o e b An Open-Access, Standards-Supportive Publication that Rapidly Disseminates Concise
Genomic Sciences Genome and Metagenome Reports in Compliance with MIGS/MIMS Standards

Scott H. Harrison', Sam V. Angiuoli?, Patrick S. G. Chain'3%>, Dawn Field®, Frank-Oliver Glockner’, Lynette Hirschman?, Eugene Kolker?1°, Nikos Kyrpides*, Oranmiyan W. Nelson', Susanna-Assunta Sansone'!, Lynn M. Schriml?, Peter Sterk®'!, David W. Ussery'?, Owen White?, George M. Garrity!”

I Microbiology & Molecular Genetics, Michigan State University, East Lansing, Michigan; * = sharrison@standardsingenomics.org; 2 Institute for Genome Sciences and Department of Epidemiology and Preventive Medicine, University of Maryland School of Medicine, Baltimore, Maryland; 3 Biosciences Directorate,
] ] Lawrence Livermore National Laboratory, Livermore, California; * U.S. Department of Energy Joint Genome Institute, Walnut Creek, California; > Center for Microbial Ecology, Michigan State University, East Lansing, Michigan; ® NERC Centre for Ecology and Hydrology, Oxford, United Kingdom; 7 Microbial Genomics
An Open Access Journal Of the Genomlc Standards Consort’um Group, Max Planck Institute for Marine Microbiology, Bremen, Germany; 8 Information Technology Center, The MITRE Corporation, Bedford, Massachusetts; ? Seattle Children’s Hospital Research Institute, Seattle, Washington; 9 Division of Biomedical and Health Informatics, Department of Medical Education and
p . . . . gy . y . . 8y . . . p . . . . p . . . . 8 p
Biomedical Information, University of Washington, Seattle, Washington; '" EMBL—European Bioinformatics Institute, Cambridge, United Kingdom; '? Center for Biological Sequence Analysis, The Technical University of Denmark, Lyngby, Denmark

FOUNDING MEMBERS Abstract Results

While data sets grow, new research goals emerge, and database structures and applications change, SIGS provides static, archival records of genomic data and metadata enriched with

The Standards in Genomic Sciences eJournal (SIGS; http://standardsingenomics.org) is a newly established standards-supportive publication being developed to . . : . . 9 . : . e )
interpretation and subject to peer review. Authors get a document template that they develop into a report with input from their sequencing center and aid from the SIGS editorial office.
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Peter Sterk plugin architecture with hook callback and registration features. We have already pilot-tested the software with a sampling of content. Our current production-level Contextual Data Markup Language (GCDML)?.

OJS instance has been extended with the Custom Block and Static Pages plugins.
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