Lawrence Berkeley National Laboratory
Recent Work

Title
Eukaryotic Genome Annotation and Analysis @ ]Gl

Permalink
https://escholarship.org/uc/item/51v0r5sh

Authors

Grigoriev, Igor
Aerts, Andrea
Korzeniewski, Frank

Publication Date
2008-03-26

eScholarship.org Powered by the California Diqital Library

University of California


https://escholarship.org/uc/item/51v0r5sh
https://escholarship.org/uc/item/51v0r5sh#author
https://escholarship.org
http://www.cdlib.org/

Eukaryotic Genome Annotation and Analysis @ JGI
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Abstract Annotation Process

Genome Portal Manual Curation

Over 40 eukaryotic genomes have been annotated using JGI

Annotation Pipeline, which combines several gene prediction

and annotation tools. Predicted genes and annotations are

accessible via interactive visualization tools integrated into JGI Genome :
Genome Portal. The diverse set of annotated genomes assembly T ——
represents the major branches of the tree of life and provides

basis for comparative genomics analysis. This comparative Repeat Library
analysis as well as analysis of available experimental data EST/FLcDNA/
(ESTs, microarrays, proteomics) enable validation of predicted homologs
genes. In addition, community-driven manual curation of ML
predicted genes and functions in annotated genomes further e —
improves their quality. models
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Validation using Comparative Genomics and Experimental data
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