Additional file 2: File S1. Sequences of Dof genes and coding proteins used in this research.
1.  CDS sequences
>TaDof1.1-1A
ATGGCGTCGCCCTTTCCGCCCGGCTCTTCTTCCTCTTCCGCTTCGTCGCCCCTCTCTTACCTGATCCCTAGGCAGCCGCCGCCTTCCTCCGTCGTGGCGCAGGGCTTCTCGTGCGGCGCTCTGGTGCAGCAGGCCGGAGGATTATACGGTGCCGACGGCGTCGGGGCGCTGGAGGTGAGGCAGGGGGGCAGGCACGCGGGCCACCCGCCGCTGCCGCGCCCGCCGCCGCGGCAGTGCCCGCGCTGCAGGTCGGCCAACACCAAGTTCTGCTACTACAACAACTACAGCCGCAAGCAGCCGCGCTACTTCTGCCGGGCGTGCCGCCGGCACTGGACCGAGGGCGGCACGCTCCGCGACGTGCCCGTCGGTGGCGGCCGCAAGAACAGGCGCAACGGCGGGGGCAAGGGCGGCGCTAAGGCTCCCTCCACCGTCGTCACCACGGAGGTGTCTGCTGCGGCGGCGACGGCGGCTACCCAGGGCAGCGGTGCAGGCGGACCGGCCGGCGCCGTCGACGCGTTCATCCCGGCCGACATCCTGAGGCAGATGCTGTCCCAGTCGGCAAGCTTCACGGCCGTCGGCGGGGGCGGCGGCTACGGCATCGACCTGAGCGCGTGGCAGCAAATGAGCGGTGCCGCACCAGCACCGCAGGGCGCCAGCGATGTTGGCGCGGCCGGAGGCACGGCTCTGGCGGCAGATGCCAACTGCGGCACAGGCGCGCAGTACTGGAGCGGATGGCAGCTGCAGGATGACATGCCCGGTTTCGACGGGACTTTCTAA
>TaDof1.2-1B
ATGGCGTCGCCCTTTCTGCCCGGCTCTTCTTCCTCTTCCGCTTCGTCGCCCCTCTCTTACCTGATCCCTAGGCAGCCGCCGCCTTCCTCCGTCGTGGCGCAGGGCTTCTCATGCGGCGCTCTGGCGCAGCAGGCCGGGGGATTATACTGTGGCGACGGCGTCGGCGCGGCGGGCGGCGTCGGGGCGGTGGAGGTGAGGCAGGGGGGCAGGCACGCGGGCCACCCGCCGCTGCCGCGCCCGCCGCCGCGGCAGTGCCCCCGGTGCAGGTCGGCCAACACCAAGTTCTGCTACTACAACAACTACAGCCGCAAGCAGCCGCGCTACTTCTGCCGGGCGTGCCGCCGGCACTGGACCGAGGGCGGCACGCTCCGCGACGTGCCCGTCGGTGGCGGCCGCAAGAACAGGCGTAACGGCGGTGGCAAGGGCGGCGCTAAGGCCCCCTCCACCGTCGTCACCACGGAGGTGTCTACTGCGGCGGCGACGGCGGCTACCCAGGGCAGCGGTGCAGGCGGACCGGCCGGCGCCGTCGACGCGTTCATCCCGGCCGACATCCTGAGGCAGATGCTGTCCCAGTCGGGGAGCTTCACGGCCGTCGGCGGGGGCGGCGGCTACGGCATCGACCTGAGCGCATGGCAGCAAATGACCGGTGCCGCAGCAGCACCGCAGGGCGCCAGCGATGTTGGCGCGGCCGGAGGGACGGCTCCGGCGGCAGATGCCAACTGCGGCACAGGTGCGCAGTACTGGAGCGGATGGCAGCTGCAGGATGACATGCCCGGTTTCGACGGGACTTTCTAA
>TaDof1.3-2A
ATGGCTGCAGCGGGCGGGGGGGCTGCTGCGGCTGCGGCGGTGCAGCCAGCCGCCGCTGCGGGTGCGGGCGCGGGGAGGAGTAGCTCTTCCTCGGCCGGAGCAGGTGGCGCTGCCGGTGCCGGCACCGTGGCCGACCCGCGGGCGGAGGCGCTGCGTTGCCCACGCTGCGACTCGGCCAACACCAAGTTCTGCTACTACAACAACTACTCGCTGTCGCAGCCGCGCCACTTCTGCAAGGCCTGCAAGCGCTACTGGACGCGCGGGGGCACGCTCCGCAACGTCCCCGTCGGCGGAGGCTGCCGCAAGAACAAGCGCTCCAGGAGCAGCAACGGATCAGGGGGCAGGCCGGGCTCCTGCGCCGTCGTCGCCTCCTCGAACGCCGCTGCCGGGGGCATCACGTCGTCTACCTCCATGTCGCTCCCGCCGCCGGGCTCCCTCTCCTCGGCGCTGGGCCTCCACGGCCACGGGAGCAGCTCCCTGGCCTCGCTGCTGCTCGGGAGCGGCGCCTCAGGCGGCGACCACCTCGGCCTCTTCCACGCCATGCAGTCGGTCGTCTCGGACGCCACCGCCTACGAGATGCACCAGCAGCACCAGTCCCAGGTGGATCAGCTGCTGGGGCTCGGCTACGGCGCCGGCGACGCCAACGGCTCGCAGATCCACATCAAGCCCTGGCAGCAGCACCTTCAAGACGGCGCTGGCGGCCTCTTTGACGGCTTCTACGCGCCGCTGCTGTCCGGCTCCATCGTGCCGGGACTGGAGGAGCTGCATGTGAAAGCCGAGGCCACCGCCGGCGAGCACCACCACCACCAGCAGAAGAAGGCGACCGATGGGGATCAGCAGAGCTGGGATCAACATCCGACGTCGTCGTCTAACGTCGAGGCTAACATCATGGCCTCGGACGCGCTCATGGCCGCCGCCGCCGCGGCGTCCATGAACCCGGCGGTCAGCAACGCTGCCACGGCGCCGACGTCCTCCCCTCTCATGTACTGGGGCAACGGGGGCATCGGCGGCTCGCCTGCAGCGTGGCCAGATATGGCCAACTGCGGATCCTCCATTGCAACCTTCTTCTAG
>TaDof1.4-2B
ATGGCTGGCGCGGGCGGGGGGGCTGCTGCGGCTGCGGCTGCGGCGGTGCAGCCAGCCGCCGCTGCTGGCGCGGGGAGGAGCAGCTCTTCGTCGGCCGGAGGCGGTGGCACTGGCGGTGCCGTGGCGGACCCGCGGGCGGAGGCGCTGCGTTGCCCACGCTGCGACTCGGCCAACACCAAGTTCTGCTACTACAACAACTACTCGCTGTCGCAGCCGCGCCACTTCTGCAAGGCCTGCAAGCGCTACTGGACGCGCGGGGGCACGCTCCGCAACGTCCCCGTCGGCGGAGGCTGCCGCAAGAACAAGCGCTCCAGGAGCAGCAACGGATCAGGGGGCCGGCCGGGCTCCTGCGCCGTCGTCGCCTCCACCAACGCCGCTGCCGGCGGCATCACGTCGTCTACCTCCATGTCGCTCCCGCCGCCGGGCTCCCTCTCCTCGGCGCTGGGCCTCCACGGCCACGGGAGCAGCTCCCTGGCCTCGCTCCTGCTCGGGAGCGGCGCCTCAGGCGGCGACCACCTCGGCCTCTTCCACGCCATGCAGTCGGTCGTCTCGGACGCCACCGCCTACGAGATGCACCAGCAGCACCAGACCCAGGTGGATCAGCTGCTGGGGCTCGGCTACGGCGCCGGCGACGCCAACGGCTCGCAGATCCACATAAAGCCCTGGCAGCAGCACCTTCAAGACGGAGCTGGCGGTCTCTTTGACGGCTTCTACGCGCCGCTGCTGTCCGGCTCCATCGTCCCGGGACTGGAGGAGCTGCATGTGAAAGCCGAGGCCACCGCCGGCGAGCACCACCACCACCACCACCAGAAGAAGGCGACCGATGGGGATCAGCAGAGCTGGGATCAACATCCGACGTCGTCGTCTAACGTCGAGGCTAACATCATGGCCTCGGACGCGCTCATGGCCGCCGCCGCCGCGGCGTCCATGAACCCGGCGGTCAGCAACGCTGCCACGGCGCCGACGTCCTCCCCTCTCATGTACTGGGGCAACGGGAACATCGGCGGCTCGCCTGCAGCGTGGCCAGATATGGCCAACTGCGGATCCTCCATTGCAACCTTCTTCTAG
>TaDof1.5-2D
ATGGCTGGCGCGGGCGGGGGGACTGCTGCGGCTGCGGTGGTGCAGCCAGCCGCCGCTGCTGGCGCGGGGAGGAGCAGCTCTTCGTCGGCCGGAGCCGGTGGCGGTGGCGCTGGGGGCGGTCCCGTGGCGGACCCGCGGGCGGAGGCGCTGCGTTGCCCACGCTGCGACTCGGCCAACACCAAGTTCTGCTACTACAACAACTACTCGCTGTCGCAGCCGCGCCACTTCTGCAAGGCCTGCAAGCGCTACTGGACGCGCGGGGGCACGCTCCGCAACGTCCCCGTCGGCGGAGGCTGCCGCAAGAACAAGCGCTCCAGGAGCAGCAACGGATCAGGGGGAAGGCCGGGCTCCTGCGCTGTCGTCGCCTCCTCCAACGCCGCTGCCGGCGGCATCGCGTCGTCTACCTCCATGTCGCTCCCGCCGCCGGGCTCCCTCTCCTCGGCGCTGGGCCTCCACGGCCACGGGAGCAGCTCCCTGGCCTCGCTGCTGCTCGGGAGCGGCGCCTCGGGCGGCGACCACCTCGGCCTCTTCCACGCCATGCAGTCGGTCGTCTCGGACGCCACCGCCTACGAGATGCACCAGCAGCACCAGACCCAGGTGGATCAGCTGCTGGGGCTCGGCTACGGCGCCGGCGACGCCAACGGCTCGCAGATCCACATCAAGCCCTGGCAGCAGCACCTTCAAGACGGAGCTGGCGGTCTCTTTGACGGCTTCTACGCGCCGCTGCTGTCCGGCTCCATCGTGCCGGGACTGGAGGAGCTGCATGTGAAGGCCGAGGCCACCGCCGGCGAGCACCACCACCATCACCAGAAGAAGGCGACCGATGGGGATCAGCAGAGCTGGGATCAACATCCAACGTCGTCGTCGTCTAACGTCGAGGCTAACATCATGGCCTCGGACGCGCTCATGGCCGCCGCCGCCGCGGCGTCCATGAACCCAGCGGTCAGCAACGCTGCCACGGCGCCGACGTCCTCCCCTCTCATGTACTGGGGCAACGGGAACATCGGCGGCTCGCCTGCAACGTGGCCAGATATGGCCAACTGCGGATCCTCCATTGCAACCTTCTTCTAG
>TaDof2.1-2A
ATGGCTCCAGCTTCCGCCTCGCTCCTCGCCGGCGCCAAGCGCTCCGCGGACGCTACTGAGCTTCCACAAGCGCAGGAGGGCGCGCTGACCAAGAAGAACGGCCAGAGCCAGCAGCAGAAGCTGGAGTGCCCGCGGTGCAGCTCCAGCGACACCAAATTCTGCTACTACAACAACTACAGCACGGCGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGCGGCACGCTGCGCAACGTGCCCGTCGGCGGGGCATGCCGCCGCGGCGGCAGCAGCAAGCGCCGCAGGCCCTCCGCTGAGCCCCAGACGACCTCCTCCGACTCGCCGCAGCCGGACCTCCAGGAGACGCGCCTTCTCTCCGACCACCCGCTCCCAGTCTTCCCGTTCCTCACCGACGGCGGCCCCGTCTTCCTGCCGCAGTTCGATCTCGGGCTCGGCGGGTTCCCCTGGACACCGGCGACCATGGACCACCTCTACGACGGGCTCGCGGCGCCGTGGGGTGGCTGCGACCGGGCGCTCGCCCCCACCGGCGCATGGGACGACTTCGGCGGCCTCGAGCTCGCCTGGCCACCACCGCCACCGGCCGGGAACTGA
>TaDof2.2-2A
ATGGCTCCAGCTTCCACCTCCCTCCTCCCCGCCGCCAGCTCCAACGCCGGCACCAAGCGCCCGTTCGCCGCGGAAGATTCCGACGCTACTGAGCTTCCACGGGCACTCCCGCAGGTCCAGGAGAGCGCGCCGGGCAAGAAGAACGGCAGCGGCCAGAGCCAGCAGCAGCAGCAGCAGCAGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACCACGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCAAGGCGGCACGCTGCGCAACGTCCCCGTCGGCGGGGCATGCCGCCGCCGCGGCAGCAGTAAGCGCTCCGCCGAGCCCCAGACGACCTCCTCTGACTCGCCGCAGCCGGAACTGCACGAGACGCGCCCTCTTTCCAACCACCCGCTCCCAGTCTTCCCGTTCCTCACCGAAGGCGGCCCTGTCTTCCTGCCGCAGTTCGATCTCGGGCTCGGCGGGTTCCCCTGGACACCGGCGACCACGGACCACCTCTACAACGGGCTCGCGGCCCCGTGGGGTGGCTGCGACCAGGCGCTCGCCTCCACCGGCGCGTGGGACGACTTCGGCGGCCTCGAGCTCGCCTGGCCACCACCGCCACCGGCCGGGAACTGA
>TaDof2.3-2A
ATGCGCTGCCCCGCCCGCAGTCCCGCACGGCATTCGATGGCTCCAGCTTCCGCCTCGCTCCTCCCCGTCGCCGGTGCCAAGCGCCCCTTCGCCGCCGACTCCGCCCCCGACGCTGCTGAACAAGAGCAAGAGGAACAGCTCGCGCAGGTCAGTCTCTGCTCACTGCTCACTCTGTCTCAATCCGGCAAGCAAGGAGGTGACCAGGAGGGAGCGGCGAGCAAGAAGAACGGCCACGGCCACGGCCAGAGCCAGCAGCAGCCGCCGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACCGCGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGCGGCACGCTCCGCAAGGTCCCCGTCGGAGGCGCGTGCCGCCGCCGCTCCGGCAGCGGCAAGCGCCGCAGGTCCTCCGCCGAGCCCCACACGCCCTCCTCCGACTCGCCGCCACCGCCGCAGCCGGAACAGCAGGACACGCTTCCCCCGCTCCCGGTCTTCCCGTTCCTCACCGACGGCGGCCCCGTCTTCCTGCCGCAGTTCGACCTCGGGCTCGCCGGGTTCCCGTGGACCACGCCGACGGCCACGGAGCACCTCTACGACGGGCTCGGGGCGCCGTGGGGTGGCTGCGACGGCGCGCTCGCCCCCACCGGCGCATGGGATGACTTCGGCGGCCTCGAACTCACCTGGCCTCTGGCGGCCGGAAACTGA
>TaDof2.4-2A
ATGGCTCCAGCTTCCGCCTCGCTCCTTCCCGCCGCCAGCGCCAAGCGCCCCTTCGCCCCCGACTCTGCCACCGACGCTGCTGAGAAAGAGCAACCACTCGCGCAGGAGAGCGCGGTGACCAAGAAGAACGGACAGAACCAGCAGCAGCAAAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAATTACAGCACCACGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGCGGCACGCTGCGCAAGGTCCCCGTCGGTGGCGCGTGCCGCCGCGGCTCCGGTAGCAGCAGCAAGCGCCGCAGATCTTTCGCCGAGCCCCACACGCCCTCCTCCGGCTCGCCACCACCGCCGCAGCCAAAACAGCAGGACACGCTGCCGCCGCTCCCTGTCTTCCCGCTCCTGACCGACGGCGCCGTCTACCTGCCGCAGTTCGACCTCGGGCTCGGCGGGTTCCCATGGACGGCACCGGCGGCCACGGACAACCTCTACGACGGGCTCGCGGCGCCGTGGGGTGGCTGTGACGGGGCGCTCGCCCCCACCGGCGCTTGGGACGACTTCGGCGGCCTCGTGCTCACCTGCCCGCCGCCTGCTGGG
AACTGA
>TaDof2.5-2A
ATGGCTCCAGCTTCCGCCTCGCTCCTCCCCGCCGCCGGCGCCAAGCGCCCCTTCGCCGCCGACTCCGCCCCTGACGTTGCTGAGCAAGAGCAGCCACTCGCGCAGGAGGAAGCGGTGACCAAGAAGAACGGCCAGAGCGAGCAGCCGAAGCTGGAGTGCCCGCGGTGTAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACGGCGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCAAGGCGGCACGCTGCGCAAGGTCCCCGTCGGTGGCGCCTGCCGCCGCGGCTCCGGCAGCAGCAGCAAGCGCCGCAGGTCCTCCGCCGAGCCCCACACGCCCTCCTCCGACTCGACGCCACCGCCGCAGCCAGAACAGCAGGACACGGTCCCCATGCTGCCGGTCTTCCCGTTCCTCACCGACGGCGGCCCCGTCTTCCTGCCGCAGTTCGACCTCGGGCTCGGCGGCTTCCCGTGGACGACGCCGGCGGCCACAGACAACCTCTACGACAGTCTCGCGCCGTGGGCTGCCTGCGACGGCGCGCTCGCCCCCACCGGCGCATGGGAGGGCTTCGGTGGCCTCGAGCTCACCTGGCCACCGTCACCACCCCCGGCGGCCGGCAACTGA
>TaDof2.6-2B
ATGGCTCCAGCCTCCGCCGGCGCCAAGCGCCCCTTCGCCGCCGACTCCGCCCACGACGCTGCTGAGCAAGAGCAATCACTCGCGCAGGTCCAGGAGAGCGCGGTGAGCAAGAAGAACGGCCAGAGCGAGCAGCCGAAGCTGGAGTGCCCACGGTGCAGCTCCACGGACACCAAGTTCTGCTACTACAACAACTACAGCACGGCACAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGCGGCACGCTGCGCAAGGTCCCCGTCGGCGGCGCCTGCCGCCGCGGCTCCGGCAGCAGCAGCAAGCGCCGCAGGCCCTCCGCCGAGCCCCACACGCCCTCCTCCGGCTCGCCGCAGCCGGACCAGCAGGAGCAAGACACGCTCCCCCCGCTCCCGGTCTTCCCGTTCCTCACCGATGGCGGCCCCGCCTTCCTGCCGCAGTTCGACCTCGGGCTCTACGACGGGCTCGCGGCGCCCACCGGCGCATGGGAGGACTTCGGCGGCCTTGAGCTCACCTGGCCACCACCGCCACCCCCGGAGGCCGGCAACTGA
>TaDof2.7-2B
ATGGCTCCAGCTTCCGCCTCCCTCCTCCCCGCCGCCGGCTCCAAGCGCCCCTTCGCCGCCGACTCCGCCCCCGACGCTGCTGAGCAAGAGCAGCCGCTCGCGCAGGTGAACTGTGGTGACCAGGAGAGCGCGGCGACCAAGAAGAACGGCCAGAGCCAGAGCGAGCAGCAGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACGGCACAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGCGGCACGCTGCGCAAGGTCCCCGTCGGCGGCGCGTGCCGCCGCGGCTCCGGCGGCAACAGCAAGCGCCGCAGGTCCTCAGCCGAGCCCCACACGCCCTCGTCCGACTCGCCGCAGCCGGACCAGGACGCGGGCCACCCCGGCCCGGACCTGCCGCTCCCGGTCTTCCCGTTCCTCACCGACGGCGCCGTCTTCCTGCCGCAGTTCGACCTCGGGCTCGGCGTGTTACCGTGGACGACACCAGCAGCCACGGACCACCTCTACGACTGGCTCGCGGCGCCGTGGGGTGGCTGTGACGGGGCGCTCGCCCCCGCCGGCGCGTGGGACGACTTCGGCGGCCTCGAGCTCACCTGGCCGCCGCCGCTGCCGCCTGCCGGGAACTGA
>TaDof2.8-2B
ATGGCCCCAGCTTCTGCCTCCCTCCTCCCCGCCGCCACCACCAAGCGCCCCGTCGACGCCCAAGACCCCGACGCTGCTGAGCATCCACTCCCGCAGGAGAGCGCGGTGACCAAGAAGGACGGCCAGAGTCAGCAGCAGCAGCAGCAGAGGCTGGAGTGCCCGCGGTGCAGCTCCAGCGACACCAAGTTCTGCTACTACAACAACTACAGCACCACGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGTGGCACGCTCCGCAACGTGCCCGTCGGCGGGGCATGTCGCCGTGCCGGCAAGCGCCGCAAGGCCTCCGCCGATCCCCAAACGCCCTCGTCCAACTCGCTGGCGCAGCAGCCGGACCTTCAGGACACGCGCTCCCTCCCGGACTTCCCATTCCTCACCGACGACGGCGCCGTCTTCCTGCCGCAGTTCGACCTCAGGCTCGGCCGGTTCCCATGGACGACGCCGGCGACCACGGACCACCTTTACGACGGGCTCGCGCCGTGGGGTGCCTGTGACGAGGCGCTCGCTCCCACCGGCGCTACGGGAGCGTGGGACGACTTCGGCGGCCTGGATCTCACCTGGCCACCGCCGCCACCCCCGGCGGCCGGCAACCGATGA
>TaDof2.9-2B
ATGGCTCCAGCTTCTGCCTCGCTCCTCGCCGGCGCCAAGCGCTCGGCCGACGCCACCCCTGACGCTGCTGAACTTCCACTAGCGCAGGAGGGCGCGGTGACCAAGAAGAACGGCCAGAGCCAGCAGCAACAGCCGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACCACGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCAAGGCGGCACGCTGCGCAACGTCCCCGTCGGCGGGGCATGCCGCCGCCGCGGCAGCAGCAAGCGCCGCAAGTGCTCCGCTGAACCCCAGACGACCTCCTCCGACTCGCCGCAACCGGACCTGCAGGAGACGCGCCCTCTCTCCGACCAACCGCTGCCGGTCTTCCCGTTCCTCACCGACGGCGGCCCCGTCTTCCTGCCGCAGTTCGATCTCGGGCTCGGCGGGTTCCCCTGGACACCGGCGGCCACGGACCACCTCTACGACGGGCTAGCGGCGCCGTGGGGTGGCTGCGACCGGGCGCTCTCCCTCACCGGCGCGTGGGACGACCTCGGCGGCCTCGAGCTCGCCTGGCCACCACCGCCACCGGCCGGGAACTGA
>TaDof2.10-2D
ATGGCTCCAGCTTCCGCCTCGCTCCTCCCCGCCGCCAGCTCCAAGCGCCCCTTCGCCGCCGACCAAGCCTCCGACGCTGATGAGCAAGAGCAGCCACTCGCGCAGGAGGGACCGGTGACCAAGAAGAACGGCGACGGCCAGAGTCAGCAGCAGCAGCCGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACCGCGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCACGGCGGCACGCTGCGCAAGGTCCCCGTTGGCGGCGCGTGCCGCCGCGGCTCCGGCAGCGGCAAGCGCCGCAGGTCCTCCGCGGAGCCCCACACGCCCTCCTCCGACTCGCCGCCACCGCCGCAGCAGCCGGAACAGCAGGACGCGCTCCCCCCGCTCCCGGTCTTCCCGTTCCTCACCGACGGCGCCGTCTTCCTGCCGCAGTTCGACCTCGGGCTCGGCGGCTTCCCGTGGACGGCACCGACGGCCACGGACCACCTCTATGACAGTCTCGCGCCGTGGGGTGGCTGCGACGGGGCGCTCGCCCCCTCCGGCGCGTGGGAGGACTTCGGCGGCCTCGAGCTTACCTGGCCACCACCGCCACCCCCGGCGGCCGGCAACTGA
>TaDof2.11-2D
ATGGCTTCAGCTTCCGCCTCGCTCCTCCCCGCCGCCGACTCCGCCCCCGACGCTGCTGAGCAAGAGCAGCCTCTCGCGCAGGTCAGTCTCTGCTCACTGCTCACTCTATCTCAATCCGGCCAGCAAGGAGGTGACCAGAAGGGAGCGGCGAGCAAGAAGAACGACCACGGCCATAGCCAGCAGCAGCAGCCGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACGGCGCAGCCGCGCCACTACTGCCGCGCCTGCCGCCGCTACTGGACGCACGGCGGCACGCTCCGCAAGGTCCCCGTCGGAGGCGCGTGCCGCCGCCGCTCCGGCAGCGGCAAGCGCCGCAGGTCCTCCGCCGAGCCCCACACGCCCTCCTCCGACTCGCCACCACCGCCGCAGCCGGAACAGCAGGACACGCTTCCCCCGCTCCCGGTCTTCCCGTTCCTCACCGACGGCGGCCCCATCTTCCTGCCACAGTTCGACCTCGGGCTCGCCGGGTTCCCGTGGACCACGCCGACGGCCACGGACCACCTCTATGACGGGCTCGGGGCGCCTTGGGGTGGCTGCGACGGCGCGCTCGCCCCCACCGGCGCATGGGATGACTTCGGCGGCCTCGAGCTCACCTGGCCTCTGGCGGCCGGAAACTGA
>TaDof2.12-2D
ATGGCTCCAGCTTCCGCCTCTCTCCTCCCCGCCGCCAGCTCCAACGCCGGCACCAAGCGCCCTTTCGCTGCGGAAGCCTCCGACGCTACTGAGCTTCCACTGGCACTCCCGCAGGTCCAGGAGAGCGCGGCGGGCAAGAAGAACGGCAACGGCCAGAGCCCGCAGCAGCAGGCGAAGCTGGAGTGCCCGCGGTGCAGCTCCACCGACACCAAGTTCTGCTACTACAACAACTACAGCACCACGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCATGGCGGCACGCTCCGCAACGTCCCAGTCGGCGGGGCATGCCGCCGAGGCGGCAGCAGCAAGCGCCGCAGGCCCTCCGCCGAGCCCCAGACGACCTCCTCTGACTCGCCGCAGCCGAACCTGGAGGAGACGCGCGCTCTCTCAGACCATCCGCTCCCAGTCTTCCCATTCCTCACCGATGGCGGCCCCGTCTTCCTGCCGCAGTTCGATCTCGGGCTCGGCGGGTTCCCCTGGACACCAGCGACCACAGACCGCCTCTACGGCGGGCTCGCGGCGCCGTGGGGTGGCTGCGACGGGGCGCTCGCCCCCACCGGCGCGACGGGAGCGTGGGACGACTTCGGCGGCCTGGAGCTCACCTGGCCCCCGGCGGCCGGCAACTGA
>TaDof2.13-2D
ATGGCTCCAGCTTCCGCCTCGCTCCTCGCCGGCGCCAAGCGCTCCGCGGACGCCGCCCCTGACGCTGCTGAGCTTCCACCAGCGCAGGAGGGCGCGGTGACCAAGAAGAACGGCCCGAGCCAGCAGCAGCAGCAGAAGCTGGAGTGCCCGCGCTGCAGCTCCACGGACACCAAGTTCTGCTACTACAACAACTACAGCACATCGCAGCCGCGCCACTACTGCCGCACCTGCCGCCGCTACTGGACGCAAGGCGGCACGCTGCGCAACGTCCCCGTCGGCGGGGCATGCCGCCGCCGCGGCAGCGGCAAGCGCCGCAGGCCCTCCGCTGAGCCCCAGACGACCTCCTCCGACTCGCCGCAGCCGGACATGCAGGAGACGCGCGCTCTCTCTGACCACCCGCTCCCAGTCTTCCCGTTCCTCGCCGACGGCGGCCCCGTCTTCCGGCCACAGTTCGATCTCGGGCTTGGTGGGTTCCCCTGGACACCGGCGACCACGGACCACCTCTACGACGGGCTCGCGGCGCCGTGGGGTGGCTGCGACCGGGCGCTCTCCCTCACCGGCGCGTGGGACGACCTCGGCGGCCTCGAGCTCGCCTGGCCACCACCGCCACCGGCCGGGAACTGA
>TaDof3.1-1A
ATGATCTTCCCCCCTTCATTCCTGGATTCCTCGAGCTGGAATGATAACCAGCATGCTCACCACCAGCAGGTCGCGGCCGCAAGTTGTGGTGGTGGCGCCGGCGACGGCGGCTGCAACAACCATGAGCTCCTGCAGCCATCAATCATGCAGCAGGGGACGCTTGCTGAAGGTGGGGACGGAGGCGGCAGCGGCGGGCAGGTGGTGGGGCCGGCGAAGCCCATGTCCATGTCGGAGCGTGCGCGGCTGGCTCGGGTGCCGCTGCCGGAGCAGGGGCTCAAGTGCCCGCGCTGCGACTCCGCCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCTCGCAGCCGCGCCACTTCTGCCGTGCCTGCCGCCGCTACTGGACCCGCGGCGGAGCGCTCCGCAACGTCCCCGTCGGCGGCGGCTACCGCCGCCACGCCAAGCGCGCCAAACCCAAGCAGGCGGCCGCGGCCGCGGCAGCGGGGGCACCGGCGGCCAGTGGCGCCGCTTCGGGTGGGTCGACCACGTCATCGACGACTTCCGCTTGCACGACCATGTCCAACCCGGCTCCCGTGCTCCCGGCGATGCTGCAGAACGGCGGTGGTGGCAACCTGTCCGGCCTCCTGCCACCGCTGCTCCGCCTCGCCGACTTTGATGCCATGAGCCTCGGCTCCACCTTCTCCGGCATGGGGAAGCCGTCCCCGGTCGACTCGCCAGCGGGCTACTACCTGGGAGGCGGCGGCGGCGGTGCCGTGCCCGGGCTGGAGCAGTGGAGAGTGCAGCAGATGCAAGGCTTCCCGTTCTTCCAAGCAATGGCCGACCAGCAGCACACACTGACCCCAGCTGCAGCGCCTGCAATGGCCATGCCGGGGATGTTCCACTACCTAGGCTTGGGCAACGGTGGTGATGGCCGCGGCGTCCATGAAGACGACGGAGGAGACCAACAGTTTCATCACGCGATGCCGTCAAAGAGAGAATGCTACCCGAGATCAGGCAGCATCGCCATGTACGGTGGTGATCACCACCTCACTGCTGGTGCTGGCTACACAAGCTCCTACTCCAATGCTGCCACAGGTAACCATCTCTTGTGA
>TaDof3.2a-1B
ATGATCTTCCCCCCTTCATTCCTGGATTCCTCGAGCTGGAATGATAACCAGGTCGCGGCCGCAAGTTGTGGTGGTGGCGCCGGCGACGGCGGCTGCAACAACCATGAGCTCCTGCAGCCGTCAATCATGCAGCAGGGGACGCTTGCTGAAGGTGGGGACGGCGGCGGCGGCGGCGGCGGGCAGGTGGTGGGGCCGGTGAAGCCCATGTCCATGTCGGAGCGCGCGCGGCTGGCTCGGGTGCCGCTGCCGGAGCAGGGGCTCAAGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCTCGCAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACCCGCGGCGGCGCGCTCCGGAACGTCCCCGTCGGCGGCGGGTACCGCCGCCATGCCAAGCGCGCCAAACCCAAGCAGGCGGCCGCGGCAGCGGCAGCGGGGCCACTGGCGGCCAACGGCGCCGCTTCGGGTGGGTCCACGACGTCATCGACGACTTCCGCTTGCACGACCATGTCCAACCCGGCTCCCGTGCTCCCGGCGATGCTGCAGAACGGCGGCGGTGGCAACCTGTCCGGCCTCCTGCCGCCGCTGCTCCGCCTCGCGGACTTCGATGCCATGAGCCTTGGCTCCACCTTCTCCGGCATGGGCAAGCCGTCCGCCGTCGACTCGGCAGCGGGCTACTACCTGGGAGGCGGCGGCGGCGGTGCCGTGGCCGGGCTGGAGCAGTGGAGAGTGCAGCAGATGCAAGGCTTCCCGTTCTTCCAAGCAATGGCCGACCAGCAGCACACACTGGGGCCAGCTGCAGCGCCTGCAATGGCCATGCCGGGGATGTTCCACTACCTAGGCTTGGGCAACGGCGGTGACGGCCGCGGCGGCCATGAAGACGACGGAGGAAACCAACAGTTTCATCACGCGATGCCGTCAAAGAGAGAAGGCTACCCGAGATCAGGCAGCATCGCCATGTACGGTGGTGATCACCACCTCGCTGCTGGCGCTGGCTACACAAGCTCCTACTCCAATGCTGCCACAGGTAACCACCTCTTGTGA
>TaDof3.2b-1B
ATGATCTTCCCCCCTTCATTCCTGGATTCCTCGAGCTGGAATGATAACCAGCATGCTCACCACCAGCAGGTCGCGGCCGCAAGTTGTGGTGGTGGCGCCGGCGACGGCGGCTGCAACAACCATGAGCTCCTGCAGCCGTCAATCATGCAGCAGGGGACGCTTGCTGAAGGTGGGGACGGCGGCGGCGGCGGCGGCGGGCAGGTGGTGGGGCCGGTGAAGCCCATGTCCATGTCGGAGCGCGCGCGGCTGGCTCGGGTGCCGCTGCCGGAGCAGGGGCTCAAGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCTCGCAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACCCGCGGCGGCGCGCTCCGGAACGTCCCCGTCGGCGGCGGGTACCGCCGCCATGCCAAGCGCGCCAAACCCAAGCAGGCGGCCGCGGCAGCGGCAGCGGGGCCACTGGCGGCCAACGGCGCCGCTTCGGGTGGGTCCACGACGTCATCGACGACTTCCGCTTGCACGACCATGTCCAACCCGGCTCCCGTGCTCCCGGCGATGCTGCAGAACGGCGGCGGTGGCAACCTGTCCGGCCTCCTGCCGCCGCTGCTCCGCCTCGCGGACTTCGATGCCATGAGCCTTGGCTCCACCTTCTCCGGCATGGGCAAGCCGTCCGCCGTCGACTCGGCAGCGGGCTACTACCTGGGAGGCGGCGGCGGCGGTGCCGTGGCCGGGCTGGAGCAGTGGAGAGTGCAGCAGATGCAAGGCTTCCCGTTCTTCCAAGCAATGGCCGACCAGCAGCACACACTGGGGCCAGCTGCAGCGCCTGCAATGGCCATGCCGGGGATGTTCCACTACCTAGGCTTGGGCAACGGCGGTGACGGCCGCGGCGGCCATGAAGACGACGGAGGAAACCAACAGTTTCATCACGCGATGCCGTCAAAGAGAGAAGGCTACCCGAGATCAGGCAGCATCGCCATGTACGGTGGTGATCACCACCTCGCTGCTGGCGCTGGCTACACAAGCTCCTACTCCAATGCTGCCACAGGTAACCACCTCTTGTGA
>TaDof3.2c-1B
ATGATCTTCCCCCCTTCATTCCTGGATTCCTCGAGCTGGAATGATAACCAGTTGGATTTTGAGCAGCATGCTCACCACCAGCAGGTCGCGGCCGCAAGTTGTGGTGGTGGCGCCGGCGACGGCGGCTGCAACAACCATGAGCTCCTGCAGCCGTCAATCATGCAGCAGGGGACGCTTGCTGAAGGTGGGGACGGCGGCGGCGGCGGCGGCGGGCAGGTGGTGGGGCCGGTGAAGCCCATGTCCATGTCGGAGCGCGCGCGGCTGGCTCGGGTGCCGCTGCCGGAGCAGGGGCTCAAGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCTCGCAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACCCGCGGCGGCGCGCTCCGGAACGTCCCCGTCGGCGGCGGGTACCGCCGCCATGCCAAGCGCGCCAAACCCAAGCAGGCGGCCGCGGCAGCGGCAGCGGGGCCACTGGCGGCCAACGGCGCCGCTTCGGGTGGGTCCACGACGTCATCGACGACTTCCGCTTGCACGACCATGTCCAACCCGGCTCCCGTGCTCCCGGCGATGCTGCAGAACGGCGGCGGTGGCAACCTGTCCGGCCTCCTGCCGCCGCTGCTCCGCCTCGCGGACTTCGATGCCATGAGCCTTGGCTCCACCTTCTCCGGCATGGGCAAGCCGTCCGCCGTCGACTCGGCAGCGGGCTACTACCTGGGAGGCGGCGGCGGCGGTGCCGTGGCCGGGCTGGAGCAGTGGAGAGTGCAGCAGATGCAAGGCTTCCCGTTCTTCCAAGCAATGGCCGACCAGCAGCACACACTGGGGCCAGCTGCAGCGCCTGCAATGGCCATGCCGGGGATGTTCCACTACCTAGGCTTGGGCAACGGCGGTGACGGCCGCGGCGGCCATGAAGACGACGGAGGAAACCAACAGTTTCATCACGCGATGCCGTCAAAGAGAGAAGGCTACCCGAGATCAGGCAGCATCGCCATGTACGGTGGTGATCACCACCTCGCTGCTGGCGCTGGCTACACAAGCTCCTACTCCAATGCTGCCACAGGTAACCACCTCTTGTGA
>TaDof3.3a-1D
ATGATCTTCCCCCCTTCATTCCTGGATTCCTCGAGCTGGAATGATAACCAGCATGCTCACCACCAGCAGGTCGCGGCCGCAAGTTGTGGTGGTGGTGCCGGCGACGGCGGCTGCAACAACCATGAGCTCCTGCAGCCGTCAATCATGCAGCAGGGGACGCTTGCTGAAGGTGGGGACGGCGGCGGCGGCGGCGGGCAGGTGGTGGGGCCGGCGAAGCCCATGTCCATGTCGGAGCGAGCGCGGCTGGCTCGGGTGCCGCTGCCGGAGCAGGGGCTCAAGTGCCCGCGCTGTGACTCCGCCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCTCACAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACCCGCGGCGGAGCGCTCCGCAACGTCCCCGTCGGCGGCGGGTACCGCCGCCACGCCAAGCGCGCCAAACCCAAGCAGGCGGCCGCGGCAGCGGCAGCGGGGGCACCGGCGGCCAACGGCGCTGCTTCGGGTGGGTCGACCACGTCATCGACGACTTCCGCTTGCACGACCGTGTCCAACCCGGCTCCCGTGCTCCCGGCGATGCTGCAGAACGGCGGCGGTGGCAACCTGTCCGGCCTCCTGCCGCCGCTGCTCCGCCTCGCCGACTTCGATGCCATGAGCCTCGGCTCCACCTTCTCCGGCATGGGGAAGCCGTCTCCCGTTGACTCGGCAGCGGGCTACTACCTGGGAGGCGGCGGCGGCGGTGCCGTGGCCGGGCTGGAGCAGTGGAGGGTGCAGCAGATGCAAGGCTTCCCGTTCTTCCAAGCAATGGCCGACCAGCAGCACACACTGGCCCCAGCTGCAGCGCCTGCAATGGCCATGCCGGGGATGTTCCACTACCTAGGCTTGGGCAACGGTGGTGATGGCCGTGGCGGCCATGAAGACGACGGAGGAGACCAACAGTTTCATCACGCGATGCCATCAAAGAGAGAAGGCTACCCGAGATCAGGCAGCATCGCCATGTACGGTGGTGATCACCACCTAGCTGCTGGCGCTGGCTACACAAGCTCCTACTCCAATGCTGCCACAGGTAACCATCTCTTGTGA
>TaDof3.3b-1D
ATGATCTTCCCCCCTTCATTCCTGGATTCCTCGAGCTGGAATGATAACCAGTTGGATTTTGAGCAGCATGCTCACCACCAGCAGGTCGCGGCCGCAAGTTGTGGTGGTGGTGCCGGCGACGGCGGCTGCAACAACCATGAGCTCCTGCAGCCGTCAATCATGCAGCAGGGGACGCTTGCTGAAGGTGGGGACGGCGGCGGCGGCGGCGGGCAGGTGGTGGGGCCGGCGAAGCCCATGTCCATGTCGGAGCGAGCGCGGCTGGCTCGGGTGCCGCTGCCGGAGCAGGGGCTCAAGTGCCCGCGCTGTGACTCCGCCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCTCACAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACCCGCGGCGGAGCGCTCCGCAACGTCCCCGTCGGCGGCGGGTACCGCCGCCACGCCAAGCGCGCCAAACCCAAGCAGGCGGCCGCGGCAGCGGCAGCGGGGGCACCGGCGGCCAACGGCGCTGCTTCGGGTGGGTCGACCACGTCATCGACGACTTCCGCTTGCACGACCGTGTCCAACCCGGCTCCCGTGCTCCCGGCGATGCTGCAGAACGGCGGCGGTGGCAACCTGTCCGGCCTCCTGCCGCCGCTGCTCCGCCTCGCCGACTTCGATGCCATGAGCCTCGGCTCCACCTTCTCCGGCATGGGGAAGCCGTCTCCCGTTGACTCGGCAGCGGGCTACTACCTGGGAGGCGGCGGCGGCGGTGCCGTGGCCGGGCTGGAGCAGTGGAGGGTGCAGCAGATGCAAGGCTTCCCGTTCTTCCAAGCAATGGCCGACCAGCAGCACACACTGGCCCCAGCTGCAGCGCCTGCAATGGCCATGCCGGGGATGTTCCACTACCTAGGCTTGGGCAACGGTGGTGATGGCCGTGGCGGCCATGAAGACGACGGAGGAGACCAACAGTTTCATCACGCGATGCCATCAAAGAGAGAAGGCTACCCGAGATCAGGCAGCATCGCCATGTACGGTGGTGATCACCACCTAGCTGCTGGCGCTGGCTACACAAGCTCCTACTCCAATGCTGCCACAGGTAACCATCTCTTGTGA
>TaDof3.4-3A
ATGATCTTCCCTCCTGCCTTCCTCGATTCATCAAGCTGCTGGAATACCAACCATAACCAGCTTCAGCTGCAGCAAATCGGCTGTAACACTCATGTCACTACTACTCCTTCACCTGCTGGTCATGGAGACGGAGGAGGCAGCAACAACAACAATCATGGTCAGCAGGAAGGATTAATGGCCACGGCTGGGGCTGGAGGAGGTGGTGGTGAGGGCGGCGGTGGGGATGGTGACAGCGCTGGCGGCGGGAACAACAAGCCGATGTCGATGTCGGAGCGGGCGCGGCTGGCGCGGGTGCCGCAGCCGGAGCCGGGGCTCAACTGCCCACGCTGCGACTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCACCCAGCCCCGCCACTTCTGCCGGGCCTGCCGTCGCTACTGGACCCGCGGCGGCGCGCTCCGCAACGTCCCCGTCGGCGGCGGGTACCGTCGCCACGCCAAGCGCAGCGCCAAGCCCAAGGCCGGGTCGGCTGGATCCGGATCCGCCGCGGCAGGGACGTCGTCTGCGACGTCGACGACGCCCAGCACCACTGCTTGCACCACCGGCACTGCCACTGCGCCGCCCGCTCTGCAGTACTCCATGTTCGGCAGCGCGCCGCCGCACGGCAGTCGGTTCGCCAATAGCTTCGACCCGGCGAGCCTGGGCCTCAGCTTCCCCGCCAGGCTGCTCTTCCCCGACAGTGGCGCCTACGCGGCCGACGGTGGCGCCCAGCAGCAGCACCACCACCACCAGGGGAACGGGAACGGCATGGAGCAGTGGGCGGCTGCGCAGATGCAGAGCTTCCCGTTCCTGCACGCCATGGATCACCAGATGTCCGGGAATCAGCCGCCGGCTTCAGCAATGCCCACCACAATGGCGGCGATGCAGGGCATGTTCCACCTAGGGCTACAGAGCGGCGGCGGCGGCGGCAATGGCGATGATGGAGGAAACCAGCAATTCCACCACCCGCCGGCCAAGAGGGACTACCACCAGCAGCAGCAGCAGGATTACCCAAGCAGCAGGGGCATGTACGGGGACGTGGTCAATGGCAATGGCGGCGGCTTCAATTTCTATTCCAGCACTAGCAATGCAGCTGGTAATTAG
>TaDof3.5-3A
ATGGCGATCATGGAGATCGACCGCCCCCGGGGCGGCGCGTTATTGAAGCGGCGGCGGCTAGCATCACCGGCTATGATCTTCCTTCCTGCCTTCCTTGATTCATCAGACTTCTGGAACACCGACCACAACCAGCTTCAGCTGCAACAAATCGGCACTAGCACTCATAGTACTACCACTTCTTCACCCGATGGTCCGGGTGATGGAGGATGCAACAACAATAATCCCAAAGGGTTCATGGCCACAACCGGGGCCGACTACGGCGTTGCAGGGGGCGGAGATGATGGTTGCGGCGGTGCTGGGGATGGCGATTGCAGTCGCGGCAGAAATAACAAGTCGATTTCCATGTCGGAGCGAGCACGGCTGGCGCGGTTGCCGCATCCAGTTCCAGGGCTCAACTGCCCGCGATGCGAATCCACCAACACCAAGTTTTGCTACTTTAATAACTACTCTCTTACCCAGCCCCGCCACTTCTGCCGCTCCTGCAGCCGCTACTGGACCCGCGGCGGCGTTCTCCGCAACGTGCCCGTCGGCGGGGGGTATCGTCGCCATGCCAAGCGTAGGGCCAAGCCCAAGGTGGTGTCAGCCACCTCCCGAGCCTCTACGGTAGGGAAGTCGTCCGTGACACCAACCATGTCTAGTAGTACCACTTATGCCACTGGCACCGACATTTCACCACCAAGATTGCAATACCCCATTTTTGGCAGCACGCCGTCCCACGACAGCCAGTTCAGCGGCATATTCGACCCAGCTAACCTTGGTCTCGGCTTCCCTGTCAGGCTGCTCTTTGCCGAAAGCGATGCTTACACGGTGGATGGCTGTGCGCACCACCACCACCACCATGCCCATGGGAACGGGATGGAGCAATTGTTGGAAGCACAGAATAGCTTCCCATTCATGCACGCCATGGATCATCATATGTCTGGACTCCCAGCTGAGGCAATGCCCATCACAATGGCTACGATGCAGGGCATGTTCCACCTAGGGTTACAGAGCGTCCGCGGGGGTCATGGCGACGAGATAGCAGGCCAACAGTTGCACTACCCGCCGGCCAAGAGAAACCACAAGCACCAGGATTACGCTAGCAGCAGGGGCATGCACAGGGATGTGGTCAATGGTAATGGCACCGGCGACTACATTTAA
>TaDof3.6-3A
ATGATCTTCCTTCCTGCCTTCCTTGATTCATCAGACTTCTGGAACACCGACCACAACCAGCTTCAGCTGCAACAAATCGGCACTAGCACTCATAGTACTACCACTTCTTCACCCGATGGTCCGGGTGATGGAGGATGCAACAACAATAATCCCAAAGGGTTCATGGCCACAACCGGGGCCGACTACGGCGTTGCAGGGGGCGGAGATGATGGTTGCGGTGGTGCTGGGGACGGCGATTGCAGTCGCGGCAGAAATAACAAGTCGATTTCCATGTCGGAGCGAGCACGGCTGGCGCGGTTGCCGCATCCAGTTCCAGGGCTCAACTGCCCGCGATGCGAATCCACCAACACCAAGTTTTGCTACTTTAATAACTACTCTCTTACCCAGCCCCGCCACTTCTGCCGCTCCTGCAGCCGCTACTGGACCCATGGCGGCGTTCTCCGCAACGTGCCCGTCGGCGGGGGGTATCGTCGCCATGCCAAGCGTAGGGCCAAGCCCAAGGTGGTGTCAGCCACCTCCCGAGCCTCTACGGTAGGGAAGTCGTCCGTGACACCAACCATGTCTAGTAGTACCACTTATGCCACTGGCACCGACATTTCACCACCAAGATTGCAATACCCCATTTTTGGCAGCACGCCGTCCCATGACAGCCAGTTCAGCGACATATTCGACCCAGCTAACCTTGGTCTCGGCTTCCCTGTCAGGCTGCTCTTTGCCGAAAGCGATGCTTACACGGTGGATGGCTGTGCGCACCACCACCACCACCATGCCCATGGGAACGGGATGGAGCAGTTGTTCGAAGCACAGAATAGCTTCCCATTCATGCACGCCATGGATCATCATATGTCTGGACTCCCAGCTGAGGCAATGCCCATCACAATGGCTACGATGCAGGGCATGTTCCACCTAGGGTTACAGAGCGTCCGCGGGGGTCATGGCGACGAGATAGCAGGCCAACAGTTGCACTACCCGCCGGCCAAGAGAAACCACAAGCACCAGGATTACGCTAGCAGCAGGGGCATGCACAGGGATGTGGTCAATGGTAATGGCACCGGCGGCTACATTTAA
>TaDof3.7-3A
ATGGCCGGAGGAGGTGGTGGTGATGGTGGTAAGCTGATGTCGATGTGTGAGCGGGCGCGGCTGGCGGGGGTGCCGCAGCCAGAGTCGGGGCTCAACTGCCCGCGCTGCGACTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCACCCAGCCCCGCCACTTCTGTCGTGCATGCCGCCGCTCCTGGACCCGCGGTGGCGCGCTCCGCAATGTCCCCGTCGGCGGCAGGTACCGCCGGCATGCCAAGCGCAGCGCCAAGCCCAAGGCGGCGTCGACCGCCTCCGGAGACGGAGCAGGGACGTCGTCCGCAACATCAATGACGCCCAACACCACTTTCACCACCACCTCGTCGCCCGCTCTCCAGTACTTCATGTTCGGCAGCGCGCCCCCGCAAGACCTGTTAATTGACAGCTTCGACCCGACGAGCCTTGGCCTAAGCTTCCCAGCTAATCTGCTCTTCGCCGAAGGCGGCGACTACGCGGTGGAGGGCGACGTGCACCACCACCAGCAGGGTAACGAGACCGACATGGCCCAGATGCAGAGCTTCCCGCACGCTATGGATCACCAGATGGCCGGGCAGCTAGCTGTGGCGATGCCCACCACAATGGCGGCGATGCAGGACATGTTCCAACAAGTGCTACAGAGTGGCGGCAATGGCGACGACGGAGGAGACCACCACTTCCACCACCACCACCAGCAGGATTACGCAAGCAGCAGGGCCATCTACAGAGACGTCGTCAATGGCAATGGCGGCGGTGGCTACAATTTCTATTCCAGCACCAGTAATGCACCTGGTAATTAG
