List of amino acid sequences for Hop phylogenetic analysis
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Updated: 2/1/05

>AvrE1_Pto_PT23

MQSPSIHRNTGSIIQPTVTPDARAATDLQERAEQPRQRSSHSLSSVGKRALKSVGKLFQKSKAPEQKAATPPTAKNVKTPPPASNVATPRNKARESGFSNSSPQNTHSAPKSILRNHPNQASSSGAQTHKYTRKQPPVKTLRVRFDLPQDRLERSPSYLDSDNPMTDEEAVANATRQFRSPDSHLQGSDGTRISMLATDPDQPSSSGSKIGDSDGPIPPREPMLWRSNGGRFELKDEKLVRNSEPQGSIQLDAKGKPDFSSFNTPGLAPLLDSILATPKQTYLAHQSKDGVHGHQLLQANGTFLHLAQDDSSLAVIRSSNEALLIEGKKPPAVKMEREDGNIHIDTASGRKTQELPGKAHIAHITNVLLSHDGERMRVHEDRLYQFDPISTRWKIPEGLEDTAFNSLSTGGNGSVYAKSDDAVVDLSSPFMPHVEVEDLQSFSVAPDNRAALLSGKTTQAILLTDMSPVIGAGRRKKPKALSSTAARRRRRRSV

>AvrE1_Pto_DC3000

MQSPSIHRNTGSIIQPTVTPDARAATDLQERAEQPRQRSSHSLSSVGKRALKSVGKLFQKSKAPQQKAATPPTAKNVKTPPPASNVATPRNKARESGFSNSSPQNTHRAPKWILRNHPNQASSSGAQTHEIHPEAAPRKNLRVRFDLPQDRLERSPSYLDSDNPMTDEEAVANATRQFRSPDSHLQGSDGTRISMLATDPDQPSSSGSKIGDSDGPIPPREPMLWRSNGGRFELKDEKLVRNSEPQGSIQLDAKGKPDFSTFNTPGLAPLLDSILATPKQTYLAHQSKDGVHGHQLLQANGHFLHLAQDDSSLAVIRSSNEALLIEGKKPPAVKMEREDGNIHIDTASGRKTQELPGKAHIAHITNVLLSHDGERMRVHEDRLYQFDPISTRWKIPEGLEDTAFNSLSTGGNGSVYAKSDDAVVDLSSPFMPHVEVEDLQSFSVAPDNRAALLSGKTTQAILLTDMSPVIGGLTPKKTKGLELDGGKAQAAAVGLSGDKLFIADTQGRLYSADRSAFEGDDPKLKLMPEQANFQLEGVPLGGHNRVTGFINGDDGGVHALIKNRQGETHSHALDEQSSKLQSGWNLTNALVLNNNRGLTMPPPPTAADRLNLDRAGLVGLSEGRIQRWDATPECWKDAGIKDIDRLQRGADSNAYVLKGGKLHALKIAAEHPNMAFDRNTALAQTARSTKVEMGKEIEGLDDRVIKAFAMVSNKRFVALDDQNKLTAHSKDHKPVTLDIPGLEGDIKSLSLDEKHNLHALTSTGGLYCLPKEAWQSTKLGDQLRARWTPVALPGGQPVKALFTNDDNVLSAQIEDAEGKGLMQLKAGQWQRFEQRPVEENGLNDVHSRITGSNKTWRIPKTGLTLRMDVNTFGRSGVEKSKKASTSEFIRANIYKNTAETPRWMKNVGDHIQHRYQGRLGLKEVYETESMLFKQLELIHESGGRPPARGQDLKARITALEAKLGPQGATLVKELETLRDELENHSYTALMSIGQSYGKAKNLKQQDGILNQHGELAKPSVRMQFGKKLADLGTKLNFKSSGHDLVKELQDALTQVAPSAENPTKKLLGTLKHQGLKLSHQKADIPLGQRRDASEDHGLSKARLALDLVTLKSLGALLDQVEQLPPQSDIEPLQKKLATLRDVTYGENPVKVVTDMGFTDNKALESGYESVKTFLKSFKKADHAVSVNMRAATGSKDQAELAGKFKSMLKQLEHGDDEVGLQRSYGVNLTTPFIILADKATGLWPTAGATGNRNYILNAERCEGGVTLYLISEGAGNVSGGFGAGKDYWPGFFDANNPARSVDVGNNRTLTPNFRLGVDVTATVAASQRAGVVFNVPDEDIDAFVDDLFEGQLNPLQVLKKAVDHESYEARRFNFDLTAGGTADIRAGINLTEDRDPNADPNSDSFSAVVRGGFAANITVNLMTYTDYSLTQKNDKTELKEGGKNRPRFLNNVTAGGQLRAQIGGSHTAPTGTPASAPGPTPASQTAANNLGGALNFSVENRTVKRIKFRYNVAKPITTEGLSKLSKGLGEAFLDNTTKAKLAELADPLNARYTGKKPDEVIQAQLDGLEELFADIPPPKDNDKQYKALRDLKRAAVEHRASANKHSVMDNARFETSKTNLSGLSSESILTKIMSSVRDASAPGNATRVAEFMRQDPKLRAMLKEMEGSIGTLARVRLEPKDSLVDKIDEGSLNGTMTQSDLSSMLEDRNEMRIKRLVVFHTATQAENFTSPTPLVSYNSGANVSVTKTLGRINFVYGADQDKPIGYTFDGELSRPSASLKEAAGDLKKEGFELKS

