
                  10        20        30        40        50        60        70        80        90        100       110       120       130  
Os_PAM1  MDRLVIPEPTNEVVVRVEPGRPARGELTLRNAMHTMPVAFRLQPAVRSRFAVRPHTGILAPLAAVTVEVVYLASEGPGGGGGAGRGEDAFLLHSVVAPGAAVREPVTALDSVNPEWFSARRKQVFVDSGIRACF 
Zm_PAM1  MDRLVIPEPSNEVVVRVEPGRQARGELTLRNAMHTMPVAFRLQPAVRGRFAVRPHTGILAPLAAVTVDVLYLASEGPSGSG--SRGEDAFLLHSVVAPGAAVKEPVTALDSVNPEWFSARSKQVFVDSGIRASF 
Sb_PAM1  MDRLVIPEPSNEVMIRVEPGRQARGELTLRNAMHTMPVAFRLQPAVRGRFAVRPHTGILAPLAAVTVEVLYLASEGPSGSGGGSRGDDAFLLHSVVAPGAAVKEPVTALDSVNPEWFSARRKQVFVDSGIRASF 
Ph_PAM1  MDRLLSLEPSNVVTIRLEPGQKCSGVLTLRNVMYTMPVAFRLQPLNKIRYSIRPQSGIISPLTTITLEIIYHLPPNTTLPDSFPHCDDSFLLHSVVAPGATAKDTSSTLNMVPSDWFTTKRKQVFIDSAIKIMF 
Sl_PAM1  MDRLLTLEPSNVVTIRLEPGQRCSGALTLRNVMYTMPVAFRLQPVNKTRYAIRPQSGIISPLTTITLEIIYRLPPNTTLPSTFPHSDHSFLLHSVVAPGAAINNKATSLDMVPIDWFTTKKKQVFIDSAIKVMF 
St_PAM1  MDRLLTLEPSNVVTIRLEPGQKCSGELTLRNVMYTMPVAFRLQPVNKTRYTIRPQSGIISPLTTITLEIIYHLPPNTTLPNTFPHSDDSFLLHSVVAPGAAINNKATSLDMVPIDWFTTKKKQVFIDSAIKVMF 
Vv_PAM1  MDRLISLEPSNLVAIRIEPGQKCYGELILRNVMYTMPVAFRLQPMNKMRYTVKPQMAIIAPLATLTVEISYHLPPGSLLPNSFPHCDDSFLLHSCVVPGAAVES-------VPNDWFTTKKKQVFIDSGIRIMF 
Pt_PAM1  MDRLIGLEPSNLVSIRIEPGQKCYGELTLRNVMYTMPVAFRIQALNKTRYTIKPQSGIISPLATLTIEITYHLSPGSLLPETFPHCEDSFLLHSVVVPGAAIKDATSSMDAVPIDWFTTRKKQVFIDSGIKVMF 
Rc_PAM1  MDRLISLDPSNLVAIRIEPGQKCYGELTLRNVMYTMPVAFRIQALNKTRYTIKPQSGIISPLATLTIEITYHLLHTSFLPETFPFCEDTFLLHSVVVPGASIKHPTSNFDVVPQDWFTARKKQVFIDSGIKVMF 
Gm_PAM1  MDRLIKVDPTNTVPIRIEPGQKCHGQITLRNVMYTMPVAFRLQSLIKTRYTLKPQSGIISPLSTVTIEILYNLPGS-TLPHSFPHSEDSFLLHSVVVPGATVKEPSSMFESVPSDWFTAKKKQVFIDSGIKIIF 
Mt_Vpy   MDRLIKLDPSNIVLIRVEEGQKCLGKITLNNVMYTMPVAFRIQPLIKTRYTIKPQSGIISPLASLVIEITYHPPGSNNLPHSFPFSDDSFLLHSVLAPGAAIKEPSSMFDSVPSDWFTTKKKQVFIDSAIKVMF 
Pp_PAM1  MDRLVCLD-VDEVRIPFALGKRVTFKVQIKSLVAITPVAFKVQTTGPKKFGVKPHMGILKPLGHTTFDIVMHPQ--YEVPEDFPVSRDKFMVTTMMIPPEELPQISLA---TLSDWFSTKRYKVFVNVKIRVIY 
 
 
  REPEAT 1   REPEAT 2    REPEAT 3   REPEAT 4 
 
              140       150       160       170        180       190       200        210       220       230        240       250       260                        270 
