>758
ATGGCTGCCAAGCTGACTCGCCTCCACAGTCTTCGCGAACGCCTTGGTGCCACCTTCTCCTCCCATCC
CAATGAACTGATAGCACTCTTTTCCAGGTATGTTCACCAGGGCAAGGGAATGCTTCAGCGCCATCAGC
TGCTTGCGGAGTTTGATGCCCTGTTTGATAGTGACAAGGAGAAGTATGCACCCTTTGAAGACATTCTTC
GTGCTGCTCAGGAAGCAATTGTGCTCCCCCCATGGGTTGCACTTGCTATCAGGCCAAGGCCTGGTGTC
TGGGATTACATTCGGGTGAATGTAAGTGAGCTGGCTGTGGAGGAGCTGAGTGTTTCTGAGTACTTGGC
ATTCAAGGAACAGCTGGTGGATGGACAATCCAACAGCAACTTTGTGCTTGAGCTTGATTTTGAGCCCT
TCAATGCCTCCTTTCCTCGTCCTTCCATGTCGAAGTCCATCGGAAATGGAGTGCAATTCCTTAACCGAC
ACCTGTCGTCCAAGTTGTTCCAGGACAAGGAGAGTTTGTACCCCTTGCTGAACTTCCTCAAGGCTCAT
AACTACAAGGGCACGACGATGATGTTGAATGACAGAATCCAAAGCCTTCGTGGTCTCCAATCATCCCT
GAGAAAGGCAGAGGAGTATCTACTGAGTGTTCCTCAAGACACTCCCTACTCGGAGTTCAACCATAGGT
TCCAAGAGCTTGGCTTGGAGAAGGGTTGGGGTGACACTGCGAAGCGTGTACTCGACACACTCCACTT
GCTTCTCGACCTTCTGGAGGCCCCTGATCCTGCCAACTTGGAGAAGTTCCTTGGAACTATACCAATGAT
GTTCAACGTTGTTATCCTGTCTCCTCATGGCTACTTCGCCCAGTCCAATGTGCTTGGATACCCTGACACT
GGCGGTCAGGTTGTGTACATTCTGGATCAGGTCCGTGCTTTGGAGAATGAGATGCTTCTGAGGATTAA
GCAGCAAGGCCTTGATATCACTCCGAAGATCCTCATTGTTACCAGGCTGTTGCCTGATGCTGCTGGGAC
TACGTGCGGTCAGCGGCTGGAGAAGGTCATTGGTACTGAGCACACAGACATCATTCGCGTTCCCTTCA
GAAATGAGAATGGCATCCTCCGCAAGTGGATCTCTCGTTTTGATGTCTGGCCATACCTGGAGACATACA
CTGAGGATGTTTCCAGTGAAATAATGAAAGAAATGCAGGCCAAGCCTGACCTTATCATTGGCAACTAC
AGCGATGGCAACCTAGTCGCCACTCTGCTCGCGCACAAGTTGGGAGTCACTCAGTGTACCATCGCTLA
TGCCTTGGAGAAAACCAAATACCCCAACTCGGACATATACTTGGACAAATTCGACAGCCAGTACCACT
TCTCTTGCCAGTTCACAGCTGACCTTATTGCCATGAACCACACTGATTTCATCATCACCAGCACATTCC
AAGAAATCGCGGGAAGCAAGGACACCGTGGGGCAGTACGAGTCCCACATCGCGTTCACTCTTCCTGG
GCTCTACCGTGTCGTCCATGGCATCGATGTTTTCGATCCCAAGTTCAACATTGTCTCTCCTGGAGCAGA
CATGAGTGTTTACTACCCGTATACGGAAACCGACAAGAGACTCACTGCCTTCCATCCTGAAATCGAGG
AGCTCATCTACAGCGACGTCGAGAATTCCGAGCACAAGTTCGTGCTGAAGGACAAGAAGAAGCCGAT
CATCTTCTCGATGGCGCGTCTCGACCGCGTGAAGAACATGACAGGCCTGGTCGAGATGTACGGCAAGA
ACGCGCGCCTGAGGGAGCTGGCGAACCTCGTGATCGTTGCCGGCGACCACGGCAAGGAGTCCAAGG
ACAAGGAGGAGCAGGCGGAGTTCAAGAAGATGTACAGCCTCATCGACGAGTACAAGTTGAAGGGCC
ATATCCGGTGGATCTCGGCGCAGATGAACCGCGTCCGCAACGGGGAGCTGTACCGCTACATTTGCGAT
ACGAAGGGCGCATTCGTGCAGCCTGCGTTCTACGAAGCGTTCGGCCTGACTGTGATCGAGTCCATGAC
GTGCGGTCTGCCAACGATCGCGACCTGCCATGGTGGCCCTGCTGAGATCATCGTGGACGGGGTATCTG
GCCTGCACATTGACCCTTACCACAGCGACAAGGCCGCGGATATCCTGGTCAACTTCTTTGACAAATGC
AAGGCAGATCCGAGCTACTGGGACAAGATCTCACAGGGCGGCCTGCAGAGAATTTATGAGAAGTACA
CCTGGAAGCTCTACTCCGAGAGGCTGATGACCCTGACCGGCGTGTACGGGTTCTGGAAGTACGTGAG
CAACCTGGAGAGGCGCGAGACCCGCCGCTACATCGAGATGTTCTACGCCCTGAAGTACCGTAGCCTGG
CAAGCCAGGTTCCGCTGTCCTTCGATTAG

