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MaizeGDB Outreach Activities 
MaizeGDB organized a series of six workshops at the 59th Annual Maize Genetics Conference in 
St. Louis, Missouri (https://community.maizegdb.org/workshops/workshops.php ).  MaizeGDB 
team members Maggie Woodhouse, Jesse Walsh, and Lisa Harper led four of the workshops that 
were filled to capacity and standing room only. Curator Lisa Harper also organizes monthly 
seminars for the AgBio working group, which cover topics on biocuration and biological 
databases. Lisa was also one of the organizers for an April 2017 meeting of AgBio Data working 
group in Salt Lake City, Utah. Over 45 scientists from 21 different institutions representing 32 
agriculturally relevant databases and resources attended. This meeting covered topics in curation, 
metadata and persistence, database storage, data sharing using web services, policy, and 
communication. From these discussions and previous work, the AgBio working group is 
currently writing a white paper on best practices in each of these areas. This will help enhance 
genetic, genomics and breeding research outcomes through standardization of practices and 
protocols across agricultural databases. 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 
2017, over 20 databases participated in the Agricultural Database booth.   
 
Community Leadership Roles 

• USDA-ARS Executive Scientific Advisory Committee – C. Andorf (new) 
• USDA-ARS CERES High Performance Computing Policy Committee – J. Portwood (new) 
• USDA-ARS Database Committee - J. Portwood (new) 
• Maize Genetics Conference Steering Committee – C. Andorf (ex-officio)  
• AgBioDatabase Consortium Steering Committee – L. Harper (chair) and E. Cannon 
• Maize Nomenclature Committee – L. Harper and E. Cannon (new) 

 
MaizeGDB also provides technical support for the Maize Genetics Executive Committee, Maize 
Genetics Conference Steering Committee, the McClintock Prize for Plant Genetics and Genome 
Studies, and the Maize Community Awards. 
 
Staffing at MaizeGDB 
Staffing at MaizeGDB has been relatively stable over the past year with a few notable changes.  
The biggest change at MaizeGDB is that Maggie Woodhouse, previously in a part time, 
temporary position, has moved to a full time permanent position and relocated from Sacramento 
to Ames, IA.  Maggie’s computational skills in genome biology have been invaluable in 
recruitment, analysis, and display of whole genome assemblies. John Portwood has moved from 
his temporary position to a permanent position ensuring his continued presence at MaizeGDB.  
Carson Andorf continues to serve as the lead scientist for MaizeGDB.  Lisa Harper (0.5 FTE) 
and Jack Gardiner (1.0 FTE) are curators. Retired curator Mary Schaeffer continues to work part 
time (0.2 FTE) at MaizeGDB.  Ethy Cannon works half-time on the project as a bioinformatics 
engineer.  She also holds a half-time scientist position with the Computer Science Department at 
Iowa State.  Jesse Walsh is a postdoctoral fellow.  Current students funded though MaizeGDB 
are Nancy Manchanda (B014 assembly), Kyoung Tak Cho (MaizeDIG), David Schott (tool 
development), and Mandy Dietze (curation).  There are still two vacant positions at MaizeGDB:  
Computational Biologist (Scientist) and Scientific Programmer (IT-Specialist).     
 
 
 
 
 



 5

Publications for 2017 
Sen T, Braun B, Schott D, Portwood J, Schaeffer M, Harper L, Gardiner J, Cannon E, Andorf C.  
Surveying the Maize Community for their Diversity and Pedigree Visualization Needs to 
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Russell SD, Sundaresan V.  The Zygotic Transition Is Initiated in Unicellular Plant Zygotes with 
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Gage JL, Jarquin D, Romay C, Lorenz A, Buckler ES, Kaeppler S, Alkhalifah N, Bohn M, 
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doi: 10.1038/s41467-017-01450-2. 
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regulatory principles and new control modules.  Accepted to Plant Cell. 

Wimalanathan K, Friedberg I, Andorf C, Lawrence-Dill C. Maize GO Annotation - Methods, 
Evaluation, and Review (maize-GAMER). bioRxiv 222836; 
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Schott DA, Vinnakota AG, Portwood JL, Andorf CM, Sen TZ.  SNPversity: A Web-based Tool 
for Visualizing Diversity.   Database (Submitted). 
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