SupMat Table 1- Alignment of four humpback whales transcripts 44148, 52515, 48573, 48227 with AF445639 Bos Taurus mRNA TYR. The alignments start at nucleotide 346 in exon one and end at nucleotide 1612 in exon five, with numbering starting from the first nucleotide of the transcription initiation site of the cow TYR gene. * indicate missing sequence.  - JHered


AF445639 CGACTTTTGGTGAGAA-GAAACATCTTTGATTTGAGTGTCCCAGAGAAGAACAAGTTTCTTGCCTATCTCA

44148    --------A-------AA------------------------------------A-----------C----
AF445639 CTTTGGCAAAACATACCACCAGCCCAGACTACGTCATCCCCACGGGCACCTATGGCCAAATGAATCATGGAACAACACCCCTGTTTAATGACGTCA
44148    ----A--G--------T--------------T-----------A---------------------A----GT-------T------------A---
Reverse primer







TACTTGGGGGCTCTGAAATC



AF445639 GTGCTTACGACCTCTTTGTCTGGATGCATTATTATGTGTCAAGGGACACGCTGCTTGGGGACTCTGAAGTCTGGAGAGACATTGATTTTGCTCATG
44148    ACAT---T---------------------------------------G-A--A-------G-------A---------------------------
AF445639 AAGCCCCAGGTTTCCTGCCTTGGCATAGACTCTTCCTGCTGCTGTGGGAACAGGAAATCCAGAAGCTGACCGGGGATGAGAACTTCACGATTCCAT
44148    ----A------------------------------T--------------A-A-----------------AA----------------T-------
AF445639 ACTGGGACTGGAGAGATGCAGAAAACTGTGACGTTTGCACAGATGAGTACATGGGAGGGCGCAACCCTGCAAACCCTAATCTACTCAGCCCAGCAT
44148    -------T---C-------------T----------------------------------------------------------------------
AF445639 CCTTCTTCTCCTCTTGGCAGATCGTCTGCAGCAGACTGGAGGAGTACAACAGTCGCCAGGCTTTATGCAACGGGACGTCTGAGGGACCATTAC
44148    -------------*********
52515                          -A--------CA-T----------------C--T—-C--------------------C--------GA---
AF445639 TGCGCAATCCTGGAAACCACGACAAAGCCAGGACCCCGAGGCTCCCCTCCTCGGCTGATGTGGAGTTTTGCCTGAGTTTGACCCAGTATGAATCAG
52515    -------------------------------------A------****************************************************
AF445639 GTTCCATGGATAAAGCTGCCAATTTCAGCTTTAGAAATACCCTGGAAGGATTTGCTGATCCAGTTACTGGGATAGCAGATGCCTCTCAAAGCAGTA
48573    *************************-------C-------A---------------AG---GC----------------------A----------
AF445639 TGCACAATGCCTTGCACATCTACATGAACGGAACGATGTCCCAGGTACCAGGATCTGCCAATGATCCCATCTTCCTTCTTCATCACGCGTTTGTTG
48573    ----------------------------
48227                                ***********----A--------------------------T--------------T--A-------
AF445639 ACAGTATTTTTGAACAGTGGCTTCGAAAGTATCATCCTCTTCAAGATGTTTATCCAGAAGCTAATGCACCCATTGGGCACAACCGGGAATCCTACA
48227    ---------------------------G-C-C—G------------A--------------C----------------------------------
AF445639 TGGTTCCTTTCATCCCTCTCTACAGAAACGGTGACTTCTTTATTTCATCCAAAGATCTAGGCTACGACTATAGCTACCTACAAGATTCAGAACCGG
48227    ----------T--A--------------T-----T----------------G------G--T----------------------------G---A-
AF445639 ACATTTTTCAAGATTACATTAAGCCCTACTTAGAACAAGCGCAACGAATCTGGCCGTGGCTCATTGGGGCAGCTGTGGTTGGGTCCGTCCTTACTG

48227    ---G------------------A-----------------AAGT-AG--------A-----------------CA----A-----T-----C----
AF445639 CTGTGCTGGGAGGACTTACTAGCCTGTTATGTCGTCGAAAGAGAAACCAGCTTCCAGAAGAAAAGCAGCCCCTGCTCATGGAAAAAGAGGATTACC
48227    -C--------------C-----------G----A------------G--------T--------------A--C--T-----C--G-----CC---
AF445639 ACAATTTGATGTATCAGAGCCATTTATGAAAGGTTTAGGCAATAGAGC

48227    ---GC---T-------------G----A-----C---A------****

