[bookmark: OLE_LINK98][bookmark: OLE_LINK99]Tyr1 gene sequence in this study (sequence ID refer to Table 1):
>CIB20180827001
[bookmark: _GoBack]GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGGTGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAACGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
>CIB20180827002
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCACCATGATCAGAAAGGAGATCTTCAGGGTGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
>CIB20110629005
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATTGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAAATT
>CIBLS20150627003
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGATGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATAATAATTT
>CIBLS20150628007
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTATAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGATGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
>CIBLS20150628002
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGATGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATAATAATTT
>CIBLS20150628005
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGATGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATAATAATTT
>CIBLS20180628001
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGATGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATAATAATTT
>CIBLS20180628002
GGTCCCCTCTAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCATGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGATGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATAATAATTT
>CIB20110629011
AGTCCCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCCTCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACCGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGCCTACGATCTGTTTGTGTGGCTGCATTACTATGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGACCAACATAGATTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGTGACAGGGGACGATAATTT
>CIB20110629010
AGTCCCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTTTACAACAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCCTCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTGTTGCCACCGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGCCTACGATCTGTTTGTGTGGCTGCATTACTATGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGACCAACATAGATTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGTGACAGGGGACGATAATTT
>CIB20110629008
AGTCCCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCCTCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACCGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGCCTACGATCTGTTTGTGTGGCTGCATTACTATGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGACCAACATAGATTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGTGACAGGGGACGATAATTT
>CIB2011081601
AGTCCCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAATAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAACTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTACGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGATTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
>CIB2011081602
AGTACCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAATAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGCTGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTATGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
>CIB2011081603
AGTACCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAACTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTACGCCTCCAGAGATGCCTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGGTTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
>CIB20110629001
AGTCCCCTCCAACTCCCCTGTGGGTGCCCAGTTCCCTTTCTCGGGCATTGATGACCGAGAAAACTGGCCCATTGTCTTCTACAACAGGACATGCCAATGCCAGGGTAACTTCACGGGCTACAATTGCGGTGAGTGCAGGTTTGGCTACACAGGACCAAACTGCACTGTTAGACGCAACATGATCAGAAAGGAGATCTTCAGGATGACCACGGCTGAGAAGGACAAGCTCATCGCCTACCTCAACTTGGCCAAGCGTACCATCAGCCAAGACTACGTTATTGCCACTGGCACTTACGAGCAGATGAACAATGGCTCCAATCCGATGTTCGCAGATATCAATGTCTACGATCTGTTTGTGTGGCTGCATTACTATGCCTCCAGAGATGCTTTCTTGGAAGATGGCAGTGTGTGGGCCAACATAGACTTTGCCCATGAGGCCCCTGGCTTTCTACCTTGGCACAGATTCTTTCTGCTGCTTTGGGAACGGGAAATCCAGAAGGCGACAGGGGATGATAATTT
