1170035|Sch_p
---------------------------------------------------------------------------------------------------------MGLLVLG-TPLDW--PESKKYCDYVRENGIMQFLHMYDTYISKKQDVLLWGDEIECIVVSMDDKSKKARVSLRQEDILNALGKYEETFRHVDFGPVYAALRNETCPKKIDAILSEVAKNPADYVERIGGNSNKDTIEITSSTKPHAQNAVPTFHPEYG-RYMLESTPGAPYGSTLKDFTFVEYNMRLRRKIIENHL----------------LPNELPLTITNFFRLGTPG-FTDPEVEA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------N----GAISRSFFLPDDVIN-THVRFPTLTANIRQRRGRKVAMNVPIFFDKNTIKPFHDPTVPWDRNLFPE-DANAR-------------------------------------------------------------------------------------------DGAALDNHIYMDSMGFGMGCCCLQITFQAKSCDE--------------------ARLLYDQLTPITPLMLALSAGTPAFRGYLAD-------------------------------QDCRWNVIAGAVDDRTEEEMKTVP-------------------------KSRYDSVDLYISNDK---RNLPEYND--VPVVINQDCYDKLIKDC---IDERLAKHMAHIFSRDPLVIFSDSILQDNS----------------------------------------------------------------------------------------------VSNAHFENLNSTNWQSMRFKPPPPGS---------DIGWRVEFRSMEIQITD-------FEN-AAYSIFVVMLSRAILSF--NLNLYMPISLVDENMKAAHARDAIHRKKFWFRCNPFPDA-----------------------------------------------------------------------------------------STDDESGQFRQLTIDELFNGEHRENGFPGLI-TIV--RSYLYSCN---PDAKTICLIERYIRLIS-QRANGQCLTAASWIRNFITTHPSYKQDSVVNDEINYDLIRRIAKIVDGDYDDTLLGKCS------------------------------------------------------------------------------------

121662|R_r
---------------------------------------------------------------------------------------------------------MGLLSQG-SPLSW--EETQRHADHVRRHGILQFLHIYHAVKDRHKDVLKWGDEVEYMLVSFDHENRKVQLLLNGGDVLETLQEKGE---------------------------------------------------------RTNPNHPTLWRPEYG-SYMIEGTPGQPYGGTMSEFNTVEDNMRKRRKEATSVL----------------GEHQALCTITSFPRLGCPG-FTLPEHRP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NPEEG-GASKSLFFPDEAIN-KHPRFGTLTRNIRHRRGEKVVINVPIFKDKNTPSPFVETFPEDEEA-----------------------------------------------------------------------------------------------------SKASKPDHIYMDAMGFGMGNCCLQVTFQACSISE--------------------ARYLYDQLATICPIVMALSAASPFYRGYVSD-------------------------------IDCRWGVISASVDDRTREERGLEPL----------------KNNRFKISKSRYDSIDSYLSKCG------EKYND--IDLTIDTEIYEQLLEEG---IDHLLAQHVAHLFIRDPLTLFEEKIHLDDA----------------------------------------------------------------------------------------------NESDHFENIQSTNWQTMRFKPPPPNS---------DIGWRVEFRPMEVQLTD-------FEN-SAYVVFVVLLTRVILSY--KLDFLIPLSKVDENMKVAQERDAVLQGMFYFRKDICKGGNAVVD--GCSKAQTSS---------------------------------------------------------------------------EPSAEEYTLMSIDTIING--KEGVFPGLI-PIL--NSYLENME---VDVDTRCSILNYLKLIK-KRASGELMTVARWMREFIANHPDYKQDSVITDEINYSLILKCNQIANELCECPELLGSGFRKAKYSGGKSDPSD---------------------------------------------------------------------

2495095|M_m
---------------------------------------------------------------------------------------------------------MGLLSHG-SPLSW--EETQRHADHVRRRDILQFLHIYHAVKDRHKDVLKWGDEVEYMLVSFDHENRKVQLLLNGGDVLETLQEKGE---------------------------------------------------------RTNPNHPTLWRPEYG-SYMIEGTPGQPYGGTMSEFNTVEANMRKRRKEATSVL----------------GEHQALCTITSFPRLGCPG-FTLPEHRP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NPEEG-GASKSLFFPDEAIN-KHPRFGTLTRNIRHRRGEKVVINVPIFKDKNTPSPFVETFPEDAEA-----------------------------------------------------------------------------------------------------SKASQPDHIYMDAMGFGMGNCCLQVTFQACSISE--------------------ARYLYDQLATICPIVMALSAASPFYRGYVSD-------------------------------IDCRWGVISASVDDRTREERGLEPL----------------KNNRFRISKSRYDSIDSYLSKCG------EKYND--IDLTIDKEIYEQLLEEG---IDHLLAQHVAHLFIRDPLTLFEEKIHLDDA----------------------------------------------------------------------------------------------NESDHFENIQSTNWQTMRFKPPPPNS---------DIGWRVEFRPMEVQLTD-------FEN-SAYVVFVVLLTRVILSY--KLDFLIPLSKVDENMKVAQKRDAVLQGMFYFRKDICKGGNAVVD--ECSKAQSSS---------------------------------------------------------------------------EPAAEEYTLMSIDTIING--KEGVFPGLI-PIL--NSYLENME---VDVDTRCSILNYLKLIK-KRASGELMTVARWMREFIANHPDYKQDSVITDEINYSLIWKCNQIADELCECPELLGSGFRKAKYSGGKSDPSA---------------------------------------------------------------------

4557625|H_s
---------------------------------------------------------------------------------------------------------MGLLSQG-SPLSW--EETKRHADHVRRHGILQFLHIYHAVKDRHKDVLKWGDEVEYMLVSFDHENKKVRLVLSGEKVLETLQEKGE---------------------------------------------------------RTNPNHPTLWRPEYG-SYMIEGTPGQPYGGTMSEFNTVEANMRKRRKEATSIL----------------EENQALCTITSFPRLGCPG-FTLPEVKP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NPVEG-GASKSLFFPDEAIN-KHPRFSTLTRNIRHRRGEKVVINVPIFKDKNTPSPFIETFTEDDEA-----------------------------------------------------------------------------------------------------SRASKPDHIYMDAMGFGMGNCCLQVTFQACSISE--------------------ARYLYDQLATICPIVMALSAASPFYRGYVSD-------------------------------IDCRWGVISASVDDRTREERGLEPL----------------KNNNYRISKSRYDSIDSYLSKCG------EKYND--IDLTIDKEIYEQLLQEG---IDHLLAQHVAHLFIRDPLTLFEEKIHLDDA----------------------------------------------------------------------------------------------NESDHFENIQSTNWQTMRFKPPPPNS---------DIGWRVEFRPMEVQLTD-------FEN-SAYVVFVVLLTRVILSY--KLDFLIPLSKVDENMKVAQKRDAVLQGMFYFRKDICKGGNAVVD--GCGKAQNST---------------------------------------------------------------------------ELAAEEYTLMSIDTIING--KEGVFPGLI-PIL--NSYLENME---VDVDTRCSILNYLKLIK-KRASGELMTVARWMREFIANHPDYKQDSVITDEMNYSLILKCNQIANELCECPELLGSAFRKVKYSGSKTDSSN---------------------------------------------------------------------

7290879|D_m
---------------------------------------------------------------------------------------------------------MGLLSEG-SPLSW--EETKALADHVREHGVNQFINLYHRLKDRQGDILKWGDEVEYIIVKFDDEQKVARVALRAQDLLAQLNEKEL---------------------------------------------------------ADPNGVKSLWRPEYG-AYMIEGTPGKPFGGLMAHFNLVEANMRYRREEVTELL----------------AKDECVMSITNFPRLGAPN-FTYPLAQP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RPEDPLSSARSLYFPDEAIFPGHPRFKTLTRNIRKRRGEKVSIKLKVFKDTKTKLPVEG-------------------------------------------------------------------------------------------------------------APPGEPDVVLLDAMGFGMGCCCLQLTFQACNITE--------------------ARRLYDQLAPLCPIMLALTAASPIYRGYLTE-------------------------------SDCRWNVISSSVDCRTEEERGLAPL----------------DQQKFRIAKSRYDSIDSYLSPEG------AKYND--VPLTYDEKVYQRLVEGG---IDHLLAQHVAHLFIRDTVSLFSEKVHQNDN----------------------------------------------------------------------------------------------EDTDHFENIQSTNWQTMRFKPPPPNS---------SIGWRVEFRPCEAQISD-------FEN-AAIVCFVVLLTRVILSY--QLNFLTPISKVDENMQTAQKRDACRKEKFWFRKSSKTTEQRAAK--AQAQAQAQA--KAQAQTNGKATLNGNGLANGNGNGSENSDQEEQQPLTNGSAKMNGHGSGTTNGTNGSSNGSSNGTDSDHTDTDDEENELFQLLSINEIFNG--KPNVFPGLV-PLI--RSYLQSME---VDTDTHCTIEQYLRFIQ-KRAAGELITTATWMREQVLSHPDYKQDSVVSERINYDLLKRIQGIQEGKQVEPALLGQDYHSKTKTKDFIPPALQKQLAKNGCCEEK--------------------------------------------------------

2791865|On_v
---------------------------------------------------------------------------------------------------------MGLLTLG-TPLPW--NETVPYVDYIKEHGIAQFIALYHRLKGREGDQLKWGDEIEYTIVKFDDDAKRVRVSLRAEELLHQLQAGEELNA------------------------------------------------------LLGNENCCLWRPEFA-SYMIEGTPGAPYGGLLACFNVVESNMISRRAEVTRLL----------------ENGESIMSI-SFPALGTPD-FTSPPYEP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RPDDINSFGCSLFFPDEVIYGGHPRFRNLVRNIRQRRGEKVAINVPIYKDINTPSPYQEDFTKAK-DGGQA-------------------------------------------------------------------------------------------------ARAAKSDHIYMDHMGFGMGCCCLQVTFQAVNIDE--------------------ARWLYDQLTPITPVLLALSAATPVFRSRLAD-------------------------------VDSRWDVISASVDDRTAEERGLVPL----------------KNNKFVLEKSRYDTTDCYIYPCS------ESYND--IPLQYDDKIYKQLIDGG---IDDLLAQHIAHMFIRDPLQVFRERIEQDDT----------------------------------------------------------------------------------------------KSTEHFETVQSSNWMNMRFKPPPPDS---------EIGWRVEFRPSEVQLTD-------FEN-AAYCCFVVLLTRVMISF--RITLILPISALTENMKRAQRRNAVLEQKLLFRKGIATCNSPPCA--RGAGC-------------------------------------------------------------------------------TLESDDVVEMTVNEIING--NGNDFPGLI-PLM--RQYLDSAD---VDVDSRCTVSQYLSFIQ-KRASGELQTLAAWMREFISEHPEYKHDSYVGDRIIYDMLKEMDRISKGEISCPKLLGDYCTKTDSRIPMAVRRAEEKLIVSTKKQS---------------------------------------------------------

