Supplementary Table 1:  Multiple Sequence Alignment of 32 ASIP Proteins

A BLASTP (version 2.2.23) search was performed on UniProtKB (release 2010_10) with the Alpaca protein sequence as the query, an expectation threshold of 0.0001, Blosum62 scoring matrix, no filtering, and allowing gaps. The search resulted in 194 sequences, and 32 of these sequences were subsequently chosen for multiple sequence alignment (MSA) as detailed in the methods. The 32 sequences were chosen according to four criteria: (1) only one species was represented by each sequence in the MSA, (2) the protein name was listed as 'Agouti Signalling Protein', (3) high expectation value, and (4) represented a range of sequence identities from 40% in Goldfish (Uniprot accession: Q5CC35) to 85% in pig (Uniprot accession: Q6ZYM3).

