
Responses

The formula above calculates genotype likelihoods from sequenced nucleotides at
each locus and individual. Whilst in downstream analyses we consider only diallelic
variation in SNPs, we allow for multiple nucleotides to be present in the sequencing
reads and to contribute to the calculation of genotype likelihoods, as per standard
practice in the field (McKenna et al. Genome research 20(9), 1297-303 2010). This
being said, similarly to other software for NGS data analysis, HMMploidy has a
filtering option to remove sequenced nucleotides representing non-major alleles if
their proportion is below a threshold chosen by the user. which are not among the
two most common ones at each locus. This information is provided in the software
manual on github, specifically with options:

● -m or --min_non_major_freq: Set the minimum frequency of non major alleles
for bases to be included in the calculations.

● -M2 or --max_minor2_freq: Set the maximum frequency of third most prolific
alleles for bases to be included in the calculations.

● -M3 or --max_minor3_freq: Set the maximum frequency of fourth most prolific
alleles for bases to be included in the calculations.



● F is the population allele frequency, which is estimated as in Equation 1 from
the supplementary material. F is used to calculate genotype prior probabilities.

● We now add in the text: “Values {0,1} can be considered as the reference and
alternate allele, respectively, with other polarisations being possible (e.g.,
ancestral and derived allele).”


