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RESEARCH INTERESTS & COMPUTER SKILLS
Data analysis and data mining, algorithm design, and software development in bioinformatics

Programming & Scripting: C, C++, Java, Excel VBA, PHP, Perl, JavaScript, CGI, CSS, HTML

Tools & Packages: MySQL, MATLAB, R, BLAST, CLLUSTW, ImaGene, Bioconductor
Platforms: Windows, Linux and Unix

EXPERIENCE 

Research Assistant 







         2001 - present Computer Science, Plant Pathology
                      University of California, Riverside
· Study microbial communities through oligonucleotide fingerprinting of rRNA genes. Research topics include genomic sequence analysis, microarray data analysis, and gene function prediction.
· Design algorithms for combinatorial biological problems arising from project, e.g., string matching, sequence alignment, and fingerprint assembly
· Develop statistical methodologies for analyzing correlated discrete or continuous biological data. Have designed a modified Bayes rule to classify microarray data with improved performance. 

· Develop several software packages for processing hybridization microarray data.
· Construct web-based Mysql database to manage experimental data, develop and maintain website for project (http://alglab1.cs.ucr.edu/OFRG)
· Train new project members, organize regular project meetings and present research progress.
Instructor    





  

        
         Summer 2006
Computer Science                      

                      University of California, Riverside

· Lectured an upper-level undergraduate class. Responsibilities include composing a syllabus, assigning homework, and preparing quizzes, final exams for students and supervise teaching assistant.
Research Intern    





  

         Summer 2005

Cheminformatics 
                    Genomics Institute of the Novartis Research Foundation
· Studied gene functions based on in situ hybridization images of mouse brain. Developed statistical and computational methodologies for analyzing gene expression data. 

· Designed an image processing algorithm for estimating the mobility of metastatic tumor cells in order to assist pharmaceutical drug design projects.

Teaching Assistant 







             2002 – 2003 Computer Science                      

                      University of California, Riverside
· Five quarters TA experience with undergraduate computer science courses. Gave lectures in laboratories and guided students in their laboratory work. Designed and graded course projects.
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Submitted


[11] Z. Liu, S.F. Yan, J. Walker, T. Zwingman, T. Jiang, J. Li, Y. Zhou. Study of Gene Function Based on Spatial Co-expression in a High-resolution Mouse Brain Atlas. Summitted to BMC Neuroscience.
BIO-RELATED WORKSHOPS AND COURSES

Workshop on Sequence Analysis toward System Biology       


  January 2006

Institute of Pure and Applied Mathematics, UCLA


Workshop on Biological Data Analysis with R and Bioconductor
 

 October 2004

Bioinformatics Core, Center for Plant Cell Biology, UC Riverside Advances 

Workshop on GenBank, Molecular Biology Resources and Tools
 

 October 2003

National Center for Biotechnology Information (NCBI), City of Hope, CA.

Bioinformatics and Genomics




 
  
   Winter 2003

Genetics, Genomics and Bioinformatics (GGB) Graduate Program, UC Riverside

Probability and Statistical Theory 



 
   
   Winter 2003

Statistics Department, UC Riverside
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