
                                                                                                                                                       
                 Eco1_Zea_mays ------------------------------------------------------------------------------------------------------------------------
             Eco1_Oryza_sativa -------NGGEFITIVWLLVHHRMYIARYNKFINMLNGRSEMAMQPKISAFFKRQAPGPDKSSG---GDTHRGGSDATEAK-RPKSCADGKVLNKKRNYAQFHLELGQPDFLL-HMCSVC   108
          Eco1_Sorghum_bicolor ---------HEADCRRLLRISPRRQQRQTGEGRGEHVGRRSEAMQPKISAFFKRQEADPDPNSGDGEGNGHGSDIAATEAKRKAKGCRRDELVSKKRNYAQFHLELGQPDFLH-HTCSVC   110
          Eco1_Hordeum_vulgare ----------------------------------------------SVSMVL-------------------G--SEATEAK-RPKSCGDGKVLNKKRNYGQFHLELGQPDFLLPHVAAVC    52
                   Eco1_At_new ---------MQAKINSFFKPSSSSSIAASVTTDTDDGLAVWENNRNAIVNTYQRRSAITERS---------EVLKGCIEKTLKKGSSSVPKNHKKKRNYTQFHLELGQSDFLL-RHCAEC   101
                      Eco1a_Mm HEVQNEERLRQNPSGAVVSSKGSDLDKHDFPSENSLDENKTISPESVY--PIFNVSSVNTKR--PEEQSSVGSTACTNFLKQTNVPKNINSRDTNKGGKDQLVIDAGQKHFGT-TVCKSC   115
                      Eco1a_Hs ------------------------------------------------------ASSVNSKRSLGEEQFSVGS---VNFMKQTNIQLYTNTRDTSKKTKDQLIIDAGQKHFGA-TVCKSC    62
              Eco1_Danio_rerio --------------------------------------------------------------------------------LR---------REMKKQTDNQLIIDAGQKQFGA-TTCASC    30
                      Eco1b_Mm --APDQNFSICSASEVETNPLENTAAASTLLSQAKIDE-DRTFPGSAPNQQHSVLSDEASINRKNRDVPPNHSQLKHDSHLEITIPKSLKLKDSEKVDEKQLVIDAGHKRFGA-VSCNIC   116
                      Eco1b_Hs --ASNKNFSQCLESKLENSPVENVTAASTLLSQAKIDTGENKFPGSAP-QQHSILSNQTSKSSDNRETPRNHSLPKCNSHLEITIPKDLKLKEAEKTDEKQLIIDAGQKRFGA-VSCNVC   116
                       Eco1_Xl ------------------------------------------------------------------------------------------------------------------------
Eco1_Strongylocentrotus_purpur ------------------------------------------------------------------------------------------------------------------------
       Eco1_Ciona_intestinalis ------------------------------------------------------------------------------------------------------------------------
                       Eco1_Ca -----------------------------------MGSINSQ-----KPQKIQSILALPS-------------NFKKITCSTCDMTYNPHISQDKLLHNKYHTNFINGIPWN--------    59
   Eco1_Saccharomyces_kluyveri ------------------------------------------------------------------------------------------------------------------------
                       Eco1_Sc -----------------------------------MKARKSQRKAGSKPNLIQSKLQVNNGS---------K-SNKIVKCDKCEMSYSSTSIEDRAIHEKYHTLQLHGRKWSP----NWG    71
                       Eco1_Sp ---------------------------------------PLSDETNNKRAFLDAFLG------------------NGGNLTPNWKKQTPKAISNSSDNMTQLHLDLANSTVT----CSEC    59
                       Eco1_Dm -------------------------------------------VQPKLFPIFTQRLQP------------------VVQKSLRRRPDTSMRLLTAAGGSNQYQIDAGQKAFG-ARQCQQC    58
                       Eco1_Ce ------------MKDPGLPKNSLKKSKLDDYFKKVERNTEENLQEQSTSADVQKSLRCPKRK---VLDDDATDDNIIAKKEKRAVRKRSSGHSMKKLAKSQMVLDCGQSVIGS-TKCKDC   104
