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Motivation behind META-pipe
● Lack of metagenomics resources for the marine domain
● “Lack” of metagenomics resources for analysis of full-length genes 
● User simplicity
● Resource availability

Mineta, Katsuhiko, Gojobori, Takashi 2016 Gene, ISSN: 1879-0038, Vol: 576, Issue: 2 Pt 1, Page: 724-8
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Steps prior to bioinformatic analysis
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Biological Overview of Meta-pipe
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Biological Overview
Preprocessing

● SeqPrep – Merging of Illumina reads
● Trimmomatic – QC of reads
● (DeconSeq) – Filter unwanted sequences with 

reference
● rRNASelector – Removal/Extraction of rRNA 

sequences
● MEGAHIT – Assembly 



Tromsø, May, 2018

Biological Overview
Taxonomic Classification

● Kaiju - Classification of reads using protein reference databases
● Mapseq - High throughput rRNA sequence classification

● KronaTools – Visualization of output 
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Biological Overview
Binning

● BBMap - Coverage calculation
● MaxBin - Binning of contigs
● BBSketch - Taxonomic assignment of bins
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Biological Overview
Taxonomic Classification
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Biological Overview
Functional Analysis

● PRIAM – Annotation of EC-numbers 
with RPS-blast

● Uniref50 – Clustered UniProt using 
Blast

● InterPro – Collection of 14 databases 
queried with InterProScan 
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Biological Overview
Functional Analysis
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Inclusion and processing of MarDBs

�MarRef integrated with Meta-pipe
�MarDB scheduled for integration with Meta-pipe
�Meta-pipe currently processing samples for MarCat 
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User Access
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User Access
Galaxy with NeLS-idp
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User Access
Webapp with ELIXIR-AAI
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User Access
Webapp with ELIXIR-AAI
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User Access
Webapp with ELIXIR-AAI
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Output
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Output
Visualization of contigs in detail
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Output
Visualization prototype
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