
Roadmap for filtering Massively Parallel Sequencing (MPS) datasets

Quality control and filtering MPS data 3

Lane quality (e.g., Fastqc)
Adaptor removal (e.g., cutadapt)

Demultiplexing and read quality trimming (e.g., process_radtags)

Alignment (de novo (e.g., ustacks) versus mapping to a reference genome (e.g., BWA))

SNPs calling (e.g., stacks2)

Filtering (e.g., see the steps detailed below)

Quality insurance steps crucial to remove artifactual and uninformative markers 
to have reliable of genetic parameters 

Filtering steps that should not necessarily done, it would depend on the subsequent 
analysis that need to be done 

   Will you consider haplotype or SNP level statistics ? 8
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Allelic dropout due to mutations in cut sites 6,7 

Variation in DNA quality

Variation in DNA concentrations

Shotgun sequencing

Overall number of reads per individual (locus) is probably 
the most important determinant of missing data 

How to reduce the variance in read number: 

Missing data***
Sources of missing data

Sequence identity cutoffs 4

Coverage thresholds 5

Optimization of assembly 5
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Principal Coordinates Analysis (PCoA)
 Identity by Missing (IBM) with strata = POP_ID

Anne-Laure Ferchaud, Jean-Sébastien Moore, Eric Normandeau, Laura Benestan, Thierry Gosselin, Louis Bernatchez

suggested workflow1

Exploring patterns of missing is an 
important step to decide whether or not 
some populations or individuals should be 
excluded.

Individuals with high proportion of missing 
data could have elevated homozygosity 
(probably suggesting allelic dropout)
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