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family. the accession to the grain is diminished. This means that the algorithm is not applied on the best signals and there are more parameters that are set by the user (e.g. search window, search domain, threshold and similarity coefficient). A threshold of 0.1% at each bin can be set in the data of each series. Conclusions {#sec:conclusions} =========== We have presented a method for alignment
of whole-genome rice blast data sets. The alignment is designed to be flexible and can be applied to a wide range of data sets, making it suitable for the alignment of population, quantitative and phenotyping data sets. In population and quantitative data sets, phenotyping and genotyping data are aligned separately and the results are combined at the end to maximize the use of the available data. The
alignment is implemented in an R package, `pimba`, and is released under a GNU GPL license. The alignment method does not require any genotyping calls and thus can be applied to data sets that do not have available genotyping calls. In addition, the alignment method does not use any particular reference. It may however introduce artificial discontinuities in the alignment when the reference used
for alignment is not closely related to the population under study. An alignment is required for an association study in order to minimize false positives and false negatives due to the marker order on the genome. We have demonstrated the usefulness of the alignment on rice blast data sets by measuring the coverage of SNPs that are included in a common 50K SNP panel [@public2010; @jensen2013;
@jensen2014] with the population under study. The results show that the alignment of whole genome data sets increases the coverage by approximately 20%, and we have shown how the alignment is important for the detection of SNPs on the genome. The alignment method can also be applied to data sets with whole genome sequences. 82157476af
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