Supplementary Figure S3. The prediction of DUXA derived from Bos taurus isolate L1 Dominette 01449 registration number 42190680 breed Hereford
chromosome 18, ARS-UCD1.2, whole genome shotgun sequence. Three possible ORFs for exons, but not introns, are depicted. Putative protein sequence
is highlighted in yellow. Sequences from StringTie merge prediction and confirmed cDNA are drawn as lines below the corresponding sequences. Cloning
primers are drawn as line arrows. Splice sites are underlined and codons split by two exons are coloured red. The homeodomains are highlighted in green.
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10001 CTGCTCATATAAAAGCCAACTAGCTGGTGCTGCTTGTCTGCCTTCTGTTGGAAACAGCCTTTGGAGCTCCTCTGCAGACGGGTCAAGACGGTCCTTCAGA 10100
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GCATTGCCTTCCAATGAAGGAATGCAGGTTTAACTGCTCACTGGGGAGCTAGGATCCCACGTGCCTCATGGCCAAAAACCAGAAGGGAAACAACAGATGC

AATATTGTAACAAATTCAATGCAGACTTTAAAAATGGTCCATATAAAAAAATCTTTTAAAAAAGAGATTATTATAGCAAATTGTGTTAGGACCAGGTCAT
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CCTTTTGGGGGCCATGTCATGGCACGTGGGATTTCAGTTCCCTGACCAGGGATTGAGCTCATGCTACCTGCATGTACTAACCACTGGACCACCAGGGCAG
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Bt e e e B B e B
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e el L B e e e R Ean et EE R EES SRR PER SRRy
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CCACAGACACAGCAACAACCCCCCCAAAAAAATTTCAGAATTTTGAACTTTATCTTGAAATGTGAGACTTTCCCAGATGTCATATGGAATGTCCGTGGTT
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