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SUMMARY

I am an expert in computational biology, bioinformatics, machine learning, and data science, with experience
in programming, teaching, and managing scientific research projects. I have worked for sixteen years
developing software, performing bioinformatic analyses, teaching, and conducting original research.

EXPERIENCE

2019 — Present Lawrence Berkeley National Laboratory

Computer Research Scientist

Project management/software team leadership
Software development (Python, Java, Javascript, Rust)
Investigated funding opportunities, grant writing

Conducted original research on graph machine learning, structural variants, and COVID-19 drug
repurposing

Presented research and conducted outreach to encourage adoption of software developed by our team

KG-COVID-19 project:

e Led successful application for funding

e Led team that designed and developed software to produce COVID-19 knowledge graph
e Developed two novel graph machine learning techniques for drug repurposing

e Published research in peer-reviewed journal

e Led outreach to encourage adoption of KG into other projects IN3C, NVBL, COV-IRT)

NVBL Area 1 project:
e Helped organize system for coordination of protein target information across national laboratories

e Facilitated adoption/reuse of KG-COVID-19 knowledge graph and machine learning tools to support
NVBL goals of target identification and drug repurposing

Monarch Initiative project:

e Contributed to software development of Dipper ETL pipeline (Python) for data ingest



e Contributed to software development of Monarch user interface (Javascript)

e Contributed to software development (Java) for LIRICAL project and publication

IDG project:
e Project management and software development (Python) for Embiggen/NEAT ML framework

e Contributed domain expertise in biology and machine learning to help identify synthetic lethal
relationships for cancer treatment

e Organized regular meetings and ad hoc hackathons to facilitate cross-site software development
between team members at LBNL, the University of Milan, and Jackson Lab

2015 - 2019 Khon Kaen University/Vital Scientific, LLC
Adjunct Faculty/ Consultant —Khon Kaen University, Citrus Research Board, The Asia Foundation, others

Designed and developed online web portal www.datoc.org for managing data and encouraging
collaboration amongst scientists and citrus growers to combat Citrus greening disease (huangléngbing)

Provided technical advice, service and guidance related to computational biology, bioinformatics, statistics,
and general IT to various academic researchers and industry clients

Developed computational biology projects to aid in treatment of cholangiocarcinoma and nasopharyngeal
carcinoma in coordination with Khon Kaen University faculty

Advised faculty and students dealing with computational biology data related to existing projects, and
assisted faculty and students in preparation of scientific manuscripts and presentations

2010 — 2015 Genformatic, LL.C
Chief Operating Officer

Produced three publications describing a novel algorithm for more effective genome variant detection,
novel research on psyllid genome to combat Citrus greening disease (huinglongbing), and a practical
method for genomic analysis of archived newborn bloodspot data

Managed bioinformatics team that performed genome variant detection and bespoke bioinformatics
analyses for Genformatic, LLC, generating revenue

Led development of several bioinformatic products, including novel software for improving genome
variant detection, custom SNP and indel calling pipeline and genome variant annotation pipeline

Assisted in business development

2012 - 2013 University of Missouri
Assistant Research Professor

Lead developer of bovinegenome.org and hymenopteragenome.org, web portals to display information
pertaining to the Bos faurus and hymenopteran (e.g. Apis mellifera, Nasonia vitropennis) genomes

Developed novel software and designed/maintained I'T infrastructure for the annotation of genes in three
genomes: Apis mellifera, Nasonia vitripennis, Bos taurus

Developed scientific software for research and analysis of several newly sequenced genomes, including
Apis mellifera, Bos tanrus, Strongylocentrotus purpuratus, Nasonia vitripennis, Tribolium castanenm, Atta cephalotes,
Pogomyrmex: barbatus, Linepithema humile and Pediculus humanus.



e Lectured on bioinformatics and scientific programming

2006 — 2012 Georgetown University
Alffiliate Research Professor

e [ead developer of bovinegenome.org and hymenopteragenome.org web portals (see above)

e Developed novel software and designed/maintained I'T infrastructure for the annotation of genes in three
genomes: Apis mellifera, Nasonia vitripennis, Bos tanrus

e Developed scientific software for research and analysis of several newly sequenced genomes, including
Apis mellifera and others (see above)

e Lectured on bioinformatics and scientific programming

2004 - 2006 Texas A&M University
Research Associate
e [ead developer of hymenopteragenome.org (see above)

e Training of graduate students and postdoctoral staff as required

2004 - 2005 First Global Community College, Nong Khai, Thailand
Lecturer/ Director of Science (Part-time V olunteer)
e Set up and administered a science and I'T program consisting of six teachers

e Taught science and computer classes

1998 — 2004 University of Virginia (Laboratory of William Pearson)
Gradnate student

e Investigated the evolution of repeated sequences in protein and DNA

¢ Developed a mathematical model to explain the evolution of proteins in bacterial genomes

e Developed formula for optimal gap penalties for sequence alignment and database searching, improving
sensitivity and selectivity of sequence analysis tools (FASTA, BLAST)

EDUCATION

Ph.D. University of Virginia May 2004
Expertise: Computational biology and bioinformatics

M.S. University of Georgia August 1997
Expertise: Immunology

B.S. Clemson University December 1994
Major: Biochemistry (cunz lande)

SKILLS

e Experienced in scientific project and software project management

e Experienced in teaching and mentoring at the undergraduate and graduate level
e Experienced in good programming practice

e Experienced in machine learning, especially graph machine learning

e Proficient in several programming languages (Python, Java, Ruby, R, C, Rust)

e Proficient in web development and database programming



LANGUAGES

e English: native speaker, excellent speaking and writing skills

Thai: fluent in spoken Thai, basic reading and writing skills

Lao: working knowledge of spoken and written Lao

Spanish: rudimentary knowledge of spoken and written Spanish
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