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Plant Genomics

N ®day genomics is the primary driver

f or unit frcati on 1 n

Cook andVarshney (2010)
Current Opinion in Plant Biology
13:115118.
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Genome Annotation

NANnnotation is one of the most difficult AZZ(;Igtriacte
tasks in genome sequencing projects, yet progress

It IS essential for connecting genome
sequence to biology

Elsik et al. 2006 Genome Research
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Pipelines
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GENE ANNOTATION

Ab Initio Homology
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The International Wheat Genome
Sequencing Consortium

Launchedin 2005 on the initiative of Kansa&rowers

www.wheatgenome.org
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Leroy et al.(2012) Frontiers in Plant Science 3:114
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