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GENOMICS EPIGENOMICS METAGENOMICS

» De novoassembly of any genome size « ChlP-seq analysis « OTU clustering

» Read mapping for reference genome + Peakfinding and peak refinement « Taxonomic analysis
» Variant detection « Case/Control analysis « Alpha/Beta diversity
+ Support NGS hybrid assembly « Bisulfite sequencing analysis « De novoassembly

» Visualization of genome information « Histone ChIP-seq analysis « Gene ontology term

+ Genome Finishing

TRANSCRIPTOMICS

» RNA-seq analysis + MLST
+ miRNA analysis » SNP tree
+ Expression profiling » K-mertree

» DEG analysis

NGS Expansion with GWB Premium
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QIAGEN CLC Genomics Workbench Premium
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to-VCF Processing
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Outbreak Analysis
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TYPING AND EPIDEMIOLOGY

» Metadata management

« Pfam domain annotation

SINGLE CELL ANALYSIS

+ Gene expression analysis

« RNA velocity

» Immune repertoire analysis

« Chromatin accessibility analysis

Microbial typing and epidemiology
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Microbial profiling
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Genome finishing module
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Assembly

Export
Contigs

« Join overlopping contigs
» Resolve Misassemblies
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LightSpeed analysis
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Single cell analysis
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