5&%,%& eyl CLC Microbial Genomics Module
Metagenome EAM1} MLSTE &1 ZHHSHA|

N
Key features
16s rRNA Analysis Whole Metagenome Analysis Typing and Epidemiology
© OTU clustering © De-novo assembly © MLST
o Alpha diversity o Gene Ontology term © SNPs tree
© Beta diversity © Pfam domain annotation o K-mer tree
© PERMANOVA © Metadata management
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‘ao Download GO Database
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[ Annotate CDS with Best BLAST Hit
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@ Build Functional Profile
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- @& Typing and Epidemiology (beta)
%5 Download Bacterial Genomes from NCBI
%5 Download Pathogen Reference Databases
ﬁ?‘ Download Database for Find Resistance
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1. Find Best Matches using K-mer Spectra
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Expert-configured Workflow
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Whole Metagenome Analysis
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Typing and Epidemiology
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