>TaDof3.8-3B
ATGATCTTCCCTCCCGCCTTCCTCGACTCATCAAGCTGCTGGAACACCAACCACAACCAGCTTCAGCTGCAGCAAATCGGCAGCAACAGTCATATCACTACTACTCCTTCGCCTGCTGGCCATGGTCCTGGAGACGGAGGAGGCGGAAACAACAACAATCATGGTCAGCAGGAAGGATTAATGGCCACGGCCGGGGCGGGAGGAGGTGGTGGTGATGGTGGCGGCGGCGGCGGTGGGGATGGTGACAGCGCTGGCGGCGGGAACAACAAGCCGATGTCGATGTCGGAGCGAGCGCGGCTGGCTCGGGTGCCGCAGCCGGAGCCGGGGCTCAACTGCCCGCGCTGCGACTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCACCCAGCCCCGCCACTTCTGCCGGGCCTGCCGCCGCTACTGGACCCGCGGCGGCGCGCTCCGCAACGTCCCCGTCGGCGGCGGGTACCGTCGCCACGCCAAGCGCAGCACCAAGCCCAAGGCCGGGTCGGCTGGATCCGGAACCGCCGCGGCAGGGACATCGTCTGCGACGTCGACGACGCCCAGCACCACTGCTTGCACCACCGGCACTGCCACTGCGCCGCCTGCTCTGCAGTACTCCATGTTCGGCAGCGCGCCGCCGCACGGCAGCCGGTTCGCCGATAGCTTCGACCCGGCGAGCCTCGGCCTCAGCTTCCCCGCCAGGCTGCTCTTCCCCGACAATGGCGCCTATGCGGCCGACGGTGGCGCGCAGCAGCACCACCACCACCAGGGGAACGGGAACGGCATGGAGCAGTGGGCGGCTGCGCACATGCAGAGCTTCCCGTTCCTGCACGCCATGGACCACCAGATGTCCGGGAATCCTCAATCAGCTTCGGCAATGCCAACCACAATGGCGGCGATGCAGGGCATGTTCCACCTAGGGCTACAGAGCGGCGGCGGCGGCGGTAATGGCGACGATGGGGGAAACCACCAGTTCCACCACCAGCCGGCCAAGAGGGACTACAACCAGCAGCAGCAGCAGGATTACCCAAGCAGCAGGGGCATGTACGGGGACGTGGTCAATGGCAATGGCGGCGGCTTCAATTTCTATTCCAGCACTAGCAATGCAGCTGGTAATTAG
>TaDof3.9-3B
ATGATCTTCCTTCCTGCCTTCCTTGATTCATCAAACTTCTGGAACACCGACCATAACCAGCTTCAGCTGCAACAAATCGGTACTAACACTCATAGTACTACCACTTCTTCACCCGCTGGTCCTGGTGATGGAGAATGCAAGAACAGCAATAAAAAACGGTTCATGGCCACGGCCGGGGCTGGCTCCGGCGCTGCAGGGGGTGGCGATGATGGTTGCGGCGGTGCTGTTGACGGCGATTGCGGTGGCATCGGGAATAAGAAGTCGAGGTCCATGTCAGAGCGAGCACGGCTAGCGCGGTTGCCGCAGCCAGTGCCAGGGCTCAACTGCCCGCGATGCGACTCCACCAACACCAAATTTTGCTACTTCAATAACTACTCCCTTACCCAGCCCCGCCACTTCTGCCGCTCCTGCAGCCGCTACTGGACCCGCGGCGGCGCGCTCCGCAACGTCCCCGTCGGCGGGGGGTGTCGTCGCAATACCAAGCGCAGGGCCAAGCCCAAGGTGGTATCAGCCACCTCTCGAGCCGCTATGGTAGGGACGTCGTCCGTGACATCAACCATGTCCAGCAGTACCACTTATGTCACCGGCACCGGCACTACACCACCCAGATTGCAGTACCCCATGTTCGGCAGTGTGCCGTCGCACGACAGCCAGTTCGCCGACAGCTTCGACCCAGCGAACCTTGGTCTCATCTTCCCCGTCAGGCTGCTCCTTGCCGATAGCGATGCTTCCGCAGTAGACGGCTGTGCACAGCAGCACCACCACCATGCCCATGGGAACGGGATGGAGCAGTTGTCGGTAGCGCAGGATAGCTTCCCATTCATGTACGCGATGGATCATCAGATGTCTGGACTGTCAGCTCAGGCTATGCCCATCACAATGGGTACGATGCAGGGCATGTTCCACGTAGGGTTACAGGGCATCGGCGGGGGTAATGGCGATGAGATAGGAGGCCAACAGTTGCACCACCCGCCGGCCAAGAGAAACCACAAGCAGCAAGATTACCCGAGCAGCAGGGACATGTACGGGGACGTGGTCAATGCCAATGGTGGTGTCGGCTACATTTAA
>TaDof3.10-3B
ATGATCTTCCTTCCTGCCTTCCTTGATTCATCAAACTTCTGGAACACCGACAACAACCAGCTTCAGCTGCAACAAATCGGCACTAACACTCATAGTACTACCACTCCTTCACCATCTGGTCCTGGTGATGGAGGATGCAACAGCAATAATGAAGAAGGGTTCATGGCCACGGCCGGGGTCGGCTTAGTCGCTGGAGGGGGCGGCAATGATGGTTGCAGCGGCGCTGGGGACGGCGATTGCAGTACCAACAGGAATAGCAAGTCGATGTCCATGTCGGAGCGAGCTCAGTTGGTGCGGTTGCCGCAACCGGTGTCGGGGCTCAACTGTCCGCGATGCGACTCCACCAACACCAAGTTTTGCTACTTCAATAACTACTCCCTTACCCAACCCCGCCACTTTTGTCGCTCTTGTCGCCGCTACTGGACCCGCGGCGGCGCGCTCCGCAATGTGCCTGTCGGTGGGGGGTATCGTCGCCATGCCAAGCGCAGGGGCAAGCCCAATGTGGTGTCAAACACCTCCCGATCTACCGCGGTAGGGACATCGTCCGTGACAACAACCATGTCTAGCAGTACCACTTATGCCACCGGCAGTGGCCCTGTGCCGCCCGGATTGCACAGCCCCATGTTCGGCAGCGCGCCGTCACACGATAGCCAGTTCGCCCACAGCTTCGACCAGGCAAGCCTTCGACTCAGCTCCCCCGACAGGCTGCTCTTTGCCGACGGTGGTTCTTGCACGGTGGACGGTTGTGCGCAACACCACCACAACCATGCCCATTGGAACGGGATGGAGCAGTGGTCGGCAGCGCAAATGGGCAGCTTCCAATTCATGCACGCCATGGATCATCAGATGTCTGGGGCAATGCCCATCACAATGGCTACCATGCAGGGCATGTTCCACCTAGGATTACAGAGCGTCGCTGGGGGTAAAGATGACAACAGAGGAGGCCACCAGTTGTACCACCCGTCGGCCAAGAGAAACCA
CAAGCAGCAGGATTACTCGAGCAGCAGGGGCATGTATGAGGACATGGTCAATGGCAATGGCGGCGGTGGTTACATTTAA
>TaDof3.11-3B
ATGATCTTCCTTCCTGCCTTCCTTGATTCATCAAACTTCTGGAACACCGACCACAACCAGCTTCAGCTGCAACAAATCGGCACTAACACTCAGAGTACTACCACTCCTTCACCAGCTGGTCCTGGTGATGGAGGATGCAACAACAATAACGAAGAAGGGTTCATGGCCACGGCCGGGGCCGGCTCAGTCGCTGGAGGGGGCGGCAATGATGGTTGCAGCGGCGCTGGGGACGGCGATTGCAGTAAGAGCGGGAATAGCAAGTCGATGTCCATGTCGGAGCGAGCTCAGTTGGCGGGGTTGCCGCAACCGGTGTCGGGGCTCAACTGCCCGCGATGCGACTCCACCAACACCAAGTTTTGCTACTTCAATAACTACTCCCTTATCCAACCCCGCCACTTTTGCCGCTCCTGTCGCCGCTACTGGACGCGCGGTGGCACGCTCCGCAATGTGCCTGTCGGCGGGGGGTATCGTCGCCATGCCAAGCGCAGGGGCAAGCCCAATGTGGTGTCAAACACCTCCCGATCTACCGCGGTAGGGACATCGTCTGTGACAACAACCATGTCCAGCAATACCACTTATGCCACCGGCACTGGCCCTGTGCCGCCCGGATTGCAGGGCCCCATGCTCGGCAGCGCGCCGTCACACGATAGCCAGTTCGCCCACAGGATCGACCCGGCAAGCCTTGGACTCAGCTTCCCCGACAGGCTGCTCTTTGCGGACGGTGGTTCTTGCGCGGTGGACGGTTGTGCGCAACACCACCACAACCATGCACATTGGTATGGGATGGAGCAGTGGTCGGCAGCGCAAATTGGCAGCTTCCCATTCATGCACGCCATGGATCACCAGATGTCTGGGGCAATGCCCATCACAATGGCTACCATGCAGGGCATGTTCCACCTTGGATTACAGAGCGTCGGTGGGGGTAAAGATGACAACAGAGGAGGCCACCTGTTGCACCACAAGCAGCAGGATTACTCGAGCAGCAGGGGCATGTACGGGGACATGGTCAATGGCGAGTTAGATCAAGATTTATTCTTAGATTAG
>TaDof3.12-3D
ATGATCTTCCCTCCTGCCTTCCTCGATTCATCAAGCTGCTGGAATACCAACCACAACCAGCTTCAGCTGCAGCAAATCGGCAGTAACACTCATGTCACTACTACTCCTTCACCTGCTGGCCACGGTCCTGGAGATGGAGGAGGCAGCAACAACAACAATCATGGTCAGCAGGAAGGACTAATGGCCACGGCCGGGGCCGGAGGAGGTGGTGGTGATGGCGGCGGCGGCGGCGGTGGCGATGGTGACAGCGCTGGCGGCGGGAGCAACAAGCCGATGTCGATGTCGGAGCGGGCGCGGCTGGCGCGGGTGCCGCAGCCGGAGCCGGGGCTCAACTGCCCGCGCTGCGACTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCACCCAGCCCCGCCACTTCTGCCGAGCCTGCCGCCGCTACTGGACCCGCGGCGGCGCGCTCCGCAACGTCCCCGTCGGCGGCGGGTACCGTCGCCACGCCAAGCGCAGCGCCAAGCCCAAGGCCGGGTCGGCTGGATCCGGAACCGCCGCGGCAGGGACGTCGTCTGCGACGTCGACGACGCCCAGCACCACTGCTTGCACCACCGGCACTGCCACTGCGCCGCCCGCTCTGCAGTACTCCATGTTCGGCAGCGCGCCGCCGCACGGCAGCCGGTTCGCCGATAGCTTCGACCCCGCGAGCCTCGGCCTCAGCTTCCCCGCCAGGCTGCTCTTCCCTGACAGCGGCGCCTACGCGGCCGACGGTGGCGCGCAGCAGCACCACCATCACCACCAGGGGAACGGGAACGGCATGGAGCAGTGGGCGGCAGCGCAGATGCAGAGCTTCCCGTTCCTGCACGCCATGGATCACCAGATGTCGGGGAATCAGCCACCGGCTTCGGCAATGCCCACCACAATGGCGGCGATGCAGGGCATGTTCCACCTAGGGCTACAGAGCGGCGGCGGCGGCGGCGGCAATGGCGACGATGGAGGAAACCACCAGTTCCACCACCCGCCGGCCAAGAGGGACTACCAGCAGCAGCAGGATTACCCAAGCAGCAGGGGCATGTACGGGGACGTGGTCAATGGCAATGGCGGCGGCTTCAATTTCTATTCCAGCACTAGCAATGCAGCTGGTAATTAG
>TaDof3.13-3D
ATGATCTTCCTTCCTGCCTTCCCTGATTCATCAACCTTCTGGAACACCGACCACAACCAGCTTCAGCTGCAACAATTCGGCACCAACAATCATAGTACTACTACTTTTTCACCTGCTAGTCCTAGTGATGGAGAATGCAGCAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAACAAGAACAACAATCAAAAACGGTTCATGGCCATGGCCAAGgCCGGCTCCTGCGCTGCAGGGGGTGGCGATGATGGTTGCGGCGGTGCTGGGGACGGCGATTGCGGTGGCAATGGGAAAAGCAAGTCGATGTCCATGTCGGAGCGAGCACGGCTAGCGCGGTTGCCGCAACCGGTGTCGGGACTCAACTGCCCGCGATGCGACTCCACCAACACCAAGTTTTGCTACTTCAATAACTACTCCCTTACGCAGCCCCGCCACTTCTGCCGCTCCTGCCGCCGCTACTGGACCCACGGTGGCATGCTTCGCAACGTGCCAGTCGGCGGGGGGTATCGTCGCCATGCCAAGCGCAGGGCCAAGCCTAAGGTGGTGTCAGACACCTCCCGAGCCGCTATGGTAGGGACGTCTTCCGTGACATCAACTATGTCCAGCAGTACAACATATGTCACCGGCACCGGCACTGCACCACCCAGATTGCAGTACCCCATGTTCAGTAGCGCGCCATCGCACGATAACCAGTTCGTCGATAGCTTCGACCCAGCGAATATTGGTCTCAGCTTCCCCATTAGGCTGCTCTTTGCCGATAGCGATGCTTACGCAATGGACGACTGTGCGCAGAACCACCACCACCATGCTCATGGGAACGGGATGGAGCAGTTGTCGGCAACGCGGAATAGTTTCCCATTCATCCACGTGGTGGATCATCAGATGTCTGGACTACCAGCTGAAGCAATGCCCATCACGATGGCTGCGATGGAGGGCATGTTCCACCTAAGGTTACAGAGCGTCGGCGGGGGTACTGGCGACGAGATAGGAGGCCAACAGTTGCACCACCCGCTGGCCAAGAGAAACCACAAGCGCCAGGATTACCCGAGCAGCAGGGGCATGTATAGGGACGTGGTCAATGGCAATTGCGGCGGCGATTACATTTAA
>TaDof3.14-4A
ATGGTGTTCCCTCCAGCGGCTGCATACCTAGATCCGCCTAATTGGAATAACCAGCAAGGTCAGCAGCAGAGGGCGACGGGCGGTGGCGGAGTAGGCGATGCACAGCATATGCCAGTGGATCCGACGGCGGGTACGGCGGCGGGGACGCCCGAGGTCGGTGGGTTGCCGAGAAGCTCAGCGGCCAATGAAGCCGCGGCCGGGCAGCAGGCGAGGCCAAATTCCATGACGGAGCGCGCGCGGATGGCGCGGGTGCCGCAGCCGGAGCCGGCGCTCAAGTGCCCGCGGTGCGACTCCACCAACACCAAGTTCTGCTACTACAACAACTACTCCCTCTCGCAGCCCCGCCACTTCTGCAAGGCATGCCGCCGCTACTGGACGCGCGGGGGCGCCCTCCGGTCCGTCCCCGTGGGGGGTGGGTGCCGCCGAAACAAGCGCTCGTCCAAGTCATCCGCCGGCGCCGCGTCCTCCTCCAAGCCATCTTCTTCTTCGGCCAGGCAGCTGCCCGGTGGCGCGTCATCTATGCCATCAACCGCGGCGTCCACCACCTTGGGGTGCGACGGTGCATCCATCCCTCCGGGTCTCAGCTCCATGTCGCACCACCTGCCGTTCATGGGCGCGATGCATCCGCCGGGGGCCAACCTAGGGCTAGCCTTTTCCGCCGGCCTCCCGCAGCTCGCCATGCAGCAGCACCACCACCACATGGACGGCGTGGATCAGTTCCCTCTGGCCAGCGGCGGGGGCGCCACCTTTGGCGCGTCACTGGAGCAGTGGCGGGTGCAGCAGCAGCAGCAGCAGCAGTTCCCGTTCTTGGAACTTCCACCGGCGCCGCCCATGTACCAACTGGGGCTGCAAGCTAATCGGGCAGCAGGGAGCAGCGCAGCGGCACCGGCACCGTCGCCGGCGATGTTCACGTTAGGGCAGTCTAGTGCAAGCACAGCGAGGCGCGACGAAGGGTCAATGAAGCAGGCGGACAGCAAAGGGCAAGAGATGACCTTGCAGAGGCAGTTCGTGATGGAGGCTCTACGCCAAGGGGATGGCGTCTGGGGTGGCAACGCCAGCGACAATAACGGCAATGGCAGTGGCAGCTGGACCATGAACATCCCCGGATTCCATTCCTCGTCGGGCGGTGGCGACGGCGGCGGCCTGTTGTAG
>TaDof3.15-4B
ATGGTGTTCCCTCCAGCGACTGCATACCTAGATCCGCCTAATTGGAATAACCAGCAAGGTCAGCAGCAGAGGGCGACGGGCGGTGGCGGAGTAGGCGATGCACAGCATATGCCAGAGGGTCCGACGGCGGGGACGCCCGAGGTCGGTGGGCTGCCGAGAAGCTCAGCGGCCAATGAAGCCGCAGCCGGGCAGCAGGCGAGGCCAAATTCCATGACGGAGCGCGCGCGGATGGCGCGGGTGCCGCAACCGGAGCCGGCGCTCAAGTGCCCGCGGTGCGACTCCACCAACACCAAGTTCTGCTACTACAACAACTACTCCCTCTCGCAGCCCCGCCACTTCTGCAAGGCATGCCGCCGCTACTGGACGCGCGGGGGCGCCCTCCGGTCCGTCCCCGTGGGGGGTGGCTGCCGCCGAAACAAGCGCTCGTCCAAGTCATCCGCCGGCGCCGTGTCCTCCTCCAAGCCATCTTCTTCTTCAGCCAGGCAGCTGCCAGGTGTCGCGTCATCTATGCCATCAACCGCGGCGTCCACCACCTTGGGGGCCGACGGCGCATCAATCCCTCCGGGTCTCAGCTCCATGTCGCACCACCTGCCGTTCATGGGCGCGATGCACCCGCCGGGGGCCAACCTAGGGCTAGCCTTTTCCGCCGGCCTCCCGCAGCTCGCCATGCAGCAGCACCACCACCACATGGACGGTGTGGATCAGTTCCCTCTGGCCAGCGGCGGGGGCGCCACCTTTGGCGCGTCACTGGAGCAGTGGCGGGTGCAGCAGCAGCAGCAGCAGTTCCCGTTCTTGGAACTTCCACCGGCGCCGCCCATGTACCAACTGGGGCTGCAAGCTAGTCGGGCAGCAGGGAGCAGCGCAGCGGCACCGGCACCGTCGCCGGCGATGTTCACGTTAGGGCAGTCTAGTGCAAGCATAGCGAGGCGCGACGAAGGGTCAATGAAGCAGGCGGACAGCAAAGGGCAAGAGATGACCTTGCAGAGGCAGTTCATGATGGAGGCTCTACGCCAAGGGGATGGCGTCTGGGGTGGCAACGCCAGCGACAATAACGGCAATGGCAGTGGCAGCTGGACCATGAACATCCCCGGATTCCATTCCTCGTCGGGCGGTGGCGACGGCGGCGGTCTGTTGTAG
>TaDof3.16-4D
ATGGTGTTCCCTCCAGCGGCTGCATACCTAGATCCGCCTAATTGGAATAACCAGCAAGGTCAGCAGCAGCGGACGACGGGCGGTGGCGGAGTAGGCGATGCACAGCATATGCCAGTGGGTCCGACGGCGGGTACGGCGGCGGGGACGCCCGAGGTCGGTGGGCTGCCGAGAAGCTCAGCGGCCAATGAAGCCGCGGCCGGGCAGCAGGCGAGGCCAAATTCCATGACGGAGCGCGCGCGGATGGCGCGGGTGCCGCAACCGGAGCCGGCGCTCAAGTGCCCGCGGTGCGACTCCACCAACACCAAGTTCTGCTACTACAACAACTACTCCCTCTCGCAGCCCCGCCACTTCTGCAAGGCATGCCGCCGCTACTGGACGCGCGGGGGCGCCCTCCGGTCCGTCCCGGTGGGGGGTGGGTGCCGCCGAAACAAGCGCTCGTCCAAGTCATCCGCCGGCGCCGCGTCCTCGTCCAAGCCATCTTCTTCTTCAGCCAGGCAGCTGCCCGGTGGCGCGTCATCTATGCCATCAACCACGGCGTCCACCACCTTGGGGGCCGACGGCGCATCAATCCCTCCGGGTCTCAGCTCCATGTCGCACCACCTGCCGTTCATGGGCGCGATGCACCCGCCGGGGGCCAACCTAGGGCTAGCCTTTTCCGCCGGCCTCCCGCAGCTCGCCATGCAGCAGCAGCACCACCACATGGACGGCGTGGATCAGTTCCCTCTGGCCAGCGGCGGGGGCGCCACCTTTGGCGCGTCACTGGAGCAGTGGCGGGTGCAGCAGCAGCAGCAGTTCCCGTTCTTGGAACTTCCACCGGCGCCGCCCATGTACCAACTGGGGCTGCAAGCTAATCGGGCAGCAGGGAGCAGCGCAGCGGCACCCGCACCGTCGCCGGCGATGTTCACGTTAGGGCAGTCTAGTGCAAGCACAGCGAGGCGCGACGAAGGGTCAATGAAGCAGGCGGACAGCAAAGGGCAAGAGATGACCTTGCAGAGGCAGTTCATGATGGAGGCTCTACGCCAAGGGGATGCCGTCTGGGGTGGCAACGCCAGCGACAATAACGGCAATGGCAGTGGCAGCTGGACCATGAACATCCCCGGATTCCATTCCTCGTCGGGCGGTGGCGACGGCGGCGGTCTGTTGTAG
>TaDof3.17a-5A
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGACCCAGATGCAGCAGCAGCCACTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGTCCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAGCACTGCAGCAAGCGCGCCGGCGGTGGCCGGGTCGTCTTCTGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGCGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCGTGCCGCCGCTACTGGACGCGGGGCGGCGCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCTCGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCAGCCGCCACGTCCTCCTCCTCCACCACCTCCACCTCCACCACCACGAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCGCTGCCGCACCACCTAGGCGGCCTCCCCGCAGCAGCCGCACTGGAGGCGTCGCTCGAGGGGTACCACAGCCACAGCCACCACCAACACCATAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACTTCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTTCCGAGAGGCGTGGCTTCGGGTCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCATGGCGCGGGCGCCGCCGGTGCTGGAGGCGGCTTTGTCGGAGGGCACGAGCAGTACTGGCCCGGAAGCGGTGGCGGGGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCCTCCTCGTCGGGGAATGTGATGTGA
>TaDof3.17b-5A
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGACCCAGCAGCCACTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGTCCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAGCACTGCAGCAAGCGCGCCGGCGGTGGCCGGGTCGTCTTCTGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGCGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCGTGCCGCCGCTACTGGACGCGGGGCGGCGCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCTCGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCAGCCGCCACGTCCTCCTCCTCCACCACCTCCACCTCCACCACCACGAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCGCTGCCGCACCACCTAGGCGGCCTCCCCGCAGCAGCCGCACTGGAGGCGTCGCTCGAGGGGTACCACAGCCACAGCCACCACCAACACCATAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACTTCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTTCCGAGAGGCGTGGCTTCGGGTCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCATGGCGCGGGCGCCGCCGGTGCTGGAGGCGGCTTTGTCGGAGGGCACGAGCAGTACTGGCCCGGAAGCGGTGGCGGGGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCCTCCTCGTCGGGGAATGTGATGTGA
>TaDof3.18-5A
ATGGTCTTTTCTTCGGTTCCCCTCTACCATGATCCACCCAATTGGAACCAGAACCACAACCAGCAGCAGCAGCAGCAGCAGCTCCAGCAGCAGCAGCAGCAGCAGCAGCAGCAACTGAGCCACCATGGCCAGATGTTTGCAAGCGGGGGCGGCGGGGGCGGAGTGGACATGCACCACCACCACCACCAGCAACAGCAACAGCAGCAGTATCAGCAGCAGCAGCAGCACCAGCACCAGCACCAGCTGCGGCCGCCCGTGCCGCCGCCTGGGGCGTTGATGGCTCCGAGGCCGGACGGCATGGGTAGTGCGGTTGCTCTGAGCGGCGCAGGTGGTGGTGGTGGTGGTGCCGGCGGAGGTCCAACGGGCGGCGCGGTGGTGCGGCCAGGGTCGATGACGGACCGGGCGCGGATGGCCAAGATCCCGCAGCCGGAGCCGGGGCTCAAGTGCCCGCGCTGCGAGTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCACGCAGCCCCGTCACTTCTGCAAGACCTGCCGACGCTACTGGACCCGCGGCGGCACGCTCCGCAACGTCCCCGTCGGGGGCGGCTGCCGCCGCAACAAGCGCACCAAGTCCTCCAAGTCCTCGTCCTCC
GCCGCGTCCGCTTCCGGTGGCGGGACGTCGTCGTCCACAACATCGTCCACGACCACGGCTGGGGGTGCCAACGGCAACGGCAACGGCAACGGCAACCGCAACGGCAGCAGCGCGGCCGCGGCGGCCGGGGCCATGATGTCTTCTCAGGGCCAGGGGCACGCGCAGATGCCATTCTTTGGCTCGCTGCACCCGTTGGGCGCCGGCAGCGGGGATCACTACGGCACCGGCGCGTCGAGGCTAGGGTTTCCGGGGCTGATCAACTCGCTGGATCCGGTGGACTACCAGCTCGGTGGAGGCGGTGCCGCGGCCGCCGCCATGGGGCTGTCCGAACAGTGGCGGCTGCCGCAGATGCAGCAGTTCCCCTTCTTGGGCCGCGCCGACGGCATGCATCAACAGCAGCAGCAAATGGCTGGCCTATACCCGTTCGACGCCACTGACGCGTCCGGCTTCGCCGGAGAGATGATGGGCGGCGTCGGCGGATCCAAGCAGCTGGTGCCCGGATCGGCAGGGCTGATCACGCAGCTCGCGTCGGTGAAGATGGAGGACAACCCGCCGTCCAACAACGCTATGGCGGGCGCCGCCTCAGCCAGGGAGTTCCTCGGCCTCCCCGGCAACATCCAATTCTGGGGCGGCGGCAACAATGGCGCAGGCGGCAACGACAATGGAGGAAGTCACAGCAGCGGCACCGTGGCTCCAGGCGGTGCCGGCGGAGGAGGCGGCTGGGTGGATCAGCTCCCCGGGTTCAACTCGTCATCATCGGGCAACATCCTGTGA
>TaDof3.19a-5B
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGGCCCAGCCTCTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGTCCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAACACTGCGGCAAGCGCGCCGCCGGTGGCCGGATCGTCCTCGGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGTGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCCTGCCGCCGCTACTGGACGCGGGGCGGCGCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCGCGCCAGGGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCGGCCGCCACGTCGTCCTCCTCCACCACCTCCACCTCGACCACCACAAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCGCTGCCGCACCACCTAGGCGGCCTCCCCGCGGCAGCCGCACTGGAGGCGTCGCTCGAGGGGTACCACAGCCACAGCCACCACCAACACCATAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACATCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTTCCGAGAGGCGTGGCGTCGGGGCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCACGGCGCGGGCGCTGGCGGCGCTGGAGGCGGCTTTGTCGGAGCGCACGAGCAGTACTGGCCCGGGAGCGGTGGCGGGGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCCTCCTCGTCGGGGAATGTGATGTGA
>TaDof3.19b-5B
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGGCCCAGCAGCCTCTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGTCCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAACACTGCGGCAAGCGCGCCGCCGGTGGCCGGATCGTCCTCGGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGTGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCCTGCCGCCGCTACTGGACGCGGGGCGGCGCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCGCGCCAGGGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCGGCCGCCACGTCGTCCTCCTCCACCACCTCCACCTCGACCACCACAAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCGCTGCCGCACCACCTAGGCGGCCTCCCCGCGGCAGCCGCACTGGAGGCGTCGCTCGAGGGGTACCACAGCCACAGCCACCACCAACACCATAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACATCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTTCCGAGAGGCGTGGCGTCGGGGCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCACGGCGCGGGCGCTGGCGGCGCTGGAGGCGGCTTTGTCGGAGCGCACGAGCAGTACTGGCCCGGGAGCGGTGGCGGGGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCCTCCTCGTCGGGGAATGTGATGTGA
>TaDof3.19c-5B
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGGCCCAGATGCAGCAGCAGCCTCTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGTCCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAACACTGCGGCAAGCGCGCCGCCGGTGGCCGGATCGTCCTCGGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGTGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCCTGCCGCCGCTACTGGACGCGGGGCGGCGCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCGCGCCAGGGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCGGCCGCCACGTCGTCCTCCTCCACCACCTCCACCTCGACCACCACAAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCGCTGCCGCACCACCTAGGCGGCCTCCCCGCGGCAGCCGCACTGGAGGCGTCGCTCGAGGGGTACCACAGCCACAGCCACCACCAACACCATAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACATCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTTCCGAGAGGCGTGGCGTCGGGGCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCACGGCGCGGGCGCTGGCGGCGCTGGAGGCGGCTTTGTCGGAGCGCACGAGCAGTACTGGCCCGGGAGCGGTGGCGGGGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCCTCCTCGTCGGGGAATGTGATGTGA
>TaDof3.20-5B
ATGGTCTTTTCTTCGGTTCCCCTCTACCATGATCCACCCAATTGGAACCAGAACCACAGCCAGCAGCAGCAGCAGCAGCTCCAGCAGCAGCAGCAGCAGCAACTGAGCCAGCATGGCCAGATGTTTGCAAGCGGGGGCGGCGGTGGCGGCATGGAGATGCACCACCACCACCAGCAACAGCAACATCAGCAGTACCAACAGCAGCAGCTGCAGCAGCACCAGCTGCGGCCGCCGGTGCCGCCGTCCGGGGCGTTGATGGCTCCGCGGCCGGACGGCATGGGTAGTCCGGTTGCTTTGAGCGGCGCAGGTGGTGGTGGTGGTGGTGCTGGCGGAGGTCTGACGGGCGGCGCGGTGGTGCGGCCAGGGTCGATGACGGACAAGGCGCGGATGGCCAAGATCCCGCAGCCGGAGCCGGGGCTCAAGTGCCCGCGCTGCGAGTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCACGCAGCCCCGCCACTTCTGCAAGACGTGCCGCCGCTACTGGACCCGCGGCGGCACCCTCCGCAACGTCCCCGTCGGGGGCGGCTGCCGCCGCAACAAGCGCACCAAGTCCTCCAAGTCCTCGTCCTCCGCCGCGTCGGCTTCCGGTGGCGGGACGTCGTCGTCCACAACATCGTCCACTACCACGGCTGGGGGTGGCAACGGCAACGGCAGCACCGCGGCGGGGGCGGCCGGGGCCATGATGTCGTCTCAGGGCCAGGGTCACGCGCAGATGCCATTCTTTGGCTCGCTGCACCCGTTGGGCGCCGGCAGCGGGGATCACTACGGCACCGGCGCGTCGAGGCTAGGGTTTCCGGGGCTGATCAACTCGCTGGATCCGGTGGACTACCAGCTCGGCGGAGGCGGTGCCGCGGCCGCCGCCATGGCGCTGTCCGAGCAGTGGCGGCTGCCGCAGATGCAGCAGTTCCCCTTCTTCGGACGCGCCGACGGCATGCATCAACAGCAGCAGCAAATGGCTGGCCTATACCCGTTCGACGCCACTGACGCGTCCGGCTTCGCCGGAGAGATGATGGGCGGCGTCGGCGGATCCAAACAGCTGGTGCCCGGATCGGCAGGGCTGATCACGCAGCTGGCGTCGGTGAAGATGGAGGACAACCCGCCGTCCAACAACTCTATGGCGGGCGCCGCCTCGGCCAGGGAGTTCCTCGGCCTCCCCGGCAACATCCAATTCTGGGGCGGCGGCAACAATGGCGCAGGCGGCAACGAAAATGGAGGAAGTCACAGCAGCGGCACCGTGGCTCCAGGCGGCGCCGGTGGAGGAGGCGGCTGGGTGGATCAGCTCCCCGGGTTCAACTCGTCATCATCGGGCAACATCCTGTGA
>TaDof3.21a-5D
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGACCCAGCAGCAGCAGCCTCTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGACCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAACACTGCGGCAAGCGCGCCGGCGGTGGCCGGATCGTCCTCGGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGTGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCGTGCCGCCGCTACTGGACGCGGGGCGGCGCGCTGCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCGCGCCAGGGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCGGCCGCCACGTCGTCGTCCTCCACCACCTCTACCTCGACCACCACGAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCACTGCCGCACCACCTAGGCGGCCTCCCCGCTGCAGCCGCATTGGAGGCGTCGCTGGAGGGGTACCACAGCCACAGCCACCACCAGCACCACAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACTTCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTCCCGAGAGGCGTCGCGTCGGGGCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCACGGCGCGGGCGCCGGCGGCACTGGAGGCGGCTTTGTCGGAGCGCACGAGCAGTACTGGCCCGGAAGCGGTGGCGGTGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCTAACTCGTCGGGGAATGTGATGTGA
>TaDof3.21b-5D
ATGGTTTTCTCCTCCTTCCCGATCTTCCTCGACCCTCCAAGTTGGACCCAGATGCAGCAGCAGCAGCCTCTTCAGTGTTTCATGGGAGGAGGTGGCGGCAGCGAGCACCAGCACCACCAGCTGATCCCTGCGTCGACCGGCCAGCTGGCGCCGCTGCCGGACGTGCCCGGCAACACTGCGGCAAGCGCGCCGGCGGTGGCCGGATCGTCCTCGGCCTCGCTGCAGCTGGTTGTGTCGGGACAGCAGGGTAACCCGGGTGAGCAGCCGCCGCGGCCGTCAGTGTCGATGACCGAGCGCGCCCGGATGGCCCGCGTGCCGCTGCCGGAGCCCGGCACGCTCCGGTGCCCGCGCTGCGACTCGGCCAACACCAAGTTCTGCTACTTCAACAACTACTCGCTCTCGCAGCCGCGCCACTTCTGCAAGGCGTGCCGCCGCTACTGGACGCGGGGCGGCGCGCTGCGCAACGTCCCCGTCGGCGGCGGCTGCCGCCGCAACACCAAGCGCTCCAGCAAGAAGTCGTCGCGCCAGGGCCAGGGCCAGGGCGGCGGCGGTGCCGTCGCGGCCGCCACGTCGTCGTCCTCCACCACCTCTACCTCGACCACCACGAGCGCCGCCGCGGCGACCGCGGCCGACGTCATCGCCAGCATGCAGGCACTGCCGCACCACCTAGGCGGCCTCCCCGCTGCAGCCGCATTGGAGGCGTCGCTGGAGGGGTACCACAGCCACAGCCACCACCAGCACCACAACCTGCCGTTCCTGCCGCCGCAGTTCCTGCAGCAAGGGCTGCACGGGTACCACTTCGCCGACGGCGACATCGGCTCACAGCTGGCCGACGGGTTCCCGAGAGGCGTCGCGTCGGGGCTGCTCGCGCAGCTGGCGTCGATCAAGATGGAGGAGCACGGCGCGGGCGCCGGCGGCACTGGAGGCGGCTTTGTCGGAGCGCACGAGCAGTACTGGCCCGGAAGCGGTGGCGGTGGCGGGTGGCCGACGGAGTTCTTGTCCGGGTTCAGCTCTAACTCGTCGGGGAATGTGATGTGA
>TaDof3.22-5D
ATGGTCTTTTCTTCGGTTCCCCTCTACCATGATCCACCCAATTGGAACCAGAACCACAGCCAGCAGCAGCAGCAGCAGCAGCAGCAGCTCCAGCAGCAGCAGCAACTCAGCCACCATGGCCAGATGTTTGCAAGCGGTGGCGGCGGTGGCGGCATGGAGATGCACCACCACCACCAGCAACAGCAACATCAGCAGTACCAACAGCAGCAGCACCACCACCAGCTGCGGCCGCCGGTGCCGCCGTCCGGGGCGTTGATGGCTCCGCGGCCGGACGGCATGGGTAGTGCGGTTGCTTTGAGCGGCGCAGGTGGTGGTGGTGCTGGTGCTGGTGCTGGCGGAGGTCCGACGGGCGGCGCCGTGGTGCGGCCAGGGTCGATGACGGACAAGGCGCGGATGGCCAAGATCCCGCAGCCGGAGCCGGGGCTCAAGTGCCCGCGCTGCGAGTCCACCAACACCAAGTTCTGCTACTTCAACAACTACTCCCTCACGCAGCCCCGCCACTTCTGCAAGACCTGCCGCCGCTACTGGACCCGCGGCGGCACGCTCCGCAACGTCCCCGTCGGTGGCGGCTGCCGCCGCAACAAGCGCACCAAGTCCTCCAAGTCCTCGTCCTCCGCCGCGTCGGCTTCCGGTGGCGGCGGGACGTCGTCGTCCACAACATCTTCCACGACCACGGCTGGGGGTGGCAACGGCAACGGCAGCAGCGCGGCCGCGGCGGCCGGGGCCATGATGTCGTCTCAGGGCCAGGGGCACGCGCAGATGCCATTCTTTGGCTCGTTGCACCCGTTGGGCGCCGGCAGCGGGGATCACTACGGCACCGGCGCGTCGAGGCTAGGGTTTCCGGGGCTGATCAACTCGCTGGATCCGGTGGACTACCAGCTCGGCGGAGGCGGTGCCGCGGCCGCCGCCATGGGGCTGTCCGAGCAGTGGCGGCTGCCGCAGATGCAGCAGTTCCCCTTCTTCGGCCGCGCCGACGGCATGCATCAACAGCAGCAGCAAATGGCTGGCCTATACCAGTTCGACGCCACTGACGCGTCCGGCTTCGCCGGAGAGATGATGGGCGGCGTCGGCGGATCCAAGCAGCTGGTGCCCGGATCGGCAGGGCTGATCACGCAGCTCGCGTCGGTGAAGATGGAGGACAACCCGCCGTCCAACAACGCTATGGCGGGCGCCGCCTCGGCCAGGGAGTTCCTCGGCCTCCCCGGCAATATCCAATTCTGGGGCGGCGGCAACAATGGCGCAGGCGGCAACGAAAATGGAGGAAGTCACAGCAGCGGCACCGTGGCTCCAGGCGGCGCCGGCGGAGGAGGCGGCTGGGTGGATCAGCTCCCCGGGTTCAACTCGTCATCATCGGGCAACATCCTGTGA
>TaDof4.1-3A
ATGGTCAACAATTTTCGCAACAAATCCCAATGTAAATTTTGTGGCAGCCAACCAATGCACACATGCATAATGCAAAATGGTCAAGACTACAATATGCAACAAACAAGCATTCAAAATCCATCGCAGGCAGCAGGATATTGTCCAGTCTATCAACCCTTACTTGCTCGTGGACAAGATCAGTACACTAGTTTCTCTAATGCAAGTTCTCAACTTGCATTTCCGAACCTTTCAGCATACACGACATTGAATGATATTCGCCAGTGGACTTCCATCCCTGAAGGGGAGATATCTGTGGAAGATGTACATCCTTTAATTGTCCCGACACAAATTCAAGAGACTTATGGGTCATTTAGATGTGGTCAAGTACTACTTCAATGGGATAAACCTCATATGGAGCCCAAGGAACACTGGAACTTTCTTGACGAGCTCATGCCGCTGCATAGCACACAGTCAAGGTTTTATGGAGAAAGTTTACCCAGTACAAGCCTCATGGATAAAGCCCATAAATTACTGGCCAGTACTTCATCAGGTGATTCTGTTTTGAAGATGATTACTGGTGTTACGAGTCGAGCCACGCAAACTCCTCAGAGGAGAGGCGTTCTCATTCGTCCCATTGAGCCATATGATTCAAACGCTGACATTTTCAGGCCACCAGTTAAGAAGCAAAGGAATGCCAAATATCAACTGCGGTTTGTCAATAGGGTTTGCAATGACTACTACACCCAGGAACAAATCAAATCAGGGGATGGGAGTCTGTTAAAGGTAGCTTTGTATGATGAGAATAATCGGGTAGTCACATCTGGTCCGCTGTCTTCAGCTTCTGTGGAGGTCGTACTACTTCATGGCGATTTCAATGTCGAAGGTCAAGATTATTGGACATCAGAGGAGTTCAGTGCCTGCCTAGTGCATTCACAATCCTTAGAAGAACCACCAGCCCTGGGAGGTGACCGTGTCTTGGCACTGACTGATGGAGAGGCAGCCCTTGGTAATGTCAGTTTCCAGATTTCCTCCTTCCATGCCAGAACAGGAAAGTTCAAGATGGGTGTTGAGATTAAAAACGTACGAGAAGAGAGTGTTCAACAAGGAATCACTAGCCCATTTCTCGTGAGAGTTCGTCAAGGGGAAGAATCAAGTCACCATCGGATCACATCTCCCGAAGCGTTGCTCAGAGTAAGAATGGAATTGCCCAAACAAGTCTGCGGGGCGCTGCAGTGCGATGCCAGGGAACGCGCGTCGTCGGATCAGTCGTCGCCGGAGAGAAATGTCTTGGTGGCGTCGAAGGTGGAGGACCATGACAGCATAGTACAGAGCGGGAGCGGCGTGTTATTATTCCCAGCCCCGCCGCCGTCGTCGGAGCAGGCACGGGTGCCGCAGCCGGAGCCGGGGCTCAAGTGCCCGCGCTGCGACTCCACCAACACCATGTTCTGCTACTTCAACAACTACTCCCTCACCCAGCCCCGTCACTTCTGCCAAGCATGCCGCCGCTATTGGACCCGCGGCGGCGCGCTCCGCAACGTCCCCAGCTGCCACGCCAAGCGCAGCGCCAAACGAAGCGCCAAGCGTTGCGCCAAGTCCAAGGCCTCCGCCGGAGAACCCGCGGCGACAGCGACACCATCGTCCGCATTGACGGCAACGAAGCCCAACACTACTTCTTGCATCGGCGCCGCACCGCCGGGTCTCCACCAGTACTCCATGTTCTGCACCAAGAGCGAGTCGCCGCACAGCAATCGGTTCGCCGACAACTTCGACCTGGCGAGCCTCCGCCTCGGCTTCCCCGCTAGGCTGCTCTTTGCTGACGGAGGCGTGCACCACCAGCCGGTGTTGCAGGGAATGTTCGACTTAGGGCTACAGAGCGGCGGCGGCAATTGCGAGGACGGAGCCAGTTCCACCACCAAGTGA
>TaDof4.2-5A
ATGGAGGAAGTGTTTCCGTCAAACTCCAAGAGCAAGGCCGGTCAGATGGCGGGGGAGGCGACAGCGGCGGCGGAGAAGAAGCCTCGGCCGAAGCCAGAGCAGAAGGTGGAATGCCCTCGGTGCAAGTCTGGCAACACCAAGTTCTGCTACTACAACAACTATAGTATGTCTCAGCCCCGCTACTTCTGCAAGGCCTGCCGCCGCTACTGGACCCATGGTGGCTCCCTCCGCAACGTCCCCATCGGTGGCGGCTGCCGCAAGCCCAAGCGCCCGGGGACCTCCGACGCCCACAAGCTCGGCGTGGCCTCCTCGTCAGAACCCACGGTTGTCATGCCGCCCTCGACCTGCACAGGGATGAACTTTGCCAACGTCCTCCCAACATTTATGTCTGCTGGTTTTGAGATTCCAAGCAGCCTTTCCCTGACTGCCTTTGGGTCATCGTCATCGTCCAACACGGCGGCAGTGATGTCCCCTGGTGGGACGACGTCATTTCTAGACGTGTTGAGAGGGGGCGCAGGAGGGCTTCTTGATGGCAGCCTCAGTCAGAACAATGGCTACTACTATGGTGGGCCTGCCACTGGATCAGGCATTGGGATGCTGATGACGCCGCCAGTGGCGTCATTTGGCATTCCAGGTCCGATGCAGCAACATGGTGATCTCGTGGTTGGTGGAAATGGAATAGGTGCTGCAACTGCTTCAATATTTCAGGGGGGCACTGGCGAGGAAGGAGATGATGGTACGGGGGGCGTGATGGGGCTCCAATGGCAGCCACAGGTTGGCAATGGTGGAGGTGCTGGTGTTGTATCAGGAGGCGTGCATCACCTTGGGACTGGGAACAATGTGACGATGGGCAACAACAATATACACAACAACAACAATAACAACAGTGGGGGTGATGACAACAATGGTGCGTCATCGAGGGATTGCTACTGGATCAACAATGGAGGATCGAACCCATGGCAGAGCCTCCTCAACAACAGCTCCCTGATGATAACACAAGTAGAAGTCCCTCATTGA
