
Ce_CEH-86 -----------------------------------------MPTSSTPPIVYETDLEPIYYQDCYCHKELVFC-----KNWKFGGEIFKYNSSGTNSSIRRVQFDCC-VY-----------KDQEIDEEMSEKVKTFKGTLDP-------    85

Ce_C35E7.2a -----------------------------------------------------------------------------MNTSEYQNPPSKYSTSTQTPQLPKV------------------------------------------------    25

CBG08468 ------------------------------------------------------------------------------------------------------------------------------MNPNQDQVSQKPKAEQS-------    17

CRE_28417 -----------------------------------------------------------------------------MNPLDPNKHAFPSGTGFKQPIIPVVNTTTGEEF----------------------LCQRNLKSLKF-------    44

CRE_28418 ---------------------------------------------------------------------------------------HKYAYSFSEKQFQRVQCSCC-EYDKSKIGTYFRHNENQESKGNFRLLSHMMNATLPSNQVIFP    62

Ce_C35E7.5a ------------------------------------------------------------------------------------------------------------------------------------MMKDIPLELEP-------    11

CBG08470 MTARPEYATQFDKDLNCDVVLMRTSPTEEYQKYVFDTKLVNFVPAPQVVRVS--DLYTYHEKLCDRHKAVAFSQTRWTRNLKH-GRTFKYARDESTGKLRRVQCTCC-RF------------EDYDPHSGIHYTMNILDECNP-------   127

Ce_C35E7.3 --MSTELITQFDKALQLNVVLVRDKKTDPFKKFVFDSKTSQFKEAPKSVKVI--DLLPLYESDCDRHKKLIFC-----KNLMKNRQIFKYAYNTENGKFQRVQCTCC-EY-------------------KKELVGCHLKTIKLPEN----   117

CAEBREN_12536 ---------------------------------------------------------------------MIFC-----RNLKT-DKVYKYVMSDEHAPYRRVQCLCC-EF-------------NLETRVDQVWSASIKATMTP-------    54

CBG08472 MAPPTPFKARYDPELKKHVVEVRSKDTGEIMKFTYNLKFKTFEAAGDPIRVYERDLIPIYQKDCERHITIWFC-----RNNKYGGKVYKYTARDMTNPWTRVQCLCC-DF--------------VEADNKVDPDAQLLAGMNL-------   123

CRE_28419 MAPPTPFNSKYDQDIKKHIIEVRDRTTGQYKKYIYNDAFKQFEAAPEPAAVFERDLEPLYQSECSRHSNIIFC-----RNKKAGGKIFKYKAGDERGPWQKVQCLCC-HF--------------EHKPENPDWVELIKKSMNL-------   123

1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

* * : : . : * : * * . :: : :. : . : * . .* :. :

Ce_CEH-86 RQVVQNNCFQHL--SPLYSKFCEHYGHMIGF---FWNSLKDTVMAYDIADGLFQETKDCGC--CL----------FHKDVYLTNHIFFEKS---HRDEYGQTIICMDIN--W-HTKEHGKMSIFFNSQGFFGEYRWNRVAQCFKLMKQLD   212

Ce_C35E7.2a ARIV-----------PKYSVVCENSLEVVLFGT---DNGVFGKYIF--KNNEFLKAPDCVCQSCLR------ADDINLFTDSVEVQGLRATDKLHRGIDGQRLMCIGIS--WIGCKQSGVMDTFVNIHGIIGKYRKTPEGLILK-DENKA   150

CBG08468 EKPKQFPK------EVRYSRVCEKTHTLIVFA--HGEDKKLGRYIF--TGSDFVKAPHCECETCLNIDKFHNVSDPHGGALGNVGE--------QHDSEFNRLIPISMK--WTTCRQRARFVYFAHENGSIGRWVHSPEGYYPHSEPLKS   147

CRE_28417 EVLKPIPTIRTVNLQPKFSRVCKISLEVMVFAT-NSKTKKLHRYVF--ENNDFKRADECSCDTCCYVDPFDIMISPSGRAFGDEKR--------FVDCYGEALINIGIT--WTKCRQTGSMDLFVHANGSIGIYK-KTKLGMQLFEMNMD   180

CRE_28418 KELVDEENMNFFWIRPFHSDICLETNEIVIFCLIYPENKVLQAYSFDPKTQKFTKS-CCQCKKCNTI-----DHTFNSFDHGSQGIGYRRS---HRDRNGLPLVCLALT--W-KNSYEGLMNIFCDEQGYIGRYEYNYDQKCFDLLELLD   200