Os_PAM1  VGAAVAARLVEAGAVEALREVLDRSEPEWRAADAVDE~SGRTLLDLAVGLGRADIVQVLLEYGADADKPSR~-GRTPLETAAASGECLIAELLLANGATPA----~-GSDALHVAAAAGHNDVLKLLLGKPASASPSSASSASFSCSFTSIDAAGR  
Zm_PAM1  VGASVAARLVEAGAVEALREVLDRSEPEWRAADATDE~SGRTLLDLAVGLARADIVQVLLEYGADADKPSR~-GRTPLETAAAAGECLIAELLLANGATPA----~-GSDAIHVAAAAGHNDVLKLLLARPASASPASSSS--FSSSLTSIDAAGR  
Sb_PAM1  VGASVAARLVEAGAVEALREVLDRSEPEWRAADATDE~SGRTLLDLAVSLGRADIVQVLLEYGADADKPSR~-GRTPLETAAASGECLIAELLLANGATPA----~-GSDAIHVAAAAGHNDVLKLLLGKPPSASPASSSSASFSSSFTSIDAAGR  
Ph_PAM1  VGSPVLCYLVRKGYMDEIREVLEKSDTTWKSVDSVNF~EGQTLLHLAISQGRPDLVQLLLEFGPNIEAHSR~SCSSPLEAASATGEALIVELLLAKKASTERTEF~SASGPIHLAAGNGHLEVLKLLLLKGAN-----------------VNSLTK  
Sl_PAM1  IGSPVLCYLVKKGYMDEIREVLEKSDYNCKPVDSVDC~EGKTLLHLAISQSRADLVQLLLEFGPNIEAHSR~SCSSPLETAAALGESLIVELLLAKKAKTERTEY~SASGPIHLAAGNGHLEVLKLLLLNGAN-----------------VNALTK  
St_PAM1  IGSPVLCYLVKKGYMDEIREVLEKSDYNCKPADSVDF~EGQTLLHLAISQSRADLVQLLLEFGPNIEAHSR~SCSSPLEAAAALGESLIVELLLAKKAKTERTEY~SASGPIHLAAGNGHLEVLKLLLLNGAN-----------------VNALTK  
Vv_PAM1  VGSPILAQLVVDGSMDEVREVLERSDSAWNGANSVDS~HGQTLLHLAITQGRADLVQLLLEFEPDVEAQSR~SGSTPLEAAAASGEALIVELLLAHRASTERSQS~STLGPIHLAARGGHMEVLRLLLLKGAD-----------------ADAITK  
Pt_PAM1  VGSPILAQLVMDGLMDEIREVLEHSDPAWNPADAVDF~HGKTLLHLAISQSRADIVQLLLEFEPDVEFQSR~SGYSPLEAAARSGEALIVELLLARRASTERSQS~STWGPIHLAAGGGHLEVLRLLLLKGAN-----------------VNALTK  
Rc_PAM1  VGSPILAQLVADGSMDEIREVLERSDPSWNSADSVDS~NGHTLLHIAIAQGRPDIVQLLLEFKPKVELQSR~SGCSPLEAAAAAGEALIVELLLANRASPERSES~STWGPLHLAASNGHLEVLRLLLLKGAD-----------------VDAVAK  
Gm_PAM1  VGSLILAQLVHNGSIDEIREVLEHSEHTWKAVDSVDQ~NGDTLLHVAISKSRPDIVQLLLEFNADVESKNR~TGETPLESACASGEELIVELLLAHKANTERTES~SSLGAIHLSAREGRREVLRLLLLKGAS-----------------VDSLTK  
Mt_Vpy   VGSQILTQLVEDGSMDDIREVLEKSDPLWESVNSKDS~QGQTLLHLAISKTRPDLVQLLLEFKPDIEAINS~VGSTPLEAASSSGESLIVELLLAHKANTEGSES~SVFRPIHHASREGHMEILRLLLLKGAR-----------------VDSLTK  
Pp_PAM1  VGGEILRLSAAKGSRESIQDVLSRG----TNVNSKDE~QGRTALSIAALRGDPHIVQELLEAGAAVDGPSG~AGLTPLQEAAFAGHSAIVTLLLRAKADKEIPSH~PRWTALHLAASRGRVGVLRILLKAGAN-----------------ENAPDM  
 
 