7500706|C_e
---------------------------------------------------------------------------------------------------------MGLLTKG-SPLTW--AETVPHIDYIKKHGIAQFINLYHRLKSRHGDQLKWGDEIEYTIVKFDDANKKVRVSCKAEELLNKLQAEEQVNA------------------------------------------------------MLGTANRFLWRPEFG-SYMIEGTPGMPYGGLIACFNIVEANMKLRRQDET------------------------CLSI-SFPSLGVPG-FTFPEVAA------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------DR-KNDDAANSVFWPEQAVFLGHPRFKNLTKNIKGRRGSKVAINVPIFKDTNTPSPFVEDLSA-L-GGPDD-------------------------------------------------------------------------------------------------TRDAKPDHIYMDHMGFGMGCCCLQVTFQAVNVDE--------------------ARWLYDQLTPITPILLALSAATPIFRGKLSN-------------------------------VDSRWDIISASVDDRTPEERGLEPL----------------KNSKWVIDKSRYDSTDCYIYPCS------VGYND--IPLQYDETIYKQLIDGN---IDEPLAKHIAHMFIRDPHQVFRERIEQDDE----------------------------------------------------------------------------------------------KSSEHFETIQSSNWMNMRFKPPPPDA--------PEIGWRVEFRPTEVQLTD-------FEN-AAYCCFVVLLTRMMISF--RLTYLMPISMVTENMKRAQQKDAVLNQKFLFRKGLAECKSAPENLKGSEKC-------------------------------------------------------------------------------GPPSQDIEEMSIDEIING--KKNGFPGLI-SLI--RQFLDSAD---VDVDTRCTISQYLNFIS-KRATGEINTLAHWTRGFVQSHPAYKHDSDVNDNIVYDLLKKMDAISNGEDHCEKLLGCYRSKTDHAISAAVRKAEEHMIVSSQKRAH--------------------------------------------------------

312704|Sa_s
---------------------------------------------------------------------------------------------------------MGLLALG-TPLQW--FESRTYNEHIRDEGIEQLLYIFQAAGKRDNDPLFWGDELEYMVVDFDDKERNSMLDVCHDKILTELNMEDSS---------------------------------------------------------LCEANDVSFHPEYG-RYMLEATPASPYLNYVGSY--VEVNMQKRRAIAEYKLSEYARQDSKNNLH--VGSRSVPLTLTVFPRMGCPD-FINIK-DP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------WNHK-NAASRSLFLPDEVIN-RHVRFPNLTASIRTRRGEKVCMNVPMYKDIATPETDDSIYDRDWFLPEDKEA-----------------------------------------------------------------------------------------------KLASKPGFIYMDSMGFGMGCSCLQVTFQAPNINK--------------------ARYLYDALVNFAPIMLAFSARAPAFKGWLAD-------------------------------QDVRWNVISGAVDDRTPKERGVAPLLPKYNKNGFGGIAKDVQDKVLEIPKSRYSSVDLFLGGSK---FFNRTYND--TNVPINEKVLGRLLENDKAPLDYDLAKHFAHLYIRDPVSTFEELLNQDNK----------------------------------------------------------------------------------------------TSSNHFENIQSTNWQTLRFKPPTQQATP---DKKDSPGWRVEFRPFEVQLLD-------FEN-AAYSVLIYVIVDSILTFSDNINAYIHMSKVWENMKIAHHRDAMVFEKFHWKKSFRNDTVV----------------------------------------------------------------------------------------------ETEDYSMSEIFHNP-ENGIFPQFVTPILCQKGFVTKDWKELKHSSKHERLYYYLKLIS-DRASGELPTTAKFFRNFVLQHPDYKHDSKISKSINYDLLSTCDRLTHLDDSKGELTSFLGAEIAEYVKKNKPSIESKC-----------------------------------------------------------------

1439564|Trp_b
---------------------------------------------------------------------------------------------------------MGLLTTGGQPLQWGTEENNRAKEYVSAHGIQQFLWVYNKQKELPDFPFLWGDEIEHQLVRLESR--KVKLSLNAADVIKRLSQSS-------------------------------------------------------------GESTAEWRPEYG-SFMVESLPGKPYSSNVDSLCSVEVNMRRRYHMLDAAA----------------GDNTFAVTLVTFPLMGVGG-FTTSTETE------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------S-----PCSQSLFVPDACINDSHPRFKALTNNIRLRRGRKVCIQVPMFIDRYTMERTVDPRVNIDLHPRNV-EIVCTFSGEKTSSKGKKFSCDTITPKRVPLE------------------------NEAITNMTHLYTPVTHYYYAQYFQNLQAERVKQRYQACPCPVPSVNHPCIYMDCMAFGMGCNCLQLTMQLPNEAQ--------------------ARHIYDQLGILCPLFLALSSATPFQKGILCE-------------------------------SDVRWLTITASVDDRKYEEVPH-------------------------IIKSRYDSISVFVSSLT---PNLEEFND--EVLRINDSYYNLLTREG---VDSRLATHIAHLFIRDPLVIYDQMIDIDDH----------------------------------------------------------------------------------------------THVDHFENIQSTNWQTVRLKLPVLDS---------TLGWRVEFRVMDVMPTP-------FEN-AAYSVFVVLLTRAIMRF--GAVFYTKLSIVDENMGRAHNINPCQQ-HYIMRRDIFASK------------------------------------------------------------------------------------------VTTDPSENCELTVGEVING--KPGEYYGLI-PLV--RRYLEEEN------IQSDVVEGYLNFIS-KRACGEIPTAAQYLRNFVKKHPDYREDSRLTEQIAHDVVNHVHQLACGGNASESMIGAYTLGSKRQREG--------------------------------------------------------------------------

3747103|Trp_c
---------------------------------------------------------------------------------------------------------MGLLTTGGEPMRWGTDENNRAIPYVSSHGIQQFLTMRAGTKEEKNFPFYWGEEVEHQLVRVEGG--KVKLSLNAADVIEQLTKSS-------------------------------------------------------------QKDNAVWHQEYG-SFMVESVPGVPYTLEVDSLCSVEENIRRRCELLDSVA----------------GENTFSLTLVTFPLMGVGD-FVTSDSKE------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------V-----PYSRSLFVPDVCINQSHPRFANLTRNIRLRRGHKVCIQVPIYIDTYTMEKTVDPRLNIDRTPYNM-DIDCSSTEVTEAKGEKFTINDSVISKEENNNSSNNNNNK---------ESNINSKYPSAEEMTHFYTPATHYYYAQYFKKSQMELVKQRYDACPCPVPSVSHPCIYMDCMAFGMGCNCLQVTMQLENETQ--------------------ARHVYDQLGVLCPLFLAMSSSTPFQKGILCD-------------------------------SDVRWLTIAASVDDRKREEVPH-------------------------IIKSRYDSFSVFVSLTL---PNLEEFND--EEFVINNNYLEVLKDAG---VDTRLAKHVAHLFIRDPLVVYDQMIDIDDT----------------------------------------------------------------------------------------------THTEHFENIQSTNWQSVRLKPPSLDG---------NTGWRVEFRIMDVMPTP-------FEN-AAFSVFVPLLARAIIKY--NPLFYTKMSIVDENMGYAHNRSPCRQ-KYVMRRDIFAKN------------------------------------------------------------------------------------------ISTDPSENSEFTVNEVFNG--KDGEYYGLI-PLV--RRYMEEEN------MLSSTLDGYLCFLS-MRAAGEIPTAAEYLRNFVMRHPDYRHDSRLTERIAYDLVLHVRKLASGEVKDDLFLPMNKFMPKRSRE---------------------------------------------------------------------------

1743291|Lei_t
---------------------------------------------------------------------------------------------------------MVLLTTGGAPMRWGTDANNKAIPHVRTHGIQQFLNVFRSKKDLRGMPFLWGEEVEHQLIQIHDK--TVTLSTEAAAVIDKLSSN--------------------------------------------------------------SDSGALWGPEYG-SYMLESTPGRPYSLSVESLDSVQDNIARRYSMLDKAA----------------PPGVVGTTFVTFPLMGQGN-FAHCSDTS------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------T-----PYSHSLFVPDVCINQTHPRFTNLTVNIRLRRGRKVCVLVPLYVDTHTMENTVDPRLNIDLNPRND-DIFYPMRESSSRNMTDEFHAETEASTAALVPSS---------------SIDLGKDYPVTDTLKQLFTPATLKYYAQYFEGQQREHLHEDHNACPCLVPLVSHPCIYMDCMAFGMGNSGLQVTMQLDNIQE--------------------ARHVYDQLAILCPVFLALSSATPFQKGLLCD-------------------------------TDVRWLTIAGAVDDRRLEEVPY-------------------------ILKSRYDSISVFISDRT---ENLEEFND--IDVPINHSYCELLKDSG---VDVRLATHIAHLFIRDPLVIYDKMIDIDDV----------------------------------------------------------------------------------------------THTEHFDNIQSTNWQTMRFKPPPVDS---------DIGWRIEFRVMDIQPTP-------FEN-AALAVFIPLLAKAIVNY--KPRFYTKISIVDENMGRAHRINPCGE-KYAMRKDIFSDK------------------------------------------------------------------------------------------CTASEEETAKMSIDEIFNG--KKGGFYGLI-PLV--RRYLDDEG------NGSRLVNSYLRFLS-MRAAGRIPTAAQYMRKFVTTHPDYKHDSRLTDSIARDLVRRMHDLAARDFHDDDYLPMSIFSADTVESIE-------------------------------------------------------------------------

4713921|Plas_b
---------------------------------------------------------------------------------------------------------MGFLKIG-TPLSW--EDVQNVKSLIRLYGILQFVHSYKCNKDRKDEHIMFGDEIEYIIIRNDDKLKEASALLCATDLIDEMMNLESG---------------------------------------------------------NDCQYGSHWTPEYP-SFTIEGTPSVPFKFELNSSYFIEHCMKIRRNKLNNVL--------------SGLRGVQAITLPCYPNVLLNNSLIMAKKI----NLEKKKKKINKQEIVETSPINYNCIQINKTIHDSESCDENEPRKHISQKNENKNTSNDIISEDVEENKSTHFVSSDFTQXKYDDLLVPDISMXEVDINNRNDPKNDECVEKEDECQC-----------------------------------------------------------------------------------------DVANETLGIEEEDNIFISTIKENSIFKCELFKPDITSEYSNSCLVTDMVIS-PHSRYVTLTKNIRKRRGTKVISFNEIYKDVNTENMDIWKLSLDKNDKRLFKKKLKKTTLDGHLIWNKSMTNEKKKSEKKNIIK------------------------NDETELLDKVIKHSLFSNIDDDEDYIYSYNREFIEEYSKKCKNPIKNYVYLDAMFFGMSMCCQQITMSFQTIND--------------------AKYVYDQLAVIAPLFLAITACTPYLGGFLTE-------------------------------TDARWRVISNSVDCRTEDELSY-------------------------ISKPRYSGISLYISDELPLKKNYYFYND--IDIILNKNVYDKLIKEN---VDEYLSRHISSLFVRDPIVVFEGSFSEKDITTIQNIMHEKNENINNSKMWSEEE-------------------------------------------------MNKIYLSDDFEFLEDYKEKVLSSHQHFENFQSTNWNSVRFKPPPILDNNYL-NGPSSIGWRVEFRTPDIQITD-------FEN-ASVVALIMTLSKFILKK--KLNLYIPMSKLEENLFRSSKRDAILKEKFYFRNDINY---------------------------------------------------------------------------------------------DTCNNEIEEKSIYDIFFNK-NNGILYLCS-LYI--EEQFEQGL---ISLSAKNKINEYIQFIK-LRCKGEICTGASFLRKFILNHSAYEQNSYINNQINYDLCKLISDIGKGEIAPHELLGGFVDPHKERIKNNLRQISKRQYLKSLAYKFISGEDYTQYLLLNEDLKHDKDFFIQNKHTNYEESDEYIDNNMLEFGKKLYQFSA--