>shl*
ATGGCTGCCAAGCTGACTCGCCTCCACAGTCTTCGCGAACGCCTTGGTGCCACCTTCTCCTCCCATCC
CAATGAACTGATAGCACTCTTTTCCAGGTATGTTCACCAGGGCAAGGGAATGCTTCAGCGCCATCAGC
TGCTTGCGGAGTTTGATGCCCTGTTTGATAGTGACAAGGAGAAGTATGCACCCTTTGAAGACATTCTTC
GTGCTGCTCAGGAAGCAATTGTGCTCCCCCCATGGGTTGCACTTGCTATCAGGCCAAGGCCTGGTGTC
TGGGATTACATTCGGGTGAATGTAAGTGAGCTGGCTGTGGAGGAGCTGAGTGTTTCTGAGTACTTGGC
ATTCAAGGAACAGCTGGTGGATGGACAATCCAACAGCAACTTTGTGCTTGAGCTTGATTTTGAGCCCT



TCAATGCCTCCTTTCCTCGTCCTTCCATGTCGAAGTCCATCGGAAATGGAGTGCAATTCCTTAACCGAC
ACCTGTCGTCCAAGTTGTTCCAGGACAAGGAGAGTTTGTACCCCTTGCTGAACTTCCTCAAGGCTCAT
AACTACAAGGGCACGACGATGATGTTGAATGACAGAATCCAAAGCCTTCGTGGTCTCCAATCATCCCT
GAGAAAGGCAGAGGAGTATCTACTGAGTGTTCCTCAAGACACTCCCTACTCGGAGTTCAACCATAGGT
TCCAAGAGCTTGGCTTGGAGAAGGGTTGGGGTGACACTGCGAAGCGTGTACTCGACACACTCCACTT
GCTTCTCGACCTTCTGGAGGCCCCTGATCCTGCCAACTTGGAGAAGTTCCTTGGAACTATACCAATGAT
GTTCAACGTTGTTATCCTGTCTCCTCATGGCTACTTCGCCCAGTCCAATGTGCTTGGATACCCTGACACT
GGCGGTCAGGTTGTGTACATTCTGGATCAGGTCCGTGCTTTGGAGAATGAGATGCTTCTGAGGATTAA
GCAGCAAGGCCTTGATATCACTCCGAAGATCCTCATTGTTACCAGGCTGTTGCCTGATGCTGCTGGGAC
TACGTGCGGTCAGCGGCTGGAGAAGGTCATTGGTACTGAGCACACAGACATCATTCGCGTTCCCTTCA
GAAATGAGAATGGCATCCTCCGCAAGTGGATCTCTCGTTTTGATGTCTGGCCATACCTGGAGACATACA
CTGAGGATGTTTCCAGTGAAATAATGAAAGAAATGCAGGCCAAGCCTGACCTTATCATTGGCAACTAC
AGCGATGGCAACCTAGTCGCCACTCTGCTCGCGCACAAGTTGGGAGTCACTCAGTGTACCATCGCTIA
TGCCTTGGAGAAAACCAAATACCCCAACTCGGACATATACTTGGACAAATTCGACAGCCAGTACCACT
TCTCTTGCCAGTTCACAGCTGACCTTATTGCCATGAACCACACTGATTTCATCATCACCAGCACATTCC
AAGAAATCGCGGGAAGCAAGGACACCGTGGGGCAGTACGAGTCCCACATCGCGTTCACTCTTCCTGG
GCTCTACCGTGTCGTCCATGGCATCGATGTTTTCGATCCCAAGTTCAACATTGTCTCTCCTGGAGCAGA
CATGAGTGTTTACTACCCGTATACGGAAACCGACAAGAGACTCACTGCCTTCCATCCTGAAATCGAGG
AGCTCATCTACAGCGACGTCGAGAATTCCGAGCACAAGTTCGTGCTGAAGGACAAGAAGAAGCCGAT
CATCTTCTCGATGGCGCGTCTCGACCGCGTGAAGAACATGACAGGCCTGGTCGAGATGTACGGCAAGA
ACGCGCGCCTGAGGGAGCTGGCGAACCTCGTGATCGTTGCCGGCGACCACGGCAAGGAGTCCAAGG
ACAAGGAGGAGCAGGCGGAGTTCAAGAAGATGTACAGCCTCATCGACGAGTACAAGTTGAAGGGCC
ATATCCGGTGGATCTCGGCGCAGATGAACCGCGTCCGCAACGGGGAGCTGTACCGCTACATTTGCGAT
ACGAAGGGCGCATTCGTGCAGCCTGCGTTCTACGAAGCGTTCGGCCTGACTGTGATCGAGTCCATGAC
GTGCGGTCTGCCAACGATCGCGACCTGCCATGGTGGCCCTGCTGAGATCATCGTGGACGGGGTATCTG
GCCTGCACATTGACCCTTACCACAGCGACAAGGCCGCGGATATCCTGGTCAACTTCTTTGACAAATGC
AAGGCAGATCCGAGCTACTGGGACAAGATCTCACAGGGCGGCCTGCAGAGAATTTATGAGAAGTACA
CCTGGAAGCTCTACTCCGAGAGGCTGATGACCCTGACCGGCGTGTACGGGTTCTGGAAGTACGTGAG
CAACCTGGAGAGGCGCGAGACCCGCCGCTACATCGAGATGTTCTACGCCCTGAAGTACCGTAGCCTGG
CAAGCCAGGTTCCGCTGTCCTTCGATTAG

Fig S1. The sequencing data of GRMZM2G089713 in Z58 and sh1*. The mutation site

in the sh1* is shown in green.