>AvrE1_Psy_B728a

MEPVPSPCHTGAEGLFKRVTQSPSSGGKWKGRCTVQAPTVNRNTGNVIAPEATARADNPSNIRQQTEQPTQRSSHSLGSMGKRLLKSVGKVFQKSRAPRQSAARPPSTQPPSSSPPRSSREAGRNTSRDTRLPDNPPPRNDPPPKSILRTRANTSGTTKHEIEQGSTRADTAPRNNRRVTFNLPQDQLTRSASEQLAAEPMTDEEAVASAMRERRNPGGRLQGPDGTRQSMQPVDPNTASSSGTQADDPDGPLARRNTGLESSTGGSSELRSEQLIRDTRPQATIRLSADGKPDFSSFKTPGMAALLNDILAKPGQTYLAQQSEQGVQDHQLLQANGHLLHLAQGDSSLAVIRSSEPTLPVAGGKPPPVNMQREENHIHLDTLDGRRSQELPGKAHIAHLTDVHQTTNGDRLRVHEDRLYQFEPLAARWKPVDEIEDIAFNRLITGGNGSVYAKSDDVVVDLSSPFMPHADFNDLKSFSVAPDDTAALLSGSDVQTVLLTDMSPVIGGLTPKKTKTLELDGGQAQAAEVALSNDRLFIADTQGRLYSTDRSAFESNEPTLRLMPERAGYRLDDQPMGGHNSVSGFISGDDGRVHALIRNRQGEVHSHALDEQGAKLESGWNLTNALVLDNTRGLTVMPAPVGADRLHLDRAGLVGLNAGRIQRWDATPQCWKDAGIKDVDRLQRGADSNAYVLKGGKLLRLDVAPKHPNVAFDHNTALAQIARSTKVAMGKEIAGLENRVVTAFAMVSDKRFVALDDQNRLTAHSKDHKPIDLDTSAIDGDIKDLALDEKHNLYTLSSTGKLYCMPREAWQATRFGGQLAAKWTPLAAPDGQPVKALYSNDDNRLSVQVEDAAGQGLMQLKEGQWQAFEQRPVEKNGLNDVYNRITRAHKTWRIPGTGLTANLDINAFGRSGMEKSNRPTASEAIRANVYKHTLEPPRWMKNVGNNIQHRYHGREGLKELYKKELIAFKQLELVHEAAGAPPTPGNDLKARIARLQLGPEGAELAKELEVFRDELEKHARTALENIGKDYGKLKNLKQNDGVLNQHSALAKPSKRTQLGKKLAELGSILNFKSSGHDFVKELDDALTRIAPSAENPTARTLKLLKDNGVKLSHTKTDIGLGQRRDANEDHGLSKARLALDLVTLNDLGALIGKVELLARSSDLPRLQAELTSLRDVTYGENPVKQVTDMGFTDNAALEGAYDAVKAFSNALKKSDHAVSVNMRAATGSQNQSELADTLKAMLKNLEHGDDEIGVQRSYGLNLTSPWVVLADKSTGPWPNAGATGNRNYLFSAERCEGGVTLYLTREAAGNVNGGVGGGKDYWPGFFDENHPARSVDIGNNRKMTPNFRLGADVTATAAASQRAGVIFNVADDEIDGFVDDLFEGKLNPLQLLNKVKDHETYEARRFNFDITTGFSADMRVGFGLSEADSAPLSAVARLGVAANVTVNLLSYTDYSLTQKNDKTELRDGGKNRPRFFNSLIFGGQARGQISGTHSNSTATPTSAAGPTPATQSAANNLGVAANVTIDDKTVKRVKFRFNVATPMTTESLDKLSKSLGAAFKDKATTARLAELQNPLNALYVDMNPEQAIQARLDGLKALFAERPSQNDTQYKALRDLKRAGVQHEASINNHSVLDNARFETSKTSLSGLSKESILTRIMGSLRDASAPGNAARVAEYMRQDPTLSAMVKQLENSQGTLARIRLEPKDSLIDEIDEGSRRGTLTQTELSGLLENRNNMRIKRLVVFHTPRQTENFTSPTPLISYNSGASLSVNKPLGRINFIYGEDQDKPIGYTFDGELSRPSASLKEAAGELKLSGFEVKS