>TaDof4.3-5B
ATGTTTTGCTGTTGGCCCCAAGTGTTGAAGATGGAGGAAGTGTTTCCGTCAAACTCCAAGAGCAAGGCTGGTCAGATGGCGGGGGAGGCGACAGCGGCGGCGGAGAAGAAGCCTCGGCCAAAGCCAGAGCAGAAGGTGGAATGCCCTCGGTGCAAGTCTGGCAACACCAAGTTCTGCTACTACAACAACTATAGTATGTCTCAGCCCCGCTACTTCTGCAAGGCCTGCCGCCGCTACTGGACCCATGGTGGGTCCCTCCGTAACGTCCCCATCGGTGGTGGCTGCCGCAAGCCCAAGCGCTCGGGGACCTCCGACGCCCACAAGCTCGGCGTGGCCTCCTCGTCGGAACACACGGCTGTCATGCCCCCCTCGACCTGCACAGGGATAAACTTTGCCAATGTCCTCCCGACGTTTATGTCTGCTGGTTTTGAGATTCCAAGAAGCCTTTCCCTGACCACCTTTGGGTCATCGTCGTCGTCCAACACGACGGCTGTGATGTCCCCTGGTGGGACGACGTCCTTTCTAGACGTGCTGAGAGGGGGAACAGGAGGGCTTCTTGATGGCAACCTCGGTCAGAACAATGGCTACTACTATGGTGGGTCTAGATCAGGCATTGGGATGCTGATGACGCCGCCAGCGGCGTCATTTGGCATTCCAGGTCCAATGCAGCAGCATGGCGATCTCATGGTTGGTGGAAATGGAATAGGTGCCGCAACTGCTTCAATATTTCAGGGGGGCACTGGTGAGGAAGGAGATGACGGCATAGGGGCCATGATGGGGCTCCAATGGCAGCCACATGTTGGTAATGGTGGAGGTGGTGGTGTTGTATCAGGAGGCGTGCATCACCTTGGGACTGGGAACAATGTGACGATGGGCAACAACAACATAAACAACAATAACAATAATGGCAGCCACAGTGATGACAACACTGGTGGGTCATCGAGGGATTGCTACTGGATCAATAATGGAGGATCGAACCCATGGCAAAGCCTCCTCAATAGCAGCTCCCTGATGTAA
>TaDof4.4-5D
ATGCGACTTTTGCTACATAATCTCCTGCAGTATCGCATGGAGGAAGTGTTTCCGTCAAACTCCAAGAGCAAGGCAGGTCAGATGGCGGGGGAGGCGATAGCGGGGGCGGAGAAGAAGCCTCGGCCAAAGCCAGAGCAGAAGGTGGAATGCCCTCGGTGCAAGTCTGGCAACACCAAGTTCTGCTACTACAACAACTATAGTATGTCTCAGCCCCGCTACTTCTGCAAGGCCTGCCGCCGCTACTGGACCCATGGTGGCTCCCTCCGCAACGTCCCCATCGGTGGTGGCTGCCGCAAGCCCAAGCGCTCGGGGACCTCCGACGCCCACAAGCTCGGCGTGGCCTCCTCACCGGAACCCACGACTGTCGTGCCCCCCTCGACCTGCACAGGGATGAACTTTGCGAACGTCCTCCCGACGTTTATGTCTGTTGGTTTTGAGATTCCAAGCAGCCTTTCCCTAACCGCCTTTGGGTCATCATCGTCGTCCAACACGGCGGCGATGATGTCCCCTGGTGGGACGACGTCGTTTCTAGACGTGCTAAGAGGGGGTGCAGGAGGGCTTCTTGATGGCAGCCTCAGTCAGAACAATGGCTACTACTATGGTGGGCCAGCCATTGGATCAGGCAATGGGATGCTGATGACGCCGCCAGCGGTGTCATTTGGCATTCCAGTTCCGATGCAGCAGCATGGCGATCTCGTGGTTGGTGGAAATGGAATAGGTGCCGCAACTGCTTCAATATTTCAAGGGGCCACTAGCGAGGAAGGAGATGACGGCATGGGGGGCGTGATGGGGCTCCAATGGCAACCACAGGTTGGCAATGGTGGAGGTGGTGGTGGTGTATCAGGAGGCGTGCATCACCTCGGGACTGGGAACAATGTGACGATGGGCAACAGCAACATACACAACAACAACAATAACGACAGCGGCGGTGATGACAACAATGGTGGGTCATCGAGGGATTGCTACTGGATCAACAATGGAGGATCAAACCCATGGCAGAGCCTCCTCAACAGCAGCTCCCTGATGTAA
>TaDof4.5-6A
ATGATGGCAGGCGCAGCTCATCCGATGCATTTCTGCATGGACTCCGACTGGCTCAAGGGCATCGTTCCCGAGGACCAGGGCGGGATGGGGTCGTCGTCGCCGTCGGAGGAGCTGATCATCGCGTGCCCGGAGCCGATGCAGGCCCAGCAGGCGGCGGACCGGCGGCTGCGCCCGCAGCACGACCAGCCGCTCAAGTGCCCGCGCTGCGACTCCACGCACACCAAGTTCTGCTACTACAACAACTACAGCCTCTCCCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGCTACTGGACCAAGGGCGGCTCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCAAGAACAAGCGCGCCAGCGCCGCCAAGAAGCCCTCTGCTGCCGCCGTCATCACGCCGCCGATTTCGATGATGCAGCAGCTTCACCACGGGCGACACATGGCAGAGACCGGACTCCACCTGTCCTTCTCCGGGATGCAGCCGCCGGCGGTCTCGGCCGCCGACCCGCTCTGCAGCCTCGGGCTCTTCGACTGGAAGTACGACCACATCCTCTCGGGCTCCGGCGGCTTTGAGAGCGCGAACTCTGAGGCTCACTTCACCGGGCCAGGCATGATGGGCATTGCCAACGGAAGCGGCGGTGGCGGCGCGGAGTACCACGCACTGAACGCGCTCCGGTATGCAGCCGGGCTTGGCGAGCACCTTGCGCTTCCATTTGGTGGCGCGACGTCGCGGGCTGAGCGTGACAGTGTCGTTGCCGAGATGAAGCCGCAGGCGGAGAGGCTGCTGTCGCTGGAGTGGTGCGGCGAGGCGAGCCGCGCGCCGACAGAGACCTCCATCAGCTCCCTGGGCGGGCTCGGCCTGTGGAGCGGCATGATCACCGGCGCCACCCACCATCACCATGGCTCCTCTGCTGCCATCTGA
>TaDof4.6-6B
ATGATGGCAGGCGCAGCTCATCCGATGCATTTCTGCATGGACTCCGACTGGCTCAAGGGCATCGTCCCCGAGGACCAGGGAGGGATGGGGTCGTCGTCGCCGTCGGGGGAGCTGATCATCGCGTGCCCGGAGCCGATGCAGGCCCAGCAGGCGGCGGACCGGCGGCTGCGCCCGCAGCACGACCAGCCGCTCAAGTGCCCGCGCTGCGACTCCACGCACACCAAGTTCTGCTACTACAACAACTACAGCCTCTCCCAGCCCCGCTACTTCTGCAAGACGTGCCGCCGCTACTGGACCAAGGGCGGCTCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCAAGAACAAGCGCGCCAGCGCCGCCAAGAAGCCCTCGGCTGCCGCCGCCATCGCGCCGCCGATTTCGATGATGCAGCAGCTTCATCACGGCCGGCACATGGCGGAGACCGGCCTCCACCTGTCCTTCTCTGGGATGCAGCCGCCGGCGGTCTCTGCCGCCGACCCGCTCTGCAGCCTCGGGCTCTTCGACTGGAAGTACGACCACATCCTCTCGGGTTCCGGCGGCTTTGAGAGCGCGAACTCTGAGGCTCACTTCACCGGGCCAGGCATGATGGGCATTGCCAACGGAAGCGGCGGAGGCGGCGCAGAGTACCACGCACTGAACGCGCTCCGGTACGCAGCCGGCCTTGGAGAGCACCTCGCGCTTCCGTTTGGTGGCGCGACGTCGCGGGCTGAGCGTGACAGTGTCGTCGCCGAGATGAAGCCGCAGGCGGAGAGGCTGCTGTCGCTGGAGTGGTGCGGCGAGGCGAGCCGCGCGCCGACGGAGACCTCCATCAGCTCCCTGGGCGGGCTCGGCCTGTGGAGTGCCATGATCACCGGCGCCGCCCACCATCACCATGGCTCCTCTGCCGCCATCTGA
>TaDof4.7-6D
ATGATGGCAGGCGCAGCTCATCCGATGCATTTCTGCATGGACTCCGACTGGCTCAAGGGCATCGTTCCCGAGGACCAGGGCGGGATGGGGTCGTCGTCGCCGTCGGGGGAGCTGATCATCGCGTGCCCGGAGCCGATGCAGGCCCAGCAGGCGGCAGACCGGCGGCTGCGCCCCCAGCACGACCAGCCGCTCAAGTGCCCGCGCTGCGACTCCACGCACACCAAGTTCTGCTACTACAACAACTACAGCCTCTCCCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGCTACTGGACCAAGGGCGGCTCCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCAAGAACAAGCGCGCCAGCGCCGCCAAGAAGCCCTCTGCTGCCGCCGCCATCGCGCCGCCGATTTCGATGATGCAGCAGCTTCATCACGGCCGGCACATGGCAGAGACCGGACTCCACCTGTCCTTCTCCGGGATGCCGCCGCCGCCGGTCTCGGCAGCCGACCCGCTCTGCAGCCTCGGGCTCTTCGACTGGAAGTACGACCACATCCTCTCGGGCTCCGGCGGCTTTGAGAGCGCGAACTCTGAGGCTCACTTCACCGGGCCAGGCATGATGGGCATTGCCAACGGAAGCGGCGGTGGCGGCGCGGAGTACCACGCACTGAACGCGCTCCGGTACGCAGCCGGCCTTGGCGAGCACCTCGCTCTTCCGTTTGGTGGCGCGACGTCGCGGGCTGAGCGCGACAGTGTCGTCGCCGAGATGAAGCCGCAGGCGGAGAGGCTGCTGTCGCTGGAGTGGTGCGGCGAGGCGAGCCGCGCGCCGACGGAGACCTCCATCAGCTCCCTTGGCGGGCTTGGCCTGTGGAGCGGCATGGTCACCGGCGCCGCCCACCATCACCATGGCTCCTCTGCCGCCATCTGA
>TaDof5.1-1A
ATGCTGTCTTCTCACTGCGAGAGCATGCTGGCCTACGCCGCCGCCGCCGGACGGCGCGCGATGCTGGTCGACCCCCGGCGCTACCGGCCCAACGTGGAGGTGGCGCCCAACTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCAGCCAGCCGCGCTACTTCTGCAAGGGCTGCCGCCGCTACTGGACCAAGGGCGGGTCCCTCCGCAACGTGCCCGTCGGCGGCGGCTGCCGCAAGAACCGGCGGGGCAAGCCTGTGCGGTCCATGGCCGAGGCCGACACGGCCTCGCCGAGCCACGGCGCGGCAGTGTTCTCTCACCGCTTCCACGGCCCGGTCCGACCCGACCTGCTCCTGGAAGGCATGGTTGGCAACCCGGCCGAGCTCGCCCAGCCGGAGCCGGGCGAGGCTGAGAAGCCCGCCGGAGCCGCCGACGGCCCGACGATCGATCTGGCACTGCTCTACTCCAAGTTCTTGAGCCAACAGCCTCTCGCCGAGCAGGGCGCCGTCGTGCCGGAATCGGCCGGCCCCTCGAGTGGGTCAAGCACGGAGATGAGCCCGCCGGCCCTATCCAGCCCAGGCCAACACGGGTTGGGCGAAATCTGCGGGCCGGCGAGCAGCACGGAGCCCAGCGCGACGACGATGCTCCAGTGCGCCGACGCGCGCGCGCACGCGCTTGGCGAGTTCAACTTCAGCGTGGACCAGAGCTGCTACGACTCGCTCGGGCTGCCAACGGACGGCGCCGATCTGACGATGCTCCCGCCGGCGTGGGACCAGGAGGCCAAGTACGAGCCGTTCAGTTCGCTTCCCGATCAGGAGGACGCCATGAGCCTCCACGACGCCGTCCCCGCCGGCGACGACGTGTGGAGCAAGGTGCTGGGCTGCCAAGGGCTGGAAGCCGCTCTCTCCGCAGGCCTCGATCGATGCTAA
>TaDof5.2-1B
ATGCTGTCTTCTCACTGCGAGAGCATGCTGGCCTACGCCGCCGCCGCCGGACGGCGCGCGATGCTGGTCGACCCCCGGCGGTACCGGCCGAACGTGGAGGTGGCGCCCAACTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCAGCCAGCCGCGCTACTTCTGCAAGGGCTGCCGCCGCTACTGGACCAAGGGCGGGTCCCTCCGCAACGTGCCCGTCGGCGGCGGCTGCCGCAAGAACCGGCGGGGCAAGCCGGTGCGGTCCATGGCCGAGGCGGACACGGCCTCGCCGAACCACGGGGCAGTAGTGTTCTCTCACCGCTTCCACGGCCCGGTCCGGCCCGACCTGCTCCTGGAAGGCATGGTTGGCAACCCGGCCGAGCTCGGCCAGCAGCCGGCGTCGGCCGAGGCCGACAAGCCCGCCGGAGCCGCCGACGGACCGACGATTGATCTGGCACTGCTCTACTCCAAGTTCTTGAGCCATCAGCCTCTCGCCGAGCAGTGCGCCGTCGTGCCGGAATCGGCCGACACCTCGAGTGGATCAAGCACGGAGATGAGCCCGCCGACCCTGTCCGGCCCGAGCCAACACGGGCCGGGCGAAATCTGCGGGCCGGCGAGCAGTACGGAGCCCAGCGCGACGACGATGCTCCAGTGCGCCGACGCGCGCGCGCATGCGCTTGGCGAGTTCAACTTCAGCGTAGACCAGAGCTGCTACGACTCGCTCGGGCTGCCAACGGACGGCGGCGATCTGACGATGCTCCCGTCGGCGTGGGACCAGGAGGCCAAGTACGAGCCGTTCAGTTCGCTTCCGGAGGAGGACGCCATGAGCCTCCACGAAGGCGTCCCCGCCGGCGACGACGTCTGGAGCAAGGTGCTGGGCTGCCAAGGGCTGGAGGCTGCTCTCGCTGCAGGCCTCGATCGATGCTAA
>TaDof5.3-1D
ATGGCCTACCGAGGAAAACATCTCGTCCTGGCTTCGGCAGCTCTCCCGCCGTCCCACGTATATATACGCCTCCCTCCTCTCTCTCCTCTCGCATCTGCAAGCTTCCAAATCCTCTCACATCACCGCATTCCCACATTCCCCAGGTCTCCTGCTTGCTTGCTGATCTCCTCCTCTCCGATCGTCGCCATGCTGTCTTCTCACAGCGAGAGCATGTTGGCCTACGCCGCCGCCGCCGGACGGCGCGCGATGCTGGTCGACCCCCGGCGGTACCGGCCGAACGTGGAGGTGGCGCCCAACTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCAGCCAGCCGCGCTACTTCTGCAAGGGCTGCCGCCGCTACTGGACCAAGGGCGGGTCCCTCCGCAACGTGCCCGTCGGCGGCGGCTGCCGCAAGAACCGGCGGGGCAAGCCGGTGCGGTCCATGGCCGAGGCCGACACGGCCTCGCCGAACCACGGCGCAGCAGTGTTCTCTCACCGCTTCCACGGCCCGGTCCGGCCCGACCTGCTCTTGGAAGGCATGGTTGGCAACCCGGCCGAGCTAGGCCAGCCGTCGTCGACCGAGGCTGAGAAGCCCGCCGGAGCCGCCGACGGCCCGACGATTGATCTGGCACTGCTCTACTCCAAGTTCTTAAGCCACCAGCCCCTCGCCGAGCAGTGCGCCGTCGTGCCGGAATCGGCCGACACCTCGAGTGGGTCAAGCACGGAGATGAGCCCGCCGGCCCTATCCAGCCCAGGCCAACACAGATTGGGCGAAATCTGCGGGCCGGCGAGCAGCACGGAGCCCAGCGCGACGACGATGCTCCAGTGCGGCGACGCGCGCGCGCACGCGCTAGGCGAGTTCAACTTCAGCGTAGACCAGAGCTGCTACGACTCGCTCGGGCTGCCAACGGACGGCGGCGATCTGACGATGCTCCCGTCGGCGTGGGACCAGGAGGCCAAGTACGAGCCGTTCAGTTCGCTTCCGGAGGAGGACGCCATGAGCCTCCACGAAGGCGTCCCCGCCGGCGACGACGTCTGGAGCAAGGTGCTGGGCTGCCAAGGGCTAGAAGCTGCTCTCTCCGCAGGCCTCGATCGATGCTAA
>TaDof5.4-2A
ATGGATGCAGCCCACTGGCCCCAGGGGCTAGGGCTGGTGAAGCCAATGGAGGAGATGCTGATGGGAGCACCAAGCTCGAACCAGCAGGTGCAAGGCTCAAATCCGAATCCACCGGCGCAGGCCCCGTCGTCGGCGCCTGGGGCTGGAGGCCCCATGAGGGGCGGGACGCCGGCCATGGCAGTGGCAGCCTCCGGGGTTGGAGCGGGTAGCACGGAGCGGCGGCCGCGGCCGCAGAAGGAGAAGGCGATCAACTGTCCCCGGTGCAACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCCAGCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGGTACTGGACGGAAGGCGGGTCGCTGCGCAACGTCCCCGTCGGCGGCGGCTCCCGCAAGAACAAGCGCTCTTCGTCGTCGTCCGCGTCAGCGAGCGCCTCAGCGGCTGCCTCGGCGACTGCGTCCGTCGCGAACTCGTCCATGCTCGGGGCGGCGCCGAACAAGAACCCGAAGCTGGCGCACGAGGGCGCAGCGCACGACCTGAACCTCGCGTTCCCGCACCACCAAGGCGGGATGCAGGCGCAGGCGGACTACATGGCGTTCCCGAGCCTGGAGAGCAGCAGCATGTGCAACCCGGGCGGCGGCGGAATGGCGGCCAATGGCGCCCGTGCCGGTGGCGCGCTCTCCGCGATGGAGCTGCTCCGGAGCACCGGCTGCTATATGCCGCTGCAGATGCCGATGCAGATGCCCGGGGAGTACGGCGCCGCGGGGTTCTCGCTCGGGGAGTTCCGCGCGCCGGCGCCACCGCAGTCGCAGAGCTTGCTAGGCTTCTCGCTGGACGCGCACGGTTCGGTGGGCGGGGCTTCCATGGCGGGGTACGGCTCCGGTGCCGGGATGCAAGGGATGCAGGACAGGTCGGGCAGGTTGCTGTTCGCGTTCGAGGACTTGAAGCCGACGGCAAACTCTGGCGCCGGTGGCGGTGAGAGCGGTGGTGGTTCTGGCGCAGGCGTGGATGGCGGCGACCATCAGTTCGAGCAAGGCAACAAGGAGCAACAAGGCAACGGCACCCCCGTTGGGCAGCCCGACACGCCGGGGTTCTGGAACGGCATGATCGGCGGCGGCGGCACCTGGTAA
>TaDof5.5-2B
ATGGATGCAGCCCACTGGCCCCAGGGGCTAGGGCTGGTGAAGCCCATGGAGGAGATGCTGATGGGAGCACCAAGCGCGAACCAGCAGGTGCAAGGGTCAAATCCGAATCCACCGGCGCAGGCCCCGTCGTCGGCGCCTGGGACTGGGGGGCCCATGAGGGGCGGGACGCCGGCCATGGCAGTGGCAGGCTCCGGAGCTGGGGCTGGTAGCACGGAGCGGCGGCCGCGGCCGCAGAAGGAGAAGGCGATCAACTGCCCGCGGTGCAACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCCAGCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGGTACTGGACGGAAGGCGGGTCGCTGCGCAACGTCCCCGTCGGCGGCGGATCCCGCAAGAACAAGCGCTCTTCGTCGTCGTCCGCATCCGCCTCCGCTTCAGCGGCCGCCTCGGCGACTGCGTCCGTCGCGAACTCGTCCATGGTCGGGGCGGCGCCGAATAAGAACCCGAAGCTGGCGCACGAGGGCGCAGCGCACGACCTGAACCTCGCCTTCCCGCACCACCAAGGCGGGATGCAGGCGGATTACATGGCGTTCCCGAGCCTGGAGAGCAGCAGCATGTGCAACCCCGGCGGCGGGGCAATGGCGGGCAATGGCGCCCGGGCCGGTGGCGCGCTCTCCGCGATGGAGCTGCTCCGGAGCACTGGCTGCTATATGCCGCTGCAGATGCCGATGCAGATGCCCGGGGAGTACGGCGCCGCGGGGTTCTCGCTCGGGGAGTTCCGCGCGCCGGCGCCACCGCAGTCGCAGAGCTTGCTAGGCTTCTCGCTGGACGCGCACGGTCCGGTGGGCGGGGCTTCCACGGCGGGGTACGGCTCCAGTGCCGCGATGCAAGGGCTGCAGGACAGGTCGGGAAGGTTGCTGTTCGCGTTCGAGGACTTGAAGCCGACGGCAAACTCTGGCGCCGGTGGCGGTGAGAGCGGCGGTGGTTCTGGCGCGGGCGTGGATGGCGGCGACCATCAGTTCGAGCAAGGCAACAAGGAGCAACAAGGCAATGGCACCCCCGTTGGGCAGCCCGACACGCCGGGGTTCTGGAACGGCATGATCGGCGGCGGCGGCACCTGGTAA
>TaDof5.6-2D
ATGGATGCAGCCCACTGGCCCCAGGGGCTAGGGCTGGTGAAGCCCATGGAGGAGATGCTGATGGGAGCACCAAGCGCGAACCAGCAGGTGCAAGGGTCAAATCCGAATCCACCGGCGCAGGCTCCGTCGTCGGCGCCTGGGGCTGGGGGACCCATGAGGGGCGGGACGCCGGCCATGGCAGTGGCGGGCTCCGGAGCTGGGGCGGGTAGCACGGAGCGGCGGCCGCGGCCGCAGAAGGAGAAGGCGATCAACTGCCCGCGGTGCAACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCCAGCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGGTACTGGACGGAAGGCGGGTCGCTGCGCAACGTCCCCGTCGGCGGCGGCTCCCGCAAGAACAAGCGCTCTTCTTCGTCGTCCGCGTCAGCGAGCGCCTCAGCGGCCGCCTCCACGACCGCGTCCGTCGCGAACTCATCCATGCTCGGGGCGGCGCCGAACAAGAACCCGAAGCTGGCGCACGAGGGCGCAGCGCACGACCTGAACCTCGCGTTCCCGCACCACCAAGGCGGGATGCAGGCGCAGGCGGACTACATGGCGTTCCCGAGCCTGGAGAGCAGCAGCATGTGCAACCCGGGCGGCGGCGGAATGGCGGCCAATGGCGCCCGTGCCGGTGGCGCGCTCTCCGCGATGGAGCTGCTCCGGAGCACCGGCTGCTATATGCCGCTCCAGATGCCGATGCAGATGCCCGGGGAGTACGGCGCCGCGGGGTTCTCGCTCGGGGAGTTCCGCGCGCCGGCGCCACCGCAGTCGCAGAGCTTGCTAGGCTTCTCGCTGGACGCGCACGGTCCGGTGGGCGGGGCTTCCACGGCGGGGTACGGCTCCGGTGCCGGGATGCAAGGGATGCAGGACAGGTCGGGCAGGTTGCTGTTCGCGTTCGAGGACTTGAAGCCGACGGCAAACTCTGGCGCCGGTGGCGGTGAGAGCGGTGGTGGTTCTGGCGCGGGCGTGGATGGCGGCGACCATCAGTTCGAGCAAGGCAACAAGGAGCAGCAAGGCAACGGCACCCCCGTTGGGCAGCCCGACACGCCGGGGTTCTGGAACGGCATGATCGGCGGCGGCGGCACCTGGTAA
>TaDof5.7-3A
ATGTTGTCGTCGCACCCGCACGAGGCGGCCATGCTGCCGTACGTGCCGCGGCCGCCGTCGCTGCTGGTGGACCGCCGCTACAGCACCGGCGCCGAGGTGGCGCCCAACTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCAGCCAGCCGCGCTACTTCTGCAAGGGCTGCCGCCGGTACTGGACCAAGGGTGGGTCTCTCCGGAACGTGCCCGTCGGCGGCGGATGCCGGAAGAACCGCCGGGGGAAGTCGTCCGTGAGGTCGGCGTCCGACTCTTTCTCCGGCGTCCGCGACGCCACGTTCGGCCATGGAGGGTTCCCCGGCCCGCTCCGGCCGGACATGGTCCTGGAAGGCATGGTCGGCAACCCGGCGAACCCTGGCCAGGTGATGCACGACGTGCCCACCGCGCCCGACGGCTCGTCCATCGACCTCGCAATGCTCTACTCCAAGTTTCTGAACAACCAGCAACCGGCCGGCGACGGTAGCCTTGTCGGCTCCGTCACGCCGGAGTCGGCCGGTGGGCACGTCGACGAGACGTTCGACACGTTCAGCGCCTCCAGCGACATGAGCCCCGCCGGCGTTCTGGCGCCCGCGCAGTTCGACGCGAGCCCGGACGGGTTCCTCGAATGGTCCCGACCGGTGAGCAGCGCCGACCCAACTTGTACGGCCAGCCCAGCTACCGCAACCACCATGCTGTGCACCGACGAGAGCGTGCAAGCTGCGCTCGGCGAGCTCAACTTCGCCATGGATCAGAGCTGTTTCGACTCGTTGGGGTTGCCCACGGACGGTGCCGCCGCTAACCTCTCGTCGTGGTGCTCGATCGTTCCGAGCTTGTCGACATGGGAGGAGCCCAAGTACGACTCGCTTGATTCGTTCCCTGACGACACCCTCAGCCTCCATGACGGAATCCTTGCTGCCGATCATGACTGGAGCGCGGATTGCCAAGGATTGGAAGCTCTCTACATGCCGTAA
>TaDof5.8-3B
ATGTTGTCGTCGCACCCGCACGAGGCGGCCATGCTGCCGTACGTGCCGCGGCCGCCGTCGCTGCTGGTGGACCGGCGGTACAGCACCGGCGCCGAGGTGGCGCCCAACTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCAGCCAGCCGCGCTACTTCTGCAAGGGCTGCCGCCGGTACTGGACCAAGGGCGGCTCTCTCCGGAACGTGCCCGTCGGTGGCGGATGCCGCAAGAACCGCCGGGGGAAGTCGTCCGTGCGGTCGACGTCCGACTCTTTCTCCGGCGTCCGCGACGCGGCGTTCGGGCATGGAGGGTTCCCCGGCCCGCTCCGGCCGGACATGGTCCTGGAAGGCATGGTCGGCAACCCGGCGAACCCTGGCCAGGCGATGCACGACGTGCCCACCGCGCCCGACGGCTCGTCCATCGACCTCGCAATGCTCTACTCCAAGTTTCTGAACAACCAGCAACCGGCTGGCGACGGTAGCCTTGTCGGATCCGTCACGCCGGAGTCGGCCGGTGGGCACGTCGACGAGACGTTCGACACGTTCAGCGCCTCTAGCGACATGAGCCCCGGTGGCGTTCTGGCGCCCGCGCAGTTCGACGCGAGCCCGGATGGGTTCCTCGAATGGTCCCGACCGGTGAGCAGCGCCGACCTAAATTGTACGGCCAGCCCAGCTACCGCAACCACCATGCTGTGCACCGACGAGAGCGTGCAAGCTGCGCTCGGCGAGCTCAACTTCGCCATGGACCAGAGCTGTTTCGACTCGTTGGGGTTGCCCACGGATGGTGCCGCCGCTAACCTCTCGTCGTGGTGCTCGATCGTGCCGAGCTTGTCGACATGGGAGGAGCCCAAGTACGACTCCCTTGATTCGTTCCCTGACGACACCCTCAGCCTCCATGACGGAATCCTTGCCGCCGATCATGACTGGAGCGCCGATTGCCAAGGATTGGAAGCTCTCTACATGCCGTAA
>TaDof5.9-3D
ATGTTGTCCTCGCACCCGCACGAGGCGGCCATGCTGCCGTACGTGCCGCGGCCGCCGTCGCTGCTGGTGGACCGGCGCTACAGCACCGGCGCCGAGGTGGCGCCCAACTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCAGCCAGCCGCGCTACTTCTGCAAGGGCTGCCGCCGGTACTGGACCAAGGGCGGCTCTCTCCGGAACGTGCCCGTCGGCGGCGGATGCCGGAAGAACCGCCGGGGGAAGTCGTCCGTGCGGTCGGCCTCCGACTCTTTCTCCGGCGTCCGCGACGCCACGTTCGGGCATGGAGGGTTCCCCGGCCCGCTCCGGCCGGACATGGTCCTGGAAGGCATGGTCGGCAACCCGGCGAACCCTGGCCAGGGGATGCACGACGTGCCCACCGCACCCGACGGCTCGTCCATCGACCTCGCAATGCTCTACTCCAAGTTTCTGAACAACCAGCAACCGGCTGGCGACGGCAACCTTGTCGGCTCCGTCACGCCGGAGTCGGCCGGTGGGCACGTCGACGAGACGTTCGACACGTTCAGCGCCTCCAGCGACATGAGTCCCAGCGGCCTTCTGCCGCCCGCGCAGTTCGACGCGAGCCCGGACGGATTCGTCGACTGGTCCCGACCGGTGAGCAGCGCCGACCCGACTAGTACGGCCAGCCCAGCTACCGCAACCACCATGCTGTGCACCGACGAGAGCGTGCAAGCTGCGCTCGGCGAGCTCAACTTCGCCATGGATCAGAGCTGTTTCGACTCGTTGGGGCTGCCCACGGACGGTGCCGCCGCTAACCTCTCGTCGTGGTGCTCGATCGTGCCGAGCTTGTCGACATGGGAGGAGCCCAAGTACGACTCGCTTGATTCGTTCCCTGACGACACCCTCAGCCTCCATGACGGAATCCTTGCTGCCGATCATGACTGGAGCGCGGATTGCCAAGGATTGGAAGCTCTCTACATGCCGTAA
>TaDof5.10-6A
ATGGATGCGGCCCAGTGGCACCAGGGGCTAGGGCTCGTGAAGCCCATGGAGGAGATGATCATGGCTGGAAACCCAAATCCTAATCCTAATTCTAATGGGAACCCGAACCCACAGCCGGCGCCGCCGTCTGGCGCAGAAGCCCAGAGGGCTCCCGTTCCTGGCCCGCCGGCAGCAGGAGCTGGCGCGGCGGCCGGGACGGGCTCCACCGAGCGGAAGGCGGCGCGGCCGCAGAAGGAGAAGGCCATCAACTGCCCGAGGTGCAACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCCAGCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGCTACTGGACTGAGGGCGGCTCGCTCCGGAACGTGCCCGTCGGCGGCGGCTCACGGAAGAACAAGAGATCATCGTCCTCGGTGGTGTCGTCCGCGGCGGGCGCCGTCTCCACCTCGGCGGCCGCGTCCGGGACGGTCCCCGTCGGCGGGATGGGGGCCAAGAACCCGAAGCTGATGCACGAGGGCGCGCACGACCTCAACCTGGCGTTCCCGCACCACCACGGCCGCGTCTTGCACCCGTCCGAGTTCGCGGCGTTCCCTAGCCTGGAGAGCAGCAGCGTCTGCAACCCGGGAGGCGCCATGGCGGCCAACGGCGCGGGTGGCGGGAGGGGCATGGGCGCGTTTTCGGCGATGGAGCTGCTGAGGAGCACCGGCTGCTACGTACCGATGCCGCAGGTGCAGCTCGGGATGCCGCCGGAGTACGCGGCCGCGGGGTTCGCGCTTGGCGAGTTCCGCATGCCGCTGCAGCATCAGCAGCACCATCAACAGCAGCAGCAGCAGCAGCAACACCACCAGCAACAGCAGCAGCAGGTTCAGAACATGCTGGGGTTCTCGCTGGACACGGGAGGAGGTGGCGACGCCGGGGGATACGGCGCTGGGTTGCAGGGGGCGCAGGAGAGCGCAACGGGAAGGATGCTGTTCCCGTTCGAGGACTTGAAGCCGGGTGCGAACCCAAGTGGAGGAGGTGCAAGTGGCGGTGATCAGTTTGAGCACAGCAAAGACCAAGGCGGCGGCGGCGGTGGCCATGAGACCCTGGGGTTCTGGAATAACAGCATGATCGGGAATGGCAGCAGCAATGACGCCGGCGGTGGCGGCGGCGGCGGCGGCGGTTCGTGGTAG
>TaDof5.11-6B
ATGGATGCGGCCCAGTGGCACCAGGGGCTAGGGCTCGTGAAGCCCATGGAGGAGATGATCATGGCTGGAAACCCAAATCCTAATTCTAATGGGAACCCGAACCCACAGCCGGCGCAGCCGTCTGGGACCGAAGCCCAGAGGGCCCCCGTTCCTGGCCCGCCGGCGGCAGGAGCGGGCGCGGCTGCCGGGACGGGCTCCACCGAGCGGAAGGCGGCGCGGCCGCAGAAGGAGAAGGCAATCAACTGCCCCAGGTGCAACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCCAGCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGCTACTGGACCGAGGGCGGCTCGCTCCGGAACGTGCCCGTCGGCGGCGGCTCACGCAAGAATAAGAGATCGTCGTCCTCGGTGGTTTCGTCCGCGGTGGGCGCCGTCCCCACCTCGGCGGCGGTGTCCGGGACGGTCCCCGTCGGCGGGATGGCGGCCAAGAACCCGAAGCTGATGCACGAGGGCGCGCACGACCTCAACCTGGCGTTCCCCCACCACCACGGCCGCGTCTTGCACCCGTCGGAGTTCGCGGCGTTCCCTAGCCTGGAGAGCAGCAGCGTCTGCAACCCGGGAGGCGCCATGGCGGCCAACGGCGCGGGCGGCGGGAGGGGCATGGGCGCGTTTTCCGCGATGGAGCTGCTGAGGAGCACCGGCTGCTACGTACCGATGCCGCAGGTGCAGCTCGGGATGCCGCCGGAGTACGCAGCCGCGGGATTCGCGCTTGGCGAGTTCCGCATGCCGCTGCAGCATCAGCAACACCACCATCAGCAGCAGCAACAACAACACCACCAGCAGCAGCAGCATCAGGTTCACAACATGCTCGGGTTCTCCCTGGACACGGGAGGAGGTGGCGACGCCGGGGGATACGGCGCTGGGTTGCAGGGCGCGCAGGAGAGCGCAACGGGAAGGATGTTGTTCCCGTTCGAGGACTTGAAGCCGGGTGCGAACCCAAATGGAGGAGGTGCAAGTGGCGGTGATCAGTTTGAGCACAGCAAAGACCAAGGCGGCGGCGGTGGCCATGAGACCCTGGGGTTCTGGAATAACAGCATGATCGGGAATGGCAGCAGCAATGACGCCGGCGGTGGCGGTGGCGGCGGCGGCGGCAGTTCGTGGTAG
>TaDof5.12-6D
ATGGATGCGGCCCAGTGGCACCAGGGGCTAGGACTCGTGAAGCCCATGGAGGAGATGATCATGGCTGGAAACCCAAATCCTAATCCTAATCCTAATGGGAACCCGAACCCACAGCCGGCGCCACCGTCTGGCGCAGAAGCCCAGAGGGCTCCCGTTCCTGGCCCGCCGGCAGGAGGAGCTGGCGCGGCGGCCGGGACGGGCTCCACCGAGCGGAAGGCGGCGCGGCCGCAGAAGGAGAAGGCAATCAACTGCCCGAGGTGCAACTCCACCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCCAGCAGCCGCGCTACTTCTGCAAGACGTGCCGCCGCTACTGGACCGAGGGCGGCTCGCTCCGGAACGTGCCCGTCGGCGGCGGCTCACGGAAGAACAAGAGATCGTCGTCGTCGGTGGTGTCGTCCGCGGCGGGCGCCGTCTCCACCTCCGGGGCGGCGTCCGGGACGGTCCCGATCGGCGGGATGGCGGCCAAGAACCCGAAGCTGATGCACGAGGGCGCGCACGACCTCAACCTGGCGTTCCCGCACCACCACGGCCGCGTCTTGCACCCGTCGGAGTTCGCGGCGTTCCCTAGCCTGGAGAGCAGCAGCGTCTGCAACCCGGGAGGCACCATGGCGGCCAACGGCGCGGGTGGCGGGAGGGGCATGGGCGCGTTTTCGGCGATGGAGCTGCTGAGGAGCACCGGCTGCTACGTACCGATGCCGCAGGTGCAGCTCGGGATGCCGCCTGAGTACGCAGCCGCGGGATTCGCGCTTGGCGAGTTCCGCATGCCGCTGCAGCATCAGCAACACCATCAGCAGCAGCAGCAGCAGCAACACCAGCAACACCAGCAGCAGGTTCAGAACATGCTCGGGTTCTCTTTGGACACGGGAGGAGGTGGCGACGCCGGGGGATACGGCGCTGGATTGCAGGGGGCGCAGGAGAGCGCAACGGGAAGGATGCTGTTCCCGTTCGAGGACTTGAAGCCGGGTACGAACGCGGGTGGAGGAGGTGCAAGCGGCGGCGATCAGTTTGAGCACAGCAAAGACCAAGGCGGCGGTGGCGGCGGCGGCCATGAGACCCTGGGGTTCTGGAATAACAGCATGATCGGGAATGGCAGCAGCAATGACGCCGGCGGCGGCGGTGGCGGCGGCGGTGGTTCGTGGTAG
>TaDof7.1-3A
ATGGTTCGTATTACGGCCATGGACCAGCTGGAGGCGGAGGAGGTGGTGGTCAGGGCGCCGGCGGCGTCCGGCGGGGTGAGGAGGGCCGGGGAGCCGGAGAGGCTGGCGCAGTGCCCCTGCCCGCGCTGCGAGTCCACCGACACCAAGTTCTGCTACTACAACAACTACAACCTCTCGCAGCCGCGCCACTTCTGCAGGGGCTGCCGCCGCTACTGGACGCGCGGGGGCGCGCTCCGCAACGTGCCCGTCGGCGGCGGCACGCGCAAGCCCAACGGCAGCCCCGCCGCCGTCCGCCGCAAGCGCCCCTCCCACTCCCACTCCCACTCCCACCACGCCGTCCCCGCCGCCGCCGCCTCTCAGGCCGCGCCGGTCGTCCCGCTCTCGGTCTCCGCGCCCGCGCCGCTCCCGCTGCCGCTGCTCCAGCCGCAGCCGCAGCCGCAGCCGCAGCAGTACGAGCTGACCTTCCTGCCGGCGTCCCTTTCGGCGGTGGACCCCGACCGCCGCCTGCTCGACCTCGGCGGCAGCTTCAGCTCCCTGCTCGCGCCGCCCGCGCCGCTGCTGCCCAACTTCGCCACCAGCTTCGTGTTCGGCGGCGCCGGCGCGGGGATGGCAATGGCCCACGCTCACGTCCCTGCTCTGCCGCAGCCGGCGCCGGTGGCATCCCAGGCGCTGCCGGAGAGCTTCTGGGGCATGGGGTGGCCGGACCTGTCCATCTAG
>TaDof7.2-3A
ATGGCGAACCTCCCCACCCACGCCACCAACGCCGACGCCTCCGCCTTCAAGCTCTTCGGCCAGGTCATCCAGCCCGACGCCCACCGCGCCGCCTCCGCCCCCGCCTCCACCTCCATCTCCGCGGGACAGAGCGCCGCGGCCCCGCCGCCTCCTCCTCCTCCTCCTCCTCCCCCGTCGACGACGCAGCAGGCCGCGGTCGGGGGCGAGCCGCTGCCATGCCCGAGGTGCGGGAGCAGGGAGACCAAGTTCTGCTACTTCAACAACTACAACGTGCGGCAGCCGCGCCACCTCTGCCGCGCCTGCCGCCGCTACTGGACGGCCGGCGGCGCGCTCCGCCGCGTCGCCACCGCGTCCCCGGGCCGCCGCAGGCCCCGGCCTAGCGCCCGATCGGCCGCCGCCGCGGCCTCGGCCACCGCCTCCGCCTCCGAGGAAGGGGCGGCAGCGGAGAGCGTTGACTCGCGGTCGTAG
>TaDof7.3-3B
ATGGACCAGCTGGAGGCGGAGGAGGTGGTCGTCAGGGCGCCGGCGCCCACGGCGGCGTCCGGCGGGGTGAGGAGGGCCGGGGAGCCGGAGAGGCTGGCGCAGTGCCCCTGCCCGCGCTGCGAGTCCACCGACACCAAGTTCTGCTACTACAACAACTACAACCTCTCGCAGCCGCGCCACTTCTGCAAGGGCTGCCGCCGCTACTGGACGCGCGGGGGCGCGCTCCGCAACGTGCCCGTCGGCGGCGCCACGCGCAAGCCCAACGGCAGCCCCGCCGGCGTCCGCCGCAAGCGCCCATCCCACTCCCACTCCAACTCCCACCACGCCGCCTCCTCTCAGGCCGCGCCGGTCGTCCCGCTCTCGGTCTCCGCGCCCGCGCCGCTCCCGCTGCCGCTGCTCCCGCCGCCGCAGCCGCAGCCGCAGCAGTACGAGCTGACCTTCCTGCCGCCGTCCCTTTCGGCGGTGGACCCCGACCGCCGCCTGCTCGACCTCGGCGGCAGCTTCAGCTCCCTGCTCGCGCCGCCCGCCCCGCTGCTGCCCAACTTCGCCACCAGCTTCGTGTTTGGCGGCGCCGGCGCGGGGATGGCGATGGCACACGCTCACGTCCCTGCTCTGCCGCAGCCGGCGCCGGTGGTGTCGCAGGCGCTGCCGGAGAGCTTCTGGGGCATGGGGTGGCCGGACCTGTCCATCTAG
>TaDof7.4-3B
ATGGCGAACCTCCCCACCCACGCCACCAACGCGGACGCCTCCGCCTTCAAGCTCTTCGGCCAGGTCATCCAGCCCGACGCCCACCGCGCCGCCTCCGCCCCCGCCTCCACCTCCATCTCCGCGGGACAGAGCGCCTCGGCCCCGCCGCCTCCTCCTCCTCCCCCGTCGACGACGCAGCAGGCCGCGGTCGGGGGCGAGCCGTTGCCATGCCCGAGGTGCGGGAGCAGGGAGACCAAGTTCTGCTACTTCAACAACTACAACGTGCGGCAGCCGCGCCACCTCTGCCGCGCCTGCCGCCGCTACTGGACGGCCGGCGGCGCGCTCCGCCGCGTCGCCACCGCGTCCCCGGGCCGCCGCAGGCCTCGGCCCAGCGCCCGATCGGCCGCCGCCGCGGCCTCGGCGACCGCCTCCGCCTCCGCCTCCGAGGAAGGGGCAGCAGCGGAGAGCGTTGACTCGCGGTCGTAG
>TaDof7.5-3D
ATGGTTCGCATCACTGCCATGGACCAGCTGGAGGGGGAGGAGGTGGTCGTCAGGGCGCCGGCGTCCGGCGGGGTGAGGAGGGCCGGGGAGCCGGAGAGGCTGGCGCAGTGCCCCTGCCCGCGCTGCGAGTCCACAGACACCAAGTTCTGCTACTACAACAACTACAACCTCTCGCAGCCGCGCCACTTCTGCAAGGGCTGCCGCCGCTACTGGACGCGCGGGGGCGCGCTCCGCAACGTGCCCGTCGGCGGCGGCACGCGCAAGCCCAACGGCAGCCCCGCCGCCGTCCGCCGCAAGCGCCCCTCCCACTCCCACTCCCACCACGCCGCCGCCTCCTCCCAGGCCGCGCCGGTCGTCCCGCTCTCGGTCTCCGCGCCCGCGCCGCTCCCGCTGCCGCTGCTCCCGCCGCCGCCGCAGCCGCAGCAGTACGAGCTGACCTTCCTGCCGCCGTCCCTTTCGGCGGTGGACCCCGACCGCCGCCTGCTCGACCTCGGCGGCAGCTTCAGCTCCCTGCTCGCGCCGCCCGCGCCGCTGCTGCCCAACTTCGCCACCAGTTTCATGTTTGGCGGCGCCGGCGCGGGGATGGCGATGGCCCACGCTCACGTCCCTGCTCTGCCGCAGCAGGCGCCGGGGGTGTCGCAGGCGCTGCCGGACGGCTTCTGGGGCATGGGGTGGCCGGACCTGTCCATCTAG
>TaDof7.6-3D
ATGGCGAACCTCCCCACCCACGCCACCAACGCGGACGCCTCCGGCTTCAAGCTCTTCGGCCAGGTCATCCAGCCCGACGCCCACCGCTCCGCCCCCGCCTCCACCTCCGTCTCCACGGGACAGAGCGCCGCGGCCCCGCCGCCTCAGCCTCCTCCTCCTCCCCCGTCGACGACGCAGCCGGCCGCGGTCGGGGGCGAGCCGTTGCCATGCCCGCGGTGCGGGAGCAGGGAGACCAAGTTCTGCTACTTCAACAACTACAACGTGCGGCAGCCGCGCCACCTCTGCCGCGCCTGCCGCCGCTACTGGACGGCCGGCGGCGCGCTCCGCCGCGTCGCCACCGCGTCCCCGGGCCGCCGCAGGCCTCGGCCCAGCGCCCGATCGGCCGCCGCCGCGGCCTCGGCCACCGCCTCCGCCTCCGAGGAAGGGGCAGCAGCGGAGAGCGTTGACTCGCGGTCGTAG
>TaDof7.7-4A
ATGGAAGCCCCTCTGCACCAGCTGGCCCCCATGCAGCAAGCACTGCTCGCCCGTCCTCAGAACTGCAAGCACGACGCCGCGGCGACCATGGCCGCGACGGACATGGCGTGCCTCCAGCAGCAGCAGCAGCTGATGCAGCTGCAGCCGGCGGCGGCGAACCCGAACACGCCCTCGGGCGCGGCACGGGAGCAGTGCCCGCGGTGCGCGTCTCACGACACCAAGTTCTGCTACTACAACAACTACAACACGTCGCAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACGCTCGGGGGCTCCCTCCGCAACGTCCCCATCGGGGGCTCCACCCGCAAGCGCCTGCGCCCGGCGCCGCAGCAGACGATGCGCCGCCCGCCCGTCCACTTCGGTGCGCCTCCGCCGCCGCCGATGCCGGCGCAGTCGCACTCCCAGCAGGCTCCGCAGGGCGGCCTTCTCAGCTCGCTGTTCGCGTTCGGCGCGGCGCCGCTGTTCGAGGGCCGCGTCGGGTTCGACCTCGGCCTCGGCCTGCCCGGGCTGAGCCAGGTGGGGCTCGGCGGCGGCGCCGGGGAGTTCGGCCTGCACTCCCTCGGGCTCCGGGGCGGCCATGCAGGGACGTCGGCGCCGATGCTCTGGCCGACAGCGTTCTTGGACAACGGCAATGTGGACACGTGGAAGGTGTCCGGCGGCGGGGCGGCTGCCATGTGGGCGCCGGAGTTCTCTCCCGCGCCGACGGTAGCACAGGTCGGCGGCAATGGCATGTTTCATGGCGGGGCCCAGATAATGGGACAACTGTGA
>TaDof7.8-4B
ATGGAAGCTCCTCTGCACCAGCTGGCCCCCATGCAGCAAGCACTGCTCGCCCATCCCCAGAACTGCAAGCACGACGCCGCGGCGACGATGGCCGCGACGGACATGGCCTGCGTCCAGCAGCAGCAGCAGCTGTTGCAGCTGCAGCCGGCGGCGGCGAACCCGAACACGCCCTCGGCCGCGGCGCGGGAGCAGTGCCCGCGGTGCGCGTCGCACGACACCAAGTTCTGCTACTACAACAACTACAACACGTCGCAGCCGCGCCACTTCTGCCGTGCCTGCCGCCGCTACTGGACGCTCGGGGGCTCCCTCCGCAACGTCCCCATCGGGGGCTCCACCCGCAAGCGCCTGCGCCCGGCGCCGCAGCAGGCGATGCGCCGCCCGCCCGTCCACTTCGGCGCGCCTCCGCCACCGATGCCGGCGCAGTCGCACTCCCAGCAGGCTCCGCAAGGCGGACTTCTCAGCTCGCTGTTCGCGCTAGGCGGGGCGCCGCTGTTCGAGGGCCGCGTCGGGTTCGACCTCGGCCTCGGCCTGCCCGGGCTGAGCCAGGTGGGGCTCGGCGGCAGCGCCGGGGAGTTCGGCCTGCACTCCCTCGGGCTCCGGGGCGGCCATGCAGGGACGTCGGCGCCGATGCTCTGGCCAACTGCGTTCTTGGACAACGGCAATGTGGACACGTGGAAGGTGTCCGGCGGCGGGGCGGCTGCCATGTGGGCGCCGGAGTTCTCTTCTGCGCCGACGGTAGCACAGGTCGGCGGCAATGGCATGTTTCATGGCGGGGCCCAGATAATGGGACAACTGTGA
>TaDof7.9-4D
