 cDNA sequences:
>GhBEH1
[bookmark: OLE_LINK45][bookmark: OLE_LINK46][bookmark: OLE_LINK1]ATGACCGGCGGTGGGTCCTCCGGCCGGCTACCGAGTTGGAAGGAGAGGGAGAACAACAAGAGGAGAGAAAGGAGACGAAGAGCCATCGCCGCCAAGATTTATACCGGACTTCGAGCTCAGGGGAACTACAGACTCCCTAAACACTGTGACAATAACGAGGTCTTGAAAGCGCTTTGTGATGAAGCTGGTTGGGTCGTTGAAGAAGATGGCACCACTTATCGCAAGGGATGCAAGCAATTAAATGATATTGGATTCATATCAACCAATATAAGTTCGTGTTCATCGATCCAACTGAGCCCCGTCCCGTCATACAACCCGAGCCCGACATCTTCCTCGTTCCCGAGCCCAACTCTATCCGAAAACCCGTCATCCTACATTCTCCCTTCCCTACCCCCACTCCGAATTTCCAACAGTGCCCCTGTAACCCCGCCTCTATCCTCCCCGATTTCCAGGGGAACCAAGCGAAAACCAGACTGGGAAATGCTATCTGCAGGGGCATTACAGTCTTTTCGACACCCCCTTTTCGCTGCTTCAGCTCCATCGAGCCCGACTCGTGGCCGGAACTACACTTTCCCGGCAACCATTCCGGAATGTGACGAGTCCGATGGCTCGAATTCAGGCCGGTGGGTCAGCTTTCCGACCACGGGTGCACCAACTTCGCCAACTTTTTACCTTGTGAAACCCGGGAACCCACAAGGGTGTTCACGAAATGGGACAATGGGTGAGTTTAACCATGGTTTACGAAACGGGTCAATGGGTCACGTTAACCCTGGTTCGGAGTTTGAGTTCGAGAGTGGTGGATTGAAGGCGTGGAAAGGGGAGAGAATACATGAGGTTGGAGCAGACGATTTAGAGCTCACACTCAGGAGTGGCTCAACCAAATAG

>GhBEH2
[bookmark: OLE_LINK38][bookmark: OLE_LINK41][bookmark: OLE_LINK2]ATGACCGGCGGCGGTTCCTCCGGCCGGCTTCCGACGTGGAAGGAGAGAGAGAACAACAAGAGAAGAGAGAGGAGAAGAAGAGCCATCGCCGCCAAGATATACGCCGGACTTCGATCTCAGGGGAACTATAAACTCCCTAAACACTGCGACAACAACGAGGTCTTAAAAGCACTTTGCGCCGAAGCCGGTTGGGTCGTTGAAGAAGACGGCACTACTTATCCCAAGGGATGTAAACCGTCTCCAAATGAAATCGCAGGCATGTCAACCAACATAAGTTCTTGTTCATCAATCCAACCGAGCCCAATGTCGTCATCATTTCCAAGCCCGGCCCCATCCTACCATGCCAGCCCAACATCATCATCTTTCCCAAGCCCAGCCCGTCACGAAAACCCGCCTAACCATTCATCTTATATCCTCCCTTACCTCTGCAACTTACCATCTTTACCTCCTCTGCGAATTTCAAATAGTGCCCCTGTGACCCCACCCCTCTCCTCCCCAACTTCTCGTGGAACAAAGCGAAAACCTGACTGGGAAATGCTATCCGCAGGGGCAATACAGTCTTTTCGCCACCCCCTTTTCGCTGCCTCGGCTCCAGCGAGCCCTACTCGCCGCCACCGCATTCCTCCGGCGACGATACCGGAATGCGACGAGTCAGATGCTTCGACTGTGGATTCCGGCAGGTGGGTCAGTTTCCAGACCATGGCTAACCCGGCTGTGCCCACTTCACCCACGTTTAACCTGGTCAAACCTGCGAGTCAACATGGGTTTTTCCAGAACGGGCTAGTGGTGCAAAACGGGGCGGGTTCAGAATTTGAGTTCGAGAGTGGTGCGTTGAAGGCGTGGGAAGGTGAGAGGATACATGAAGTTGGATCCGATGATTTGGAGCTCACGCTTGGGAGCGGGAAAGTTGGTCCTAAATAG

