
CAATTATTTCTTAATTCCCAATTCTACCCCCTTCTTTTCCCACAATTCCCCACTTA---------------------------------------------------------------- 56
CAATTATTTCTTAATTCCCAATTCTACCCCCTTCTTTTCCCACAATTCCCCACTTA---------------------------------------------------------------- 56
CAATTATTTCTTAATTCCCAATTCTACCCCCTTCTTTTCCCACAATTCCCCACTTA---------------------------------------------------------------- 56
CAATTATTTCTTAATTCCCAATTCTACCCCCTTCTTTTCCCACAATTCCCCACTTAGAGCATCTCCAACCCACTAGGCATATGATGCTTGTTAGTCAAAATATCTAATGTGACTCACTTT 120

------------------------------------------------------------------------------------------------------------------------ 56
------------------------------------------------------------------------------------------------------------------------ 56
------------------------------------------------------------------------------------------------------------------------ 56
TTTCAACTCCAATGCACTAGGCATATGCTTAGGCATTTTGGCTCAGCTCACATTCACTAGCTACATGTAGCTAGCTTTCAAGGCTAGGCAAAATATATTTAATCATTAAGATTATTTCCC 240

------------------------------------------------------------------------------------------------------------------------ 56
------------------------------------------------------------------------------------------------------------------------ 56
------------------------------------------------------------------------------------------------------------------------ 56
TCCATCTTTGTTGCTGACGTGGCATTCTATAAAGTTAATAGTATTTGGATGAATAGCTAAAATAAAGAGCATAGTTGGGGCAGAAACATGAAATCGTTGACAGACAAAATAAAATGTATA 360

-------------------------------------------------------TAAACAAAACCACCTCTTATCTCCCCTCTCTCACTCTCTCGCTCTCTCTCTATAGAAACCTCCAC 121
-------------------------------------------------------TAAACAAAACCACCTCTTATCTCCCCTCTCTCACTCTCTCGCTCTCTCTCTATAGAAACCTCCAC 121
-------------------------------------------------------TAAACAAAACCACCTCTTATCTCTCCTCTCTCACTCTCTCGCTCTCTCTCTATAGAAACCTCCAC 121
TTTTATAGTAATATTTAGATAGGTAAAATGCCTACTACCATTGGAGATGCTCTTATAAACAAAACCACCTCTTATCTCCTCTCTCTCACTCCCTCGCTCTCTCTCTATAGAAACCTCCAC 480

TCTCCCCCCTCTCTCTCTCTCTCT--------TTCTCTCTCCAATCTCCCTCAATGGCAGAAGAAGATAACCACCACCAACAACCAGCCACCGAGGAAACCACCACCACCACCACCACCC 233
TCTCCCCCCTCTCTCTCTCTCTCT--------TTCTCTCTCCAATCTCCCTCAATGGCAGAAGAAGATAACCACCACCAACAACCAGCCACCGAGGAAACCACCACCACCACCACCACCC 233
TCTCCCCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTCCAACCTCCCTCAATGGCAGAAGAAGATAACCACCACCAACAACCAGCCACCGAGGAAACCACCACCACCACCACCACCC 241
TCTCCCCTCTCTCTCTCTCTCTCT--------TTCTCTCTCCAACCTCCCTCAATGGCAGAAGAAGATAACCACCACCAACAACCAGCCACCGAGGAAACCACCACCACCACCACCACCC 592

ACCACCTCACCCTCCCACAAGGTCTAACCCAGGACGAGTTCGAAGTCCTAACTCAGTCCATCACCGAGTTCCACACCTACCGAGTCAAGTCAGGCCAATGCTCCTCCCTCCTCGCCCGGC 353
ACCACCTCACCCTCCCACAAGGTCTAACCCAGGACGAGTTCGAAGTCCTAACTCAGTCCATCACCGAGTTCCACACCTACCGAGTCAAGTCAGGCCAATGCTCCTCCCTCCTCGCCCGGC 353
ACCACCTCACCCTCCCACAAGGTCTAACCCAGGACGAGTTCGAAGTCCTAACTCAGTCCATCACCGAGTTCCACACCTACCGAGTCAAGTCAGGCCAATGCTCCTCCCTCCTCGCCCGGC 361
ACCACCTCACCCTCCCACAAGGTCTAACCCAGGACGAGTTCGAAGTCCTAACTCAGTCCATCACCGAGTTCCACACCTACCGAGTCAAGTCAGGCCAATGCTCCTCCCTCCTCGCCCGGC 712

