
                 10         20         30         40         50         60         70         80         90        100        110        120             
               
        ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvEIL1    MMDNLAIIAK ELGDVSDFEV DGIPNLS--- ---------- ---------- ---------- ---------- -ENDVSDEEI EAEELTRRMW KDKVRLKRIK EKQQR----- LALEQAELEK   
OsEIL4  -MGNPSILTE DLGDTSDFEV DGVENLT--- ---------- ---------- ---------- ---------- -ENDVSDEEI DAEELARRMW KDKIKLKRIK ERQQK----- LALQQAALEE   
OsEIL3  -MDHLAIIAT ELGDSSDFEV EGIQNLT--- ---------- ---------- ---------- ---------- -ENDVSDEEI EAEDLARRMW KDRIKLRRIK ERQDRLA--- LALQQAELDK   
OsEIL1  -MGGGLVMDQ GMMFPGVHNF VDLLQQN--- GGDKNLGFGA LV-PQTSSGE QCVMGEGDLV DPPPESFPDA GEDDSDDDVE DIEELERRMW RDRMKLKRLK ELQLSRG--K DPAGGVVGDP   
OsEIL2  MMGAAVTMVD RRMAFAAEAD VDSKAAFGFF GGECFVGEGD LVNPAPPPPQ QQQVHEGGFA AED-ESDGDD -DDDDDDDVD DIEELERRMW RDRVRHKRLK ELQQSRAGRE SRAGDAGGGG   
AtEIL3  -MGDLAMSVA DIRMENEPDD LASDNVA--- ---------- ---------- ---------- ---------- -EIDVSDEEI DADDLERRMW KDRVRLKRIK ERQKAG---- ---SQGAQTK   
AtEIN3  ------MMFN EMGMCGNMDF FSSGSLG--- --------EV DFCPVPQAEP DSIVED---- ---------- ---DYTDDEI DVDELERRMW RDKMRLKRLK EQD------- --KGKEGVDA   
AtEIL1  -----MMMFN EMGMYGNMDF FSSSTS---- ---------L DVCPLPQAEQ EPVVEDV--- ---------- ---DYTDDEM DVDELEKRMW RDKMRLKRLK EQQS------ --KCKGGVDG   
AtEIL2  ----MDMYNN NIGMFRSLVC SSAPPFT--- ---------- -EGHMCSDSH TALCDDLS-- ---------- -----SDEEM EIEELEKKIW RDKQRLKRLK EMAKNG---- --LGTRLLLK   
 
 
                130        140        150        160        170        180        190        200        210        220        230        240    
                
        ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  
 
HvEIL1    SNPKKLSDLA LRKKMARAQD GILKYMLKLM EVCNAQGFVY GIIPDKGKPV SGASENIRAW WKEKVKFDKN GPAAIAKYEV ENSLLV---N GQSSGTINQY SLMDLQDGTL GSLLSALMQH   
OsEIL4  SKTKKMSEQA LRKKTARVQD GILRYMLKLM EVCNARGFVY GIIPHKGKPV SGASDNIRAW WKEKVRFDVN GPVAIAKYEV KNSMLV---D AKRRGVLNQH SLMDLQDATL GSLLSSLMQH   
OsEIL3  SKGKPISDQA MRKKMSRAQD GILKYMLKLM EVCNARGFVY GIIPDKGKPV SGASDNIRAW WKEKVKFDKN GPAAIAKYES ENLASA---D APSSGIKSQH SLMDLQDATL GSLLSSLMQH   
OsEIL1  SKPRQSQEQA RRKKMSRAQD GILKYMLKMM EVCRAQGFVY GIIPEKGKPV SGASDNLRGW WKEKVRFDRN GPAAIAKYQA DNAVPGFESE LASGTGS-PH SLQELQDTTL GSLLSALMQH   
OsEIL2  RQQRQSQEQA RRKKMSRAQD GILKYMLKMM EVCNAQGFVY GIIPEKGKPV SGASDNLRSW WKEKVRFDRN GPAAIAKYQA DNAVPGCDGD AGGAAPAGPH SLHELQDTTL GSLLSALMQH   
AtEIL3  ETPKKISDQA QRKKMSRAQD GILKYMLKLM EVCKVRGFVY GIIPEKGKPV SGSSDNIRAW WKEKVKFDKN GPAAIAKYEE ECLAFG---  KSDGNRNSQF VLQDLQDATL GSLLSSLMQH   
AtEIN3  AKQRQSQEQA RRKKMSRAQD GILKYMLKMM EVCKAQGFVY GIIPENGKPV TGASDNLREW WKDKVRFDRN GPAAITKYQA ENNIPG-IHE GNNPIGPTPH TLQELQDTTL GSLLSALMQH   
AtEIL1  SKQRQSQEQA RRKKMSRAQD GILKYMLKMM EVCKAQGFVY GIIPEKGKPV TGASDNLREW WKDKVRFDRN GPAAIAKYQS ENNISGGSND CNSLVGPTPH TLQELQDTTL GSLLSALMQH   
AtEIL2  QQHDDFPEHS SKRTMYKAQD GILKYMSKTM ERYKAQGFVY GIVLENGKTV AGSSDNLREW WKDKVRFDRN GPAAIIKHQR DINLSDGSDS GSEVGDSTAQ KLLELQDTTL GALLSALFPH   
 