ATGGAAGCTCCTCTGCACCAGCTGGCCCCCATGCAGCAGGCACTGCTCGCCCATCCCCAGAACTGCAAGCACGACGCCGCGGCGACGATGGCCGCGACGGACATGGCGTGCCTCCAGCAGCAGCAGCAGCAGCTGATGCAGCTGCAGCCGGCGGCGGCGAACCCGAACACGCCCTCGGGCGCGGCGCGGGAGCAGTGCCCGCGGTGCGCGTCGTACGACACCAAGTTCTGCTACTACAACAACTACAACACGTCGCAGCCGCGCCACTTCTGCCGCGCCTGCCGCCGCTACTGGACGCTCGGGGGCTCCCTCCGCAACGTCCCCATCGGGGGCTCCACCCGCAAGCGCCTGCGCCCGGCGCCGCAGCAGGCCATGCGCCGCCCGCCCGTCCACTTCGGCGCGCCTCCGCCGCCGATGCCGGCGCAGTCGCACTCCCAGCAGGCTCCGCAAGGCGGCCTTCTCAGCTCGCTGTTCGCGCTCGGCGCGGCGCCGCTGTTCGAGGGCCGCGTCGGGTTCGACCTCGGCCTCGGCCTGCCCGGGCTGAGCCAGGTGGGGCTCGGAGGCAGCGCCGGGGAGTTTGGCCTGCACTCCCTCGGGCTCCGGGGCGGCCATGCAGGGACGTCGGCGCCGATGCTCTGGCCGACCGCGTTCTTGGACAACGGCAATGTGGACACGTGGAAAGTATCCGGCGGCGGGGCGGCTGCCATGTGGGCGCCGGAGTTCTCTCCTGCACCGGCGGTGGCACAGGTCGGCGGCAATGGCATGTTCCATGGCGGGGCCCAGATAATGTGA
>TaDof7.10-5A
ATGCAGGAGCCCGGGCGGCGGCCGTTCGCCGGCGCCGTCGACCTGCGCCGGCCCAAGGGCTACCCGGCGCCGTCGGCGACCGCGCAGGCGGAGGTGGGGGCGGCGGCGGCGGAGGAGGGGGAGGCGCACGGCGACCCCTGCCCGCGCTGCGAGTCCAGGGACACCAAGTTCTGCTACTACAACAACTACAACACCTCCCAGCCGCGCCACTACTGCAAGTCCTGCCGCCGCTACTGGACCAAGGGCGGCACCCTCCGCAACGTCCCCGTCGGCGGCGGCTCGCGCAAGAGCTCCTCCTCGTCGTCGTCCTCGTCCTCCAGCCCCAAGCGCGCCAAGAACTCCAAGCGCCGCCGCGTCGCGCCGGCCGCGCCCCCGGCGCCCGAGGCTGAGCCCGGCGCCGACGCCTCAGCCGCCGTCGCCGCGACGACGAAGGAGGCCGCGGCCACCGAGGACGTCACAGCAGCTGAGGATCCCGCCGCAGCCCCTACGGCGGACGGGTGTTTCGCTTTCACAGCCGGCGAGCCCGACGCGCCACCCGCGAAGGAAGGGTGCTTCACTCTCACGGCCGGCGAGCCTGACGCGCCACCCGCGGCGGACGGAGACGGGGGCTTCGCTTTCACGGCCGGCGAGCCCGACGTGCCACCCGCGGCTGACAGAAACGGGGGCCTGGCTTTCACCGATCACCCGTCGGTGGCGCTCGGGCTCGGCGTGGCGGACGAGGCCGGCGGGAAGGAGCTGGCGGACCCGAGCCCGTTCGAGTGGCCGTCGGGCTGCGACCTGGGGTCCTACTGGGTGGCCGGCGTGTTCGCCGACACCGATCCGGCGCTGTTCCTCAGCCCGCCGTGA
>TaDof7.11-5A
ATGATCCAAGAACTCCTCGGAGGCACGGCCATGGAGCAGCAGCAGCAGCAGCAGCAGCTCAAGTGCGCCGGCAACGCCGCGAACCACCACGGCTCGCTCCCCATGGTGCTGCAGCCCATCTCCTCCAACCCGTCCCCCACGTCCTCCTCCACCTCCTCGCGCTCCTCCACGCAGCGGTCGCCCTCGGCCGCGTCGTCGCCGCAGGGGCAGGGGCAGGCGCAGCAGGGGCCGCCGGGGCCGGAGCAGGCGCCGCTGCGTTGCCCCCGGTGCAACTCCTCCAACACCAAGTTCTGCTACTACAACAACTACAACCTCACACAGCCGCGCCACTTCTGCAAGACGTGCCGCCGCTACTGGACCAAGGGCGGCGCGCTCCGCAACGTCCCCATCGGCGGCGGCTGCCGCAAGCCGCGCCCCATGCCGGCGCCCGTCGCCAAGGCGCAGCCCTCCTCCTGCAAGTCCGTGCTCGGCATGGGCGTCGGCGCCGCGCCGTCCCTCGGCCTCGGCATGGGCGTGGGCGGCGGCATGTCCTGGGCCTCCGCGCCGCAGACCGCCACCGCGCAGCTCATGGCGCTGCTCAACAGCGCCAGGGCCGGCTACGCCGGCAGCAACATGCACCGGCTTCTCGGCCTTGACACCATGGGGCAGCTCCAGGTCCTGCCGGGGTCGGCCAACGGCGGGCAGGGCATGTCGCCGTCGCTGTGGCCGCAGGCGACGCACCGGCCGACCATGCCTCCGCCACCAATGCACCTCGGCATGGGCTCGCTGGGGCTGGGCCAGGGCCAGGGCCACCACAACCTGCTGTCAGGGCTGGAGCTCAAGCCGCCCTCATCTTCACCGTCACCATCTTCACTCGCGGCGAGCTACTACAGCGACCAGCTGAACGCGGTGGTGAGCAACGGCGGCGCGGGCCGCCCGCACCCGTACGACACCCAGGCGTCGTCCTACCCTTGCAGCACGGCGATGTGCTCGCTCCCGCCGTCCGCGTCGACCGTCTCGGCGGCGCAGAGCAGCCACACCGTGGGAATGGACCAGCAGCCACCCACCATGTCGCTGGGCACGCAGGAGATGCAGTACTGGAGCGGCGGGCCGGCGTCAATGATGGCATGGCCGGACTTGCCCACTCTCAACGGCGCCTTCCCATGA
>TaDof7.12-5B
ATGCAGGAGCCCGGGCGGCGGCCGTTCGCCGGCGCCGTCGACCTGCGCCGCCCGAAGGGCTACCCGGCGCCGTTGGCCGCGCAGGCGCAGGCGGAGGCGGTGGCGGAGCTGGCGACGGGGGAGGCACACGGCGACCCCTGCCCGCGGTGCGAGTCGCGGGACACCAAGTTCTGCTACTACAACAACTACAACACCTCCCAGCCGCGCCACTACTGCAAGTCCTGCCGCCGCTACTGGACCAAGGGCGGCACCCTTCGCAACGTCCCCGTCGGCGGCGGCTCGCGCAAGAGCTCCTCCTCGTCATCGTCGTCGTCGTCCAGCCCCAAGCGCGCCAAGAACTCCAAGCGCCGCCGCGTCGCGCCGGCCGCGCCCCTGGAGCCCGAGGCTGAGCCCGGCGCCGACGCCCCAGCCGCCGTCGCCACGACGACGAAGGAGGCCGCGGCCACCGAGGACGTCACAACAGCTGGCGATACCGCCGCAGCCCCTGCGGCCGACGGGTGTTTCGCTTTCACGGCCGGCGAGCCCGACGCGCCACCCGCGGCGGACAGGTGTTTCACTTTCACGTCCGGCGAGCCAGACGCGCCACCCGCGGCGGACGGAGACGGGTGCTTCGCTTTCACGGCCGGCGAGCCCGACGTGCCGCCCGCGGCGAAGGGAGACGGGGGCCTCGCTTTCACCGATCACCCGTCGGTGGCGCTCGGGCTCGGCGTGGCGGACGACGCCGGCGGGAAGGAGCTGGCGGACCCGAGCCCGTTCGAGTGGCCGTCGGGCTGCGACCTGGGGTCCTACTGGGTGGCCGGCGTGTTCGCCGACACCGATCCGGCGCTGTTCCTCAGCCCGCCGTGA
>TaDof7.13-5B
ATGATCCAAGAACTCCTCGGAGGCACGGCCATGGAGCAGCAGCAGCTCAAGTGCGCCGGGAACGCTGCGAACCACCACGGCTCGCTCCCCATGGCGCTGCAGCCCATCTCCTCCAACCCGTCCCCCACGTCCTCCTCCACCTCGTCGCGCTCCTCCACGCAGCGGTCGCCCTCGGCCGCGTCGTCGCCGCAGGGGCAGGGGCAGCAAGGGCAGCAGGGCCCGCCGGGGCCGGAGCAGGCGCCGCTGCGCTGCCCCCGGTGCAACTCCTCCAACACCAAGTTCTGCTACTACAACAACTACAACCTCACCCAGCCGCGCCACTTCTGCAAGACGTGCCGCCGCTACTGGACCAAGGGCGGCGCGCTCCGCAACGTCCCCATCGGCGGCGGCTGCCGCAAGCCGCGCCCCATGCCGGCGCCCGTCGCCAAGGCGCAGCCCTCCTCCTGCAAGTCCGTGCTCGGCATGGGCGTCGGCACCGCGCCGTCCCTCGGCCTCGGCATGGGCGTGGGCGGCGGCATGTCCTGGGCCTCCTCGCCGCAGACCGCCACCGCGCAGCTCATGGCGCTGCTCAACAGCGCCAGGGCCGGCTACGCCGGCAGCAACATGCACCGGCTTCTCGGGCTGGACACCATGGGGCAGCTCCAGGTCCTGCCGGGGTCGGCGAACGGCGGGCCGGGCATGTCGCCGTCGCTGTGGCCGCAGGCCACGCACCGGCCGACCATGCCTCCGCCACCAATGCACCTCGACTCGCACCTCGGCATGGGCTCGCTGGGGCTGGGCCAGGGCCAGGGCCACCACAACCTGCTGTCAGCGCTGGAGCTCAAGCCGCCCTCGTCTTCGCCGTCGCCGTCTTCACTCGCGGCGAGCTACTACAGCGACCAGCTGAACGCGGTGGTGAGCAACGGCGGCGCCGGGCGCCCCCACCCGTACGACACCCCGGCGTCGTCCTACCCTTGCAGCACGGCGATGTGCTCCCTCCCGCCGTCCGCGTCGACCGTCTCGGCGGCGCAGAGCAGCCGCACCGTGGGGATGGACCAGCAGCCACCCACCATGTCGCTCGGCACGCAGGAGATGCAGTACTGGAGCGGCGGCCCGGCGTCGATGATGGCATGGCCGGACTTGCCCACCCTCAACGGCGCCTTCCCATGA
>TaDof7.14-5D
ATGCAGGAGCCCGGGCGGCGGCCGTTCGCCGGCGCCGTCGACCTGCGCCGGCCCAAGGGCTACCCGGCGCCGTCGGCGACCCCGCAGCCGCAGGCGGAGGCGGGGGCGGGGGATGCGCACGGTGACCCCTGCCCGCGGTGCGAGTCGCGGGACACCAAGTTCTGCTACTACAACAACTACAACACCTCCCAGCCGCGCCACTACTGCAAGTCCTGCCGCCGCTACTGGACCAAGGGCGGCACCCTCCGCAACGTCCCCGTCGGCGGCGGCTCGCGCAAGAGCTCCTCCTCGTCGTCGTCGTCTTCGTCCAGCCCCAAGCGCGCCAAGAACTCCAAGCGCCGCCGCGTCGCGCCGGCCGCGCCCCCGGAGCCCGAGGCCGAGCACGACGCCGACGCCTCAGCCGCAGCCGCCGTCGCCGCGAGGACGAAGGAGGCCGCGGCCACCACCGAGGACGTGACAACAGCTGACGATCCCGCCGCAGCCCCTGCGGCCGACGGGTGTTTCGCTTTCACGGCCGGCGAGCCCGACGCGCCACCTGCGGCGGAAGGGTGTTTCACTTTCTTGGCCAGCGAGCTCGACGCGCCACCCGCGGCGGAGGGAGACAGGGGTTTGGCTTTCACGGCCGCCGAGCCGGACGCGCCACCCGCGGCGGACGGAGACGGGGGCCTCGCTTTCACCGATCACCCGTCGGTGGCGCTCGGGCTCGGCGTGGCGGACGACGCCGGCGGGAAGGAGCTGGCGGACCCGAGCCCGTTCGAGTGGCCGTCGGGCTGCGACCTGGGGTCCTACTGGGTGGCCGGCGTGTTCGCCGACACCGATCCGGCGCTGTTCCTCAGCCCGCCGTGA
>TaDof7.15-5D
ATGATCCAAGAACTCCTCGGAGGCACGGCCATGGAGCAGCAGCAGCTCAAGTGCGCCGGCAACGCGGCGAACCACCACGGCTCGCTCCCCATGGTGCTGCAGCCCATCTCCTCCAACCCGTCCCCCACGTCCTCCTCCACCTCCTCGCGCTCCTCCACGCAGCGGTCGCCGTCGGCCGCGTCGTCGCCGCAGGGGCAGCAAGGGCAGCAGGGGCCGCCGGGGCCGGAGCAGGCGCCGCTGCGCTGCCCCCGGTGCAACTCCTCCAACACCAAGTTCTGCTACTACAACAACTACAACCTCACCCAGCCGCGCCACTTCTGCAAGACGTGCCGACGCTACTGGACCAAGGGCGGCGCGCTCCGCAACGTCCCCATCGGCGGCGGCTGCCGCAAGCCGCGCCCCATGCCGGCGCCCGTCGCCAAGGCGCAGCCCTCCTCCTGCAAGTCCGTGCTCGGCATGGGCGTCGGCGGCGCGCCGTCCCTCGGTCTCGGCATGGGCGTGGGCGGCGGCATGTCCTGGGCCTCCGCGCCGCAGACCGCCACCGCGCAGCTCATGGCGCTGCTCAACAGCGCCAGGGCCGGCTACGCCGGCAGCAACATGCACCGGCTTCTCGGCCTGGACACCATGGGGCAGCTCCAGGTCCTGCCGGGGTCGGCCAACGGCGGGCCGGGCATGTCGCCGTCGCTGTGGCCGCAGGCCACGCACCGGCCGGCCATGCCTCCGCCACCAATGCACCTCGACTCGCACCTCGGCATGGGCTCGCTGGGGCTGGGCCAGGGCCAGAGCCACCACAATCTGCTGTCAGGGCTGGAGCTCAAGCCGCCATCGTCTTCACCGTCGCCATCTTCCCTCGCGGCGAGCTACTACAGCGACCAGCTGAACGCGGTGGTGAGCAACGGCGGCGCAGGGCGCCCGCACCCGTACGACACCCAGGCGTCGTCCTACCCTTGCAGCACCGCGATGTGCTCCCTCCCGCCGTCCGCGTCGACCGTCTCGGCGGCGCAGAGCAGCCACAGCGTGGGGATGGACCAGCAGCCACCCACCATGTCACTCGGCTCGCAGGAGATGCAGTACTGGAGCGGCGGCCCGGCCTCGATGATGGCATGGCCGGACTTGCCCACTCTCAACGGCGCCTTCCCATGA
>TaDof7.16-6A
ATGCAAGACTTCCAGTCCATCCCGGGCCTCGCCGGGCGGCTGTTCGGCGGCGCGGCGGCGGCGGACATCCGGCGCGTGCAGGGCCCGGCGTCCCGGTGCGGCGTGTTCTCGCAGGCGGCGTCCGCGCAGCCGGAGGCGGCCGTCAAGTGCCCGCGGTGCGAGTCCACCAACACCAAGTTCTGCTACTACAACAACTACAACCTGTCGCAGCCGCGCCACTTCTGCAAGAGCTGCCGCCGGTACTGGACCAAGGGCGGCGTCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCAAGGCCAAGCGCAGCTCCTCGTCGGCGTCCGCACCGTCGACGCCCGCGGCCACGGACGCCAAGAGCCAGCGGCGCGCGTCCGCGTCGTCCTCCTCCCGCTCCAACAGCGGCAGCGGCAGCGCCAGCCCCACGGCCGCTGCGGAAGAGACGACGACAACGGAGACCGAGCCCCCTCCTCCGCCCACGCCGTCGTCCAACTCCAACTCCAACGCGGTCTCCTTCGCCAACCGCATGACGAACTACCCCTTCGCGGCAGACGTGCCACCTCCGGCGCCGATATTCGCCGACCAGGCCGCCGCGCTCGCGTCCCTCTTCGCGCCGCCTCCTCCACCGCCTCTCCCGGTGTTCAGCTTCTCGGCGGAGCCCAAGATGGAGGAGGCGATCGGGTCACTGCTGCTCCCGGGGCAGGAGGCGTCGCAGGAGCCAGAGGAGCCCACCTGCACCTCCACCGTCGCGGACATGGCGCCGTTCATGTCGCTGGACGCGGGGATCTTCGAGCTCGGCGACGCGTCGCCGGCCGATTACTGGAACGGCGGGAGCTGCTGGACGGACGTCCAGGACCCGTCCGTCTACCTACCCTAG
>TaDof7.17-6B
ATGCAAGACTTCCAGTCCATCCCGGGCCTCGCCGGGCGGCTGTTCGGCGGCGCGGCGGCGGCGGACATCCGGCGTGTGCAGGGCCCGGCGTCCCGGTGCGGCGTGTTCTCGCAGGCGGCGTCCGCGCAGCCGGAGGCGGCCGTAAAGTGCCCGCGGTGCGAGTCCACCAACACCAAGTTCTGCTACTACAACAACTACAACTTGTCGCAGCCGCGCCACTTCTGCAAGAGCTGCCGCCGGTACTGGACCAAGGGCGGCGTCCTCCGCAACGTCCCCGTCGGCGGTGGCTGCCGAAAGGCCAAGCGCAGCTCGTCGTCGGCGTCCGCACCGTCGACGCCCGCAGCCACGGACGCCAAGAGCCAGCGGCGCGCGTCGGCGTCGTCCTCCTCCCGCTCCAACAACGGCAGCGTGAGCCCCACGGCCGCTGCGGAAGAGACGACGACAACGGAGACCGACCCCCCTCCTCCGCCCACGCCGTCGTCCAACTCCAACTCCAACACTGTCGCCTTCGCCAACCGCATGACGAACTACCCCTTCGCGGCAGACGTGCCACCTCCGGCGCCGATATTCGCCGACCAGGCCGCCGCGCTCGCGTCCCTCTTCGCGCCGCCTCCTCCACCACCTCTCCCGGTGTTCAACTTCTCGGCGGAGCCGAAGATGGAGGAGGCGATCGGCTCACTGCTGCTCCCGGGGCAGGTGCCGGCGCAAGAGACAGAGGAGCCCACCTGCACCTCCACCGTCGCCGACATGGCGCCTTTCATGTCCCTGGACGCGGGGATCTTCGAGCTCGGCGACGCGTCGCCGGCCGATTATTGGAACGGCGGGAGCTGCTGGACGGACGTCCAGGATCCGTCCGTCTACCTACCCTAG
>TaDof7.18-6D
ATGCAAGACTTCCAGTCCATCCCGGGCCTCGCCGGGCGGCTGTTCGGCGGCGCGGCCGCGGCAGACATCCGGCGCGTGCAGGGCCCGGCGTCCCGGTGCGGCGTGTTCTCGCAGGCGGCGTCCGCGCAGCCGGAGGCGGCCGTCAAGTGCCCGCGGTGCGAGTCCACCAACACCAAGTTCTGCTACTACAACAACTACAACTTGTCGCAGCCGCGCCACTTCTGCAAGAGCTGCCGCCGGTACTGGACCAAGGGCGGCGTCCTCCGCAACGTCCCCGTCGGCGGCGGCTGCCGCAAGGCCAAGCGCAGCTCGTCGTCGGCGTCGGCACCGTCGACGCCCGCGGCCACGGACGCCAAGAGCCAGCGGCGCGCGTCTTCGTCGTCCTCCTCCCGCTCCAACAGCGGCAGCGGCAGCGCGAGCCCCACGGCCAACGGGGAGGATACACCGACGACGACGACCGACCCCCCTCCGGCCACGCCGTCGTCCAACTCCAACGCCAACGCCGTCTCCTTCGCCAGCCGCATGACGAACTACCCCTTCGCGGCAGACGTGCCACCTCCGGCGCCGATATTCGCCGACCAGGCCGCCGCGCTCGCGTCCCTCTTCGCGCCGCCTCCTCCGCCGCCTCTCCCGGTGTTCAGCTTCTCGGCGGAGCCGAAGATGGAGGAGGCGATCGGGTCACTGCTGCTCCCTGGGCAGGAGCCGGCGCAGGAGCCAGAGGAGCCCACCTGCACCTCCACCGTCGCCGACATGGCGCCGTTCATGTCCCTGGACGCGGGGATCTTCGAGCTCGGCGACGCGTCGCCGGCCGATTACTGGAACGGCGGGAGCTGCTGGACGGACGTCCAGGACCCGTCCGTCTACCTACCCTAG
>TaDof7.19-7A
ATGCAGGAGTTCCAGCCAATCGCCGGCCTGGCCGGGCGGCTGTTTGGCGGCGCGGCGGAATCGGCGGGCCTCCTGCGCCGCGGCGGGGCGGCGGCGGCGGCGCAGGAGGAGGTGCGGTGCCCGCGGTGCGACTCGGCCAACACCAAGTTCTGCTACTACAACAACTACAACCTCTCGCAGCCGCGCCACTTCTGCAAGGGCTGCCGCCGGTACTGGACCAAGGGCGGCCTCCTCCGCAACGTCCCCGTCGGGGGCGGTTGCCGCAAGCCCAAGCGAAAAGCCGCCGCCGcCTCCGACGTCGACAAGGACGTCTCCAGCGTCAATACTGAGGCCAAGAACGCACGCTCTGGCTCCAGTGCTGGCAGCTCCAGCCTCACCTCCGGTCCCTCGTCCGCGTCGACGAACACCGTCAACGACGTTGGTGCATGTGCCGCGGCCCACTCGAGCGGCGGAAGCACGCCGTTCAGGGGCTTTGGCCCAAGCACCTTCATGGCGGACGCGCCGACTCTGCAGCCGCCGGCGCCGATGTTCGCCGACCAGGCGGCCGCGTTCGCGACGCTCTTCGGGACGCCGCTTCCGGCCTTCACCTTCGCGGCGCAGCACAAGGCCGAGGACGACGTTGCCCCTGCAGTCACACTCACAGAGCAGTCGTCGTCGGCGACTTCCACCGCAGACATGGTGCCGTTCTCCGCACGGTCAACTGGCGCAGCGACGGCATCAGCGTCAGACTGGCCACCGGCGACGATGATCGACGCCGGGATATTCGACCTCGCCGGCGCCGTCGGGAGCGACACGACGTCGTACTGGAACACGGCGAGCTGGACGGACCCGGACGGGACCGTGTACCTGCCCTAG
>TaDof7.20-7B
ATGGAGAGCCCAGGCCGAGCAGAGCAGATAGATAGCAAGCTTCGAAAGCTAGCTCCCTCCTCGCGGCAGGCTCCACCATCCCTGAGGCACGTGCGAGCAGTGCACGGCATGCAGGAGTTCCAGCCCATCCCCGGCCTGGCCGGGCGGCTGTTCGGCGGCGCGGCGGATCGTCCGGCGGGCCTCCTCCGCCACGGCGGGGCGCCGGAGGAGGTGCGCTGCCCGCGGTGCGACTCGGCCAACACCAAGTTCTGCTACTACAACAACTACAACCTCTCGCAGCCGCGCCACTTCTGCAAGGGCTGCCGCCGGTACTGGACCAAGGGCGGCCTCCTCCGCAACGTCCCCGTCGGGGGCGGGTGCCGCAAGCCCAAGCGAAAAGCCGCCGCCGCCTCCTCCTCCGACGTCGATAAGGACCCCTCCGGCGCCAATAGCGAGGCCAAGAACGCACGCTCCGGCTGCAGTGCTGGCAGCTCCAGCCTCACCTCCGGTGCCTCGTCCGCGTCGACGAACACCGTCAATGACGTTGGTGCATGTGCCGCGGCCCACTCGAGCGGCGGAAGCATGCCGTTCACAGGCCTTGGCCCAAGCACCTTCATCGCAGACGCGCCGCCTCTGCAGCCGCCGACGGCGATGTTCACCGACCAGGCGGCCGCGTTCGCGTCGCTCTTCGGGACGCCGCTTCCGGCCTTCACCTTCTCAGCGCAGCGCAAGGCCGAGGACGACGTTGCCCCTGCAGTCACATCCACAGAACAGCCGTCGTCGGCGTCTTCCACCGCAGACCTGGCGCCGTTCTCCGCACGGTCAACTGGCGCGGCGACGGCATCAGCGTCAGACTGGCCGCCGGCGACGATGATCGACGCCGGGATATTCGACATCGCCGGCGCCGTCGGGAGCGACACGACGTCGTACTGGAACACGGCGAGCTGGACTGACCCGGACGGGACGGTATACCTGCCCTAG
>TaDof7.21-7D
ATGCAGGAGTTCCAGTCCATCCCCGGCCTGGCCGGGCGGCTGTTCGGCGGCGCTGCGGAATCGGCGGGCCTCCTCCGCCGCGGCGGGGCGGCGGCGGCGCAGGAGGAGGTGCGGTGCCCGCGGTGCGACTCGGCCAACACCAAGTTCTGCTACTACAACAACTACAACCTCTCGCAGCCGCGCCACTTCTGCAAGGGCTGCCGCCGGTACTGGACCAAGGGCGGCCTCCTCCGCAACGTCCCCGTCGGGGGCGGGTGCCGCAAGCCCAAGCGAAAAGCCGCCGCCgCCTCCTCCGACGTCGAGAAGGACGCCTCCAGCGCCAATAGTGAGGCCAAGAACGCACGCTCTGGCTGCAGTGCTGGCAGCTCCAGCCTCACCTCCGCTGCCTCGTCCGCGTCGACGAACACCGTCATCGACGCTGGTGCATGTGCCTCGGCCCACTCGAGCGGCGGAAGCATGCCGTTCACGGGCCTTGGCCCAAGCACCTTCATGGCAGACGCGCCGCCTCTGCAGCCGCCGGCGCCGATGTTCGCCGACCAAGCGGCCGCGTTCGCGTCGCTCTTCGGGACGCCGCTTCCGGCCTTCTCCTTCTCGGCGCAGCGCAAGGCCGAGGACGACGTGGCCCCTGCGGTCACACTCACAGAGCAGCCGTCGTCGGCGTCTTCCACCGCAGACCTGGCGCCGTTCTCCGCACGGTCAACTGGCGCGGTGACGGCATCAGCGTCAGACTGGCCGCCGGCGACGGTGATCGAAGCTGGGATATTCGACATCGCCGGCGCCGTCGGGAGCGACACGACGTCGTACTGGAACACGGCGAGCTGGACGGACCCGGACGGGACGGTATACCTGCCCTAG
>TaDof8.1-1A
ATGGGCGGCGCGGCGGGGATCAAGCTCTTCGGCAAGGTCATCACGCGGCAGCCGACACGCACGGGCGCAGACGGCGGCGGTGGCGGCGTGGTGGTGTCCAAGACGCAGCAGGCGGCGCCCATGTCGTCGTCCTCGTCGTCTTCGGGGCGCGGGAGCGCCGAGCAGCTGGAGGAGGCCGCGAGGGCGCGCGCGGCGGCGGCGGAGGCGCGGCTGCCGTGCCCGCGGTGCCGGAGCGAGGACACCAAGTTCTGCTACTTCAACAACTACAACGTCAACCAGCCGCGGCACTTCTGCCGGGCCTGCCACCGCTACTGGACGGCCGGCGGCGCCATCCGCAACGTGCCCGTCGGCTCCGGCCGCCGCAAGAACCGCCCGGTGCTGCACGGTGCCTCCACGGTCATGAGTGTTGCCGACCACCACTTGGCGGGGCCGGCGTCTCCGGGGATGCCGAATGGGCTTGGCTTCCACCCAGATCATGGATGGTCTCAGGCCGTCCCGCCGACGGCTTACCTCGGCCACGGAGAGATGGAGCAGTGCTGGTGGCTCGTTCATCAGTACCCAGCCCAAGGCCAGGTCAACGGGGACGTCCAACTAAGCCCTTCGTCTCTGCGGATCAACCAATACGCATGA
>TaDof8.2-1B
ATGGGCGGCGCGGCGGGGATCAAGCTCTTCGGCAAGGTCATCACGCGGCAACCGACGCGCACGGGTGCAGACGGCGGCGGCGGCGTGGTGGTGTCCAAGACGCAGCAGGCGGCGCCCATGTCGTCATCGTCGTCCTCGTCGTCGGGGCGCGGGAGCGCCGAGCAGCTGGAGGAGGCCGCGAGGGCGCGCGCCGCGGCGGCGGAGGCGCGGCTGCCGTGCCCGCGGTGCCGGAGCGAGGACACCAAGTTCTGCTACTTCAACAACTACAACGTCAACCAGCCGCGGCACTTCTGCAGGGCCTGCCACCGCTACTGGACGGCCGGCGGCGCCATCCGCAACGTGCCCGTCGGCTCCGGACGCCGCAAGAACCGCCCGGTGCTGCACGGTGCCTCCACGGTCATGAGTGTTGCCGACCACCACTTGGCGGGACCGGCGTCTCCGGGGATGCCGAATGGGCTTGGCTTCCACCCCGATCATGGATGGTCTCAGGTCGTCCCGTCGCCGGCTTACCTCGGTAACGCAGAGATGGAGCAGTGCTGGTGGCTCGTTCATCAGTACCCAGCTCAAGGTCAGGTCAACGGGGACGTCCAACTAAGCCCTTCGTCTCTGCGGATCAATCAATACGCATGA
>TaDof8.3-1D
ATGGTGTCTCACTCTCACCTCGAGATGGGCGGCGCGGCGGGGATCAAGCTCTTCGGCAAGGTCATCACGCGGCAGCCGACACGCACGGGCGCAGACGGCGGCGTGGTGGCGTCCAAGACGCAGCAGGCGGCGCCCGTGTCGTCGTCGTCGTCGTCTTCGGGGCGCGGGAGCGCCGAGCAGCTCGAGGAGGCCGCGAGGGCGCGCGCGGCGGCGGCGGAGGCGCGGCTGCCGTGCCCGCGGTGCCGGAGCGAGGACACCAAGTTCTGCTACTTCAACAACTACAACGTCAACCAGCCGCGGCACTTCTGCCGGGCCTGCCACCGCTACTGGACGGCCGGCGGCGCCATCCGCAACGTGCCCGTCGGCTCCGGCCGCCGCAAGAACCGCCCGGTGCTTCATGGTGCGTCCACGGTCATGAGTGTTGCCGACCACCACTTGGCGGGACCGGCGTCTCCGGGGATGCCGAATGAGCTTGGCTTCCACCCCGATCATGGATGGTCTCAGGCCGTCCCGCCGCCGGCTTACCTCGGCCACGGAGAGATGGAGCAGTGCTGGTGGCTCGTTCATCAGTACCCAGCCCAAGGTCAGGTCAACGGGGACGTCCAACTAAGCCCTTCGTCTCTGCGGATCAACCAATACTCATGA
>TaDof8.4-2A
ATGGCGTCCACGACGGCCGACGACGCGGGGGCGGGGCGGCGCAAGGCGGGCACGCCGCCGGCCCTGCCGCCGCCCCCGGCGGAGCAGGCCGTGAGGTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTGTCGCAGCCGCGCCACTTCTGCAAGACCTGCCGCCGGTACTGGACCAAGGGCGGCGCGCTCCGCAGCGTCCCCGTCGGCGGCGGCTGCCGCAAGAACAAGCGCTCCCGCTCCGCCTCCTCCGCCTCCCGCGGCCTCTCCCTCACCACCCCGGCCGGGGGCGCCGCCGACCAGGACCAGCACGCCGCGAGGATGGGCGTGGGCGGGTTTCCTGGTGGCGGCGGCGACTTCCGCGGCGTGGTCGGCATGCTGCCGGTGCTCCACTCCCCGGCCGTCGTCGGCCAGTACGTGCCGTTCGGGGACTGGTCCTCGGGGGAAACCAACGGCGGTGGCGCCGCACGCCACGCAACCAACGGATCAGGAGGAGCCGGGAACGGAGCGGCGAGCAGCGCCATCGCGTCGTCCATCGAGTCGCTCAGCTTCATCAACCAGGACCTCCACTGGAAGCTGCAGCAGCAGCGGGTCGCCACCATGTTCCTCGGCCCGCCTAGCGCCTCCTCCTCCTCCCACCCCCACGCCGTCGGTGGTGGCAGCAATGGCATGCCAGCCGCCGCGCAGTTCGGGGGAGGCGGCACCTTCCTGCAGATGGCGGGGCTATCCGGCTGCATGGAGACGCTGCCGGCGGCCACGACGTGGTTCATGGATAACTCCTACGCGCTGCCTTCCCCGCCCCAACCCGCTGCCGGCGTGGGCGCCGCCAGTAGCAACATCAACAGCAGCCGGAGTAGCGGCGGCGGCGGGGACGATAACGCCACGTCGAACGACAACAACAACTGCGGCGGCTCGATCCCGTCCTGGGGCGACATTTCGACGTTCGCAATGCTGCCGTAG
>TaDof8.5-2A
ATGGAGCTCGCCGGAGCCGCACACCCTCAGCCGCCGGAGTCCGACGTGGCGCCGCCCCGTACGCCTCCGCAGGCGCCGGCAGAGGATTCATGCAAAGATACAGGAGACACAAGGATCACTGAGGAAAATTCATGCACACCGCCGGACTTAAATCTTAGTCAACCAAATAATTCTGGCCTTAATAGTTCGAGTGCGTGTGAGAACCAGACATCCAACGGTGATGAGATGACTGAACCAGAATCCACACTGGAAGCAGCTAAGACCGAGGGTGATGGATCAAACAAAGAGAAGGTCCTAAAGAAGCCAGACAAGATTCTGCCATGTCCTCGGTGTAACAGCATGGACACAAAGTTCTGTTACTACAACAATTACAACATACACCAACCAAGGCATTTTTGCAGGGGTTGTCAAAGGTATTGGACGGCAGGTGGAAGCATGAGAAACCTCCCTGTCGGTGCTGGTAGGCGCAAGAGTAAGAGCTCCAGCACAAACTGTAACGGTATATTGATTCCAGGAGACAGTCTATCCGCTCCTGGAGGTGATGCTTCCGTCATTCCATTGCCTATAAAGGAAAATCAACCAGCAGTTAAGTTTGGGTCTGATTCAACTCTACCTAACTCCATGGCTTCTTTGTTGAGAGTTGAAGAGCAGAATAAGAACAGCAACCCTGCGTCAACAGCACATCCCAGAAATGGTGAGAACCAGACCTGTCCACCTTCAGCAACAACTTCTGATAATCCACGGATTGAGTCAGTTAAAGTAGCAGTTGGGGTACATCAAAATGGAATTACCGGGGATTGCAACGGCGTCACTCCCATGCCTCCTATACCCTGCTTTCCCGGTGCCCCTTTTATGTACCCATGGAATCCAGCATGGAATGGTGTTCCTGCCATGGCAGCACCAGTGTGCCCAGTCCCAGCTGAACCCGCAAATTGTTCAGAAAATGGCCATGGAGGTAACATTCAATGGAACTTTCCACCAATGGTGCCGATGCCAGGATTCTGTGGCCCACCCATTCCTTTCCCTGTAATGCCGCCTTCCATCTGGCCATTGGTTTCTCCCTGGCCTAATGGTGCGTGGAGCGCGCCGTGGCTTGGACCTGCTTATAACATGTCAGCAGCACCTCCCACAAGCAGTAGTACATGTTCAGATAGTGGTTCTCCAGTCCTCGGAAAACACCCGAGAGATTCTGAACCGCAAGGTGGTGAAAAGGCAGAAAGATCCTTGTGGATTCCGAAGACGCTCCGGATAGATGACCCCGACGAAGCTGCAAAGAGTTCGATCTGGACCACCCTCGGGATTGAACCTGGCGAGCGTGGCATGTTTAGAGCGTTCCAGCCGAAATCTGGTGGCAGGGAGCAAATGTCGAACGCAGCCCGCGTCATGCAAGCGAACCCCGCGGCTCAATCCCGCTTTGCGTCCTTCCAGGAGACGACGTGA
>TaDof8.6-2B
ATGGCCTCGACGACGGCCGACGACGCGGCGGCGGGGCGGCGCAAGGCGGGCACGCCTCCGGCCCTGCCGCCGCCCCCGGCGGAGCAGGCGGTGAGGTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTCTCGCAACCGCGCCACTTCTGCAAGACCTGCCGCCGGTACTGGACCAAGGGCGGCGCGCTCCGCAGCGTCCCCGTCGGCGGCGGCTGCCGCAAGAACAAGCGCTCCCGCTCCGGCTCCTCCGCCTCCGCCTCCCGCGGCCTCTCGCTCACCACGCCGGCCGGGGGCGCCGCCGACCAGGACCAGCACGCCGCGAGGATGGGCGTGAGCGGGTTCCCTTGCGGCGGCGGCGGCGGCGACTTCCGCGGCGTGGTCGGCATGCTGCCGGTGCTCCACTCCCCGGCCGTCGTCGGCCAGTACGTGCCGTTCGGGGACTGGTCCTCGGGGGAAACCAACGGCGGGGGCGCGGCAGGCCGCGCGACGAACGGGTCGGCGGGGGCCGGGAACGGGGCCGCGAGCAGCGCCATCGCGTCGTCCATCGAGTCGCTCAGCTTCATCAACCAGGACCTCCACTGGAAGCTGCAGCAGCAGCGGGTCGCCACCATGTTCCTCGGCCCGCCTAGCTCCTCCTCCTCCTCCCACCCCCACGCCGTCGGTGGTGGCAGCAATGGCATGCCAGCCGCCGCGCAGTTCGGAGGAGGCGGCACCTTCCTGCAGATGGCGGGGCTATCCGGCTGCATGGAGACGCTGCCGGCGGCCACGACGTGGTTCATGGACAACTCCTACGCGCTGCCTTCCCCGCCCCGACCCACTGCCGGTATGGGCGCCACCAGTAGCAACATCAACAGCGGCCGGAGTAGCGGTGGCGGCGGGGATGATAACGCCACGTCGGACAACAACAACAATTGCGGCGGCTCGATCCCGTCATGGGGTGACATTTCGACGTTCGCAATGCTGCCGTAG
>TaDof8.7-2B
ATGGAGCTCGCCGGAGCCGCACACCCTCAGCCGCCGGAGTCCGACGTGGCGCCACCCCGTACGCCCCCGCAGGCGCCGGCAGAGGATTCATGCAAAGATACAGGAGACACAAGGATCACTGAGGAAAATTCATGCACACCGCCTGACTTAAATCTTAGTCAACCAAATAATTCTGGCCTTAATAGTTCGAGTGCGTGTGAGAACCAGACATCCAACAGTGATGAGATGACTGAACCAGAATCCACACTGGAAGCAGCTAAGACCAAGGGTGATGGATCAAACAAAGAGAAGGTCCTAAAGAAGCCAGACAAGATTCTGCCATGTCCTCGGTGTAACAGCATGGACACAAAGTTCTGTTACTACAACAATTACAACATTCACCAACCAAGGCATTTTTGTAGGGGTTGTCAAAGGTATTGGACGGCAGGTGGAAGCATGAGAAACCTCCCTGTCGGTGCTGGTAGGCGCAAGAGTAAGAGCTCCGGTACAAACTGTAATGGTATATTGATTCCAGGAAGCAGTCTAGCCGCTCCTGGAGGTGATGCTTCTGTCATTCCATTGCCTATAAAGGAAAATCAACCAGCAGTTTTGTTTGGGTCTGATGCCACTCTACCTAACTCCATGGCTTCTTTGTTGAGAGTTGAAGAGCAGAATAAGAACAGCAACCCTGCCTCAACAGCACATCCCAGAAATGGTGAGAACCAGACCTGTCCACCTTCAGCAGCAACTTCTGATAATCCACGGATTGAGTCAGTTAAAGTAGCAGTTGGGGTACATCAAAATGGAATTACCGGGGATTGCAATGGCGTCACTCCCATGCCTCCTATACCCTGCTTTCCCGGTCCCCCTTTTATGTACCCATGGAATCCAGCATGGAATGGTGTTCCTGCCATGGCAGCACCAGTGTGCCCAGTCCCAGCTGAACCCGCAAATTGTTCAGAAAATGGCCATGGAGGTAATATTCAATGGAACTTTCCATCAATGGTACCGATGCCAGGATTCTGTGGCCCACCCATTCCTTTCCCTCTAATGCCGCCTTCCGTCTGGCCATTGGTTTCTCCCTGGCCAAATGGCGCATGGAGCGCGCCGTGGCTTGGACCTGGTTATAGCATGTCAGCAGCACCTCCCACAAGCAGTAGTACATGTTCAGATAGTGGTTCTCCAGTCCTTGGAAAACACCCGAGAGATTCTGATCCGCAAGGTGGTGAAAAGGCAGAAAAATCCTTGTGGATTCCGAAGACGCTTCGGATTGATGACCCCGACGAAGCTGCAAAGAGTTCGATCTGGACCACCCTCGGGATTGAACCCGGCGAGCGTGGCATGTTTAGACCGTTCCAGCCAAAATCTGGTGGCAGGGAGCAAATGTCTAACGCAGCCCGAGTCATGCAAGCGAACCCCGCGGCTCAATCCCGCTTTGCGTCCTTCCAGGAGATGACGTGA
>TaDof8.8-2D
ATGGCGTCGACGACGGCCGACGACGCGGCGGCGGGGCGGCGCAAGGCGGGCACTCCGCCGGCCCTGCCGCCGCCCCCGGCGGAGCAGGCGGTGAGGTGCCCGCGCTGCGACTCGCCCAACACCAAGTTCTGCTACTACAACAACTACAGCCTGTCGCAGCCGCGCCACTTCTGCAAGACCTGCCGCCGGTACTGGACCAAGGGCGGCGCGCTCCGCAGCGTCCCCGTCGGCGGCGGCTGCCGCAAGAACAAGCGCTCCCGCTCCGGCTCCTCCTCCTCCTCCCGCGGCCTCTCCCTCACCACGCCGGCCGGGGGCGGCGCCGACCAGGACCAGCAGCACGCGGCGAGGATGAGCATGGGCGGGTTTCCTGGCGGCGGCGGCGGCGACTTCCGCGGCGTGGTCGGCATGCTGCCGGTGCTCCACTCCCCGGCCGTCGTCGGCCAGTACGTGCCGTTCGGGGACTGGTCCTCGGGGGAAACCAACGGCGGGGGCGCGGCAGGCCGCGCGACGAACGGGTCGGCGGGAGCCGGAAACGGGGCGGCGAGCAGCGCCATCGCGTCGTCCATCGAGTCGCTCAGCTTCATCAACCAGGACCTCCACTGGAAGCTGCAGCAGCAGCGGGTCGCCACCATGTTCCTCGGCCCGCCTAGCGCCTCCTCCTCCTCCCACCCCCACGCCGTCGGTGGCGGGAGCAATGGCATGCCAGCCGCCGCCCAGTTCGGAGGAGGCGGCGCCTTCCTGCAGATGGCGGGGCTATCCGGCTGCATGGAGACGCTGCCGGCGACCACGACATGGTTCATGGACAACTCCTACGCGTTGCCTTCCCCGCCCCGACCCGCTGCCGGCGTGGGCGCCGCCAGTAGCAACATCAACAGCGGCCGGAGTAGCGGCGGCGGCGGGGATGATAACGCCACGTCGGACAACAACAACTGCGGCGGCTCGATCCCGTCATGGGGCGACATTTCGACGTTCGCAATGCTGCCGTAG
>TaDof8.9-2D
ATGGGAGCAAATCTTTTCCCCCTTTGTAGCCGAGTCGCCAACTCCACTTGTCGGATCTTGCCCCATATGGAGCTCGCCGGAGCCGCACACCCTCAGCCGCCGGAGTCCGACGTGGCGCCGCCCCGTACGCCTCCGCAGGCGCCGGTAGAGGATTCATGCAAAGATACAGGAGACACAAGGATCACTGAGGAAAATTCATGCACACCGCCGGATTTAAATCTTAGTCAACCAAATAATTCTGGCCTTAATAGTTCGAGTGCGTGTGAGAACCAGACATCCAACGGTGATGAGATGACTGAACCAGAATCCACACTGGAAGCAGCTAAGACCGAGGGTGATGGATCAAACAAAGAGAAGGTCCTAAAGAAGCCAGACAAGATTCTGCCATGTCCTCGGTGTAACAGCATGGACACAAAGTTCTGTTACTACAACAATTACAACATACACCAACCAAGGCATTTTTGCAGGGGTTGTCAAAGGTATTGGACGGCAGGTGGAAGCATGAGAAACCTCCCTGTCGGTGCTGGTAGGCGCAAGAGTAAGAGCTCCAGCACAAACTGTAACGGTATATTGATTCCAGGAGGCAGTCTAGCCGCTCCTGGAGGTGATTCTTCCGTCATTCCATTGTCTATAAAGGAAAATCAACCAGCAGTTAAGTTTGGGTCTGATTCAACTCTACCTAACTCCATGGCTTCTTTGTTGAGAGTTGAAGAGCAGAATAAGAACAGCAACCCTGCGTCAACAGCACATCCCAGAAATGGTGAGAACCAGACCTGTCCACCTTCAGCAACAACTTCTGATAATCCACGGATTGAGTCAGTTAAAGCAGCAGTTGGGGTACATCAAAATGGAATTACCGGGGATTGCAATGGCGTCACTCCCATGCCTCCTATACCCTGCTTTCCCGGTCCCCCTTTTATGTACCCATGGAATCCAGCATGGAATGGTGTTCCTGCCATGGCAGCACCAGTGTGCCCAGTCCCAGCTGAACCTGCAAATTGTTCAGAAAATGGCCATGGAGGTAACATTCAATGGAACTTTCCACCAATGGTGCCGATGCCAGGATTCTGTGGCCCACCCATTCCTTTCCCGCTAATGCCGCCTTCCGTTTGGCCATTGGTTTCTCCCTGGCCTAATGGCGCATGGAGCGCGCCGTGGCTTGGACCCAGTTATAGCATGTCAGCAGCACCTCCCACAAGCAGTAGTACATGTTCAGATAGTGGTTCTCCAGTCCTTGGAAAACACCCAAGGGATTCTGATCCGCGAGGTGGTGAAAAGGCAGAAAAATCCTTGTGGATTCCGAAGACGCTCCGGATTGATGACCCCGACGAAGCTGCAAAGAGTTCGATCTGGACCACCCTCGGGATTGAACCTGGCGAGCGCGGCATGTTTAGAGCGTTCCAGCCGAAATCTGGTGGCAGGGAGCAAATGTCCAACGCAGCCCGAGTCATGCAAGCGAACCCTGCGGCTCAATCCCGATTTGCGTCCTTCCAGGAGACGACGTGA
>TaDof8.10-3A
ATGTCGGATCAGATGGATTCTGGCATAAAGCTCTTCGGGCGGGTGATCCCGTTGGTTCCTGACGCTGCGCCCGGGCCGCCGGAAGCGGAGGCGACGGCCGGCTCCGAGCACCCACCGCCGCCGCCGCCGCAGGAGTCAGAGGCCGAGGCAGAGGCTGATAATAATAAGGAACAACACAAAGAAACAAAAGACAAAGGCGATAGTGAAATGAAGGTGGACGCTCCAGAAGAGAAAGAAGATGGTGGAATGAAAGGTGATGAACTAAGGGAGAGAAAAGATGACGAAATGGAGGTTGATGCACCACAAGCCAAGCAAAATGCAGAAACAGCCAGTTCATCTACCTTGGACCATAAGAAAGACGACCAGGCCCAGATAAGCAATGCTGAAGAGAAGGTGGCATCAGACCCGAAGGAGGAGAATGAGAAGAAATCAAATGACGAATCAGGCCAGGATAAGGTGCTCAAGAAGCCAGATAAAATTATACCTTGCCCTCGGTGCAACAGCATGGATACAAAGTTCTGCTATTACAACAACTACAATGTTAATCAACCAAGGCACTTCTGTAAGAATTGCCAAAGGTATTGGACTGCAGGGGGGAGTATGAGGAATGTACCTGTCGGTGCTGGGAGGCGCAAAAGCAAGAATTCAGCGCTGCACTACCGTCAGTTGTTGATGGCCCCTGATTGTCTGCTGGGGTCTAGAGTAGACATCTCTGACACAGTGAACCCAGAAGTCCTTGCATCTCTACCTTCCATCCCGACACAATCAGCCAGTAGAAATGAAACAGTTCTCAAGTTTGGGCCTGAGGTGCCACTTTGTGAATCGATGGTATCGGTGCTGAACATTGAAGAGCAGAATGTGACCAATGCTGGATCTGTACCAAGAGATGAAACCAGGGAAGGTAACTCGTGCGCATCGACTACCACATCAAACAATGGGTTACCTGCAAACGCAGTCCCGCCTGGTCAGAACGGAGCGCCTGTTTACTGTAATGGGGTTGGTCCGGTGCCTCAGTATTACCTTGGACCTCCTTTCATGTACCCATGGAGCATGGGGTGGAACAACCTTCCTGTAATGGTGCCGGGTGGAAGTATGCCCGAGTCTGCTTCTCCATCAGAAAGCTGCAGCACTAGTTCGGCGCCATGGATGAACTCTCCCATGATGCCAGGCTCAAGGCTTCCTGCACCCCCGTTTCCATATCCTATTGTTCCACCTGCACTCTGGGGTTGCTTACCAAGCTGGCCAGCCGCGGCATGGAACACACCATGGGTCGGGACCAACGGGTGCATATCGCCGTCTGGGTCAAGCAACAGCAGCTGTTCAGGCAATGGGTCTCCTACTCTGGGGAAGCATTCCAGGGACCCCAATCCACAGAAAGATGACAAGGAGGAGAAATCACTATGGGTTCCCAAGACGCTCCGCATCGATGACCCCGATGAGGCAGCGAAGAGTTCCATATGGGCAACTCTTGGCATCAAACCTGGAGACCCTGGCGTCTTCAAGCCTTTCCAGTTCAAGGGTGAGAGCAAGGGCCAGCCAGCAGATGCACGCCCTGCCCGTGCTTTACAGGCGAACCCCGCAGCGTTTTCTCGGTCGCAGTCGTTCCAGGAGAGCTCTTGA
>TaDof8.11-3A
ATGGCCGCGCTTAGGGACCGGGGGGACGCCGCCATTAAGCTCTTCGGCCGCACCATCCCGCTCCTCGACGCCGCGGCCGAGGTTGTCACCAAGCTTGGAAATGATGCAAACAGCAATGATGTCATGCCTTGTGTCTCAAACAAGCTTTTGAATGTCGAAGCAACTCCTTTCTGTTCCAAGAATAGAGAGCAGAATGATCAAGCTATCAGCAAACATGGGGTGGAAGTGAGAACTGGTTTCAAATCTGAGGAGATTAAAACTGGGTCTGATGGATCTGGCCAAGACAAGGTACTCAAGAAGCCTGATATAATCGTGCCATGCCCTCGCTGCAATAGCATGGAAACAAAGTTCTGCTACTTCAACAATTACAATGTTAGCCAGCCTAGGCACTTCTGCAGGAATTGCCAGAGGTATTGGACCGCTGGTGGAAATATTAGGAATGTCCCTGTAGGTTCTGGAAGACGCAGAAATAAGCATGCCTCTCACTTCCGCCATGCTATGATGTCGTGTGATGCTAACATAGCTGCTCCTGGAGATGTTTCCAATGAGATCCACCATCTAGCTCTTCCACTTTTACCGCAGGTTCTTCCAGGGCCAATTAAAGAAAATAAAACAGTAAAGGAGTTCGGATCTCAAGTGCCAGTTTGTAAGCCTATGTCCTCAATCCATAATATTGAAGAACAGAAGGATACTTACCTTGTTGCCTTGGCCTCTGGTGATAATAGCGAAGAACAATCATGTCCATCTCCAGCGACAGTGTCGGGTTGCTCAGAAAATCAGACGCCGGATAGCGCAGTTAAAAAAGAACCAAGCAATGTGTTAGGATACTATAATGGCATCACATTGCCTCACCCTCACGGACCTGCTTTGGTGTTTCCCTGGAGTCCTGGATGGAACAGTATTGCTGTCATGGCAGCTGCTCAGTGCTCAACAGAGCCCATTCAAGGGTTGGAAAATGTGAAGCACGGTCTGCCGCCGTGGGCGCCTCCATTGATGATGGCAGCTCCAGGAATTTGCACGCCTGTTGTTCCCTTTCCTATGATGCCACCACCACTTTGGAGCTGCATTCCTGGTTGGCCTAATGGAATGTGGAGTTCACCATGTCCTGGAAATAATGGCCCTCCAAACAAAATCACATGCTCAGAGGACAATTCTCCTACACTTGGAAAGCATTCAAGAGAATCAGACCTGCAAGAAGAGAATAGGGAAAACAACGTACAGGTCCCTAAAACTCTAAGAATTGATGACCCATCTGAGGCCACAAAGAGTTCGGTCCGGGATACTCTAGGCATCAAACCTGATGAGAAAGGCTTGTTTGAGCCTTTACAGATGAAGGTTCTAAAAAATGACAAGACACCAGAATCTCCACAGGCTCTGCAGGCCAATCCAGCGGCCTTTTTGCGCTCCCAGTCGTTTCAGGAGAGGACTTGA
>TaDof8.12-3A
