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Supplemental Fig. S6 Amino acid sequence alignment of AGL42 (a) and CBF4 (b) between Eucalyptus grandis and 
Arabidopsis thaliana.

LOC120293628_AGL42 MVRGK  M  IEN TSRQVTFSKRRNGLLKKA ELSVLCDA   LIIFS         KR                      F        E             TQ      D                            VA     R

LOC104442219_AGL42 MVRGK  M  IEN TSRQVTFSKRRNGLLKKA ELSVLCDA   LIIFS         RR                      F        E             TL      A                            VA     P

AT5G62165_AGL42   MVRGK  M  IEN TSRQVTFSKRRNGLLKKA ELSVLCDA   LIIFS         KK                      Y        Q             IE      A                            LS     Q

        60                        70        80    

LOC120293628_AGL42                  R                                                  F                 L   R         GASSTSSRAR....RDG  ............SSAFL VFA DPPPRSAPK

LOC104442219_AGL42                  R                                                  Y                 M   K         RGKLYEFASSSMNETIE  HRHTKDTRTGNKSVEEN QHL DEAAN....

AT5G62165_AGL42                    R                                                  Y                 L   K         RGRLYEFSSSDMQKTIE  RKYTKDHETSNHDSQIH QQL QEASH....

    90       100       110       120       130    

LOC120293628_AGL42         L    R   G     SC                Q  R                 R                                     PRRPAHRV SLH  CKP RRSHH  CDAAAAVSASAPTTRR QS RLMPL

LOC104442219_AGL42         L    R   G     SC                Q  R                 R                                     .MMKKIEL EDS  KLL EG.LG  SI.EELQ.....QIEQ LE SVISI

AT5G62165_AGL42           L    R   G     SC                Q  R                 K                                     .MITKIEL EFH  KLL QG.IA  SL.EELQ.....EIDS LQ SLGKV

   140                                            

LOC120293628_AGL42   R                                 P                                                   R           PR PATDV............................ A R..........

LOC104442219_AGL42   R                                 P                                                   Q           RA KTQVFKEQIDKLKEKEKMLTAENAILTEKCGIK P RANECRDSPLL

AT5G62165_AGL42     R                                 P                                                   R           RE KEKQLLEENVKLHQ..............KNVIN W GSSTDQQQEKY

                                                  

LOC120293628_AGL42 .............................                     

LOC104442219_AGL42 RESSPSSEVETGLFIGPPETRSRRLPFQN                     

AT5G62165_AGL42   KVIDLNLEVETDLFIGLPNRNC.......                     
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LOC104449076_CBF4 MN F S   D           S   SP SD          S     LAS     F  Y                                            H   S S PSSCSLDFAEA SSS  L  GRSAMVPGNF DEEVL   H

AT5G51990_CBF4   MN F S   D           S   SP SD          S     LAS     Y  F                                            P   T P SFLS......I DHR  V  S......... ECSPK   S

        60        70        80        90       100

LOC104449076_CBF4  PKKRAGRKKF ETRHP YRGVR R SGKWVCEVREPNKKSRIWLGTFPT                 V                                Q          Q           R S                        

AT5G51990_CBF4    PKKRAGRKKF ETRHP YRGVR R SGKWVCEVREPNKKSRIWLGTFPT                 I                                C          R           Q N                        

       110       120       130       140       150

LOC104449076_CBF4  EMAARAHDVAALALRGRSACLNFADSAWRL  P     K IQ AA  AAA                              PA ASADA D  Q  AQ  

AT5G51990_CBF4    EMAARAHDVAALALRGRSACLNFADSAWRL  P     K IQ AA  AAV                              RI ETTCP E  K  SE  

                    160       170        180      

LOC104449076_CBF4  AF                    E V  G         G    DDE   GE  RPAESE.............A D MS YEKKSPSEE M.LY   DVF 

AT5G51990_CBF4    AF                    E V  G         G    DDE   GM  QNETTTEGSKTAAEAEEAAG G RE ERRAEEQNG VFYM   ALL 

 190       200       210       220                

LOC104449076_CBF4 MP    NMAEGMLLPPP  G               VSLW                                                   Y           GLLT           QC GDGYGGEDDGNLDAY    N SM       

AT5G51990_CBF4   MP    NMAEGMLLPPP  G               VSLW                                                   F           NFFE           EV WNHNDFDGV....GD    S DE       

 

b


