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New data highlights. 

• Additional DS-GFP and Uniform Mu insertion stocks added. Links to Vollbrecht 
insertion stocks altered to reflect availability to the COOP. 

• Shoot apical meristem (SAM) trait data (best linear unbiased predictions) with 
accompanying longitudinal images were uploaded into MaizeGDB and connected to 10 
new SAM terms and 1121 inbred lines.    

• A set of B73-teostinte NILs entered into MaizeGDB, now accessible at COOP. 
• Phenotype diversity data integrated last year for the NAM and IBM mapping panels, will 

soon include data for association panels such as the Goodman and Ames panels, along 
with definition of methods, environments and conditions used for traits. Standard terms, 
with computable accessions, are used from internationally accepted ontologies. 

• Genetic 2008 and IBM Neighbors maps are continually manually updated by MaizeGDB, 
and Ed Coe. 

 
Genome Browser tracks. 
New B73 RefGen_V3 Tracks: 

• MAKER-P Gene Models, (Law et al. 2015) 
• HapMapV3 (Bukowski 2015) 
• NCBI Annotation Release 100, (NCBI) 
• G4 Quadruplex Motifs (4 tracks): (Andorf et al. 2014) 
• RNA-Seq Expression Atlas, Shawn Kaeppler  (Stelpflug et al. 2015) 
• (Private – waiting on publication) Phosphorylated Peptides from 33 Tissues, Justin 

Walley/Steve Briggs group 
• (Private – waiting on publication) Non-modified Peptides from 33 Tissues, Justin 

Walley/Steve Briggs group 
• Pan-genome Sequence Anchors, (Lu et al. 2015) 

There are also over 20 new tracks (currently private) related to the W22, B104, and CML247 
Genome Browsers. 
 
Staff update. 
Carson Andorf is now a Computation Biologist and the new lead scientist for MaizeGDB (filling 
the vacant vice-Lawrence-Dill position).  John Portwood is a full-time scientific programmer and 
database administrator after serving over two years as a student programmer.  New students hired 
through USDA ‘Big-Data’ funds  include Brittney Dunfee (Genome stewardship, curator, social 
media), Mike Brumfield (interface development), David Schott (maize diversity tools), Ashley 
Enger (graphic design, multimedia), and Kyoung Tak Cho (predictive phenomics, PheWAS).  
Existing staff includes Taner Sen (Computational Biologist), Mary Schaeffer (Curator), Lisa 
Harper (Curator), Jack Gardiner (Curator), Ethy Cannon (Bioinformatics Engineer), and Bremen 
Braun (Interface Developer).  In addition MaizeGDB has 5 vacant positions waiting to be filled.   
We are currently taking applications for a postdoctoral fellowship.  Three positions should be 
advertised in the next few months: vice-Campbell (IT-specialist), software developer, and curator.  
An additional full-time IT-specialist should be filled later next year.         
 
 
 
 
 



Outreach.  
Tutorials were provided by Lisa Harper at the 57th annual Maize Genetics Conference hosted in 
St. Charles, IL. Currently Jack Gardiner and the NCGA have produced 8 podcasts on various 
topics about MaizeGDB and maize genetics.  For more information see the home page at 
MaizeGDB. MaizeGDB continues to provide support for the Maize Genetics Conference 
(preparation of abstract booklet and program), and the Maize Genetics Executive Committee. 
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