ATGCTCTCCCACGTCGAGATGGCGCCCGCCGGGGCCGGCGGCGGCTTCAAGCTCTTCGGCAAGGTCATCACGCAGTGCGTCGAGGGGACCCAGGCGTCGCCGTCGCCCGCGTTCGCCGCGCAGGACGAGGAGCGGCGGCTGCACGGCGAGACGGACCGGACGACGACGGCGGTCAAGCGGGAGGCGGCGGACACGGACTCGTCGCAGCATCAGCAGCAGCAGCAGGGGGCGGAGGCGTCGCGGCGGACGCAGCTGCAGGAGTCGGCGGAGGCGCGCGCGGCCGCGGCGCCGCTGCCGTGCCCGCGGTGCCGGAGCCGGGAGACCAAGTTCTGCTACTTCAACAACTACAACGTGAACCAGCCGCGCCACTTCTGCAAGGCCTGCCACCGCTACTGGACGGCCGGCGGCGCGCTCCGCAACGTGCCCATCGGCGCCGGCCGCCGCAAGAACCGCCCGCTCGGCCCCATCGCCACCGTCGCCGGCCACCACCACCACCACCGCGCCGCCGCCGGCTTCGTCCTCGGCTTCCCCAGCCCCTCCTCCTCCCCCACCTCCCCACCGCCGGTGTACGCCGACCGGTGGCAGCTCGGCCCGGATCGCCGGTTCTGA
>TaDof8.13-3B
ATGTCGGATCAGATGGATTCCGGCATAAAGCTCTTCGGGCGGGTGATCCCGTTGGTTCCTGACGCTGCGCCCGGGCCGCCGGAAGCGGAGGCGACGGCCGGCTCCGAACACCCACCGCCGCCGCCGCCGCCGGCGTCGGAGGCCGAGCCAGAGGCTGATAATAATAAGGAACAACACAAAGAAACGGAAGACAAAGGTGATAGCGAAATGAAGGTGGATGCGCCAGAAGAGAAAGAAGATAGTGCAATGAAGGGTGATGAACCAAGAGAGAGAAAAGACAACGAAATGGAGGTTGATGCACCACAAGCCAAAGAAAATGCAGAAACAGCCAGTTCGTCTACCTTGGACCATAAGAAAGATGACCAGGCCCAGATAAGCAATACTGAAGAGAAAGCAGCGTCAGACCCTAAGGAGGAGAATGAGAAGAAATCAAATGACGAATCAGGCCAGGTTAAGGTGCTCAAGAAGCCAGATAAGATTATACCTTGCCCTCGGTGCAACAGCATGGATACAAAGTTCTGTTATTACAACAACTACAATGTTAATCAGCCTAGGCACTTCTGTAAGAATTGCCAAAGGTATTGGACTGCAGGGGGGAGTATGAGGAACGTACCTGTTGGTGCTGGGAGGCGCAAAAGCAAGAATTCAGCGCTGCACTACCGTCAGTTGTTGATGGCCCCTGATTGTCTACTGGGGTCTAGAGTACACATCTCTAACACAGTGAACCCAGAAGTCCTTGCATCTCTACCTTCCATCCCGACACAATCAGCCAGTAGAAGTGAAACAGTTCTCAAGTTTGGGCCTGAGGTGCCACTTTGTGAATCGATGGTATCGGTGCTGAACATTGAAGAACAGAATGTGACCAATGCTGGATCCGTACCAAGAGATGAGACCAGGGAAGATAACTCGTGCACATCGTCTACCACATCAAACAATGGATTACCTGCAAACGCAGTCCTGCCTGGTCAGAACGGAGCACCTGTTTACTGTAATGGGGTTGGTCCGGTGCCTCAGTATTACCTTGGAGCTCCTTTCATGTACCCATGGAGCATGGGGTGGAATAACCTTCCTGTAATGGTGCCGGGTGGAAGTATGCCCGAGTCTGCTTCTCCATCAGAAAGCTGCAGCACTAGTTCGGCGCCATGGATGAACTCTCCCATGATGCCAGGCTCAAGGCTTCCTGCACCCCCGTTTCCATATCCTCTTGTTCCGCCTGCCCTCTGGGGTTGCTTACCAAACTGGCCAGCCGCGGCATGGAACACACCATGGATCGGGACCAATGGGTGCATATCTCCGTCTGGGTCAAGCAACAGCAGCTGTTCAGGCAATGGGTCTCCTACTCTGGGGAAGCATTCTAGGGACTCCAATCCACAGAAAGATGACAAGGAGGAGAAATCACTGTGGGTTCCCAAGACACTCCGCATCGATGATCCCGACGAGGCAGCAAAGAGTTCCATATGGGCAACTCTTGGCATCAAACCTGGAGACCCTGGCGCCTTCAAGCCTTTTCAGTTCAAGGGTGAGAGCAAGGGCCAGCCAGCAGATGCACGCCCTGCCCGTGCTTTACAGGCGAACCCCGCAGCGTTTTCTCGGTCGCAGTCATTCCAGGAGAGCTCTTAA
>TaDof8.14-3B
ATGCTCTCCCACGTCGAGATGGCACCCGCCGGGGCCGGCGGCGGCTTCAAGCTGTTCGGCAAGGTCATCACGCAGTGCGTCGAGGGGACCCAGGCGTCGCCGTCGCCGTCGCCCGTGTTCGCCGCGCAGGACGAGGAGCGGCGGCTGCACGGCGAGACGGACCGGACGACGACGGCGGTCAAGCGGGAGGCGGCGGACATGGACTCGTCGCAGCAGCAGCAGCAGCAGGGAGCGGAGGCATCGCGGCGGACGCAGCTGCAGGAGTCGGCGGAGGCGCGCGCGGCCGCGGCGCCGCTGCCGTGCCCGCGGTGCCGGAGCCGGGAGACCAAGTTCTGCTACTTCAACAACTACAACGTGAACCAGCCGCGCCACTTCTGCAAGGCCTGCCACCGCTACTGGACGGCCGGCGGCGCGCTCCGCAACGTGCCCATCGGCGCCGGGCGCCGCAAGAACCGCCCGCTCGGCCCCATCGCCACCGTCGCCGGGCACCACCACCACCACCACCGCGCCGCCGCCGGCTTCGTCCTCGGCTTCCCCAGCCCCTCCTCCTCCCCCACCTCCCCACCGCCGGTGTACGCCGACCGGTGGCAGCTCGGGCCGGATGGCCGGTTCTGA
>TaDof8.15a-3D
ATGATGAATTTCTGCAGATTTCTTAAAGCTGTCTTACCGTGGTTAAATGCGCACGCTATGTTAGTTTTGGAACAACACAAAGAAATGGAAGACAAAGGTGATAGCGAAATGAAGGTGGATGCGCCAGAAGAGAAAGAAGATAGTGCAACGAAGGGTGATGAACCAAGAGAGAGAAAAGACAACGAAATGGAGGTTGATGCACCACAAGCCAAAGAAAAAGCAGAAACAGCCAGTTCGTCTACCTTGGACCACAAGAAAGATGACCAGGCCCAGATAAGCAATACTGAAGAGAAAGCAGCGTCAGACCCTAAGGAGGGGAATGAGAAGAAATCAAATGACGAATCAGGCCAGGATAAGGTGCTCAAGAAGCCAGATAAGATTATACCTTGCCCTCGGTGCAACAGCATGGATACAAAGTTCTGTTATTACAACAACTACAATGTTAATCAGCCTAGGCACTTCTGTAAGAATTGCCAAAGGTATTGGACTGCAGGGGGGAGTATGAGGAATGTACCTGTTGGTGCTGGGAGGCGCAAAAGCAAGAATTCAGCGCTGCACTACCGTCAGTTGTTGATGGCCCCTGATTGTCTACTGGGGTCTAGAGTAGACATCTCTAACACAGTGAACCCAGAAGTCCTTGCATCTCTACCTTCCATCCCGACACAATCAGCCAGTAGAAGTGAAACAGTTCTCAAGTTTGGGCCTGAGGTGCCACTTTGTGAATCGATGGTATCGGTGCTGAACATTGAAGAGCAGAATGTGACCAATGCTGGATCTGTACCAAGAGATGAAACCAGGGAAGATAACTCGTGCGCATCGTCTACCACATCAAACAATGGGTTACCTGCAAACGCAGTCCTGCCTGGTCAGAACGGAGCGCCTGCTTACTGTAATGGGGTTGGTCCGGTGCCTCAGTATTACCTTGGAGCTCCTTTCATGTACCCATGGAGCATGGGGTGGAACAACCTTCCTGTAATGGTGCCGGGTGGAAGTATGCCAGAATCTGCTTCTCCATCAGAAAGCTGTAGCACAAGTTCGGCGCCATGGATGAACTCTCCCATGATGCCAGGCTCAAGACTTCCCGCACCCCCATTTCCATATCCTCTTGTTCCGCCTGCCCTCTGGGGTTGCTTACCAAGCTGGCCAGCCGCGGCATGGAACACACCATGGGTCGGGACCAACGGGTGCATATCGCCGTCTGGGTCAAGCAACAGCAGCTGTTCAGGCAATGGGTCTCCTACTCTGGGGAAGCATTCCAGGGACCCCAATCCACAGAAAGATGACAAGGAAGAGAAATCACTGTGGGTTCCCAAGACGCTCCGCATCGATGACCCCGACGAGGCAGCGAAGAGTTCCATATGGGCAACTCTTGGCATCAAACCTGGAGACCCTGGCGTCTTCAAGCCTTTCCAGTTCAAGGGTGAGAGCAAGGGCCAGCCAGCAGATGCACGCCCTGCCCGTGCTTTACAGGCGAACCCCGCAGCGTTTTCTCGGTTGCAGTCATTCCAGGAGAGCTCTTAA
>TaDof8.15b-3D
ATGTCGGATCAGATGGATTCCGGCATAAAGCTCTTCGGGCGGGTGATCCCGTTGGTTCCTGACGCTGCGCCCGGGCCGCCGGAAGCGGAGGCGACGGCCGGCTCCGAACACCCACCGCCGCCGCCGCCGGCGTCGGAGGCCGAGCCAGAGGCTGATAATAATAAGGAACAACACAAAGAAATGGAAGACAAAGGTGATAGCGAAATGAAGGTGGATGCGCCAGAAGAGAAAGAAGATAGTGCAACGAAGGGTGATGAACCAAGAGAGAGAAAAGACAACGAAATGGAGGTTGATGCACCACAAGCCAAAGAAAAAGCAGAAACAGCCAGTTCGTCTACCTTGGACCACAAGAAAGATGACCAGGCCCAGATAAGCAATACTGAAGAGAAAGCAGCGTCAGACCCTAAGGAGGGGAATGAGAAGAAATCAAATGACGAATCAGGCCAGGATAAGGTGCTCAAGAAGCCAGATAAGATTATACCTTGCCCTCGGTGCAACAGCATGGATACAAAGTTCTGTTATTACAACAACTACAATGTTAATCAGCCTAGGCACTTCTGTAAGAATTGCCAAAGGTATTGGACTGCAGGGGGGAGTATGAGGAATGTACCTGTTGGTGCTGGGAGGCGCAAAAGCAAGAATTCAGCGCTGCACTACCGTCAGTTGTTGATGGCCCCTGATTGTCTACTGGGGTCTAGAGTAGACATCTCTAACACAGTGAACCCAGAAGTCCTTGCATCTCTACCTTCCATCCCGACACAATCAGCCAGTAGAAGTGAAACAGTTCTCAAGTTTGGGCCTGAGGTGCCACTTTGTGAATCGATGGTATCGGTGCTGAACATTGAAGAGCAGAATGTGACCAATGCTGGATCTGTACCAAGAGATGAAACCAGGGAAGATAACTCGTGCGCATCGTCTACCACATCAAACAATGGGTTACCTGCAAACGCAGTCCTGCCTGGTCAGAACGGAGCGCCTGCTTACTGTAATGGGGTTGGTCCGGTGCCTCAGTATTACCTTGGAGCTCCTTTCATGTACCCATGGAGCATGGGGTGGAACAACCTTCCTGTAATGGTGCCGGGTGGAAGTATGCCAGAATCTGCTTCTCCATCAGAAAGCTGTAGCACAAGTTCGGCGCCATGGATGAACTCTCCCATGATGCCAGGCTCAAGACTTCCCGCACCCCCATTTCCATATCCTCTTGTTCCGCCTGCCCTCTGGGGTTGCTTACCAAGCTGGCCAGCCGCGGCATGGAACACACCATGGGTCGGGACCAACGGGTGCATATCGCCGTCTGGGTCAAGCAACAGCAGCTGTTCAGGCAATGGGTCTCCTACTCTGGGGAAGCATTCCAGGGACCCCAATCCACAGAAAGATGACAAGGAAGAGAAATCACTGTGGGTTCCCAAGACGCTCCGCATCGATGACCCCGACGAGGCAGCGAAGAGTTCCATATGGGCAACTCTTGGCATCAAACCTGGAGACCCTGGCGTCTTCAAGCCTTTCCAGTTCAAGGGTGAGAGCAAGGGCCAGCCAGCAGATGCACGCCCTGCCCGTGCTTTACAGGCGAACCCCGCAGCGTTTTCTCGGTTGCAGTCATTCCAGGAGAGCTCTTAA
>TaDof8.16-3D
ATGGCCGCGCTTAGGGACCGGGGGGACGCCGCCATTAAGCTCTTCGGCCGCACCATCCCGCTCCTCGACGCCGCGGCCGAGGTTGTCACCAAGCTTGGAAATGATGCAAACAGCAATGATGTCATGCCTTGTGTCTCAAACAAGCTTTTGAATGTCGAAGCAACTCCTTTCTGTTCCAAGAATAGAGAGCAGAATGATCAAGCTATCAGCAAACATGGGGTGGAAGTGAGAACTGGTTTCAAATCTGAGGAGATTAAAACTGGGTCTGATGGATCTGGCCAAGACAAGGTACTCAAGAAGCCTGATATAATCGTGCCATGCCCTCGCTGCAATAGCATGGAAACAAAGTTCTGCTACTTCAACAATTACAATGTTAGCCAGCCCAGGCACTTCTGCAGGAATTGCCAGAGGTATTGGACTGCTGGTGGAAATATTAGGAATGTCCCTGTAGGTTCTGGAAGACGCAGAAATAAGCATGCCTCTCACTTCCGCCATGCTATGATGTCATGTGATGCTAACATAGCTGCTCCCGGAGATGTTTCCAATGAGATCCACCATCTAGCTCTTCCACTTTTACCGCAGGTTCTTCCAGGGCCAATTAAAGAAAATGAAACAGTAAAGGAGTTCGGATCTCAAGTGCCAGTTTGTAAGCCTATGTCTTCAATCCATAATATTGAAGAACAGAAGGATACTCACCTTGTTTCCTTGGCCTCTGGTGATAATAGCGAAGAACAATCATGTCCATCTCCAGCGACAGTGTCGGGTTGCTCAGAAAATCATACGCCGGATAGCGCGGTTAAAAAAGAGCCAAGCAATGTGTTAGGATACTATAATGGCATCACATTGCCTCACCCTCACGGACCTGCTTTGGTGTTTCCCTGGAGTCCTGGATGGAACAGTATTGCTGTCATGGCAGCTGCTCAGTGCTCAACAGAGCCCATTCAAGGGTTGGAAAATGTGAAGCACGGTCTGCCGCCGTGGGCGCCTCCATTGATGATGGCAGCTCCAGGAATTTGCACGCCTGTTGTTTCCTTTCCTATGATGCCACCACCACTTTGGAGCTGCATTCCTGGTTGGCCTAATGGAATGTGGAGTTCACCATGTCCTGGAAGTAATGGCCCTCCAAACAAAATCACATGCTCAGAGGACAATTCTCCTACACTTGGAAAGCATTCAAGAGAAGCAGACCTGCAAGAAGAGGATAGGGAAAACAACGTACAGGTCCCTAAAACTCTAAGAATTGATGACCCAGCTGAGACCACAAAGACTTCGGTCCGGGATACTCTAGGCATCAAACCTGATGAGAAAGGCATGTTTGAGCCTTTCCAGATGAAGGTTCTAAAAAATGACAAGACACCAGAATCTCCACAGGCTCTGCAGGCCAATCCAGCGGCCTTTTCGCGCTCTCAGTCATTTCAGGAGAGGACTTGA
>TaDof8.17-3D
ATGGCACCCGCCGGGGCCGGCGGCGGCTTCAAGCTCTTCGGCAAGGTCATCACGCAGTGCGTCGAGGGGACCCAGGCGTCGCCGTCGCCGTCGCCCGCGTTCGCCGCGCAGGACGAGGAGCGGCGGCTGCACGGCGAGACGGACCGGACGACGACGGCGGTCAAGCGGGAGGCGGCGGACATGGACTCGTCGCCGCAGCATCAGCAGCAGCAGGGGGCGGAGGCGTCGCGGCGGACGCAGCTGCAGGAGTCGGCGGAGGCGCGCGCGGCCGCGGCGCCGCTGCCGTGCCCGCGGTGCCGGAGCCGGGAGACCAAGTTCTGCTACTTCAACAACTACAACGTGAACCAGCCGCGCCACTTCTGCAAGGCTTGCCACCGCTACTGGACGGCCGGCGGCGCGCTCCGCAACGTGCCCATCGGCGCCGGCCGCCGCAAGAACCGCCCGCTCGGCCCCATCGCCACCGTCGCCGGCCACCACCACCACCACCACCAGCGCGCCGCCGCCGGCTTCGTCCTCGGCTTCCCCAGCCCTTCCTCCTCCCCCACCTCCCCACCGCCGGTGTACGCCGACCGGTGGCAGCTCGGCCCGGATCGCCGGTTCTGA
>TaDof8.18-4A
ATGGGGCAGCTCAGGGCGGCGCCTGGAGGCGGCGGGGACTGCCTGATCAAGCTGTTCGGGAAGACCATCCCCGTGCCGGACGCCGGCGACAAGGACCTTCAGCACAGAGGCAGCAGCGCCACGGCTGAACCGAAGGTGCAAGAAATCGCCCCTCAGGACTCCACGGGCTCGCCTCCGCAGCAGCCGGAGGTTGTGGACGTCGAGGACCCATCCGCTGCCAAGAACTCGGCAGCAGATCAACAAGATGAAGAGCAGGGCGACACGGCGAACCAGAAGGAGAAGCTCAAGAAGCCTGACAAGATCCTGCCCTGCCCCCGGTGCAGCAGCATGGACACCAAGTTCTGCTACTACAACAACTACAACATCAACCAGCCGCGCCACTTCTGCAAGAACTGCCAGAGGTACTGGACGGCCGGAGGCGCCATGCGCAACGTGCCCGTGGGCGCGGGCCGCCGCAAGAGCAAGAGTCTGTCAGCCGCCTCCCACTTCCTTCAGAGGATAAGGGCTGCTCTGCCCGGTGATCCTCTCTGCACCCCGGTCAACACCAACGGCACGGTGCTCAGCTTTGGCTCCGATGCGTCCACCTTAGACGTCTCAGAACAGATGAAGCACATAAAGGATCTCAGCTCGGTAACCCGGACTGAGAACACCGATGCCCCGTCAGTAGGGTCTTCTGCTGAAGGATGGGCAAAGGGAGAAGAGTCGAGCCAAATGAACCCGAGGGAGAGAGTTGCAGCAGATAGATCCGCAAATTTTGTGCAGCATCCGTGCATGAACGGGGCAGCCATGTGGCCATTCAGTTGTGCACCACCACCTGCCTATTTCCCCTCAAACGTAGCAATTCCATTCTATCCAGCTGCTGCTGCTGCCTACTGGGGCTGCATGGTTCCGGGAGCCTGGAACACTCCATGGCAGCCACAGCCGCAGCCGCAGCCGCAGTCTCAGTGTCAATCTAGCTCACCACCTAGTGCTGCTTCTCCGGTATCGACAATGTCCAGTTGCTTCCAATCCCGAAAGCACCCTAGAGACGGTGATGAGGAAAGAGATACCAAGGGTAATGGCAAGGTGTGGGTGCCCAAGACAATCCGGATCGATGACGTAGATGAGGTGGCCAGGAGTTCTATCTGGTCACTTATTGGGATCAAGGGCGACAAGGAGGAGAAGGATGATGGCAAAGGGTGTAAGCTTGCAAGGGTTTTTGATCCAAAGGATGAGGCAAAGACGTCAAGCCACAGAGGTAACAATAGCCTGCCATTCTTGAAGGGGAACCCTGCTGCACTGTCACGCTCAGTCAACTTCCATGAGAGATCTTGA
>TaDof8.19-4B
ATGGGGCAGCTCAGGGCGGCAGCGGGAGCCGGCGGAGACTGCCTGATCAAGCTGTTCGGGAAGACCATCCCCGTGCCGGACGCCGGCGCCGGAGACGTCCACAAGGACCTTCAGCACAGAGGCAGCACCACGGCTGAACCAAAGGTGCAAGAAATCGCCCCTCAGGACTCCATGGGCTCGCCTCAGCAGCCGGAGGTTGTGGACGTCGAGGATCCATCTGCTGCCAAGAACTCAGCAGCAGATCAACAAGACGAAGAACAGGGGGACACGGCCAACCAGAAGGAGAAGCTCAAGAAGCCTGACAAGATCCTGCCCTGCCCACGCTGTAGCAGCATGGACACCAAGTTCTGCTACTACAACAACTACAACATCAACCAGCCGCGCCACTTCTGCAAGAACTGCCAGAGGTACTGGACGGCCGGAGGCGCCATGCGCAACGTGCCCGTCGGCGCAGGCCGCCGCAAGAGCAAGAGCATATCGGCCGCCTCCCACTTCCTTCAGAGGATAAGGGCCGCTCTGCCCGGTGATCCTCTCTGCACCCCAGTCAACACCAATGGCACGGTGCTCAGCTTCGGCTCCAATGCGTCCACCTTAGACGTCTCAGAACAGATGAAGCACATAAAGGAGCTCAACTCAGTAACCCGGACCGAGAACACCGATGCCCCGTCAGTAGGGTCTTCTGCTGAAGGATGGGCAAAGGGAGAAGAGTCGAGCCAAATGAACTCGAGGGAGAGAGTTGCAGCAGAGAGATCCGCAAATTGTGCGCAGCATCCATGCATGAACGGGGCAGCCATGTGGCCATTCAGTTGTGCACCGTCACCTGCCTATTTCGCCTCAAACGTAGCAATTCCATTCTATCCAGCTGCTGCTGCTGCCTACTGGGGCTGCATGGTTCCGGGAGCCTGGAACACTCCATGGCAGCCACAGCCGCAGTGTCAATCTAGCTCACTACCTAGTGCTGCTTCTCCGGTATCGACAATGTCCAGTTGCTTCCAATCCCGAAAGCATCCTAGAGATGGTGACGAGGAAAGAGATACCAAGGGTAATGGCAAGGTGTGGGTGCCCAAGACGATCCGGATCGATGACGTAGATGAGGTAGCCAGGAGTTCTATCTGGTCACTTATTGGGATCAAGGGTGACAAGGTGGAGAAGGATGATGGCAAAGGGTGTAAGCTTGCAAGGGTTTTTGATCCAAAGGATGAGGCAAAGATGTCAAGCCACAGAGGTAACAATAGCCTGCCATTCTTGAAGGGGAACCCAGCTGCACTGTCGCGCTCAGTGAACTTCCAAGAGAGATCTTGA
[bookmark: _GoBack]>TaDof8.20-4D
ATGGGGCAGCTCAGGCCGGCGGCGGGAGGCGGCGGGGACTGCCTGATCAAGCTGTTCGGGAAGACCATCCCCGTGCCGGACGCCGGCGCCGGCGCCAACGCGGGAGACGTCGACAAGGACCTTCAGCACAGAGGCGGCAGCACCACGGCTGAACTAAAGGTGCAAGAAATCGCCCCTCAGGACTCCACGGGCTCGCCTCAGCAGCCGGAGGTTGTGGACGTCGAGGATCCATCCGCTGCCAAGAACTCGGTGGCAGATCAACAGGACGAAGAGCAGGGGGACACGGCCAACCAGAAGGAGAAGCTCAAGAAGCCTGACAAGATCCTGCCCTGCCCCCGGTGTAGCAGCATGGACACCAAGTTCTGCTACTACAACAACTACAACATCAACCAGCCGCGCCACTTCTGCAAGAACTGCCAGAGGTACTGGACGGCCGGGGGCGCCATGCGCAACGTGCCTGTGGGCGCGGGCCGCCGCAAGAGCAAGAGTCTATCCGCCGCCTCCCACTTCCTTCAGAGGATAAGGGCTGCTCTGCCCGGTGATCCTCTCTGCACCCCAGTCAACACCAACGGCACGGTGCTCAGCTTCGGCTCCGATGCGTCTACCTTAGACGTCTCAGAACAGATGAAGCACATCAAGGAGCTCGCCTCGGTAACCCGGACTGAGAACACCGATGCCCCGTCAGTAGGATCCTCTGCTGAAGGGTGGGCAAAGGGAGAAGAGTCGAGCCAAATGAACTCGAGGGAGAGAGTTGCAGCAGATAGATCCGCAAATTTTGTGCAGCATCCGTGCATGAACGGGGCAGCCATGTGGCCATTCAGTTGTGCACCGTCACCTGCCTATTTCCCCTCAAACGTAGCAATTCCATTCTATCCAGCTGCTGCTGCTGCCTACTGGGGCTGCATGGTTCCGGGAGCCTGGAACACTCCATGGCAGCCGCAGCCGCAGCCACAGTCTCAGTGTCAATCTAACTCACCACCTAGTGCTGCTTCTCCGGTATCGACAATGTCCAGTTGCTTCCAATCCCGAAAGCATCCTAGAGATGGTGATGAGGAAAGAGATACCAAGGGTAATGGCAAGGTGTGGGTGCCCAAGACGATCCGGATCGATGACGTAGATGAGGTGGCCAGGAGTTCTATCTGGTCACTTATTGGGATCAAGGGCGACAAGGTGGAGAAGGATGATGGCAAAGGCTGTAAGCTTGCAAGGGTTTTTGATCCAAAGGATGAGGCAAAGACGTCAAGCCACAGAGGTAACAATAGCTTGCCATTCTTGAAGGGGAACCCAGCTGCACTGTCGCGCTCAGTGAACTTCCAAGAGAGATCTTGA

2.  Protein sequences of wheat Dof
>TaDof1.1
MASPFPPGSSSSSASSPLSYLIPRQPPPSSVVAQGFSCGALVQQAGGLYGADGVGALEVRQGGRHAGHPPLPRPPPRQCPRCRSANTKFCYYNNYSRKQPRYFCRACRRHWTEGGTLRDV
PVGGGRKNRRNGGGKGGAKAPSTVVTTEVSAAAATAATQGSGAGGPAGAVDAFIPADILRQMLSQSASFTAVGGGGGYGIDLSAWQQMSGAAPAPQGASDVGAAGGTALAADANCGTGAQYWSGWQLQDDMPGFDGTF*
>TaDof1.2
MASPFLPGSSSSSASSPLSYLIPRQPPPSSVVAQGFSCGALAQQAGGLYCGDGVGAAGGV
GAVEVRQGGRHAGHPPLPRPPPRQCPRCRSANTKFCYYNNYSRKQPRYFCRACRRHWTEGGTLRDVPVGGGRKNRRNGGGKGGAKAPSTVVTTEVSTAAATAATQGSGAGGPAGAVDAFIPADILRQMLSQSGSFTAVGGGGGYGIDLSAWQQMTGAAAAPQGASDVGAAGGTAPAADANCGTGAQYWSGWQLQDDMPGFDGTF*
>TaDof1.3
MAAAGGGAAAAAAVQPAAAAGAGAGRSSSSSAGAGGAAGAGTVADPRAEALRCPRCDSANTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGGCRKNKRSRSSNGSGGRPGSCAVVASSNAAAGGITSSTSMSLPPPGSLSSALGLHGHGSSSLASLLLGSGASGGDHLGLFHAMQSVVSDATAYEMHQQHQSQVDQLLGLGYGAGDANGSQIHIKPWQQHLQDGAGGLFDGFYAPLLSGSIVPGLEELHVKAEATAGEHHHHQQKKATDGDQQSWDQHPTSSSNVEANIMASDALMAAAAAASMNPAVSNAATAPTSSPLMYWGNGGIGGSPAAWPDMANCGSSIATFF*
>TaDof1.4
MAGAGGGAAAAAAAAVQPAAAAGAGRSSSSSAGGGGTGGAVADPRAEALRCPRCDSANTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGGCRKNKRSRSSNGSGGRPGSCAVVASTNAAAGGITSSTSMSLPPPGSLSSALGLHGHGSSSLASLLLGSGASGGDHLGLFHAMQSVVSDATAYEMHQQHQTQVDQLLGLGYGAGDANGSQIHIKPWQQHLQDGAGGLFDGFYAPLLSGSIVPGLEELHVKAEATAGEHHHHHHQKKATDGDQQSWDQHPTSSSNVEANIMASDALMAAAAAASMNPAVSNAATAPTSSPLMYWGNGNIGGSPAAWPDMANCGSSIATFF*
>TaDof1.5
MAGAGGGTAAAAVVQPAAAAGAGRSSSSSAGAGGGGAGGGPVADPRAEALRCPRCDSANTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGGCRKNKRSRSSNGSGGRPGSCAVVASSNAAAGGIASSTSMSLPPPGSLSSALGLHGHGSSSLASLLLGSGASGGDHLGLFHAMQSVVSDATAYEMHQQHQTQVDQLLGLGYGAGDANGSQIHIKPWQQHLQDGAGGLFDGFYAPLLSGSIVPGLEELHVKAEATAGEHHHHHQKKATDGDQQSWDQHPTSSSSNVEANIMASDALMAAAAAASMNPAVSNAATAPTSSPLMYWGNGNIGGSPATWPDMANCGSSIATFF*
>TaDof2.1
MAPASASLLAGAKRSADATELPQAQEGALTKKNGQSQQQKLECPRCSSSDTKFCYYNNYSTAQPRHYCRTCRRYWTHGGTLRNVPVGGACRRGGSSKRRRPSAEPQTTSSDSPQPDLQETRLLSDHPLPVFPFLTDGGPVFLPQFDLGLGGFPWTPATMDHLYDGLAAPWGGCDRALAPTGAWDDFGGLELAWPPPPPAGN*
>TaDof2.2
MAPASTSLLPAASSNAGTKRPFAAEDSDATELPRALPQVQESAPGKKNGSGQSQQQQQQQKLECPRCSSTDTKFCYYNNYSTTQPRHYCRTCRRYWTQGGTLRNVPVGGACRRRGSSKRSAEPQTTSSDSPQPELHETRPLSNHPLPVFPFLTEGGPVFLPQFDLGLGGFPWTPATTDHLYNGLAAPWGGCDQALASTGAWDDFGGLELAWPPPPPAGN*
>TaDof2.3
MRCPARSPARHSMAPASASLLPVAGAKRPFAADSAPDAAEQEQEEQLAQVSLCSLLTLSQSGKQGGDQEGAASKKNGHGHGQSQQQPPKLECPRCSSTDTKFCYYNNYSTAQPRHYCRTCRRYWTHGGTLRKVPVGGACRRRSGSGKRRRSSAEPHTPSSDSPPPPQPEQQDTLPPLPVFPFLTDGGPVFLPQFDLGLAGFPWTTPTATEHLYDGLGAPWGGCDGALAPTGAWDDFGGLE
LTWPLAAGN*
>TaDof2.4
MAPASASLLPAASAKRPFAPDSATDAAEKEQPLAQESAVTKKNGQNQQQQKLECPRCSSTDTKFCYYNNYSTTQPRHYCRTCRRYWTHGGTLRKVPVGGACRRGSGSSSKRRRSFAEPHTPSSGSPPPPQPKQQDTLPPLPVFPLLTDGAVYLPQFDLGLGGFPWTAPAATDNLYDGLAAPWGGCDGALAPTGAWDDFGGLVLTCPPPAGN*
>TaDof2.5
MAPASASLLPAAGAKRPFAADSAPDVAEQEQPLAQEEAVTKKNGQSEQPKLECPRCSSTDTKFCYYNNYSTAQPRHYCRTCRRYWTQGGTLRKVPVGGACRRGSGSSSKRRRSSAEPHTPSSDSTPPPQPEQQDTVPMLPVFPFLTDGGPVFLPQFDLGLGGFPWTTPAATDNLYDSLAPWAACDGALAPTGAWEGFGGLELTWPPSPPPAAGN*
>TaDof2.6
MAPASAGAKRPFAADSAHDAAEQEQSLAQVQESAVSKKNGQSEQPKLECPRCSSTDTKFCYYNNYSTAQPRHYCRTCRRYWTHGGTLRKVPVGGACRRGSGSSSKRRRPSAEPHTPSSGSPQPDQQEQDTLPPLPVFPFLTDGGPAFLPQFDLGLYDGLAAPTGAWEDFGGLELTWPPPPPPEAGN*
>TaDof2.7
MAPASASLLPAAGSKRPFAADSAPDAAEQEQPLAQVNCGDQESAATKKNGQSQSEQQKLECPRCSSTDTKFCYYNNYSTAQPRHYCRTCRRYWTHGGTLRKVPVGGACRRGSGGNSKRRRSSAEPHTPSSDSPQPDQDAGHPGPDLPLPVFPFLTDGAVFLPQFDLGLGVLPWTTPAATDHLYDWLAAPWGGCDGALAPAGAWDDFGGLELTWPPPLPPAGN*
>TaDof2.8
MAPASASLLPAATTKRPVDAQDPDAAEHPLPQESAVTKKDGQSQQQQQQRLECPRCSSSDTKFCYYNNYSTTQPRHYCRTCRRYWTHGGTLRNVPVGGACRRAGKRRKASADPQTPSSNSLAQQPDLQDTRSLPDFPFLTDDGAVFLPQFDLRLGRFPWTTPATTDHLYDGLAPWGACDEALAPTGATGAWDDFGGLDLTWPPPPPPAAGNR*
>TaDof2.9
MAPASASLLAGAKRSADATPDAAELPLAQEGAVTKKNGQSQQQQPKLECPRCSSTDTKFCYYNNYSTTQPRHYCRTCRRYWTQGGTLRNVPVGGACRRRGSSKRRKCSAEPQTTSSDSPQPDLQETRPLSDQPLPVFPFLTDGGPVFLPQFDLGLGGFPWTPAATDHLYDGLAAPWGGCDRALSLTGAWDDLGGLELAWPPPPPAGN*
>TaDof2.10
MAPASASLLPAASSKRPFAADQASDADEQEQPLAQEGPVTKKNGDGQSQQQQPKLECPRCSSTDTKFCYYNNYSTAQPRHYCRTCRRYWTHGGTLRKVPVGGACRRGSGSGKRRRSSAEPHTPSSDSPPPPQQPEQQDALPPLPVFPFLTDGAVFLPQFDLGLGGFPWTAPTATDHLYDSLAPWGGCDGALAPSGAWEDFGGLELTWPPPPPPAAGN*
>TaDof2.11
MASASASLLPAADSAPDAAEQEQPLAQVSLCSLLTLSQSGQQGGDQKGAASKKNDHGHSQQQQPKLECPRCSSTDTKFCYYNNYSTAQPRHYCRACRRYWTHGGTLRKVPVGGACRRRSGSGKRRRSSAEPHTPSSDSPPPPQPEQQDTLPPLPVFPFLTDGGPIFLPQFDLGLAGFPWTTPTATDHLYDGLGAPWGGCDGALAPTGAWDDFGGLELTWPLAAGN*
>TaDof2.12
MAPASASLLPAASSNAGTKRPFAAEASDATELPLALPQVQESAAGKKNGNGQSPQQQAKLECPRCSSTDTKFCYYNNYSTTQPRHYCRTCRRYWTHGGTLRNVPVGGACRRGGSSKRRRPSAEPQTTSSDSPQPNLEETRALSDHPLPVFPFLTDGGPVFLPQFDLGLGGFPWTPATTDRLYGGLAAPWGGCDGALAPTGATGAWDDFGGLELTWPPAAGN*
>TaDof2.13
MAPASASLLAGAKRSADAAPDAAELPPAQEGAVTKKNGPSQQQQQKLECPRCSSTDTKFCYYNNYSTSQPRHYCRTCRRYWTQGGTLRNVPVGGACRRRGSGKRRRPSAEPQTTSSDSPQPDMQETRALSDHPLPVFPFLADGGPVFRPQFDLGLGGFPWTPATTDHLYDGLAAPWGGCDRALSLTGAWDDLGGLELAWPPPPPAGN*
>TaDof3.1
MIFPPSFLDSSSWNDNQHAHHQQVAAASCGGGAGDGGCNNHELLQPSIMQQGTLAEGGDGGGSGGQVVGPAKPMSMSERARLARVPLPEQGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQAAAAAAAGAPAASGAASGGSTTSSTTSACTTMSNPAPVLPAMLQNGGGGNLSGLLPPLLRLADFDAMSLGSTFSGMGKPSPVDSPAGYYLGGGGGGAVPGLEQWRVQQMQGFPFFQAMADQQHTLTPAAAPAMAMPGMFHYLGLGNGGDGRGVHEDDGGDQQFHHAMPSKRECYPRSGSIAMYGGDHHLTAGAGYTSSYSNAATGNHLL*
>TaDof3.2a
MIFPPSFLDSSSWNDNQVAAASCGGGAGDGGCNNHELLQPSIMQQGTLAEGGDGGGGGGGQVVGPVKPMSMSERARLARVPLPEQGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQAAAAAAAGPLAANGAASGGSTTSSTTSACTTMSNPAPVLPAMLQNGGGGNLSGLLPPLLRLADFDAMSLGSTFSGMGKPSAVDSAAGYYLGGGGGGAVAGLEQWRVQQMQGFPFFQAMADQQHTLGPAAAPAMAMPGMFHYLGLGNGGDGRGGHEDDGGNQQFHHAMPSKREGYPRSGSIAMYGGDHHLAAGAGYTSSYSNAATGNHLL*
>TaDof3.2b
MIFPPSFLDSSSWNDNQHAHHQQVAAASCGGGAGDGGCNNHELLQPSIMQQGTLAEGGDGGGGGGGQVVGPVKPMSMSERARLARVPLPEQGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQAAAAAAAGPLAANGAASGGSTTSSTTSACTTMSNPAPVLPAMLQNGGGGNLSGLLPPLLRLADFDAMSLGSTFSGMGKPSAVDSAAGYYLGGGGGGAVAGLEQWRVQQMQGFPFFQAMADQQHTLGPAAAPAMAMPGMFHYLGLGNGGDGRGGHEDDGGNQQFHHAMPSKREGYPRSGSIAMYGGDHHLAAGAGYTSSYSNAATGNHLL*
>TaDof3.2c
MIFPPSFLDSSSWNDNQLDFEQHAHHQQVAAASCGGGAGDGGCNNHELLQPSIMQQGTLAEGGDGGGGGGGQVVGPVKPMSMSERARLARVPLPEQGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQAAAAAAAGPLAANGAASGGSTTSSTTSACTTMSNPAPVLPAMLQNGGGGNLSGLLPPLLRLADFDAMSLGSTFSGMGKPSAVDSAAGYYLGGGGGGAVAGLEQWRVQQMQGFPFFQAMADQQHTLGPAAAPAMAMPGMFHYLGLGNGGDGRGGHEDDGGNQQFHHAMPSKREGYPRSGSIAMYGGDHHLAAGAGYTSSYSNAATGNHLL*
>TaDof3.3a
MIFPPSFLDSSSWNDNQHAHHQQVAAASCGGGAGDGGCNNHELLQPSIMQQGTLAEGGDGGGGGGQVVGPAKPMSMSERARLARVPLPEQGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQAAAAAAAGAPAANGAASGGSTTSSTTSACTTVSNPAPVLPAMLQNGGGGNLSGLLPPLLRLADFDAMSLGSTFSGMGKPSPVDSAAGYYLGGGGGGAVAGLEQWRVQQMQGFPFFQAMADQQHTLAPAAAPAMAMPGMFHYLGLGNGGDGRGGHEDDGGDQQFHHAMPSKREGYPRSGSIAMYGGDHHLAAGAGYTSSYSNAATGNHLL*
>TaDof3.3b
MIFPPSFLDSSSWNDNQLDFEQHAHHQQVAAASCGGGAGDGGCNNHELLQPSIMQQGTLAEGGDGGGGGGQVVGPAKPMSMSERARLARVPLPEQGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQAAAAAAAGAPAANGAASGGSTTSSTTSACTTVSNPAPVLPAMLQNGGGGNLSGLLPPLLRLADFDAMSLGSTFSGMGKPSPVDSAAGYYLGGGGGGAVAGLEQWRVQQMQGFPFFQAMADQQHTLAPAAAPAMAMPGMFHYLGLGNGGDGRGGHEDDGGDQQFHHAMPSKREGYPRSGSIAMYGGDHHLAAGAGYTSSYSNAATGNHLL*
>TaDof3.4
MIFPPAFLDSSSCWNTNHNQLQLQQIGCNTHVTTTPSPAGHGDGGGSNNNNHGQQEGLMATAGAGGGGGEGGGGDGDSAGGGNNKPMSMSERARLARVPQPEPGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRSAKPKAGSAGSGSAAAGTSSATSTTPSTTACTTGTATAPPALQYSMFGSAPPHGSRFANSFDPASLGLSFPARLLFPDSGAYAADGGAQQQHHHHQGNGNGMEQWAAAQMQSFPFLHAMDHQMSGNQPPASAMPTTMAAMQGMFHLGLQSGGGGGNGDDGGNQQFHHPPAKRDYHQQQQQDYPSSRGMYGDVVNGNGGGFNFYSSTSNAAGN*
>TaDof3.5
MAIMEIDRPRGGALLKRRRLASPAMIFLPAFLDSSDFWNTDHNQLQLQQIGTSTHSTTTSSPDGPGDGGCNNNNPKGFMATTGADYGVAGGGDDGCGGAGDGDCSRGRNNKSISMSERARLARLPHPVPGLNCPRCESTNTKFCYFNNYSLTQPRHFCRSCSRYWTRGGVLRNVPVGGGYRRHAKRRAKPKVVSATSRASTVGKSSVTPTMSSSTTYATGTDISPPRLQYPIFGSTPSHDSQFSGIFDPANLGLGFPVRLLFAESDAYTVDGCAHHHHHHAHGNGMEQLLEAQNSFPFMHAMDHHMSGLPAEAMPITMATMQGMFHLGLQSVRGGHGDEIAGQQLHYPPAKRNHKHQDYASSRGMHRDVVNGNGTGDYI*
>TaDof3.6
MIFLPAFLDSSDFWNTDHNQLQLQQIGTSTHSTTTSSPDGPGDGGCNNNNPKGFMATTGADYGVAGGGDDGCGGAGDGDCSRGRNNKSISMSERARLARLPHPVPGLNCPRCESTNTKFCYFNNYSLTQPRHFCRSCSRYWTHGGVLRNVPVGGGYRRHAKRRAKPKVVSATSRASTVGKSSVTPTMSSSTTYATGTDISPPRLQYPIFGSTPSHDSQFSDIFDPANLGLGFPVRLLFAESDAYTVDGCAHHHHHHAHGNGMEQLFEAQNSFPFMHAMDHHMSGLPAEAMPITMATMQGMFHLGLQSVRGGHGDEIAGQQLHYPPAKRNHKHQDYASSRGMHRDVVNGNGTGGYI*
>TaDof3.7
MAGGGGGDGGKLMSMCERARLAGVPQPESGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRACRRSWTRGGALRNVPVGGRYRRHAKRSAKPKAASTASGDGAGTSSATSMTPNTTFTTTSSPALQYFMFGSAPPQDLLIDSFDPTSLGLSFPANLLFAEGGDYAVEGDVHHHQQGNETDMAQMQSFPHAMDHQMAGQLAVAMPTTMAAMQDMFQQVLQSGGNGDDGGDHHFHHHHQQDYASSRAIYRDVVNGNGGGGYNFYSSTSNAPGN*
>TaDof3.8
MIFPPAFLDSSSCWNTNHNQLQLQQIGSNSHITTTPSPAGHGPGDGGGGNNNNHGQQEGLMATAGAGGGGGDGGGGGGGDGDSAGGGNNKPMSMSERARLARVPQPEPGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRSTKPKAGSAGSGTAAAGTSSATSTTPSTTACTTGTATAPPALQYSMFGSAPPHGSRFADSFDPASLGLSFPARLLFPDNGAYAADGGAQQHHHHQGNGNGMEQWAAAHMQSFPFLHAMDHQMSGNPQSASAMPTTMAAMQGMFHLGLQSGGGGGNGDDGGNHQFHHQPAKRDYNQQQQQDYPSSRGMYGDVVNGNGGGFNFYSSTSNAAGN*
>TaDof3.9
MIFLPAFLDSSNFWNTDHNQLQLQQIGTNTHSTTTSSPAGPGDGECKNSNKKRFMATAGAGSGAAGGGDDGCGGAVDGDCGGIGNKKSRSMSERARLARLPQPVPGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRSCSRYWTRGGALRNVPVGGGCRRNTKRRAKPKVVSATSRAAMVGTSSVTSTMSSSTTYVTGTGTTPPRLQYPMFGSVPSHDSQFADSFDPANLGLIFPVRLLLADSDASAVDGCAQQHHHHAHGNGMEQLSVAQDSFPFMYAMDHQMSGLSAQAMPITMGTMQGMFHVGLQGIGGGNGDEIGGQQLHHPPAKRNHKQQDYPSSRDMYGDVVNANGGVGYI*
>TaDof3.10
MIFLPAFLDSSNFWNTDNNQLQLQQIGTNTHSTTTPSPSGPGDGGCNSNNEEGFMATAGVGLVAGGGGNDGCSGAGDGDCSTNRNSKSMSMSERAQLVRLPQPVSGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRSCRRYWTRGGALRNVPVGGGYRRHAKRRGKPNVVSNTSRSTAVGTSSVTTTMSSSTTYATGSGPVPPGLHSPMFGSAPSHDSQFAHSFDQASLRLSSPDRLLFADGGSCTVDGCAQHHHNHAHWNGMEQWSAAQMGSFQFMHAMDHQMSGAMPITMATMQGMFHLGLQSVAGGKDDNRGGHQLYHPSAKRNHKQQDYSSSRGMYEDMVNGNGGGGYI*
>TaDof3.11
MIFLPAFLDSSNFWNTDHNQLQLQQIGTNTQSTTTPSPAGPGDGGCNNNNEEGFMATAGAGSVAGGGGNDGCSGAGDGDCSKSGNSKSMSMSERAQLAGLPQPVSGLNCPRCDSTNTKFCYFNNYSLIQPRHFCRSCRRYWTRGGTLRNVPVGGGYRRHAKRRGKPNVVSNTSRSTAVGTSSVTTTMSSNTTYATGTGPVPPGLQGPMLGSAPSHDSQFAHRIDPASLGLSFPDRLLFADGGSCAVDGCAQHHHNHAHWYGMEQWSAAQIGSFPFMHAMDHQMSGAMPITMATMQGMFHLGLQSVGGGKDDNRGGHLLHHKQQDYSSSRGMYGDMVNGELDQDLFLD*
>TaDof3.12
MIFPPAFLDSSSCWNTNHNQLQLQQIGSNTHVTTTPSPAGHGPGDGGGSNNNNHGQQEGLMATAGAGGGGGDGGGGGGGDGDSAGGGSNKPMSMSERARLARVPQPEPGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRSAKPKAGSAGSGTAAAGTSSATSTTPSTTACTTGTATAPPALQYSMFGSAPPHGSRFADSFDPASLGLSFPARLLFPDSGAYAADGGAQQHHHHHQGNGNGMEQWAAAQMQSFPFLHAMDHQMSGNQPPASAMPTTMAAMQGMFHLGLQSGGGGGGNGDDGGNHQFHHPPAKRDYQQQQDYPSSRGMYGDVVNGNGGGFNFYSSTSNAAGN*
>TaDof3.13
MIFLPAFPDSSTFWNTDHNQLQLQQFGTNNHSTTTFSPASPSDGECSNNNNNNNNNNNNN
NNNNNNNNNNNNNKNNNQKRFMAMAKAGSCAAGGGDDGCGGAGDGDCGGNGKSKSMSMSERARLARLPQPVSGLNCPRCDSTNTKFCYFNNYSLTQPRHFCRSCRRYWTHGGMLRNVPVGGGYRRHAKRRAKPKVVSDTSRAAMVGTSSVTSTMSSSTTYVTGTGTAPPRLQYPMFSSAPSHDNQFVDSFDPANIGLSFPIRLLFADSDAYAMDDCAQNHHHHAHGNGMEQLSATRNSFPFIHVVDHQMSGLPAEAMPITMAAMEGMFHLRLQSVGGGTGDEIGGQQLHHPLAKRNHKRQDYPSSRGMYRDVVNGNCGGDYI*
>TaDof3.14
MVFPPAAAYLDPPNWNNQQGQQQRATGGGGVGDAQHMPVDPTAGTAAGTPEVGGLPRSSAANEAAAGQQARPNSMTERARMARVPQPEPALKCPRCDSTNTKFCYYNNYSLSQPRHFCKACRRYWTRGGALRSVPVGGGCRRNKRSSKSSAGAASSSKPSSSSARQLPGGASSMPSTAASTTLGCDGASIPPGLSSMSHHLPFMGAMHPPGANLGLAFSAGLPQLAMQQHHHHMDGVDQFPLASGGGATFGASLEQWRVQQQQQQQFPFLELPPAPPMYQLGLQANRAAGSSAAAPAPSPAMFTLGQSSASTARRDEGSMKQADSKGQEMTLQRQFVMEALRQGDGVWGGNASDNNGNGSGSWTMNIPGFHSSSGGGDGGGLL*
>TaDof3.15
MVFPPATAYLDPPNWNNQQGQQQRATGGGGVGDAQHMPEGPTAGTPEVGGLPRSSAANEAAAGQQARPNSMTERARMARVPQPEPALKCPRCDSTNTKFCYYNNYSLSQPRHFCKACRRYWTRGGALRSVPVGGGCRRNKRSSKSSAGAVSSSKPSSSSARQLPGVASSMPSTAASTTLGADGASIPPGLSSMSHHLPFMGAMHPPGANLGLAFSAGLPQLAMQQHHHHMDGVDQFPLASGGGATFGASLEQWRVQQQQQQFPFLELPPAPPMYQLGLQASRAAGSSAAAPAPSPAMFTLGQSSASIARRDEGSMKQADSKGQEMTLQRQFMMEALRQGDGVWGGNASDNNGNGSGSWTMNIPGFHSSSGGGDGGGLL*
>TaDof3.16
MVFPPAAAYLDPPNWNNQQGQQQRTTGGGGVGDAQHMPVGPTAGTAAGTPEVGGLPRSSAANEAAAGQQARPNSMTERARMARVPQPEPALKCPRCDSTNTKFCYYNNYSLSQPRHFCKACRRYWTRGGALRSVPVGGGCRRNKRSSKSSAGAASSSKPSSSSARQLPGGASSMPSTTASTTLGADGASIPPGLSSMSHHLPFMGAMHPPGANLGLAFSAGLPQLAMQQQHHHMDGVDQFPLASGGGATFGASLEQWRVQQQQQFPFLELPPAPPMYQLGLQANRAAGSSAAAPAPSPAMFTLGQSSASTARRDEGSMKQADSKGQEMTLQRQFMMEALRQGDAVWGGNASDNNGNGSGSWTMNIPGFHSSSGGGDGGGLL*
>TaDof3.17a
MVFSSFPIFLDPPSWTQMQQQPLQCFMGGGGGSEHQHHQLIPASSGQLAPLPDVPGSTAASAPAVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHFADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAAGAGGGFVGGHEQYWPGSGGGGGWPTEFLSGFSSSSSGNVM*
>TaDof3.17b
MVFSSFPIFLDPPSWTQQPLQCFMGGGGGSEHQHHQLIPASSGQLAPLPDVPGSTAASAPAVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHFADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAAGAGGGFVGGHEQYWPGSGGGGGWPTEFLSGFSSSSSGNVM*