>GhBEH3
ATGATGCCGGAAGGGGGATTATCGCCGGCGACGGCGGAAGGCGGCGGAGGGAGGAGGAAGCCGTCGTGGAGAGAGAAAGAGAACAATCGGAGGAGAGAGAGACGACGGAGAGCCATTGCCGCAAATATATACAATGGATTGAGAGCACAGGGGAATTATGATTTGCCGAAACATTGTGATAACAATGAGGTTTTGAAGGCTCTGTGTAAGGAAGCTGGCTGGGTTGTTCTTCCTGATGGCACCACCTTTCGCAAGGGTTCAAAACCACCACTACCGACCATCGAAATTGGCAACACGTCAACCACCACAACTCCAAGTTCATCGCGAATCCCTTCATATCAATGCAGCCCTTCATCTTCTTCGTTCCCTAGCCCATCAAATCACGATATAAACAATAACAATAATAATATTTCATCAAATAATCCATTCGCGTTCCTGCGTAACGCCATTCCATCATCCCTCCCGCCTCTGCGCATCTCAAACAGTGCCCCCGTGACCCCACCCCTCTCGTCCCCAACCTCAAAATTCCCGAAAAACAACAATAATCTCAACTGGGAATCTTTCACCAAACAATCTATTTCATTTTCATCGTTTAATTTGCCGTTTTTCGCGTCTTCTGCGCCCACAAGCCCCACTAAGTACCAACGGTTCACGCCTGCAACTATACCCGAGTGTGACGAGTCCGATTGCTCCACCATTGATTCATGCCAGTGGGTCAGGTTCAAGAATTATGGACCGTTGATGGTGAACCCTAACTCACCCACGTTTAATCTTGTGAAACCTGTGGCTCAGGTGGGTGCAGCCATGGATGCAAGCTTGGAGAAAGGGAAAGGGGTTGAGTTTGAGTTTGAAAATGGTGGAGTGAAGGCTTGGGAAGGTGAGAGGATTCATGATATGGGTTTGGATGATCTTGAGCTTACTCTTGGAACTAAGATGTAG

>GhBEH4
[bookmark: OLE_LINK49][bookmark: OLE_LINK50]ATGATGTGGGAAGGGGGATCGTCGGCGGCGACGGCGGAGGACGGCGGTGTTAGTGGTGGTGGCGGTGGCGGAGGAGGGCGGAGGAAGCCGTCGTGGAGAGAGAAAGAGAATAATCGGAGGAGAGAGAGACGACGGAGAGCTATTGCCGCGAACATATACAATGGATTGAGGGCACAAGGAAACTACGATTTGCCGAAACACTGTGATAACAATGAGGTGTTGAAGGCTCTCTGTAAAGAAGCTGGTTGGGTTGTTCTTCCTGATGGCACCACTTTTCGTAAGGGATGCAAGCCGCCACCATCCTCCATCCAATTCGGCAGCACATCAACCAACACGACACCGTGTTCTTCCCAAAAACCAAGCCCACCATCTTCATCTTTCCCAAGTCCAATCCCTTCACACCAATGCAGCCCAACATCCTCATCAAATGGCCCATTTAGCCCGTTTGCATTTTATAACTCTATTCCATCATCCCTCCCACCTATCCGTATCTCCTACAGCGCCCCTGTGACCCCACCTCTCTCATCCCCCACTTCAAAGATTCCCAAAACCAACAATCTCAACTGGGCCGACGTGCCATGGTTCGCGTCTTCCGTGCCCACGAGCCCGACCCGGCCCGCTACTATACCGGAGTGTCACGAGCCCGATTGGTCCACAAGTGGTTCACGCCATTGTGGTCCGGTGACGGTGAACCCCGGCTCGCCAACGTTCAACCTGGTGAACCCGATGGCTCGAGTGGCTGGCACAGACGGTGCGGTTATGGAAAAGGGGAAAGGGGTGAAGGCGTGGAAAGGCGAGAGGTTTCATGATGTGGGGCTTGATGATCTTGAGCTTACACTTGGAAGCGGGAATGGTAAAGTGTAG

