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Figure S1 Sequences alignment of Citrus reticulata O-methyltransferase 2 (CrOMT2) and two
paralogous genes from different citrus species at DNA and protein levels.

Complete CDs (A) and the deduced amino acid sequences (B) of CrOMT2 and the two paralogous
genes were aligned using Clustal2.1 and analyzed by GeneDoc, including Ciclevi0020814m from
Citrus clementina, CrOMT2 from Citrus reticulata, and a putative caffeic acid OMT from Citrus
aurantium (GenBank accession: HM641694.1 for complete CDs and ADK97702.1 for the deduced

protein). The percent identity matrixes of the aligned sequences created by Clustal2.1 are shown (C).
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Figure S2 Biochemical characterization of the recombinant CrOMT?2.

(A) SDS-PAGE profiles of the recombinant CrOMT?2. Lanes: 1, the molecular weight of standard
proteins; 2, unpurified fractions after induction; 3, purified enzyme.

(B) The dependency of the enzyme on pH and temperature.

Enzyme activity was measured with luteolin as the substrate, and the corresponding product catalyzed

by CrOMT2 was analyzed using HPLC. The data are shown as means + SE (n = 3).
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baicalein 7-methyl ether standard

Spectrum from SA-POS-10.wiff (sample 1) - Sample010, Experiment 2, +TOF MSA2 (50 - 1500) from 31.412 min
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quercetin 3,3'-dimethyl ether standard
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isokaempferide standard

Spectrum from sa-pos-8.wiff (sample 1) - Sample008, Experiment 2, +TOF MS2 (100 - 2000) from 23.620 min
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Figure S3 MS/MS spectra of the authentic standards corresponding to the methylated products

catalyzed by CrOMT?2. Chrysoeriol (A), tricin (B), baicalein 7-methyl ether (C), isorhamnetin (D),

syringetin (E), quercetin 3,3'-dimethyl ether (F), isokaempferide (G), homoeriodictyol (H). (A, F, H)

were operated in negative ions mode and the rest were in positive ions mode.
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Figure S4 HPLC analysis of dihydroflavonols and caffeic acid methylation by recombinant CrOMT2.
HPLC chromatograms of enzyme reactions using caffeic acid (A), dihydroquercetin (B),
dihydromyricetin (C) and dihydrokaempferol (D) are shown. The methylated product of caffeic acid
produced by the recombinant CrOMT2 were inferred by comparison of the retention times with
corresponding standards. For each dihydroflavonols substrate, a single peak generated by CrOMT?2
was indicated. Caf, caffeic acid; Fer, ferulic acid; Dhq, dihydroquercetin; Dhm, dihydromyricetin;

Dhk, dihydrokaempferol.