>TaDof3.18
MVFSSVPLYHDPPNWNQNHNQQQQQQQLQQQQQQQQQQLSHHGQMFASGGGGGGVDMHHHHHQQQQQQQYQQQQQHQHQHQLRPPVPPPGALMAPRPDGMGSAVALSGAGGGGGGAGGGPTGGAVVRPGSMTDRARMAKIPQPEPGLKCPRCESTNTKFCYFNNYSLTQPRHFCKTCRRYWTRGGTLRNVPVGGGCRRNKRTKSSKSSSSAASASGGGTSSSTTSSTTTAGGANGNGNGNGNRNGSSAAAAAGAMMSSQGQGHAQMPFFGSLHPLGAGSGDHYGTGASRLGFPGLINSLDPVDYQLGGGGAAAAAMGLSEQWRLPQMQQFPFLGRADGMHQQQQQMAGLYPFDATDASGFAGEMMGGVGGSKQLVPGSAGLITQLASVKMEDNPPSNNAMAGAASAREFLGLPGNIQFWGGGNNGAGGNDNGGSHSSGTVAPGGAGGGGGWVDQLPGFNSSSSGNIL*
>TaDof3.19a
MVFSSFPIFLDPPSWAQPLQCFMGGGGGSEHQHHQLIPASSGQLAPLPDVPGNTAASAPPVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGQGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHIADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAGGAGGGFVGAHEQYWPGSGGGGGWPTEFLSGFSSSSSGNVM*
>TaDof3.19b
MVFSSFPIFLDPPSWAQQPLQCFMGGGGGSEHQHHQLIPASSGQLAPLPDVPGNTAASAPPVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGQGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHIADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAGGAGGGFVGAHEQYWPGSGGGGGWPTEFLSGFSSSSSGNVM*
>TaDof3.19c
MVFSSFPIFLDPPSWAQMQQQPLQCFMGGGGGSEHQHHQLIPASSGQLAPLPDVPGNTAASAPPVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHIADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAGGAGGGFVGAHEQYWPGSGGGGGWPTEFLSGFSSSSSGNVM*
>TaDof3.20
MVFSSVPLYHDPPNWNQNHSQQQQQQLQQQQQQQLSQHGQMFASGGGGGGMEMHHHHQQQQHQQYQQQQLQQHQLRPPVPPSGALMAPRPDGMGSPVALSGAGGGGGGAGGGLTGGAVVRPGSMTDKARMAKIPQPEPGLKCPRCESTNTKFCYFNNYSLTQPRHFCKTCRRYWTRGGTLRNVPVGGGCRRNKRTKSSKSSSSAASASGGGTSSSTTSSTTTAGGGNGNGSTAAGAAGAMMSSQGQGHAQMPFFGSLHPLGAGSGDHYGTGASRLGFPGLINSLDPVDYQLGGGGAAAAAMALSEQWRLPQMQQFPFFGRADGMHQQQQQMAGLYPFDATDASGFAGEMMGGVGGSKQLVPGSAGLITQLASVKMEDNPPSNNSMAGAASAREFLGLPGNIQFWGGGNNGAGGNENGGSHSSGTVAPGGAGGGGGWVDQLPGFNSSSSGNIL*
>TaDof3.21.1
MVFSSFPIFLDPPSWTQQQQPLQCFMGGGGGSEHQHHQLIPASTGQLAPLPDVPGNTAASAPAVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGQGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHFADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAGGTGGGFVGAHEQYWPGSGGGGGWPTEFLSGFSSNSSGNVM*
>TaDof3.21.2
MVFSSFPIFLDPPSWTQMQQQQPLQCFMGGGGGSEHQHHQLIPASTGQLAPLPDVPGNTAASAPAVAGSSSASLQLVVSGQQGNPGEQPPRPSVSMTERARMARVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRQGQGQGGGGAVAAATSSSSTTSTSTTTSAAAATAADVIASMQALPHHLGGLPAAAALEASLEGYHSHSHHQHHNLPFLPPQFLQQGLHGYHFADGDIGSQLADGFPRGVASGLLAQLASIKMEEHGAGAGGTGGGFVGAHEQYWPGSGGGGGWPTEFLSGFSSNSSGNVM*
>TaDof3.22
MVFSSVPLYHDPPNWNQNHSQQQQQQQQQLQQQQQLSHHGQMFASGGGGGGMEMHHHHQQQQHQQYQQQQHHHQLRPPVPPSGALMAPRPDGMGSAVALSGAGGGGAGAGAGGGPTGGAVVRPGSMTDKARMAKIPQPEPGLKCPRCESTNTKFCYFNNYSLTQPRHFCKTCRRYWTRGGTLRNVPVGGGCRRNKRTKSSKSSSSAASASGGGGTSSSTTSSTTTAGGGNGNGSSAAAAAGAMMSSQGQGHAQMPFFGSLHPLGAGSGDHYGTGASRLGFPGLINSLDPVDYQLGGGGAAAAAMGLSEQWRLPQMQQFPFFGRADGMHQQQQQMAGLYQFDATDASGFAGEMMGGVGGSKQLVPGSAGLITQLASVKMEDNPPSNNAMAGAASAREFLGLPGNIQFWGGGNNGAGGNENGGSHSSGTVAPGGAGGGGGWVDQLPGFNSSSSGNIL*
>TaDof4.1
MVNNFRNKSQCKFCGSQPMHTCIMQNGQDYNMQQTSIQNPSQAAGYCPVYQPLLARGQDQYTSFSNASSQLAFPNLSAYTTLNDIRQWTSIPEGEISVEDVHPLIVPTQIQETYGSFRCGQVLLQWDKPHMEPKEHWNFLDELMPLHSTQSRFYGESLPSTSLMDKAHKLLASTSSGDSVLKMITGVTSRATQTPQRRGVLIRPIEPYDSNADIFRPPVKKQRNAKYQLRFVNRVCNDYYTQEQIKSGDGSLLKVALYDENNRVVTSGPLSSASVEVVLLHGDFNVEGQDYWTSEEFSACLVHSQSLEEPPALGGDRVLALTDGEAALGNVSFQISSFHARTGKFKMGVEIKNVREESVQQGITSPFLVRVRQGEESSHHRITSPEALLRVRMELPKQVCGALQCDARERASSDQSSPERNVLVASKVEDHDSIVQSGSGVLLFPAPPPSSEQARVPQPEPGLKCPRCDSTNTMFCYFNNYSLTQPRHFCQACRRYWTRGGALRNVPSCHAKRSAKRSAKRCAKSKASAGEPAATATPSSALTATKPNTTSCIGAAPPGLHQYSMFCTKSESPHSNRFADNFDLASLRLGFPARLLFADGGVHHQPVLQGMFDLGLQSGGGNCEDGASSTTK*
>TaDof4.2
MEEVFPSNSKSKAGQMAGEATAAAEKKPRPKPEQKVECPRCKSGNTKFCYYNNYSMSQPRYFCKACRRYWTHGGSLRNVPIGGGCRKPKRPGTSDAHKLGVASSSEPTVVMPPSTCTGMNFANVLPTFMSAGFEIPSSLSLTAFGSSSSSNTAAVMSPGGTTSFLDVLRGGAGGLLDGSLSQNNGYYYGGPATGSGIGMLMTPPVASFGIPGPMQQHGDLVVGGNGIGAATASIFQGGTGEEGDDGTGGVMGLQWQPQVGNGGGAGVVSGGVHHLGTGNNVTMGNNNIHNNNNNNSGGDDNNGASSRDCYWINNGGSNPWQSLLNNSSLMITQVEVPH*
>TaDof4.3
MFCCWPQVLKMEEVFPSNSKSKAGQMAGEATAAAEKKPRPKPEQKVECPRCKSGNTKFCYYNNYSMSQPRYFCKACRRYWTHGGSLRNVPIGGGCRKPKRSGTSDAHKLGVASSSEHTAVMPPSTCTGINFANVLPTFMSAGFEIPRSLSLTTFGSSSSSNTTAVMSPGGTTSFLDVLRGGTGGLLDGNLGQNNGYYYGGSRSGIGMLMTPPAASFGIPGPMQQHGDLMVGGNGIGAATASIFQGGTGEEGDDGIGAMMGLQWQPHVGNGGGGGVVSGGVHHLGTGNNVTMGNNNINNNNNNGSHSDDNTGGSSRDCYWINNGGSNPWQSLLNSSSLM*
>TaDof4.4
MRLLLHNLLQYRMEEVFPSNSKSKAGQMAGEAIAGAEKKPRPKPEQKVECPRCKSGNTKFCYYNNYSMSQPRYFCKACRRYWTHGGSLRNVPIGGGCRKPKRSGTSDAHKLGVASSPEPTTVVPPSTCTGMNFANVLPTFMSVGFEIPSSLSLTAFGSSSSSNTAAMMSPGGTTSFLDVLRGGAGGLLDGSLSQNNGYYYGGPAIGSGNGMLMTPPAVSFGIPVPMQQHGDLVVGGNGIGAATASIFQGATSEEGDDGMGGVMGLQWQPQVGNGGGGGGVSGGVHHLGTGNNVTMGNSNIHNNNNNDSGGDDNNGGSSRDCYWINNGGSNPWQSLLNSSSLM*
>TaDof4.5
MMAGAAHPMHFCMDSDWLKGIVPEDQGGMGSSSPSEELIIACPEPMQAQQAADRRLRPQHDQPLKCPRCDSTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGSLRNVPVGGGCRKNKRASAAKKPSAAAVITPPISMMQQLHHGRHMAETGLHLSFSGMQPPAVSAADPLCSLGLFDWKYDHILSGSGGFESANSEAHFTGPGMMGIANGSGGGGAEYHALNALRYAAGLGEHLALPFGGATSRAERDSVVAEMKPQAERLLSLEWCGEASRAPTETSISSLGGLGLWSGMITGATHHHHGSSAAI*
>TaDof4.6
MMAGAAHPMHFCMDSDWLKGIVPEDQGGMGSSSPSGELIIACPEPMQAQQAADRRLRPQHDQPLKCPRCDSTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGSLRNVPVGGGCRKNKRASAAKKPSAAAAIAPPISMMQQLHHGRHMAETGLHLSFSGMQPPAVSAADPLCSLGLFDWKYDHILSGSGGFESANSEAHFTGPGMMGIANGSGGGGAEYHALNALRYAAGLGEHLALPFGGATSRAERDSVVAEMKPQAERLLSLEWCGEASRAPTETSISSLGGLGLWSAMITGAAHHHHGSSAAI*
>TaDof4.7
MMAGAAHPMHFCMDSDWLKGIVPEDQGGMGSSSPSGELIIACPEPMQAQQAADRRLRPQHDQPLKCPRCDSTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGSLRNVPVGGGCRKNKRASAAKKPSAAAAIAPPISMMQQLHHGRHMAETGLHLSFSGMPPPPVSAADPLCSLGLFDWKYDHILSGSGGFESANSEAHFTGPGMMGIANGSGGGGAEYHALNALRYAAGLGEHLALPFGGATSRAERDSVVAEMKPQAERLLSLEWCGEASRAPTETSISSLGGLGLWSGMVTGAAHHHHGSSAAI*
>TaDof5.1
MLSSHCESMLAYAAAAGRRAMLVDPRRYRPNVEVAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKPVRSMAEADTASPSHGAAVFSHRFHGPVRPDLLLEGMVGNPAELAQPEPGEAEKPAGAADGPTIDLALLYSKFLSQQPLAEQGAVVPESAGPSSGSSTEMSPPALSSPGQHGLGEICGPASSTEPSATTMLQCADARAHALGEFNFSVDQSCYDSLGLPTDGADLTMLPPAWDQEAKYEPFSSLPDQEDAMSLHDAVPAGDDVWSKVLGCQGLEAALSAGLDRC*
>TaDof5.2
MLSSHCESMLAYAAAAGRRAMLVDPRRYRPNVEVAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKPVRSMAEADTASPNHGAVVFSHRFHGPVRPDLLLEGMVGNPAELGQQPASAEADKPAGAADGPTIDLALLYSKFLSHQPLAEQCAVVPESADTSSGSSTEMSPPTLSGPSQHGPGEICGPASSTEPSATTMLQCADARAHALGEFNFSVDQSCYDSLGLPTDGGDLTMLPSAWDQEAKYEPFSSLPEEDAMSLHEGVPAGDDVWSKVLGCQGLEAALAAGLDRC*
>TaDof5.3
MAYRGKHLVLASAALPPSHVYIRLPPLSPLASASFQILSHHRIPTFPRSPACLLISSSPIVAMLSSHSESMLAYAAAAGRRAMLVDPRRYRPNVEVAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKPVRSMAEADTASPNHGAAVFSHRFHGPVRPDLLLEGMVGNPAELGQPSSTEAEKPAGAADGPTIDLALLYSKFLSHQPLAEQCAVVPESADTSSGSSTEMSPPALSSPGQHRLGEICGPASSTEPSATTMLQCGDARAHALGEFNFSVDQSCYDSLGLPTDGGDLTMLPSAWDQEAKYEPFSSLPEEDAMSLHEGVPAGDDVWSKVLGCQGLEAALSAGLDRC*
>TaDof5.4
MDAAHWPQGLGLVKPMEEMLMGAPSSNQQVQGSNPNPPAQAPSSAPGAGGPMRGGTPAMAVAASGVGAGSTERRPRPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSSASASASAAASATASVANSSMLGAAPNKNPKLAHEGAAHDLNLAFPHHQGGMQAQADYMAFPSLESSSMCNPGGGGMAANGARAGGALSAMELLRSTGCYMPLQMPMQMPGEYGAAGFSLGEFRAPAPPQSQSLLGFSLDAHGSVGGASMAGYGSGAGMQGMQDRSGRLLFAFEDLKPTANSGAGGGESGGGSGAGVDGGDHQFEQGNKEQQGNGTPVGQPDTPGFWNGMIGGGGTW*
>TaDof5.5
MDAAHWPQGLGLVKPMEEMLMGAPSANQQVQGSNPNPPAQAPSSAPGTGGPMRGGTPAMAVAGSGAGAGSTERRPRPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSSASASASAAASATASVANSSMVGAAPNKNPKLAHEGAAHDLNLAFPHHQGGMQADYMAFPSLESSSMCNPGGGAMAGNGARAGGALSAMELLRSTGCYMPLQMPMQMPGEYGAAGFSLGEFRAPAPPQSQSLLGFSLDAHGPVGGASTAGYGSSAAMQGLQDRSGRLLFAFEDLKPTANSGAGGGESGGGSGAGVDGGDHQFEQGNKEQQGNGTPVGQPDTPGFWNGMIGGGGTW*
>TaDof5.6
MDAAHWPQGLGLVKPMEEMLMGAPSANQQVQGSNPNPPAQAPSSAPGAGGPMRGGTPAMAVAGSGAGAGSTERRPRPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSSASASASAAASTTASVANSSMLGAAPNKNPKLAHEGAAHDLNLAFPHHQGGMQAQADYMAFPSLESSSMCNPGGGGMAANGARAGGALSAMELLRSTGCYMPLQMPMQMPGEYGAAGFSLGEFRAPAPPQSQSLLGFSLDAHGPVGGASTAGYGSGAGMQGMQDRSGRLLFAFEDLKPTANSGAGGGESGGGSGAGVDGGDHQFEQGNKEQQGNGTPVGQPDTPGFWNGMIGGGGTW*
>TaDof5.7
MLSSHPHEAAMLPYVPRPPSLLVDRRYSTGAEVAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKSSVRSASDSFSGVRDATFGHGGFPGPLRPDMVLEGMVGNPANPGQVMHDVPTAPDGSSIDLAMLYSKFLNNQQPAGDGSLVGSVTPESAGGHVDETFDTFSASSDMSPAGVLAPAQFDASPDGFLEWSRPVSSADPTCTASPATATTMLCTDESVQAALGELNFAMDQSCFDSLGLPTDGAAANLSSWCSIVPSLSTWEEPKYDSLDSFPDDTLSLHDGILAADHDWSADCQGLEALYMP*
>TaDof5.8
MLSSHPHEAAMLPYVPRPPSLLVDRRYSTGAEVAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKSSVRSTSDSFSGVRDAAFGHGGFPGPLRPDMVLEGMVGNPANPGQAMHDVPTAPDGSSIDLAMLYSKFLNNQQPAGDGSLVGSVTPESAGGHVDETFDTFSASSDMSPGGVLAPAQFDASPDGFLEWSRPVSSADLNCTASPATATTMLCTDESVQAALGELNFAMDQSCFDSLGLPTDGAAANLSSWCSIVPSLSTWEEPKYDSLDSFPDDTLSLHDGILAADHDWSADCQGLEALYMP*
>TaDof5.9
MLSSHPHEAAMLPYVPRPPSLLVDRRYSTGAEVAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKSSVRSASDSFSGVRDATFGHGGFPGPLRPDMVLEGMVGNPANPGQGMHDVPTAPDGSSIDLAMLYSKFLNNQQPAGDGNLVGSVTPESAGGHVDETFDTFSASSDMSPSGLLPPAQFDASPDGFVDWSRPVSSADPTSTASPATATTMLCTDESVQAALGELNFAMDQSCFDSLGLPTDGAAANLSSWCSIVPSLSTWEEPKYDSLDSFPDDTLSLHDGILAADHDWSADCQGLEALYMP*
>TaDof5.10
MDAAQWHQGLGLVKPMEEMIMAGNPNPNPNSNGNPNPQPAPPSGAEAQRAPVPGPPAAGAGAAAGTGSTERKAARPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSVVSSAAGAVSTSAAASGTVPVGGMGAKNPKLMHEGAHDLNLAFPHHHGRVLHPSEFAAFPSLESSSVCNPGGAMAANGAGGGRGMGAFSAMELLRSTGCYVPMPQVQLGMPPEYAAAGFALGEFRMPLQHQQHHQQQQQQQQHHQQQQQQVQNMLGFSLDTGGGGDAGGYGAGLQGAQESATGRMLFPFEDLKPGANPSGGGASGGDQFEHSKDQGGGGGGHETLGFWNNSMIGNGSSNDAGGGGGGGGGSW*
>TaDof5.11
MDAAQWHQGLGLVKPMEEMIMAGNPNPNSNGNPNPQPAQPSGTEAQRAPVPGPPAAGAGAAAGTGSTERKAARPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSVVSSAVGAVPTSAAVSGTVPVGGMAAKNPKLMHEGAHDLNLAFPHHHGRVLHPSEFAAFPSLESSSVCNPGGAMAANGAGGGRGMGAFSAMELLRSTGCYVPMPQVQLGMPPEYAAAGFALGEFRMPLQHQQHHHQQQQQQHHQQQQHQVHNMLGFSLDTGGGGDAGGYGAGLQGAQESATGRMLFPFEDLKPGANPNGGGASGGDQFEHSKDQGGGGGHETLGFWNNSMIGNGSSNDAGGGGGGGGGSSW*
>TaDof5.12
MDAAQWHQGLGLVKPMEEMIMAGNPNPNPNPNGNPNPQPAPPSGAEAQRAPVPGPPAGGAGAAAGTGSTERKAARPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSVVSSAAGAVSTSGAASGTVPIGGMAAKNPKLMHEGAHDLNLAFPHHHGRVLHPSEFAAFPSLESSSVCNPGGTMAANGAGGGRGMGAFSAMELLRSTGCYVPMPQVQLGMPPEYAAAGFALGEFRMPLQHQQHHQQQQQQQHQQHQQQVQNMLGFSLDTGGGGDAGGYGAGLQGAQESATGRMLFPFEDLKPGTNAGGGGASGGDQFEHSKDQGGGGGGGHETLGFWNNSMIGNGSSNDAGGGGGGGGGSW*
>TaDof7.1
MVRITAMDQLEAEEVVVRAPAASGGVRRAGEPERLAQCPCPRCESTDTKFCYYNNYNLSQPRHFCRGCRRYWTRGGALRNVPVGGGTRKPNGSPAAVRRKRPSHSHSHSHHAVPAAAASQAAPVVPLSVSAPAPLPLPLLQPQPQPQPQQYELTFLPASLSAVDPDRRLLDLGGSFSSLLAPPAPLLPNFATSFVFGGAGAGMAMAHAHVPALPQPAPVASQALPESFWGMGWPDLSI*
>TaDof7.2
MANLPTHATNADASAFKLFGQVIQPDAHRAASAPASTSISAGQSAAAPPPPPPPPPPPSTTQQAAVGGEPLPCPRCGSRETKFCYFNNYNVRQPRHLCRACRRYWTAGGALRRVATASPGRRRPRPSARSAAAAASATASASEEGAAAESVDSRS*
>TaDof7.3
MDQLEAEEVVVRAPAPTAASGGVRRAGEPERLAQCPCPRCESTDTKFCYYNNYNLSQPRHFCKGCRRYWTRGGALRNVPVGGATRKPNGSPAGVRRKRPSHSHSNSHHAASSQAAPVVPLSVSAPAPLPLPLLPPPQPQPQQYELTFLPPSLSAVDPDRRLLDLGGSFSSLLAPPAPLLPNFATSFVFGGAGAGMAMAHAHVPALPQPAPVVSQALPESFWGMGWPDLSI*
>TaDof7.4
MANLPTHATNADASAFKLFGQVIQPDAHRAASAPASTSISAGQSASAPPPPPPPPSTTQQAAVGGEPLPCPRCGSRETKFCYFNNYNVRQPRHLCRACRRYWTAGGALRRVATASPGRRRPRPSARSAAAAASATASASASEEGAAAESVDSRS*
>TaDof7.5
MVRITAMDQLEGEEVVVRAPASGGVRRAGEPERLAQCPCPRCESTDTKFCYYNNYNLSQPRHFCKGCRRYWTRGGALRNVPVGGGTRKPNGSPAAVRRKRPSHSHSHHAAASSQAAPVVPLSVSAPAPLPLPLLPPPPQPQQYELTFLPPSLSAVDPDRRLLDLGGSFSSLLAPPAPLLPNFATSFMFGGAGAGMAMAHAHVPALPQQAPGVSQALPDGFWGMGWPDLSI*
>TaDof7.6
MANLPTHATNADASGFKLFGQVIQPDAHRSAPASTSVSTGQSAAAPPPQPPPPPPSTTQPAAVGGEPLPCPRCGSRETKFCYFNNYNVRQPRHLCRACRRYWTAGGALRRVATASPGRRRPRPSARSAAAAASATASASEEGAAAESVDSRS*
>TaDof7.7
MEAPLHQLAPMQQALLARPQNCKHDAAATMAATDMACLQQQQQLMQLQPAAANPNTPSGAAREQCPRCASHDTKFCYYNNYNTSQPRHFCRACRRYWTLGGSLRNVPIGGSTRKRLRPAPQQTMRRPPVHFGAPPPPPMPAQSHSQQAPQGGLLSSLFAFGAAPLFEGRVGFDLGLGLPGLSQVGLGGGAGEFGLHSLGLRGGHAGTSAPMLWPTAFLDNGNVDTWKVSGGGAAAMWAPEFSPAPTVAQVGGNGMFHGGAQIMGQL*
>TaDof7.8
MEAPLHQLAPMQQALLAHPQNCKHDAAATMAATDMACVQQQQQLLQLQPAAANPNTPSAAAREQCPRCASHDTKFCYYNNYNTSQPRHFCRACRRYWTLGGSLRNVPIGGSTRKRLRPAPQQAMRRPPVHFGAPPPPMPAQSHSQQAPQGGLLSSLFALGGAPLFEGRVGFDLGLGLPGLSQVGLGGSAGEFGLHSLGLRGGHAGTSAPMLWPTAFLDNGNVDTWKVSGGGAAAMWAPEFSSAPTVAQVGGNGMFHGGAQIMGQL*
>TaDof7.9
MEAPLHQLAPMQQALLAHPQNCKHDAAATMAATDMACLQQQQQQLMQLQPAAANPNTPSGAAREQCPRCASYDTKFCYYNNYNTSQPRHFCRACRRYWTLGGSLRNVPIGGSTRKRLRPAPQQAMRRPPVHFGAPPPPMPAQSHSQQAPQGGLLSSLFALGAAPLFEGRVGFDLGLGLPGLSQVGLGGSAGEFGLHSLGLRGGHAGTSAPMLWPTAFLDNGNVDTWKVSGGGAAAMWAPEFSPAPAVAQVGGNGMFHGGAQIM*
>TaDof7.10
MQEPGRRPFAGAVDLRRPKGYPAPSATAQAEVGAAAAEEGEAHGDPCPRCESRDTKFCYYNNYNTSQPRHYCKSCRRYWTKGGTLRNVPVGGGSRKSSSSSSSSSSSPKRAKNSKRRRVAPAAPPAPEAEPGADASAAVAATTKEAAATEDVTAAEDPAAAPTADGCFAFTAGEPDAPPAKEGCFTLTAGEPDAPPAADGDGGFAFTAGEPDVPPAADRNGGLAFTDHPSVALGLGVADEAGGKELADPSPFEWPSGCDLGSYWVAGVFADTDPALFLSPP*
>TaDof7.11
MIQELLGGTAMEQQQQQQQLKCAGNAANHHGSLPMVLQPISSNPSPTSSSTSSRSSTQRSPSAASSPQGQGQAQQGPPGPEQAPLRCPRCNSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALRNVPIGGGCRKPRPMPAPVAKAQPSSCKSVLGMGVGAAPSLGLGMGVGGGMSWASAPQTATAQLMALLNSARAGYAGSNMHRLLGLDTMGQLQVLPGSANGGQGMSPSLWPQATHRPTMPPPPMHLGMGSLGLGQGQGHHNLLSGLELKPPSSSPSPSSLAASYYSDQLNAVVSNGGAGRPHPYDTQASSYPCSTAMCSLPPSASTVSAAQSSHTVGMDQQPPTMSLGTQEMQYWSGGPASMMAWPDLPTLNGAFP*
>TaDof7.12
MQEPGRRPFAGAVDLRRPKGYPAPLAAQAQAEAVAELATGEAHGDPCPRCESRDTKFCYYNNYNTSQPRHYCKSCRRYWTKGGTLRNVPVGGGSRKSSSSSSSSSSSPKRAKNSKRRRVAPAAPLEPEAEPGADAPAAVATTTKEAAATEDVTTAGDTAAAPAADGCFAFTAGEPDAPPAADRCFTFTSGEPDAPPAADGDGCFAFTAGEPDVPPAAKGDGGLAFTDHPSVALGLGVADDAGGKELADPSPFEWPSGCDLGSYWVAGVFADTDPALFLSPP*
>TaDof7.13
MIQELLGGTAMEQQQLKCAGNAANHHGSLPMALQPISSNPSPTSSSTSSRSSTQRSPSAASSPQGQGQQGQQGPPGPEQAPLRCPRCNSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALRNVPIGGGCRKPRPMPAPVAKAQPSSCKSVLGMGVGTAPSLGLGMGVGGGMSWASSPQTATAQLMALLNSARAGYAGSNMHRLLGLDTMGQLQVLPGSANGGPGMSPSLWPQATHRPTMPPPPMHLDSHLGMGSLGLGQGQGHHNLLSALELKPPSSSPSPSSLAASYYSDQLNAVVSNGGAGRPHPYDTPASSYPCSTAMCSLPPSASTVSAAQSSRTVGMDQQPPTMSLGTQEMQYWSGGPASMMAWPDLPTLNGAFP*
>TaDof7.14
MQEPGRRPFAGAVDLRRPKGYPAPSATPQPQAEAGAGDAHGDPCPRCESRDTKFCYYNNYNTSQPRHYCKSCRRYWTKGGTLRNVPVGGGSRKSSSSSSSSSSSPKRAKNSKRRRVAPAAPPEPEAEHDADASAAAAVAARTKEAAATTEDVTTADDPAAAPAADGCFAFTAGEPDAPPAAEGCFTFLASELDAPPAAEGDRGLAFTAAEPDAPPAADGDGGLAFTDHPSVALGLGVADDAGGKELADPSPFEWPSGCDLGSYWVAGVFADTDPALFLSPP*
>TaDof7.15
MIQELLGGTAMEQQQLKCAGNAANHHGSLPMVLQPISSNPSPTSSSTSSRSSTQRSPSAASSPQGQQGQQGPPGPEQAPLRCPRCNSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALRNVPIGGGCRKPRPMPAPVAKAQPSSCKSVLGMGVGGAPSLGLGMGVGGGMSWASAPQTATAQLMALLNSARAGYAGSNMHRLLGLDTMGQLQVLPGSANGGPGMSPSLWPQATHRPAMPPPPMHLDSHLGMGSLGLGQGQSHHNLLSGLELKPPSSSPSPSSLAASYYSDQLNAVVSNGGAGRPHPYDTQASSYPCSTAMCSLPPSASTVSAAQSSHSVGMDQQPPTMSLGSQEMQYWSGGPASMMAWPDLPTLNGAFP*
>TaDof7.16
MQDFQSIPGLAGRLFGGAAAADIRRVQGPASRCGVFSQAASAQPEAAVKCPRCESTNTKFCYYNNYNLSQPRHFCKSCRRYWTKGGVLRNVPVGGGCRKAKRSSSSASAPSTPAATDAKSQRRASASSSSRSNSGSGSASPTAAAEETTTTETEPPPPPTPSSNSNSNAVSFANRMTNYPFAADVPPPAPIFADQAAALASLFAPPPPPPLPVFSFSAEPKMEEAIGSLLLPGQEASQEPEEPTCTSTVADMAPFMSLDAGIFELGDASPADYWNGGSCWTDVQDPSVYLP*
>TaDof7.17
MQDFQSIPGLAGRLFGGAAAADIRRVQGPASRCGVFSQAASAQPEAAVKCPRCESTNTKFCYYNNYNLSQPRHFCKSCRRYWTKGGVLRNVPVGGGCRKAKRSSSSASAPSTPAATDAKSQRRASASSSSRSNNGSVSPTAAAEETTTTETDPPPPPTPSSNSNSNTVAFANRMTNYPFAADVPPPAPIFADQAAALASLFAPPPPPPLPVFNFSAEPKMEEAIGSLLLPGQVPAQETEEPTCTSTVADMAPFMSLDAGIFELGDASPADYWNGGSCWTDVQDPSVYLP*
>TaDof7.18
MQDFQSIPGLAGRLFGGAAAADIRRVQGPASRCGVFSQAASAQPEAAVKCPRCESTNTKFCYYNNYNLSQPRHFCKSCRRYWTKGGVLRNVPVGGGCRKAKRSSSSASAPSTPAATDAKSQRRASSSSSSRSNSGSGSASPTANGEDTPTTTTDPPPATPSSNSNANAVSFASRMTNYPFAADVPPPAPIFADQAAALASLFAPPPPPPLPVFSFSAEPKMEEAIGSLLLPGQEPAQEPEEPTCTSTVADMAPFMSLDAGIFELGDASPADYWNGGSCWTDVQDPSVYLP*
>TaDof7.19
MQEFQPIAGLAGRLFGGAAESAGLLRRGGAAAAAQEEVRCPRCDSANTKFCYYNNYNLSQPRHFCKGCRRYWTKGGLLRNVPVGGGCRKPKRKAAAASDVDKDVSSVNTEAKNARSGSSAGSSSLTSGPSSASTNTVNDVGACAAAHSSGGSTPFRGFGPSTFMADAPTLQPPAPMFADQAAAFATLFGTPLPAFTFAAQHKAEDDVAPAVTLTEQSSSATSTADMVPFSARSTGAATASASDWPPATMIDAGIFDLAGAVGSDTTSYWNTASWTDPDGTVYLP*
>TaDof7.20
MESPGRAEQIDSKLRKLAPSSRQAPPSLRHVRAVHGMQEFQPIPGLAGRLFGGAADRPAGLLRHGGAPEEVRCPRCDSANTKFCYYNNYNLSQPRHFCKGCRRYWTKGGLLRNVPVGGGCRKPKRKAAAASSSDVDKDPSGANSEAKNARSGCSAGSSSLTSGASSASTNTVNDVGACAAAHSSGGSMPFTGLGPSTFIADAPPLQPPTAMFTDQAAAFASLFGTPLPAFTFSAQRKAEDDVAPAVTSTEQPSSASSTADLAPFSARSTGAATASASDWPPATMIDAGIFDIAGAVGSDTTSYWNTASWTDPDGTVYLP*
>TaDof7.21
MQEFQSIPGLAGRLFGGAAESAGLLRRGGAAAAQEEVRCPRCDSANTKFCYYNNYNLSQPRHFCKGCRRYWTKGGLLRNVPVGGGCRKPKRKAAAASSDVEKDASSANSEAKNARSGCSAGSSSLTSAASSASTNTVIDAGACASAHSSGGSMPFTGLGPSTFMADAPPLQPPAPMFADQAAAFASLFGTPLPAFSFSAQRKAEDDVAPAVTLTEQPSSASSTADLAPFSARSTGAVTASASDWPPATVIEAGIFDIAGAVGSDTTSYWNTASWTDPDGTVYLP*
>TaDof8.1
MGGAAGIKLFGKVITRQPTRTGADGGGGGVVVSKTQQAAPMSSSSSSSGRGSAEQLEEAARARAAAAEARLPCPRCRSEDTKFCYFNNYNVNQPRHFCRACHRYWTAGGAIRNVPVGSGRRKNRPVLHGASTVMSVADHHLAGPASPGMPNGLGFHPDHGWSQAVPPTAYLGHGEMEQCWWLVHQYPAQGQVNGDVQLSPSSLRINQYA*
>TaDof8.2
MGGAAGIKLFGKVITRQPTRTGADGGGGVVVSKTQQAAPMSSSSSSSSGRGSAEQLEEAARARAAAAEARLPCPRCRSEDTKFCYFNNYNVNQPRHFCRACHRYWTAGGAIRNVPVGSGRRKNRPVLHGASTVMSVADHHLAGPASPGMPNGLGFHPDHGWSQVVPSPAYLGNAEMEQCWWLVHQYPAQGQVNGDVQLSPSSLRINQYA*
>TaDof8.3
MVSHSHLEMGGAAGIKLFGKVITRQPTRTGADGGVVASKTQQAAPVSSSSSSSGRGSAEQLEEAARARAAAAEARLPCPRCRSEDTKFCYFNNYNVNQPRHFCRACHRYWTAGGAIRNVPVGSGRRKNRPVLHGASTVMSVADHHLAGPASPGMPNELGFHPDHGWSQAVPPPAYLGHGEMEQCWWLVHQYPAQGQVNGDVQLSPSSLRINQYS*
>TaDof8.4
MASTTADDAGAGRRKAGTPPALPPPPAEQAVRCPRCDSPNTKFCYYNNYSLSQPRHFCKTCRRYWTKGGALRSVPVGGGCRKNKRSRSASSASRGLSLTTPAGGAADQDQHAARMGVGGFPGGGGDFRGVVGMLPVLHSPAVVGQYVPFGDWSSGETNGGGAARHATNGSGGAGNGAASSAIASSIESLSFINQDLHWKLQQQRVATMFLGPPSASSSSHPHAVGGGSNGMPAAAQFGGGGTFLQMAGLSGCMETLPAATTWFMDNSYALPSPPQPAAGVGAASSNINSSRSSGGGGDDNATSNDNNNCGGSIPSWGDISTFAMLP*
>TaDof8.5
MELAGAAHPQPPESDVAPPRTPPQAPAEDSCKDTGDTRITEENSCTPPDLNLSQPNNSGLNSSSACENQTSNGDEMTEPESTLEAAKTEGDGSNKEKVLKKPDKILPCPRCNSMDTKFCYYNNYNIHQPRHFCRGCQRYWTAGGSMRNLPVGAGRRKSKSSSTNCNGILIPGDSLSAPGGDASVIPLPIKENQPAVKFGSDSTLPNSMASLLRVEEQNKNSNPASTAHPRNGENQTCPPSATTSDNPRIESVKVAVGVHQNGITGDCNGVTPMPPIPCFPGAPFMYPWNPAWNGVPAMAAPVCPVPAEPANCSENGHGGNIQWNFPPMVPMPGFCGPPIPFPVMPPSIWPLVSPWPNGAWSAPWLGPAYNMSAAPPTSSSTCSDSGSPVLGKHPRDSEPQGGEKAERSLWIPKTLRIDDPDEAAKSSIWTTLGIEPGERGMFRAFQPKSGGREQMSNAARVMQANPAAQSRFASFQETT*
>TaDof8.6
MASTTADDAAAGRRKAGTPPALPPPPAEQAVRCPRCDSPNTKFCYYNNYSLSQPRHFCKTCRRYWTKGGALRSVPVGGGCRKNKRSRSGSSASASRGLSLTTPAGGAADQDQHAARMGVSGFPCGGGGGDFRGVVGMLPVLHSPAVVGQYVPFGDWSSGETNGGGAAGRATNGSAGAGNGAASSAIASSIESLSFINQDLHWKLQQQRVATMFLGPPSSSSSSHPHAVGGGSNGMPAAAQFGGGGTFLQMAGLSGCMETLPAATTWFMDNSYALPSPPRPTAGMGATSSNINSGRSSGGGGDDNATSDNNNNCGGSIPSWGDISTFAMLP*
>TaDof8.7
MELAGAAHPQPPESDVAPPRTPPQAPAEDSCKDTGDTRITEENSCTPPDLNLSQPNNSGLNSSSACENQTSNSDEMTEPESTLEAAKTKGDGSNKEKVLKKPDKILPCPRCNSMDTKFCYYNNYNIHQPRHFCRGCQRYWTAGGSMRNLPVGAGRRKSKSSGTNCNGILIPGSSLAAPGGDASVIPLPIKENQPAVLFGSDATLPNSMASLLRVEEQNKNSNPASTAHPRNGENQTCPPSAATSDNPRIESVKVAVGVHQNGITGDCNGVTPMPPIPCFPGPPFMYPWNPAWNGVPAMAAPVCPVPAEPANCSENGHGGNIQWNFPSMVPMPGFCGPPIPFPLMPPSVWPLVSPWPNGAWSAPWLGPGYSMSAAPPTSSSTCSDSGSPVLGKHPRDSDPQGGEKAEKSLWIPKTLRIDDPDEAAKSSIWTTLGIEPGERGMFRPFQPKSGGREQMSNAARVMQANPAAQSRFASFQEMT*
>TaDof8.8
MASTTADDAAAGRRKAGTPPALPPPPAEQAVRCPRCDSPNTKFCYYNNYSLSQPRHFCKTCRRYWTKGGALRSVPVGGGCRKNKRSRSGSSSSSRGLSLTTPAGGGADQDQQHAARMSMGGFPGGGGGDFRGVVGMLPVLHSPAVVGQYVPFGDWSSGETNGGGAAGRATNGSAGAGNGAASSAIASSIESLSFINQDLHWKLQQQRVATMFLGPPSASSSSHPHAVGGGSNGMPAAAQFGGGGAFLQMAGLSGCMETLPATTTWFMDNSYALPSPPRPAAGVGAASSNINSGRSSGGGGDDNATSDNNNCGGSIPSWGDISTFAMLP*
>TaDof8.9
MGANLFPLCSRVANSTCRILPHMELAGAAHPQPPESDVAPPRTPPQAPVEDSCKDTGDTRITEENSCTPPDLNLSQPNNSGLNSSSACENQTSNGDEMTEPESTLEAAKTEGDGSNKEKVLKKPDKILPCPRCNSMDTKFCYYNNYNIHQPRHFCRGCQRYWTAGGSMRNLPVGAGRRKSKSSSTNCNGILIPGGSLAAPGGDSSVIPLSIKENQPAVKFGSDSTLPNSMASLLRVEEQNKNSNPASTAHPRNGENQTCPPSATTSDNPRIESVKAAVGVHQNGITGDCNGVTPMPPIPCFPGPPFMYPWNPAWNGVPAMAAPVCPVPAEPANCSENGHGGNIQWNFPPMVPMPGFCGPPIPFPLMPPSVWPLVSPWPNGAWSAPWLGPSYSMSAAPPTSSSTCSDSGSPVLGKHPRDSDPRGGEKAEKSLWIPKTLRIDDPDEAAKSSIWTTLGIEPGERGMFRAFQPKSGGREQMSNAARVMQANPAAQSRFASFQETT*
>TaDof8.10
MSDQMDSGIKLFGRVIPLVPDAAPGPPEAEATAGSEHPPPPPPQESEAEAEADNNKEQHKETKDKGDSEMKVDAPEEKEDGGMKGDELRERKDDEMEVDAPQAKQNAETASSSTLDHKKDDQAQISNAEEKVASDPKEENEKKSNDESGQDKVLKKPDKIIPCPRCNSMDTKFCYYNNYNVNQPRHFCKNCQRYWTAGGSMRNVPVGAGRRKSKNSALHYRQLLMAPDCLLGSRVDISDTVNPEVLASLPSIPTQSASRNETVLKFGPEVPLCESMVSVLNIEEQNVTNAGSVPRDETREGNSCASTTTSNNGLPANAVPPGQNGAPVYCNGVGPVPQYYLGPPFMYPWSMGWNNLPVMVPGGSMPESASPSESCSTSSAPWMNSPMMPGSRLPAPPFPYPIVPPALWGCLPSWPAAAWNTPWVGTNGCISPSGSSNSSCSGNGSPTLGKHSRDPNPQKDDKEEKSLWVPKTLRIDDPDEAAKSSIWATLGIKPGDPGVFKPFQFKGESKGQPADARPARALQANPAAFSRSQSFQESS*
>TaDof8.11
MAALRDRGDAAIKLFGRTIPLLDAAAEVVTKLGNDANSNDVMPCVSNKLLNVEATPFCSKNREQNDQAISKHGVEVRTGFKSEEIKTGSDGSGQDKVLKKPDIIVPCPRCNSMETKFCYFNNYNVSQPRHFCRNCQRYWTAGGNIRNVPVGSGRRRNKHASHFRHAMMSCDANIAAPGDVSNEIHHLALPLLPQVLPGPIKENKTVKEFGSQVPVCKPMSSIHNIEEQKDTYLVALASGDNSEEQSCPSPATVSGCSENQTPDSAVKKEPSNVLGYYNGITLPHPHGPALVFPWSPGWNSIAVMAAAQCSTEPIQGLENVKHGLPPWAPPLMMAAPGICTPVVPFPMMPPPLWSCIPGWPNGMWSSPCPGNNGPPNKITCSEDNSPTLGKHSRESDLQEENRENNVQVPKTLRIDDPSEATKSSVRDTLGIKPDEKGLFEPLQMKVLKNDKTPESPQALQANPAAFLRSQSFQERT*
>TaDof8.12
MLSHVEMAPAGAGGGFKLFGKVITQCVEGTQASPSPAFAAQDEERRLHGETDRTTTAVKREAADTDSSQHQQQQQGAEASRRTQLQESAEARAAAAPLPCPRCRSRETKFCYFNNYNVNQPRHFCKACHRYWTAGGALRNVPIGAGRRKNRPLGPIATVAGHHHHHRAAAGFVLGFPSPSSSPTSPPPVYADRWQLGPDRRF*
>TaDof8.13
MSDQMDSGIKLFGRVIPLVPDAAPGPPEAEATAGSEHPPPPPPPASEAEPEADNNKEQHKETEDKGDSEMKVDAPEEKEDSAMKGDEPRERKDNEMEVDAPQAKENAETASSSTLDHKKDDQAQISNTEEKAASDPKEENEKKSNDESGQVKVLKKPDKIIPCPRCNSMDTKFCYYNNYNVNQPRHFCKNCQRYWTAGGSMRNVPVGAGRRKSKNSALHYRQLLMAPDCLLGSRVHISNTVNPEVLASLPSIPTQSASRSETVLKFGPEVPLCESMVSVLNIEEQNVTNAGSVPRDETREDNSCTSSTTSNNGLPANAVLPGQNGAPVYCNGVGPVPQYYLGAPFMYPWSMGWNNLPVMVPGGSMPESASPSESCSTSSAPWMNSPMMPGSRLPAPPFPYPLVPPALWGCLPNWPAAAWNTPWIGTNGCISPSGSSNSSCSGNGSPTLGKHSRDSNPQKDDKEEKSLWVPKTLRIDDPDEAAKSSIWATLGIKPGDPGAFKPFQFKGESKGQPADARPARALQANPAAFSRSQSFQESS*
>TaDof8.14
MLSHVEMAPAGAGGGFKLFGKVITQCVEGTQASPSPSPVFAAQDEERRLHGETDRTTTAVKREAADMDSSQQQQQQGAEASRRTQLQESAEARAAAAPLPCPRCRSRETKFCYFNNYNVNQPRHFCKACHRYWTAGGALRNVPIGAGRRKNRPLGPIATVAGHHHHHHRAAAGFVLGFPSPSSSPTSPPPVYADRWQLGPDGRF*
>TaDof8.15.1
MMNFCRFLKAVLPWLNAHAMLVLEQHKEMEDKGDSEMKVDAPEEKEDSATKGDEPRERKDNEMEVDAPQAKEKAETASSSTLDHKKDDQAQISNTEEKAASDPKEGNEKKSNDESGQDKVLKKPDKIIPCPRCNSMDTKFCYYNNYNVNQPRHFCKNCQRYWTAGGSMRNVPVGAGRRKSKNSALHYRQLLMAPDCLLGSRVDISNTVNPEVLASLPSIPTQSASRSETVLKFGPEVPLCESMVSVLNIEEQNVTNAGSVPRDETREDNSCASSTTSNNGLPANAVLPGQNGAPAYCNGVGPVPQYYLGAPFMYPWSMGWNNLPVMVPGGSMPESASPSESCSTSSAPWMNSPMMPGSRLPAPPFPYPLVPPALWGCLPSWPAAAWNTPWVGTNGCISPSGSSNSSCSGNGSPTLGKHSRDPNPQKDDKEEKSLWVPKTLRIDDPDEAAKSSIWATLGIKPGDPGVFKPFQFKGESKGQPADARPARALQANPAAFSRLQSFQESS*
>TaDof8.15.2
MSDQMDSGIKLFGRVIPLVPDAAPGPPEAEATAGSEHPPPPPPASEAEPEADNNKEQHKEMEDKGDSEMKVDAPEEKEDSATKGDEPRERKDNEMEVDAPQAKEKAETASSSTLDHKKDDQAQISNTEEKAASDPKEGNEKKSNDESGQDKVLKKPDKIIPCPRCNSMDTKFCYYNNYNVNQPRHFCKNCQRYWTAGGSMRNVPVGAGRRKSKNSALHYRQLLMAPDCLLGSRVDISNTVNPEVLASLPSIPTQSASRSETVLKFGPEVPLCESMVSVLNIEEQNVTNAGSVPRDETREDNSCASSTTSNNGLPANAVLPGQNGAPAYCNGVGPVPQYYLGAPFMYPWSMGWNNLPVMVPGGSMPESASPSESCSTSSAPWMNSPMMPGSRLPAPPFPYPLVPPALWGCLPSWPAAAWNTPWVGTNGCISPSGSSNSSCSGNGSPTLGKHSRDPNPQKDDKEEKSLWVPKTLRIDDPDEAAKSSIWATLGIKPGDPGVFKPFQFKGESKGQPADARPARALQANPAAFSRLQSFQESS*
>TaDof8.16
MAALRDRGDAAIKLFGRTIPLLDAAAEVVTKLGNDANSNDVMPCVSNKLLNVEATPFCSKNREQNDQAISKHGVEVRTGFKSEEIKTGSDGSGQDKVLKKPDIIVPCPRCNSMETKFCYFNNYNVSQPRHFCRNCQRYWTAGGNIRNVPVGSGRRRNKHASHFRHAMMSCDANIAAPGDVSNEIHHLALPLLPQVLPGPIKENETVKEFGSQVPVCKPMSSIHNIEEQKDTHLVSLASGDNSEEQSCPSPATVSGCSENHTPDSAVKKEPSNVLGYYNGITLPHPHGPALVFPWSPGWNSIAVMAAAQCSTEPIQGLENVKHGLPPWAPPLMMAAPGICTPVVSFPMMPPPLWSCIPGWPNGMWSSPCPGSNGPPNKITCSEDNSPTLGKHSREADLQEEDRENNVQVPKTLRIDDPAETTKTSVRDTLGIKPDEKGMFEPFQMKVLKNDKTPESPQALQANPAAFSRSQSFQERT*
>TaDof8.17
MAPAGAGGGFKLFGKVITQCVEGTQASPSPSPAFAAQDEERRLHGETDRTTTAVKREAADMDSSPQHQQQQGAEASRRTQLQESAEARAAAAPLPCPRCRSRETKFCYFNNYNVNQPRHFCKACHRYWTAGGALRNVPIGAGRRKNRPLGPIATVAGHHHHHHQRAAAGFVLGFPSPSSSPTSPPPVYADRWQLGPDRRF*
>TaDof8.18
MGQLRAAPGGGGDCLIKLFGKTIPVPDAGDKDLQHRGSSATAEPKVQEIAPQDSTGSPPQQPEVVDVEDPSAAKNSAADQQDEEQGDTANQKEKLKKPDKILPCPRCSSMDTKFCYYNNYNINQPRHFCKNCQRYWTAGGAMRNVPVGAGRRKSKSLSAASHFLQRIRAALPGDPLCTPVNTNGTVLSFGSDASTLDVSEQMKHIKDLSSVTRTENTDAPSVGSSAEGWAKGEESSQMNPRERVAADRSANFVQHPCMNGAAMWPFSCAPPPAYFPSNVAIPFYPAAAAAYWGCMVPGAWNTPWQPQPQPQPQSQCQSSSPPSAASPVSTMSSCFQSRKHPRDGDEERDTKGNGKVWVPKTIRIDDVDEVARSSIWSLIGIKGDKEEKDDGKGCKLARVFDPKDEAKTSSHRGNNSLPFLKGNPAALSRSVNFHERS*
>TaDof8.19
MGQLRAAAGAGGDCLIKLFGKTIPVPDAGAGDVHKDLQHRGSTTAEPKVQEIAPQDSMGSPQQPEVVDVEDPSAAKNSAADQQDEEQGDTANQKEKLKKPDKILPCPRCSSMDTKFCYYNNYNINQPRHFCKNCQRYWTAGGAMRNVPVGAGRRKSKSISAASHFLQRIRAALPGDPLCTPVNTNGTVLSFGSNASTLDVSEQMKHIKELNSVTRTENTDAPSVGSSAEGWAKGEESSQMNSRERVAAERSANCAQHPCMNGAAMWPFSCAPSPAYFASNVAIPFYPAAAAAYWGCMVPGAWNTPWQPQPQCQSSSLPSAASPVSTMSSCFQSRKHPRDGDEERDTKGNGKVWVPKTIRIDDVDEVARSSIWSLIGIKGDKVEKDDGKGCKLARVFDPKDEAKMSSHRGNNSLPFLKGNPAALSRSVNFQERS*
>TaDof8.20
MGQLRPAAGGGGDCLIKLFGKTIPVPDAGAGANAGDVDKDLQHRGGSTTAELKVQEIAPQDSTGSPQQPEVVDVEDPSAAKNSVADQQDEEQGDTANQKEKLKKPDKILPCPRCSSMDTKFCYYNNYNINQPRHFCKNCQRYWTAGGAMRNVPVGAGRRKSKSLSAASHFLQRIRAALPGDPLCTPVNTNGTVLSFGSDASTLDVSEQMKHIKELASVTRTENTDAPSVGSSAEGWAKGEESSQMNSRERVAADRSANFVQHPCMNGAAMWPFSCAPSPAYFPSNVAIPFYPAAAAAYWGCMVPGAWNTPWQPQPQPQSQCQSNSPPSAASPVSTMSSCFQSRKHPRDGDEERDTKGNGKVWVPKTIRIDDVDEVARSSIWSLIGIKGDKVEKDDGKGCKLARVFDPKDEAKTSSHRGNNSLPFLKGNPAALSRSVNFQERS*

