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Education

Doctor of Philosophy, Bioinformatics, University of California, San Diego (2008)

· Advisor: Vineet Bafna

· Co-Advisor: William F Loomis

· Thesis: Advances in Computational Mass Spectrometry: Phosphoproteomics and Proteogenomics

Bachelor of Science, Computer Science, Brigham Young University (2002)

· Phi Kappa Phi Honors Society

· Specialization: Image Processing

FUNDING

Automated Proteogenomic Annotation for Prokaryotic Genomes
P.I.:  Payne                                                                                                      NSF (EF-0949047)

September 2009- August 2012                                                                                          $707,345

Improved Sensitivity and Utility of Metaproteomics Analyses

P.I.: Payne







DOE (Early Career)

August 2012 – July 2017







$2,500,000

Research Experience

Senior Informatics Scientist 
Pacific Northwest National Laboratory


· Meta-proteomics, proteogenomics, pan-omics

· Data Visualization and collaboration

Assistant Professor of Informatics
J Craig Venter Institute


· Proteogenomic, comparative genomics and multi-genome annotation
Graduate Researcher: Computational Mass Spectrometry, Systems Biology
University of California, San Diego


· Algorithms for improved sensitivity and specificity in proteomics
· Discovered conservation pattern of metabolic pathways using comparative genomics.

Undergraduate Researcher: Image Processing and Pattern Recognition

National Institutes of Health and Brigham Young University 

· Implemented hybrid algorithm for 3D data storage reducing disk space by 95%. (BYU)

· Streamlined data flow with new methods for particle recognition and image registration. (NIH)
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Honors and Awards

· National Science Foundation Plant Systems Biology IGERT Grant (2007-2008)

· National Institutes of Health Bioinformatics Training Grant (2002-2005)

· Research and Creative Activities Award (Brigham Young University, 2001)
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