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Education 

1980: University of Hong Kong B.Sc. Mathematics 

1983: University of Hong Kong M.Phil. Mathematics 

1988: Stanford University M.S. Computer Science 

1989: Stanford University Ph.D. Mathematics 

 

Positions 

1980-1983 : Teaching Assistant, Department of Mathematics, University of Hong Kong 

1983-1989 : Research Assistant and Teaching Fellow, Department of Mathematics, Stanford University 

1989-2003 : Assistant and Associate Professor, Division of Mathematics and Statistics, The University of 

Texas at San Antonio 

1993 : Visiting Research Fellow, Department of Statistics, University of California at Berkeley and 

Department of Pharmaceutical Chemistry, University of California at San Francisco 

2001-2002 : Visiting Associate Professor, Department of Statistics, Rice University 

2003- : Professor, Department of Mathematical Sciences, and Director, Bioinformatics Program, The 

University of Texas at El Paso 

2013- : Director, Computational Science Program, The University of Texas at El Paso 

 

Honors and Services 

1986-1987 : Andrew Mellon Foundation Research Award, Institute of Population and Resource Studies, 

Stanford University 

1990-1991 : Consultant for the mathematical molecular biology groups at the University of Southern 

California and Stanford University 

1990- : Journal Referee for Annals of Applied Statistics, BioEssays, Biophysical Journal, BMC 

Bioinformatics, Communications in Statistics, International J. of Neural Systems, Mathematical 

Bioscience, INFORMS Journal on Computing, Journal of Bioinformatics and Computational 

Biology, Journal of Cellular Biochemistry, Methodology and Computing in Applied Probability, 

Nucleic Acids Research, PLOS 

1990-  : Grant Reviewer for NSF, NIH, USDA, Research Council of Hong Kong 

2004 : Professor Y.C. Wong Visiting Lectureship, University of Hong Kong 

2007-2008 : Outstanding Performance Award, Office of Research and Sponsored Programs, UTEP 

2008-2010 : Member, The University of Texas System Computational Biology Workgroup for the Cancer  

  Prevention and Research Institute of Texas 

2009- : Member, NIH-RCMI Translational Research Network Translational Informatics Subcommittee 

2010- :   Advisory Committee Member for the Campus Office of Undergraduate Research Initiatives 

(COURI), UTEP 

2013- : Mentor, National Alliance for Doctoral Studies in the Mathematical Sciences 

2014- :   Internal Advisory Committee member, BUILDing Undergraduate SCHOLARS, UTEP 

2017 : Student Choice Award for Outstanding Teaching, Department of Mathematical Sciences, UTEP 
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College of Science, UTEP 
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2023- : Interactive Exhibit organizer for the annual El Paso Science Festival 

2024- : Abstract reviewer for annual RCMI National Conference 

 

Leadership in Academia, Professional Societies, and Community 

2002-2003 : Editorial Board Member, Advances and Applications in Statistics 

2002-2004 : Co-chair, Organizing Committee for the International Workshop on Statistical Methods in 

Microarray Data Analysis, Institute of Mathematical Sciences, National University of Singapore 

2005 : Chair, Joint Session in Bioinformatics, 2005 INFORMS Annual Meeting 

2005-2007 : External Advisory Board Member, NSF and HHMI funded “Talent Expansion in Quantitative 

Biology” project at East Tennessee State University 

2007-2013 : Associate Editor, INFORMS Journal on Computing 

2008 : Chair, Invited paper session in Stochastic Models for Biological Processes, International 

Workshop on Applied Probability, July 2008, Compiegne, France 

2008-  :   Co-organizer for the annual Joint UTEP/NMSU Workshop on Mathematics, Computer Science, 

and Computational Sciences 

2008- : Director of BBRC Bioinformatics Computing Core Facility, UTEP 

2009- : Committee Member for NIH-RCMI Translational Research Network Translational Informatics 

2010 : Chair, Session on Stochastic Models for Biological Systems, 2010 INFORMS Annual Meeting 

2011 : Chair for invited Session Computational Methods in Biomolecular and Phylogenetic Analyses, 

International Federation of Operational Research Societies (IFORS) Conference, July 2011, 

Melbourne, Australia. 

2011 : Chair for invited Cluster on Computational Biology, Institute for Operations Research and 

Management Science (INFORMS) Annual Conference, November 2011, Charlotte. 

2012- : Organizer, Joint UTEP/NMSU Workshop on Mathematics, Computer Science, and 

Computational Sciences 

2019-2020:  Data Science Session Organizer and Chair for American Mathematical Society Central Sectional 

Conference 

2021-2022:  Special Session Organizer and Chair for American Mathematical Society Central Sectional 

Conference: (i) Mathematical and Computational Methods in Omics Research, (ii) Methods and 

Applications in Data Science 

2022 : External Reviewer for the Computational and Data Science PhD Program, Middle Tennessee 

State University 
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Data Analytic Pipelines, Websites, Education and Research Modules  

Bioinformatics Education for Agricultural Science (BEAS) Curriculum Modules: First Release in 2012; Updated 

Version Available at bioinformatics.utep.edu/agriculture/curriculum.  

Bioinformatics Information Modules for Education and Research (BIMER): First Release in 2000; Updated 

Version Available at math.utep.edu/Faculty/mleung/BIMER.  

Isoform Specific O-Glycosylation Prediction (ISOGlyP): First Release in 2014; Updated Version Available at 

isoglyp.utep.edu. 

OncoMiner Pipeline for Bioinformatics Analysis of Genetic Sequence Variants in Cancer: First Release in 2016; 

Updated Version Available at oncominer.utep.edu  

Probability Research Information Statistics Education Modules (PRISEM): First Release in 2001; Updated 

Version Available at math.utep.edu/Faculty/mleung/PRISEM.  

Ribonucleic Acid Virtual Laboratory (RNAVLab) for Sequence Analysis, Structure Prediction, and Databases: 

First Release in 2008; Updated Version Available at rnavlab.utep.edu. 

Undergraduate Participation in Bioinformatics Training (UPBiT) Curriculum Modules: First Release in 2010; 

Updated Version Available at bioinformatics.utep.edu/UPBiT/curriculum.  
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