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● Comparative and phylogenetic studies of wild and cultivated tomato species, including 
diversity studies to select accessions for pathogen response screening 

● Identification of candidate genes involved in coffee humidity stress response 
●

http://solgenomics.net


Career Fair at Girl’s Day Out “Jobs in Plant Biology” Spring 2016 - 2020, 2022 
Cortland YWCA 

BTI Bioinformatics Course Instructor Spring, 2012 - present 
Boyce Thompson Institute for Plant Research 

Summer Intern Bioinformatics Course Instructor Summer, 2010 - present 
Boyce Thompson Institute for Plant Research  

Tech Savvy “Is Cauliflower the New Kale? What Bioinformatics Tells Us.” Mar 2017 
Cortland YWCA 

UPLB Bioinformatics Workshop Instructor Oct 2014 
University of Philippines Los Banos 

AGA2013: Speciation Continuum and Non-model Population Genomics Workshop 
Teaching Assistant 



M. Scanlon (PI), M. Wu, A. Stroock  (co-PI), H. Weatherspoon  (co-PI), Y. Sun  (co-PI), S. 
Strickler (program coordinator). Award number 1922551 

TRIAD Foundation Jan 2021 



 U.S. Patent No. 10,557,145: “FLGII-28 sensitivity 3 (FLS3) protein and methods of use”. 
Inventors: G. B. Martin, S. Hind, S. Strickler. Filed 2014 by the Boyce Thompson Institute, 
Ithaca, NY. Converted to PCT Application No.PCT/US15/39520, filed July 8, 2015. 

U.S. Provisional Application (62/213,409): “Isolated nucleic acids and quantitative trait 
loci (QTL) from S. habrochaites and methods of use thereof for increasing resistance to 
bacterial speck disease in tomato and other plants”. Inventors: G. B. Martin, S. Hind, S. 
Strickler, B. Zhilong. Filed 2015 by the Boyce Thompson Institute, Ithaca, NY. 

CONFERENCES 

Botany July 2022 
Workshop: De novo genome assembly and annotation with an emphasis on phylogenetic and 
population genetic studies 

Botany July 2021 
Workshop: 



Oral presentation: Improving Coffea genome assemblies with long-read data. 
Oral presentation: Sol Genomics Network Workshop 

Plant and Animal Genome Conference Jan 2015 
Oral presentation: Genome assembly strategies of Coffea arabica. 
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https://news.cornell.edu/stories/2022/06/wild-tomato-genome-will-benefit-domesticated-cousins
https://btiscience.org/explore-bti/news/post/3212018-wild-tomato-genome/
https://www.youtube.com/watch?v=IFFT4lfbx7s
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	Improving fundamental understanding of stress-resilience by sequencing Nigerian cowpea diversity panel

