List of amino acid sequences for Hop phylogenetic analysis

HopA family
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>HopA1_Psy_61

MNPIHARFSSVEALRHSNVDIQAIKSEGQLEVNGKRYEIRAAADGSIAVLRPDQQSKADKFFKGAAHLIGGQSQRAQIAQVLNEKAAAVPRLDRMLGRRFDLEKGGSSAVGAAIKAADSRLTSKQTFASFQQWAEKAEALGRYRNRYLHDLQEGHARHNAYECGRVKNITWKRYRLSITRKTLSYAPQIHDDREEEELDLGRYIAEDRNARTGFFRMVPKDQRAPETNSGRLTIGVEPKYGAQLALAMATLMDKHKSVTQGKVVGPAKYGQQTDSAILYINGDLAKAVKLGEKLKKLSGIPPEGFVEHTPLSMQSTGLGLSYAESVEGQPSSHGQARTHVIMDALKGQGPMENRLKMALAERGYDPENPALRARN

>HopA1_Pst_DC3000

MNPIQSRFSSVQELRRSNVDIPALKANGQLEVDGKRYEIRAADDGTISVLRPEQQSKAKSFFKGASQLIGGSSQRAQIAQALNEKVASARTVLHQSAMTGGRLDTLERGESSSATTAIKPTAKQAAQSTFNSFHEWAKQAEAMRNPSRMDIYKIYKQDAPHSHPMSDEQQEEFLHTLKALNGKNGIEVRTQDHDSVRNKKDRNLDKYIAESPDAKRFFYRIIPKHERREDKNQGRLTIGVQPQYATQLTRAMATLIGKESAITHGKVIGPACHGQMTDSAVLYINGDVAKAEKLGEKLKQMSGIPLDAFVEHTPLSMQSLSKGLSYAESILGDTRGHGMSRAEVISDALRMDGMPFLARLKLSLSANGYDPDNPALRNTK

>HopA1_Psy_226

MNPIHARFSSVEALRHSNVDIQAIKSEGQLEVNGKRYEIRAAADGSIAVLRPDQQSKADKFFKGAAHLIGGQSQRAQIAQVLNEKAAAVPRLDRMLGRRFDLEKGGSSAVGAAIKAADSRLTSKQTFASFQQWAEKAEALGRDTEIGIYMIYKRDTPDTTPMNAAEQEHYLETLQALDNKKNLIIRPQIHDDREEEELDLGRYIAEDRNARTGFFRMVPKDQRAPETNSGRLTIGVEPKYGAQLALAMATLMDKHKSVTQGKVVGPAKYGQQTDSAILYINGDLAKAVKLGEKLKKLSGIPPEGFVEHTPLSMQSTGLGLSYAESVEGQPSSHGQARTHVIMDALKGQGPMENRLKMALAERGYDPENPALRARN

>HopA2_Psy_464

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVPRLMRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSSSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDALTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLAKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Psy_BK034

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVPRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSTSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDALTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLAKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Psy_PDDCC3907

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVPRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSTSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDALTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLVKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Paf_B143

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVPRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWVEKAKANGSTSTSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDAAVRLTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLAKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Psy_B-301D

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVPRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSTSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDAAVRLTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLVKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Psy_B6

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVSRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSSSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDAAVRLTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLAKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Psy_B5

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVSRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSSSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDAAVRLTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLAKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Psy_5D4198

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMAMSKFFKKAGLSGSSGSQSDQIAQVLNDKRGSSVPRLIRQGQTHLGRMQFNIEEGQGSSAATSVQNSRLPNGRLVNSSILQWAEKAKANGSTSTSALYQIYAKELPRVELLPRTEHRACLAHMYKLNGKDGISIWPQFLDGVRGLQLKHDTKVFMMNNPKAADEFYKIERSGTQFPDEAVKARLTINVKPQFQKAMVDAAVRLTAERHDIITAKVAGPAKIGTITDAAVFYVSGDFSAAQTLVKELQALLPDDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSRSSLEKKLRNAFKSAGYNPDNPAFRLE

>HopA2_Pmp_5795 (premature stop in sequence indicated by &)

MNPIQTRFSNVEALRHSEVDVQELKAHGQIEVGGKCYDIRAAANNDLTVQRSDKQMTMSKFFKKAGLSGSSGSQSDQIAQVLNEKRGPAGPRLIRQGQTHLGRMPLNIEEGQGSSATTSVQKSGLPNGRLVNSSILQWAEKAKANGNTSSGALYQIYAKELPRV&LLPRAEHRACLAHMYKQNAKDGISIWPQFLDGVRGVQLKHDTKEFMMNNPKAADEFYKIERSGAQFPDEAVKARLTINVKPQFQKAMVDAAVRLTAERHDIITAKVAGPAKIGTLTDAAVFYVGGDFSSAQTLAKELQALLPEDAFINHTPAGMQSMGKGLCYAERTPQDRTSHGMSRASIIESALADTSMLSLEKKLRNAFKSAGYNPDNPAFRLE

