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EDUCATION: 

09/1995-06/2000    Institute of Biophysics, Chinese Academy of Sciences  Ph.D.   

09/1991-07/1995    Department for Intensive Instruction    B.S. 
                               Nanjing University, Nanjing, Jiangsu, China.        
     
RESEARCH EXPERIENCES: 

10/2005-present      Research Investigator, Cold Spring Harbor Laboratory 

• Identify cis-regulatory modules to control tissue-specific gene expression. 
• Characterize non-coding RNA functions during development and disease. 
• Develop a method for in situ exon capture and selective resequencing. 

07/2000-10/2005     Postdoctoral fellow with Dr. Michael Q Zhang, Cold Spring Harbor Laboratory 

• Predict novel genes using protein sequence motifs and genome sequences. 
• Compare human and mouse genomes and estimate human gene number. 
• Promoter prediction using cross-species conservation and promoter 

database construction (CSHLmpd). 

09/1995-06/2000     Ph.D. thesis with Dr. Runsheng Chen, Institute of Biophysics,  
                         Chinese Academy of Sciences.  

• Identify protein structural domains from 3D structure.  
• Join the Bacteria genome sequencing and the human genome project. 

 

FELLOWSHIP AND AWARD 

•  Di Ao Fellowship                   2000  

•  Yi Li Da Fellowship                      1996 

 
PRESENTATIONS: 

Xuan Z (2006) MicroRNA and cancer, invited lecture in Peking University, Beijing, China. 
Xuan Z (2005) CSHL Mammalian Promoter Database, CSHL Bush-In-House lecture. 

Xuan Z, Zhang MQ (2005) Predict non-CpG promoters by using Genetic Algorithm (GA) and 
Support Vector Machine (SVM), poster in Biology of Genome Meeting in Cold Spring 
Harbor, NY, USA. 

Xuan Z, An H, Zhang MQ (2001) Genomic DNA motif search for gene-region finding, poster in 
Genome Sequencing & Biology Meeting in Cold Spring Harbor, NY, USA. 

November, 2007



 

TEACHING AND MENTORING EXPERIENCES 

07/2002-08/2007 Lecturer for “Bioinformatics Workshop” in CSHL Undergraduate Research 
Program (URP) (2005, 2007); Co-mentor for five students in URP. 

09/2006-05/2007 Supervisor of graduate student Journal Club in CSHL. 

03/1999-02/2000  Founded and directed Bioinformatics section in Beijing Genome Institute. 
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