Ce_C35E7.5a ELEVDERRFMNVNLEIMCSEYCEQCDEMTIFAK---DTDEEFPMTFNPKTQSFTYS-KCK--ECIENT----KFAIRRHYLNQQISKLAGTPLPYQDRKGKELISLQVT--W-LNKEQGNMEYFVNPDGNISKYQWNEKFQYFDHVRTLD   148

CBG08470 NDLVDMDTANFLWLRPFYSDICSETNEVVVFMLKYPETKKLAAYSFNPETQYFLES-DCECKKCTEI-----NHTYNMFSHGSQGIGYQRT---HRDRNFLPLLPLAITKDYKYSRE-GVMEYFSDENGYIGKYKYDSDRDFYALVELLD   267

Ce_C35E7.3 DELVDEDSGNFLWIQPKYSSICVKTNNMAVISRTFPENFKLDAYTFDPETQKFELS-NCKCDGCSNI-----DYSLSSFEFGAQGIGYQRT---HRDQNGLPLVCLSIT--Y-KNDKTGVMEYFSDQNGFIGKYRFETD--CFRLVEELD   253

CAEBREN_12536 GRRVDEENGNCLWFQPVYSKWCENTQKITVFAGIYPQLDILYPWNFDLHRQNFVKS-ECRENCCKER--FLSALAPRTFDFGNQGQCFARS---HRDQAGRPLICLAIT--W-YNKEHGQMEIFMDQDGDIGRYEWNSRLKCFFLQKTLE   195

CBG08472 DEMVDDSDFSYLWIQPVFSKFCEVTSKMAVFASVFPDVSRLVVFNFDAGNQKFVRS-ICDADCCMEIRNWD-GISPAAFDFGSQGQHYSRT---HRDQMGRRLMALDIT--W-YNTEHGRIEHFVDSDGDIGKYEWNEACECHDLVEQLE   265

CRE_28419 DKPVDDDKYSYLWFQPVFSKFCQNTGKITVFASIYPHQDRLLAWNFDLEKLNFVPA-ECQQECCQMITGFDRRISPRAFDFGSQGKYFARS---HHDQTGRPLICLAIS--W-YNSEHGQMEIFLDSDGDIGRYEWNDKCQCFDLVETLD   266

.......160.......170.......180.......190.......200.......210.......220.......230.......240.......250.......260.......270.......280.......290.......300

: : : .:

Ce_CEH-86 VKTTEYEVADRTDDEKNWSSFSYDAIHFLEQEYRKTKYISSTDCQKISEKI----HLDEELIEKWFRARRATS--------------------KREANSNEDIFTSQYQQTKLTMK----------------------------------   304

Ce_C35E7.2a IALLPNFPIQNTQA-------------IMEKDLL---LLNTKICPHVSQKIYFCKTTKSESVHQVVLNKLTLHFEIIKCSVCTYDKNLELEYYDKKTKLYAETVRCETTEKFAIVRSAKNENIFLSTYCPKTLD--LKLQSPVAMEERKL   282

CBG08468 IKCLPMESNIP----------------IMDTEFT---LSHAVFCAHLKDKVYYC--TREGIMEQLIFNKTHLHFERIKCKHCISD---KCG-DPAGRKYQAEAIPTSKSDTFVGIYQGANNQLQWTKFNTNNR---FDVQSDMVLDCRSM   269

CRE_28417 VKMLPATNPTGKE--------------VMDSSFK---LLDKQMCPHLSVVTFMVSRI-EGSTEQLVFNKTTDQFEMIRCEKCMQDRQLKKG-KTVDDGLCMEVWATNNCEKYTVIYRGEQGKLTWKVFTVRTQS--WEYCSKSVMDCRAM   309

CRE_28418 IRVHSHIQETEVKKR---------PDLLFDDCLR---VLYHSHCDQLNRTFFFGYHQMDTTMQKWTFNEYSHQFEIFKCSDCKFEHS-KVG--KPTAESVFFPTPSLLTGKMIGLRLMKDRSVEKTVQVNDEYS--VKLEKAPIRNLLHF   333

Ce_C35E7.5a VETLASGSINKMLG-------------IVEEKFS---TAFAARMRLIQVN-----------TEQLLWAGERMSSS-------------QLG----------SLPPVSKPEKKLVVLQ---------------------------------   215