      Eco1_Yarrowia_lipolytica --------------------MKTYRAKRKYLSESEDDVFSSSPTQSPETSPLQPPNESRLN------------IKAAQAVSPCQKRAKVVKKPAKTKAPVQMTLSLGQTTSTT---CKTC    85
               Eco1_Leishmania -----------------------------------------RVCSRPLFTVFDTASP----------------------ARRRCFECRHMSSSQTWTQTHARYLRRGAALQISRNTCKGA    57
       Eco1_Trypanosoma_brucei --------------------------------------MHNSVPASNTCSPFREETVS-------------------KRGKRSRGTGGDDKITRGTCSQPFSVITLPPGKLLEWLVCSPC    63
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                 Eco1_Zea_mays ----------------------------------------------------LMS--------KSKVKEVITVVEKELGFGEG------KLLHKLCKVYLYI-SAQR---IVGCLVTEPI    50
             Eco1_Oryza_sativa GMMYARGNDDDEKAHKAYHKSYFEGVP--FKGWRNETVVARS--EGGD-RIILVADENSCAR-NSKVQEVIKVVQKELGFGEG------QLLHKLCKVYLFI-SSQR---IVGCLVVEPI   212
          Eco1_Sorghum_bicolor GMMYARG--------------------------------------------------------NDEDEKVHRAYHKNYSXG---------VPFKGWKN-------------------ETV   146
          Eco1_Hordeum_vulgare GMMYAPX-----------------------------------------------------GN-DDDEERFTGAYHKEAYFR-G------PSRSKGXGR-----RRKN----------RGL    96
                   Eco1_At_new GAKYAPGDELDEKNHQSFHKDYMYGLP--FKGWQNEKAFTSP--LFIKNRIVMVSENDSPAH-RNKVQEVVKMMEVELGED--------WILHQHCKVYLFI-SSQR---ISGCLVAEPI   204
                      Eco1a_Mm GMIYTASNPEDEIQHLQHHHRFLEGIK--FVGWKRERVVAEF--W--DGKIVLVLPRDPSYA-IKKVEDVQELVDLELGFQQTV-----PVCPDKTKTFLFI-DEKR---VVGCLIAEPI   219
                      Eco1a_Hs GMIYTASNPEDEMQHVQHHHRFLEGIK--YVGWKKERVVAEF--W--DGKIVLVLPHDPSFA-IKKVEDVQELVDNELGFQQVV-----PKCPNKIKTFLFISDEKR---VVGCLIAEPI   167
              Eco1_Danio_rerio GMLYSTDSPEDNFQHTQFHQRFLDTIK--FVGWKKERVVAEF--W--DGKIILVLPDDPKYA-TRKAEDVRRIADSELGFQQIT-----LSSPSSAKTYLFINTDKX---VVGCLVAENI   135
                      Eco1b_Mm GMLYTASNPEDETQHLLFHNQFISAVK--YVGWKKERILAEY--P--DGRIIMVLPEDPKYA-LKKVDEIREMVDNDLGFQQAP-----LMCYSRTKTLLFISNDKK---VVGCLIAEHI   221
                      Eco1b_Hs GMLYTASNPEDETQHLLFHNQFISAVK--YVGWKKERILAEY--P--DGRIIMVLPEDPKYA-LKKVDEIREMVDNDLGFQQAP-----LMCYSRTKTLLFISNDKK---VVGCLIAEHI   221
                       Eco1_Xl -----------------------------------------------------------------------------LGFQQVP-----LRLHSRTKTLVFISSDKK---VAGCLIAEHI    35
Eco1_Strongylocentrotus_purpur ------------------------------------------------------------------------------------------------------------------------
       Eco1_Ciona_intestinalis ---------HDQHQHKLHHQRFNVILR--FPSWKNERTVASY--V--DGRIVKILPTDPKFA-QKKVEDILELIDSELGFSQN--------ISTTRVSYLYVSDQQQ---VTGCLIAEQI    93
                       Eco1_Ca ---YKTDND-----VLIIENFTLVETP--KLNSTGKSLKSTK--TRQTFKGSIICINKSNKRHIQKVELLLNMVNQELNASQDS-GQWKKPEFDRSKAFVII-IDSK---AIGLCTTDTI   162
   Eco1_Saccharomyces_kluyveri ----------------------------------------------------------------------------------------------RKKRX---------------------     5
                       Eco1_Sc SIVYTERNHS---RTVHLSRSTGTITP--LNSSPLKKSSPSI--THQEEKIVYVRPDKSNGE-VRAMTEIMTLVNNELNAPHDENVIWNSTTEEKGKAFVYI-RNDR---AVGIIIIENL   179