7494172|Plas_f
---------------------------------------------------------------------------------------------------------MGFLKIG-TPLSW--DDVQDVKSLIRLYGILQFVHVYKLNKDRYDENIMFGDEIEYIIIRNDESLKESSALLCASDLIDEMMNLESV---------------------------------------------------------IDCQYGSHWTPEYS-SFTIEGTPSVPFKLDINSSCFVEDCMRIRRSKLNNVL--------------SAVQGARAITLPCFPNVLLNNSVLMARRITGHESTKKKFDSKGKVEFIENAKIKEKVHNSNNNIHKIINNKNNESKIVNNAFDQNKISSIEMVSYEMDENKSTNFVNSDTVFAKNDE----EGEVEEEDENENEQQQQQQQYQSNLQQQYQSNLQQQYQSNLQQQYQSDLQQQYQSDLQQQYQSDLQQQYQSDLQQQYQSDLQQQNVQPKQRQQMIQYVYDDEIENKNKEKDNTPRSCNDYNNVNDSSNTQDIFISSLKKTDSLFECEVFKPEQTNKYSKSALITDMTIS-PHARYVTLTQNIRKRRGTKIVSFNPIYKDINTEKMDHWKMSLDCNDKRLFKKVKKKLTLDEHLIWNKSMTNKKIIDRKNNNPRNE----VLN-TSNFTLAMTNKEENNNENSLMDRVLKNSLFANMDDEGDYIYVYNREFIQEYSEKCKNPIKNYVYLDAMFFGMSMCCQQLTMSFPTVDD--------------------AKYVYDQLAVIAPLFLALTACTPYLGGFLTE-------------------------------TDTRWRVISNSVDCRTEEELSY-------------------------ICKPRYSGISLYISSELPLKRNYYFYND--VDVILDKNVYDKLKKEN---VDEYLARHIASLFVRDPIVVFEGSYSERDIATIQKKIMELSNDEDKIKGMVEGSSSNSLSSKVLLDNEDRNKNDSSIKEMNKSNDNNHNNNCHIEYNNKKDINMNKIYLSDNFEFIEDYEEKVLSSHQHFENFQSTNWNSVRFKPP-ILDNHF--KGPSSIGWRVEFRTPDIQITD-------FEN-SCVVTLVMLLSKFILKE--RLNLYIPMTLLEENLFRASKREALTKEKFYFRKDLSY---------------------------------------------------------------------------------------------DTLNNEFEEKSIYDIFFNE-TNGLFFLCY-KYV--DELFKEGL---LNQSAKNKIDEYIEFVK-QRCSGKICTGAMYLRNFILNHPAYEKNSYINSKINYDICKLIADIGKGLIIPQELLGVFVDPYKERIKSDIRQINESQYLKSLAYKYISGEDYTQYLLLNEVLKDDQDYCTCTRRTIYEESMD----NTVEFAKKMYELSA--

7477725|Myc_t
-------------------------------------------------------------------------------------------MRTISPFLRCRHETCCISNVGEEVTRTTYSREHQREYRRKVRLCLDVFETMLAQTRFEADRPLTGMEIECNLVDADYQPAMSNRYVLDAIAD------------------------------------------------------------------------PAYQTELG-AYNIEFNVPPRPLPGRTCL-ELEDEVRASLNDA---------------ETKASCSGA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------HIVMIGILPTLMPEHLTDGWM-SASARYAALNESIFKARGEDIPINI----------------------------------------------------------------------------------------------------------------------------AGPEPLSCHAGSIAPESACTSVQLHLQLAPADF---------------------PANWNAAQVLAGPQLALGANSPYFFGHQLW-------------------------------SETRIELFTQSTDARPEELKSR-------------------------GVRPRVWFGERWITSVLDLFQENIRYFPTLLPEVSDEDPLAELSAGR------------------------------------------------------------------------------------------------------------------------------IPHLSELRLHNGTVYRWNRPVYDVVDGR---------PHLRLENRVLPAGPTV-------VDM-LANHAFYYGALRGLSEA--DPPL---------------WTQMNFAAAQANF---------------------------------------------------------------------------------------------------------------LAAARYGMDAQLDWPGLGEVTTRELVLGTLL-PMA--HEGLRRWG---VDAEVR---DRFLGVIG-GRAQ----TGRNGARWQVATVAALQDGGLTRPAALAEMLRRY---------------------CEHMHSNEPVHTWDT--------------------------------------------------

10130004|Gly_m
--------------------------------------------------------------MAVVSRSATTYTRHYLIRHEFDRKTKICVANNSLCYSAKKAPPPQRIVGGRRVIVAASPPTEDAVVATDPLTKQDLVDYLASG-CKPKDKWRIGTEHEKFGFEIGSLRPMK-------------------------------------------YDQIAELLNGIAERFDWDKVMEGDKIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWGIKDIPIMPKGRY-DIMRNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGSLGLDMM-FRTCTVQVNLDFSSEAD--------------------MIKKFRAGLALQPIATALFANSPFKEGKPNG------------------------------FVSMRSHIWTDTDKDRTGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FE--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

3913792|Brassica_j
-------------------------------------------MALLSQAGGA---------YTVPSGHVSSRTGTKTVSGCVNVLRMKETYVSSYSRTLSTKSMLKRSKRGHQLIVAASPPTEEAVVATEPLTREDLIAYLASG-CKSKEKWRIGTEHEKFGFEVNTLRPMK-------------------------------------------YDQIAELLNSIAERFEWEKVMEGDKIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGM---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWRREDIPTMPKGRY-DIMRNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGSLGLDMM-LRTCTVQVNLDFSSEAD--------------------MIRKFRAGLALQPIATALFANSPFTEGKPNG------------------------------FLSMRSHIWTDTDKDRTGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FEQYVDYALDVPMYFAYRNG--KYVDCT-GMTFRQFLAGKLPCLPGELPTYNDWENHLTTIFPEVRL------------------KRYMEMRGADGGP---------WRRLCALPAFWVGLLYDEDVLQSVLDLTADWTPAEREMLRNKVPVTGLKTPFRDGL-LKHVAEDVLKLAKDGLE---------------RR------------------------------------GYKEVGFLNAVT-------------EVVRTGVTPAENLLEMYN-----GEWGQSVDPVFQELLY------------------------------------------------------------------------------------------------------------------------------------------------------------------------

3913791|Lycopersicon_e
-------------------------------------------MALMSQAGSSHCIYSEKVRCISGHRSIINNMDMFRMREICFGVDISSRNASRRVQGNYLNHIGVGSRRGDLTIVAASPPTEDAVVAAEPLTKEDLVGYLASG-CKSKEKWRIGTEHEKFGFEFGTLRPMK-------------------------------------------YDQIADLLNGIAERFDWEKVMEGDKIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGT---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWGLKDIPIMPKGRY-EIIRNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGSLGLDMM-FRTCTVQVNLDFSSEAD--------------------MIRKFRAGLALQPIATALFANSPFTEGKPNG------------------------------YLSKRSHIWTDTDNNRAGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FEQYVDYALDVPMYFVYRKK--KYVDCT-GLSFRDFMNGKLPPIPGEYPTLNDWENHLTTIFPEVRL------------------KRYLEMRGADGGP---------WRRLCALPAFWVGILYDEGSLQSVLDMTFDWTAEERDMLRNKVPKSGLKTPFRDGL-LMHVAQDVVKLAKEGLE---------------RR------------------------------------GFKETGFLNEVA-------------EVVKTGVTPAEKLLELYH-----GKWGQSVDPIFEELLY------------------------------------------------------------------------------------------------------------------------------------------------------------------------

11386873|Medicago_t
----------------------------------------------------------MTTIFRLASSSSPSLRHDATPHNFHIRKTSISNTFSFSSKNSLSFKRILTSGGSRRFIVAASPPTEDAVVATEPLTKQDLIDYLASG-CKTKDKWRIGTEHEKFGFELGSLRPMK-------------------------------------------YEQISELLNGIAERFDWDKVMEGDNIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWERKDIPMMPKGRY-EIMKKYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGSLGLDMM-FRTCTVQVNLDFSSEAD--------------------MIRKFRAGLALQPIATALFANSPFTDGKPNG------------------------------FVSMRSHIWTDTDKDRTGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FEQYVDFALDVPMYFVYRKK--KYIDCT-GMTFRDFLAGKLPCIPGELPTLNDWENHLTTIFPEVRL------------------KRYLEMRGADGGP---------WRRLCALPAFWVGILYDEVSLQRVLDMTADWTLEEREMLRNKVTVTGLKTPFRDGL-LKHVAEEVLELAKDGLE---------------RR------------------------------------GFKESGFLNAVA-------------EVVRTGVTPAERLLELYH-----GKWEQSVDHVFDELLY------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6651031|Pisum_sativum
-------------------------------------------------------------------MATIFRVASSTAPPPHNFRLRKTPVSNGFSFSSICFDRRIVSSGGRRLIVAASPPTEDAVVATEPLTKQDLIDYLASG-CKPKDKWRIGTEHEKFGFELGSLRPVK-------------------------------------------YEQIAELLNAIAERFDWEKIMEGDKIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVTEEMGIGFLGI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWERKDIPMMPKGRY-EIMKKYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGSLGLDMM-FRTCTVQVNLDFSSEAD--------------------MIRKFRAGLALQPIATALFANSPFTEGKPNG------------------------------FVSMRSHIWTDTDKDRTGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FEQYVDYALDVPMYFAYRKK--KYVDCT-GMTFRDFLAGKLPCIPGELPTLNDWENHLTTIFPEVRL------------------KRYLEMRGADGGP---------WRRLCALPAFWVGLLYDEVSLQRVLDMTADWTLEEREMLRNKVTVTGLKTPFRDGL-LKHVAEEVLELAKDGLE---------------RR------------------------------------GFKESGFLNAVA-------------EVVRTGVTPAERLLELYH-----GKWEQSVDHVFEELLY------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6651029|Phaseolus_vulgaris
----------------------------------------------------------MAVLGRTTAAYTHRHLPRRHFDGQTKASAPNTFSCSNWDSAKKLSPTQRIVTRGGRVIVAASPPTEDAVVATDPLTKQDLVDYLASG-CKPREKWRIGTEHEKFGFEFGSLRPMK-------------------------------------------YEQIAELLNGIAERFDWDKIMEGDKIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVAEEMEIGFLGI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWGIEDIPVMPKGRY-DIMRNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGSLGLDIM-FRTCTVQVNLDFSSEAD--------------------MIRKFRAGLALQPIATALFANSPFKEGKPNG------------------------------FVSMRSHIWTDTDKDRTGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FEQYVDYALDVPMYFVYRKH--RYIDCT-GKTFRDFLAGRLPCIPGELPTLNDWENHLTTIFPEVRL------------------KRYLEMRGADGGP---------WRRLCALPALWVGLLYDEASLQSLLDLTADWTPEERQMLRNKVPVTGLKTPFRDGL-LKHVAEDVLQLAKDGLE---------------RR------------------------------------GFKESGFLNEVA-------------EVVRTGVTPAERLLELYH-----GKWEQSVDHVFEELLY------------------------------------------------------------------------------------------------------------------------------------------------------------------------