CBG08470 VRVHSNMQDME---PR--------PELLLDDDLR---LFYIEHCREMKRDFYFGFHRKDKKPQQYTFNEVTLQFDLFKCSDCHFDQK-KAQ-LYLEDKPALAS-TCKLTGRDITVSYGTNGVPAKTIRGWDSGSVEIKMGKAPIRNLLHY   400

Ce_C35E7.3 VRVHKYLETSRISTKK--------PRLLIDDQLF---IHYKDNCKKLDMPIYFGYHFEEGKTRKYLFNNRTLQFERIKCPDCIFDSRKIVR--SRALTTDLAVIRCDLTSKIIKLKRKPMGRVEKSIETRHGF---LPLGKAPIRFLKYL   387

CAEBREN_12536 VRCLNHPYNKQ--GDK--------KGLWYDDDLR---YMFHTKCPALKEDVYFCWHLSDGKTRKYIFDPVTLQFVLVKCPCCSPTGG-YSA--NNTMVPTLGVYMCPATQGKVMILKDKDSMLLKVMVTVYGTS--VTMPTSPIRMDSHL   327

CBG08472 VRTMSHRYPSEIEHET--------AEVLYDNELY---LLNTKNCSSLRDKIYFCWHINDGETQKYVFDSTNLQFALVKCPCCTYS-----------------------------------------------------------------   339

CRE_28419 VRTLNHNDCEEVKIMK--------PEIWYDDGLR---LLYPKECPTLRDTIFFSWHVKDGKTRKYVFNPICLQFNVVKCQCCVFDAS-LII--DKEENTHVAIYTCNTTSTKLMIRSNKDGCINKELFTYAGEQ--RTLQKSPIRIDSHL   400

.......310.......320.......330.......340.......350.......360.......370.......380.......390.......400.......410.......420.......430.......440.......450

Ce_CEH-86 ---------------------------DGTEGYFLRKNHEYFKKIVVTVGF---SDGSVKPCVWIE-KISEYQIIDQETWRL----------------------------------------------KFENSRVMAIDAEAREQVHRQR   377

Ce_C35E7.2a TN-------------------------SESNNW----YNTSKSCEENILEKMCPANENHQTLVATEGATFGTIYWMMNENYK--------------------------------------------IDPFKIAPT---------------   344

CBG08468 PLHEIQKR----------------------------HRYIYNRKLGVLEEHLCQSDGRFRQIMYTEFNTTGEIVWMKDTRDT-----------------------------------------ILPFSRSDLMGRTSFVEITAEQLHEKR   350

CRE_28417 SMRDLLLR-----------------------------YHYERNNRAPSMNSMRQVDNVNRQLAFIEDTTMGRIFWMMDSLNA--------------------------------------------VKPFELM--YY-------------   371

CRE_28418 DTEKLVEH-YASRKVVSQELPIQIIESDETEKW------ITTRHSSAVTVFLTGMDGKVKLHRIEN-NACDVKEWKYLAVNEQGNVRKEDDKRIGRSISDSFVIPTETDLSEPVVNTSTIVEGYTYCPHFKQILLYAFYDTH--------   467

Ce_C35E7.5a ---------------------------DGTECLVIRKDRVSSNGLYKFDTISF-KDGSVKPYRRND-TTRQYELFKSEYFEAFGLFSVETEVEE----SERYSLDWDLTPKTIVSCTHNDRTLFTAFNNFTQTDGFYFYNSSTGHVHEHS   332

CBG08470 EKDQLIAHFFSIRTYKNLLQFSEI---DGTEQW---------NASGQEMDALIGMDGQVKLRKVVQ-PPEESQEEDG-------------------------------------------------TDKLDEMLQSLISEQDL-------   481

Ce_C35E7.3 AVEDILKHYTPIRRNPCDPQYFQSFDSKNEEKWFLLNYSNLCEKKNNISAMIIGMDGTIRNVVLQD------------------------------------------------------------------------------------   453

CAEBREN_12536 APNEIISR--RLAENIHITQMTQLFTAEGLEGWVLRTQRTSSDGCTQIGTMAL-MDGSVKPITLDC-NRYNFAIYHADCVNL------TKTKPQGHMKWKRYALDWDLLPEKSLQCIHSIVPIMFCYNTFSGMRGYYILDMRSGHIMEHP   467

