S2 Figure: Predicted amino acid sequences of the wildtype and mutant MKLN1 proteins
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An alignment of the canine wildtype MKLN1 protein with the predicted translation product of the mutant

transcript is shown. Skipping of exon 4 leads to a frameshift and an early premature stop codon. The

predicted mutant protein lacks 630 amino acids (86%) of the wildtype protein. The wildtype canine MKLN1

protein has the same length of 735 amino acids as the human MKLN1 protein (NP_037387.2) and differs

in only 6 amino acids from its human homolog, which corresponds to 99.2% sequence identity. Important

functional domains of MKLN1 are highlighted and annotated.



