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SCIENTIFIC RESEARCH EXPERIENCE

Aug, 2006-Present: Genomics/Microarray Facility Manager
The Samuel Roberts Noble Foundation, Inc., Ardmore, OK
* Establish and improve service in DNA sequencing, marker analysis, and microarray
analysis for Noble Foundation research community and its collaborators.
* Introduce and adapt current genomics techniques to the Noble Foundation community.

Jan, 2003-July, 2005: Senior research scientist
Microarray Core Facility, Oklahoma Medical Research Foundation, Oklahoma

City, OK
* Performing microarray data analyses and providing bioinformatics services for
collaborators from OMRF, OUHSC, OU and other clients;

* Organizing weekly discussion about technical and scientific issues related to microarray
in the core facility;

* Acting as a bridging personal to coordinate the communication between the wet lab and
analysis groups;

* Acting as OMRF Campus liaison for OKBIOS (Oklahoma Bioinformatics Society);

Jan, 2001-December, 2002: Research scientist

Advanced Center for Genome Technology (ACGT), University of Oklahoma,
Norman, OK

= Conducted EST research project “Identification of circadian genes from day- and night-
specific cDNA libraries”. Carried out research work, ranging from bench work
(including cDNA library construction and EST DNA sequencing) to bioinformatics work
(including sequence assembly and annotation);

= Involved in genomic DNA sequencing techniques, including Cosmid, BAC and PAC
shot-gun sequencing and gap closures;

* Guided a undergraduate student Terrell E. John Swanson through his senior thesis
“Sequencing and Analysis of the MAT-1 locus in Ustilago hordei”;

= Managed EST data processing and annotation using Unix shell scripts;

May, 1998 - August, 2000: Postdoctoral Research Associate
US Plant, Soil, and Nutrition Laboratory, USDA-ARS, Cornell University, Ithaca,
NY
* Mapped the conserved genomic region harboring the aluminum tolerance locus between
wheat and barley;
* Confirmed aluminum tolerance mechanism involving organic acid exudation for Atlas 66
using bioassay;



* Initiated effort to isolate aluminum tolerance gene in wheat using Chinese Spring wheat
deletion lines by differential display;

August, 1992 - May, 1998: Research Assistant
Molecular Cytogenetics Laboratory, Genetics Program, Clemson University,
Clemson, SC

* Constructed and maintained an intra-specific cross of a F2 mapping population of Corolla
Fasciation x "Clark" ;

* Constructed a soybean linkage map with molecular makers generated from various
mapping techniques, including random amplified polymorphic DNA (RAPD), amplified
fragment length polymorphism (AFLP), restriction fragment length polymorphism
(RFLP), random amplified microsatellite polymorphism (RAMP);

* Characterized a meristematic mutation-fasciation in soybean, Glycine max (L.) Merr.;

* Constructed tissue specific lambda Zapll cDNA libraries (apical meristem, leaf tissue and
embryo) and use these clones for EST and mapping analysis;

September, 1989 - July, 1992: Master degree graduate student
Institute of Genetics, Chinese Academy of Sciences, Beijing, P. R. China
* Participated in “863" National Research Project “Genetic Engineering of Cotton with Bt
(Bacillus thuringiensis) Endotoxin Gene through Agrobacterium tumefacien Mediated
Somatic Embryogenic Transformation”.

EDUCATION

September, 2000 — December, 2004
University of Oklahoma, Norman, Oklahoma
Master degree: computer science, focusing on large scale data analysis
August, 1992 - May, 1998
Clemson University, Clemson, South Carolina
Ph.D.: Interdisciplinary Genetics Program with emphasis on Molecular Developmental
Biology & Genetics
Doctoral Dissertation Title: Developmental and Molecular Characterization of
Meristematic Mutation in Soybean, Glycine max (L.) Merr.
Awards: Recipient of the Wade Stackhouse Graduate Research Fellowship, July, 1993 -
June, 1996
September, 1989 - July, 1992
Institute of Genetics, Chinese Academy of Sciences, Beijing, P. R. China
Master degree: Genetics
Master Degree Thesis: Transformation of Cotton, Gossypium hirsutum [L.] with Bacillus
thuringenesis Endotoxin Gene.
September, 1985 - July, 1989
Beijing Normal University, Beijing, P. R. China
Bachelor Degree: Biology
Teaching Experience: Intern-Instructor of the First High School of Beijing, Beijing, P.R.
China




SPECIALTIES

Bioinformatics in Genomics and microarray: Microarray data analysis, both static pair-wise
comparison and dynamics clustering; Trained in statistical knowledge used in data
analysis; Familiar with annotation and analysis packages, including Spotfire and
PathwayAssist. Skilled at genomic and EST sequence assembly and annotation using
Staden package, phredPhrap, Consed and Cross_match; Familiar with various molecular
databases, such as Genbank, ExPasy and Zfin etc.; Experienced with NCBI Analytical
Package.

Computer Skills: Familiar with programming languages, including C, C++, Perl and Shell
scripts and Matlab; Experienced with operating system, including Windows and Unix;
Experienced in database design and implementation using database system Oracle 9i.

Genetics Analytic Tools: Linkage analysis-Mapmaker, Pedigree analysis-NTSYSS.

Molecular lab techniques: cDNA library construction, library screening, Southern and Northern
analyses, BAC, PAC and EST sequencing; marker techniques, including isozyme,
RAPD, RFLP, EST, RAMP, AFLP.

Cytology: light microscopy sectioning, chromosome preparation, scanning electron microscopy,
image processing.

Tissue Culture: somatic embryogenic regeneration, shoot regeneration, gene transformation.

Analytical Methods: high performance liquid chromatography (HPLC).
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