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Genomics

© De novo assembly of any genome size
© Read mapping for reference genome
© Variant detection

© Support NGS hybrid assembly

© Visualization of genome information

© RNA-seq analysis

Transcriptomics

© Small RNA analysis
© Expression profiling by tags
© Gene expression analysis

Epigenomics

© ChlIP-seq analysis

© Peak finding and peak refinement
© Case/control analysis

Support NGS multi platform
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De novo assembly
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Variation detection
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Reference assembly
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RNA-Seq analysis
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Genome informatics framework
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Classical sequence analysis
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