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Whole Genome Sequence Assembly

Rapidly Orders Contigs Against a  
Whole Genome Optical Map Scaffold

The MapSolver™ software tool correctly and rapidly 
aligns unordered sequence contigs to matching regions 
on the Optical Map. Alignment lines are drawn between 
compared Optical Maps to show placement. Crossing 
alignment lines indicate reverse orientation. Multi-color 
areas indicate a misassembly. Gap size and location are 
visualized and enable further targeted analysis for whole 
genome closure. 

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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Multi-color areas (Contig 
16) indicate a misassembly 
of 4 separate Contigs.
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An unordered group of contigs from a sequencing project are 
converted to Optical Map data in preparation for alignment to 
the Optical Map scaffold below.
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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

•	 Identify and correct misassemblies

•	 Resolve sequence challenges due to repetitive sequences

•	 Determine gap size and location

•	 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

Identifies Best Sequencing Target

Optical Map similarity clustering describes the percent 
difference of the genomes between 13 E. coli isolates 
relative to the published sequence of E. coli O157.  
Optical Map similarity clustering can be used to identify 
the best sequencing targets. These sequencing targets 
can then be compared at the whole genome level to 
discover differences and similarities in the whole  
genome architecture.
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