>GhBEH5
[bookmark: OLE_LINK51][bookmark: OLE_LINK52][bookmark: OLE_LINK3]ATGACGTCCGGGACGAGGATGCCGACATGGAAGGAGAGAGAGAATAACAAGAGGAGAGAGAGGAGGCGGAGAGCGATCGCCGCGAAGATATTCACCGGCCTGAGGATGTACGGGAATTACAAGCTGCCTAAGCATTGCGACAACAACGAAGTCCTGAAAGCCCTCGCCGATGAGGCTGGTTGGACCGTCGAGCCCGACGGCACCACATATCGTAAGGGATGCAAGCCGTTGGAGCGGATCAACATCGGTGGGTCCGCATCAGCTAGCCCATGCTCGTCTTACCAACCGAGCCCATATGCATCCTATAACCCGAGCCCACCCTCTTCTTCAATCGCGAGCCCATCCTCCTCCACTTACGCACCCAACCCGCACCCGGACTCGCTCATTCCATGGCTCAAGAACCTCTCATCCTCTTCATCTTCATCAAACTCATCCAAACTCCCCCACCTTTACATCCACACCGGCTCCATTAGCGCACCGGTGACTCCACCCATGAGCTCACCCACGGCTCGATCCCCTCCACGAATCAAAACCAACACCACCTGGGGCCCACGTGCCCCCCACTTCTCGTATCTTCCCTCTTCGACCCCACCTAGTCCCGGTACTTGCCAGACCCTACCTGGTTCCGAATGGTTCTCTGAGGTTCGACCCGTGTCCCCAACTTTTAGCCTTATGGCGTCGAACCCGTTTGGGTTCAGGGAAGTGGGTCTGGCTCGTGACGGTTCACGAATGTGGACGCCTGGTCAGAGTGGGACATGCTCTCCGGCTATTCCTTCGGGGTTTGATAACAATGCGGATATTCCAATGGCGGAAGTTGTTGCGGATCATGAGTTTGCGTTTGGAAGCAACGCGGGAGGGAGGGTGAAGCCGTGGGAAGGAGAGAGGATCCACGAAGAGTGTGGGTCCGATGAACTCGAGCTTACTCTTGGGAATTCAAAGACCAGATAA

>GhBEH6
[bookmark: OLE_LINK4]ATGTCGGGGGCGAGGACGCCGACGTGGAAGGAGAGGGAAAACAACAAGAGGAGAGAGAGGAGGCGGAGAGCGATCTCGGCGAAGATATTTGCCGGCTTGAGAATGTACGGAAACTACGAGCTGCCTAAGCATTGCGATAACAACGAGGTCCTCAAAGCCCTCGCGAACGAGGCTGGCTGGACCGTCGAGCCGGACGGCACCACCTATCGTAAGGGATGCAAGCCTCCGGACCGGATGCACCTTGGTGGGTCCACGTCAGCGAGCCCTGGTTCGTCTCACCAACGGAGCCCCTTTGCTTCACTTGACCCAAGCCCACCCTCCTCTTCAATCGCGAGCCCATCCTCGTCATCATTCACACTGAACCCGCACACCGACTCGCTCATCCCATGGCTAAAGAACCTCACTTCATCGTCCTTGTCATCGAGCTCGGTCAACCTTCCCCATCTTTTGGTCCAAAACGGCTCCATGAGTGCACCCGTGACCTCCCCAACGGCTCGATCCCCTCCTCGGGTCCCACCCAGGTCCGCTTGGGGTGCACCCCATTCGACCTATGGCTTTCTCCCGTCATCAACCCCTCCTAGTCCGGCCCGTCAAACCCAACCGAACCATGAATGGTTGTTTGGGATGCGGGTCCCACAAAACGGACCCACGTCCCCAACGTTTAGCCTTGTAGCCGCGAACTTGAACCCGAACCCGAACCCGTTTGGATTCAAGGAAGTGGCTCGTGGAGACATTTCAATGGTTGATGTTTCGGATGAGTTTGCGTTTCGGAGGGTGAAGCCGTGGGAAGGAGAGAGGATCCATGAGGAGTTTGGATCGGATGATCTCGAGCTTACTCTTGGGAAACCTAAGACCAGGTCTTTGATAACTGATAATTGA

>GhBEH7
[bookmark: OLE_LINK17][bookmark: OLE_LINK18][bookmark: OLE_LINK5]ATGACGTCGGGGACAAGGTTGCCGACTTGGAAGGAGAGAGAGAACAACAAGCGGAGGGAGAGGCGGCGGCGTGCCATCGCCGCTAAGATATTTGCCGGACTTAGAGTTTACGGGAACTACAAGCTCCCTAAGCACTGCGACAACAACGAGGTTTTGAAAGCCCTTTGTAATGAAGCTGGTTGGATCGTTGAAGAAGATGGCACCACTTATCGTAAGGGATGTAAACCAGCCGCACGTGTCGAGGCCATGGGTGGATCTGCGTCAGCATCAGCCAGTCCATGCTCCTCATACCAACCCAGTCCAAACGCTTCTTACAATTTGAACCCCAGTTCATCTTCCTTCCCAAGCTCCGTTTCATCCCTTTATGCCGGTAACGGCAATCCTGACCCTAATTCGCTCATTCCATGGCTAAAGAATCTCTCATCCGGTTCTTCACCTTCATCCAATTTCCCGCACCATCTTTACATACCCGGTGGCTCCATAAGTGCACCGGTCACACCCCCGTTAAGCTCACCCACGTGTCGAACCCCTAGAATGACCGAAACCGATGACCATCAAGCCACGGGTCCGGCTTGGGCCGGGCCACACTACCCTTTCTTACCTTCTTCGACCCCACAAAGCCCGACCCGTCAAACCCCAGTTGACTCAGGGTGGCTCTCAGGAGTCCAGACCCCCCAAGAAGGGCCATCGTCACCCACGTTTAGTCTCGTTGCTTCAAACCCGTTTGGGTTCAAGGAGGCGTTTTCGGGTGCAGGTTCTCGGATGTGGACCCCGGGTCAAAGTGGGACGTGTTCTCCGGCTATATTTGACCAAACGGCAGATGTTCCGATGGCTGACGCGATTTCGGCTGAGTTTGCTTTTGGGAATAATATGAAAGGGTTAGTGAAACCGTGGGAAGGTGAAAGGATACATGAAGAATGTGTTCCAGACGATCTTGAGCTCACCCTTGGGAACCCTAGCACCAGATAA

