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MaizeGDB outreach activities 
Tutorials were provided to ~ 40 participants by outreach curator Lisa Harper at the 58 Annual 
Maize Genetics Conference in Jacksonville FL.  This year, the tutorial took the form of a short 
introductory talk on data types and tools available at MaizeGDB.  This was followed by problem 
sets, and working together as a group using tools and data resources available at MaizeGDB.  In 
addition, MaizeGDB staff organized another workshop at the Maize Meeting with five groups 
giving presentations on their efforts to develop reference quality whole genome assemblies.  
Over 120 people attended this workshop.   Lisa Harper also organizes the AgBioData working 
group that holds monthly conference calls to discuss challenges and solutions common to 
agricultural databases.  The calls start with a presentation given by one the members followed by 
a group discussion.  This October, Lisa was a course instructor at the Cold Spring Harbor 
workshop on Cereal Genomics where she presented several talks on available database resources 
and how to best utilize them.  MaizeGDB, in collaboration with Gramene (www.gramene.org), 
also organizes the Agricultural Database booth at the Plant and Animal Genome (PAG) Meeting 
in San Diego where personnel from the various agricultural databases can present informational 
materials to PAG attendees and give hands on, in person tutorials.  In 2016, over 20 databases 
participated in the Agricultural Database booth.   
 
Staffing changes at MaizeGDB. 
Carson Andorf continues to serve as the lead scientist for MaizeGDB.  Curator Mary Schaeffer 
retired in April 2016 after more than 20 years of service to MaizeGDB.  She now works part 
time (0.2 FTE) where she advises MaizeGDB on curation of QTLs, GWAS, and maize 
germplasm stocks. Computational biologist Taner Sen departed MaizeGDB to assume the role of 
lead scientist at Grain Genes in Albany, CA.  Interface developer Bremen Braun has taken a 
position in private industry.  Curator Jack Gardiner is now full time at MaizeGDB after 
transitioning from Carolyn Lawrence’s group at Iowa State where he worked as a curator for the 
GXE project.  He still works closely with the GXE group as their data is destined for 
MaizeGDB.  He also works closely with Chris Elsik at the University of Missouri to develop an 
instance of MaizeMine.  Recent Iowa State graduate Jesse Walsh has been recruited to fill the 
USDA postdoc position at MaizeGDB where he works on bioinformatics tool development.  He 
currently is working on updating the metabolic pathway viewer to reflect the new B73 v4 
assembly.  Maggie Woodhouse has been recruited as the new MaizeGDB sequence curator to 
assist groups in submitting their genome assemblies to MaizeGDB.  As noted above, Curator 
Lisa Harper manages outreach activities as well the Ag Bio Database group.  Bioinformatics 
engineer Ethy Cannon continues to make improvements to the new MaizeGDB interface and is 
instrumental in developing the nomenclature guidelines and metadata standards.  John Portwood 
continues as a full-time scientific programmer and database administrator and fulfills many of 
the responsibilities’ of the vacant vice-Campbell position that is now under active recruitment.  
We hope to identify candidates for the vice-Campbell position by the end of the year.  In 
addition, MaizeGDB has two additional vacant positions we hope to have advertised in the next 
few weeks: vice-Andorf (software developer) and vice-Sen (computational biologist).  Current 
students hired through USDA ‘Big-Data’ funds include David Schott (maize diversity tools) and 
Kyoung Tak Cho (predictive phenomics, PheWAS). 
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