CBG08472 ---------------------------------------------------------------YDD------------------------------------------------------------FNPMSNPIATY-------------   353

CRE_28419 MPHEFGIR--RVIEN-NVPHMIQILISKKDEAWVIRRFRLGSDGKTATGTVVL-MDGSVKPFYYDQ-KLMEYAIFEPDCADLAA-LKKTNPNASPHVNCDRYALDWDLTPRSLAYCTHFNNHFITAYNHFTNSTHTYVYNGSTGHLHENS   544

.......460.......470.......480.......490.......500.......510.......520.......530.......540.......550.......560.......570.......580.......590.......600

Ce_CEH-86 K----------------------------------LNSNEKRKEEEAENEQEKLFKEMAELEIQ--------------------------------------------------------------------------------------   407

Ce_C35E7.2a -----------------------------------IPGTGTFLTILSSLDVFKSRKVIAS------------------------------------------------------------------------------------------   369

CBG08468 QKGAKIAAFLRCGEFQEQEAFDPASC---------DHCCNKRGLKKLEKQCVDRLGAYGSGPYGSGHPSFDRPGDRARSMDAWPATIYIPFPTLPQIPPFPRPLNFPIASRQFP------------------------------------   455

CRE_28417 -----------------------------------PNSAEQTLIEIDPLTLHRKRQEL--------------------------------------------------------------------------------------------   394

CRE_28418 ----------------PIQLLLTSYLIQVKCNSCESKRSGPHVLKVSNNMLFPCEEGFAHRVVYAKNRTMIQKIEYDSVTKTWDKVHEYSIRLLKGIEEEWARKDIELNNDSFKRDCCCN------------------------------   571

Ce_C35E7.5a GCSTC-----KSSVIDSSQVIASSISPFTRCAIILKTNKEGRFIKVGLNECSRKYEAMAPLKVMNVHVPVPQSNGWRKIQTVEDVLNVYGKYQVEANKKMVDEAVEKHREAISSLEKECNMHLESLKKMNDSRKEFEVLNAELEKKVFDL   477

CBG08470 -----------------------------------EESPLDRLFNTYKQHSNRVSRGLAEM-----------------------------------------------------------------------------------------   507

Ce_C35E7.3 ------------------------------------------------------------------------------------------------------------------------------------------------------   453

CAEBREN_12536 GCQECLRDPTKIAPIAPSTVIFWTSSPLSATDVYVATNSDGYLVKVSKNPVTEEFSGMIPLRIVTPD-EVNQFTGYQQQDQLNQWKLSAMENTLRQNLEVIQSLEVKLSEMTLE------------------------------------   580

CBG08472 ---SCA-----------------------------ANNTQSASIRVREREPSRTF-----------------------------------------------------------------------------------------------   376

CRE_28419 GCETCQKE--RMYSIGPNQVIFGAASPQSKRAIILSTNSEGRLMKIGENSHSKVYCGMVPSRVLTEK-DV-QFLGEQNASKTEELIRSGRIPEKKLHEETVARLETRVMEAEKKIKDTETQNNMLSEEKTLLEKQIMELEQQIKQLNEGK   690

.......610.......620.......630.......640.......650.......660.......670.......680.......690.......700.......710.......720.......730.......740.......750

CEH-86 homeodomain

A



                                                                                                                                                                     
Ce_CEH-86 -------------------------------------NYRILPN----------------------------------------------------------------------------------------------------------   414
Ce_C35E7.2a -------------------------------------KFTLF------------------------------------------------------------------------------------------------------------   374
CBG08468 -------------------------------------MPYVLPSYQPF------------------------------------------------------------------------------------------------------   466
CRE_28417 -------------------------------------YHALNPDYKNSTDY---------------------------------------------------------------------------------------------------   408
CRE_28418 -------------------------------------RPSITSVFNHF------------------------------------------------------------------------------------------------------   582
Ce_C35E7.5a KKVLEMEQGKIAEMLKNKEREAAHKKQQEMINAPPVFDFNLFPKCCSFCPHIGQFVITAFDEVTKSTRSYIFSPKTAHFHYQSTCELCPRVICYSTVLPNWTIMPMQCERSKWPCLLLTNQEGRLIKVAFDAKINTFIAVKPSQVLEEIV   627
CBG08470 -------------------------KER-----PNEPEISIWKLY---------------------------------------------------------------------------------------------------------   522
Ce_C35E7.3 ------------------------------------------------------------------------------------------------------------------------------------------------------   453
CAEBREN_12536 --------AERERIRADVAENHIVNRDN-----NPLMDMDLSPMYRNYCPHTGHFYITSLNNRNQSIGHFVFNPTTGHFHQQDYCEACGDYTQGIKVQNFVTLMPAESPLTKFPFLVMTDDNGRLVKIGFCNEARGFVSQPASVIQPAVQ   717
CBG08472 -------------------------------------DHTQSGAY---------------------------------------------------------------------------------------------------------   384
CRE_28419 KEMEKEEVEEKEELPVEEEKVTIVQKHQ-----PLSTDHDLSPMYRNFCKHTGHFLITAFNRITETTSHYVFNPDTLLFHHQDYCSLCPSYENGVKVNSFVIIMPIQSMRCKFPYLIMTDETRRLVKIGFDSISMSFVLISPAVIQNQVE   835
      .......760.......770.......780.......790.......800.......810.......820.......830.......840.......850.......860.......870.......880.......890.......900

