
      

      

Cc  : 

Ca  : 

Nt  : 

Cca : 

Sb  : 

      

                                                                                                                                                   

         *        20         *        40         *        60         *        80         *       100         *       120         *       140       

MKIEVKESTMVRPAQETPGRNLWNSNVDLVVPNFHTPSVYFYRPTGS---------SNFFDAKVLKDALSRALVPFYPMAGRLKRDEDGRIEIECNGEGVLFVEAES-DGVVDDFGDFAPTLELRRLIPAVDYSQGISSYALLVLQV

MKIEVKESTMVRPAHETPRRNLWNSNVDLVVPNFHTPSVYFYRPTGS---------SNFFDAKVLKDALSRALVPFYPMAGRLKRDEDGRIEIECNGEGVLFVEAES-DGVVDDFGDFAPTLELRRLIPAVDYSQGISSYALLVLQV

MKIEVKESTMVKPAAETPQQRLWNSNVDLVVPNFHTPSVYFYRPTGS---------PNFFDGKVLKEALSKALVPFYPMAGRLCRDEDGRIEIDCKGQGVLFVEAES-DGVVDDFGDFAPTLELRQLIPAVDYSQGIQSYALLVLQI

MKIEVRESTMVRPAEETPRINLWNSNVDLVVPNFHTPSVYFYRPNGA---------ANFFDPKVMKDALSRALVPFYPMGGRLKRDEDGRIEIDCQGQGVLFVEAES-DGVIDDFGDFAPTLELRKLIPAVDYTLGIESYSLLVLQV

MKITVRGSEMVYPAAETPRRRLWNSGPDLVVPRFHTPSVYFFRRRDADGNDLTAADGSFFDGARMRRALAEALVPFYPMAGRLARDEDGRVEIDCNAAGVLFQEADAPDATIDYFGDFAPTMELKRLIPTVDFSD-DTAFPLLVLQV

MKIeV eStMV PA ETP   LWNSnvDLVVPnFHTPSVYFyRp g           nFFD kv k ALs ALVPFYPMaGRL RDEDGRiEI C g GVLFvEAes Dgv DdFGDFAPTlELr LIPaVDys gi sy LLVLQv

      

      

 : 137

 : 137

 : 137

 : 137

 : 146

      

      

      

Cc  : 

Ca  : 

Nt  : 

Cca : 

Sb  : 

      

                                                                                                                                                   

  *       160         *       180         *       200         *       220         *       240         *       260         *       280         *    

TYFKCGGVSLGVGMRHHAADGFSGLHFINSWSDMARGLDVTLPPFIDRTLLRARDPPQPQFQHIEYQPPPALKVSPQ---TAKSD-SVPETAVSIFKLTREQISALKAKS--KEDGNTISYSSYEMLAGHVWRCACKARGLEVDQGT

TYFKCGGVSLGVGMQHHAADGFSGLHFINSWSDMARGLDVTLPPFIDRTLLRARDPPQPQFQHIEYQPPPTLKVSPQ---TAKSD-SVPETAVSIFKLTREQISALKAKS--KEDGNTISYSSYEMLAGHVWRCACKARGLEVDQGT

THFKCGGVSLGVGMQHHAADGASGLHFINTWSDMARGLDLTIPPFIDRTLLRARDPPQPQFPHVEYQPPPTLKVTPEN--TPISE-AVPETSVSIFKLTRDQINTLKAKS--KEDGNTVNYSSYEMLAGHVWRSTCMARGLAHDQET

TYFKCGGVSLGVGMQHHAADGASGLHFINTWSDLARGLDLAVPPFIDRTLLRSRDPPQPAFDHIEYQPAPPMKTAPTP--TPTDDESVPETTVSIFKLTRDQVNALKGKS--KEDGNTVNYSSYEMLSGHVWRCVCKARGLPDDQDT