1170034|Ara_th
-------------------------------------------MALLSQAGGSYTV-VPSGVCSKAGTKAVVSGGVRNLDVLRMKEAFGSSYSRSLSTKSMLLHSVKRSKRGHQLIVAASPPTEEAVVATEPLTREDLIAYLASG-CKTKDKYRIGTEHEKFGFEVNTLRPMK-------------------------------------------YDQIAELLNGIAERFEWEKVMEGDKIIGL-----KQG-KQSISLEPG--GQFELS-GAPLETLHQTCAEVNSHLYQVKAVAEEMGIGFLGI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFQPKWRREDIPIMPKGRY-DIMRNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGTLGLDMM-LRTCTVQVNLDFSSEAD--------------------MIRKFRAGLALQPIATALFANSPFTEGKPNG------------------------------FLSMRSHIWTDTDKDRTGMLPFVFDDSFG-------------------------------------------------------------------------------------------------------------------------------------------------FEQYVDYALDVPMYFAYRKN--KYIDCT-GMTFRQFLAGKLPCLPGELPSYNDWENHLTTIFPEVRL------------------KRYLEMRGADGGP---------WRRLCALPAFWVGLLYDDDSLQAILDLTADWTPAEREMLRNKVPVTGLKTPFRDGL-LKHVAEDVLKLAKDGLE---------------RR------------------------------------GYKEAGFLNAVD-------------EVGQNRSYACGEALGDVQ-----WRMGTKRRSRVRRAAVLRKWDVNKRCL-------------------------------------------------------------------------------------------------------------------------------------------------------------

11282603|Xylella_fast
----------------------------------------------------------------------------------------------------------------------MSSPSH--ITETPITNRAQLVEVLASG-EKPASQWRIGTEHEKFGFRLDDLHPPTFDDERG-------------------------------------IEALLTGMTRF------GWTPVQEHGRTIAL---LRG-DTSITLEPA--GQLELA-GAPLETIHQTHIETETHLREVNEIANTLQLGFLGM---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFHPKCTRAQMPWMPKGRY-AIMRAYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGQLGLDMM-TRTCTVQVNLDYASETD--------------------MVKKFRVSLALQPIATALFANSPFTEGKPNG------------------------------YLSYRSHIWTDTDPDRTGMLDFVFEDGFG-------------------------------------------------------------------------------------------------------------------------------------------------YERYVDYLLDVPMYFSYRTG--IYHDAS-GQSFRDFLQGRLPALPGVLPTLRDWSDHMTTAFPEVRL------------------KKYIEMRGADSGP---------LPTLCALPAFWVGLLYDNTALDAAWDLIKDLTLQERHALRNGVPRHALALPFRNST-VRTLALQTLDISRAGLR---------------RR------------------------------AQHNANGQDETIFLNVLD-------------EIAHTGQTAAQRTLQRYD-----DTWNHDINPIFNEYAY------------------------------------------------------------------------------------------------------------------------------------------------------------------------

8708927|Bradyrhizobium_j
----------------------------------------------------------------------------------------------------------------------------------------------------DPSEFRMGTEHEKTPFTLEGYRPVPYEGARG-------------------------------------IGALLEGMKLLL-----GWEPIMEKGNIIGL-YDVTG-GGAISLEPG--GQFELS-GAPVENVHQTQSELMAHLAQVREIAAPLGIGFLGL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GMTPSWSRADIPVMPKGRY-KIMTNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGQYGLDMM-YRTCTVQTNLDFSSEAD--------------------MVKKLRVLLALQPVATALFANSPFTEGKPNG------------------------------FLSFRSEIWRDTDNARAGMMPWAFEDGMG-------------------------------------------------------------------------------------------------------------------------------------------------FERYVDYALDVPMYFVKRGE--DYIDVS-GSSFRAFFDGRNNNLPGERPTLSDWANHLSTIFPEVRL------------------KRYLEMRGSDGGP---------WGRLAALPAFWVGLLYDDVSLDAAWDMVKHWSAHERQALRDDVPRFGFKARIKDRY-LFEIAKECLVLAHAGLR---------------GGRSTSSAATKRAFGAARPHYRFRPHAPRKCSRSSTAPGRLRGTGLRGVR-------------LLDQQANDRDLSRFIAHT-----GLRRSNDRLKKPERRQ------------------------------------------------------------------------------------------------------------------------------------------------------------------------

9837010|Bartonella_b
-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------MQEVL-----GWKPILDEGNIIGL-VGSEG-QGAISLEPG--GQFELS-GAKLKTVGHTYCEVMEHLDLLKKISQPLGIGFLGM---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GASPKWTLPETPQMPKSRY-KIMTNYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGHHGLDMM-YRTATIQVNLDFSSETD--------------------MRRKMQVSMKLQPIVTALFASSPFTEGRPNG------------------------------FLSCVLLFGAVLIIRELGSSFYIF----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6580772|Zymomonos_m
--------------------------------------------------------------------------------------------------------------------MSTRQTSS--SQNHPIESRDDLLRIFQAG-EKPKAQWRVGTEHEKLVYKKQNHQAPSYEEKGG-------------------------------------ICDLLQGFTRF------GWQPIYENDKIIGL----SGDDGAISLEPA--GQFELS-GAPRSTIHESYDEICRHIQQTQEVGDELGLGFLGL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GLWPDKKRSDLPLMPKGRY-KIMTEYMP-------------------------------------------------------------------------------------------------------------------------------------------KVGKLGLDMM-LRTCTIQSNIDYGSEAD--------------------MVKKFRVSLALQPLATALFANSPFLEGHPNG------------------------------FSSYRSHIWTDTDPHRTGILPFVFDDDFG-------------------------------------------------------------------------------------------------------------------------------------------------YERYIDYMLSVPMYFVYRDG--RYIDAS-GQDFRAFLRGELPALPNEKPILSDWVDHLSTAFPEVRL------------------KSYLEMRGADGAS---------AMMSPALSAFWISILYDSELLDTASDIIKSWSMDDYRNLRNEVPKKGLKTLIGGRQSLLDLGRQLWPLMNDALK---------------RR------------------------------AILNDKGQDESRYLAPIG-------------EILESGQSLSDRLLARYHQTGNLDFIYQECDWAQPHILS------------------------------------------------------------------------------------------------------------------------------------------------------------------------

7478107|Myc_t
------------------------------------------------------------------------------------------------------------MTLAAMTAAASQLDNAAPDDVEITDSSAAAEYIADG-CLVDGPLGRVGLEMEAHCFDPADPFRR----------------------------------------------PSWEEITEV----------------LEWL-SPLPG-GSVVSVEPG--GAVELS-GPPADGVLAAIGAMTRDQAVLRSALANAGLGLVFL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GADPL--RSPVRVNPGARY-RAMEQFFA-----------------------------------------------------------------------------------------------------------------------------------------ASHSGVPGAAMM-TSTAAIQVNLDAGPQEG--------------------WAERVRLAHALGPTMIAIAANSPMLGGRFSG------------------------------WQSTRQRVWGQMDSARCGPILGASGDHPG-------------------------------------------------------------------------------------------------------------------------------------------------ID-WAKYALKAPVMMVRSPDTQDTRAVTDYVPFTDWVDGRV-LLDGRRATVADLVYHLTTLFPPVRP------------------RQWLEIRYLDSVPDE----------VWPAVVFTLVTLLDDPVAADLAVDAVEPVA--------TAWDTAARIGLADRR-LYLAANRCLAIAARRVP------------------------------------------------------TELIGAMQRLV-------------DHVDRGVCPADDFSDRVI-----AGGIASAVTGMMHGAS------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6562892|Stre_c
--------------------------------------------------------------------------------------------------------------MSDSVGGCIRPRTAV--------SEAEVEALVRGICFKTGPPRLLGVEVEWLVHELRAPRL----------------------------------------------PVSPERLQAV----------------YTAL-RAVPL-RSALTVEPG--GQLELS-SLPAASLTECVRSVSADLEAVRAVLREDGLALVGL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GHDPWHP--PRRYLRQPRY-DAMESCLD-------------------------------------------------------------------------------------------------------------------------------------------RTGPGGRFMM-CASASVQVCVDAGHEEPGP----------------LGHVRRWWLAHHLGAVLLAAFANSPLSGGRPTG------------------------------WRSTRQLRWTQIGAGRAGGPPLDSDPRGT----------------------------------------------------------------------------------------------------------------------------------------------------WARHVLDAPVMCVRRDG--GPWDVPEGLTLREWSRELV----PRPPTREDLDYHLTTLFPPVRP------------------RGHLELRMIDAQP---------GDDGWIVPLAVTAALFDDPEATETAYRAVKPLAERTLGLPA-----PHNPLYEDAARDALTDPE-LREAAVTCFTAALAALP--------------------------------------------------------RLGASTEVT-----DAVAAYRERYVLRGRCPADDLLDMPG-----G---ADRGPHGRETRS----------------------------------------------------------------------------------------------------------------------------------------------------------------

11499888|Arch_f
---------------------------------------------------------------------------------------------------------------------------------------------------------MIGPEHEFSINDENFNPV----------------------------------------------PISDEILKKIG---------------GRTVNEAKLG-RVVIGKELQ-KHVIELK-PAR-PFESLSEFEETMQEGVEELLSVMDGYKLLGL--------------------------- -----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GMHPLLRLEDA-KVWNHRD-RRIYQAYD-------------------------------------------------------------------------------------------------------------------------------------------RLFNIKQHGW-LNIQSYQLNIPFSSEKE--------------------AVELHNKIRVLLPYIAAVASASPICEGK-SY------------------------------YVDTRLYFYRINQKEVPEICNDVIPE------------------------------------------------------------------------------------------------------------------------------------------------------------------------------RISSLKEYRSILNGIYEELRRKGAYVLCREWVNSRGVIVRFS-----------------RKCLEIKVMDEQEC--------IKSDVALTAFIRAILRAELE------ELPVDVLIEKLNSAMRS-GTEKLKPELKELLKKSKEHAD----------------EEERRYMKVVK-LRIEEGSLG-----ERILMNMPEISREEIISLCEELSRCLERNEVYL--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