Protein sequences:
>GhBEH1
MTGGGSSGRLPSWKERENNKRRERRRRAIAAKIYTGLRAQGNYRLPKHCDNNEVLKALCDEAGWVVEEDGTTYRKGCKQLNDIGFISTNISSCSSIQLSPVPSYNPSPTSSSFPSPTLSENPSSYILPSLPPLRISNSAPVTPPLSSPISRGTKRKPDWEMLSAGALQSFRHPLFAASAPSSPTRGRNYTFPATIPECDESDGSNSGRWVSFPTTGAPTSPTFYLVKPGNPQGCSRNGTMGEFNHGLRNGSMGHVNPGSEFEFESGGLKAWKGERIHEVGADDLELTLRSGSTK*

>GhBEH2
MTGGGSSGRLPTWKERENNKRRERRRRAIAAKIYAGLRSQGNYKLPKHCDNNEVLKALCAEAGWVVEEDGTTYPKGCKPSPNEIAGMSTNISSCSSIQPSPMSSSFPSPAPSYHASPTSSSFPSPARHENPPNHSSYILPYLCNLPSLPPLRISNSAPVTPPLSSPTSRGTKRKPDWEMLSAGAIQSFRHPLFAASAPASPTRRHRIPPATIPECDESDASTVDSGRWVSFQTMANPAVPTSPTFNLVKPASQHGFFQNGLVVQNGAGSEFEFESGALKAWEGERIHEVGSDDLELTLGSGKVGPK*

>GhBEH3
MMPEGGLSPATAEGGGGRRKPSWREKENNRRRERRRRAIAANIYNGLRAQGNYDLPKHCDNNEVLKALCKEAGWVVLPDGTTFRKGSKPPLPTIEIGNTSTTTTPSSSRIPSYQCSPSSSSFPSPSNHDINNNNNNISSNNPFAFLRNAIPSSLPPLRISNSAPVTPPLSSPTSKFPKNNNNLNWESFTKQSISFSSFNLPFFASSAPTSPTKYQRFTPATIPECDESDCSTIDSCQWVRFKNYGPLMVNPNSPTFNLVKPVAQVGAAMDASLEKGKGVEFEFENGGVKAWEGERIHDMGLDDLELTLGTKM*

>GhBEH4
MMWEGGSSAATAEDGGVSGGGGGGGGRRKPSWREKENNRRRERRRRAIAANIYNGLRAQGNYDLPKHCDNNEVLKALCKEAGWVVLPDGTTFRKGCKPPPSSIQFGSTSTNTTPCSSQKPSPPSSSFPSPIPSHQCSPTSSSNGPFSPFAFYNSIPSSLPPIRISYSAPVTPPLSSPTSKIPKTNNLNWADVPWFASSVPTSPTRPATIPECHEPDWSTSGSRHCGPVTVNPGSPTFNLVNPMARVAGTDGAVMEKGKGVKAWKGERFHDVGLDDLELTLGSGNGKV*

>GhBEH5
MTSGTRMPTWKERENNKRRERRRRAIAAKIFTGLRMYGNYKLPKHCDNNEVLKALADEAGWTVEPDGTTYRKGCKPLERINIGGSASASPCSSYQPSPYASYNPSPPSSSIASPSSSTYAPNPHPDSLIPWLKNLSSSSSSSNSSKLPHLYIHTGSISAPVTPPMSSPTARSPPRIKTNTTWGPRAPHFSYLPSSTPPSPGTCQTLPGSEWFSEVRPVSPTFSLMASNPFGFREVGLARDGSRMWTPGQSGTCSPAIPSGFDNNADIPMAEVVADHEFAFGSNAGGRVKPWEGERIHEECGSDELELTLGNSKTR*