THFKCGGVAIGVGMQHHVADGFSGLHFINSWADLCRGVPIAVMPFIDRSLLRARDPPAPVYPHVEYQPAPAMLSSEPPQAALTAKPATPPAAVAIFKLSRAELGRLRSQVPAREREGAPRFSTYAVLAAHVWRCASLARGLPADQPT

T FKCGGVslGVGMqHHaADG SGLHFIN WsD aRGld   pPFIDRtLLRaRDPPqP f H EYQP P  k  p    t      vPet VsIFKLtR q   Lk ks  kEdgnt  ySsYemLagHVWRc c ARGL  DQ T

      

      

 : 278

 : 278

 : 279

 : 280

 : 293

      

      

      

Cc  : 

Ca  : 

Nt  : 

Cca : 

Sb  : 

      

                                                                                                                                                   

   300         *       320         *       340         *       360         *       380         *       400         *       420         *       440 

KLYIATDGRARLRPSLPPGYFGNVIFTATPIAIAGDLEFKPVWYAASKIHDALARMDNDYLRSALDYLELQPDLKALVRGAHTFKCPNLGITSWVRLPIHDADFGWGRPIFMGPGGIAYEGLSFILPSPTNDGSMSVAISLQGEHMK

KLYIATDGRARLRPSLPPGYFGNVIFTATLIAIAGDLEFKPVWYAASKIHDALARMDNDYLRSALDYLELQPDLKALVRGAHTFKCPNLGITSWVRLPIHDADFGWGRPIFMGPGGIAYEGLSFILPSPTNDGSMSVAISLQGEHMK

KLYIATDGRSRLRPSLPPGYFGNVIFTTTPIAVAGDIQSKPIWYAASKLHDALARMDNDYLRSALDYLELQPDLKALVRGAHTFKCPNLGITSWSRLPIHDADFGWGRPIFMGPGGIAYEGLSFILPSPTNDGSQSVAISLQAEHMK

KLYIATDGRARLRPSLPRGYFGNVIFTTTPIAVAGDLQSKPTWYAASKIHDALARMDDDYLKSALDYLELQPDLKALVRGAHTFKCPNLGITSWARLPIHDADFGWGRPIFMGPGGIAYEGLSFVLPSPINDGSLSIVISLQAEHMK

KLYCATDGRQRLQPPLPEGYFGNVIFTATPLANAGTVTAG-VAEGAAVIQAALDRMDDGYCRSALDYLELQPDLSALVRGAHTFRCPNLGLTSWVRLPIHDADFGWGRPVFMGPGGIAYEGLAFVLPSANRDGSLSVAISLQAEHME

KLYiATDGR RLrPsLP GYFGNVIFT TpiA AGd   kp wyaAskihdALaRMD dYlrSALDYLELQPDLkALVRGAHTFkCPNLGiTSW RLPIHDADFGWGRPiFMGPGGIAYEGLsF LPSp nDGS SvaISLQ EHMk

      

      

 : 425

 : 425

 : 426

 : 427

 : 439

      

      

      

Cc  : 

Ca  : 

Nt  : 

Cca : 

Sb  : 

      

         

        *

LFQSFLYDI

LFQSFLYDI

LFEKFLYDF

LFSKFLYDI

KFRKLIYDF

lF  flYD 

      

      

 : 434

 : 434

 : 435

 : 436

 : 448

      

Figure S6. Sequence alignment of sequences belonging to the plant hydroxycinnamoyl CoA shikimate/quinate hydroxycinnamoyltransferase (HCT) family.  

499142250 from Sorghum Bicolor (Sb), AAZ80046 from Cynara cardunculus (Cca), ABO47805 from Coffea canephora (Cc), ABO40491 from Coffea arabica 

(Ca), Q8GSM7 from Nicotiana tabacum (Nt).  Red box indicates Tyr 296 in SbHCT and equivalent residues in HCT enzymes from other plant species. 


