
AVR1b      1 MRLSFVLSLVVAIGYVVTCNATEYSDETNIAMVESPDLVRRSLRNGDIAGGRFLRAHEEDDAGERTFSVTDLWNKVAAKK 
PsAvh_5    1 MRLQFFLVMAVAT--LATISATRVPDDANLQSVNAP--VQTVTRSR-----RFLRTADTDIVYEPKVHNPGKKQVFIEDK 
 
AVR1b     81 LAKAMLADPSKEQKAYEKWAKKGYSLDKIKNWLAIADPK-QKGKYDRIYNGYTFHLYQS------ 
PsAvh_5   72 LQKA-LTDPKKNKKLYARWYNSGFTVKQVEGGLDQNENRELELTYKNLALGYAKYYQARRSQEAK 
 
PsAvh_5     1 MRLQFFLVMA--VA---TLATISATR-VPDDANLQSVNAP-VQTVTRSRRFLR-TADTDIVYEPKVHNPGKKQVFIEDKL 
PsAvh_24    1 MRLPSILLAASALALLASDSALAAVAGASEGTKVSTMAFPDLDVLAVSHSAKRSLHDIERVDEDDEERWAGAKLFSAAKL 
 
PsAvh_5    73 QKALTDPKKNKKLYARWYNSGFTVKQVEGGLDQ--N-ENRELELTYKNLALGYAKYY----------QARRSQEAK---- 
PsAvh_24   81 EKAMNDSKYAETLMMRWKRHGFDIEDTKLSLEASKLSKDPRLNTVYRNYAAWLDKHFSRVGLKPTTCSTRRRSKTRWETA 
 
PsAvh_24    1 MRLPSILLAASALALLASDSALAAVAGASEGTKVS----TMAFPDLDVLAVSHSAKRSLHDIERVDEDDEERWAGAKLFS 
PsAvh_29    1 MRLPSILLAVSALTVLASDSALAAVAGASEDAKVSTMASTMASPDLDVLAVSHSATRFLRGLESVGEVDEDRLAGDKLFH 
 
PsAvh_24   77 AAKLEKAMNDSKYAETLMMRWKRHGFDIEDTKLSLEASKLSKDPRLNTVYRNYAAWLDKHFSRV-GLKPT---------- 
PsAvh_29   81 AAKLKRAMDDSKYAETLMKRWKRHGYDIEKAKSILDVSRYAKNEKLNAIYLKYAAWLDTHFSRLPGVKPSGGDDLFNKAK 
 
PsAvh_24  146 -TCSTR----RRS-----KTR-WETATTRRRCSGSGRPTITN----------------------------RLIYSRS--- 
PsAvh_29  161 LEVAIKDGNYKRTLFKEWKTHNYESEAVFKQLNALGRKDFDNTLDRLYVDYVIWLNVHFPHPDTLKLANEPLLFKESMLL 
 
PsAvh_29    1 MRLPSILLAVSALTVLASDSALAAVAGASEDAKVSTMASTMASPDLDVLAVSHSATRFLRGLESVGEVDEDRLAGDKLFH 
PsAvh_32    1 MRLFNMNLVVLATVLLASGTAVS----YADQASVLNVDVVHSS--R---VLSGEDKRFLRSHQTTGDEGK---------- 
 
PsAvh_29   81 AAKLKRAMDDSKYAETLMKRWKRHGYDIEKAKSILDVSRYAKNEKLNAIYLKYAAWLDTHFSRLPGVKPSGGDDLFNKAK 
PsAvh_32   62 ------------------------------------ITKHDDEE------------------RVS------GENLFGALK 
 
PsAvh_29  161 LEVAIKDGNYKRTLFKEWKTHNYESEAVFKQLNALGRKDFDNTLDRLYVDYVIWLNVHFPHPDTLKLANEPLLFKESMLL 
PsAvh_32   82 VLKMGRDVNYRDKVFQRWKNYGHTKKSVLEKG------------------------------------------------ 
 
PsAvh_29  241 KARTDVDYAQSLFWAWKKNFSLEKVTENLKLTFANADNKVLRGYTNWLINNFH 
PsAvh_32  114 -------VPDSLVGAYKSYLKLRKNTG-----------KVFGDHRPRHIIEPR 
 
PsAvh_32     1 MRLFNMNLVVLATVLLASGTAVSYADQASVLNVDVVHSSRVLSGEDKRFLRSHQTTGDEGKITKHDDEERVSGENLFGAL 
PsAvh_275    1 MRLTNTLVVAVAAILLASENAFSAATDA-----DQATVSKLAAAEFDTLVDVLTTESKRSLRATVDD-----GEERYKQF 
 
PsAvh_32    81 KVLKMGRDVNYRDKVFQRWKNYGHTKKSVLEKGVPDSLVGAYKSYLKLRKNTGKVFGDHRPRHIIEPR 
PsAvh_275   71 KIEALKKGK--WTDIFNKWKGNELSPAEVQNKLKNKKLSDDLK---------DAIFRNYKDW------ 
 
PsAvh_275    1 MRLTNTLVVAVAAILLASENAFSAATDADQATVSKLAAAEFDTLVDVLTTES-------------KRSLRATVD--DGEE 
PsAvh_189    1 MRLLLWVLLVTLVTFISSASATATVTDSKDITVSQLTDSEIDELSRLLTAETDDDNTKPFLRGDAKKDLTTAGDKTEDEE 
 
PsAvh_275   66 RYKQFKIEALKKG--KWTD-----IFNKWKGNELSPAEVQNKLKN--------KKLSDDLKDAIFRNYKDW------ 
PsAvh_189   81 RGLFSLISSIKNGWAKWKSNALEKAFQHMMKHGETPTTLAKRLEIGGATEPRYERLYEKLVDQLPHDHRYLSSGCDY 
 
PsAvh_189    1 MRLLLWVLLVTLVTFISSASATATVTDSKDITVSQLTDSEIDELSRLLTAETDDDNTKPFLRGDAKKDLTTAG--DKTED 
PsAvh_186    1 MRLLLWVLLATVITILSSADVASSKATPATINS--------DLPVRELTAETN-TNGKRHLRGDEMRSAMDFEDDDDYDD 
 
PsAvh_189   79 EERGLFSLISSIKN---GWA--KWKSNA---------------LEKAFQHMMKHGETP-T----TLAKRLEIGGATEPRY 
PsAvh_186   72 EERGISDVVNRMKASLTGSVATRMKVTLGKMHSTANKKMQKFMIERLFRWVYKRGETPLSVRTKTMGQKNYWSARTERGT 
 
PsAvh_186    1 MR-LLLWVLLATVITILSSADVASSKATPATINSDLPVRELTAETNTNGKRHLRGDEMRSAMDFEDDDDYDDEERGISDV 
IPIO1        1 MRSLLLTVLLNLVVLLATTGAVSSNLNTAVNYASTSKIRFLSTEYNADEKRSLRG-DYNNEVTKEPNTSDEERAFSISKS 
 
PsAvh_186   80 VNRMKASLTGSVATRMKVTLGKMHSTANKKMQKFMIERLFRWVYKRGETPLSVRTKTMGQKNYWSARTERGTREEWQCLG 
IPIO1       80 AEYVKMVLYG-------FKLGFSPRTQSKTVLRY-EDKLFTALYKSGETPRSLRTKHLD----------K---------- 
 
PsAvh_186  160 STSNADSTAACAAEEAKMKHKEVSR- 
IPIO1      132 -----ASASVFFNRFKKWYDKNVGPS 
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