  REPEAT 5      REPEAT 6      REPEAT 7     REPEAT 8 
 
                  280       290       300        310       320       330        340       350       360        370       380       390 
Os_PAM1  DGKTPLRLAAEAGRRDAVKALLAAGARADARCGA~DGGTALHAAARRGDEVIARLILANGGTAAVRDA~AGKTAFEIAAEECHGGIMDFLGLGEA~ILAAARKGEARAVRRAADGGASVEGRDA  
Zm_PAM1  DGKTPLRLAAEAGRRDAVKALLAAGARADARCGA~DGATALHAAARRGDEAVARLLLSHGGTASVRDV~AGKTAFEIAAEEGHGGILDFLGLGEA~ILAAARKGEVRSVRRAADGGASVEGRDA  
Sb_PAM1  DGKTPLRLAAEAGRRDAVKALLAAGARADARCGT~DGGTALHAAARRGDEAVARLLLSHGGTATVRDV~AGKTAFEIAAEEGHGGILDFLGLGEA~ILAAARKGEVRSVRRAADGGASVEGRDA  
Ph_PAM1  DGSTALHLAVEERRRDCARLLLANGARADICSTG~NGDTPLHIAAGLGDEHMVRVLLQKGAEKYIRNK~YGKTAYDVAAEHGHNKLFDALRLGDS~LCVAARKGEVRTVQRLLENGASINGRDQ  
Sl_PAM1  DGNTALHIAVEEGRRDCVRVLLANGARADARNEG~NCDTPLHIAAALGDEHMVRVLIQKGAEKNIRNK~YGKTAYDVAAEHGHNKLFDALRLGDS~LCVAARKGEVRTIQRLLENGAIINGCDQ  
St_PAM1  DGNTALHIAVEEGRRDCVRVLLANGARADERNEG~NCDTPLHIAAGLGDEHMVRVLIQKGTEKNVRNK~YGKTAYDVAAEHGHNKLFDALRLGDS~LCVAARKGEVRTIQRLLENGASINGRDQ  
Vv_PAM1  DGNTALHLSAMERRRDCSRLLLASGARADVRNK-~NGDTPLHIAAGLGDEHMVKLLLQKGANKDIRNR~SGKTAYDVAAEYGHTRLYDALSLGDN~LCAAARKGEVRTIHKLLENGAAINGRDQ  
Pt_PAM1  DGNTALHLAVEERRRDCARLLLASGAKADIRNNG~DGDTPLHIAAGLGDENMVKLLLHKGANKDIRNK~NGKIAYDIAAEHGHARLFDALKLGDS~LCIAARKGEVRTINRLIENGAAINGRDQ  
Rc_PAM1  GGFTALHMAVEERRRDCARLLLASGAKADIRDAS~EGDTPLHIAARLGDENMVRLLLQKGANKDIRNK~NGKIAYDVAAEYGHSRLFDALKLGDS~LCIAARKGDVRTILKLIENGAAINGRDQ  
Gm_PAM1  DGYTALHLAVREGSRDCARLLLANNARTDIRDSR~DGDTCLHVAAGVGDESMVKLLLNKGANKDVRNF~NGKTAYDVAAEKGHARVFDALRLGDG~LCVAARKGEVRSIQRLIEGGAVVDGRDQ  
Mt_Vpy   DGNTSLHLAVEEKRRDCARLLLANGARTDVRNMR~EGDTPLHIAAANGDENMVKLLLHKGATKYVRNK~LGKTAFDVAAENGHSRLFDALRLGDN~LCAAARKGEVRTIQKVLESGGVINGRDQ  
Pp_PAM1  DFRTPLHAAVTEGHTRAALILLQHGADLDVQSI~~DGRTPLHCAALQGHLSVIELLIDWGAQKEIKDC~EGKTPFELAVESGHTYVLDPLLLGQF~LHKAAREGNIQAVQRCLLQGALVNSCDQ  
 
 
  REPEAT 9      REPEAT 10      REPEAT 11  
 
                 400       410       420        430       440       450        460       470       480       490          500       510         520          530 