                                                                                                                                                                     
Ce_CEH-86 ------------------------------------------------------------------------------------------------------------------------------------------------------   414
Ce_C35E7.2a ------------------------------------------------------------------------------------------------------------------------------------------------------   374
CBG08468 ------------------------------------------------------------------------------------------------------------------------------------------------------   466
CRE_28417 ------------------------------------------------------------------------------------------------------------------------------------------------------   408
CRE_28418 ------------------------------------------------------------------------------------------------------------------------------------------------------   582
Ce_C35E7.5a EVQNSGMTTKKTLEIPSYDTTRP-----VLYPNFRVYCSHIKDVLINAYNSHAKSNAFYYYNKITGSFEEHVGCDHCSKSSLNHSIPSLQNVITSTSPYTDNAVILVSSKDRSLNILGFRSNNMGFANFPYNVVML--------------   758
CBG08470 ------------------------------------------------------------------------------------------------------------------------------------------------------   522
Ce_C35E7.3 ------------------------------------------------------------------------------------------------------------------------------------------------------   453
CAEBREN_12536 DIRMIPNSMRSIPTCIEAPVDQGGPYDCYLVPQYRVYCLHCKEFLLYGFHKELQANGYFMYNSQTGHLEEHPGCDSCEAINPRYDIDTMRSVMPVVSPYSKWPLMLTTNIYGELFPIAFKTENHRFNSMPRLKIVMMNERSPRVYPQELK   867
CBG08472 ------------------------------------------------------------------------------------------------------------------------------------------------------   384
CRE_28419 SITEITNSI-CYSHALEIP-NTPGPHDTDLCPKFRIFCTHISEFLIFAIDCFSGTEGFYLFNSATGHMEEHDDCPSCRTRSPVYIIEKMRSIMAISSPYSRWPIMLTTDKDGMFVPIGYDTSSQKFEKMHPLAIKLLKNKEEK-------   976
      .......910.......920.......930.......940.......950.......960.......970.......980.......990......1000......1010......1020......1030......1040......1050

                                                                                                                                                                     
Ce_CEH-86 ------------------------------------------------------------------------------------------------------------------------------------------------------   414
Ce_C35E7.2a ---------------------------------------------------------------------------------------------------------------------------------ENVTPKDLIDH----------   385
CBG08468 ------------------------------------------------------------------------------------------------------------------QWVPQEPTRAPAAKREQPRKETVPKTEKEEKINDID   502
CRE_28417 ----------------------------------------------------------------------------------------------------------------------SSVVRRFTELNCDHCAQLASNALRSLNPGYSD   440
CRE_28418 ----------------------------------------------------------------------------------------------------------------------HAEQKRGQEIQKRKQMETEIDKELKLAVKEKE   614
Ce_C35E7.5a ----------------------------------------------------------------------------------------------------------------------KEDLKGSEEPLTDLTVESLVEKVETLEVTKKV   790
CBG08470 ---------------------------------------------------------------------------------------------------------LQLGGFDESKQSGSGNGSDGIEEEAEVASDKDNDSDESSDESSED   567
Ce_C35E7.3 ------------------------------------------------------------------------------------------------------------------------------------------------------   453
CAEBREN_12536 YMMPVTQESAKVPPVIDEPVLDVNPPAPVPNVVPEVVPEETIPKLVKEFEKFEGSLVYNILPAADVPKLVKEFELLPANSYVGSKSPVPVRDLILQAQPVENKPEEQLEDTEDEDYSDEEDEEYSDEEDEEYSDEEEEDEEPKAEQTKAA  1017
CBG08472 ------------------------------------------------------------------------------------------------------------------------------------------------------   384
CRE_28419 ---------------------------------------------------------------------------------TEEKSEVNFVTDTVQMNPVENEDDDDECSDEEEEYSDEEEE--YSDEEEEYSDEEESGEDEEDEEEEVD  1043
      ......1060......1070......1080......1090......1100......1110......1120......1130......1140......1150......1160......1170......1180......1190......1200

