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                         1                                                                                                100 
ESP4 (At5g01400)     (1) -------------MASYSRARLKDLANSAKSATELPPKLQRLRYMRRDLQKDDSVFPTELLPHLFDLLSDQFGAVRKFVAEILGEIGLKYVELIPEIVPL 
       Os7g49320     (1) ---------------------MAVAAAQDLPPTFHPNPSPLPSSMEPRLRQLRRVPLLDFVARIADLHADQASPVRKLVAEMIGEVGSKHMAYLPNVMPC 
       Os1g49940     (1) -----------------------------------------MEFEADGARWPEPRGDAAGAPPLERGDAPSPRFDSSRALRLLRELGSNVTEDLVVLMPN 
       At1g27595     (1) ---------------------------------------------------------------------------------------------------- 
       At1g27590     (1) ---------MAAPAAATARAQALSLLAAANNHGDLAVKLSSLRQVKEILLSLEPSLSAEIFPYLAELHLSREILVRKSLIEIIEEVGLRMLDHSYVLVSV 
         Pta1_Sp     (1) ------------------------------MEVSETDEHLTRLNQARDIVKTDQSLFPEIVRNILSVANYSDIRYKKWMANFLWFGFSSKNVKFEQKLDL 
         Pta1_Sc     (1) ---------MSSAEMEQLLQAKTLAMHNNPTEMLPKVLETTASMYHNGNLSKLKLPLAKFFTQLVLDVVSMDSPIANTERPFIAAQYLPLLLAMAQSTAD 
          SPK_Hs     (1) ---------------------------------------------------------------------------------------------------- 
          SPK_Dm     (1) MDSIIGRSQFVSETANLFTDEKTATARAKVVDWCNELVIASPSTKCELLAKVQETVLGSCAELAEEFLESVLSLAHDSNMEVRKQVVAFVEQVCKVKVEL 
          SPK_Ce     (1) --MDYIQGLNEENETASERIGEALKEARDAETIEKKLLSLSTAMHLLIDPSLSISILDNFLTEMLEFAELNDSRILCLLVDFLLKASAKDFTLCNKTVER 
                                                                                                              esp4-7, V85M  - 
                         101                                                                                              200 
ESP4 (At5g01400)    (88) LIKSLEDETPAVARQVIACGADLFRST--LERVAVQGLHSS-ELNDLLESSWTWLIKFKDEICSVAFKQG---NSGVKLCAMKFVEALILLYTPH----- 
       Os7g49320    (80) LLHLLNDDTPAVARQAIKTGTTLFAKV--LRQLVIQGLFSSGGIDDSLKLSWEALLKLKSAVSHMAFQPMS--NEGARLLAIKFVEKTVLLYTPD----- 
       Os1g49940    (60) LLSFLKHDDPVVVNQSIASGTNLFAAV--LEEMTLQINKCG-RVDAWLEEMWAWTKQFKDAVHNLIHESV---PVATKLFAVKFIETWILCFAPQ----- 
       At1g27595     (1) ---------------------------------------------------------------------------------------------------- 
       At1g27590    (92) LLVLSRDEDPTVAKKSISVGTTFFCTI--LEEMAMQFHHRG-KVDRWCGELWTWMVKFKDTVFATALEPG---CVGVKVLALKFMETFILLFTPD----- 
         Pta1_Sp    (71) AVTCLDTIVSLYAVDNEEVKKDVISCSCTIYPLVFLHCCTS----PNDSSTWDTLTKLKNEIINDFDKGN----KPLLISCIKFISCVILTQVPG----- 
         Pta1_Sc    (92) VLVYKNIVLIMCASYPLVLDLVAKTSN---QEMFDQLCMLKKFVLSHWRTAYPLRATVDDETDVEQWLAQIDQNIGVKLATIKFISEVVLSQTK------ 
          SPK_Hs     (1) ------------------------MTQ--LYKVALQWMVKSRVISELQEACWDMVSAMAGDIILLLDSDN----DGIRTHAIKFVEGLIVTLSPR----- 
          SPK_Dm   (101) LPHVINVVSMLLRDNSAQVIKRVIQACGSIYKNGLQYLCSLMEPGDSAEQAWNILSLIKAQILDMIDNEN----DGIRTNAIKFLEGVVVLQSFA----- 