7469602|Syn_sp
------------------------------------------------------------------------------------------------------------------------------------------------------MQLTKGLEVEIYTGKKT-GEIVG-------------------------------------------LSDRIVRDL------------------------------SGFVREPD-SRNVEYTTPPLNSYDRLLCGILQPRRQLRHYLSQLGEDYTLI-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PGSCLALGGTDTFYRSD--PQNPYHTYIEQT----------------------------------------------------------------------------------------------------------------------------------------------------YSTQVVTASIHINIGIPDVEE--------------------LIRACRLVRMEAPLYLALSASSPFLNGQVTG------------------------------YHSSRWQMFPKTPQEVPLFTSHGH-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------FVQWTEEQLTLGTMQNVRHLWSAVRPNGDNRPH----------NLNRLELRICDLVTN------------PLSLLAIVALLEARLQQMLADPTLDPLQQSQLTPSELLALADQNEISAAVSSLDSTLHHWRDGR-AIAAREWIEELYQS--VQLEAKYQGFACF-LPPLRKILREGNQAQQWLTQYEQGKTPQTIVQEAILQTEMEEAILAQDLCLPLSKARDEILSLV----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6831717|Myc_t
---------------------------------------------------------------------------------------------------------------------------------------MPARRSAARIDFAGSPRPTLGVEWEFALVDSQ-TRDLS-------------------------------------------NEATAVIAE--------------------------IGENPRVHKELL-RNTVEIVSGICECTAEAMQDLRDTLGPARQIVRDRGMELFCA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTHPFARWSAQKLT--DAPRYAELIKRTQ--------------------------------------------------------------------------------------------------------------------------------------------------WWGRQMLIWGVHVHVGIRSAHK--------------------VMPIMTSLLNYYPHLLALSASSPWWGGEDTG------------------------------YASNRAMMFQQLPTAGLPFHFQRWAE---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------FEGFVYDQKKTGIIDHMDEIRWDIRPSP---------------HLGTLEVRICDGVSN------------LRELGALVALTHCLIVDLDRRL--DAGE---TLPTMPPWHVQENKWRAARYGLDAVIILDADSN-ERLVTDDLADVLTR--LEPVAKSLNCADE-LAAVSDIYRDGASYQRQLRVAQQHDGDLRAVVDALVAELVI---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

11349463|Ps_a
-----------------------------------------------------------------------------------------------------------------------------------------------MTHDLAASGLRFGIEEEFFLLDAS-DLDIV-------------------------------------------RSAPAGFVA-----------------------ACRDTLGEHFAEEMF-ECQVEVASPVFSTLAEAARFHGQARQRLAHLAMDFGLRSLCV--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTHPFADWRRARSN--PAAHFARLFEDQG--------------------------------------------------------------------------------------------------------------------------------------------------RVARRSLVCGLHVHVEIPPSHD--------------------RMAVLQRVLPWLPLLLALSASSPFRGGRRSG------------------------------LASYRRALCGEWPRMNIPPALPDEDA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YRRHLALLRETGCIREDGQVWWMIRPSS---------------HVPTLELRICDACPR------------LADALSLAGLFRALVGEALGAD--P--R---ALPVARDACLEENYWQALRYGCAGRYLVEGRCV-GAGDWLEMAWRQCRPQARQGNEWAYQHACGLLEETSAARQLRRYRRLREAGQ-ER--HPALRRLVEELLEENLQPALAG-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

2495565|E_c
---------------------------------------------------------------------------------------------------------------------------------------------MPLPDFHVSEPFTLGIELEMQVVNPP-GYDLS-------------------------------------------QDSSMLIDA-----------------------VKNKITAGEVKHDIT-ESMLELATDVCRDINQAAGQFSAMQKVVLQAATDHHLEICGG--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GTHPFQKWQRQEVC--DNERYQRTLENFG--------------------------------------------------------------------------------------------------------------------------------------------------YLIQQATVFGQHVHVGCASGDD--------------------AIYLLHGLSRFVPHFIALSAASPYMQGTDTR------------------------------FASSRPNIFSAFPDNGPMPWVSNWQQ---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------FEALFRCLSYTTMIDSIKDLHWDIRPSP---------------HFGTVEVRVMDTPLT------------LSHAVNMAGLIQATAHWLLTER--P--F---KHQEKDYLLYKFNRFQACRYGLEGVITDPHTGD-RRPLTEDTLRLLEK--IAPSAHKIGASSAIEALHRQVVSGLNEAQLMRDFVA-DGGSLIGLVKKHCEIWAGD--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

8246826|Stre_c
-------------------------------------------------------------------------------------------------------------------------------------------------------MRTVGVEEELLLVDPATGEPRA-------------------------------------------LSAAVLARA-----------------------FLDDSEQDVFEKELH-EQMLEFATHPQADMERLHAEIVRCREEAGRHAGGIGCAVAAL--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ATSPLPVTPSIGV----NRRYEWMAEQYG--------------------------------------------------------------------------------------------------------------------------------------------------VVVHEQLVLGCHVHVSVDSDEE--------------------GVAVIDRVRPWLPVLAALSANSPFWQGRDSS------------------------------YSSYRSRVWQRWPSAGPTELFGSAER---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YHRRVADMLATGTVLDDGMVYFDVRLSQ---------------RYPTVEFRVADVCLD------------ASTAVVLAALARALVDTAAREW--RAGA---EPAEHSVSLLRLAAWRAARSGLTSELLHPATMR-RMPAESVVRDLLEH--AGEALAAAGDLERVREGVEKLLRHGNGARVQRELLA-RTGSLREVVAACVRRTQAA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

10580902|Halo_sp
--------------------------------------------------------------------------------------------------------------------------------------------MDVGSPEAFSESGTLGVEEEFFVVDEHGVPTAG-------------------------------------------SDELVYEGE-----------------------PPEP-IAGRLDHELF-KFVVETQTPTLNGVAEAPAAIREVRAALVAYASEHGLRIAGA--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GLHPGARWREHEHA--EKPRYRSQLDRIQ--------------------------------------------------------------------------------------------------------------------------------------------------YPQHRNTTAGLHIHVGVDDPDK--------------------AVWVSNRMRWHMPVLLALSANSPYWNGFDTG------------------------------LASARAKIFEGLPNTGLPTAFESYAA---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------FQAFERRMVEHGGIEDRGELWYDVRPHS---------------GHGTVEVRAPDAQAD------------PAVVDAFVEYAHALVTEYAQRY--DDHPDPFSVTGLRRELLDANKWRAMRDGHDASFVARETQG-AVDLGTVVDRECDR--LG------------VSGIRDVYDDVSGAQQQRRILDTHGEK------RLYNHLSL---------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

11272160|V_c
---------------------------------------------------------------------------------------------------------------------------------MSKFAERLQTVAN---KPEVFQKFSRGLERESLRYT-PEGALTQTPH----------------------------------------PKALGAALT-----------------------------HRWITTDFA-ESLLEFITPVSHEVDTLLAQMSDIHHFAQTKLG-DEKLWPLSMPCYVGS-EEGIVLAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGSSNTGKMKTLYRE-GLKRRYGSLMQII---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHFNFSFPESFWDALF-GEQEESARQASKSAAYFGVIRNYYRFGWLIPYLFGASPALCSSFLQGRKTDL----------PFE-SIGKTLYLPYATSLRLSDLGYTNSAQSVLQIGFNSIEQYLQGLNEAIR---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSAEFAKLGVKVE-GEYRQLNSNVLQIENELYAPIRPKRVTQSGERPSQALARAGVEYIEVRSLDVNPFSPIGINEDQVRFLDLFLAWTALSDSDPMDGCELACWRDNWRKVVLE-GRKPGLELQIGCHGEVLTLQAWAKRVFADLRVIAETMDAALGGDAYQAVCAKLETW--IENPELTLSAQILAEIKQHGGLGKT--GCALGNEYRAVNLQHQYQFYSQDEMEQEVRRSTQAQADIEAKETLNFDAYLTQYF-AYLQAVS--------------------------------------------------------------------------------------------------------------------------------------------------------------------------

121661|E_c
---------------------------------------------------------------------------------------------------------------------------------MIPDVSQALAWLEK--HPQALKGIQRGLERETLRVN-ADGTLATTGH----------------------------------------PEALGSALT-----------------------------HKWITTDFA-EALLEFITPVDGDIEHMLTFMRDLHRYTARNMG-DERMLPLSMPCYIAE-GQDIELAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGTSNTGRFKTLYRE-GLKNRYGALMQTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFSLPMAFWQAKC-GDISGADAKEKISAGYFRVIRNYYRFGWVIPYLFGASPAICSSFLQGKPTSL----------PFEKTECGMYYLPYATSLRLSDLGYTNKSQSNLGITFNDLYEYVAGLKQAIK---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSEEYAKIGIEKD-GKRLQINSNVLQIENELYAPIRPKRVTRSGESPSDALLRGGIEYIEVRSLDINPFSPIGVDEQQVRFLDLFMVWCALADAPEMSSSELACTRVNWNRVILE-GRKPGLTLGIGCETAQFPLPQVGKDLFRDLKRVAQTLDSINGGEAYQKVCDELVAC--FDNPDLTFSARILRSMIDTG-IGGT--GKAFAEAYRNLLREEPLEILREEDFVAEREGFERRQQEMEAADTEPFAVWLEKHA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

7387733|Sal_t
---------------------------------------------------------------------------------------------------------------------------------MIPDVSQALAWLEK--HPQALKGIQRGLERETLRVN-ADGTLATTGH----------------------------------------PEALGSALT-----------------------------HKWITTDFA-EALLEFITPVDGDIQHMLTFMRDLHRYTARKLG-DERMWPLSMPCYIAE-GQDIELAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGTSNTGRFKTLYRE-GLKNRYGALMQTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFSLPMAFWQAKC-GVTEGGSGKRKISAGYFRLIRNYYRFGWVIPYLFGASPAICSSFLQGKPTTL----------PFEKTDCGMYYLPYATSLRLSDLGYTNKSQSNLGITFNDLHEYVAGLKRAIK---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSEEYARIGVEKD-GKRLQINSNVLQIENELYAPIRPKRVTRSGESPSDALLRGGIEYIEVRSLDINPFSPIGVDEQQVRFLDLFMVWCVLADAPEMSSDELLCTRTNWNRVILE-RRKPGLTLGIGCETAQFPLPKVGKDLFRDLKRVAQTLDSIHGGEEYQKVCDELVAC--FDNPELTFSARILRSMIDEG-IGGT--GKAFGEAYRNLLREEPLEILQEEEFIAERDASVRRQQEIEAADTEPFAAWLAKHA----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

11386815|Buchnera_a
---------------------------------------------------------------------------------------------------------------------------------MIEDISKKIAWLKK--NPKMLKGIFRGIERETLRIQ-KNGHFSKTIH----------------------------------------PYLIGSSLT-----------------------------HKWITTDFS-ENLLEFITPTSDNIDYLLSFLTDLHSFTASKIK-NERMWPFSIPYCFND-QTNIQIAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGKSNIGKMKTTYRI-GLKNRYGDLINTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGIHYNFSLPLFFWTNWE-NNQNKKNNTDLISSGYLNLIRNYYRFGWIVPYLFGSSPAISSFFLKNTKKKY----------KFKKNKEDIFYLPWSTSLRLSDIGYSNTNILDLNIMFNDFNEYIESFQNALK---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSKKFINIGLKDEHGNFKQLNTNILQIENELYTQIRPKRKTKDGESLLEALKNRGIEYVEIRSLDVNPFSPIGINKNQILLLDLFLIWCALIDSPKIDKTDFLLTTKNWERIIYE-GRKPNQKIYINNNNETKTLIEIGQIIFKDLNEIALILDSNSNDLLYQKACKETQLF--LKNPELTYSAQCLNFLMTTG-IKKT--GLYLANKYHEKFINKNYFNLNQSVLEQEVIRSHQKKIEIEREDILSFEEYIRNK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

