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EDUCATION:
2006	M.S.	Plant Sciences/Plant Biotechnology, University of Tennessee, Knoxville
2000	B.S.	Horticulture, Plant Breeding Emphasis, The Pennsylvania State University, State College, 
PA

PROFESSIONAL POSITIONS:
	2007-present
	Technical Professional, Plant Systems biology group, Biosciences Division, ORNL

	2006-2007
	Post M.S. Intern, Plant Systems Biology Group, Biosciences Division, ORNL

	2003-2006
	M.S. Student, University of Tennessee, Knoxville/Plant Systems Biology group, ORNL

	2000-2003
	Post Bachelors Intern, Physiology Ecology Group, Environmental Sciences Division, ORNL

	1997-2000
	Student Intern, Plant Genetics and Breeding, Penn State University, State College, PA

	1999-2000
	Student Intern, The Penn State University Trial Gardens, Penn State University, State College, PA



SKILLS AND QUALIFICATIONS:
	Illumina technologies
MiSeq operation
Genomic fragment library synthesis
Mate-pair library synthesis
Small RNA library synthesis
RNA library synthesis 
Roche 454 pyrosequencing 
ABI 3730 sequencing
qPCR using ABI StepOnePlus and 7900HT
Bio-Rad Experion automated electrophoresis
Whole genome amplification
	Sterile tissue culture
Shoot tip sterilization and sub-culture
Protoplast assays
Histochemical analysis of stem tissue
Field sampling organization and execution
Lab space management
Standard cloning 
Standard and Tail-PCR
Primer design
Rolling circle amplification
DNA and RNA extraction optimization

	Online functional annotation database queries (TAIR and Phytozome)
Microsoft Office 
ABI qPCR analysis
Agilent Bioanalyzer 2100
Bio-Rad Experion
Nucleic acid quantification using NanoDrop and Qubit
Gel electrophoresis
Confocal microscopy experience
Plant care and maintenance in greenhouse and growth chambers
LOSA training






RESEARCH INTERESTS:
RNA profiling for various projects and plant species
Plant microbe interaction
Plant improvement for bioenergy resources

SYNERGISTIC ACTIVITIES, SERVICE, AWARDS, AND HONORS:
Oak Ridge National Lab Biosciences Division Distinguished Achievement Award in recognition of outstanding technical support. 2011
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