          SPK_Ce    (99) YSFYLIPNKSIKRYESVIKRVVVASTN--LYPIVLEFAIMDKN--DNAESCWDAFNLLKNRICMLVSDDH----EGVRTVTVKFLEALILCQSPKPRELA 
                                                                              - esp4-3, W138stop 
                                                      --------------------- Used for Amino-terminal phylogenetic tree           ------- 
                         201                                                                                              300 
ESP4 (At5g01400)   (177) -EGIEAD----------FNISILRGGHPVLKIGDLSIEASQKLGLLLDQLRHPAAKSLNSSTIIVLIN-------------------------------- 
       Os7g49320   (171) -LDTPPDPPIEVTEDMGFNVAWLRGGHPLLNVGDLAMEASQNLGLLLEQLKPPKVKSLSTSMIIVFVTSLSAIAQ------------------------- 
       Os1g49940   (149) -SKSDRMQPTEGRNRRLFDSSRLSQFHPSLNPAVLEADANRALILLVDILQSACAHQGSFLVGTINSLAAIA---------------------------- 
       At1g27595     (1) --------------------------------------------------------------------MCSDSLGHACRSIPEPFAILNISCLSTGFLSD 
       At1g27590   (181) -ASDPEKASSEG-SRHMFNISWLAGGHPILNPATLMSEANRTFGILVDFIQSANRLPGALTISVISWYVSESIPLCLCRYFSLYSS-------------- 
         Pta1_Sp   (158) -IRDPRLVTKS-----DVSLSKVPTHHPFINSNILRIEANDLIEKIFSILFSDSLNVLYITSVLNILPV------------------------------- 
         Pta1_Sc   (183) -SPSGNE----------INSSTIPDNHPVLNKPALESEAKRLLDMLLNYLIEEQYMVSSVFIGIINSLSFVIKRR------------------------- 
          SPK_Hs    (66) -MADSEIPRRQ---EHDISLDRIPRDHPYIQYNVLWEEGKAALEQLLKFMVHPAISSINLTTALGSLAN------------------------------- 
          SPK_Dm   (192) -DEDSLKRDG------DFSLADVPDHCTLFRREKLQEEGNNILDILLQFHGTTHISSVNLIACTSSLCT------------------------------- 
          SPK_Ce   (191) TGSNISWAREANTRFNRISLSDVPRSHRFLSYHKTQLEAEENFSALLKQTTVAEATSQNLITVIESLCMITR---------------------------- 
                           - esp4-1, G178R 
                         -   ---------------------------------------------- 
                         301                                                                                              400 
ESP4 (At5g01400)   (234) -----SLSSVAKKRPAYCGRILPVLLSLDP-LSFLKGVYAAATNLALKTVFLSCLKCTHPAAAPWKDRLTSALKEIEGGGQAAKAKDLFYKTNGSIQDKD 
       Os7g49320   (245) ------------RRPSFYGRILPVLLSLDPASSIIKVQVPG-AFHALKSAFAACLKCTHSSAEPWRARLLEAQNIINQADSIEHSSNR------------ 
       Os1g49940   (220) -----------KNRPVYYERILPVLLGFDPSLEVAKGAHPASLRYSLKTAFLGFLRSPCQAMIESKDTLVRQL----------RVLSPGEATEQIIRQVE 
       At1g27595    (33) SSLSFSLAVVARKRPVHYNTVLSVLLEFHPNLETVKGCHAASVQYSIRTAFLGFLRCTFSPIIE--SRDKLLR--------AFRAMNAADVADQVLRQVD 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (221) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (247) ---------------------------------------------------------------------------------------------------- 