                                                                                                                                                                     
Ce_CEH-86 ---------------------------------------------------------------------------------------------SSDKRLEEH-------------ELKTQSSTLPKPCAHAQAQAHAQAQAHAQ--AHET   456
Ce_C35E7.2a ---------------------------------------------------------------------------------------------RCEDCENNVRPTDAWLESDKGKPTLRNQMHPDYHPTYKKNSEYEDAQEDF---DDIE   439
CBG08468 EILVQL---------------------------------------------------------------------------------------KEDDRLDQI-TAEVETPQVHLLKSQLQEIFQDKEPQEKPEYHSKDEEARAMIFAKHP   564
CRE_28417 AGAPHGLPTQGGAYQ------------------------------------------------------------------------------PYWNGTYAHQYMTVPVSTQYSLSYYMDPIAQSVPRQYSNNNTQAPVYQSMSYMNGNA   512
CRE_28418 EDVVSGVCTPQL---------------------------------------------------------------------------------QITDSNSVQKINKCEVSEEGKVITVSESESESDSESDSESDSESDSESDSE--SDSE   681
Ce_C35E7.5a EVE------------------------------------------------------------------------------------------DDSDCLDED---------------EDEEEYEDEDEEESEEDEDEEEDEDSE--EDED   833
CBG08470 DV-------------------------------------------------------------------------------------------DSDDVSDEASTDEHKANRERIFHSDIWEQYRKSRCYDERAGSKQSGSGNGS--DGIE   624
Ce_C35E7.3 ---------------------------------------------------------------------------------------------KMEKELEQF----------------------------------------------ED   464
CAEBREN_12536 DVEPIVGPVDSLAKPEESDNSDEDYSDEDEEEEEYTDEEEEEEEEEVEEAKPHSTFTFQMLQQTTQHLASTARAFTNFISAGLPSTSTEALEDDEEDCSDEE--EWCCSDEECS---CSDEECSDEECSDEEESDGECSDEDCS--DEEC  1160
CBG08472 ---------------------------------------------------------------------------------------------CHEAVADSH------------------------------------------------   393
CRE_28419 EDLLVGAQIINEIRHMQIAPNESEHDDEDCSDEEYYCSDEE-------------------------------------------------CSDCYEECSDEECSDEECSDEECSDEECSDEECSDEECSDEECSDEECSDEECS--DEED  1142
      ......1210......1220......1230......1240......1250......1260......1270......1280......1290......1300......1310......1320......1330......1340......1350