>GhBEH6
MSGARTPTWKERENNKRRERRRRAISAKIFAGLRMYGNYELPKHCDNNEVLKALANEAGWTVEPDGTTYRKGCKPPDRMHLGGSTSASPGSSHQRSPFASLDPSPPSSSIASPSSSSFTLNPHTDSLIPWLKNLTSSSLSSSSVNLPHLLVQNGSMSAPVTSPTARSPPRVPPRSAWGAPHSTYGFLPSSTPPSPARQTQPNHEWLFGMRVPQNGPTSPTFSLVAANLNPNPNPFGFKEVARGDISMVDVSDEFAFRRVKPWEGERIHEEFGSDDLELTLGKPKTRSLITDN*

>GhBEH7
MTSGTRLPTWKERENNKRRERRRRAIAAKIFAGLRVYGNYKLPKHCDNNEVLKALCNEAGWIVEEDGTTYRKGCKPAARVEAMGGSASASASPCSSYQPSPNASYNLNPSSSSFPSSVSSLYAGNGNPDPNSLIPWLKNLSSGSSPSSNFPHHLYIPGGSISAPVTPPLSSPTCRTPRMTETDDHQATGPAWAGPHYPFLPSSTPQSPTRQTPVDSGWLSGVQTPQEGPSSPTFSLVASNPFGFKEAFSGAGSRMWTPGQSGTCSPAIFDQTADVPMADAISAEFAFGNNMKGLVKPWEGERIHEECVPDDLELTLGNPSTR*


> GhBEH1P192L
MTGGGSSGRLPSWKERENNKRRERRRRAIAAKIYTGLRAQGNYRLPKHCDNNEVLKALCDEAGWVVEEDGTTYRKGCKQLNDIGFISTNISSCSSIQLSPVPSYNPSPTSSSFPSPTLSENPSSYILPSLPPLRISNSAPVTPPLSSPISRGTKRKPDWEMLSAGALQSFRHPLFAASAPSSPTRGRNYTFLATIPECDESDGSNSGRWVSFPTTGAPTSPTFYLVKPGNPQGCSRNGTMGEFNHGLRNGSMGHVNPGSEFEFESGGLKAWKGERIHEVGADDLELTLRSGSTK*

> GhBEH2P209L
MTGGGSSGRLPTWKERENNKRRERRRRAIAAKIYAGLRSQGNYKLPKHCDNNEVLKALCAEAGWVVEEDGTTYPKGCKPSPNEIAGMSTNISSCSSIQPSPMSSSFPSPAPSYHASPTSSSFPSPARHENPPNHSSYILPYLCNLPSLPPLRISNSAPVTPPLSSPTSRGTKRKPDWEMLSAGAIQSFRHPLFAASAPASPTRRHRIPLATIPECDESDASTVDSGRWVSFQTMANPAVPTSPTFNLVKPASQHGFFQNGLVVQNGAGSEFEFESGALKAWEGERIHEVGSDDLELTLGSGKVGPK*

> GhBEH3P219L
MMPEGGLSPATAEGGGGRRKPSWREKENNRRRERRRRAIAANIYNGLRAQGNYDLPKHCDNNEVLKALCKEAGWVVLPDGTTFRKGSKPPLPTIEIGNTSTTTTPSSSRIPSYQCSPSSSSFPSPSNHDINNNNNNISSNNPFAFLRNAIPSSLPPLRISNSAPVTPPLSSPTSKFPKNNNNLNWESFTKQSISFSSFNLPFFASSAPTSPTKYQRFTLATIPECDESDCSTIDSCQWVRFKNYGPLMVNPNSPTFNLVKPVAQVGAAMDASLEKGKGVEFEFENGGVKAWEGERIHDMGLDDLELTLGTKM*

[bookmark: _GoBack]> GhBEH4P206L
MMWEGGSSAATAEDGGVSGGGGGGGGRRKPSWREKENNRRRERRRRAIAANIYNGLRAQGNYDLPKHCDNNEVLKALCKEAGWVVLPDGTTFRKGCKPPPSSIQFGSTSTNTTPCSSQKPSPPSSSFPSPIPSHQCSPTSSSNGPFSPFAFYNSIPSSLPPIRISYSAPVTPPLSSPTSKIPKTNNLNWADVPWFASSVPTSPTRLATIPECHEPDWSTSGSRHCGPVTVNPGSPTFNLVNPMARVAGTDGAVMEKGKGVKAWKGERFHDVGLDDLELTLGSGNGKV*

