Additional file 6: Manhattan plot of —logioP-values of the genome-wide association study for
hereditary ataxia in Parson Russell Terriers using a general model analysis. On the X-axis, the
SNPs are given by dog chromosome number. The —log;oP-values for each SNP genotype effect
are plotted against the SNP position on each chromosome. Chromosomes are differentiated by
colors. The color keys are given below the plot. The blue line indicates the threshold of the —

logioP-values for genome-wide significance after Bonferroni correction.
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