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Provides Independent Confirmation of Assembled Sequence

An in silico whole genome Optical Map generated from a published sequence assembly is compared to an independently
generated Optical Map of the same isolate. Crossed-over alignment lines drawn between compared Optical Maps reveal
multiple inverted misassemblies (red) in the published sequence.
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Identifies Best Sequencing Target
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Capabilities and Advantages

* Preview genomic architecture to identify the best sequencing targets

* Rapidly order and align contigs correctly against an Optical Map scaffold
e |dentify and correct misassemblies

* Resolve sequence challenges due to repetitive sequences

* Determine gap size and location

e Confirm the accuracy of assembly with a non-sequencing method
before publishing

* Generate in silico Optical Maps from published sequences using
the MapSolver software tool
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