3. Protein sequence of Arabidopsis, rice, and maize.
>AT1G07640.1 MGGSMAERARQANIPPLAGPLKCPRCDSSNTKFCYYNNYNLTQPRHFCKGCRRYWTQGGALRNVPVGGGCRRNNKKGKNGNLKSSSSSSKQSSSVNAQSPSSGQLRTNHQFPFSPTLYNLTQLGGIGLNLAATNGNNQAHQIGSSLMMSDLGFLHGRNTSTPMTGNIHENNNNNNNENNLMASVGSLSPFALFDPTTGLYAFQNDGNIGNNVGISGSSTSMVDSRVYQTPPVKMEEQPNLANLSRPVSGLTSPGNQTNQYFWPGSDFSGPSNDLL
>AT1G21340.1
MLPYIGHNSYQQHQFPLPEMEIPEKWKLSYEQEAITAPACPRCASSNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNIPVGGGCRKRSRSRQNSHKRFGRNENRPDGLINQDDGFQSSPPGSDIDLAAVFAQYVTDRSPSSTDNTTGSDQDSPITTTTHALESLSWDICQETDVDLGFYGEFNNLTQKTKEDQEVFGQFLQEDREEIFEFQGLLDDKEIQEILECSFSEEPDQLVSQGSFMINGDNWSSTDLTRFGI
>AT1G26790.1
MSSKIGMSQVRDTPVKLFGWTITPVSHDPYSSSSHVLPDSSSSSSSSSLSLRPHMMNNQSVTDNTSLKLSSNLNNESKETSENSDDQHSEITTITSEEEKTTELKKPDKILPCPRCNSADTKFCYYNNYNVNQPRHFCRKCQRYWTAGGSMRIVPVGSGRRKNKGWVSSDQYLHITSEDTDNYNSSSTKILSFESSDSLVTERPKHQSNEVKINAEPVSQEPNNFQGLLPPQASPVSPPWPYQYPPNPSFYHMPVYWGCAIPVWSTLDTSTCLGKRTRDETSHETVKESKNAFERTSLLLESQSIKNETSMATNNHVWYPVPMTREKTQEFSFFSNGAETKSSNNRFVPETYLNLQANPAAMARSMNFRESI
>AT1G28310.1
MQSKNMIVASSHQQQQQQQPQQPQPQLKCPRCDSSNTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGSYRKNKRVKRPSTATTTTASTVSTTNSSSPNNPHQISHFSSMNHHPLFYGLSDHMSSCNNNLPMIPSRFSDSSKTCSSSGLESEFLSSGFSSLSALGLGLPHQMSHDHTINGSFINNSTTNKPFLLSGLFGSSMSSSSTLLQHPHKPMNNGGDMLGQSHLQTLASLQDLHVGGNNEDMKYKEGKLDQISGNINGFMSSSSSLDPSNYNNMWNNASVVNGAWLDPTNNNVGSSLTSLI
>AT1G29160.1 MATQDSQGIKLFGKTITFNANITQTIKKEEQQQQQQPELQATTAVRSPSSDLTAEKRPDKIIPCPRCKSMETKFCYFNNYNVNQPRHFCKGCQRYWTAGGALRNVPVGAGRRKSKPPGRVGGFAELLGAATGAVDQVELDALLVEEWRAATASHGGFRHDFPVKRLRCYTDGQSC
>AT1G47655.1 MPSEPNQTRPTRVQPSTAAYPPPNLAEPLPCPRCNSTTTKFCYYNNYNLAQPRYYCKSCRRYWTQGGTLRDVPVGGGTRRSSSKRHRSFSTTATSSSSSSSVITTTTQEPATTEASQTKVTNLISGHGSFASLLGLGSGNGGLDYGFGYGYGLEEMSIGYLGDSSVGEIPVVDGCGGDTWQIGEIEGKSGGDSLIWPGLEISMQTNDVK
>AT1G51700.1 MQDLTSAAAYYHQSMMMTTAKQNQPELPEQEQLKCPRCDSPNTKFCYYNNYNLSQPRHFCKNCRRYWTKGGALRNIPVGGGTRKSNKRSGSSPSSNLKNQTVAEKPDHHGSGSEEKEERVSGQEMNPTRMLYGLPVGDPNGASFSSLLASNMQMGGLVYESGSRWLPGMDLGLGSVRRSDDTWTDLAMNRMEKN
>AT1G64620.1 MDTAKWPQEFVVKPMNEIVTNTCLKQQSNPPSPATPVERKARPEKDQALNCPRCNSLNTKFCYYNNYSLTQPRYFCKDCRRYWTAGGSLRNIPVGGGVRKNKRSSSNSSSSSPSSSSSSKKPLFANNNTPTPPLPHLNPKIGEAAATKVQDLTFSQGFGNAHEVKDLNLAFSQGFGIGHNHHSSIPEFLQVVPSSSMKNNPLVSTSSSLELLGISSSSASSNSRPAFMSYPNVHDSSVYTASGFGLSYPQFQEFMRPALGFSLDGGDPLRQEEGSSGTNNGRPLLPFESLLKLPVSSSSTNSGGNGNLKENNDEHSDHEHEKEEGEADQSVGFWSGMLSAGASAAASGGSWQ
>AT1G69570.1 MSKSRDTEIKLFGRTITSLLDVNCYDPSSLSPVHDVSSDPSKEDSSSSSSSCSPTIGPIRVPVKKSEQESNKFKDPYILSDLNEPPKAVSEISSPRSSKNNCDQQSEITTTTTTSTTSGEKSTALKKPDKLIPCPRCESANTKFCYYNNYNVNQPRYFCRNCQRYWTAGGSMRNVPVGSGRRKNKGWPSSNHYLQVTSEDCDNNNSGTILSFGSSESSVTETGKHQSGDTAKISADSVSQENKSYQGFLPPQVMLPNNSSPWPYQWSPTGPNASFYPVPFYWGCTVPIYPTSETSSCLGKRSRDQTEGRINDTNTTITTTRARLVSESLRMNIEASKSAVWSKLPTKPEKKTQGFSLFNGFDTKGNSNRSSLVSETSHSLQANPAAMSRAMNFRESMQQ
>AT2G28510.1
DPEQEISNETLETILVSSTKGSNNNNKKMEEEMKKKVSRGELGGEAQNCPRCESPNTKFCYYNNYSLSQPRYFCKSCRRYWTKGGTLRNVPVGGGCRRNKRSSSSAFSKNNNNKSINFHTDPLQNPLITGMPPSSFGYDHSIDLNLAFATLQKHHLSSQATTPSFGFGGDLSIYGNSTNDVGIFGGQNGTYNNSLCYGFMSGNGNNNQNEIKMASTLGMSLEGNERKQENVNNNNNNSENPSKVFWGFPWQMTGDSAGVVPEIDPGRESWNGMVSSWNNGLLNTPLV
>AT2G28810.1 MVFSSVSSFLDPPINWPQSANPNNHPHHHQLQENGSLVSGHHQVLSHHFPQNPNPNHHHVETAAATTVDPSSLNGQAAERARLAKNSQPPEGALKCPRCDSANTKFCYFNNYNLTQPRHFCKACRRYWTRGGALRNVPVGGGCRRNKKGKSGNSKSSSSSQNKQSTSMVNATSPTNTSNVQLQTNSQFPFLPTLQNLTQLGGIGLNLAAINGNNGGNGNTSSSFLNDLGFFHGGNTSGPVMGNNNENNLMTSLGSSSHFALFDRTMGLYNFPNEVNMGLSSIGATRVSQTAQVKMEDNHLGNISRPVSGLTSPGNQSNQYWTGQGLPGSSSNDHHHQHLM
>AT2G34140.1 MATQDSQGIKLFGKTIAFNTRTIKNEEETHPPEQEATIAVRSSSSSDLTAEKRPDKIIACPRCKSMETKFCYFNNYNVNQPRHFCKGCHRYWTAGGALRNVPVGAGRRKSKPPGRVVVGMLGDGNGVRQVELINGLLVEEWQHAAAAAHGSFRHDFPMKRLRCYSDGQSC
>AT2G46590.1 MMNVKPMEQIMIPNNNTHQPNTTSNARPNTILTSNGVSTAGATVSGVSNNNNNTAVVAERKARPQEKLNCPRCNSTNTKFCYYNNYSLTQPRYFCKGCRRYWTEGGSLRNVPVGGSSRKNKRSSSSSSSNILQTIPSSLPDLNPPILFSNQIHNKSKGSSQDLNLLSFPVMQDQHHHHVHMSQFLQMPKMEGNGNITHQQQPSSSSSVYGSSSSPVSALELLRTGVNVSSRSGINSSFMPSGSMMDSNTVLYTSSGFPTMVDYKPSNLSFSTDHQGLGHNSNNRSEALHSDHHQQGRVLFPFGDQMKELSSSITQEVDHDDNQQQKSHGNNNNNNNSSPNNGYWSGMFSTTGGGSSW
>AT3G21270.1
KQQQQQQPQFAEQEQLKCPRCDSPNTKFCYYNNYNLSQPRHFCKSCRRYWTKGGALRNVPVGGGSRKNATKRSTSSSSSASSPSNSSQNKKTKNPDPDPDPRNSQKPDLDPTRMLYGFPIGDQDVKGMEIGGSFSSLLANNMQLGLGGGGIMLDGSGWDHPGMGLGLRRTEPGNNNNNPWTDLAMNRAEKN
>AT3G45610.1
MDYSSMHQNVMGVSSCSTQDYQNQKKPLSATRPAPPEQSLRCPRCDSTNTKFCYYNNYSLSQPRYFCKSCRRYWTKGGILRNIPIGGAYRKHKRSSSATKSLRTTPEPTMTHDGKSFPTASFGYNNNNISNEQMELGLAYALLNKQPLGVSSHLGFGSSQSPMAMDGVYGTTSHQMENTGYAFGNGGGGMEQMATSDPNRVLWGFPWQMNMGGGSGHGHGHVDQIDSGREIWSSTVNYINTGALL
>AT3G47500.1
MMMETRDPAIKLFGMKIPFPSVFESAVTVEDDEEDDWSGGDDKSPEKVTPELSDKNNNNCNDNSFNNSKPETLDKEEATSTDQIESSDTPEDNQQTTPDGKTLKKPTKILPCPRCKSMETKFCYYNNYNINQPRHFCKACQRYWTAGGTMRNVPVGAGRRKNKSSSSHYRHITISEALEAARLDPGLQANTRVLSFGLEAQQQHVAAPMTPVMKLQEDQKVSNGARNRFHGLADQRLVARVENGDDCSSGSSVTTSNNHSVDESRAQSGSVVEAQMNNNNNNNMNGYACIPGVPWPYTWNPAMPPPGFYPPPGYPMPFYPYWTIPMLPPHQSSSPISQKCSNTNSPTLGKHPRDEGSSKKDNETERKQKAGCVLVPKTLRIDDPNEAAKSSIWTTLGIKNEAMCKAGGMFKGFDHKTKMYNNDKAENSPVLSANPAALSRSHNFHEQI
>AT3G52440.1
MERAEALTSSFIWRPNANANAEITPSCPRCGSSNTKFCYYNNYSLTQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKSRRPKSSSGNNTKTSLTANSGNPGGGSPSIDLALVYANFLNPKPDESILQENCDLATTDFLVDNPTGTSMDPSWSMDINDGHHDHYINPVEHIVEECGYNGLPPFPGEELLSLDTNGVWSDALLIGHNHVDVGVTPVQAVHEPVVHFADESNDSTNLLFGSWSPFDFTADG
>AT3G61850.1 
MDATKWTQGFQEMINVKPMEQMISSTNNNTPQQQPTFIATNTRPNATASNGGSGGNTNNTATMETRKARPQEKVNCPRCNSTNTKFCYYNNYSLTQPRYFCKGCRRYWTEGGSLRNVPVGGSSRKNKRSSTPLASPSNPKLPDLNPPILFSSQIPNKSNKDLNLLSFPVMQDHHHHALELLRSNGVSSRGMNTFLPGQMMDSNSVLYSSLGFPTMPDYKQSNNNLSFSIDHHQGIGHNTINSNQRAQDNNDDMNGASRVLFPFSDMKELSSTTQEKSHGNNTYWNGMFSNTGGSSW
>AT4G00940.1
MDHHQYHHHDQYQHQMMTSTNNNSYNTIVTTQPPPTTTTMDSTTATTMIMDDEKKLMTTMSTRPQEPRNCPRCNSSNTKFCYYNNYSLAQPRYLCKSCRRYWTEGGSLRNVPVGGGSRKNKKLPFPNSSTSSSTKNLPDLNPPFVFTSSASSSNPSKTHQNNNDLSLSFSSPMQDKRAQGHYGHFSEQVVTGGQNCLFQAPMGMIQFRQEYDHEHPKKNLGFSLDRNEEEIGNHDNFVVNEEGSKMMYPYGDHEDRQQHHHVRHDDGNKKREGGSSNELWSGIILGGDSGGPTW
>AT4G21030.1 MNNLNVFTNEDNEMNVMPPPRVCPRCYSDQTRFSYFNNNKKSQPRYKCKNCCRCWTHGGVLRNIPVTGICDKSNLPKIDQSSVSQMILAEIQQGNHQPFKKFQENISVSVSSSSDVSIVGNHFDDLSELHGITNSTPIRSFTMDRLDFGEESFQQDLYDVGSNDLIGNPLINQSIGGYVDNHKDEHKLQFEYES
>AT4G21040.1 MDNFNVVANEDNQVNDVKPPPPPPRVCARCDSDNTKFCYYNNYSEFQPRYFCKNCRRYWTHGGALRNVPIGGSSRAKRTRINQPSVAQMVSVGIQPGSHKPFFNVQENNDFVGSFGASSSSFVAAVGNRFSSLSHIHGGMVTNVHPTQTFRPNHRLAFHNGSFEQDYYDVGSDNLLVNQQVGGYVDNHNGYHMNQVDQYNWNQSFNNAMNMNYNNASTSGRMHPSHLEKGGP
>AT4G21050.1
MDNLNVFANEDNQVNGLKRPPPSRVCPRCDSDNTKFCFYNNYSESQPRYFCKNCRRYWTHGGALRNIPVGGSCRKPKRLKVDQSSISEMVSVENQPINHQSFRQTQENNEFVRSFDASSSATVTAVPNHFGYLSELHGVTNLLPIQSFRTMDCLDFGDESFQQGYYDVGSNDLIDNPLINQSIGGYVDNLTSYCINQVEPKLQPRYEHES
>AT4G21080.1 MDNLNVFANEDNQVNDVKPPPPPPRVCARCDSDNTKFCYYNNYCEFQPRYFCKNCRRYWTHGGALRNIPIGGSSRAKRARVNQPSVARMVSVETQRGNNQPFSNVQENVHLVGSFGASSSSSVGAVGNLFGSLYDIHGGMVTNLHPTRTVRPNHRLAFHDGSFEQDYYDVGSDNLLVNQQVGGYGYHMNPVDQFKWNQSFNNTMNMNYNNDSTSGSSRGSDMNVNHDNKKIRYRNSVIMHPCHLEKDGP
>AT4G24060.1
MDTAQWPQEIVVKPLEEIVTNTCPKPQPQPLQPQQPPSVGGERKARPEKDQAVNCPRCNSTNTKFCYYNNYSLTQPRYFCKGCRRYWTEGGSLRNIPVGGGSRKNKRSHSSSSDISNNHSDSTQPATKKHLSDHHHHLMSMSQQGLTGQNPKFLETTQQDLNLGFSPHGMIRTNFTDLIHNIGNNTNKSNNNNNPLIVSSCSAMATSSLDLIRNNSNNGNSSNSSFMGFPVHNQDPASGGFSMQDHYKPCNTNTTLLGFSLDHHHNNGFHGGFQGGEEGGEGGDDVNGRHLFPFEDLKLPVSSSSATINVDINEHQKRGSGSDAAATSGGYWTGMLSGGSWC
>AT5G02460.1
MVFSSFPTYPDHSSNWQQQHQPITTTVGFTGNNINQQFLPHHPLPPQQQQTPPQLHHNNGNGGVAVPGGPGGLIRPGSMAERARLANIPLPETALKCPRCDSTNTKFCYFNNYSLTQPRHFCKACRRYWTRGGALRSVPVGGGCRRNKRTKNSSGGGGGSTSSGNSKSQDSATSNDQYHHRAMANNQMGPPSSSSSLSSLLSSYNAGLIPGHDHNSNNNNILGLGSSLPPLKLMPPLDFTDNFTLQYGAVSAPSYHIGGGSSGGAAALLNGFDQWRFPATNQLPLGGLDPFDQQHQMEQQNPGYGLVTGSGQYRPKNIFHNLISSSSSASSAMVTATASQLASVKMEDSNNQLNLSRQLFGDEQQLWNIHGAAAASTAAATSSWSEVSNNFSSSSTSNI
>AT5G39660.1 MADPAIKLFGKTIPLPELGVVDSSSSYTGFLTETQIPVRLSDSCTGDDDDEEMGDSGLGREEGDDVGDGGGESETDKKEEKDSECQEESLRNESNDVTTTTSGITEKTETTKAAKTNEESGGTACSQEGKLKKPDKILPCPRCNSMETKFCYYNNYNVNQPRHFCKKCQRYWTAGGTMRNVPVGAGRRKNKSPASHYNRHVSITSAEAMQKVARTDLQHPNGANLLTFGSDSVLCESMASGLNLVEKSLLKTQTVLQEPNEGLKITVPLNQTNEEAGTVSPLPKVPCFPGPPPTWPYAWNGVSWTILPFYPPPAYWSCPGVSPGAWNSFTWMPQPNSPSGSNPNSPTLGKHSRDENAAEPGTAFDETESLGREKSKPERCLWVPKTLRIDDPEEAAKSSIWETLGIKKDENADTFGAFRSSTKEKSSLSEGRLPGRRPELQANPAALSRSANFHESS
>AT5G62430.1
MLETKDPAIKLFGMKIPFPTVLEVADEEEEKNQNKTLTDQSEKDKTLKKPTKILPCPRCNSMETKFCYYNNYNVNQPRHFCKACQRYWTSGGTMRSVPIGAGRRKNKNNSPTSHYHHVTISETNGPVLSFSLGDDQKVSSNRFGNQKLVARIENNDERSNNNTSNGLNCFPGVSWPYTWNPAFYPVYPYWSMPVLSSPVSSSPTSTLGKHSRDEDETVKQKQRNGSVLVPKTLRIDDPNEAAKSSIWTTLGIKNEVMFNGFGSKKEVKLSNKEETETSLVLCANPAALSRSINFHEQM
>AT5G62940.1 MGLTSLQVCMDSDWLQESESSGGSMLDSSTNSPSAADILAACSTRPQASAVAVAAAALMDGGRRLRPPHDHPQKCPRCESTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGTLRNIPVGGGCRKNKKPSSSNSSSSTSSGKKPSNIVTANTSDLMALAHSHQNYQHSPLGFSHFGGMMGSYSTPEHGNVGFLESKYGGLLSQSPRPIDFLDSKFDLMGVNNDNLVMVNHGSNGDHHHHHNHHMGLNHGVGLNNNNNNGGFNGISTGGNGNGGGLMDISTCQRLMLSNYDHHHYNHQEDHQRVATIMDVKPNPKLLSLDWQQDQCYSNGGGSGGAGKSDGGGYGNGGYINGLGSSWNGLMNGYGTSTKTNSLV
>AT5G65590.1
MSSHTNLPSPKPVPKPDHRISGTSQTKKPPSSSVAQDQQNLKCPRCNSPNTKFCYYNNYSLSQPRHFCKSCRRYWTRGGALRNVPIGGGCRKTKKSIKPNSSMNTLPSSSSSQRFFSSIMEDSSKFFPPPTTMDFQLAGLSLNKMNDLQLLNNQEVLDLRPMMSSGRENTPVDVGSGLSLMGFGDFNNNHSPTGFTTAGASDGNLASSIETLSCLNQDLHWRLQQQRMAMLFGNSKEETVVVERPQPILYRNLEIVNSSSPSSPTKKGDNQTEWYFGNNSDNEGVISNNANTGGGGSEWNNGIQAWTDLNHYNALP
>AT5G66940.1
MPSEFSESRRVPKIPHGQGGSVAIPTDQQEQLSCPRCESTNTKFCYYNNYNFSQPRHFCKSCRRYWTHGGTLRDIPVGGVSRKSSKRSRTYSSAATTSVVGSRNFPLQATPVLFPQSSSNGGITTAKGSASSFYGGFSSLINYNAAVSRNGPGGGFNGPDAFGLGLGHGSYYEDVRYGQGITVWPFSSGATDAATTTSHIAQIPATWQFEGQESKVGFVSGDYVA
>AT2G37590.1
MVFSSIQAYLDSSNWQQAPPSNYNHDGTGASANGGHVLRPQLQPQQQPQQQPHPNGSGGGGGGGGGSIRAGSMVDRARQANVALPEAALKCPRCESTNTKFCYFNNYSLTQPRHFCKTCRRYWTRGGALRNVPVGGGCRRNRRTKSNSNNNNNSTATSNNTSFSSGNASTISTILSSHYGGNQESILSQILSPARLMNPTYNHLGDLTSNTKTDNNMSLLNYGGLSQDLRSIHMGASGGSLMSCVDEWRSASYHQQSSMGGGNLEDSSNPNPSANGFYSFESPRITSASISSALASQFSSVKVEDNPYKWVNVNGNCSSWNDLSAFGSSR
>AT3G50410.1
MPTSDSGEPRRIAMKPNGVTVPISDQQEQLPCPRCDSSNTKFCYYNNYNFSQPRHFCKACRRYWTHGGTLRDVPVGGGTRKSAKRSRTCSNSSSSSVSGVVSNSNGVPLQTTPVLFPQSSISNGVTHTVTESDGKGSALSLCGSFTSTLLNHNAAATATHGSGSVIGIGGFGIGLGSGFDDVSFGLGRAMWPFSTVGTATTTNVGSNGGHHAVPMPATWQFEGLESNAGGGFVSGEYFAWPDLSITTPGNSLK
>AT3G55370.1 MVFSSLPVNQFDSQNWQQQGNQHQLECVTTDQNPNNYLRQLSSPPTSQVAGSSQARVNSMVERARIAKVPLPEAALNCPRCDSTNTKFCYFNNYSLTQPRHFCKTCRRYWTRGGSLRNVPVGGGFRRNKRSKSRSKSTVVVSTDNTTSTSSLTSRPSYSNPSKFHSYGQIPEFNSNLPILPPLQSLGDYNSSNTGLDFGGTQISNMISGMSSSGGILDAWRIPPSQQAQQFPFLINTTGLVQSSNALYPLLEGGVSATQTRNVKAEENDQDRGRDGDGVNNLSRNFLGNININSGRNEEYTSWGGNSSWTGFTSNNSTGHLSF
>AT4G38000.1 MMTSSHQSNTTGFKPRRIKTTAKPPRQINNKEPSPATQPVLKCPRCDSVNTKFCYYNNYSLSQPRHYCKNCRRYWTRGGALRNVPIGGSTRNKNKPCSLQVISSPPLFSNGTSSASRELVRNHPSTAMMMMSSGGFSGYMFPLDPNFNLASSSIESLSSFNQDLHQKLQQQRLVTSMFLQDSLPVNEKTVMFQNVELIPPSTVTTDWVFDRFATGGGATSGNHEDNDDGEGNLGNWFHNANNNALL
>AT5G60850.1
MQDIHDFSMNGVGGGGGGGGRFFGGGIGGGGGGDRRMRAHQNNILNHHQSLKCPRCNSLNTKFCYYNNYNLSQPRHFCKNCRRYWTKGGVLRNVPVGGGCRKAKRSKTKQVPSSSSADKPTTTQDDHHVEEKSSTGSHSSSESSSLTASNSTTVAAVSVTAAAEVASSVIPGFDMPNMKIYGNGIEWSTLLGQGSSAGGVFSEIGGFPAVSAIETTPFGFGGKFVNQDDHLKLEGETVQQQQFGDRTAQVEFQGRSSDPNMGFEPLDWGSGGGDQTLFDLTSTVDHAYWSQSQWTSSDQDQSGLYLP
>AT5G60200.1 MDHLLQHQDVFGNYNKAREAMGLSYSSNPTPLDNDQKKPSPATAVTRPQPPELALRCPRCDSTNTKFCYYNNYSLTQPRYFCKSCRRYWTKGGTLRNIPVGGGCRKNKRSTSSAARSLRTTPEPASHDGKVFSAAGFNGYSNNEHIDLSLAFALLNKQHPGSSSQLGFHSELGSSHQSDMEGMFGTSQQKENATYAFGNGSSGLGDPSRVLWGFPWQMNGESFGMMNIGGGGGHVDQIDSGREMWTNMNYINSGALM
>LOC_Os01g09720.1
MEVAEGRTVAAAAAGGGGLGGGARTEAEGLACPRCESTNTKFCYYNNYNLAQPRHFCKACRRYWTRGGALRNVPVGGGTRNKVAPAPCTGRRKRAAHAAHAAAPPPTTTASSAPLPLMPPAVAYELPFLPPPPPLPLAAVDPDRRLLDLGGSFTSLLAPAQLHNGHFTTGFLLGTMSSAPPPPPPPATSTPSPAPAAHPPVSDSIWAMGWPHLSI*
>LOC_Os01g48290.1
MANLPSTAAAAAADASGFKLFGKVIQPDGQRGVEESAAAQAPPHPHPPAPPVMEAAAAAAGTSQTLQAAGGGGGGGGGGGGEPLPCPRCGSRETKFCYFNNYNVRQPRHLCRSCRRYWTAGGALRRVASASPGRRRPRPSAARSAAAAAASASAASPPAAVPAASEGAESVDSRS*
>LOC_Os01g55340.1
MLSHVEMAPAAGGFKLFGKVIMQCGVSEGTQDKAQGFVVAREKVEPEEEEEEEQRVPAAATSGQRASIKREAADRDEEQRQGGGDAAGQPTQRRLQDSAEARAAAAAPLPCPRCRSRDTKFCYFNNYNVNQPRHFCKACHRYWTAGGALRNVPVGAGRRKNRPLGPLAVAHHNHHHRAAAGFVLGFPNPSSPTSPSPVYTDRWPVTPDRPF*
>LOC_Os01g64590.1 MLPYAPRPPSLLVDRRYKQGAEAAPNCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKSSSSARSAADAVSSGRDAAFGHRFPGPVRPDMVLEGMVGNPANPGQAMPDVAAAADGSTIDLAMLYAKFLNHPPTDAGLGAVTPESGGHVDEAFDTFSASSDLSPGILAAASAQFDPNQDGFGEWSSPASGNDPTSTATTATTSMLCTDASVQAALGELNFAMDQSCFDSLGLPTDVAGAGSLSSWCSIVPSLSTWEEPKYDSLDSFPDDAMSLHECMIGAPDHDWSVDCQGLEALYMP*
>LOC_Os02g15350.1 MASGGALSPVEEKPTVVKTTKAEQHEEEAAVAVKSAAEMMKKSSPCCPRCNSIKTKFCYYNNYSMAQPRYFCRECRRYWTQGGSLRNVPVGGGCRKSKRSSASSASASAASPPAPAVGAAPPVVPALSSAISKLLQSEPMAAPCADFPNVLPTFVSTGFELPAAAGDRLSLGSFGAFGNLSAAVAAPGGGGGSSTTTSFMDMLRGVGGLFDGVGNSHQMGGNGGGGGSYYAPLITGAGNGMLMPPPPLPPFSGSLMQHGMQGLFANHAMGGGGGGVMNAGEDGSVMAGLGGGQWPPALGGADEQQGGGDGGEAVMTKDTGGGASSSASRPDYFYGWNSAAGGVVAGGGIGGNAAAATGATPWQGLIDSSSAMM*
>LOC_Os02g45200.1 
MDAAHWHQGLGLVKPMEEMLMGANPNPNGSSNQPPPPPSSAASAQRPIAPPAAGAAAGAGAAGAGAGTERRARPQKEKALNCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSVVPSAAASASTSAAVSGSVPVGLAAKNPKLMHEGAQDLNLAFPHHHGRALQPPEFTAFPSLESSSVCNPGGNLAAANGAGGRGSVGAFSAMELLRSTGCYVPLPQMAPLGMPAEYAAAGFHLGEFRMPPPPQQQQQQQAQTVLGFSLDTHGAGAGGGSGVFGACSAGLQESAAGRLLFPFEDLKPVVSAAAGDANSGGDHQYDHGKNQGGGGGVIGGHEAPGFWNSSMIGNGSSNGGGGGGSW*
>LOC_Os02g47810.1
MMAGAPPMHICMDSDWLKGIVPEEHGMGSSSPSAELIACPRAPMQAAAAAADRRLRPQHDQPLKCPRCESTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGSLRNVPVGGGCRKNKRAPPKKAAAHAQPAVAVAAALQGRHMETGLHLSFSGMQHHLAPPPPAAATAADPLCSLGLFDWKQYDPVFAGSGGGGSPVAALESAGGSEAQFMGAGMMGIGGGGVAEYHALSALRFAAGLGDHLALPFGAVRAEHDAVEVKPVAAERLLSLEWCGEASRTAAPESSISSLGGLGLWSGMIGGGHHHHGSSAAI*
>LOC_Os02g49440.1
MQEFQSIPGLAGRLFGGAAAADIRRAQAQQGPASRCGGIPSPEAVKCPRCESTNTKFCYYNNYNLSQPRHFCKSCRRYWTKGGVLRNVPVGGGCRKTKRSGSSSAASSAPSTPTAATDNAKNQRRASASSPRSSSGGSGNTSPTAAAATTPTTPATPSSNTIAVINHATTTTTTTNPFPTDVPPPAPIFADQAAALASLFAPPPPPPLPVFSFAAQAKTEDGIASVLLAGQTTAPTAATVADMTPFTSLDAGIFELGDVPPAAYWNAGSCWTDVPDPNVYLP*
>LOC_Os03g16850.1 MVFPSVPAYLDPPNWNNQQGQPPRPANVGGGDAQHLPVGPTAAAAAPGEIGGLPTSSSSASAAAAAAQQARPNSMAERARLARAPQPEPALKCPRCDSTNTKFCYYNNYSLSQPRHFCKTCRRYWTRGGSLRNVPVGGGCRRNKRSGKSSSAAAAGASSSSSKPSSSAARQLPGGGASPMPSAAASTQPGGAAAGAIIPPSGLSSMSHHLPFLGAMHPPGPNLGLTFSAGFQPLGGMHHHVDTADQFPVASGGGATIGASLEQWRVQQQQQQQPQQHQFPFLGGALELPPPPPMYQLGLEATRAAGTGATAAAAFTLGQTSATATTSRQEGSMKLEDSKGLEMSLQRQYMAALRQGDGVWGNNNGGNGGSDGGGNGGGGSWTMNFPGFHSSSGGGGDDGGGVL*
>LOC_Os03g38870.1
MAPAAGDDAVVPRKGAGGGGTTTPPPPPPAQQQQQQPLPPPPPQEQGLRCPRCDSPNTKFCYYNNYSLSQPRHFCKTCRRYWTKGGALRNVPVGGGCRKNKRSRSAAAASRLSLNLPTVEGIGGAAADPAAAAAARLGFLGGGTTMMMSSSTSPLGGAAAAVADFQQGGAVGMLPLPRLQSPAGGGVGHHQYVPFGEWPSGDIAGGNAVNGGGGHGAVSSTIASSIESLSFINQDLHWKLQQQRLATMFLGPPGSASAAAAAAQANDGGGNGAQATASGHAAGGGGGAFMHMAGSVPSMEAAMPSATSWFMDSCSYGLPSPPPPATAAVAATTSSNLNSGGRSSGGDDNATSNCGSAIPAWGDISTFAMLP*
>LOC_Os03g42200.1 MPGQVMEAALQQLPASMASGSLLLPPACLQHPLPAAAAASGGVGGSSREQCPRCASHDTKFCYYNNYNTSQPRHFCRACRRYWTLGGSLRNVPIGGSTRKRPRPPVRRPPVHFTAAAAAAAAAAPPHHHHHHHGGPLTPPPATSSSSQQAGLLGSLFALGAAPLLEGRVGVGFDLGLGLPGPGHHHAVAGGGGPAAAVATSSSSSAAAPLLWPTGLLDSSSNNAETWRMAAGGMWPEFTAAAAQNIRLVIDIGDTTIQVPLNGPTVVQNIGRQAAAAVAGDSSAGGVSEKTGGAGGGGGEEWMQEQDGLLCMRGRRCGRRGGCLPRPRDWFAALLAADPAAAAVTRDQAGKAMLYLIVNTCTFATSLAVLPDAVRRRRRLRVEEGHRVADHQHDDGRRAVRRGDVRALRRRRLPAHGPFVGTVVAAVTVVVVRCNLALPFRGGDAGHGCSWVSRL*
>LOC_Os03g55610.1 MIQELLGGTTMDQLKGASALNHASLPVVLQPIVSNPSPTSSSSTSSRSSAQATQQRSSSATSSPHGQGQGGGAAEQAPLRCPRCNSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALRNVPIGGGCRKPRPMPAPVAKPPMSCKAAPPLGLGGGPVSWASGQQAATAHLMALLNSARGVQGHGGSNVHRLLGLDTMGHLQILPGAPNGAGAGTAASLWPQSAPRPVTPPPPHMDSQLGMGTLGHHDVLSSLGLKLPSSASSSPAASYYSDQLHAVVSNAGRPQAPYDVATASLPCTTAVTSLPSALSSVSAAAPTSNTVGMDLPPVSLAAPEMQYWNGPAAMSVPWPDLPTPNGAFP*
>LOC_Os03g60630.1
MPPHHGGLMAPRPDMVAAAVAASGGGGGGGGPTGGTAVRPGSMTERARLAKIPQPEPGLKCPRCESTNTKFCYFNNYSLSQPRHFCKTCRRYWTRGGALRNVPVGGGCRRNKRTKSSKSSSSTSAAGSASATGGTSSSTSSTATGGSSSAAAAAAMMPPQAQLPFLASLHHPLGGGDHYSSGASRLGFPGLSSLDPVDYQLGGGAAAAAAIGLEQWRLPQIQQFPFLSRNDAMPPPMSGIYPFDAEAAADAAGFAGQLLAGTKVPGSSGLITQLASVKMEDSNAQSAAMNSSPREFLGLPGNLQFWGGGNGAGPGGNGDGATGGSGAGVAPGGGGSGGGWADLSGFNSSSSGNIL*
>LOC_Os04g47990.1 MDAAHWHQGLGLVKPMEEMLMAANAAAGANPNPAATAPSSVTGGALRGGGGGGAPPVAGGAGAGSTERRARPQKEKALNCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSAASASPASASTANSVVTSASMSMSMASTGGGASKNPKLVHEGAQDLNLAFPHHGGLQAPGEFPAFPSLESSSVCNPGGPMGTNGRGGGALSAMELLRSTGCYMPLQVPMQMPAEYATPGFALGEFRAPPPPPQSSQSLLGFSLDAHGSVGGPSAAGFGSSAGLQGVPESTGRLLFPFEDLKPTVSSGTGGGGASGGGAGVDGGHQFDHGKEQQAGGGGGGPGGHDTPGFWNGMIGGGSGTSW*
>LOC_Os04g58190.1 MAPAVASSPSLVLSAAAATASNKRPADSDASPPHQGDRTGQQEKKQQQLECPRCRSTNTKFCYYNNYSTSQPRHFCRACRRYWTHGGTLRDVPVGGASRRGGGGKRRRVSADADPSSASPPPPTTSTTDAYADLPAGFPFLSDGAFLPQFGLAGVAPAAFSWASAVPDLYNCGIAPWDDGTAVTGAAWDNFADIAGLDLSWPPPGN*
>LOC_Os05g36900.1
MLSSHCESMLAYAAAAGRRAVVVDHHQRRYRPNVEVAPNCPRCESPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKAVRAMVGETMTARGGGGGGAAAFSHRFHGPVRPDMILEGMAGSTAASAGLGEQPGVAAPDEKPAAADGSTIDLALLYAKFLNHHQPTMAEQGGGAAVPESVDTSSGSSSDRTTSPAAAQPAAAAAYGPGQDGLVGEPISTEEHGAAAMARCAQALGELNFSVDQISCYTSLGLPTTDGGDLILPSTLDQHAKYEPFDSLPEDALSLHDIISGDDDVWCNALGCQGLEAALCRP*
>LOC_Os06g17410.1
MQEFHPVPGLAGRLFGGAAAAAAVAAVEEVRCPRCDSSNTKFCYYNNYNLSQPRHFCKACRRYWTKGGLLRNVPVGGGCRKPKRPAPPPSSSFTGGGGGGGGCGHRDSKSARSAGGGGDGSGSTASATATPAAAPASSNTLSAAVSQPSSVDALSPPPAPMFADQATAFASLFAPPPPPPSQALPAFASFTAQPKAEEDVADAPALAATEQHRSSSAASFAAHSISPPFAAARSSDGPAAAAAAAAADWAPPTAVLDAGMFDLAGAIGGDTSYWNAASWTDHDGTIYLP*
>LOC_Os07g13260.1 MTSASLLLAPRSPDMAAAGILPVSGGGGASSARPVSMAERARMAKIPQPEPGLKCPRCDSTNTKFCYFNNYSLTQPRHFCKACRRYWTRGGALRNVPVGGGFRRNKRGTKPSNSKKPAAAVAGGVMAPPHAQLQLPFGFDGGGGGGHGSIIGGGGGGGASRLGFPELSSLHAAAAVDYQLGGGGGGDGLGLERQRLPHFPFLARSNAAVHPPPLMSTAAGVSYPFGDVAAGGLGGDMPANAASVAGSAGLITQMASVKMDDIDNHPPPSAATTTASSPIEFLGLRGSLQFWGGGGGHRGGGDGAGGSAAPGGGGGGWSDLPAFDLSTSGNIL*
>LOC_Os07g32510.1 MAGAGGAATAAAGGGGGGGVAAGRSGGGGGGGAAAAAGAGAPDPRAEALRCPRCDSANTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGGCRKNKRSRSGGAAPGGGVGRGGPGGGAAAAVSSAGGGAAGTSPASSLALPQPGSLPSLSSALGLTGGTSLASLLLGSGGSGGDHLGLFQAMQSVVSDAAAFEMHQQHQSQVDHLLGLGYGAAGAQIQAAKPWLHDGGATGGLLDGFYAPLLSGSIVPGLEELQVKAEATTGDHQQKSSAAAAGEQSWDLPTPSSSNVEASIIASDALMAAAAASMNPAVSAAAASTAPSAQSLLYWGNGGIGAAAAAWPDLANCGSSIATLF*
>LOC_Os08g38220.1 MQEQQPETGRRPAQQFATVDLRRPKGYAAAPATPQPGSAATAAAAAGPAATAAAAAAGEGDPCPRCESRDTKFCYYNNYNTSQPRHFCKCCRRYWTKGGTLRNVPVGGGTRKKSSSSSSSSSSSSAAAAAPAAKRQKTSKKRRVTTPEPLAATTPVLTEAAADSAAKTTTEATSEKKTTTSTTTTTPPAPDTTSEITTELVVPAVEEDSFTDLLQPDSAAVTLGLDFSDYPSITKSLADPDLHFEWPPPAFDMASYWPAGAGFADPDPTAVFLNLP*
>LOC_Os09g29960.1
MQEAGRRPAPQFAGVDLRRPKGYPAAAQLTPAAEEAAAGVGDPCPRCESRDTKFCYYNNYNTSQPRHFCKSCRRYWTKGGSLRNVPVGGGSRKSSTSSSSAAAAAASSSSSPSSPAKSPKRSKNSKRRRVSPPPPQPVPAPPPPTTADAADVAAPTAPEATTKKAPEDLTAAAATQPAVALGLGVADGGGGGKEHLDTSPFEWPSGCDLGPYWPTGVFADTDPSLFLNLP*
>LOC_Os10g26620.1 MGECRGGGGGGDGLIKLFGKTIPVQPDAKDVQQHSGSSSSSTESDVQETAAVAVADPSPRSEVVDGESPPQPGGEAASHQQQQKEMKLKKPDKILPCPRCSSMDTKFCYFNNYNVNQPRHFCKHCQRYWTAGGAMRNVPVGAGRRKNKNATAAAHFLHRVRACAAAAAMPAAPHDATNATVLSFGGGGGGHDAPPVTLDLADKMTRLGKEGLVAHARNADAAAACSEVSSNRDDEQIGNTVAKPANGLQQHPPPPHHHHHSAMNGGGIWPYYTSGIAIPIYPAAPAYWGCMIPPPGAWSLPWPATVQSQAISSSSPPTSATPSVSSFTLGKHPREGGDHEARDHHGNGKVWVPKTIRIDNADEVARSSIRSLFAFRGGDKADDNNDDDGTGVHKLATTVFEPKRDSKTAKHPAITSLPLLHTNPVALTRSATFQEGS*
>LOC_Os10g35300.1 MSSPFLGSSSSSASSPLSYLTPPRPPPPPPPLLMGQGYAAAANGGIGGGGVEAVNAAAAPRQGGRHAGHPPLPRPPPRQCPRCGSANTKFCYYNNYSRTQPRYLCKACRRHWTEGGTLRDVPVGGGRKNSKRAAGGGKAGATASTAASAHVVAPAAAPPTSSSFPDLLRQMLMAPATAGGGGGYSIDLTAWQQMAAFAAPPQAATGDVGGAVGAASTAAPDANCGGGGVQYWNGWLQDDMPGLDGSC*
>LOC_Os12g38200.1 MVFSSLPIFLDPPNWTQMQQQPLQCLIGGGGSDHHHLMPPPSGLAPLPSAAGAADTAASAPAAAAQQQQPRPAVVSMSERARLARVPLPEPGTLRCPRCDSTNTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSTKKSSSSSSRQGGGAGNAAAAATSSSSTTSTSTTATTSSAAAAAAAAAADVIASMQAGGALLPHHLIGGLPSSAAAAAALEASLEGYHHHHHAHGHQLPFLQPPPFLQQGLHGYHFADGDVAAGAALADGGFPRGVASGLLAQLASVKMEEHGTNNGGGVGGGFVGAHEQYWHGGNGGGGWPAEFLSGFSSSSSGNVL*
>LOC_Os12g39990.1 MEAPLHQSPVPLLPPPPPPPRVVGVQQQQQQEAVVPPPPAMAAAAGGGGREQCPRCASRDTKFCYYNNYNTAQPRHFCRACRRYWTLGGSLRNVPIGGSTRKRPRPSRPARAAVAAAIAAAAAASASGSQIAAQQQQAPPVVMSQHEAAAAAAAASGGGGGDGLLVSLLGAAPVLEGRLGGGIGVDLLGGEQLGFGAMAMPPAPLLWPARVLEGGDAWKSAAAAAGVSYSPFPALWQELAAAAPVELAGGGGLLRHGGGGAPQLM*
>LOC_Os03g07360.1
MGECKVGGGGGGGDCLIKLFGKTIPVPEPGACAAGDVDKDLQHSGSSTTEPKTQENTVQDSTSPPPQPEVVDTEDSSADKNSSENQQQQGDTANQKEKLKKPDKILPCPRCSSMDTKFCYYNNYNINQPRHFCKNCQRYWTAGGAMRNVPVGAGRRKSKSVSAASHFLQRVRAALPGDPPLYAPVKTNGTVLSFGSDLSTLDLTEQMKHLKDKFIPTTGIKNTDEMPVGLCAEGLSKTEESNQTNLKEKVSADRSPNVAQHPCMNGGAMWPFGVAPPPAYYTSSIAIPFYPAAAAAVAAYWGCMVPGAWNAPWPPQSQSQSVSSSSAASPVSTMTNCFRLGKHPRDGDEELDSKGNGKVWVPKTVRIDDVDEVARSSIWSLIGIKGDKVGADHGRGCKLAKVFESKDEAKASTHTAISSLPFMQGNPAALTRSVTFQEGS*
>LOC_Os07g48570.1 MDDLAAASPPHPPPPPPESHVPPPPQTPEKDSCEDTGDMRISEEKPCTDQELDADQMNSSSFNSSSECENQTPSNDEMTGSESKSEAAQTEGGGSSEEKVLKKPDKILPCPRCNSMDTKFCYYNNYNINQPRHFCKSCQRYWTAGGSMRNLPVGAGRRKSKSSTANYRSILITGSNLAAPAGDAPLYQLSIKGDQTATAVKFAPDSPLCNSMASVLKIGEQSKNAKPTSTAQPRNGETQTCPASGTTSDSPRNEPVNGAVSGHQNGIVGHSGVPPMHPIPCFPGPPFVYPWSPAWNGIPAMAPPVCTAPAEPANSSDNGSTASVQWSMPPVMPVPGYFPVIPSSVWPFISPWPNGAWSSPWIQPNCSVSASSPTSTSTCSDNGSPVLGKHSRDSKPQGDDKAEKNLWIPKTLRIDDPDEAAKSSIWTTLGIEPGDRSMFRSFQSKPESREQISGAARVLQANPAALSRSQSFQETT*
>LOC_Os01g15900.1 MCDKDPGIKLFGRVIPLAPEAEAAAAADGSDQPEAAAAAAAEVEPAAQDEDHHKETEERKYDEMKVDVPQEEEDNEMKVDAPQEKKDNEVTADVPEEKGNDEMRVDASESIESIEPVSRSTLDNKKEDQGQMNNVEEKAASDSKDENEKTANDESGQDKVLKKPDKILPCPRCNSMDTKFCYYNNYNVNQPRHFCKNCQRYWTAGGTMRNVPVGAGRRKSKSSSLHYRHLLMAPDCMMGSRVEISKSMNPEAFASAHSTPIQPIGRNETVLKFGPEVPLCESMASVLNIQEQNGTNAAAVPTGENQEDNSCISSITSHNVLPENAAQVDKNSTPVYCNGVGPVPQYYLGAPYMYPWNIGWNNVPMMVPGTSMPESASQSESCSTSSAPWMNMNSPMMPVASRLSAPPFPYPLVPPALWGCLSSWPATAWNIPWIRTNGGCMSPSSSSNSSCSGNGSPLGKHSRDSSLPLKEDKEEKSLWVPKTLRIDDPDEAAKSSIWATLGIKPGDPGIFKPFQSKGESKGQAASETRPARALKANPAALSRSQSFQETS*
>LOC_Os01g17000.1 protein|expressed protein
MAALRQGDDPAIKLFGRTIPLLLDPPAAAAAAADEVMPNLGNGVKTNNDLPLVSDKLLIVKGIPFCPNNSKKNDLQGISRPDGRIEIDSMTEDVKTEPDGSVPEKILKKPDKILPCPRCNSMETKFCYFNNYNVHQPRHFCRNCQRYWTAGGAMRNVPVGAGRRRNKHVSKYCQAMMTCNNTVAPGDVSDVVHHQVITHGSSLLPATLKENETPTEFISEVPPCKSSASILDIGEPNDTDLVPLASGDNKEEKSCASSVVVSSCSENLMPDNAIMKEPNNRSGCCNGVALPFPTGPALVLPWSLGWNSVALMPATQCSMQPVLGLKDGIPCPPSWPPQLMVPAPGICTPVVPIPLVPPLWSCFPGWPNGMWNAQCPGGNTTVLPSTAPNKISCSGSSSLVLGKHSREESLQEEEKTRNYLWVPKTLRIDDPAEAAKSSIWATLGIKPDDKGIFKSFQPNVAKNGTAPESPQALQANPAAFSRSQSFQETT*
>LOC_Os05g02150.1 protein|expressed protein
MIFPPAFLDSSSWNDNNNNNHNQQQQQQHAHGHHQHHQVAAGCGGGGGGGDGNSHELLQQQSMIPGTLADGGGGGGAVGPAKPMSMSERARLARIPLPEPGLKCPRCDSTNTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKPASAAGSASAATTTAGSTPAGSTTTTTTSSTCATPNAPALPAMLGGNLSILPPLLRLADFDAMSLGSTFSGMAAAAGKPPPVDAAGCYSVGAATGLEQWRLQQMQSFPFFHAMDHQAAMAAPPPAMAMPGMFQLGLDGDGHGSGGGEDGGELHHAMPSSKREGYPRGMYGDHHLAGGYTSYSSATTGNHLL*
>Zm00001d038281_P001
MLSSHRESLLPYAPGRRAAVLLDHRRYRPNVEVAPSCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRSRGKPVRAVAVDSVAPSSGGAAAFTHRASASSSSASPATLRPDMLLEGMLGSPSELCQLTVTDDDAAENPAVAPDGPRIDLALLYAKFLNQQPPAPERRAVLPESLVVDTLSGSSSSDVGPVVPSRDHQPFTTQDDGLGELSAAASAEPSAPPPQSSSCAEALIGAFGMDQRCYDSLGLPPDGGDLVLPSTWPLLGAKYELFDPLPEDAVSLQDGFAGDEDVWSGALACQGLEAALCRP
>Zm00001d038693_P001
MLPPHVEMPTTRAAGIKLFGKVITTHYQQQQQPPQPVRHAGAAPASSGRGSGGGPGPDLLEEVARARAAAAEARLPCPRCLSRDTKFCYFNNYNVNQPRHFCRACHRYWTAGGAIRNVPVGSGRRKNRPVLLPPPPPPPHAATATTTGSSATISADDSNDRRRSASGSPPPVFTSAFTAPYYLGSPAQFATSSPAYAAGAAGPPGTAGQCLWLVAATTTTDRSAATETALF
>Zm00001d020837_P001
MQEPGRRPVPPFAGVDLRRPRGYPAPAAKEAEEEPAPAPAPGGDPCPRCGSRDTKFCYYNNYNTSQPRHFCKSCRRYWTKGGSLRNVPVGGGTRKSGSSSSASASATPTSTGAAPKSPRSSKNSKRRRVGPAPAPDPAPATATATADVANTAPSTEAAAATRAASEKPAATEPAAATGAASEKPAATELAAAVVSTEKPPAAVGGFTDTSTTVPEIGLADVCSGGVKELVPDPGHFEWPSGCDLGSYWGTSVFADTDPALFLNLP
>Zm00001d043402_P001
MLSHVEMAPGGFKLFGKVITQCAESAPPAPPEAAAAASRATAFARERDDPDERDQPMVKREAAASDHDFAAVDKHHQHSGGSGGPGPGPDESDDSKGQQQQQHHPRPRHHQHHHQQQQDTVEARAAAAASSAPPLPCPRCRSRNTKFCYFNNYNVNQPRHFCKDCHRYWTAGGALRNVPVGAGRRKNRPLGPVVAGAVPVPVPVPAHHHHHHLHPAAAAAAAAAGFVLGFPGQQHPSSPTSPSPSPVYADRWPVCPDRRF
>Zm00001d017575_P001
MDAAQWHQGLGLGKPMEEMLMAGNANLNQNPNPPPAAPSAPGAQRAGAPAAVAAAPPSAGATGGAGPERRARPQKEKALNCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSAVSSAAAAAAASTSAAMSGTVPVGLAAKNPKLMHEGAHDLNLAFPHHNGRALQPPEFPAFPSLESSSVCNPGAAMLGNGAAGRGMGALSGLELLRSTGCYVPLQHFQLGMPAEYAAAGFSLGEFRVPPPPQSQSVFGFSLDTHGTGGVGGAGGYSAGLQESAAGRMLFPFEDLKPAVSAAGGGASNGADHHHYEHSKDQAAGDGGGASGVTGGHEAPAGFWSNSMIGNGSSNGGGGSW
>Zm00001d017900_P001
MQEFQSIPGLAGRLFGGAAAPGDLRRAQAAQHGPGGARCGGASPAAPEAVKCPRCESTNTKFCYYNNYNLSQPRHFCKSCRRYWTKGGVLRNVPVGGGCRKAKRASPSASASASSPASSSAPSTPASADAAKNPRRASASPRSNSGSASPTAAAATTPTPTDPSTSATPSSNGVAFTGSHHSSNPFSTIDVAAAPPAPIFADQAAALASLFAPPPPPPLPVFSFAAAQPKEEEAPTNSELQQHLAAQAAPSSSVSEDIMAPFASLDAAGIFELGDAASAAAYWSAGSCWADVQDPSLYLP
>Zm00001d010740_P001
MLPHVEMPVPGRAAAACTGAAGIKLFGKVITTPPHHAGAAPPRLQQAAAASGRGSADLLEEVARARAAAAEVRLPCPRCLSRDTKFCYFNNYNVNQPRHFCRACHRYWTAGGAIRNVPIGSGRRKNRPVLLPPPAPHAVTATDNSRRSGAGSPPVFGSVFTAPYQQLGAPTQFTTSPAYAATAPLGTTGQCLWLVATADHRSVASGRAFDLI
>Zm00001d040455_P001
MAAPGGLDQDCAQDAAIKLFGRSIPVLHSSVFAATAAAASEVSTKLSNDVRSNDGMPCLPNMSLIVKTNPFPSKSNMKNGLQAISSQHGKMEADSNSEEAKNSLQAIISQPGKRYDSKSEEAKTESGGSGQEKVLKKPDKILPCPRCNSMETKFCYFNNYNVNQPRHFCRNCKRYWTAGGTMRNVPVGSGRRRNKDPSHHHHFTKVCDYTIATNGDVSDATQRQSVAAKPCLLQGSGKQNETACKSVSPVSNIKEQNNADLISLVSGDNKEEKSCASSAVVSGSSENWMPENTVKKEEDNTSAYGNGVKVPDHKMQPHHAGPVSVFSRNPAAVMATNQCSEDGIHTPGNGTVSPLSLPPLPMVPTPGICAPAVPFPFPLVPAFVSCIPGWPSGLWGAPWPGSSAPTLLSLPPNGLALSGSNSGVLGKHTRVANLQEEQKAEKKFWVPKALRIDNPEEAAKSSIWASLGIKPDDRIIFKSFQSKDLKNSATKTPESLQANPAAFSRSQTFQERA
>Zm00001d012703_P001
MVSHVEMGLAAGGFKLFGKVITQCAESAPPASLVARERDDPDERDQPVVKREAAAASDSDSAVVLVDKQRRSGGPAESEDSKGQHHPRPRQPQQQDTAEARAAASAPPLPCPRCRSRNTKFCYFNNYNVNQPRHFCKDCHRYWTAGGALRNVPVGAGRRKNRPLGAAPIPLAVSVPAQHLQHPQHPAAAAGHGLGLPGQHPSCPTSPSPAYAGRWPVCPDRRF
>Zm00001d005970_P001
MQEEPGRRPVPPFAGVDLRRPKGYPVAVAKEEERPAPGGDPCPRCGSRDTKFCYYNNYNTSQPRHLCKSCRRYWTKGGSLRNVPVGGGTRKSSSSSSSSSSSATTTSTSPGAAPKATKRSKNSKRRRVAPAPDPAAPGTDASTADVASTAPSAATVTASEKPSATEHAAAAVATEKPPAALPVSVGAFADTSPAPDAGSGGVRELLPHPSRFEWPSGCDLGPPYWGWGTSVFADTDPALFLNLP
>Zm00001d043904_P001
MAANLPDADAAGFKLFGKVIQPPDAQKRGADEGDDPTPQTALPPPPPPPPPPPPQQAPAAGGPGAEPLPCPRCGSRETKFCYFNNYNVRQPRHLCRACRRYWTAGGALRRVASASPGRRRPRPTARSAPVAAAASSAPAAAEEDSFGGQKDAAGLLCDRERVQFGRQSKRPPLQHARVTEQCRCRSSKKTCFITASNELVRVLANPTGVLNPSAASLLAPRCAALRAGS
>Zm00001d034163_P001
MDQLKSVNESLPLLLHSVISNPSPTSSSSTSSRSSAQQHQQQRSTSATSSPQAGQQQQQQGQGQGAEQTPLRCPRCNSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALRNVPIGGGCRKPRPMPTPVTKPAVSCKAVGGAQSLGLGVGLGMGAGPGPWASSQQAAAAQLMALLNSARSVQGGGGGNMHRLLGLDAVAHLPLHVLPGAGNNAGGTAPSFWPQAAPRVIPAPPHMDSQLGMGPLGQHDVLSSLGLKLPPPSPSPAASYYSDQLHAVVSSAAGRGHEYETAACATSLPCTTALTSLPPAASSVSAALASAATVGLDLPLVSLSAPEMQYWAGPAAMSVAWPDLPTPNGAFP
>Zm00001d021591_P001
MAGAGGATAVKQPAAGAPDAGASRSGVGAGAAGAPVADPRAEALRCPRCDSANTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGGCRKNKRSRSSGGPGAGGRNGSSAAAAAAAAAAAVTSSSAPSTLSLPLHTGSLPSLSSALGLPGGASLASLLLGTAGSGGDHLGLFQAAMQSVVSSEATAYEMQQQQQTQVDHLLGLGYGGAGAGAGAQIHLKPWMHEAPGAGAGGIMDSFYAPLLSSSLVPGLEELHVKAEVAGAGDHQQKPAPGDQQSASWELPTPSSSNVDANVIASDALMAAAAASMNPGVSSATAATAPTVPSSFMYWGNGGIGGAAAAWPDLTNCGSSIATFF
>Zm00001d022525_P001