Figure S5

. *. * . .
CaOMT1 1 [.m. RAMQ LAl A SVLP MVLEK|S DEILET IR
AtOMT1 1 PGSTAETQL.T.P.VQ. .t vvvennn.. LT AAL . AMQLAlS A SV|LP MALK|S DIL|LIE IMA
ShMOMT1 1 WALSMDNI....... Ve eoii e I.. ClMM] . [AMHLP|C G LIY|LNMV LKA DILIFE I I|A
ShMOMT2 1 WIASNNNC . o oottt et e e e e e e .AERA. S|wD Y[I|L S Y[LIRP S[C IK|C G|I|P|D I L{H
ShMOMT3 1 WALSMDNI....... Ve owiiiee I (MM . AMH I[P|CGLY|LNMVLKA DILIFE I I|A
S1MOMT4 1 PALSMDNI....... Voo e e I (MM . AMH I[P|CGL[Y|LNMVLRA DILIFE I I|A
TaOMT2 1 WGSIA. .. ....... Bvviiiie i G.. .acM. AL QLV|S S S|T|LP M[TLKN GIL|L[E T L{M
TaOMT1 1 WGSTAADMA...... Bviiiiii i S.. .acM. AL QLV|S S S|T|LP M[TLKN GIL|L[E T L{V
OsOMT1 1 WGSTAADMA...... Bviiiiii i A.. .acM. AL QLMAlS S S|T|LP M[TLKN GIL|L[E T LjQ
CroMT2* 1 WIELOSS . ottt ittt et e .alolal. F|F TQV|F SF|T|SMS|S LK|C G|I[PDAI|H
CrCOMT1 1 WIGSANPDNK.N....S. ... ..., .acw|. AMRLAlS A SV|LP MVLK|S DIL|LE L I[K
CroOMT6 1 .ao;l. IS OAlFSFANCAALK|C G|IADAI[D
ObFOMT1 1 .ao;l. AlWNH|G|F GF|I|K T SV IK|T E|I|PD IL{H
ObFOMT2 1 .ARA. AlWNH|G|F GF|I|K T SV IK|T E|I|PD IL{H
ObFOMT3 1 .|[LHA. AWEHAL S Y[I[NS TALSA EIPDILE
ObFOMT4 1 .|[LHA. AWDHAIL S Y[I|TP TALS|A EIPDILE
ObFOMT5 1 .|[LHA. AWDHAIL S Y[I|[KP TALS|A EIPDILE
ObFOMT6 1 . .|[LHA. AlWD HAIL S Y[I|KP TALD[A EIPDILE
ObF80OMT-1 1 WIPSSSGV . v vttt i e it _DSTQELLD. .ao;l. I|WN H[I|F N H[I|N S M[T LKW G|I[PD I I|H
MpOMT3 1 WEASFENGR .S.S.EEE. AF|s|. AME LA G SV|L P MV IK|S NL|LELIK
MpOMT1A 1 WIAPEEDS . vt o vttt e e e .L. .ALAl. AW N H|G|F GF|I|K T S[TVK|T EIPDILE
MpOMT1B 1 WIAPKEDS . v vttt e e i L. .ALAl. AW N H|G|F GF|I|K T S[TVK|T G|I[PDILE
MpOMT4 1 WIVADEEV . o ottt ettt et i e e . [VIRA[. AW N NQAF G Y[I|[KP TAVA[T GILIPD IL{E
MpOMT2 1 WIALPNGTI . v vttt e et e e e .ao;l. IV[W N H[I|Y S Y|I|N S M[S LK|C GlI[P H
CdFOMT5 1 BGSTIVD . o vttt ettt S|Flal. AlSQLVMGTV|LPMATIQA G|I|F[E IL{D
ZmOMT1 1 PUGSTAGDVA. oo v vBAu vt ie e e V..V. . .alcM. AMQL[AlS S S|T|L P M[T LKN GILILEVL|Q
Hv7OMT 1 WMODTSSTQH.KSL. PNNIIEMDMVTSMPLEANSNGQILQ.. .AERA. LF CH|S|[F G YLK SMALQ|S R|I[PDVL{H
HvOMT1 1 WGSIA. .. ....... Bvviiiie i G..A...DED.. .acM. AL QLV|S S S|T|L P M[TLKN GIL|L[E T L{M
MsCOMT1 1 PGSTGETQI.T.P.TH. .. vvuunn... I..5...DEE. AN . AMQ L[AlS A SV|L P MILK|S DILILEE I I|A
CrOMT2 1 WIGSTSSETQIS.P.AQ. ..o v v .. G..S DEE. . AN . AMQL|T|S A SV|LP MVLK|S DILILEE I I|A
SaDMPM 1 WAPTEATRG.G.PADP . ..o vvv e v, A..P. APEAHRGGHTEHA [InTiMweYE/s SEZLDL DIL/PD LMG