                       Eco1_Sp SMEYNSTSEEDILLHSRFHSRVLGGVT---VSFQCSPIYRVN--YGLSSDCIYSINSESSLIDQRKAEEALSFVNNELSSEP-----IETIGVDKYTTFLFIS-DKK---CVGLLLAERI   165
                       Eco1_Dm GLVYTVHEPEEELLHREYHN-SIHVLR--FKGWIDEDIVSVYPEWASDGRIIRINERAPTAR-LDRLRDLIGVVDKELGYSS-------YIVPKIFVAFIAVR-KQQ---IVGFCLVQPL   163
                       Eco1_Ce RMMYSVDSAEDVAEHEKFHNAWRFRFE--ISRTFVPNFLNFHN-RDHGNFKVYYLATFADGPFKKLFNEHMKKINEELGYCDEK----NDLWSPEKRIFLVLSVREERMLIGGILVIEKI   217
      Eco1_Yarrowia_lipolytica GMTYQVAYGPDISAHKSFHSTALNGPK--WKPSVSAVVVD---------KSKTYTVYKSRLLSHPCVSQFLKLVNSELNAPEP-------ILSSQAAVYVYVVDQR----AVGCVLVDRI   183
               Eco1_Leishmania PAACAGCDDSADSAPGRHQKRSKVRPS--CCS-ATLR----------SAVLAVLHAAHESIGSPEAVSHGGCVVIVHVKAARDG------VRCASAKTAS----RAPVWFVDGVCVAEDI   154
       Eco1_Trypanosoma_brucei R-VYDVNLPRSRNNDNNISSLQCAVLPNFFVEYGGRSYSCVAKVCKPQLRKVLLRALAAVRQEMGSVDDIPHDSLLVVAVSPIN---AFSSECIHDASRTAMPRAREGCKIVGLCVAREL   179
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                 Eco1_Zea_mays KTGHRVIPSSTEGSPNDLPVSSTERGKNGHTLEFGSISFKREIIRRHSRSVKNKEECQDPGAILCETEAVPALCGFRAIWVAPSCRRKRIASKLMDVARKTFCEG-RTLGISQFAFSPPT   169
             Eco1_Oryza_sativa KTAHKVIPGSTE--------------ENGN---------------------KNKEEYRDPGAIICEKEGVPAHCGFRAIWVVPSRRRKRIGSQLMDAARKSFLEG-ETLCISQCAFSPPT   296
          Eco1_Sorghum_bicolor MXXXXXXXXXXX-------------RRHNHS-------------------IKNKEECQDPGAIICETEAVPALCGFRAIWVVPSRRRKRIASKLMDVARKPFCEG-RTLGISQFAFTPPT   233
          Eco1_Hordeum_vulgare XXXXXXXXXXXX--------------XXXXX-------------------XXXXXXXXXXXXXXXXXXAVAALCGFRAIWVVPSCIIKGIASQLVDAARKSFCED-GALGISQCAFTPPT   182
                   Eco1_At_new KEAFKLIASPDD------------------------------------------ERQLDNGVIVCEEEAKPAVCGIRAIWVSPSNRRKGIATWLLDTTRESFCNNGCMLEKSQLAFSQPS   282
                      Eco1a_Mm KQAFRVLSEPS----------------------------------------ASK---ECSRAWRCSDVPEPAICGISRIWVFRLKRRKRIARRLVDTVRNCFMFG-CFLSTNEIAFSDPT   295
                      Eco1a_Hs KQAFRVLSEPIG---------------P-ES-------------------PSST---ECPRAWQCSDVPEPAVCGISRIWVFRLKRRKRIARRLVDTLRNCFMFG-CFLSTDEIAFSDPT   248
              Eco1_Danio_rerio RQAYRVLEQQEK---------------Q-KD-------------------MSKKNFMQHHRTWXCSTVPEKAICGVSRIWVFSLMRRKSVATRLLDTARNTFMYG-SHLTKEEIAFSDPT   219
                      Eco1b_Mm QWGYRVIEEKLP---------------VIRS-------------------EEEKVRFERQKAWCCSTLPEPAICGISRIWVFSMMRRKKIASRMIECLRSNFIYG-SYLSKEEIAFSDPT   306
                      Eco1b_Hs QWGYRVIEEKLP---------------VIRS-------------------EEEKVRFERQKAWCCSTLPEPAICGISRIWVFSMMRRKKIASRMIECLRSNFIYG-SYLSKEEIAFSDPT   306
                       Eco1_Xl QWGYRVIDDLIP---------------EGTS-------------------QKEKALSERVKAWCCSTSPEPAICGVSRIWVFSMMRRKKIASRMLECLRNNFIYG-SFLNKDEIAFSDPT   120
Eco1_Strongylocentrotus_purpur -QGYRVIVD-----------------------------------------EQKAEGNDSQKAWCCETESEPALCGISRIWVPRSTX--QIASRMVDCLR---------------------    55
       Eco1_Ciona_intestinalis KRGFPLLET-----------------------------------------------MTSSGMMSCSLQSTPVTCGVSRIWCHAPHRKRGVATRLMDALRCSFVLG-ERLNMNQVAFSDPT   165