>AvrE1_Pma_ES4326

MTQVSHCGPPGXDEASSSGTKADDPIEPSSPHGPRLQRNDGGRFEFKDEQLVRKAPPQGTIQLGADGKPDFSTFNTPGMAPLLSDILAKPGQTYLACQSQPDVQGHHLLQSNRHLLHLAQDDSSLAVIRSSTATLAVEANTPPALDMQRVDDHIHIDTPDGRKSLELPGKAHLAHITGVHKNTGFDRLPVREERLRIHEDRLYQFDPTGFRWKAPEHMEEIAFNSLATGGNGSIYAQSDDVVVDLSSPFMPHVEVKELTXFSVAPDNTAALLSGKETQAVLLTDMSPVIGSLTPKKTKALELDHGLAQAVAIGLSAKKLFVADNQGRLYSADRSAFERNEPTLRLMPERTHYTLAGQAMGGHNSVTGFINGDDGRVHALIKNRQGEIHSHALDEQASKLESGWNLTNALVLDNTLGLNMPTAPEPANRLNLDRAGLVGMSGGRIQRWDATPQCWKDAGIKDIDRLQRGADSNAYVLKGGKLLRLTVTPEHPNQAFDHNTALAQTARSTKVEMGKEIEGLEDRVITAFAMVSDTRFVALDDKNLLTVHKKDHPPVPMDFPGLEGDIKELSLDEKHNLYARTSTGGLFCLPKTAWQANKLGALLEGKWTPVATPQGQPVKALFSNDDNRLSAQIEDAPEQGLMQLKDGTWQTFKQRPVEENGLNDVHSRIKRSNKTWRIPGTGLTVRTDVNILGAGGVEKRNRPSAGELWRANVYKPDGKVPRFMKNIGNHIQHSFRGRLGLKEVYESESRLFNRLELIHETGGEPPAGKDLKARIAGLDLGPRGATLVKDLEAFRDELESHSYTALMAIGQSYGSVKNLRQPDGLLNQHGELAKPSTRRELGKKLTELGSVLNFKSSGHDMIKELQDALTQVSPSADNPTGKLLSTLKRSGLKLTHPKIEIPLGQRRDAREDHGLSKARLALDLVTLKELGDLLDKIEERPRQTDITTFQNKLKILRERTYGENPVKQVTDMGFTDNAGLESGYEAVNSFLKSFKKPDHAVSVNMRAATGSKDQTELASKFKSMLKQLEHGDDEIGLQRSYGLNLTSPLNVLSDLGAGPFPSAGATGNRNYILNAERTEGGITLYLISEAAGAVSAGVGAGHDFWPGFFDENHPARSVDIGNDRKMTPNLRLGGDLTGTIAASKRAGVVFNIPDEDIDGFV