                                                                                                                                                                     
Ce_CEH-86 NDNWPKLMTELFRALLQGQSLTQQHMQRLVHLRTQPDFNRRSYAGHELTAME----------------------------MEALKQLLNLLNGKEMPTGKKEEVEGSGLTISEAHGTVGSPMLIEKKEELEGSLEHQPTMANEEIDQNLK   578
Ce_C35E7.2a LKVFQKLCNMEDNLFKQIIDFEKPKEQFTAPPHPQMTHRVAQ--------------------------------PHYVPVEYFNHTISDLLRQISGLQHEQAMQNGQMQHMANEIRSIGNAVCSLHSSQLQQPPNSAASMFPYPIHPMPS   557
CBG08468 ETEVRELPSEFFTMNTVDSKLSKDKDDFHLPGLPSAKDIMTNYADMKK-----------------------NWPTEYQRLQDRCRVELEKIKKLEKLAELETKSIQAELVKRQQEENIARKCRLEKRLLEASKQFEETATGIKKNQEALA   691
CRE_28417 TTAYPYYCSYPRG--TNPSLGSVAHSYLANPMDPSCIRYPYQYTNR--------------------LGQHGIPTPNVPYHRYPKPRINPPVKRTEQPVAM--------------ASDKEQTPRIPTPEGIRGTGYTQPVEALSSLEELQR   626
CRE_28418 SDSESDSESDSSD--SESVDLEDEQTPKLDSLAPCLVKKEVTNFKKPIVTTADLTPLHSEFCIKLHKVFFFAFNNVTRGYGKYAPTSSKTLEEVESPIEYKPKKESEFNQKRTVVFEGGAEYLVDSNGRLLRVQYDKVKKILMRVEPEVV   829
Ce_C35E7.5a EEEYEDEESEYED--EEEDEEEEEEEGKENNEEKKVQNEIKHYIKLVNSKAA-------------------IFDQLAIAFSLAKPETQSNFKEM--------FSNKKAFNERVGVEFDNNTWKKMQSVLAKVTREDDVESTTTALEPSDI   954
CBG08470 E---EDEVASDEG--NDSDESSDESSEDDVDSDDVSDEASTD-------------------------------EHKADRERIFHSDIWEQYRKSRCYDER---------AGSKQSGSGNGSDGIEEEDEVASDEGNDSDESSDESSEDDV   729
Ce_C35E7.3 ETSWSQDSDYSFL--NEIDRELTNTDKKNV------------------------------------------------------------------------------------------------------------------------   492
CAEBREN_12536 ECHWTDDDGEDAG--EDSGKSAEEKAAEEMAAEAKAAEERRKKAEEELRKVERVCNFEPTATTSTELNLHPDFSINQRKFEQARAELRRQEELEKSAQEQVFYLPAEVLEDPNYARVVEGDWRVPYYKDVSDEEVSDEEEMSDEEEVDDE  1308
CBG08472 ------------------------------------------------------------------------------------------------------------------------------------------------------   393
CRE_28419 ECCSDEECCCDEE--DECAEEAEDEDSEALKKEATNADKAEDNGNFVLVTEEDIERDVPEFISN--LYRFGIVDQKIQRIIDNSADMLEKYKKLKSFIDQMYDLSSKKTVEATEGDDVPNSSQNPTEQHEIRENNDVVEVAADDNVSADM  1288
      ......1360......1370......1380......1390......1400......1410......1420......1430......1440......1450......1460......1470......1480......1490......1500



                                                                                                                                                                     
Ce_CEH-86 EETTTKPEYRKKLRMS-------------KRKQNELLQKLWLKEKNTENTHAEKTNQEKKLTENAVQ--------------------------------EQLEQMMKMIQEERRAADSKNLKLEQMVLEMKDKLDAQETRIKELEEVIKS   683
Ce_C35E7.2a TFPQQAPHAPNAPQMT-----------------------ANSMQSIAELILAQRGIAPRRERRLTEGPKK----------------------------YNRVIPPSPRIPSSTDKKEMLKKSNDRFDKLREEVSDVRTQLSGLEDTTFKK   656
CBG08468 KLYEMDPAIKTCVHNV---------------------------LAAGHQLAEKRELANEHLLKSIEKAKQ-----------------------------LQMHLYEPSEIMTHDDLLKYDARVKEVYFGESESNDEKKNGSGPSTSSDPE   785
CRE_28417 QLAALVPPTNYQHYPF------------------------------------RTEDPREKLENELKNLEE---------------------------MFRDNVTLCASSHGESSHAAVYAPRTKKTVRMDMDRSPMEKNQETEQPNLLVE   713
CRE_28418 KMLYEMDDVETGTFKTLYFLRFSLKNFEFSEQYQETEDFAGPTFVPEESERIHKFYSNANVLSTSIFMKS-----------------------SESVFGEDDDLDSEHSSTNSYYSDVGGVGNNVITRSHSSVYEGAFERSSENMNSVDD   956
Ce_C35E7.5a EDNEDAEYTSTALEPS---------DFEDNCDFESTATAVEPLDFEESLSMDVTQQNESFEGVEHVEAED--------------------------DTQSTTTALEPSDIEDNCDVESTTTAVEPLDFEDDNSLDITQESDSLELMEHVE  1069
CBG08470 DSGEVSDEASTDEHKA---------NRENRDGPDDSETSIW-------KLYLQGGFDEPKQSNDSDAIEE------------------------IWDLLRKNGYSDEPAGSRQSGLENCADGIEEEDEVASDKGDVADEISDENAEDDVD   839
Ce_C35E7.3 ------------------------------------------------------------------------------------------------------------------------------------------------------   492
CAEBREN_12536 DEEEEATQPSTSSVDF---------EKMAKERGQTLEEFSD--------HLVSRFYSEVVASNDVSQPPPLRKLPEAPSDESEDSDLSRVESIGIRDISDTESEETDDSSDISRIESIGIQDISDTETALEPELDISELKIDEESDDSSD  1441
CBG08472 ------------------------------------------------------------------------------------------------------------------------------------------------------   393
CRE_28419 THQEETATTSNDIKCV---------ELIENDREDAESTATALENDQEDVESTTTALDHSDVEEDVEVIDEDQMSTATATDGEQDDVESTVTALDISDISDSAEFVNEHDIDDASSTATAIEGDQDDVESTATALDVSDISDSAEFINGHD  1429
      ......1510......1520......1530......1540......1550......1560......1570......1580......1590......1600......1610......1620......1630......1640......1650