MELAGAASPHPPPESHVAPPRPPPQPPEEDLCEDRGDMSVTGEKPCTHRESDVGQTNSCSLNNSSECENHTPSNDEISEPESNLEMAKTDQGGDVPSGEKVLKKPDKILPCPRCNSMDTKFCYYNNYNIKQPRHFCKSCQRYWTAGGSMRNIPVGAGRRKSKSSSASCRSVLIPVPGSSSVANPGGEASLFPLSVKANQAAVSFGPDSPLCTSMASVLKIGGGGEQVKSCSPASAAAQPRNGETQTQTCAPSSAATTPSDGPGNGLQKGAESAHQNQNQNQNGIIGHSNGVTPVHPIPFFPGPPFVYPWSPAWNGIPAMAAAVCAAPATAEAAISSEHGTASSTVQWNVPPAIVPVLPPGFCGPIPVPVIPPPSVWPLITPWPNAAWSAPWLGPSASVPPGSSRSSGSSTCSDSGCGSGSPVLGKHSRESRPQGDEKAERRCLWIPKTLRIDDPVEAAKSSIWTTLGIEPGDRGMFRPFQSKHGRQQELQASGAARALQANPAALSRSQSFQETT
>Zm00001d033093_P001
MASTTGDDAVGTRKGGTGAGGTPPPTTQTQTQPPPPPEQGLRCPRCDSPNTKFCYYNNYSLSQPRYFCKTCRRYWTKGGALRNVPVGGGCRKNKRSRSAAAVAAAAAAAAAASSSRLSLNLPPEAAAAADQQAARLGFLGAHHPVASSTIDGGGPAAADYHHQQAGAAAVGMIALPRLHAPGVVGQYVPFGEWHPGTAGDVVTGGAAVSSSSSSIASSIESLSFINQDLHWKLQQQRLATMFLGAPTSAAAAAAAHADSAAHVGGAFMQMSVAESTMTMPPPPLATSWFMDSSCYALPSPTMTAHASTAAAVAAATGTCNVVNGAGAGDDDSAASNNNNNCGPGSAIQSWGDMSAFAMLP
>Zm00001d012963_P001
MRVHQHQVLLLQQLLALPATKSSKSNSSSVASAFGTGGTSSSISSTATGDSHTGTMMLSHQGQLQPFLALMQHPLVGGDHYNISASRLGFLGLSSLDPMDYHQFGTGAGASSATIGLEQWRLPQIQRFPFLSGQPDVVQPTMSGIYPFDMEGQSGDTPVLPGGHMLGGSKMPGSAGLITQLASVKMEDNPASVAMASSSSRDFLSVTGNLQFWVDDSDNDGASGNNEGGQQHAQHGQLPSGGNGGGGGGMDTHAHHHHHQLPPVPPPPSGALMAPRPDMSAMVPAASGGGGPTSGGTAIRPGSMTERAKLAKIPQPEPGLKCPRCESTNTKFCYFNNYSLSQPRHFCKTCRRYWTRGGALRNVPVGGGCRRNKRTKSSKSNSSSAAASASGGAGGTSSSTSSTATGGSSSAGAIMPSHQGQLQPFLASLHHPLAGGGGGGDHYSTGASRLGFPGLSSLDPMDYHQFGAGAGAGASSAAIGLEQWRLPHIQQFPFLSGRPDPVQPTMSSIYPFDLEGHGGDAPGFPGGHMLGASKVPGSAGLITQLASVKMEDNPASAAMASSSPREFLSLPGNLQFWGGGGNNNGGASGNNGGGAGNGGGGGGGGAVAPGSSWVDLSGFNSSSSGNVL
>Zm00001d001824_P001
MAPAVSILSATASAKRKRPATSDADELPHDDSSAPHQQVQGQGQQPRQQQQLECPRCRSTNTKFCYYNNYSTAQPRHFCRACRRYWTHGGTLRDVPVGGASRRAATGGGGGKRRRVSAEPSSPPPSVADACLPSAFPFLSDGSFFPQLDLVGGVALAPPAFSSSWQSVLVPDLYDGLAPWDDGATAAAWGDIGGLDLSWTLPGN
>Zm00001d027846_P001
MGEGRAGDGLIKLFGKTIPVPETAAVGEAAKDMQQSGGSGSGTTDPKGQENNVQDSTGSPPQQEVADTEDSSADKQQGEAGNPKEKLKKPDKILPCPRCNSMDTKFCYYNNYNINQPRHFCKNCQRYWTAGGAMRNVPVGAGRRKSKSASATSHFLQRVRAGLPVDPLVCAAAKTNGTVLSFGSAMSSLDLTEQMKQLKEKLVPIAGDERSVGSRTQGPSAKAEDPDRKENVTADKSARVVQHPCMTNGVAMWPFSCAPPVPASACYGPGSIAIPFYPAAAAAAAYWGCMVPGAWSGAWPPHSGQSETGSSITSASPAASTKSNICFTPGKHPRDRDEEGGAKGNGKVWVPKTIRIDDVDEVARSSILSLIGIGGDKAGKDGGRGCKLARVFEQNEEAARTATPHSAAISGLPFLQGNPAALSRSLTFQEGS
>Zm00001d026096_P001
MLMAASAGAANPSQGSNPNPPPLAAPLTDAGSTERRARPQKEKALNCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRSVPVGGGSRKNKRSSSSSSSSSSSAAAASASTSS
SATSSSMASTPGAASKSPELAHEGAHDDLNLAFPHHGGLHAAEFAAFPSLESSNDMCDQG
GGMTSNGRGGGAGPAVGALSATELLRSSGCYMPLQMPGGDYTAAGFALGEFRTPLLPPPS
SQSPLGFSLDAHGPGSSGAAAAAGYGSSAGLPQGVPGNAGRLLFPFEDLKPPVSPGGGGV
GGGGASATGGAGDGNSSHDQFDHNKERGGGGGRGAGAGHDTPGFWSSMIGGSGASW
>Zm00001d047802_P001
MVFPSVPVYLDPHPPDWNNQQQQGQQPRASGGADAPLLPVGPMAATAAASEPGGLPRSSSTSSAALAMHARPNSMAERARLARLPNPEPALKCPRCESTNTKFCYYNNYSLSQPRHFCKTCRRYWTRGGSLRNVPIGGGCRRNKRSSKSSAAGSSSSSKPFSSGRLLGGPSAMSSTTQGATGAIIAPGLSSFSHHLPFLGSMHPPGPNLGLGFSVGLPLLGMQHLEMVDQFPVASGGGTTIGASLEQWRVQQQQQQQFPFMTRGILDLPQPSTYQLGLEASRGGSGSDAVAFTLGQSTTSAATITTRQEGSAMKMGDDSKGQDASLQKQYTAALHHGSGSHGVWDGNAGGSGSGGGGGTGSGNSSWPMNIVSAFHSSSTSGGNGDGLS
>Zm00001d014198_P001
MVAECQGGGDFLIKLFGKTIPVPEPEPESGDAKDLQQSSSNWTEIVDADDDPKKHSDGDA
ARQREKLREPDKVLPCPRCNSADTKFCYFNNYNAKQPRHFCKRCQRYWTAGGAMRNVPVGAGRRKNKNAAASHSHLLHRTTTTANGAMLSFAPPGPGLACLCLDLAAQFGHLAPVRDAAGTPSRPCTCSEGSTDRDGTSSVVDESAASGDGPVQLHHHPASVNTGWPPYSSPPPAAPYFSPGISIPVYPAAPGYWGCMVPGAWSLPWPVQPQPPSSRSQGQGLSSSSSPPPPTTTTIGTPSVSSSSGAADFDSHALGLGLGKHPRDRDGDDGRKRNGSAHGSGSAKVWAPKTIRIDDVDEVARSSIWSLVGVRGDREQQGAAAQVTSSGQCSSPGACRPPRRPWRQARRSFTPTPSRSRARWRSMRALDFAIST
>Zm00001d002642_P001
MSKNATTLPSCLYSRTKNWPQLQAKHSAPNSFPITDDERWRFWPEQLREIQRKLIFFTLPSLHISLRTTTASKEQRIVGGSKGIGGLAWMQPTGSRSNSGSSSTTETHNPTRAQAAKGLGLVKPMEEMLMAANAGAANPSQSSNPNPPAPAPSLAPGGLLGGGAPAPLAGAGSTERRARPQKEKALNCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSASASASTSGSVTSSSMASTAGAGSKNPKLAHEGAHDLNLAFPHHGGLHAPEFAAFPSLESSNVCNPGGGMTSNGRGGGAGPAVGALSAMELLRSSGCYMPLQMPMPMAMPGDYTAAGFALGEYRTPPPPPSQSVLGFSLDAHGPGSGATAAGYGSSAGLQGVPENAGRLLFPFEDLKPPVGSEGGGGATGGASDGNSSHTQFDHNNKEQGGGGTGAGHDTPGFWSGMIGGSGASW
>Zm00001d013783_P001
MATGDDAVGTRKGGAGTGGAAGGGGTPTTQTQQQQQQTPPPPEQGVSCPRCDSPNTKFCYYNNYSLSQPRHFCKTCRRYWTKGGALRNVPVGGGCRKNKRSRSAAAARLSLNLPLEAAADQQAARLGFLGAAAHPVLSSSSIGGGGPAADYHQPQQQRLATMLLGAPPSSAAAAHADDDDGAARAAAHVGGGAFLQVAPGPSPGMEATGTVPPPVATSSWFMDSSCYDVLPSSPAAHANTAAAAAAVGASDCNVVNSGGGDNATSRNSSNCCGPGSAIPPWGDMSTFAMLP
>Zm00001d024790_P001
MASFVPLLHNACKHDVRHHLNTMPATWSGSTTNNVSATGAMAAATFGSTSNSNAAPSGATDMASYLQQLQDIAAAKSSGGGGAARGEQCPRCASHDTKFCYYNTSQPRHFYRACRRYWTLGGSLRNVPIGGSTRKRPRLGQGGGGLLGSMFALGAAGLLLEGRGAGSSFDFDFDLGLGLPTGPLHLGAGAGAGAGEAAALQMQGLGLRGGGSAAGSSAFLWPAGAGMLVDNDSVDTWKLHRVSDA
>Zm00001d034651_P001
MVFSSVPVYLDPPNWNQHQHQPQHEQLQAHHGQLPSDAGGGGGGGVDVHAHHHQLPPMPPSAPGGALMAPRRDMAAVVAASGGSTSGGGGPTGGGSPIRPGSMTERARLAKIPQPEPGLKCPRCESTNTKFCYFNNYSLSQPRHFCKTCRRYWTRGGTLRNVPVGGGCRRNKRTKSSKSNSSSAASASSAGGTSSSTSSTATGGSGSAASIMPPHQGHGGQPQFLASLHHPLVGGDHYSTGASRLGFPGLSSLDPMDYHQFGAGAGGAIGLEQWRLPQIQQFPFLSSRPDAVQPPMSGIYPFEVEGHGGEGSGFAGHMLGDPKVSGSAGLITQLASVKMEDNPTSAAMASSSPREFLGLPRNLQLWGASGNGGASGNNGGGTGNAAGGGDTIPPGSSWVDLSGFNSSSSGNVL
>Zm00001d051700_P001
MQEFQSIPGLAGRLFGGAAAAGLRRAQGQCGGGGASAAAAVKCPRCESTNTKFCYYNNYNLSQPRHFCKGCRRYWTKGGVLRNVPVGGGCRKAKRSSAPSTPTPTPTSAVGDAKSPRRASASSPRGSISSGSGSASPTPNGFAFSSTADVVAPPPAPIFADQAAALASLFAPPPPLPAFSFVAAQAKEETSSTPAGFAAPYSSVSEDMAPFASLDAAGMFEIGEDASAAAAYWNAGSCWTDVPDPSMMMYLLP
>Zm00001d012280_P001
MLSSHHEAMLPYAPPSLLVDRRYRQQQAGEAAPSCPRCDSPNTKFCYYNNYSLTQPRYFCKGCRRYWTRGGSLRNVPVGGGCRRNRRAKSSVRSAFGGGHRFVQGPVVRPDLVLEGMVSNSNPAHEMPAAADGSTIDLAMLYAKFLDHHPPAPEEGLGSAVTPELAVALAGPERLDEALFDTFSDLSPPAGVLAAPPVQFDPPCGHDDGFDDWSSGGPVSSAGPSSTASTATATTCIPPCADVSVHAAFGEEFNFAKDQSCLLFDSLGLPTDDVGDLSSSSWRSIVPGLSTLEDTEYDLLDSSFPDDALSLHEGMVSGTDHDCWSVVDCQGLEALYMP
>Zm00001d040362_P001
MSDQKDPGIKLFGRVIPWGPETAPGTTEVEDPPQDELQPRAPEVAAAVDEDQHNEKEEKN
ANEMVVMPQEKGKETKVDTPQQEKGNEMEVDAPQKEHDDEMKIDAQQEEKDEQMEAVASPTHGYIEPANLPPSESEHKKGDEGPMDSAEDKAASDAKGQNEKTSNEESGQDRALNKKPDKILPCPRCNSMDTKFCYYNNYNVNQPRHFCKNCQRYWTAGGTMRNVPVGAGRRKSKNASLHYRQLLMAPDCMLGPRVDISKPVLPEGLASSPPAPTQPASRNGTVLKFGHEVPFCESMVSALNIDEQNGNSPGGPTARGENREDNNNPGSGTPPYNGVPETMAPVVGKNGAPVHCNGVAPVPQYYLGTPFMYPWNVGWSNVPVMVPGKSMPEPAPAPESCSTSSAVWMNPPMMPGSRPPPSPAFPYPLVPPGLWGCFSGWPATAWNVPWTRTNVCVSPPPPPPLSPSPSSNSSSCSGNGSPTLGKHSRDTNPLREEKREKSLWVPKTLRIDDPDDAAKSSIWATLGIKPGDPGTFIKPFQSKVESKGQRSDAAQVLQANPAAMSRSQSFQESS
>Zm00001d028625_P001
MANAAVAAHARPNSMAERARLARMPHPEPALKCPRCESTNTKFCYYNNYSLSQPRHFCKTCRRYWTRGGSLRNVPVGGGCRRNKRSSKSSSSSAGSSSSKMSPSGRLLGGPSATPSTTPGTTGAIITPGLSSFSHHLPFLGSMHPSGPNLGLAFSAGLPLVGMQHLDTVDQFPVASGGGTTIGASLEQWRVRQQQQQFPFMTGGILDLSQPPTYQFGLEANRGGSGSAAVAFNSGQTTTTSATTGRQEGSSKKMGDSKGEDMSLQKQYMVPLRHGSGSHGVWDGSAGGTGSNGGGTGNGGSSWPMNMIPGFHSSSTSGCNDSGLS
>Zm00001d039482_P001
MVRSSAATEVGQVPDGRPLPAPVATGGGGGGTGTGGGREPEGLPCPRCESANTKFCYYNNYNLSQPRYFCRACRRYWTRGGALRNVPVGGGTRKATPAGRRKRAGPAPATAAPPAPPPPSALHGSLLRPYGGLSFAAPALASPLAAVDPDRRLLDLGGSFTSLIAPGADVGVHFSAEFLVGGLAPAALPRATASVPALPPPPPQQHQQPTTVSQALPEGLFWSMGWPDLSI
>Zm00001d017788_P001
MMAGAPPMHICLDSDWLKGIVPEEPGMGSSSPSAELIACPRPMHATAAAADRRLRPQHDQPLKCPRCESTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGSLRNVPVGGGCRKNKRASAKKPPAPPMQPPHMSETGLHLSFSGVQQLPPADPLCSLGLLDWKYDPILTGSGGVAGSLDGASSETHFAGTGMLGIPGGSGGGECHALSALRYAAGLGENLQVQGLPFGARAEHDAMEMKPAATDRLLSLDWYSETSRAPESAISSLGALGLWSGMLGGAHQHHGSSAAI
>Zm00001d041549_P001
MVFSSLPIFLDPPNWGQIQMHMQQQQPLQCLLDGGAGSDHHHLMPPPSCLAPLRGGPADTAASAPAGGGSSTSVPTTAGAGAGAGATQPRPVVSMAERARLVRVPLPEPGTLRCPRCDSANTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRGGGAGATAATSSSSTTSTSTTATTTTTSAAMAAAEAIASMQAQLPHLGLPPAAAAAALEASLEGYHHHYLPLQMQPQFLQQAGLHGYHFADDGSGVLADGFPRGVVASGLLAQLAAVKMEEHSSNGGGAVTAHQQEQSYSYWPGSTGGGSGWPAEFLSGFSSSSSGNVL
>Zm00001d030727_P001
MVFSSLPIFLDPPNWGQMQMQQQSPLQCLLGSGGGSDHHHLMPPPSGLAPLPGGPADTAASGPAGGGSSTSASVQAAAGAGAGAQPRPVVSMAERARLARVPLPEPGTLRCPRCDSTNTKFCYFNNYSLSQPRHFCKACRRYWTRGGALRNVPVGGGCRRNTKRSSKKSSRGGGAGATAATSSSSTTSTSTTATTTTTTSAAMAAAEAIAGMQAQLPHLGLPPAAAAAALEASLEGYHHYLPLQMQPQFLQQAGLHGYHFADDGTGVLAADGFPRGVVASGLLAQLAAVKMEEHGSNGGGAIAAHHEQQSYWPGSTGGGGGWPVEFLSGFSSSSSGNVL
>Zm00001d042736_P001
MLPYAPGPPPSLLLDRRSYKQGGEAAPSCPRCDSPNTKFCYYNNYSLSQPRYFCKGCRRYWTKGGSLRNVPVGGGCRKNRRGKSSLRSAADSIASGGGGRDAAFGHRFPGPVRPDLVLEGMVGNHPSNPAGQAAMPGGVPAAADGSTIDLAMLYAKFLNHPPAEEGVGAVTPPESAGQVDEAFGASSDLMSPGALAPVQFDPCQDGFGEWSGVPVSSAGPSSTASTTAATTMLCTDVSVQAAFGELNFAMDQNCFDSLGLPTDDVGNLSSSWCSIVPGLSTLEDAKYDLDSFPDDALSLHDEGMISGTDHDWSVDCQGLETLYMP
>Zm00001d032578_P001
MPSSFLTSSSSSASSHLSYLIPARAAPPPPFAMGQGYGATSGGGVANATSAAAAPPPPRQGASRNAGAGHPPLPRPPPRQCPRCRSANTKFCYYNNYSREQPRYLCKACRRHWTEGGTLRDVPVGGGRKNRRGAKGGAAAKGSASAAAAAPAQQGGNVLGADTFPGDLLRQLVQFQPDAAVGGGGYAIDLSAWHQMVAATAPPPPPPGTGGDVSSLGLGAAGAGAGAEANCVALQYWSEDGMPGLDGAC
>Zm00001d026628_P001
MAPAASILSVTAVAGSKRPAASDAELPLLDLDSSSLHQQQGDKAGRKGQDQDHHQQQQLECPRCRSTNTKFCYYNNYSTAQPRHFCRACRRYWTHGGTLRDVPVGGASRRAGGGGKRRRVSSAETSSSSPPVPASLADACLSDLPSVFPFLSDGSFFPQLDLGAVVLAPPAFSSSWRSVAPDFYDGLAPWGDIAGLDLSWTPPGSASRSPS
>Zm00001d034653_P001
MATLSGTGGGGGGNVDAHAHHHQLPSMPPPARVGALMAPRPNMAAVVAASGGSTSDGSGPTGGGSVIRSGSMTERARLAKIPQPEPGLKCPRCESTNTKFCYFNNYSLSQPRHFCKTCRRYWTRGGALRNIPVGGGCRRNKRTKSSNSSSATSASRASGTSSSTSSTATGGNSAASIKLPHQGHGGQLPFLASLHHPFTDGDHHYNTGASRLGFPGLSSLDPMD
>Zm00001d013200_P001
MDQLKRVNDVNPASLPLLLHPVVSNPSPTSSRSSAQQRSTAAATSSPQGQRAEQTPLRCPRCDSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALRNVPIGGGCRRPRPMPTPVATKPAVSCKAVGGAPSLGLGVGLGMGMGTGAGLDGPWASSQQAAAAQAQLMALLNSARGVQGGGSMHRVLGLDAIAHLPLHVLPDAGGSNASGTVPSLWPPRMDSQLGMGPLGQHDVLSSLGRLKLPPPSSAAAASCYSDQLHAVVSSAAGRGHEYEAAAPGVTPLPCTTALASLPPAASSVSAALASATVGLDLPPVSLPASEMQYWAGPAAMSVAWPDLPTPNGVLPRETNPNLMWSCTDDA
AVYPRDNTS
>Zm00001d006463_P001
MAGAGCATAVQRPAAAGAPAAVARTAVGAGGAVADPRAEALRCPRCDSANTKFCYYNNYSLSQPRHFCKACKRYWTRGGTLRNVPVGGGCRKNKRSSRSGGGGRNGSSSSFSSSSADSTALPLPPPPTTMGSLPSSLGLPGGASLLLGSALPGGAGDHHHLGLFQAAMQSVVSSDATAYDEMQQQQQTQLDHLLGLGYGGGAGAQIQLKPWMQEAAGAGGAPGIMDSFYAPLLSSSLVPGLEELHVKAEAAGAGDHQQKPSSRDQQSASWDWELPTPSSSNVDANVVTASDALMAAAAAASMNPAVSVSSTPSTAPTAPSSFLYWGNSGIGGAAAAWPDLANCGSSIATLF
>Zm00001d013724_P001
MASQAQAARLQPPTMAPFAPLPHNACKHDAVRHHLNTMAATWCGSTNNNVTATGAMAAATSGSTSNSNAAPGGGATDMAAYLQQLQDAAAAKSSGGGGATRGEQCPRCASHDTKFCYYNNYNTSQPRHFCRACRRYWTLGGSLRNVPIGGSTRKRPRLAHPHPQQHARRAPAAHVFGLGLGIGGVAPPPPPPMMLPSSSTSSPPSQGQGGGGLLGSLFALGAAGPLLEGRGAGSSFDFDFDLGLGLPTGPLHLGAGEAAAAQMQGLGLRGGGPAAGSSAFLWPAGAGMLVDNDSVDTWKLPGTSAGSMWPDFSSLAAAAPQTGGLMHGGAHAHLM
>Zm00001d011058_P001
MGGALPDGGGDGGGGQVIGGPAKPMPMAERARLARIPLPEPGLKCPRCDSANTKFCYFNNYSLSQPRHFCRACRRYWTRGGALRNVPVGGGYRRHAKRAKPKQQPAGAGAGTGIAATTAALQQAPASSAAACTATTTATTTPLPGGGSGGGLSMLPPLFRLADFDAMSLGSSGFSGISSMTGKPSSVDAYAHSVSGHAPAPGGGLLEQWRVQQMQSFPFLHAMDQGLLGPPLAMAMAPAPGSGMFQLGLVDTTTSDNGRGGGGEDGWSSTRDQPLHVMQAAAATKKRESYPAPAPRGVYGYGDHHHHHLAAAADGGGYASYSTNAAAGFTAASVDHLG
>Zm00001d032999_P001
MVAECHGGGGAAAGGGDFLIKLFGMTIPVPECGDAKDLQQSKSNRWTEQDQDSHGLETAPAPAHTDTSDPSPQPEVVDAEDPTETQQRPCNGDGDGDAAGQREKLKKPDKVLPCPRCNSMDTKFCYFNNYNVNQPRHFCKNCQRYWTAGGAMRNVPVGAGRRKNKNAAASHFFQRVRATNATVLSFGGHGGAPPAARLDLDLAEQLSHQLAPVRSAGDAGRPCSEGSSSRDGNGSRSSVDEAAANADDGSVQQHPGPASMNSSGATVWPPYSCAPAPAAYFPQGIAIPIYPAAPAYWGCMVPGAWSLPWPVQHPSSSSSPTTTSAPSVVSSSGAADDSSSHALGKRPRDREGDDGRNGGNAKVWAPKSIRIDDVDEVARSSIWSLVGIKGDQTKQQDAADDHAGGHSKQLGTVFEPKRGEATKKAMMTSSPLLHANPVALTRSVAFQEGS
>Zm00001d029512_P001
MDMNSNANNSTAAAASAPINNQQEAVVSSPTRKEQARNPKKARAAPQQAGGSGEPRPRPPPDAAHSCPRCSSTNTKFCYYNNYNLTQPRYFCKTCRRYWTHGGTLRNVPVGGGCRRNKRASSSSSPFPGPSSTAATSAAMEKTVSTRLMLMATSTMAMPSPTAGLFVPDDMSPAFTPTTGGSGFDDLAGMDEQHQQGFLPFSPLSLSDQAPELAPGGGGDTTPSFLDMLTGGYLDGGGYGGMSGGSDAMDMPFSLPEMGPPTTDPMPFQLQWTSSELDNYINDDGGYAAGPAAGVQQQQQQQQQQINGGDHQKQDENKEAGNGKGNDDGGGGSSSVYSFWMNTSGSDGAEG
>Zm00001d033325_P001
MAGQVMEAQACRLQPPTMAPFAPLPHQYNNTCKHLNTTMAATSGNNNSNGSTATAAGGAAADGMAAYLQHLQQAGAEAAAKSGGGGGAARGEQCPRCASRDTKFCYYNNYNTSQPRHFCRACRRYWTLGGSLRNVPVGGSTRKRPRLAHHHQHARLAPPAPHVFGLTPMMPPPLQPSSSTSSSQGQGQGQGQSGGLLGSLFALGAAGAGPPLLEGRGAGSSFDFDLGLGLPTGALHLGAAGQMQGLGLMGGGGASAAGSSSFLWPAAGLLVDNDSVDTWKMPGAAAGSMWPDFSFPAAAAPQTAGLLHGGGHLM
>Zm00001d031278_P001
MQEASSAAAGAEPGRRAAQHQFAGVDLRRPKGYAPPAPAVSEGDPCPRCASRDTKFCYYNNYNTSQPRHFCKGCRRYWTKGGTLRNVPVGGGTRKKPSLSSSSSSSYAAAADADRQPKKKPASKKRRVVAPAPELAAAADPGKTAPTTTTTTTTTSEITTETGALEDSDSLAHLLLQPGTEDAEAVALGLGLSDFPSAGKAVLDDEDSFVWPAASFDMGACWAGAGFADPDPACIFLNLP
>Zm00001d051439_P001
MDAAQWHQGPLGLGKPMEEMLMAGNAANPNPPPAAAPSAPGAQTQRGGGAPPPAAGAAAPRAGATGGAAPAGTERRPRPQKEKALNCPRCNSTNTKFCYYNNYSLQQPRYFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSAASSTSAAMSGTVSVKNPKLVHEGAHHDLNLAFPHHNNGRALQPPEFPSSFPSLESSSVCYPGPAMLGNGAAGRGMGALSAMELLRSTGCYVPLQHVQLGMPAEYAAPAGFTLGEFRIPPPPPPQSQSVLGFSLDTHGTGGYSAGGLQESAVGRMLFPFEDLKPAVTTAGGGASNDGADHRQNDHRKDQAAGDGSSVTGGHETPGFWSNSLIGNGSSNGGGGPW
>Zm00001d051577_P001
MMAGAPPTMHICMDSDWLKGIVVPEEPGMGGSSSSPSAELIACPRPPMHAAAADHRRLRPQHDQPLKCPRCESTHTKFCYYNNYSLSQPRYFCKTCRRYWTKGGSLRNVPVGGGCRKNKRASAKKHPAATPMQPRHVAETGLHLSFSGVQLPPPPSPAAAADPLCSLGLLDWKYDPILAGSGGAAAGSLDGASSEAHFAGAGMLGIPGGGECYALSSLRYAADLGEHLQLQGLPFGLRAEQESMEVKAAATERTLSLDWYSETSRAPESALSSLGALGLWSGMLRGAHQHHGSSAAI


Additional file 2: File S2. Sequences of Dof genes with experimentally supported functions.
>GAI
MKRDHHHHHHQDKKTMMMNEEDDGNGMDELLAVLGYKVRSSEMADVAQKLEQLEVMMSNV
QEDDLSQLATETVHYNPAELYTWLDSMLTDLNPPSSNAEYDLKAIPGDAILNQFAIDSAS
SSNQGGGGDTYTTNKRLKCSNGVVETTTATAESTRHVVLVDSQENGVRLVHALLACAEAV
QKENLTVAEALVKQIGFLAVSQIGAMRKVATYFAEALARRIYRLSPSQSPIDHSLSDTLQ
MHFYETCPYLKFAHFTANQAILEAFQGKKRVHVIDFSMSQGLQWPALMQALALRPGGPPV
FRLTGIGPPAPDNFDYLHEVGCKLAHLAEAIHVEFEYRGFVANTLADLDASMLELRPSEI
ESVAVNSVFELHKLLGRPGAIDKVLGVVNQIKPEIFTVVEQESNHNSPIFLDRFTESLHY
YSTLFDSLEGVPSGQDKVMSEVYLGKQICNVVACDGPDRVERHETLSQWRNRFGSAGFAA
AHIGSNAFKQASMLLALFNGGEGYRVEESDGCLMLGWHTRPLIATSAWKLSTN
>DGA1
MDATKWTQGFQEMINVKPMEQMISSTNNNTPQQQPTFIATNTRPNATASNGGSGGNTNNT
ATMETRKARPQEKVNCPRCNSTNTKFCYYNNYSLTQPRYFCKGCRRYWTEGGSLRNVPVG
GSSRKNKRSSTPLASPSNPKLPDLNPPILFSSQIPNKSNKDLNLLSFPVMQDHHHHALEL
LRSNGVSSRGMNTFLPGQMMDSNSVLYSSLGFPTMPDYKQSNNNLSFSIDHHQGIGHNTI
NSNQRAQDNNDDMNGASRVLFPFSDMKELSSTTQEKSHGNNTYWNGMFSNTGGSSW
>DGA2
MMNVKPMEQIMIPNNNTHQPNTTSNARPNTILTSNGVSTAGATVSGVSNNNNNTAVVAER
KARPQEKLNCPRCNSTNTKFCYYNNYSLTQPRYFCKGCRRYWTEGGSLRNVPVGGSSRKN
KRSSSSSSSNILQTIPSSLPDLNPPILFSNQIHNKSKGSSQDLNLLSFPVMQDQHHHHVH
MSQFLQMPKMEGNGNITHQQQPSSSSSVYGSSSSPVSALELLRTGVNVSSRSGINSSFMP
SGSMMDSNTVLYTSSGFPTMVDYKPSNLSFSTDHQGLGHNSNNRSEALHSDHHQQGRVLF
PFGDQMKELSSSITQEVDHDDNQQQKSHGNNNNNNNSSPNNGYWSGMFSTTGGGSSW
>ZmDof1
MQEASSAAAGAEPGRRAAQHQFAGVDLRRPKGYAPPAPAVSEGDPCPRCASRDTKFCYYN
NYNTSQPRHFCKGCRRYWTKGGTLRNVPVGGGTRKKPSLSSSSSSSYAAAADADRQPKKK
PASKKRRVVAPAPELAAAADPGKTAPTTTTTTTTTSEITTETGALEDSDSLAHLLLQPGT
EDAEAVALGLGLSDFPSAGKAVLDDEDSFVWPAASFDMGACWAGAGFADPDPACIFLNLP

>AtDof5.1
MVFSSFPTYPDHSSNWQQQHQPITTTVGFTGNNINQQFLPHHPLPPQQQQTPPQLHHNNG
NGGVAVPGGPGGLIRPGSMAERARLANIPLPETALKCPRCDSTNTKFCYFNNYSLTQPRH
FCKACRRYWTRGGALRSVPVGGGCRRNKRTKNSSGGGGGSTSSGNSKSQDSATSNDQYHH
RAMANNQMGPPSSSSSLSSLLSSYNAGLIPGHDHNSNNNNILGLGSSLPPLKLMPPLDFT
DNFTLQYGAVSAPSYHIGGGSSGGAAALLNGFDQWRFPATNQLPLGGLDPFDQQHQMEQQ
NPGYGLVTGSGQYRPKNIFHNLISSSSSASSAMVTATASQLASVKMEDSNNQLNLSRQLF
GDEQQLWNIHGAAAASTAAATSSWSEVSNNFSSSSTSNI
>AtDof2.4
MVFSSIQAYLDSSNWQQAPPSNYNHDGTGASANGGHVLRPQLQPQQQPQQQPHPNGSGGG
GGGGGGSIRAGSMVDRARQANVALPEAALKCPRCESTNTKFCYFNNYSLTQPRHFCKTCR
RYWTRGGALRNVPVGGGCRRNRRTKSNSNNNNNSTATSNNTSFSSGNASTISTILSSHYG
GNQESILSQILSPARLMNPTYNHLGDLTSNTKTDNNMSLLNYGGLSQDLRSIHMGASGGS
LMSCVDEWRSASYHQQSSMGGGNLEDSSNPNPSANGFYSFESPRITSASISSALASQFSS
VKVEDNPYKWVNVNGNCSSWNDLSAFGSSR
>CDF1
MLETKDPAIKLFGMKIPFPTVLEVADEEEEKNQNKTLTDQSEKDKTLKKPTKILPCPRCN
SMETKFCYYNNYNVNQPRHFCKACQRYWTSGGTMRSVPIGAGRRKNKNNSPTSHYHHVTI
SETNGPVLSFSLGDDQKVSSNRFGNQKLVARIENNDERSNNNTSNGLNCFPGVSWPYTWN
PAFYPVYPYWSMPVLSSPVSSSPTSTLGKHSRDEDETVKQKQRNGSVLVPKTLRIDDPNE
AAKSSIWTTLGIKNEVMFNGFGSKKEVKLSNKEETETSLVLCANPAALSRSINFHEQM
>AtDof1.1	
MAFPSNWSQPTNSNHQHHLQHQLNENGSIISGHGLVLSHQLPPLQANPNPNHHHVATSAG
LPSRMGGSMAERARQANIPPLAGPLKCPRCDSSNTKFCYYNNYNLTQPRHFCKGCRRYWT
QGGALRNVPVGGGCRRNNKKGKNGNLKSSSSSSKQSSSVNAQSPSSGQLRTNHQFPFSPT
LYNLTQLGGIGLNLAATNGNNQAHQIGSSLMMSDLGFLHGRNTSTPMTGNIHENNNNNNN
ENNLMASVGSLSPFALFDPTTGLYAFQNDGNIGNNVGISGSSTSMVDSRVYQTPPVKMEE
QPNLANLSRPVSGLTSPGNQTNQYFWPGSDFSGPSNDLL
>AtDof3.6
MVFSSLPVNQFDSQNWQQMISILVFFSTSRLFKKLFLVDKNLFSCLLQGLMYNVFLTGLI
FSLQGNQHQLECVTTDQNPNNYLRQLSSPPTSQVAGSSQARVNSMVERARIAKVPLPEAA
LNCPRCDSTNTKFCYFNNYSLTQPRHFCKTCRRYWTRGGSLRNVPVGGGFRRNKRSKSRS
KSTVVVSTDNTTSTSSLTSRPSYSNPSKFHSYGQIPEFNSNLPILPPLQSLGDYNSSNTG
LDFGGTQISNMISGMSSSGGILDAWRIPPSQQAQQFPFLINTTGLVQSSNALYPLLEGGV
SATQTRNVKAEENDQDRGRDGDGVNNLSRNFLGNININSGRNEEYTSWGGNSSWTGFTSN
NSTGHLSF
>AtDof5.4
MQDIHDFSMNGVGGGGGGGGRFFGGGIGGGGGGDRRMRAHQNNILNHHQSLKCPRCNSLN
TKFCYYNNYNLSQPRHFCKNCRRYWTKGGVLRNVPVGGGCRKAKRSKTKQVPSSSSADKP
TTTQDDHHVEEKSSTGSHSSSESSSLTASNSTTVAAVSVTAAAEVASSVIPGFDMPNMKI
YGNGIEWSTLLGQGSSAGGVFSEIGGFPAVSAIETTPFGFGGKFVNQDDHLKLEGETVQQ
QQFGDRTAQVEFQGRSSDPNMGFEPLDWGSGGGDQTLFDLTSTVDHAYWSQSQWTSSDQD
QSGLYLP
>AtDof3.4
MPTSDSGEPRRIAMKPNGVTVPISDQQEQLPCPRCDSSNTKFCYYNNYNFSQPRHFCKAC
RRYWTHGGTLRDVPVGGGTRKSAKRSRTCSNSSSSSVSGVVSNSNGVPLQTTPVLFPQSS
ISNGVTHTVTESDGKGSALSLCGSFTSTLLNHNAAATATHGSGSVIGIGGFGIGLGSGFD
DVSFGLGRAMWPFSTVGTATTTNVGSNGGHHAVPMPATWQFEGLESNAGGGFVSGEYFAW
PDLSITTPGNSLK
>OsDOF18
MQEQQPETGRRPAQQFATVDLRRPKGYAAAPATPQPGSAATAAAAAGPAATAAAAAAGEG
DPCPRCESRDTKFCYYNNYNTSQPRHFCKCCRRYWTKGGTLRNVPVGGGTRKKSSSSSSS
SSSSSAAAAAPAAKRQKTSKKRRVTTPEPLAATTPVLTEAAADSAAKTTTEATSEKKTTT
STTTTTPPAPDTTSEITTELVVPAVEEDSFTDLLQPDSAAVTLGLDFSDYPSITKSLADP
DLHFEWPPPAFDMASYWPAGAGFADPDPTAVFLNLP*
>ZmPBF
MDMISGSTAATSTPHNNQQAVMLSSPIIKEEARDPKQTRAMPQIGGSGERKPRPQLPEAL
KCPRCDSNNTKFCYYNNYSMSQPRYFCKACRRYWTHGGTLRNVPIGGGCRKNKHASRFVL
GSHTSSSSSATYAPLSPSTNASSSNMSINKHMMMVPNMTMPTPTTMGLFPNVLPTLMPTG
GGGGFDFTMDNQHRSLSFTPMSLPSQGPVPMLAAGGSEATPSFLEMLRGGIFHGSSSYNT
SLTMSGGNNGMDKPFSLPSYGAMCTNGLSGSTTNDARQLVGPQQDNKAIMKSSNNNNGVS
LLNLYWNKHNNNNNNNNNNNNNNNNKGQ
>BPBF
MEEVFSSNSKSKAGQMAGEAAAAAEKKSRPKPEQKVECPRCKSGNTKFCYYNNYSMSQPR
YFCKACRRYWTHGGSLRNVPIGGGCRKPKRPGTSDAHKLGMASSSEPTGVVPPSNCTGMN
FANVLPTFMSGGFDIQSSLSLTTFGSSSSSNPTALMSPGGTTSFLDVLRGGAGGLLDGSL
GPNNGYYYGGHANGSSIGMLMTPPTVSFGIPSPMQQHGGLVVGGNGIGGTTSSTFQGSAG
EEGDDGTGSIMGLQWQPHVGNGGGGVVGLGGAHHLGTGNNVTMGNNNNNNNQNNNNGGGA
GDDDDGGSSRDCYWINNGGSNPWQSLLNSTSLM
>WPBF
MEEVFPSNSKSKAGQMAGEAIAGAEKKPRPKPEQKVECPRCKSGNTKFCYYNNYSMSQPR
YFCKACRRYWTHGGSLRNVPIGGGCRKPKRSGTSDAHKLGVASSPEPTTVVPPSTCTGMN
FANVLPTFMSVGFEIPSSLSLTAFGSSSSSNTAAMMSPGGTTSFLDVLRGGARGLLDGSL
SQNNGYYYGGPAIGSGNGMLMTPPAVSFGIPVPMQQHGDLVVGGNGIGAATASIFQGATS
EEGDDGMGGVMGLQWQPQVGNGGGGGGVSGGVHHLGTGNNVTMGNSNIHNNNNNDSGGDD
NNGGSSRDCYWINNGGSNPWQSLLNSSSLM
>NtBBF1
MDTSHWPQGIGLVKAVEPSKPVPTERKPRPQKEQAINCPRCNSTNTKFCYYNNYSLSQPR
YFCKTCRRYWTEGGSLRNVPVGGGSRKNKRSSSSSNNSSSSTSSSYKKIPDLTIPTSSQN
PKIINEPHDLNLAFNPSATSNFSNISEFMALPLMNPNSTTSFMSSIMPQLSDSNNIMYSS
SSTGLPNLHDLKPTLNFSLDGFDNNNGYGSLQGETAGAKLFFPLDDLKNVSTPNDDHEFD
EQNRGQAAESHGFWNGMLGGGSSW
>AOBP
MNPEVLSTDENDKLATRKTEKEQNDAPNSKEKLKKPDKILPCPRCNSMETKFCYYNNYNV
NQPRHFCKACQRYWTEGGTIRNVPVGAGRRKNKNSASHYRHITISEALRAAQIDVPIEVN
HLASKGNGRVLNFSVSPPVCESMVNVSHPAERKVLNGTRNEFEGAKGPCEGGETGDDCSS
ASSVTMSSSMKNGARRFPQEPHMQNINGFPSQIPCLPGVPWPCSWTAPIPPPALCPPGVP
LSFYPATYWSCSASGSWNIPWVTPQPCPPIPGPNSPTLGKHSRDGDELQADNSEMKDPPK
QKNGSVLVPKTLRIDDPNEAAKSSIWETLGIKNDSIKAVDLSNVFQSKGDLKSNVSEVLS
PVLQANPAALSRSLTFHERS
>OsDof3
MASGGALSPVEEKPTVVKTTKAEQHEEEAAVAVKSAAEMMKKSSPCCPRCNSIKTKFCYY
NNYSMAQPRYFCRECRRYWTQGGSLRNVPVGGGCRKSKRSSASSASASAASPPAPAVGAA
PPVVPALSSAISKLLQSEPMAAPCADFPNVLPTFVSTGFELPAAAGDRLSLGSFGAFGNL
SAAVAAPGGGGGSSTTTSFMDMLRGVGGLFDGVGNSHQMGGNGGGGGSYYAPLITGAGNG
MLMPPPPLPPFSGSLMQHGMQGLFANHAMGGGGGGVMNAGEDGSVMAGLGGGQWPPALGG
ADEQQGGGDGGEAVMTKDTGGGASSSASRPDYFYGWNSAAGGVVAGGGIGGNAAAATGAT
PWQGLIDSSSAMM
>StDof1
MVFSSFPVYLDHPNLHQLQQPDGHQQGNTGLENPTLQPPPMQVGASPGSIRPGSMVDRAR
LAKIPLPEAGLKCPRCDSTNTKFCYFNNYNLSQPRHFCKTCRRYWTRGGALRSVPVGGGC
RRNKRSKSNNNNNSSKTAGSNVNTNTIASGTSTSASPSSCSTEIMNGRHHFSHEQPPQLT
PLMAAFQNLNHHYGGFQPPPLVSTHHGNGTGALGHHHEMGFQIGSSTNTNNLPVPPGGGS
DHQWRLPSLAANTNLYPFQHGTDQGIHESSSVNNNNINAHDDQGLNSTKQFLGTMENNTN
QYWGGNAWTGFSGLNSSSSASHLL
>GmDof17-1
MEGMAPNSCARPVLEKKTRPQEQLNCPRCNSTNTKFCYYNNYSLTQPRYFCKTCRRYWTE
GGSLRNVPVGGGSRKNKKVSVTASSSSSPKVPDLNPPINLSSVSAISSQNPKIMHGGQDL
NLAFPAMEKYHHGMPPYVELQNSDTTTTHHHHQTSSSCSAPPASLSALELLRSSMASRGL
NPYAPSSSLMPNSTNSNALYSSGFPMQEVKPSLNFSSADGMGNRSYDHHQIQERGGGRLL
FPFGDVKQLSAAAGADQVEHNKEQQGNSTGYWTGMIGEGTW
>SCAP1
MSSHTNLPSPKPVPKPDHRISGTSQTKKPPSSSVAQDQQNLKCPRCNSPNTKFCYYNNYS
LSQPRHFCKSCRRYWTRGGALRNVPIGGGCRKTKKSIKPNSSMNTLPSSSSSQRFFSSIM
EDSSKFFPPPTTMDFQLAGLSLNKMNDLQLLNNQEVLDLRPMMSSGRENTPVDVGSGLSL
MGFGDFNNNHSPTGFTTAGASDGNLASSIETLSCLNQDLHWRLQQQRMAMLFGNSKEETV
VVERPQPILYRNLEIVNSSSPSSPTKKGDNQTEWYFGNNSDNEGVISNNANTGGGGSEWN
NGIQAWTDLNHYNALP
>SlCDF3
MQDPSSIYSQINPQFPDQQVLKCPRCDSINTKFCYYNNYNLSQPRHFCKNCKRYWTKGGI
LRNIPVGGSSRKNTKRSSSNSCKRSSTMTISSSTSSEQNSKTEHFDTPVVRNSPIVDANG
PFGSLLASNGPEIGNFLNVLNPNGPDSGSDAAAAQSGNSNNNHEFLGEDSNCWNGTNGWA
DLAIYTPGNVQLFQTKLKLPSSDLKLSSLQELHLEESFLDEQLLQYLRTTCNHLQVLSFK
RFLLLNTMKISCDCLERLAIVACDNLDVDAPNLMLFTYHVHYGTTLKLKGSHSLEAHLTL
IPETIESHWYSKLTKSLGFRCFVVYIQITEMHQIRMRDLVVHAYLYLLSVGKHKLERVKF
QNFTSALLEKLKNYIYIFTNADDLEIIEVPPECRL*
>SAD
MTYGGERRGSNPTTVIHKTFLPLPLFRVLETTSSSCSSPSFPRPSFSPPVHSAAGEDFRR
RAREAIGIDPWMDAAQWHQGLGLVKPMEEMIMAGNPNPNPNGNPSPQPAPPSGAEAQRAP
LPGPPAAGAGAAAGTGSTERKAARPQKEKAINCPRCNSTNTKFCYYNNYSLQQPRYFCKT
CRRYWTEGGSLRNVPVGGGSRKNKRSSSSVVSSAAGAVSTSGAASGTVPVGGMPAKNPKL
MHEGAHDLNLAFPHHHGRVLHPSEFAAFPSLESSSVCNPGGAMAANGVGGGRGMGTFSAM
ELLRSTGCYVPLPQVQLGMPPEYAAAGFALGEFRMPLQHQQQHHQQQQQQQQQHHQHQHQ
HQQHQQQQQQQQVQNMLGFSLDTGGGGDGGGYGGGLQGAQESATGRMLFPFEDLKPGANA
AGGGGASGGDQFEHSKEQGGGGGHETLGFWNNSMIGNGSSNDAGGGGGGGSW
>OsDof24
MQEQQPETGRRPAQQFATVDLRRPKGYAAAPATPQPGSAATAAAAAGPAATAAAAAAGEG
DPCPRCESRDTKFCYYNNYNTSQPRHFCKCCRRYWTKGGTLRNVPVGGGTRKKSSSSSSS
SSSSSAAAAAPAAKRQKTSKKRRVTTPEPLAATTPVLTEAAADSAAKTTTEATSEKKTTT
STTTTTPPAPDTTSEITTELVVPAVEEDSFTDLLQPDSAAVTLGLDFSDYPSITKSLADP
DLHFEWPPPAFDMASYWPAGAGFADPDPTAVFLNLP*
>OsDof25
MQEAGRRPAPQFAGVDLRRPKGYPAAAQLTPAAEEAAAGVGDPCPRCESRDTKFCYYNNY
NTSQPRHFCKSCRRYWTKGGSLRNVPVGGGSRKSSTSSSSAAAAAASSSSSPSSPAKSPK
RSKNSKRRRVSPPPPQPVPAPPPPTTADAADVAAPTAPEATTKKAPEDLTAAAATQPAVA
LGLGVADGGGGGKEHLDTSPFEWPSGCDLGPYWPTGVFADTDPSLFLNLP*
>SRF1
MREVKDSEIKLFGKKIALPENGRVVLFDGAGEYAESCENDCVSDRDRCSDDSKLNGSAGK
GGADVDEIDTQKPEDDDKELLSEEFSEEKDQDQDMDELESTKNESESDNNVKTPPADEDS
PSPKTSKTENDQTETNNSQQKTLKKPDKILPCPRCNSMDTKFCYYNNYNVNQPRHFCKSC
QRYWTAGGTMRNVPVGAGRRKNKNSASHCRHITITEALQAARIDAPNGFHHPTYKPNGTV
LSFGPESPLCESMASLLNLADKKVPNGMRNGFYKHEQGNSPNKVGENGDDCSSVSSVTTT
SSAAGGKYPPQEAVMPNINGFPTPVPCLPGVPWPFPWNAAVPLPAICPPGFPMPFCPAPY
WNCAVPGPWSLPWLAPPSPTANQKTSSSSPNSPLGKHSREGELLTPNNPEAKESSEQKRS
GNSVLVPKTLRIDDPDEAAKSSIWSTLGIKYDSISRGGLFKALQPKSDEKNHTATPPSAL
QANPAALSRSLSFQESA
>AtDOF4.2
MNNLNVFTNEDNEMNVMPPPRVCPRCYSDQTRFSYFNNNKKSQPRYKCKNCCRCWTHGGV
LRNIPVTGICDKSNLPKIDQSSVSQMILAEIQQGNHQPFKKFQENISVSVSSSSDVSIVG
NHFDDLSELHGITNSTPIRSFTMDRLDFGEESFQQDLYDVGSNDLIGNPLINQSIGGYVD
NHKDEHKLQFEYES
>COG1
MATQDSQGIKLFGKTITFNANITQTIKKEEQQQQQQPELQATTAVRSPSSDLTAEKRPDK
IIPCPRCKSMETKFCYFNNYNVNQPRHFCKGCQRYWTAGGALRNVPVGAGRRKSKPPGRV
GGFAELLGAATGAVDQVELDALLVEEWRAATASHGGFRHDFPVKRLRCYTDGQSC
>Rdd1
MNNVEEKAASDSKDENEKTANDESGQDKVLKKPDKILPCPRCNSMDTKFCYYNNYNVNQP
RHFCKNCQRYWTAGGTMRNVPVGAGRRKSKSSSLHYRHLLMAPDCMMGSRVEISKSMNPE
AFASAHSTPIQPIGRNETVLKFGPEVPLCESMASVLNIQEQNGTNAAAVPTGENQEDNSC
ISSITSHNVLPENAAQVDKNSTPVYCNGVGPVPQYYLGAPYMYPWNIGWNNVPMMVPGTS
MPESASQSESCSTSSAPWMNMNSPMMPVASRLSAPPFPYPLVPPALWGCLSSWPATAWNI
PWIRTNGGCMSPSSSSNSSCSGNGSPLGKHSRDSSLPLKEDKEEKSLWVPKTLRIDDPDE
AAKSSIWATLGIKPGDPGIFKPFQSKGESKGQAASETRPARALKANPAALSRSQSFQETS
*
>JcDof1
MQENNNSNSGSKDSAIKLFGKKIPLKSDSDPPAISCDELPSWERVEEGEAEKTEKDSSAG
NVKETSQEDDTEESSDQETNENPKTPSISEESAKSKISETEKEQNDPANTTTQEKALKKP
DKILPCPRCNSMDTKFCYYNNYNVNQPRHFCKACQRYWTAGGTMRNVPVGAGRRKNKHSA
SHYRHITISEALQAARIEAPNGTHNPALKTNGRVLSFGLDTPTCDSMASVLNLADQNVLN
GATRNGFHNLEGQKKILGSCKGRENGDDCSSASSVTVSNSVEEGGKICQQEHIMQNVNGF
ASPIQCLPGVPWPYPWNSALPPPVFCPPGYPMSFYPPFGNYGWNIPLLSPQSSSSSTNQK
AQSSPNSPTLGKHSRDGDALKQDDLEKEESPKRKNGCVLVPKTLRIDDPTEAAKSSIWAT
LGIKNETYSSGGLFKSFQSKNNEKNHVNKTSPVLHANPAALSRSINFHESS
>JcDof3
MSEPKDPAIKLFGKTIPLPEISHGGTGTSTASAATSGGGSISMDDDSQDQDRPTCASSSL
EESNTKGGDGEERESDKDAGGETPLESKQENGTPTVTAEESSNPDAGISDNPKTSSVEKD
NSTSQTSKTEEEQSDTSNSQEKTPKKPDKILPCPRCNSMDTKFCYYNNYNVNQPRHFCKN
CQRYWTAGGTMRNVPVGAGRRKNKNSGSHYRHITVSEALQNVGTDIPNGVHHPALKSNGT
VLTFGSDTPLHESMASVLNLAEKTMQNSPRNGFHKPEALRIPVSYGGVGKGDDNSNGPSV
MASNSKDDANKIGSQETMVRNGQSFQPQVPCFPGTPWPYPWNSAQWSSATCLSPVTPPAF
CPPGFPMPFYPTAAYWGCTVPGTWNMPWIPQPSSPNQTATQTATSSGPNSPTLGKHSRDE
NVQKPNNSGEEPGKENNAERCIWIPKTLRIDDPGEAAKSSIWTTLGITNDKVDFVGGRGL
FKAFESKGDEKHRTTEASPLLNANPAALSRSLKFRESL
>PpDof5
MSEPKDPAIKLFGKTIPLPEISHGGTGTSTASAATSGGGSISMDDDSQDQDRPTCASSSL
EESNTKGGDGEERESDKDAGGETPLESKQENGTPTVTAEESSNPDAGISDNPKTSSVEKD
NSTSQTSKTEEEQSDTSNSQEKTPKKPDKILPCPRCNSMDTKFCYYNNYNVNQPRHFCKN
CQRYWTAGGTMRNVPVGAGRRKNKNSGSHYRHITVSEALQNVGTDIPNGVHHPALKSNGT
VLTFGSDTPLHESMASVLNLAEKTMQNSPRNGFHKPEALRIPVSYGGVGKGDDNSNGPSV
MASNSKDDANKIGSQETMVRNGQSFQPQVPCFPGTPWPYPWNSAQWSSATCLSPVTPPAF
CPPGFPMPFYPTAAYWGCTVPGTWNMPWIPQPSSPNQTATQTATSSGPNSPTLGKHSRDE
NVQKPNNSGEEPGKENNAERCIWIPKTLRIDDPGEAAKSSIWTTLGITNDKVDFVGGRGL
FKAFESKGDEKHRTTEASPLLNANPAALSRSLKFRESL
>AtDof4.1
MDHHQYHHHDQYQHQMMTSTNNNSYNTIVTTQPPPTTTTMDSTTATTMIMDDEKKLMTTM
STRPQEPRNCPRCNSSNTKFCYYNNYSLAQPRYLCKSCRRYWTEGGSLRNVPVGGGSRKN
KKLPFPNSSTSSSTKNLPDLNPPFVFTSSASSSNPSKTHQNNNDLSLSFSSPMQDKRAQG
HYGHFSEQVVTGGQNCLFQAPMGMIQFRQEYDHEHPKKNLGFSLDRNEEEIGNHDNFVVN
EEGSKMMYPYGDHEDRQQHHHVRHDDGNKKREGGSSNELWSGIILGGDSGGPTW
>NtBBF3
MGITSLQVCMDSSNWLQDTVHEETELDSSSSPSGDIFTCSRPLIERKLRPQHDQPLKCPR
CDSTHTKFCYYNNYSLTQPRYFCKSCRRYWTKGGTLRNIPVGGGCRKNKKVSSKKLSNEN
ATNYQNPGSSSSSISNFPEMAFSHFTNFMGNNNPSNFMLENPAPIDFMESKYETLVGSSR
NQDFLVNVDQLGMINGYGDINGIAPNFHAGLCSTFGLPMEGNIMNYDGQNAIDVKPNPKV
LSLEWHDQGCSNSGNKESFGYFNGGLGSWTGLMNNGYGSSGTNPLV
>NtBBF2
MDTAQWPQEIVVKPMEEIIPKNTNTITTICSSKPSTHIERKIRPHQKDQALNCPRCNSTN
TKFCYYNNYSLSQPRYFCKTCKRYWTEGGSLRSIPIGGGSRKSKKSSSTNCSSSNTVLRE
FSKNVVAPVLDPPKMEGSQDLNLGFSCDFKTISELIQVPNNSFMPMPISDPNSVYSSLNF
SLDYGLGISGDYENNLQDVQDSTTSGRLLFPFEDLKQISNTSIDCAEENRDGESNGYWNA
VLGGNGGSW
>MaDof23
MCYPWIAAPKFFLWGCGCCQDIGLVKSMEMVASSSSTVTTTTATASSTFSAARPQVTERR
IRPQKEQALHCPRCNSTNTKFCYYNNYSLTQPRYFCKTCRRYWTDGGSLRNVPVGGGSRK
NKRPSLSSAAATTSATSATTSSTAATSSIVSNPKKLPIDLIPPRVSLSASQKFHDGQDLN
LAFPHHGLPEFNGFPGLESSTVNSNSSGTGNCSNPCNAVGALSAMELLRSGMTMRGLSPF
VTMPLPEYPTGFELQEFRAPALNFPMEAIAGGEGREGSSGGYGALQGVQESAGGRLLFPF
EDVKPVVHTSTAAEFENSRGHGGHPPGFWNGMIGGGGSW*
>OsDof15
MIQELLGGTTMDQLKGASALNHASLPVVLQPIVSNPSPTSSSSTSSRSSAQATQQRSSSA
TSSPHGQGQGGGAAEQAPLRCPRCNSSNTKFCYYNNYNLTQPRHFCKTCRRYWTKGGALR
NVPIGGGCRKPRPMPAPVAKPPMSCKAAPPLGLGGGPVSWASGQQAATAHLMALLNSARG
VQGHGGSNVHRLLGLDTMGHLQILPGAPNGAGAGTAASLWPQSAPRPVTPPPPHMDSQLG
MGTLGHHDVLSSLGLKLPSSASSSPAASYYSDQLHAVVSNAGRPQAPYDVATASLPCTTA
VTSLPSALSSVSAAAPTSNTVGMDLPPVSLAAPEMQYWNGPAAMSVPWPDLPTPNGAFP*

>ZmDOF36
MDMNSNANNSTAAAASAPINNQQEAVVSSPTRKEQARNPKKARAAPQQAGGSGEPRPRPP
PDAAHSCPRCSSTNTKFCYYNNYNLTQPRYFCKTCRRYWTHGGTLRNVPVGGGCRRNKRA
SSSSSPFPGPSSTAATSAAMEKTVSTRLMLMATSTMAMPSPTAGLFVPDDMSPAFTPTTG
GSGFDDLAGMDEQHQQGFLPFSPLSLSDQAPELAPGGGGDTTPSFLDMLTGGYLDGGGYG
GMSGGSDAMDMPFSLPEMGPPTTDPMPFQLQWTSSELDNYINDDGGYAAGPAAGVQQQQQ
QQQQQINGGDHQKQDENKEAGNGKGNDDGGGGSSSVYSFWMNTSGSDGAEG