>AvrE1_Pph_1448A

MHSSSIHRNTGCIIQPPAPANTNAATDLQQKIEQPKQRSSHSLSSVGKRALKNVSKLFQKSKAPQQKAATPPTVKNVKPSQPTPNAKTAKDKAPVSQLSSNSLDDLDDTRQPVTRAGHSGASTCGTKAQDPDEPATLQSSRQSMMTRSNGGRFELKDEKLVRNSEPQGSIQLDAKGKPDFSTFNTPGLAPLLDSILATPRQTYLAHQSKDGVHGHQLLQANGHLLHLAQDDSSLALIRSSKEALHIEGKKPPAVKLEREDGNIHIDTASGRKTQELPGKAHIAHITGVLLRHDGERMRVHEDRLYQFDPLSARWKAPEGTEDIAFNSLATGGKGSVYAKSDDVVVDLTSPFMPHIEVKDLQSFSVAPDNRAALLSGKETQAILLTDMSPVIGDLTEKKTKALELDGGKAQAAAVGLSDNKLFIADTQGRLYSADRSAFESNDPQLKLMPDQANFQLAGLPLGGHDSVTGFINGDDGRVHALIKNRQGEIHSHALNEQDSKLESGWNLTNALVLSNNRGLTMPPAPTAADRLNLDRAGLVGLSEGRIQRWDATPECWKDAGIKDIDRLQRGADSNAYVLKGGKLHALKVTPEHPNMAFDHNTALAQTARSTTVEMGKEIEGLDDRVITAFAMVSNKRFVALDDQNKLTAHSKDHKPVTLDIPGLEGDIKSLALDEKHNLHALTSTGGLYCLPREAWQSTKLGDQMRARWTPVALPGGQPVKALFANDDNVLSAQIEDAEGQGLMRLSAGKWQAFEQRPVEENGLNDVHSRITGSNKTWRIPKTGLTLRMDINAFGRSGVEKSKKASTREFMRANVYKNTAEVPRWMKNVGNNIQHRHHGRLGLNEVYETESMLFKQLELIHESGGRPPAPGKDLKARIAALESKLGPQGATLVKELETLREELENHSYTALMSIGQSYGKVKNLRQQDGILNQHGELAKPSVRTQFGKKLAELGTKLNFKSSGHDLVKELQDALTQVAPSAENPTKKLLGTLKYQGLKLSHQKADVPLGQRRDASEEHGLSKARLALDLVTLKSLGALLDEVEQLPPQADIDPLQNKLARLRDVTYGENPVKVVTDMGFTDNKALESGYEAVKTFLKSFKKADHAVSVNMRAATGSKDQAELAGKFKSMLKQLEHGDDEIRLQRSYGLNLTTPFIILADNATGLWPTAGTTGNRNYILNAERCEGGVTLYLISEGAGNVSGGFGAGKDYWPGFFDENHPARSVDVGNNRTLTPNFRLGVDVTATVAASQRAGVVFNVPDEDIDAFIDDLFEGKLNPLQVLKKAVDHETYQARRFNFDLTAGGTADLRAGINLTEDRDPDADPNSDSFSAVVRGGFAANITVNLMTYTDNSLTQKNDKTKLREGGKNRPRFLNNATLGGQLRGQIGGTRTAPTGTPASAPGPTLASQSAANNLGVAVNFSVENRTVKRVKFRYNVAKPITTEGLGKLSKSLGEAFKDSTTKAKLAELADPLNARYAGKKPDEVIQAHLDGLEELFADTQWQNDKQYKALRGLKRGAVEHRASVNKHSVMDNARFETSKTNLSGLSSESILTKIMGSVREASAPGNAARVAEFMRQDPKLRAMLKDMEGSIGTLARVRLEPKDSLVDKIDEGSLDGTMTQSDLSALLRDRNQMRIKRLVVFHTATQAENFTSPTPLVSYNSGANMSVTKTLGRINFIYGADQDKPIGYTFDGELSRPSASLKEAASKLKQEGFELKS

>AvrE1_Psy_61

MQALTVNRNTGNVISPEATARADNPSNLRQQTEQPTQRSSHSLGSMGKRLLKSVGKVFQKSRAPRQSAARSPSTQTPSSSAPRSSREAGRNTGRGNHLQDNPAPRSDQPPKSILRTSANRANASGTTTHEIEEGSTRTGTAPRNNRRVTFNLPQDQLTHSASQQLSAEPMTDEEAVASAMRERRNPGSRLQGSDGTRQSMQPVDTNTASSSGTKADDPEEPLAPRNPGLEPGTSGRSALKSEQRVRNAQPQATVRLSADGKPDFSSFKTPGMAALLDDILAKPGQTYLAQQSEQGAQGHQLLQANGHLLHLAQDDSSLAVIRSSEPTLPVAGGKPPPVNMQREENHIHLDTLDGRRSQELPGKAHIAHLTEVHQTTSGDRLRVHEDRLYQFEPLAARWKPVDDIEDIAFNRLITGGNGSVYAKSDDVVVDLSSPFMPHAEFNDLKSFSVAPDDTAALLSGSDVQTVLLTDMSPVIGGLTPKKTKALELDGGQAQAAEVALSNDRLFIADTQGRLYSTDPREF