          SPK_Hs   (131) ---------------------------------------------------------------------------------------------------- 
          SPK_Dm   (254) ---------------------------------------------------------------------------------------------------- 
          SPK_Ce   (263) ---------------------------------------------------------------------------------------------------- 
 
                         401                                                                                              500 
ESP4 (At5g01400)   (328) SVEDTKVSVEENPLCASSDVAESNLSRKRSGSEYNIDLNGDASDGKRARITPSVSEESTDGLNGNDGVSLPRVASTSTGPSDSRGVSDSGPAQQLVG--- 
       Os7g49320   (320) ---------------VESLPLETTSTDNSNKRNLIDDIDNAPEDGDRSNKRIRQSHHDQEHTENVKNNVELTSADTPSSPSNSASTGNSEAVYQLVS--- 
       Os1g49940   (299) KMTRNIERASRASKDEPSTLDMPYGDVSRKYPAARSSDAFATADGVAKRARFDTSAALNPPFQGASDYSNMQVDNEANVDHSSDPALLNCDMSPVEKMIE 
       At1g27595   (123) KLVRNNERAARENWSGKVISHQNSWDLSKKRIMPQGEDDTINGEVAPKRVRHNTNMHLTQQVQTNESLQGPVSINGIS-SGNHLSDSELTPVEQMVS--- 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (221) -----------------------------LVKRRKELAPKIIGSLLEFHLPNPKDEIELSNESKLAIRCIEKNLKLILLHLAKSTGASSSSVEKIHAY-- 
         Pta1_Sc   (247) -PQTTIRILSGLLRFNVDAKFPLEGKSDLNYKLSKRFVERAYKNFVQFGLKNQIITKSLSSGSGSSIYSKLTKISQTLHVIGEETKSKGILNFDPSKG-- 
          SPK_Hs   (131) ------------------IARQRPMFMSEVIQAYETLHANLPPTLAKSQVSSVRKNLKLHLLSVLKHPASLEFQAQITTLLVDLGTPQAEIARNMPS--- 
          SPK_Dm   (254) ------------------IAKMRPIFMGAVVEAFKQLNANLPPTLTDSQVSSVRKSLKMQLQTLLKNRGAFEFASTIRGMLVDLGSSTNEIQKLIPKMDK 
          SPK_Ce   (263) ------------------CRPQWENALPRVFDVIKALHSNVPPMLSKGQVKFLRKSFKYNLLRFLKLPASVPLQQKITTMLTNYLGASPREVQQSIPPEL 
 
                         501                                                                                              600 
ESP4 (At5g01400)   (425) LFGTLVSQGEKAIGSLEILISSISADLLTDVVMANMHNIPPNCSSYADGTDELVMNMCIVGSDAQIKYP------------------------------- 
       Os7g49320   (402) MFAALAAQGDRAAGSLQILSSSIAADLLAEVVMVNMQHLPVSHPEVDQQQSPSAGQPSGAPSSSLLSACFP----------------------------- 
       Os1g49940   (399) MIGALLAEGERGAESLGILISTVEADVMADIVIETMKHLPETSILLATSNNGQQKKIQSSSSPLTENLPANS---------------------------H 
       At1g27595   (219) MIGALLAEGDRGAASLEILISKLHPDMLADIVITSMKHLPSTPPTLASSVATPADIVVSSSTNTVHSPTPPAQLPFDPILPAGSSFSEVPSLSSSVADPR 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (290) LSGQIYHTKVDESLKKRQYEGNISAASKRVKSSAVQSLVERMQPQLSSHDGLQNNPLISIFASQTAINP------------------------------- 
         Pta1_Sc   (344) -NSKKTLSRQDKLKYISLWKRQLSALLSTLGVSTKTPTPVSAPATGSSTENMLDQLKILQKYTLNKASHQGNTFFNN----------------S----PK 
          SPK_Hs   (210) --SKDTRKRPRDDSDSTLKKMKLEPNLGEDDEDKDLEPGPSGTSKASAQISGQSDTDITAEFLQPLLTP------------------------------- 