11348607|Ps_a
---------------------------------------------------------------------------------------------------------------------------------MSDLLSRRLALLGAAANLPLLTECLHGIERECLRVD-SDGKLALTPH----------------------------------------PRALGSTLT-----------------------------HPQITTDYS-EALLEFITPTETDVADTLGDLERIHRFASSKLD-GEYLWSPSMPCELPD-EESIPIAR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGSSMIGRLKYVYRK-GLALRYGKTMQCI---------------------------------------------------------------------------------------------------------------------------------------------------------AGIHYNFSLPERLWPLLRQAEGSELSERDYQSAAYIALIRNFRRYSWLLMYLFGASPALDAGFLRGRPSQL------------ERLDEHTLYLPYATSLRMSDLGYQNNAQAGLTPCYNDLQSYIDSLRQAVS---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPYPPYEKVGTKQD-GEWVQLNTNILQIENEYYSSIRPKRVTYTGERPVQALAARGVQYVEVRCLDINPFLPLGIDLDEARFLDAFLLFCAFSDSPLLNG-ECSDATDNFLAVVKE-GRRPGLQLQRRGQPVE--LQVWANELLERIADTAALLDRARGGEAHAAALAAQRAK--VADAELTPSAQVLKVMRERG-ESFEAFSLRQSREHAEYFRQHPLAAEEQARFEKMASDSLAEQTELERDQDGDFDTFVAAYQASILGLISN-------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6634496|Ps_sp
---------------------------------------------------------------------------------------------------------------------------------MPQTLAGRLSLLSGTDELTLLLRGGRGIEREALRVD-VQGELALTPH----------------------------------------PAALGSALT-----------------------------HPTITTDYA-EALLELITRPATDCAQALAELEELHRFVHSRLE-GEYLWNLSMPGRLPV-DEQIPIAW-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGPSNPGMLRHVYRR-GLALRYGKRMQCI---------------------------------------------------------------------------------------------------------------------------------------------------------AGIHYNYSLPPELFAVLTKAEVGSPKLLERQSAAYMRQIRNLRQYGWLLAYLFGASPAICKSFLGGERDEL------------ARMGGDTLYMPYATSLRMSDIGYRNRAMDDLSPSLNDLGAYIRDICRALH---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPDAQYQALGVFAQ-GEWRQLNANLLQLDSEYYALARPKSAPERGERNLDALARRGVQYVELRALDLDPFSPLGIGLTCAKFLDGFLLFCLLSEAPVDDR-NAQRSRPGKSEPGRQVRASPGLKLHRNGQSIL--LKDWAQEVLTEVQACVELLDSANGGSSHALAWSAQEEK--VLNPDCAPSAQVLAEIHRHG-GSFTAFGRQLAIDHAKHFSASSLEAGVAKALDLQATSSLREQHQLEANDRAPFSDYLQQFSLAFGQSVGASRAPNPTAHLIDLTPPV--------------------------------------------------------------------------------------------------------------------------------------------------------

RAB01613
-----------------------------------------------------------------------------------------------------------------------------------MKIQQVIKE--NRLEL-LFQQGSFGIEKESQRVY-ANGSVVVSAH----------------------------------------PKCFGSRSY-----------------------------HPYIQTDFA-ESQLELITPPNKKIEDTLRWLSAIHEVVLRTMLQDEYVFPLSMPAGLPP-EEQIKVAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LENPA----DVAYRE-HLVQSYGKSKQMV---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFQLDPALIRQLFNGQNEYQSAVDFQNDLYLKVARNFLRYQWILVYLLAATPTVDANYFRGGTPLKPGQ--------------------YVRSLRSSQYGYVND--PSVKISYDSLKDYVNTLEHAVN-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------SGQLIAEKEFYSNVRLR-----GAKHARELLQNGIQYLEFRLFDLNPFEPYGIALNDAKFVHYFILLMAWLDEESTESA-VDLGKE--KLAQVAWEN-----------PLSPTAFQSEGERVLQQLLAMLTEIHTG---AEITTIVKEKLAQFADPTLTLGARLVNAIEQHGGYQKLGAELAIR--YKQQAFERFYALSAFDNMELSTQALMFDAIQKGLKIEILDERDQFLSLQFGDHLEYVKNGNMTSHDSYISPLIM

RVK00642
-----------------------------------------------------------------------------------------------------------------------------------MKIQHIIHE--NQLGL-LFQQGSFGLEKESQRVT-ADGAIVTTPH----------------------------------------PAVFGNRRY-----------------------------HPYIQTDFA-ESQLELITPPTKKLEDTFRWLSVIHEVVQRSLPEEEYIFPLSMPAGLPA-EEQIRVAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LDNPE----DVAYRE-YLVKIYGKNKQMV---------------------------------------------------------------------------------------------------------------------------------------------------------SGIHYNFQLSPDLITRLFRLQNEYQSAVDFQNDLYLKMAKNFLRYQWILLYLLAATPTVESAYFKDGSPLAKGQ--------------------FVRSLRSSQYGYVND--PEINVSFDSVEKYVESLEHWVS-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------TGKLIAEKEFYSNVRLR-----GAKKAREFLTTGIQYLEFRLFDLNPFEIYGISLKDAKFIHVFALFMIWMDHTADQEE-VELGKA--RLAEVAFEH-----------PLEKTAYAVEGELVLLELLSMLEQIGAE---PELFEIVKEKLTQFTDPSKTVAGRLVRAIEQAGSDQQLGAQLAQQ--YKAQAFERFYALSAFDNMELSTQALLFDVIQKGIHTEILDENDQFLCLKYGDHIEYVKNGNMTSHDSYISPLIM

REF02644
-----------------------------------------------------------------------------------------------------------------------------------MNYRELMQK--KNVRP-YVLMARFGLEKENQRST-REGLLATTEH----------------------------------------PTVFGNRSY-----------------------------HPYIQTDFS-ETQLELITPVANSGTEMLRFLDAIHDVARRSIPEDEMLWPLSMPPQLPTKDEEIKIAK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LDQYD----AVLYRR-YLAKEYGKRKQMV---------------------------------------------------------------------------------------------------------------------------------------------------------SGIHFNFEYDQALIQQLYDEQSEVTDCKQFKTKVYMKVARNFLRYRWLITYLFGASPVSEDRYFRVYDD-QPQE--------------------PVRSIRNSTYGYRNH--DNVKVSYASLERYLEDIHRMVE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------NGLLSEEKEFYAPVRLR-----GGKQMSDLPKTGIRYIELRNLDLNPFSRLGIVEDTVDFLHYFMLYLLWTDEKEEADEWVKTGDI--FNEQVALGH-----------PHETIKLIAEGDRIFSEMIDMLDALGIR---KG-KEVVGKYYQQLRNPQDTVSGKMWTII-QENSNSELGNIFGNQ--YQSMAFERPYQLAGFREMELSTQIFLFDAIQKGLEIEILDEQEQFLKLQHGEHIEYVKNANMTSKDNYVVPLIM

REFA03339
----------------------------------------------------------------------------------------------------------------------------------MMNFKQLLLH--VNARP-FIDQARFGIEREGQRVD-LAGNLAKTDH----------------------------------------PAIFGDRSY-----------------------------HPYIQTDFS-ETQTEMITPVTDSIPELFQYLAAVYDVTARSIPKEEMIWPLSMPPALPEKDEEIIIAK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LKNFE----DVLYRR-YLAKEYGKRKQMV---------------------------------------------------------------------------------------------------------------------------------------------------------SGIHFNFEFGDELLRTLFSHQEEFQDFSEFKTELYLKTARNFMRYRWMITYLFGASPMSEKNYFLDES--HPQE--------------------PVRSIRNSALGYTNH--PNVKVSYASMKQYLADIERMIE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------EGKLSEEKEFYTPLRFR-----GGKKVADLATTGVRYIELRNIDLNPYARLGINPEQVRFLQLFLMYMLWTEEKEDCDQWVAEGTT--RNNKVALEQ-----------PSDQTEFHQEGREILEGMKQMLVELDWL---DS-LYLVEEALTQMDHPEQTLAAKLYQEA-QLSSQQEVAVALGHQ--YYKESHERPYQLAGFREMELSTQIFMFDAIQKGVQVKVLDESDQFLRLQFQDHVEYVKNANMTSKDSYIVPLIM

RMN01341
-----------------------------------------------------------------------------------------------------------------------------------MHINQLLQH--ANSDL-PLLQANFGLERESLRINKTNHRLAQTPH----------------------------------------PTALGSRQF-----------------------------HPYIQTDYS-ESQMELITPVAHSSKEVLRFLGAITDVAERSIDQNQYLWPLSMPPQIT--EDEIEIAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------LEDDF----EFSYRQ-YLDKKYGKILQSI---------------------------------------------------------------------------------------------------------------------------------------------------------SGIHYNMELGADLMNELFE-LSGYQSFIDFKNDLYLKVAQNFLNYRWFLTYLYGASPLAEKGFLNEE----LSQ--------------------TVRSIRNSHLGYVNT--DDIKVPFDSLENYISSIEHYVK-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------SGALSAEKEFYSAVRLR-----GSKHNRDYLTKGITYLEFRCFDLNPFNNRGITQETIDSVHLFILAMLWLDTPKKLNQALDKAQK--LNDKIALSH-----------PLEKLPKENSASLIIEAMEALIKHFKLP---SYYDDLLIAIKKQVENPKLTLSGRLFEHI-KHASLEHFGQKKGQD--YHNYAWQNYYALKGYENMELSTQMLLFDTIQKGIHFEILDENDQFLKLWHNDHIEYVKNGNMTSKDNYVIPLAM

RSY05596
---------------------------------------------------------------------------------------------------------------------------------MIPDVSQALAWL--EKHPQALKGIQRGLERETLRVN-ADGTLATTGH----------------------------------------PEALGSALT-----------------------------HKWITTDFA-EALLEFITPVDGDIEHMLTFMRDLHRYTARNMG-DERMWPLSMPCYIAE-GQDIELAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGTSNTGRFKTLYRE-GLKNRYGALMQTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFSLPMAFWQAKCGDISG-ADAKEKISAGYFRVIRNYYRFGWVIPYLFGASPAICSSFLQGKPTSLPFEKTEC----------GMYYLPYATSLRLSDLGYTNKSQSNLGITFNDLYEYVAGLKQAIK---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSEEYAKIGIEKD-GKRLQINSNVLQIENELYAPIRPKRVTRSGESPSDALLRGGIEYIEVRSLDINPFSPIGVDEQQVRFLDLFMVWCALADAPEMSSSELACTRV--NWNRVILEGRKPGLTLGIGCETAQFPLPQVGKDLFRDLKRVAQTLDSINGGEAYQKVCDELVACFDNPDLTFSARILRSMIDTG-IGGTGKAFAEA--YRNLLREEPLEILREEDFV--AEREASERRQQEMEAADTEPFAVWLEKHA------------------------

RSY01823
---------------------------------------------------------------------------------------------------------------------------------MIPDVSQALAWL--EKHPQALKGIQRGLERETLRVN-ADGTLATTGH----------------------------------------PEALGSALT-----------------------------HKWITTDFA-EALLEFITPVDGDIQHMLTFMRDLHRYTARKLG-DERMWPLSMPCYIAE-GQDIELAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGTSNTGRFKTLYRE-GLKNRYGALMQTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFSLPMAFWQAKCGVTEG-EAAKEKISAGYFRLIRNYYRFGWVIPYLFGASPAICSSFLQGKPTTLPFEKTDC----------GMYYLPYATSLRLSDLGYTNKSQSNLGITFNDLHEYVAGLKRAIK---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSEEYARIGVEKD-GKRLQINSNVLQIENELYAPIRPKRVTRSGESPSDALLRGGIEYIEVRSLDINPFSPIGVDEQQVRFLDLFMVWCVLADAPEMSSDELLCTRT--NWNRVILEGRKPGLTLGIGCETAQFPLPKVGKDLFRDLKRVAQTLDSIHGGEEYQKVCDELVACFDNPELTFSARILRSMIDEG-IGGTGKAFGEA--YRNLLREEPLEILQEEEFI--AERDASVRRQQEIEAADTEPFAAWLAKHA------------------------

