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Multiple sequence alignment
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Key features
Sanger sequencing Data Next-Gen Sequencing Data Connections
o Sequence Editing & Trimming o De Novo Assembly o BLAST search
o Sequence Assembly o Reference Guided Alignment o Primer design
o Alignment o Multiplex ID o Alignment
o Restriction Mapping o SNP Analysis o Phylogenetic trees
o SNP Detection o Methylation Studies
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Analyze NGS data
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