
Supplemental Figure 3A. Sequence alignment of class VII Ethylene Responsive 
Factors.
The sequences reported are, beside BERF1, from Oryza sativa and Arabidopsis 
thaliana. The box includes the APETALA2 DNA binding domain as defined by Nakano 
et al (2006).
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            ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvERF1        MCGGAILAGF IPPSAAAAAA KAAATAKKKQ QQRSVTADSL WTGLRKK--- -ADEEDFEAD FRDFERDSS- ---------E EEDDEVEEVP PPPA---PAT AGFAFAAAAE VALRAP--AR    
OsERF72     MCGGAIISGF IPP--SAAAA AAAAVAKK-Q QGRRVTADVL WPGMLRKGKA AAAEEDFEAD FREFERGMSD DEAEGGGGEE EEDD-DDVVV VVPP---PAA ARFVVRAAAK AAPPTADGML    
OsBIERF1    MCGGAIISGF IPPSAAAAAA AAAAAAKK-Q QGRRVTADVL WPGMLRKGKA GAAEEDFEAD FREFERGMSD DEAEGGGGEE EEEEEDDVVV EVPP---PAT ARFVVRAAAK AAPPTADGML   
OsERF71     MCGGAILSDL IPPP---RRV TAGDLWLEKT KKQQQQKKKN KGARRLP-LR QEEEDDFEAD FEEFEVDSGE WE------VE S------DAD EAKP---LAA PRSGFAKGG- --------LK    
OsERF70     MCGGAIIHHL KGHPEGSRRA TEGLLWPEKK K----PRWGG GGRRHFGGFV EEDDEDFEAD FEEFEVDSGD SD------LE LGEEDDDDVV EIKP---AAF KR-ALSRDN- --------LS    
OsEREBP1    MCGGAIIHHL KGHPEGSRRA TEGLLWPEKK K----PRWGG GGRRHFGGFV EEDDEDFEAD FEEFEVDSGD SD------LE LGEEDDDDVV EIKP---AAF KR-ALSRDN- --------LS    
RAP2.2      MCGGAIISDF IPPP-RSLRV TNEFIWPDLK N----KVKAS KKRSNKRSDF FDLDDDFEAD FQGFKDDSAF DC-------E DD---DDVFV NVKPFVFTAT TKPVASAFVS TGIYLVGSAY    
RAP2.12     MCGGAIISDF IPPP-RSRRV TSEFIWPDLK K----NLKGS KKSSKNRSNF FDFDAEFEAD FQGFKDDSSI DC-------D DDFDVGDVFA DVKPFVFTST PKPAVSAAA- -----EGSVF   
              
             
                    130        140        150        160        170        180        190        200        210        220        230        240        
            ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvERF1        RDAAVQHDGP AAKQVKRVRK NQYRGIRQRP WGKWAAEIRD PSKGVRVWLG TYDTAEEAAR AYDAEARKIR GKKAKVNFPE ---DAPTVQK STLKPTAAKS AKLAPPPK-- ---ACEDQPF   
OsERF72     TTKLVQHDGP TARSAKHKRK NQYRGIRQRP WGKWAAEIRD PSKGVRVWLG TYNTAEEAAR AYDAEARKIR GKKAKVNFPD ---EPAVAQK LSLKQNAAKQ EKLAPPLK-- ---TCGDDAF    
OsBIERF1    TTKLVQHDGP TARSAKRKRK NQYRGIRQRP WGKWAAEIRD PSKGVRVWLG TYNTAEEAAR AYDAEARKIR GKKAKVNFPD ---EPAVAQK LSLKQNAAKQ EKLAPPLK-- ---SCGDDAF   
OsERF71     NTTVAGADGP AARSAKRKRK NQFRGIRQRP WGKWAAEIRD PRKGVRVWLG TFNSPEEAAR AYDAEARRIR GKKAKVNFPD G--APVASQR SHAEPSSMNM PAFSIEEK-- ---PAVMSAG   
OsERF70     TITTAGFDGP AAKSAKRKRK NQFRGIRQRP WGKWAAEIRD PRKGVRVWLG TFNSAEEAAR AYDAEARRIR GKKAKVNFPE ---APTTAQK RRAGSTTAKA PKSSVEQK-- ---PTVKPAF   
OsEREBP1    TITTAGFDGP AAKSAQRKRK NQFRGIRHRP WGKWAAEIRD PRKGVRVWLG TFNSAEEAAR AYDAEARTIR GKKPKVNFPE ---APTTAQK RRAGSTTAKA PKSSVEQK-- ---PTVKPAF   
RAP2.2      AKKTVESAEQ AEKSSKRKRK NQYRGIRQRP WGKWAAEIRD PRKGSREWLG TFDTAEEAAR AYDAAARRIR GTKAKVNFPE EKNPSVVSQK RPSAKTNNLQ KSVAKPNKSV TLVQQPTHLS   
RAP2.12     GKKVTGLDGD AEKSANRKRK NQYRGIRQRP WGKWAAEIRD PREGARIWLG TFKTAEEAAR AYDAAARRIR GSKAKVNFPE E-NMKANSQK R-SVKAN-LQ KPVAKPN--- ---PNPSPAL   
                       