RTY03385
---------------------------------------------------------------------------------------------------------------------------------MIPDVSQALAWL--EKHPQALKGIQRGLERETLRVN-ADGTLATTVH----------------------------------------PEALGSALT-----------------------------HKWITTDFA-EALLEFITPVDGDIQHMLTFMRDLHRYTARKLG-DERMWPLSMPCYIAE-GQDIELAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGTSNTGRFKTLYRE-GLKNRYGALMQTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFSLPMAFWQAKCGVTEG-EAAKEKISAGYFRLIRNYYRFGWVIPYLFGASPAICSSFLQGKPTTLPFEKTDC----------GMYYLPYATSLRLSDLGYTNKSQSNLGITFNDLHEYVAGLKRAIK---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSEEYARIGVEKD-GKRLQINSNVLQIENELYAPIRPKRVTRSGESPSDALLRGGIEYIEVRSLDINPFSPIGVDEQQVRFLDLFMVWCVLADAPEMSSDELLCTRT--NWNRVILEGRKPGLTLGIGCETAQFPLPKVGKDLFRDLKRVAQTLDSIHGGEEYQKVCDELVACFDNPELTFSARILRSMIDEG-IGGTGKAFGEA--YRNLLREEPLEILQEEEFI--AERDASVRRQQEIEAADTEPFAAWLAKHA------------------------

RYP00911
--------------------------------------------------------------------------------------------------------------------MLMSYGFQEREVDLIPDVSHALTWL--EAHPKALKGIRRGIERETLRVT-ADGHLASTGH----------------------------------------PESLGAALT-----------------------------HQWITTDFA-EALLEFITPVDGDIDHLLTFLRDIHRYTARKLG-DERMWPLSMPCFIEA-EQDIELAK-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGSSNIGRFKTLYRE-GLKNRYGALMQTI---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHYNFSLPLEFWQAWAGVTDE-QSGKEEISAGYFRLIRNYYRFGWVIPYLFGASPAICSSFLQGRETALPFERNGK----------GMCYLPYATSLRLSDLGYTNKSQSNLGITFNDLHTYVDALKRAIQ---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSEEYVALGLKDG-DRHLQLNTNVLQIENELYAPIRPKRVTRAGESPSDALLRGGIEYIEVRSLDINPFSPIGVDAVQARFLDLFLIWCVLADAPEMSSDELLCTRK--NWDRVILEGRKPGQTIGIGCSDSRQPLETVGKALFADLRRVAEVLDGSESA-SYQQVCDELVASFDDPELTFSARILKVMQEKG-SGGVGLELAEH--YREMLQNEPLELLTEEQLS--AERDASRQRQHELELKDKLSFEEYLALHGGQ----------------------

RVC04418
----------------------------------------------------------------------------------------------------------------------------------MSKFAERLQTV--ANKPEVFQKFSRGLERESLRYT-PEGALTQTPH----------------------------------------PKALGAALT-----------------------------HRWITTDFA-ESLLEFITPVSHEVDTLLAQMSDIHHFAQTKLG-DEKLWPLSMPCYVGS-EEGIVLAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGSSNTGKMKTLYRE-GLKRRYGSLMQII---------------------------------------------------------------------------------------------------------------------------------------------------------SGVHFNFSFPESFWDALFGEQEE-SARQASKSAAYFGVIRNYYRFGWLIPYLFGASPALCSSFLQGRKTDLPFESIGK----------TL-YLPYATSLRLSDLGYTNSAQSVLQIGFNSIEQYLQGLNEAIR---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPSAEFAKLGVKVE-GEYRQLNSNVLQIENELYAPIRPKRVTQSGERPSQALARAGVEYIEVRSLDVNPFSPIGINEDQVRFLDLFLAWTALSDSDPMDGCELACWRD--NWRKVVLEGRKPGLELQIGCHGEVLTLQAWAKRVFADLRVIAETMDAALGGDAYQAVCAKLETWIENPELTLSAQILAEIKQHGGLGKTGCALGNE--YRAVNLQHQYQFYSQDEME--QEVRRSTQAQADIEAKETLNFDAYLTQYFAYLQAVS-----------------

RPA01520
---------------------------------------------------------------------------------------------------------------------------------MSDLLSRRLALLGAAANLPLLTECLHGIERECLRVD-SDGKLALTPH----------------------------------------PRALGSTLT-----------------------------HPQITTDYS-EALLEFITPTETDVADTLGDLERIHRFASSKLD-GEYLWSPSMPCELPD-EESIPIAR-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGSSMIGRLKYVYRK-GLALRYGKTMQCI---------------------------------------------------------------------------------------------------------------------------------------------------------AGIHYNFSLPERLWPLLRQAEGSELSERDYQSAAYIALIRNFRRYSWLLMYLFGASPALDAGFLRGRPSQL--ERLDE----------HTLYLPYATSLRMSDLGYQNNAQAGLTPCYNDLQSYIDSLRQAVS---------------------------------------------------------------------------------------------------------------------------------------------------------------------TPYPPYEKVGTKQD-GEWVQLNTNILQIENEYYSSIRPKRVTYTGERPVQALAARGVQYVEVRCLDINPFLPLGIDLDEARFLDAFLLFCAFSDSPLLNG-ECSDATD--NFLAVVKEGRRPGLQLQR--RGQPVELQVWANELLERIADTAALLDRARGGEAHAAALAAQRAKVADAELTPSAQVLKVMRERG-ESFEAFSLRQSREHAEYFRQHPLAAEEQARFE--KMASDSLAEQTELERDQDGDFDTFVAAYQASILGLISN---------------

RBY07204
--------------------------------------------------------------------------------------------------------------HGRPSPRKIRDPPGKKDTPVTDTAAQRHHRL--QAHADLLTQTLRGIEKEGLRVD-HQGVLARTAH----------------------------------------PAGLGAALT-----------------------------NAHVTTDYS-EALLELITGTHTDVDSLLGELRDTHRYVYGVLE-GEYIWNQSMPATLPP-EADIXIAW-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------YGTSNTGMLKHVYRR-GLTERYSKTMQCI---------------------------------------------------------------------------------------------------------------------------------------------------------AGVHYNFSLHDALWDVLVPDAPTPQ---ARRSRGYISLIRNFTRYSWLLMYLCGSAPALAREFMRGRDHLL--ETLDP----------STLYLPYATSLRMSDLGYQNKAQSRLKLCYNDLDTFLGRLYEAVT---------------------------------------------------------------------------------------------------------------------------------------------------------------------EPWPAYQAIGTRRD-GQWIQLNTNVLQIENEYYSSIRPKRATGRCERPITALAERGVQYVEVRCLDIDPLTPEGISAETARFVDAFLLFCATSDSPFFPD-NGYCQRSADNFAVVVKEGRKPGLMLDR--EGQAVSVLQWDHELLDQIAPYAALYDQALGGDAYAAALAAQRAKLDQPDLTPSARVLAALREGN-VSFHDYSLDLSRRHADALRAQPLPAERTQAYA--EAARQSVAEQLRLEQSDAVDFDTYVAHYHAALKNPLPSTAS------------

RCA02874
----------------------------------------------------------------------------------------------------------------------INTSRRSTMHWSFPEMIRLFS-D--EYRSSMLSEGNFGVKRESQRVN-YSGDLALTPH----------------------------------------PSVFGDKFE-----------------------------NPRITTDFS-DSQIEMITPPLKSAEEVYKALNDINNEVKNALK-GELLWPLSMPPRLPK-EEDIPVAQ-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------FPDTEDGRQKQIYRN-GLALRYGKKMQMI---------------------------------------------------------------------------------------------------------------------------------------------------------SGIHYNFSFSDKMIDFIYRQLRIEKTKRQFIDEMYFSLTRNFLRYHWILIYLFGASPICDSTYNSVIFKEL--EKIEK--CCPHCAGKIKNFNRYATSLRVSRFGYSDTDEKKYTVYFNSLREYETKIKKMME---------------------------------------------------------------------------------------------------------------------------------------------------------------------TESNKYSKLGIYKD-GVQIQLNGNLLQSESEFYAPIRFKRNIKKGETQLTALVNRGVEYIEIRILDVNPFDKVGISVEQMNFLQVFNVFCLFEESKSIDEEQMERINT--NHQLAALLGRNEDLMLYKYNDDSRIPLKNFGDEIFEKLRIVAKLMDKDNVEKKYSESVESEYKKLHNIELLPSERICREMDNDN-RSYIQFGMEYAEA--------------------------------------------------------------------------

9256961|Sal_t
FTDTKGKEQHVTIPAHQ---------------VNAEFFEEG-----------KM------------------FDGSSIGGWKGINESDMVLMPDASTAVIDPFFAD---STLIIRCDILEPGTLQGYDRDPR-SIAKRAEDYLR-ATGIADTVLFGPEPEFFLFDDIRFGASISGSHVAIDDIEG----AWNSSTKYEGGNKGHRPGVKGGYFPVPPV-DS-AQDIRSEMCLVMEQMGLVVEA--------------HHHEVATAGQNEVATRFNTMTKKADEIQIYKYVVHNVAHRFGKTATFMPKPMFGD-N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSGMHCHMSLAKNGTNLF--------SGDKYAGLSEQALYYIGGVIKHAKAINALANPTTNSY------------------------------------KRLV------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PGYEAPVMLAYS--ARNRSASIRIPV-----------VASPKARRIEVRFPDPAAN-----------PYLCFAALLMAGLDGIKNKIH-------------------------------------------------------------------------------------------------------------------------PGEP-MDKNLYDLPPEEAKE--IPQVAGSLEEALNALDLDREFLKAGGVFTDEAIDAYIALRREEDDRVR-MTPHPV------------------------------------------EFELYYSV

11498554|Arch_f
FADVRGYLQMFSIPAREF--------------VDGSAFENG-----------IG------------------FDGSSVRGFRTIEKSDMVWMPDASSLKIIPWIDDPIQKSAIMFGNVYEAWGTEIADCDPRGYVAKRYEDMLK-SEGM--SAIFGPEIEFFLFEGVDFTRLSWDMWVSPNGGAGDSWGPPRIMPISSELESGYMIRPKEGYFRPPPE-DT-TVEYRNELVYYLEQLGIDIEY--------------HHHEVATAGQVELDFKPKQLVDVGDAFYLYKFAAKNIAAMHGLYATFMPKPLYLD-N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------ASGMHTHQSLWKGEPFSGEAVF---ADPDDEYMLSQKARYYIGGLLEHAKALTALCAPTVNSY------------------------------------KRLV------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PGFEAPIYICWS--PRNRSALVRVPM----------YVKKPSAIRVEYRGVDPSCN-----------PYLAITAQLAAGLDGIKKKID-------------------------------------------------------------------------------------------------------------------------PGDP-LLEDVYELTPAQKRELGVGELPTTLRDAIDHLASD-ELMQE--VLGSHIFDAFMELKIDEWNQYC-LYITPW------------------------------------------EFMKYFDI

