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	Pipeline
	Description
	Availability

	trimmomatic-nf
	Performs trimming to remove poor quality sequences and technical sequences such as adapters. It should be used with high-coverage genomic DNA
	http://github.com/andersenlab/trimmomatic-nf

	alignment-nf
	performs alignment for wild isolate sequence data on strain and isotype levels, and output BAMs and related information
	https://github.com/AndersenLab/alignment-nf

	concordance-nf
	The concordance pipeline is used to detect sample swaps, identify samples with quality issues, and determine which wild isolate strains should be grouped together as an isotype
	https://github.com/AndersenLab/concordance-nf

	wi-nf
	Calls variants for wild C. elegans isolates
	https://github.com/AndersenLab/wi-nf
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