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KEY FEATURES

» Sequence view » Reference & De novo assembly « BLAST/Local BLAST

+ Primer design + Trim sequence + Database search

+ Cloning + Alignment & Phylogenic tree » RNAstructure prediction
+ Restriction site analysis + Expression analysis + 3D Protein structure

A comprehensive workbench for DNA, RNA, [ . l ——
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Primer design
Standard PCR, nested PCR, TagMan PCR, sequencing primers
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Database search
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