           
                    250        260        270        280        290        300        310        320        330        340        350        360          
            ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| ....|....| 
HvERF1   NHLSRGDNDL FAMFAFSDKK VPAKPTDS-V DSLLPVKHLA PTEAFGMNML SDQSSNSFGS TDFGWDDE-A MTPDYTSVFV PSAAAMPAYG EPAYLQGGAP KRMRNNFGVA VLPQGNG---   
OsERF72     FQLNSSDNDL FAMLA----K VPAKPAEP-V DLMPPVKPLA STETFEMNML SDTSSNSFGS SDFGWEDD-T LTPDYTSVFV P-NAAMPAYG EPAYLTGGAP KRMRNNYGIA VP-QGNGMPN    
OsBIERF1    FQLNSSDNDL FAMLA----K VPAKPAEP-V DLMPPVKPLA STETFEMNML SDTSSNSFGS SDFGWEDD-T LTPDYTSVFV P-NAAMPAYG EPAYLTGGAP KRMRNNYGIA VP-QGNGMPN    
OsERF71     NKTMYNTNAY AYPAVEYTLQ EPFVQIQN-V SFVPAMN--- AIEDTFVNLS SDQGSNSFGC SDFSQEND-I KTPDITS--M LAP-TMTGVD DSAFLQNNAS DAMVP----- -PVMGNA---   
OsERF70     NN-LANANAF VYPSANFTSN KPFVQPDN-M PFVPAMNSAA PIEDPIIN-- SDQGSNSFGC SDFGWEND-T KTPDITS--I APISTIAEVD ESAFIKS-ST NPMVP----- -PVMENS---   
OsEREBP1    NN-CANAMAF VYPSANFTSN KPFVQPDN-M PFVPAMNSAA PIEDPIIN-- SEQGSNSFGC SDFGWEND-T KTPDITS--I APISTIAEVD ESAFIKS-ST NPMVP----- -PVMENS---   
RAP2.2      QQYCNNSFDN SFGDMSFMEE KPQMYNN--- QFGLTNSFDA GGNNGYQYFS SDQGSNSFDC SEFGWSDHGP KTPEISS--- ---MLVNNNE -ASFVEETNA AKKLKP---- ---NSDE---   
RAP2.12     VQNSNISFEN ----MCFMEE KHQVSNNNNN QFGMTNSVDA G-CNGYQYFS SDQGSNSFDC SEFGWSDQAP ITPDISS--- ---AVINNNN SALFFEEANP AKKLK----- ----------   
 
                        
                    370        380        390        400        410        420           
            ....|....| ....|....| ....|....| ....|....| ....|....| ....|....|  
HvERF1   -AQDIPAFDN EVKYS-LPYV ESSSDGSMDN LLLNGAMQDG ASSGDLWSLD ELFMAAGGY-   
OsERF72     LAQNMPTFDP EMKYLPLPYV ESSSDESMDN LLQNDATQDG ASNEGIWSLD ELLMAAGAY-   
OSBIERF1    LAQNMPTFDP EMKYLPLPYV ESSSDESMDN LLQNDATQDG ASNEGIWSLD ELLMAAGAY-   
OsERF71     -SIDLADLEP YMKFL----I DGGSDESIDT LLSSDGSQDV ASSMDLWSFD DMPVSAEFY-   
OsERF70     -AVDLPDLEP YMRFL----L DDGAGDSIDS LLNLDGSQDV VSNMDLWSFD DMPVS-DFY-   
OsEREBP1    -GVDLPDLEP NMRFL----L DDGGGDSIDS LFNLDGSQDV VSNMDLWSFD DMPVS-DFY-   
RAP2.2      -SDDLMAYLD NALWD----- TPLEVEAMLG ADAGAVTQEE ENPVELWSLD EINFMLEGDF   
RAP2.12     -SMDFETPYN NTEWD----- ASLD---FLN EDAVTTQDNG ANPMDLWSID EIHSMIGGVF   
 


