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€3 Brassica BAC annotation - Mozilla Firefox
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Extending from existing seed BACs
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Selection of new seeds

Problem: the ~500 seed BACs| selected show clustering and,
already, many overlaps are: suspected or demonsirate

Premise: clones inferred! 1o span breakpoints with respect to
the Arabidopsis: sequence will be a usefiull new source off seed
BACs| for extension

The Parkin ef a/. map contains about' 80 such breakpoints: -
there are likely to be: many more revealed! at' the microscale

Method: programmatically interrogate database recording all
BAC end-mappings, to discover significant; associations
between non-contiguous; chromosome bins
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