          SPK_Dm   (336) QEMARRQKRILENAAQSLAKRARLACEQQDQQQREMELDTEELERQKQKSTRVNEKFLAEHFRNPETVVT------------------------------ 
          SPK_Ce   (345) IQKIAPPRPPQHPAEPVAKRPKIQNQIFEDDDDDDDEAGPSTSTVNAKDARTEAIDMTAKFIMECLNHETVMN--------------------------- 



 
                         601                                                                                              700 
ESP4 (At5g01400)   (494) -----PSFVAGVLSLSTAFPPIAALINPHNEDEEVYSVHVDQQMFPAEDARTPPGLLATCDTSFPENEESNTVS---------PQNVHYIGNRESGIPGL 
       Os7g49320   (473) ---------------LLESLLKRINQNDREVDEAPQTIDSAVVPSAAGETAAIPAIPGPTSRNVPMEENSNSSSIPSDMETIEAKEPTADAARLSIEIQE 
       Os1g49940   (472) SMPYSTQFALPADGVSMSMSDVPVVSGVHDSKRDPRRDPRRLDPRRTVAPAATSSIHVKGETTGVHQTNNLSNVPYPVSGKVENSLDYSGDLSKNEDVQQ 
       At1g27595   (319) RDPRRDPRRMDPRRLNSSVGPTSLPVGEGKESVPVQKDISTLLSKPVSVSAVTPGATGSVHSTAVELSQNKMMGSSGIRIIDPPECREDLLTVPNECSYP 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (359) ----------------LANFDVTSIPVEVATEIVLTSLLKIDKNYFHQQINMLRERVRSLSEPESLGLDQQVDE-----------------DED---EDY 
         Pta1_Sc   (423) PISNTYSSVYSLMNSSNSNQDVTQLPNDILIKLSTEAILQMDSTKLITGLSIVASRYTDLMNTYINSVPSSSSS------------KRKSDDDDDGNDNE 
          SPK_Hs   (277) ------DNVANLVLISMVYLPEAMPASFQAIYTPVESAGTEAQIKHLARLMATQMTAAGLGPGVEQTKQCKEEP-------------------------- 
          SPK_Dm   (406) -----------LVLEFLPSLPTEVPQKFLQEYTPIREMSIQQQVTNISRFFGEQLSEKRLGPGAATFSREPPMR-------------------------- 
          SPK_Ce   (418) -----------LVKISLYTLPSEMPAAFASSYTPIANAGTEPNRQELSELMAVQMTNKEIGPGYEWLQQQRKKE-------------------------- 
 
                         701                                                                                              800 
ESP4 (At5g01400)   (580) ESSAQHDGSGALVTNVLSSTNVEAASKNQNASFSGKLLVDVIPSMSVDKLEEFSPKAVGTVASASQFVLPKISAPVVDLSDEEKDSLQKLVFLRIVEAY- 
       Os7g49320   (558) SSEASHASTELQGTQEHGGSFISSLPADNSSAGLSLAQSSETRSPSSSMVEASQTQFSYSSTLTSQHVLPKLVVTNIDLSDEAKDLLQKEAFLRILDCDK 
       Os1g49940   (572) TSCQPNQSLPKENSEILDDALELEPKFEVQALADVGFHSSGVDKEMVNPLSPEATSNNELDSVELEVDPFSPVLKASTLEDTTNHDLPVLPSHLELSDDE 
       At1g27595   (419) SKEISSLDVPLSPCRDDEGIRETKYSVPDLDMLSVPDFDQHSPSASVPDFDQDPPAASDITAPEESYRELDPVPSYVELTTEQSKTVGKLAIERIIESNR 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (423) EPPEVDVQTINASVEREAARLEGSAPSNVVTDAFELPTPDSLSPMAILEYFHGALSRLFDYAPQFERSIVSSSNLQNLTLENVDNTVWDKRHWAILLPRL 
         Pta1_Sc   (511) EVGNDGPTANSKKIKMETEPLAEEPEEPEDDDRMQKMLQEEESAQEISGDANKSTSAIKEIAPPFEPDSLTQDEKLKYLSKLTKKLFELSGRQDTTRAKS 
          SPK_Hs   (345) --KEEKVVKTESVLIKRRLSAQGQAISVVGSLSSMSPLEEEAPQAKRRPEPIIPVTQPRLAGAGGRKKIFRLSDVLKPLTDAQVEAMKLGAVKRILRAEK 
          SPK_Dm   (469) -------VKKVQAIESTLTAMEVDEDAVQKLSEEEFQRKEEATKKLRETMERAKGEQTVIEKMKERAKTLKLQEITKPLPRNLKEKFLTDAVRRILNSER 
          SPK_Ce   (481) -----------------YEARNKARSEGMAIAQTPIHEPNMSNRVPAQIVKQSLQEINTLPVIQKAKKAFNLVEEAVVFDDKEAAEMFELAYESVLQAER 
 
