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 Expect a full annotation from TIGR, to be published after project
completion

« Community requirement for “real-time”, first-pass annotation of
finished BAC sequences:

— Microsynteny with Arabidopsis sequence, ab initio gene prediction
(GeneZilla, GlimmerHMM, FGenesH), EST evidence, BLASTX vs

UniProt, “novel” genes
— Web accessible: data and annotation tools. Use via web forms

— Shotgun phase sequences and trace files to be publicly available

» Possible delivery mechanisms:
— ENSEMBL annotation pipeline, ENSEMBL browser
— Bespoke TIGR annotation pipeline, GBrowse browser
— Dual Arabidopsis and Brassica-centric views
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