Roadmap for filtering Massively Parallel Sequencing (MPS) datasets
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to have reliable of genetic parameters
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Proportion of missing data 4 o p 00 o' - 0’ 03 / (*), at nucleotide positions 4, 11 and 15. These 3 SNPs could be treated as three different markers (**). Several classic analysis would treat these 3 markers as
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filtering and genotyping.
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