                         801                                                                                              900 
ESP4 (At5g01400)   (679) ------------KQISMSGGSQLRFSLLAHLGVEFPSELDP--WKILQEHVLSDYLNHEGHELTVRVLYRLYGEAEAEQDFFSSTTAASA---------- 
       Os7g49320   (658) QDAS--------------GGSIARLPLLAHLGVEFPLELDP--WELLQKHVLSDYVNNENATYLVDWQRKIILDNYHDNYKN------------------ 
       Os1g49940   (672) ---------------KILLHKLAIRRIIDDYKKNSVNTRFSLLAHLIAQRHIIYHYHDQGHELAMHVLYQLHSVSVADSPESTLPASKN----------- 
       At1g27595   (519) HVFGFDCNKIRMALIARLIARVSAYFISVTCGFAIDAGSDV--ATILRELISVDHREFKGHDLVLHVLYHLHSMAILDTDESS--FYATV---------- 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (523) C--------------TRGLLNYQPVTSGEESGDASFTLSSFVRGQLFTYVASNWRSSTNLILNWLSEEWYNDRLMLENPDCHEYEDVKWE-------GPQ 
         Pta1_Sc   (611) SSSSS-----ILLDDDDSSSWLHVLIRLVTRGIEAQEASDLIREELLGFFIQDFEQRVSLIIEWLNEEWFFQTSLHQDPSN------------------- 
          SPK_Hs   (443) ----------------AVACSGAAQVRIKILASLVTQFNSGLKAEVLSFILEDVRARLDLAFAWLYQEYNAYLAAGASGSLDK----------------- 
          SPK_Dm   (562) ----------------QCIKGGVSSKRRKLVTVIAATFPDNVRYGIMEFILEDIKQRIDLAFSWLFEEYSLLQGFTRHTYVKTE---NRP-------DHA 
          SPK_Ce   (564) R-------------VVAGGARLMYQKLVVRLTTRFWEDCTPFEEKLIEFVLADHKKRNDLALLWLCELYAQYQGYSNCALFMKEMIAGQEGLTQAQRLDR 
 
                         901                                                                                             1000 
ESP4 (At5g01400)   (755) YESFLLTVAEALRDSFPPSDK--SLSKLLGDSPHLPKSVLMLLESFCCPGSGE-VEKDLQHGDRVTQGLSAVWSLILMRPGIRNDCLNIALQSAVHHLEE 
       Os7g49320   (724) ISPTSIAKAENLRDMFPASDK--SLGKLLCEIPYLPEGVLKLLEGLCSPGSNEKQDKDLQSGDRVTQGLSAVWNLIMLRPSNRDRCLEIALQVANKLFPM 
       Os1g49940   (746) YENFFISLARSLIHSLPASDK--SFSKFLCDAPYLPESMLKLLEDICVSQGNS-QQTKDSDGDRVTQGLGTVWSLILARPPLRQDCLDIALKCAIHSQDE 
       At1g27595   (605) YENFLISVARSFLDALPASDK--SFSRLFGEAPHLPDSAINLLDELCSTRHDP-VGKEVCDSERVTQGLGAVWSLILVRPNERKACLAIALKCSVHSEEE 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (602) YEKWALKVIDSILPYLEAKDK--VFMIFMSELPELTDAIVDKIKFVCLDPDKT-------KLG-----FMTFQYLIMFRLTCT----------------- 
         Pta1_Sc   (687) YKKWSLRVLESLGPFLENKHRR-FFIRLMSELPSLQSDHLEALKPICLDPARS-------SLG-----FQTLKFLIMFRPPVQDTVRDLLHQLKQEDEGL 
          SPK_Hs   (510) YEDCLIRLLSGLQEKPDQKDG--IFTKVVLEAPLITESALEVVRKYCEDESRT-------YLG-----MSTLRDLIFKRPSRQFQYLHVLLDLSSHEKDK 
          SPK_Dm   (636) YNELLNKLIFGIGERCDHKDKIILIRRVYLEAPILPEVSIGHLVQLSLDDEFS-------QHG-----LELIKDLAVLRPPRKNRFVRVLLNFSVHERLD 
          SPK_Ce   (651) YDQAMCKMLDAMLERNMEKEA--LFYKVLLETPLLTPNAIERLKQVCLAKENE-------HGM------AMLRELIMTRNRQRPQLLQFLFGLFFMERPE 
                         ------     ----Used for phylogenetic tree of C-terminus-------------------------   ---- 