6624705|Medicago_tr
WVDNSGQHRCRAIPRKR---------------FYDVVTKNGVGLAFVSMVMTSF------------------LDGSPAGSGLG-SVGEARLTPDLSTKRTIPWSKQ---DEIVLGDLNLQPG--QAWEYCPR-EALRRVSKILK-DE-FDLAMNAGFENEFFLLKSA--IREGKEEWIQ----------------------------FDSTPYCSSSAFDV-ASPILREVTSALHSMGIPVEQ--------------LHAEAG-KGQFELVLGHMVCTKSADNLVYTRETVRAIARKHGLLATFVPKYTLDD-L--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSGCHVHLSLWQNGRNVFMA-----SDESSKYGISTLGKEFMAGVLHHLPSILSFVAPLPISY------------------------------------DRLQ------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PNTWSGAYMFWG--NENREAPLRAST--------PPGTPNGFASNFEFKSFDGCAN-----------PYLGLSAIIAAGIDGLRRHLS-------------------------------------------------------------------------------------------------------------------------LPEP-VDTN---PDPEK-----LQRLPKSLSESLEALHKA-DFLEE--FIGDKLLTAIKAIRKAEIDHYS-KNKDAY------------------------------------------KQLIHRY-

7478087|Myc_t
VVNPAGLTQAKTVPIRRT----------------NTFANPGLGASPVWHTFCID------------------QCSIAFTADIS-VVGDQRLRIDLSALRII------GDGLAWAPAGFFEQDG-TPVPACSR-GTLSRIEAALA-DAGI--DAVIGHEVEFLLVDA-DGQRLPSTLW---------------------------------AQYGVAGV-LE-HEAFVRDVNAAATAAGIAIEQ--------------FHPEYG-ANQFEISLAPQPPVAAADQLVLTRLIIGRTARRHGLRVSLSPAPFAGS-I--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSGAHQHFSLTMSEGMLF-------SGGTGAAGMTSAGEAAVAGVLRGLPDAQGILCGSIVSG------------------------------------LRMR------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------PGNWAGIYACWG--TENREAAVRFVK---------GGAGSAYGGNVEVKVVDPSAN-----------PYLASAAILGLALDGMKTKAVLQYKN------------------------------------------------------------------------------------------------------------------------PSETTVDPTQLSDVDRDRAG--ILRLAADQADAIAVLDSS-KLLRC--ILGDPVVDAVVAVRQLEHERYGDLDPAQLAD----------------------------------------KFRMAWSV

4504027|H_s
WIDGT--GEGLRCKTRTL--------------DS--------EPKCVEELPEWN------------------FDGSSTLQSEG-SNSDMYLVPAAMFR--DPFRKD---PNKLVLCEVFKYNR-RPAETNLR-HTCKRIMDM-----VSNQHPWFGMEQEYTLMGTD-GHPF--------------------------GWPSNGFPGPQGPYYCGVGADRAYGRDIVEAHYRACLYAGVKIAG--------------TNAEVMP-AQWEFQIGPCEGISMGDHLWVARFILHRVCEDFGVIATFDPKPIPGNWN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCHTNFSTKAMREE------------NGLKYIEEAIEKLSKRHQYHIRAYDP-KGGLDNA-------------------------------------RRLT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GFHETSNINDFSGGVANRSASIRIPR----------TVGQEKKGYFEDRRPSANCD-----------PFSVTEALIRTCLLNETGDEPF-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

7292645|D_m
WIDGT--GEDLRCKDRTL--------------DF--------IPQSPKELPVWN------------------YDGSSCYQAEG-SNSDTYLYPVAIYK--DPFRRG---NNILVMCDTYKFDG-TPTDTNKR-KTCLEVANK-----CAAEEPWFGIEQEYTFLDFD-GHPL--------------------------GWPKNGFPGPQGPYYCGVGANKVYARDIVDAHYRACLYAGIKVSG--------------TNAEVMP-AQWEFQVGPCEGISIGDDLWMARFLLHRISEEFGIVSTLDPKPMPGDWN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAHTNVSTKAMRED------------GGIRDIEKAVAKLSKCHERHIRAYDP-KQGQDNA-------------------------------------RRLT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GKHETSSINDFSAGVANRGCSIRIPR----------GVNDDGKGYFEDRRPSSNCD-----------PYSVVEAILRTICLDE-------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

6325292|Sa_c
WIDGT--G-NLRSKGRTL--------------KK--------RITSIDQLPEWN------------------FDGSSTNQAPG-HDSDIYLKPVAYYP--DPFRRG---DNIVVLAACYNNDG-TPNKFNHR-HEAAKLFAA-----HKDEEIWFGLEQEYTLFDMY-DDVY--------------------------GWPKGGYPAPQGPYYCGVGAGKVYARDMIEAHYRACLYAGLEISG--------------INAEVMP-SQWEFQVGPCTGIDMGDQLWMARYFLHRVAEEFGIKISFHPKPLKGDWN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGCHANVSTKEMRQP------------GGTKYIEQAIEKLSKRHAEHIKLY-----GSDND-------------------------------------MRLT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GRHETASMTAFSSGVANRGSSIRIPR----------SVAKEGYGYFEDRRPASNID-----------PYLVTGIMCETVCGAIDNADMT------------------------------------------------------------------------------------------------------------------------KEFERESS-----------------------------------------------------------------------------------------------------------------------

1835156|Medicago_tr
WIGGS--GLDLRSKARTL--------------PG--------PVTDPSQLPKWN------------------YDGSSTGQAPG-EDSEVIIYPQAIFK--DPFRRG---NNIFVMCDAYTPAG-EPIPTNKR-HAAAKVFSH---PDVVAEVPWYGIEQEYTLLQKDINWPL--------------------------GWPVGGFPGPQGPYYCGAGADKAFGRDIVDSHYKACLYAGINISG--------------INGEVMP-GQWEFQVGPSVGISAGDEIWVARYILERITEIADVVLSFDPKPIKGDWN--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GAGAHTNYSTKSMRED------------GGYEVILKAIEKLGKKHKEHIAAY-----GEGNE-------------------------------------RRLT------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GRHETADINTFLWGVANRGASIRVGR----------DTEKAGKGYFEDRRPSSNMD-----------PYVVTSMIADTTILWKP------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

1075624|Syb_sp
AVATAMRDWAMGKGAMYYAHVFYPMTNLSAERHDGFISVQGDGNVISEFSGKVLVQGEPDGSSFPNGGIRDTFEARGYTGWDVTSPAYIMETDNGSTLCIPTVFVSWTGEALDKKVPLL-------RSIAAMDKAARKVLSLLGNEDIAHVNSSCGADEEYFLVDANFASQR---------------PDLLLA-GRTLFGKLPAKGQEFDDHYFGAIPER--VQVFMQDVEETLYKLGIPAKT--------------RHNEVAP-GQFEIAPFFEAANVASDHQQLLMTVLKNTAKKHGFVCLLHEKPFAGI-N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSGKHVNWSVGNSTQGNLLDPGDSP---HDNAQFLVFCGAVIRGVHKYGPLMRAAIATASND-------------------------------------HRLG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ANEAPPAIMSVYLGTQLEEVFEQIKTGSVKDS---KKKGVMDLGVDVLPDLTKDAGDRNRTSP------------FAFTGNRFEFRAVGSSQSVSG--------PLIVLNTMLADSLNWIGDRLEAELAKGLDLDTAILTVLKEIMENHGQVIFGGNGYSEEWHKMAVEERGLANLRTTADALPVLKEKYIEDLFEKTGVLTPVELESRFEVYAEQYILSIEVEAKLVVSMAKTVIYPAAVEYLSKLSSTIASLSGLGIDFEKE-SAKKIADL--------------------------TNQMVGRVAKLSEAMAKHD--------FANTEEKLQYCAQTLRPLMDEVRTFADALEGEIADSFWPLPTYQEMLFIK

7471952|Dein_r
TVALAMKTWAMEKGATHYTHWFQPLTGSTAEKHDSFLNPAGDGVAIMSFSGKELIQAEPDASSFPSGGLRATFEARGYTAWDPSSPAFIVRHANGATLYIPSVFASWKGEALDLKTPLL-------RSVEALNKAVSPALELFGASEGTRVGSTLGAEQEYFLITEEYFYRR---------------PDLIMT-GRTLFGARPPRGQELEDHYFGAIPDR--VLSFMTDAETQLYALGIPVKT--------------RHNEVAP-GQFEIAPIFEDSNIAADHQQLMMQVLRTTARKYGLVCLLHEKPFAGV-N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSGKHCNWSMGTDHGENLLDPGDTP---SENMQFLFFCAAVIKAVDDYQALLRACVASASND-------------------------------------WRLG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ANEAPPAILSVFLGDELTDIFERILSGEGGSS---HSAGLMGLGSQVLPEIPVHAGDRNRTSP------------FAFTGNKFEFRAVGSSQSISF--------PVTVLNASIAESVEQLTGELQGKLRSGADLAHAVTEVVRDTYKKYQRIVFNGDGYSEAWHQEAEKERGLLNLRTTLDAVERLTDPKNLELFEKHGILNERELVARQEIMYDIYFKTVNIEGETTQYMAQTQILPAAVTYLGELGRAGESRAVQGISGE-------VTRL--------------------------ADELYDALDGLRTVNNDLG--------GEEVHEKAYHMRDRVLPAMHEVRAAADKLEGIMSFKHWPMPTYRQMLFVK

121358|Bacteroides_f
LIANGMKSWAKSLNVTHYTHWFQPLTDGTAEKHDGFIEFGEDGEVIERFSGKLLIQQEPDASSFPNGGIRNTFEARGYTAWDGSSPAFVVDT----TLCIPTIFISYTGEALDYKTPLL-------KALAAVDKAATEVCQLFD-KNITRVFTNLGWEQEYFLVDTSLYNAR---------------PDLRLT-GRTLMGHSSAKDQQLEDHYFGSIPPR--VTAFMKELEIECHKLGIPVKT--------------RHNEVAP-NQFELAPIFENCNLANDHNQLVMDLMKRIARKHHFAVLFHEKPYNGV-N--------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------GSGKHNNWSLCTDTGINLFAPGKNP---KGNMLFLTFLVNVLMMVHKNQDLLRASIMSAGNS-------------------------------------HRLG-----------------------------------------------------------------------------------------------------------------------------------------------------------------------------ANEAPPAILSIFLGSQLSATLDEIVRQVTNSKMTPEEKTTLKLGIGRIPEILLDTTDRNRTSP------------FAFTGNRFEFRAAGSSANCAA--------AMIAINAAMANQLNEFKASVDKLMEEGIGKDEAIFRILKENIIASELIRFEGDGYSEEWKQEAAR-RGLTNICHVPEALMHYMDNQSRAVLIGERIFNETELACRLEVELEKYTMKVQIESRVLGDLAINHIVPIAVSYQNRLLENLCRMKEIFSEEEYEVMSADRKEL--------------------------IKEISHRVSAIKVLVRDMTEARKVANHKENFKEKAFAYEETVRPYLESIRDHIDHLEMEIDDEIWPLPKYRELLFTK