 
                250        260        270        280        290        300        310        320        330        340        350        360          
         
        ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvEIL1    CSPQQRKYPL DKGIPPPWWP SGNEEWWIAL GLPKGKT--- PPYKKPHDLK KFWKIGVLTA VIKHMSPHFD KIN--VRKSK CLQDKMTAKE SLIWLVVLQR EE-YAH--SI DN-GVSDTHH   
OsEIL4  CSPQQRKYPL DKGVPPPWWP SGNEDWWISL GLPMGIS--- PPYRKPHDLK KVWKVGVLTG VIKHMAPNFD KIRNCVRKSK CLQDKMTAKE SLIWLGVLRR EEIYFR--SS DNVGSQITHR   
OsEIL3  CDPPQRKYPL ERGTPPPWWP SGNEDWWIAL GLPRGQI--- PPYKKPHDLK KVWKVGVLTG VIKHMSPNFD KIRNHVRKSK CLQDKMTAKE SLIWLGVLQR EERLVL--SI DNGMSEVTHH   
OsEIL1  CDPPQRRYPL EKGVPPPWWP TGDEEWWPEL GIPKDQG--P PPYKKPHDLK KAWKVSVLTA VIKHMSPDIE KIRRLVRQSK CLQDKMTAKE ISTWLAVVKQ EEELYLKLNP GARPPAPTGG   
OsEIL2  CDPPQRRFPL EKGVPPPWWP EGSEAWWPEA GVPKELG--P PPYKKPHDLK KAWKVAVLTA VIKHMSPDVD KVRRLVRQSK CLQDKMTAKE IVTWLAVLKQ EEDLYLKLHP GALPPP----    
AtEIL3  CDPPQRKYPL EKGTPPPWWP TGNEEWWVKL GLPKSQS--- PPYRKPHDLK KMWKVGVLTA VINHMLPDIA KIKRHVRQSK CLQDKMTAKE SAIWLAVLNQ EESLIQQPSS DNGNSNVTET   
AtEIN3  CDPPQRRFPL EKGVPPPWWP NGKEDWWPQL GLPKDQG--P APYKKPHDLK KAWKVGVLTA VIKHMFPDIA KIRKLVRQSK CLQDKMTAKE SATWLAIINQ EESLARELYP ESCPPLSLSG   
AtEIL1  CDPPQRRFPL EKGVSPPWWP NGNEEWWPQL GLPNEQG--P PPYKKPHDLK KAWKVGVLTA VIKHMSPDIA KIRKLVRQSK CLQDKMTAKE SATWLAIINQ EEVVARELYP ESCPPLSSSS   
AtEIL2  CNPPQRRFPL EKGVTPPWWP TGKEDWWDQL SLPVDFRGVP PPYKKPHDLK KLWKIGVLIG VIRHMASDIS NIPNLVRRSR SLQEKMTSRE GALWLAALYR EKAIVDQI-- ----------    
 
         
 
                370        380        390        400        410        420        430        440        450        460        470        480   
                 
        ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvEIL1    CDLG---DKN GSSYSSCDEY DVDCMEE--P PQSTISKDDV GVRQPAVHIR EENASSSGNK KRHDKRSTQT LPSTKETKKP LKRRKHIGQF SVDGSEVERT QRNDNTPEVL SSAIPDMN-S    
OsEIL4  SSRE---GKS DDIYSSSDEY DVDHLEE--P PRSSSSKDNV GRRQPTAQIR EEHTSSRHNR GRHDQQPNQV LPSNEGTNES RKRKRPSGHL LTAESEVEVT QKDDNQLAIV SNALPNMSRI    
OsEIL3  GALE---YRN GDTHSSSNEY DVDGFEE--A PLSTSSGDDE QDLSPAAQLS EEHAPTRRER AKVK-RPNQV VPKKAGTKEP PKRKRPRHSV TVIEQEVQR- --ADDASEHS RNMIPDMNRL   
OsEIL1  -----ITSAI SFNASSS-EY DVDVVDDCKG DEAGNQ-KAV VVADPTAFN- ----LGAAML NDKFLMPASM KEEATDVEFI QKRSASGAEP ELMLNN---- RVYTCHNVQC PHSDYGYGFL   
OsEIL2  ------LSAA SFNASVSGEY DVEGVD---G DEAGNNNLQK AQNDATAFMD LTTTMDAALS NNKFLIMPLM KEEAIDVDFI QKR----SEP ELMLSSDSHA RVYTCGNVQC PHSNYALGFL   
AtEIL3  HRRGNNADRR KPVVNSDSDY DVDGTEE--A SGSVSSKDSR RN-----QIQ KEQPTAIS-- --------HS VRDQDKAEKH RRRKRPR--- -IRSGTVNR- QEEEQPEAQQ RNILPDMNHV   
AtEIN3  -------GSC SLLMNDCSQY DVEGFE---- -KESH-YEVE ELKPEKVMNS --SNFGMVAK MHDFPVKEEV P--AGNSEFM RKRK---PNR DLN-TIMDRT V-FTCENLGC AHSEISRGFL   
AtEIL1  -----SLGSG SLLINDCSEY DVEGFE---- -KEQHGFDVE ERKPEIVMMH PLASFG-VAK MQHFPIKEEV AT-TVNLEFT RKRK---QNN DMNVMVMDRS AGYTCENGQC PHSKMNLGFQ    
AtEIL2  --------AM SRENNNTSNF LVPATG---- ---------- --GDPDVLFP ESTDYDVELI GGTHRTNQQY PEFENNYNCV YKRK---FEE DFGMPMHP-- TLLTCENSLC PYSQPHMGFL   
 
 
 
                490        500        510        520        530        540        550        560        570        580        590        600  
        
        ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvEIL1    NQMELVCVAD LLTSFNHVST NGGALQHQGD VQGNFVP-PG VVVNNYS--Q AANIAPSSIY MADQPLASAS NDYANSWPGN TFQPNVGLGS IGFSS-SSHD YQSSSAAK-- ----------    
OsEIL4  NQTEMMGMAN QMTSLSHVNT T-ETLQHQ-Y VQGNFVSSPA AVVNNYNSNQ ITNVNPSRIY MGYQPLACQN NGHTNPWSED TFQVDVGPPP IGFTTNSSSG GNHSFPMK-- ----------    
OsEIL3  DQVEIQGMAN QITSFNEEAN TSEALQHRGN TQE--LAHLP ADFNHYGNAQ ATIATPVSIC MRGQAVPYES SDNSRPKTGN IFPQDSDS-- -GFNN--MPS SYQTIPPK-- ----------    
OsEIL1  DRNARNSHQY TCKYNDPLQQ STEN------ ---KPSPPAI FPATYNTPNQ ALNNLDFGLP MDGQRSITEL MNMYDNNFVA ---------N KNLSNDNATI MERPNAVNPR IQIEEGFFGQ   
OsEIL2  DRNERNAHQY ACKHN-AAAA AAES------ ---KPPPPHI F--------E PLGSFDFDLP VDGQRCLAGL MTMYDNDVAA ---------A TQMHHH---- ---------- ----------  
AtEIL3  DAPLLEYNIN GTHQEDDVVD PNIALGPEDN GLELVVP--- -EFNNNYTYL PLVNEQTMMP VDERPMLYGP NPNQELQFGS GYNFYNPSAV FVHNQEDDIL HTQIEMNT-- ----------    
AtEIN3  DRNSRDNHQL ACPHRDSRLP YGAAPSRFHV NEVKPVVGFP QPRPVNSVAQ PIDLTGI-VP EDGQKMISEL MSMYDRNVQS NQTS-MVMEN QSVSLLQPTV HNHQEHLQFP GNMVEGSFFE   
AtEIL1  DRSSRDNHQM VCPYRDNRLA YGAS--KFHM GGMKLVVPQ- QP------VQ PIDLSGVGVP ENGQKMITEL MAMYDRNVQS NQTPPTLMEN QSMVIDAKAA QNQQLNFN-- ----------    
AtEIL2  DRNLRENHQM TCPYKVTSFY QPTK------ ---------- ---------- PYGMTGLMVP CPDYNGMQQQ VQSFQDQFNH ---------P NDLYRPKAP- ---------- ----------   
 
