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Initial Release

We annotated over 50 eukaryotic genomes including 41 (80%) in 2006-2008. [Genome assembiy]
Annotation throughput has increased ~10 fold in the last 5 years. We improved

annotation process, automated the annotation pipeline, and further developed Repeat Library Blast Agrment Search
genome analysis tools integrated in the Eukaryotic Genome Portal. Algrane Program Ao Bartruckeoacs 4 mctsace =
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Post-annotation analysis of these genomes resulted in 3-fold increase of the

number of genome publications in Nature and Science. These were enabled by Training predictors. =)
JGI Community Annotation program focused on achieving higher quality of
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annotations, teaching and training new users, and building active user External gene sets
communities around the genomes sequenced at JGI. This unique across genome
sequencing centers program was well received by user communities. Experimental data =

Manual curation
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Livtawosturiws JGI Annotation Pipeline is automated configurable
pipeline, designed for cluster computing, equij with
graphical monitoring tools
JGI Eukaryotic Genome Portal provides web-based
tools for distributed Community wide genome analysis
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1997 2001 2002 2003 2004 20 2008 Quality assurance is implemented at every stage of
annotation process: built-in pipeline controls,

benchmarked tools, two-tier pre-release data/portal QC,
user feedback, community annotation

Number of Annotated Eukaryotes

Final release: final gene set with annotations,
analyses, and tools for manual curation
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2006-2008: ~800 active annotators built ~8,000 models and hand
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