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Amplicon Seq



Amplicon Seq Data Processing Pipeline

Primary outputs:
• Recovered ASV/OTU sequences (fasta)
• Counts of sequences per sample
• Taxonomic classifications of sequences
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Amplicon Processing Overview

• SILVA DB for 16S
• UNITE DB for ITS



Amplicon Seq Data Processing Pipeline on GitHub

https://github.com/nasa/GeneLab_Data_Processing



Amplicon Seq Data Processing Workflow on GitHub

https://github.com/nasa/GeneLab_Data_Processing
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Metagenomics



Metagenomics Data Processing Pipeline

• kraken2

Human-read
removal

Primary outputs:
• UniProt gene families
• MetaCyc pathways
• KEGG KO summaries

Primary outputs:
• Assemblies (fastas)
• Genes (amino acid/nucleotide fastas, gff)
• Contig-level coverage and taxonomy
• Gene-level functional annotation, coverage, and taxonomy
• KEGG KO all-sample combined table with coverages
• Combined all-sample taxonomy table with coverages
• High-quality Metagenome-Assembled Genomes (MAGs, fasta)
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Illumina Metagenomics Overview

All metagenomics 
datasets in GeneLab 

are run through a 
human-read removal 

process



Metagenomics Data Processing Pipeline on GitHub

https://github.com/nasa/GeneLab_Data_Processing



Metagenomics Data Processing Workflow on GitHub

https://github.com/nasa/GeneLab_Data_Processing
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Microarray



Microarray Data Processing Pipeline



Microarray Data Processing Workflow with V&V – Coming Soon
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RNA Seq



RNA Seq Data Processing Pipeline



RNA Seq Data Processing Pipeline on GitHub

https://github.com/nasa/GeneLab_Data_Processing



RNA Seq Data Processing Workflow with V&V – Coming Soon



Questions?