Os_PAM1  HGWTPLMRAAFKGRADTVRDLVDRGADMDATDA~EGYTALHCAAEAGRADVVDLLLKSGANAKTTTV~KGRSAAEVAAAAGKSKVVRLLEKAGGVGRKEVA~----EKTSPAAVVGKAGSLDRRRRGRKGSSGAIRFGGGKDGFETAAVAVGWSH 
Zm_PAM1  HGWTPLIRAAFKGRADTVRDLIDRGADIDAADA~DGYTALHCAAEAGRADVVDLLLKNGANVKAMTV~KGRTAADAATASGKSKVVRLLDKATIMGQ DVS~----EKVAPA--VAKGGSMDRKRRARKGSSGAIRFGGGKEGFEAAAVTVGWSH 
Sb_PAM1  HGWTPLMRAAFKGRADTVRDLIDRGTDMDAADA~EGYTALHCAAEAGRADVVDLLLKNGANVKATTV~KGRTAADAAAAAGKSKVVRLLDKASVMVQDVSE~-----KVAPA--VAKGGSMDRKRRARKGSSGAIRFVGGKEGFEAAAVSVGWSH 
Ph_PAM1  HGWTALHRACFKGRIEVVKALIENGIDVNARDE~DGYTALHCAVESGHVDVAELLVKKGADIELRTS~KGITALQIAQSLHYSGLTRVLMQGGATKEVGTM~--ETNIVKSSGKIAVRDLDIGTIKKRS-VNKS-RTR--RSSFDRN-APLAVL  
Sl_PAM1  HGWTALHRASFKGRIEVVKTLIENGIDINAKDE~DGYSALHCAVESGHVDVAELLVKKGADIDSRTN~KGVSPLRIAESLKYSGLTRVIMQGNGVKEQVGA~KLEMNIAKSYGKMTKEVEIIGSVKKRSHVNKSSRVR--RSSIDRT-I       
St_PAM1  HGWTALHRASFKGRIEVVKALIENGIDINAKDE~DGYSALHCAVESGHVDVAELLVKKGADIDSRTS~KGVTPLRIAESLKYSGLTRVIMQGNGAKEQVGA~KLEMNFAKSYGKMAKDVEIIGSVKKRSHVNKSSRVR--RSSIDRT-VPL     
Vv_PAM1  HGWTALHRAAFKGRMEAVKALIEKGVDIDAREE~DGYTGLHCAVESGHVDVIELLVKKGADVEARTN~KGVTALQIAESLNYLGIVRILSNVGATKEGVAQ~--VPAPAPIPFGNGMLGAXEAHDQLGYWPKKKNRSRAVHSSFDRSSTPMAVL  
Pt_PAM1  HGWTALHRAAFKGKTDAVRVLIEKGIDVDAKDE~DGYTALHCAVESGHADVIELLVKKGADVEARTN~KGVTALQIAESLHYVGITRVLIHGGAAKDGVTQ~-LVVPALHSPFRNGMAGKEVETKPM---KKRPLRARTLRGSFDRA-MPLAVV  
Rc_PAM1  HGWTALHRAAFKGNVEVVRTLIDKGIDVDAKDE~DGYTALHCTVESGHVDVIELLVKKGADIEARTN~KGVTALQIAESLHYVGISRVLIRSGAAKDVIMQ~-LAAPVHQLPFGKGAAGTEAE KTV---KKRQPRARPLRGSFDRS-TPLAVL  
Gm_PAM1  HGWTALHRACFKGRVEAVRALLERGIDVEARDE~DGYTALHCAVEAGHADVAEVLVKRGVDVEARTN~KGVTALQIAEALGYGGIARLLG-AAAGHVAEGE~-----------QQSVLGEMKKEKKNK--LGRRRREREIRGSFDRS-MPLPVL  
Mt_Vpy   NGWTSLHRAAFKGRMDAVRFLVEKGIDLDAKDE~DGYTALHCAAESGHADVTEFLVKKGADVEARTN~KGVSALQIVESLNYVGITRILVNGGASREGLGE~KPPSAPSKIPFGRKVESGSVMTMK----KKMSSRTRALRGSFDHS-MPLAVL  
Pp_PAM1  HGFTALHRAAFKGHADVLVVLLDHGAEVNASDR~EGYTALHCAAISGHIDAVDVLLQHGADVNSRCL~KGSTPLHVSSAMNFVDVVCLLLDYSADRALDGR~----TPFDIAVESRNQDLLPVLNLDQEDDDGASELCPPLATISLKGKEILI   