                         1001                                                                                            1100 
ESP4 (At5g01400)   (852) IRMKAIRLVANKLYSLSFITEQIEEFAKDRLFSVVSDDCDKMDLDLKSPP--------------------NKPQHSISGMSMETPSEATSSSTSVTEAQR 
       Os7g49320   (822) ASISKRIEDFANEKLNSVLEVVPADESAASEMSTPEAPKDG---------------------------------------------GSENLSSSVADSQT 
       Os1g49940   (843) VRGKAVRLVTKKLYELTYASERVEQFAIDSLLAIANKHGVETDINFTSLKESSPEFEAGSQETSVSGSHISDAEPSESTCNKTDLVSPKQSAVSVSEAKR 
       At1g27595   (702) VRAKAIRLVTNKLYHLTYIAEHVEQFATDMLLTAVN-----------------------------------------------SETNLSQTASTAEGIKM 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (671) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (774) HKQCDSLLDRLK---------------------------------------------------------------------------------------- 
          SPK_Hs   (596) VRSQALLFIKRMYEKEQLREYVEKFALNYLQLLVHP-------------------------------------N-PPSVLFGADKDTEVAAPWTEETVKQ 
          SPK_Dm   (724) LRDLAQAHLVSLYHVHKILPARIDEFALEWLKFIEQE------------------------------------SPPAAVFSQDFGRPTEEPDWREDTTKV 
          SPK_Ce   (736) LRSSCLEVVKELCYLPFIRSSLSDQARMQIHDCLQESP------------------------------------------PMYMRSSEDSDQWTDEMYKN 
 
                         1101                                                                                            1200 
ESP4 (At5g01400)   (932) CLSLYFALCTKK---------HSLFVHVFSIYKNASDPVKQAIHLQIPILVRTMGSSS-ELLKIIADPPSGSDNLLIQVLQTLTEGPTP-SSELILTIRK 
       Os7g49320   (877) LMSLYFALCTKK---------HSLLRHVFAIYGSLPQAAKQAVHRQVPILIRTIGSSP-SLLGIISDPPADSRDLLMQVLQTLTDGAM--PSQDLISSVK 
       Os1g49940   (943) HTSLFFALCTKVVKPFSFFQRPILLQHLFNVYGRSPKVVKQVLLSTSKVLNFDYWITTTVCSLRRKIMQCIHWHIPNLILQTLTEDSTP-SAELVAAVKH 
       At1g27595   (755) EAKSQITLTTESLGSGN----SDIPSQQDLQTSREVSVISISEAQRLISLFFALCKKKPSLLRLVFEVYGRAPKMVNQVLQILTQELAP-SLDLIATVKH 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (671) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (786) ---------------------------------------------------------------------------------------------------- 
          SPK_Hs   (658) CLYLYLALLPQN---------HKLIHELAAVYTEAIADIKRTVLRVIEQPIRGMGMNSPELLLLVENCPKGAETLVTRCLHSLTDKVPP-SPELVKRVRD 
          SPK_Dm   (788) CFGLAFTLLPYKP--------EVYLQQICQVFVSTSAELKRTILRSLDIPIKKMGVESPTLLQLIEDCPKGMETLVIRIIYILTERVPSPHEELVRRVRD 
          SPK_Ce   (794) SLAVYSTLMPSDP---------LLLIPLASVYAQSTNVFKRVVLRSLEPVFRQLSQEM--VISLIEDCPYGAETLVARLVVLLTERITP-STDLIQKLKI 
                                                                                                         - esp4-6, Q1002stop 
                         1201                                                                                            1300 
ESP4 (At5g01400)  (1021) LFDTRIKDVEILFPILPFLPRDDVLRIFPHMVNLPMEKFQVALSRVLQGSSQSGPVLSPSE--ALIAIHSIDPARDGIPLKQVTDACNTCFAQRQTFTQQ 
