Hydrophobic anchor

FaF3'H --MFLIAVITLLVALVLFRFLFSGKSQRRSLPLPPGPKPWPVVGNLPHLGVFPHHSLADL

MdF3'H

VVvF3'H

AtF3'H MATLFLTILLATVLFLILRIFSHRRNRSHNNR..... N...ITI..... M.TK..RTLSAM
SRS1

FaF3'H ARKHGPLMHLRLGYVDVVVAASASVASQFLKTHDANFSSRPPNSGAKYMAYNYQDLVEFRP

MdF3'H .. o

VvF3'H .
AtF3'H

FaF3'H
MdF3'H
VVF3'H ...... ML...C.... «..FR.I........ TR...R..QTP...G....V..T.
AtF3'H ..H...LL..........A...E. Foooooonn GT.TRE.VRV.T.P...G..V.M.V..

FaF3'H ALGRVMVGRRVFGDGSGSDDPKADEFKSMVVEMMVLAGVPNIGDFIPCLEWLDLQGVVSK
MdF3'H
VvF3'H
AtF3'H ....E.I...L..

FaF3'H
MdF3'H
VvF3'H .....A...A..G....E..I.GSAGSER...L.S..I.VR-DN..... G.evwVaaa..
AtF3'H ..R...... A..SS.LKE.EMNGQ--DQK.T...S..I..KGT.L..D.GS.........

OBS (oxygen binding site)

FaF3'H LLNMFTAGTDTSSSTVEWALAELIKHPHMLARVQKELDDVVGQDRLVTESDLPNLTYLQA

MAF3'H «evveiimnnnnnnnnnnnn T...LR..KI..QL.QueeQueeRuuuuuuunnneennnnn
VVF3'H «..L.iicunuaeeeenn. I....R..E.M.QA.Q...A...RS....DL...Q...V..
AtF3'H .ovvvihnnnnn A...D..I....R..DIMVKA.E...I...R..P.N...IAQ.P....

FaF3'H VIKETFRLHPSTPLSLPRMAAESCEINGYHIPKGSTLLVNVWAISRDPAEWAEPLEFRPE

MAF3'H ...iiaiiiiiiinnnnnn Tevernnn Fo.o... Acoeinnn.. V....DQ.S... ...
A2 5 < B S NA......... A...EV.E....... N
AtF3'H ....N..... P...... HI.S..ceiieienennnnne T.I...A...DQ.SD..A.K..

Cytp450-motif (HBS; heme binding site)
FaF3'H RFLPGGEKPNVDIRGNDFEVIPFGAGRRICAGHM" LGLRMVSLMTATLVHAFDWTLAD-VT
MdF3'H ..
VVF3'H
AtF3'H

FaF3'H PEKLNMDEAFGLTLQRAAPLMMHPRTRLAPHAYKTS--

MAF3'H ......... Yooiiiiiion Vo N NA.SS (Dots indicate common
' —

VVE3'H A...venen Yoouunnnonns V..LP..S.QVFGK amino acid residues)

AtF3'H ...... E.SY....... V..VV..KP....NV.GLGSG

Supplemental Figure SI.

Supplemental Table S1. PCR primers used for homology-based RT-PCR or qRT-PCR experiments

Name Sequence (5’ to 3")
Fa'F3'H upstream GTNTTYAAYATHGGNGAYTT
Fa'F3'H nested upstream GCNGTNATHAARGARACNTT
Fa'F3'H downstream CCRTANACYTCRTCCATRTT
Fa'CHS forward GCAACACCACCCAACTGTATG
Fa'CHS reverse ACACATGCGCTGGAATTTCTC
Fa'F3'H forward TGCTGGTACTGATACGTCATCGA
Fa'F3'H reverse GAGTCGGTCCTGTCCAACAAC
Fa'CHI forward TTTTCAATGGCTTTCGCTTCTG
Fa'CHI reverse GTGACAATGATACTACCGCTGACG
Fa'DFR forward GGGTGGTGTTTACATCTTCGG
Fa'DFR reverse CTGCTTGCTCGGCTAGAGTTT
Fa'MYBI1 forward CCAAATAAGCCCCATGAGAA
Fa' MYBI reverse TCAACTCAGGCACCAAACAG
Fa'MYBI0 forward TTTAATTGCCGGAAGATTGC
Fa' MYBI0 reverse GGTTCGTGGTCGAGGTCTTA
Fa' GAPDH forward TCCATCACTGCCACCCAGAAGACTG
Fa' GAPDH reverse AGCAGGCAGAACCTTTCCGACAG
Fa'actin forward CAACTGGGATGACATGGAGAAGA

Fa'actin reverse GGCCACATACATAGCAGGAG




