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Assemble Genomes with SPAdes Element
CASAVA FASTQ Filter Element
Cut Adapter Element
Extract Consensus from Assembly Element
Extract Coverage from Assembly Element
FASTQ Merger Element
FASTQ Quality Trimmer Element
FastQC Quality Control Element
Filter BAM/SAM Files Element
Genome Coverage Element
Merge BAM Files Element
Remove Duplicates in BAM Files Element
Slopbed Element
Sort BAM Files Element

https://doc.ugene.net/wiki/display/WDD17/Assemble+Genomes+with+SPAdes+Element
https://doc.ugene.net/wiki/display/WDD17/CASAVA+FASTQ+Filter+Element
https://doc.ugene.net/wiki/display/WDD17/Cut+Adapter+Element
https://doc.ugene.net/wiki/display/WDD17/Extract+Consensus+from+Assembly+Element
https://doc.ugene.net/wiki/display/WDD17/Extract+Coverage+from+Assembly+Element
https://doc.ugene.net/wiki/display/WDD17/FASTQ+Merger+Element
https://doc.ugene.net/wiki/display/WDD17/FASTQ+Quality+Trimmer+Element
https://doc.ugene.net/wiki/display/WDD17/FastQC+Quality+Control+Element
https://doc.ugene.net/wiki/pages/viewpage.action?pageId=16122668
https://doc.ugene.net/wiki/display/WDD17/Genome+Coverage+Element
https://doc.ugene.net/wiki/display/WDD17/Merge+BAM+Files+Element
https://doc.ugene.net/wiki/display/WDD17/Remove+Duplicates+in+BAM+Files+Element
https://doc.ugene.net/wiki/display/WDD17/Slopbed+Element
https://doc.ugene.net/wiki/display/WDD17/Sort+BAM+Files+Element
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