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One mapped molecular marker
or
one BAC on a Scaffold located by FISH Permits
assignment of the scaffold to a
linkage group/chromosome
and indicates order of scaffolds.
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One molecular marker
or
one BAC located by FISH
on a scaffold does not permit orientation of the scaffold
in regard to the head and tail of the pseudomolecule.
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One Molecular Marker per Scaffold?

Scaffold 1-4 order







BAC FISH probes can locate scaffolds
accurately on chromosome structure

regardless of crossover patterns.
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terminal BAC FISH Markers per scaf
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Tomato FISH Idiogram
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