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» De novoassembly of any genome size » RNA-seq analysis « ChIP-seq analysis

» Read mapping for reference genome « micro RNA analysis « Peak finding and peak refinement
+ Variant detection (High performance) « Gene expression analysis « Bisulfite sequencing analysis

+ Hybrid assembly (Short + Long) (PCA, Heatmap, Venn diagram) « Histone ChIP-seq analysis

» Visualization of genome information « Detection of fusion genes « Transcription factor ChIP-seq

Support NGS multi platform
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BE. Import Gene-pseudogene Table.

De novo assembly
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Variation detection
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RNA-Seq analysis ChIP-Seq analysis
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