) wants to 

become a center of excellence in the field of gene prediction, genome assembly and 

annotation, and in the field of comparative and evolutionary genomics. 

 

1. Phylogenetics  

My general interest is the molecular evolution of land plants, particularly focusing on 

two questions: 1, the transition of plants from aquatic to terrestrial environment 2, the 

origin and early diversification of angiosperms. For now, I am mainly working on the 

second question, which was referred to by Charles Darwin as “an abominable 

mystery”, and it remains unsolved. As a number of studies on angiosperm phylogeny 

gave incongruent results, I am trying to explain the discrepancy between results and 

develop a new bioinformatic approach to analyze massive genomic data, and 

afterwards, based on reliable data and methods, I am going to reconstruct a solid 

phylogenetic framework to reveal the relationships of early-diverging angiosperm 

lineages.  

 

2. Divergence of plant lineages 

My second goal is to utilize genomic data to identify lineage-specific molecular 

characteristics of different clades (gymnosperms vs. angiosperms and within major 
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angiosperm lineages), figuring out specific molecular elements for particular lineages 

and the corresponding morphological traits. Ideally, additional experiments would be 

needed to testify the correlation between molecular data and phenotypic traits and 

finally to clarify the molecular basis behind important evolutionary processes. 

 

3. Evolution of plant resistance genes 

My third interest goes around the plant-pathogen interactions, focusing on the 

evolution of the plant disease resistance (R) genes in different plant lineages and the 

molecular mechanisms between the susceptible and resistant lines. R gene includes 

several different gene families and subfamilies. Although the signaling pathways of R 

genes have been largely unknown, there are clues suggesting that different R genes go 

through different signaling pathway. My intention is to utilize genomic data and the 

correlation of genes on the same pathways to identify potential resistance pathway 

genes, and upcoming experiments will testify our hypothesis. 
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Work experience 

Postdoc/Assistant Professor, Nanjing University, 2010-2014 

Assistant/Associate Professor, Institute of Botany, Jiangsu Province and Chinese 

Academy of Sciences, 2014-2020 

Associate Professor, Nanjing Agriculture University, 2020- 
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Part-time Academic Jobs： 

2014.7-now Botanical Society of Jiangsu secretary 

2019.6-now Frontiers in Genetics  Guest Associate Editor 

2019.6-now Frontiers in Ecology & Evolution  Guest Associate Editor 
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