                   
 
                610        620        630        640        650        660        670        680        690        700        710        720          
        
        ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvEIL1    ---------- ---------- HSLPLS---- ---------- ---TDNHVPA MGTGGLN--S SYSHHMAGSG --NSTSAAGD TQQIMSDAFY IDPDDKFIGS SFDGLPLDLI GINSPIPDLD  
OsEIL4  ---------- ---------- QSLPKS---- ---------- ---IDDHVPI TETGVLADSS SYGYHITATG SRNSTSVAGH GNQLMGDPFD SGTADKFNGN SFDGLPFDFI GS-SPIP---    
OsEIL3  ---------- ---------- QPLPLSI--- ---------- ---MEHHVVP LGIRTPADNS PYSDQIIGSG --NSTSVPG- ---------- ---------- ---------- ----------    
OsEIL1  GSGIGGSNGG VFEDVNGMMQ QPQQTTP--- ---------- --AQQQFFIR DDTPFGNQMG DINGAS-EFR FGSGFNMSG- -AVEYPGAMQ GQ-------- ---------- ----------    
OsEIL2  ---------- --------HH QQQQAN---- ---------- ------FFIR DDAPFGGDVA ATAAAAPEFR FSSNFNVTGG GAVDYGGAMQ QPP------- ---------- ----------    
AtEIL3  ---------- ---------- QAPPHN---- ---------- -----SGFEE APGGVLQPLG LLGNEDGVTG SELPQYQSGI LSPLTDLDFD YG-------- ---------- ----------    
AtEIN3  DLNIPNRANN NNSSNNQTFF QGNNNNNNVF KFDTADHNNF EAAHNNNNNS SGNRFQLVFD STPFDMASFD YRDDMSMPGV VGT--MDGMQ QK-------- ---------- ----------    
AtEIL1  ---------- ---SGNQMFM QQG------- ---------- ------TNNG VNNRFQMVFD STPFDMAAFD YRDDWQTGAM EGMGKQQQQQ QQ-------- ---------- ----------    
AtEIL2  ---------- ---------- QRGNDD---- ---------- -------LVE DLNPSPSTLN QNLGLVLPTD FNGGEETVGT ENNLHNQGQE LP-------- ---------- ----------    
 
 
 
                730         
 
        ....|....| ....|.. 
HvEIL1    ELGELLDDDD LMQYLGT  
OsEIL4  DIGVLLDDDD IMPYLGT  
OsEIL3  -------DMQ LIDYL--  
OsEIL1  ------QKND GSNWYY-  
OsEIL2  ------AKYA GSNWFY-  
AtEIL3  ------GFGD DFSWFGA  
AtEIN3  -------QQD VSIWF--  
AtEIL1  -------QQD VSIWF--  
AtEIL2  ---------- -TSWIQ-  
 

Supplemental Figure 3B. Sequence alignment of Ethylene 
Insensitive Like proteins. 
The sequences reported are, besides BEIL1, from Oryza sativa 
and Arabidopsis thaliana. The box includes the α-helical structures 
that constitute the DNA binding domain (Yamasaki et al.,2005).


