
 

 

   J U S T I N  T H O M A S  R E E S E  

 

SUMMARY 
 I am a biologist with experience in all aspects of research and teaching. I am a native English speaker with 

excellent communication skills. I am seeking a position that will allow me to apply these skills and 
contribute meaningfully to cross-cultural projects involving Thai and foreign nationals.  

 

EXPERIENCE 
 

2014 - 2015                                                                                                               Khon Kaen University 
Research Professor 
• Developed computational biology projects to aid in treatment of cholangiocarcinoma and 

nasopharyngeal carcinoma in coordination with Khon Kaen University faculty 

• Advised Khon Kaen University faculty and students dealing with computational biology data related to 
existing projects   

• Assisted faculty and students in preparation of scientific manuscripts and presentations 

2010 – 2015                                                                                                                  Genformatic, LLC 
Chief Operating Officer 
• Managed bioinformatics team that performed genome variant detection and bespoke bioinformatics 

analyses for Genformatic, LLC, generating revenue and producing several peer-reviewed research papers 

• 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 taurus and hymenopteran genomes (e.g. Apis mellifera, Nasonia vitropennis) genomes, 
respectively  

• Developed novel software and designed/maintained IT 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 taurus, Strongylocentrotus purpuratus, Nasonia vitripennis, Tribolium castaneum, Atta cephalotes, 
Pogomyrmex barbatus, Linepithema humile and Pediculus humanus. 

• Lectured on bioinformatics and scientific programming  

2006 – 2012                                                                                                            Georgetown University 

1 1 1 1 / M 1  T a n o n  G a e w  W a r a w u t  
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Affiliate Research Professor                           
• Lead developer of bovinegenome.org and hymenopteragenome.org, web portals to display information 

pertaining to the Bos taurus and hymenopteran genomes (e.g. Apis mellifera, Nasonia vitropennis) genomes, 
respectively  

• Developed novel software and designed/maintained IT 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 taurus, Strongylocentrotus purpuratus, Nasonia vitripennis, Tribolium castaneum, Atta cephalotes, 
Pogomyrmex barbatus, Linepithema humile and Pediculus humanus. 

• Lectured on bioinformatics and scientific programming  

2004 – 2006                                                                                                        Texas A&M University  
Research Associate                           
• Lead developer of hymenopteragenome.org, web portals to display information pertaining 

hymenopteran genomes (e.g. Apis mellifera, Nasonia vitropennis) genomes, respectively  

• Training of graduate students and postdoctoral staff as required 

2004 – 2005                                    First Global Community College, Nong Khai, Thailand 
Lecturer/Director of Science (Part-time Volunteer) 
• Set up and administered a science and IT program consisting of six teachers 

• Taught science and computer classes 

1998 – 2004                                     University of Virginia (Laboratory of William Pearson)                  
Graduate student 
• Investigated the evolution of repeated sequences in protein and DNA 

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

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

• Acquired a broad range of computer skills, including proficiency in several computer languages  

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 (cum laude) 

SKILLS 
 • Excellent communication skills 

• Experienced in manuscript preparation, editing and review 
• Experienced in undergraduate and graduate teaching and training 
• Proficient in several programming languages (PERL, Ruby, C, Java, R, S-Plus, shell scripting) 



 

 

LANGUAGES 
 • English: native speaker, excellent speaking and writing skills 

• Thai: fluent in spoken Thai, intermediate reading and writing skills 
• Lao: elementary knowledge of spoken and written Lao 
• Spanish: elementary knowledge of spoken and written Spanish 
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