                                                                                                                                                                     
Ce_CEH-86 DKNAKKGEQ------------------------------------------------LTDPTEPQYTEAPNAEVGH--------------------------------------------------------KSNISSSIGNDVDLLEDD   729
Ce_C35E7.2a PKKLHFLEPDEESESD-----------------------------------------ENGNDVDEFSEADDDDEDV------------------------------------------------------------DREMKVLVESLKNR   705
CBG08468 EEEEEEGSSEDSDISD-----------------------------------------EEESSDDSDLEQFD--------------------------------------------------------------------MKTIVDSLHNR   826
CRE_28417 QKKVEKKEDVPEEDSS-----------------------------------------DDDLEDEDYSSEDDDSDDM----------------------------------------------------------NDEEQLKTLLDSLQNR   764
CRE_28418 EKDEEKYTTISLDSSG-----------------------------------------EEEEDEDKEMDQSVEENDY-------------------------------------------------------------SRVGVIDETEEET  1004
Ce_C35E7.5a AEDDTKSTTTALEPSD-----------------------------------------IEDNDLELVSDLSDDNSSI------------------------------------------SMISSTSTAIEFSIADDSGSSMGSDISYLDRD  1136
CBG08470 SGEVSDEASPDDDDDK-----------------------------------------ESTNTEDSYSDMSDADPEND-----------------------------------------------------EIGGPPESVIGRILGFF---   892
Ce_C35E7.3 ------------------------------------------------------------------------------------------------------------------------------------------------------   492
CAEBREN_12536 ISHVESIGIQDISDTE-----------TALEPELDVTQDSVSTEPEQELDLTDLVAPLNETSSDSESELSICESTA------------------------TALEPE---SEEIDEDNLSILSTTSTAKEFSIAHDSGSSAGSDISYLDDL  1553
CBG08472 ------------------------------------------------------------------------------------------------------------------------------------------------------   393
CRE_28419 IDDASSTATAIEGEQDDVESVTTALDHSDLEDDIEIIGEAPEEDPQETSSLELDITQDNEDTQSTTTALEISDSESDVSLVDAEPDVSDIEDREDTESVHTALEPDVATEDDIEMDNVSMLSSTSTAREPSIANDDESSIGSDISYLDTD  1579
      ......1660......1670......1680......1690......1700......1710......1720......1730......1740......1750......1760......1770......1780......1790......1800

                                                             
Ce_CEH-86 SGED------------------------------------------   733
Ce_C35E7.2a VQ--------------------------------------------   707
CBG08468 MNLDLD----------------------------------------   832
CRE_28417 VNLDLD----------------------------------------   770
CRE_28418 VDAANVPPT---------------------------------CTIC  1017
Ce_C35E7.5a MDFASDKESLVSESNYQDFMDPTIHASFTASQIAEADQNFPGCILS  1182
CBG08470 ----------------------------------------------   892
Ce_C35E7.3 ----------------------------------------------   492
CAEBREN_12536 SGMDGDEESFAEQEPSGAHPDDVPAQVDPINQQ---------CVIA  1590
CBG08472 ----------------------------------------------   393
CRE_28419 FSVNGDEPESEMVKSNYEDCNDQLGEAEPEGEERPVAQDANTCIIS  1625
      ......1810......1820......1830......1840......



Ce_CEH-86

Ce_C35E7.5a

CRE_28418

CBG08470

Ce_C35E7.3

979

CAEBREN_12536

CRE_28419

CBG08472

645

1000

999

633

984

Ce_C35E7.2a

CBG08468

CRE_28417
958

996

0.05B


