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Research Interests:

The research conducted in my laboratory aims to understand biological mechanisms of
gene expression and regulation using computational biology and bioinformatics tools. We are
interested in understanding the role of non-coding RNAsin transcriptional regulation and post-
transcriptional control of translation and especially interested in expression and epigenetic
modification of tRNAs. tRNA abundance differs among tissues and life stages, having direct
effects on translational efficiency and MRNA stability. We use cell culture and tissue derived
from evolutionarily close livestock species. Livestock are among the best phenotype and
genotype species and can offer great insight into evolution and conservation of gene regulation
mechanisms. A long term goal of this line of research is to identify novel mechanisms of
molecular regulation and epigenetic control of gene expression at specific times and tissues
during development.

Education:

2012: Postdoc, Computational Biology/Bioinformatics, Georgetown University, DC
2007: Genetics Ph.D., Texas A&M University, TX

2001: Biology B.S., Angelo State University, TX

Academic Appointments:

2017-Present: Assistant Professor, Oklahoma State University, OK
2012-2017: Research Assistant Professor, University of Missouri, MS
2008-2012: Assistant Lecturer, Georgetown University, DC
2007-2012: Postdoctoral Fellow, Georgetown University, DC
2005-2007: Adjunct Lecturer, Blinn College, TX

Awards and Honors:

2020: Co-Chair, NRSP-8: National Animal Genome Research Program, Cattle and Swine
Workshop

2012: International Society for Animal Genetics, Member

2007: American Association for the Advancement of Science, Member

Research Support:
e 1/1/2021-12/31/2022: USDA-NIFA-AFRI, “Ribosome-bound Transcriptomics Linking
Gene Expression to Translation”, Role: PI



e 1/1/2021-12/31/2022: USDA-NIFA-AFRI, “The Role Of Glucose Metabolism In The
Regulation Of Feed Intake And Nutrient Utilization Efficiency Of Beef Cattle”, Role:
CoPlI

o 1/1/2021-12/31/2022: USDA-NIFA-AFRI, “Growth performance, nutrients utilization
and gut microbiota of pigs fed with low protein diets supplemented with isoleucine and
valine”, Role: CoPI

e 7/1/2020-6/30/2022: USDA-NIFA-AFRI, “Influence Of Prenatal Stress On Immune
Function, Behavior, And Welfare Of The Progeny”, Role: CoPI

e 1/1/2020-12/31/2022: USGA-TERP, “Expression profiling of host plants and
Ophiosphaerella spp. during infection and colonization of diseased and asymptomatic
hosts”, Role: CoPI

e 1/1/2018-12/31/2023: USDA-NIFA-AFRI, “Use of a Bovine Overgrowth Syndrome to
Characterize the Molecular Etiology of BWS”, Role: CoPI
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