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���� Cereals have diverged from a common ancestor 50-70 MYA
���� Tools in bioinformatics, mathematics, statistics

����Sequenced genomes
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Standards for Comparative Genomics

Brief. In Bioinf. (2009) in press

Synteny between Wheat, Barley, Rice, Maize, Sorghum
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���� 80% homologs – 50% single copy homologs – 20% orthologs
Plant Cell (2008) 20(1):11-24
PNAS (2009) in press
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Duplications within Wheat, Barley, Rice, Maize, Sorghum
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����>50 % genome duplicated through polyploidy (WGD) (vs aneuploidy)

Plant Cell (2008) 20(1):11-24
PNAS (2009) in press

Toward an Angiosperm Ancestor Genome Structure
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PNAS (2009) in press
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Ancestor Genome Structure
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PNAS (2009) in press

The ‘Inner Circle’ of the Cereal Genomes
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Impact of Paleoduplications on Gene Expression

Nucl. Acid Res. (2009) 37(4):1248-59
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Synteny-based cloning
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Funct. Int. Genomics (2009) in press
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