       Os7g49320   (965) NLYSKTKDIEVLFAVLAHLPKDEVLPVFPSIVNLPLDKFQVALSRILQGSPQNGPSLDPSE--ILIAIHVIDPEKEGIPLKKVIDACAACFEQRTIFTQQ 
       Os1g49940  (1042) LYKTKLKDASILIPLLSSFPKEEVLPIFPRLVDLPPDRFQDALARILQGSAHTGPALTPAE--VLIAIHDINPEKDRVALKKVTDACTACFEQRTVFTQQ 
       At1g27595   (850) LYETKLKDVSILIPLLSSLTKDEVLPIFPPLLNLPPEKFQLALAHILQGSAHTGPALTPAE--VLIAIHDIVPEKDGPPLKKITDACSACFEQRTVFTQQ 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (671) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (786) ---------------------------------------------------------------------------------------------------- 
          SPK_Hs   (748) LYHKRLPDVRFLIPVLNGLEKKEVIQALPKLIKLNPIVVKEVFNRLLGTQHGEGNSALSPLNPGELLIALHNIDSVKCDMKSIIKATNLCFAERNVYTSE 
          SPK_Dm   (880) LYQNKVKDVRVMIPVLSGLTRSELISVLPKLIKLNPAVVKEVFNRLLGIGAEFAHQTMAMTP-TDILVALHTIDTSVCDIKAIVKATSLCLAERDLYTQE 
          SPK_Ce   (882) LHDERKMDIRALLPIIGGLEREEVVRLIPTFIFRAEYQKSVNVLFRKLYTVRDPQTGNLVFDPIEVIKEYHKIEPKNDNEAELLVNNLEFLFDPALLKPD 
 
                         1301                                                                                            1400 
ESP4 (At5g01400)  (1119) VLAGVLNQLVQQIPLPMLFMRTVLQAIGAFPALSDFILEILSRLVSKQIWKYPKLW-VGFLKCTQTTQPQSYKVLLQLPPLQLGNALTKIPALRAPLTAH 
       Os7g49320  (1063) VLAKALNQLVEQIPLPLLFMRTVMQAIGAFPALVDFVMDIMSRLVSKQIWKYPKLW-VGFLKCAILTKPQSYGVLLQLPAPQLENALNKNPVLKAPLVEH 
       Os1g49940  (1140) VLEKSLNKLVDNVPIPLLFMRTVIQALDAFPALVDFVMEILSRLVNKQIWKMPKLW-VGFLKLAYQTQPRSFDVILQLPPPQLEIALNKYPNLRTPLCSF 
       At1g27595   (948) VLAKALGQMVDRTPLPLLFMRTVIQAIDAFPTLVDFVMEILSKLVRKQIWRLPKLW-PGFLKCVSQTKPHSFPVLLELPVPQLESIMKKFPDLRPSLTAY 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (671) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (786) ---------------------------------------------------------------------------------------------------- 
          SPK_Hs   (848) VLAVVMQQLMEQSPLPMLLMRTVIQSLTMYPRLGGFVMNILSRLIMKQVWKYPKVW-EGFIKCCQRTKPQSFQVILQLPPQQLGAVFDKCPELREPLLAH 
          SPK_Dm   (979) VLMAVLQQLVEVTPLPTLMMRTTIQSLTLYPRLANFVMNLLQRLIIKQVWRQKVIW-EGFLKTVQRLKPQSMPILLHLPPAQLVDALQQCPDLRPALSEY 
          SPK_Ce   (982) TASQAIEAVFKWENVPFLFLHSLYTLFHKFKTFESFVANLFYKVTEKKMYQQSDRWKQAFFKCIKELKTKAYPAVITFLSFEEYEELKEVLGDGIVAEFK 
 



                         1401                                                                                            1500 
ESP4 (At5g01400)  (1218) ASQPEIQSSLPRSTLAVLGLVPDSQGTQTSQVQANETQTSQEQQQQQASEPQQTSQSQQVSVPLSHSQVDHQEPSQVVASQSQSSPIGTVQSAMSQSQNS 
       Os7g49320  (1162) ANQPNVRSTLPRSTLVVLGLAEDQQQPAPQAQSSQNQAAETSSSAADTTTEVTQESSAVS---------------------------------------- 
       Os1g49940  (1239) VNQRNMHSILPRQILKVLGFINEPHQAPIPFVPAAMQTADATSSLPGATLM------------------------------------------------- 