                       Eco1_Ca Q------PD------------------------------------------QGRWMIHKTQSIVPNQINKNVVIGISRIWISRKWRQYGLGKKLLNVVLKNSIYS-VQLLKNQVAFSQPS   233
   Eco1_Saccharomyces_kluyveri ------------------------------------------------------WMILGTKDIVP-QVSPIVKLGISRIWVCKNHRGEGIALRLLETARKYSIYG-TEVAKWELAWSQPS    69
                       Eco1_Sc YGGNGKTSS------------------------------------------RGRWMVYDSRRLVQ-NVYPDFKIGISRIWVCRTARKLGIATKLIDVARENIVYG-EVIPRYQVAWSQPT   255
                       Eco1_Sp SSAYIVDELELN----------------------------------------NNNSTSSAVYIKNENLRKGFVLGISRIWVSASRRKQGIASLLLDNALKKFIYG-YVISPAEVAFSQPS   244
                       Eco1_Dm SQAHR-------------------------------------------------FIQVDGTDYFS-EESYPASCGVSRIWVSPLQRRSGIASKLLRVVQCHTVLG-QEIARECIAFSTPT   232
                       Eco1_Ce SRAWTN---------------------------------------------------VGKMEVTDNNDINDWIVGVDRIWVDSHCRMKGVANSLLDAATTQDRQMEFRSRRLRIAFCDPT   286
      Eco1_Yarrowia_lipolytica TKCR----------------------------------------------------HVDIQTGTLGLKEYPAVMGVSRMYVSQLFRRTGIVTKLLDLAKSDFIYG---IGA---------   239
               Eco1_Leishmania PRAYRALR-------------------------------------------------AQVTRVGDSWCTGTPLCGVRLMWVSPASRGRGVAYLMIERARHAVCYG-FVVPAEHVAFSEPT   224
       Eco1_Trypanosoma_brucei SAPHRMHCESNWSHEKSEASGVGAAVQEG----------------------LGDCWEEDATRVGGTNNVRKAFCGVQLVWVADCYRRHGVAKVLVDTARRHISYG-FEVPVERVAFSEPT   276
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                 Eco1_Zea_mays SSGKGLACRYCKTSAFLVYKDGPV-----   193
             Eco1_Oryza_sativa SSGKXLARSYCKTSAFLVYKEQDA-----   320
          Eco1_Sorghum_bicolor SFGKGLACRYCKTSSFLVYKDGPV-----   257
          Eco1_Hordeum_vulgare SDGKELASSCYKTSAFLVYRNGDV-----   206
                   Eco1_At_new SIGRSFGSKYFGTCSFLLYKAQLIDTHFS   311
                      Eco1a_Mm PDGKLFATKYCNTPNFLVYNFHN------   318
                      Eco1a_Hs PDGKLFATKYCNTPNFLVYNFNS------   271
              Eco1_Danio_rerio PQGKLFATKYCQTPTFLVYNFIS------   242
                      Eco1b_Mm PDGKLFATQYCGTGQFLVYNFINGQNTT-   334
                      Eco1b_Hs PDGKLFATQYCGTGQFLVYNFINGQNST-   334
                       Eco1_Xl PDGKLFATRYCGTSQFLVYN---------   140
Eco1_Strongylocentrotus_purpur -----------------------------    55
       Eco1_Ciona_intestinalis ISGKSFATKYFKTPHFLTYNCST------   188
                       Eco1_Ca FSGGMLAKSFNGVKH-KSGEMLLPVYIE-   260
   Eco1_Saccharomyces_kluyveri ESGGELAKKYNSVFHEKSGKLLIPCYI--    96
                       Eco1_Sc DSGGKLASKYNGIMH-KSGKLLLPVYI--   281
                       Eco1_Sp ESGKQFIISWHRSRNNGSSKSLRYAVYES   273
                       Eco1_Dm DDGRALARQFTGLDNFLTYDQ--------   253
                       Eco1_Ce DDGIKLARRFIETRYQKEDQYNGEILIY-   314
      Eco1_Yarrowia_lipolytica -----------------------------   239
               Eco1_Leishmania AMGSAFARRYQARQDFLVYHY--------   245
       Eco1_Trypanosoma_brucei SLGKLFAKSYSGRPDFLIF----------   295
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