GCATCCAAGCCCCAAACGACGTCGTTTGGTCCATCCTCCGACGCTTCGACAAGCCCCAAACATACAAGCATTTCATCAAGAGCTGTACCGTCAAGGAAGGTTTTAACATGACCGTGGGTT 473
GCATCCAAGCCCCAAACGACGTCGTTTGGTCCATCCTCCGACGCTTCGACAAGCCCCAAACATACAAGCATTTCGTCAAGAGCTGTACCGTCAAGGAAGGTTTTAACACGACCGTGGGTT 473
GCATCCAAGCCCCAAACGACGTCGTTTGGTCCATCCTCCGACGCTTCGACAAGCCCCAAACATACAAGCATTTCATCAAGAGCTGTACCGTCAAGGAAGGTTTTAACATGACCGTGGGTT 481
GCATCCAAGCCCCAAACGACGTCGTTTGGTCCATCGTCCGACGCTTCGACAAGCCCCAAACATACAAGCATTTCATCAAGAGCTGTACCGTCAAGGAAGGTTTTAACATGACCGTGGGTT 832

GCACGCGTGACGTCAACGTTATCTCCGGGTTACCGGCTGATACCAGTACGGAGAGGCTTGATTTGCTGGACGATGACCGGCACGTCACAGGGTTCAGTATTACTGGGGGTGAGCATCGGC 593
GCACGCGTGACGTCAACGTTATCTCCGGGTTACCGGCTGATACCAGTACGGAGAGGCTTGATTTGCTGGACGATGACCGGCACGTCACAGGGTTCAGTATTACTGGGGGTGAGCATCGGC 593
GCACGCGTGACGTCAACGTTATCTCCGGGTTACCGGCTGATACCAGTACGGAGAGGCTTGATTTGCTGGACGATGACCGGCACGTCACAGGGTTCAGTATTACTGGGGGTGAGCATCGGC 601
GCACGCGTGACGTCAACGTTATCTCCGGGTTACCGGCTGATACCAGTACGGAGAGGCTTGATTTGCTGGACGATGACCGGCACGTCACAGGGTTCAGTATTACTGGGGGTGAGCATCGGC 952

TGAAGAATTACCGGTCGGTGACGAGCGTGCACGAGTTCGAGCGTGACGGGAGGATCTGGACCGTTGTTTTGGAATCGTACGTTGTGGATGTGCCAGAAGGGAATACGGAAGCGGACACGC 713
TGAAGAATTACCGGTCGGTGACGAGCGTGCACGAGTTCGAGCGTGACGGGAGGATCTGGACCGTTGTTTTGGAATCGTACGTTGTGGATGTGCCAGAAGGGAATACGGAAGCGGACACGC 713
TGAAGAATTACCGGTCGGTGACGAGCGTGCACGAGTTCGAGCGTGACGGAAGGATCTGGACCGTTGTTTTGGAATCGTACGTTGTGGATGTGCCAGAAGGGAATACGGAAGCGGACACGC 721
TGAAGAATTACCGGTCGGTGACGAGCGTGCACGAGTTCGAGCGTGACGGAAGGATCTGGACCGTTGTTTTGGAATCGTACGTTGTGGATGTGCCAGAAGGGAATACGGAAGCGGACACGC 1072

ATCTGTTTGCTGATACGGTGGTGAGGTTGAATCTGCAGAAGCTGGCGTCGGTCGCCGAAGGAACGGCACGTGATACGAACTCCTAAGTACACTGATGATTTTAACAGAATCGAATACAGA 833
ATCTGTTTGCTGATACGGTGGTGAGGTTGAATCTGCAGAAGCTGGCGTCGGTCGCCGAAGGAACGGCACGTGATACGAACTCCTGAGTACACTGATGATTTTAACAGAATCGAATACAGA 833
ATCTGTTTGCTGATACGGTGGTGAGGTTGAATCTGCAGAAGCTGGCGTCGGTCGCCGA-GGAACGGCACGTGATACGAACTCCTAAGTACACTGATGATTTTAACAGAATCGAATACAGA 840
ATCTGTTTGCTGATACGGTGGTGAGGTTGAATCTGCAGAAGCTGGCGTCGGTCGCCGAAGGAACGGCACGTGATACGAACTCCTAAGTACACTGATGATTTTAACAGAATCGAATACAGA 1192
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Reference sequence

Figure S1. Sequence alignment of CSS0047042.1 gene in reference genome, ‘Shuzhazao’ and ‘Yunkang10’.
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