       At1g27595  (1047) ANQPTIRSSLPNSALSVLGLDNGQDSRSQMHPSDATSSIHGAALT------------------------------------------------------- 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (671) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (786) ---------------------------------------------------------------------------------------------------- 
          SPK_Hs   (947) VRSFTPHQQAHIPNSIMTILEASGKQEPEAKEAPAGPLEEDDLEPLTLAPAPAPRPPQDLIGLRLAQEKALKRQLEEEQKLKPGGVGAPSSSSPSPSPSA 
          SPK_Dm  (1078) AESMQDEPMNGSGITQQVLDIISGKSVDVFVTDESGGYISAEHIKKEAPDPSEISVISTVPVLTSLVPLPVPPPIGSDLNQPLPPGED------------ 
          SPK_Ce  (1082) IIYSTLATQQQKNMDEKIKEELHDKERENRERDKRLRREEKKEKEREKERTRESGKERLKTSNFVNFSVLKRSKTVLNPKFFFETEKIENTKNFVILFSK 
 
                         1501                                                                                            1600 
ESP4 (At5g01400)  (1318) PIDTGRSEMSQSQNSPIDTGRSEMSQSQNSPIDTGRSEMSQSQNSPIDTGRSEMSESQSSPIGQSQSSPIGTGQSDMSQTPQVSDSSAPEPTSHTRTSDP 
       Os7g49320  (1222) ---------------------------------------------------------------------------------------------------- 
       Os1g49940  (1290) ---------------------------------------------------------------------------------------------------- 
       At1g27595  (1092) ---------------------------------------------------------------------------------------------------- 
       At1g27590   (265) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sp   (671) ---------------------------------------------------------------------------------------------------- 
         Pta1_Sc   (786) ---------------------------------------------------------------------------------------------------- 
          SPK_Hs  (1047) RPGPPPSEEAMDFREEGPECETPGIFISMDDDSGLTEAALLDSSLEGPLPKETAAGGLTLKEERSPQTLAPVGEDAMKTPSPAAEDAREPEAKGNS---- 
          SPK_Dm  (1166) ---------------------------------------------------------------------------------------------------- 
          SPK_Ce  (1182) KI-------------------------------------------------------------------------------------------------- 
 
                         1601                                     1645 
ESP4 (At5g01400)  (1418) QASSQTLRDDDEKIDDTATSENEVTEIEKSKESSEEEEEEEEEEE 
       Os7g49320  (1222) --------------------------------------------- 
       Os1g49940  (1290) --------------------------------------------- 
       At1g27595  (1092) --------------------------------------------- 
       At1g27590   (265) --------------------------------------------- 
         Pta1_Sp   (671) --------------------------------------------- 
         Pta1_Sc   (786) --------------------------------------------- 
          SPK_Hs  (1143) --------------------------------------------- 
          SPK_Dm  (1166) --------------------------------------------- 
          SPK_Ce  (1184) --------------------------------------------- 




