Clean raw reads

Probe dataset

Remove exogenous
sequence

Contig dataset
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Map to target
RAD loci (130 bp)
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Assemble supernatant
replicates into contigs

Mask hDNA damage
(formalin-fixed replicates)
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Match contigs to target
RAD loci

Call SNPs, filter
& chose one
random SNP/locus
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Align matching contigs
& call consensus
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Map to contig-based
reference (~ 450 bp)
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Mask hDNA damage
(formalin-fixed replicates)
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Call SNPs & filter
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Prune SNPs from
flanking regions, chose
one random SNP