consensus>70 S L= a.qg..... i lk.aielL. ..
CaOMT1 31 GQ..vvin DT..CMS| ASHLPTT.NPDAP.A.MVIDRILRLELSICYSWVICSVRSVD. .. ..... D...QRV. .[¥GEaprPVCKYLTKN
AtOMT1 50 KNG........ S..PMS ASKLPTK.NPEAP.V.MLDRILRLLT[SYSVILTCSNRKLS . ...... GDG.VERI . .¥|GLIGPVICKY[LTKN
ShMOMT1 48 KST........ TQ.K[LS| ASQIPTK.NPNASSL.VLERILRFLASQSLLTCNITKND. .. ..... DGNVHTT . . [¥|N[LTP[L{S|Q[SL|I SD
ShMOMT2 45 KNA....D..PI...MS IAALPNL.NPSKT.T.F|IPILMRVILVDFGLENYHQ . . . v v v v v ne . QQGDG. .|Y|SIL|T TV|IGRLILVEN
ShMOMT3 48 KST........ TQ.K[LS| ASQIPTK.NPNASSL.VLERILRFLASQSFLTCNITKND. .. ..... DGIVHTS . .[¥|N[LTP[L{S|QSIL|I SD
S1MOMT4 48 KST........ TQ.K[LS| ASQIPTK.NPNASSL.VLERILRFLASQSFLTCNITKND. .. ..... DGNVHTS . . [¥|N[LT P[L{S|Q[SL|I SD
TaOMT2 43 AAG. .G..KF..L|TP AKLPSAA.NPEAP.D.MVDRMLRLLASYNV[VSCRTEDGK . . . .. ... DGRLSRR. .[Y|GARAPVCK[YLITPN
TaOMT1 47 ARAG. .G..KL..L[TP AKLPSTA.NPAAA.D.MVDRMLRLLASYNV[VSCTMEEGK . . . .. ... DGRLSRR. .[Y|RARAPVICKFLITP N
OsOMT1 47 SAAVAGGGG.KAALLTP DKLPSKA.NPAAA.D.MVDRMLRLLASYNV[VRCEMEEGA . . . .. ... DGKLSRR. .[Y|AAAPWVCK[WL|TP N
CroMT2* 42 SHG....K...P...MA TNSLPI..NPSKA.P.Y[I[YRLMRILVAAGY[FSE . .« oo vunueenn.. EEKNV. .|[Y|SLTP[FTRLLLKN
CrCOMT1 50 KSG....P..GA..YVS AAQLPTQ.NPDAP.V.MLDRILRLLASYSVILNCTLKDLP . . . ..... DGGIERL. .[¥|S[LAPVCK[FLITKN
CroOMT6 42 NHD....K..KA...LT TEELSI..KPSKS.P.FLQRLMRQLVNAGFFTEAKQLRDDNKD. . ... GRTTTA. .[Y|ALTPV|SRLLLKN
ObFOMT1 40 NQG....G...P...[LS SSAVGV..P...P.D.RLHRIMRFLAHHGV|SKKTASP . ... ..... P.GESDYY. . ¥YAETAV[SRSLTKD
ObFOMT2 40 NHG....A...P...[LS SSAVGV..P...P.D.RLHRIMRF VISKKTASP . .o v oo .. P.GESDYY. . ¥YAETAV[SRSLTKD
ObFOMT3 40 DHG....G...L...MS SAASGC..P...R.E.PLYRLMRF IFTKSD . v v vt ie e e e ens DC. .[Y|20/S PL|SRL[F|TRE
ObFOMT4 40 DHG....G...L...MS SAASGC..P...R.E.PLYRLMRF IFTKSN. . oot v i i ens DC. .[Y|2Q/S PL|SRV[F|TRE
ObFOMT5 40 NHG....G...P...MT SAASGC..P...R.E.PLYRLMRF IFTKSD . v v vt ie e e e ens DC. .[Y|AQ|SPL|SRLF|TTE
ObFOMT6 40 DHG....G...P...MS SAATGC..P...R.E.PLYRLMRF IFTKSD . v v vt ee e e e ens DC. .[Y|2Q/S PL{SR[LF|TRE
ObF8OMT-1 47 KHD....K...P...MT ADAIPI..NRAKS.D.ALHRIMRTI FFDRVRT . ...... LP....NEEEA. .[¥|C[LITRASRLLLRD
MpOMT3 53 RGG....E...E..GAS AAQINAE.NPKAA.AEMIDRILOQL VLTCRVETPP . ....... SRR..RR..[YSLAAVICKFLTRD
MpOMT1A 40 SRG....A...P...VS ATAVDC..S...A.D.RJI[YRVMRF IFKRTKPPPES...... T.EGGSVY. .|[YA[QTPV|SRRLTRE
MpOMT1B 40 SRG....A...P...VS AAAVDC..S...A.D.RLYRVMRF IFKRTEPPPES...... T.GGGSVY. .|[YA[QTLV|SRRLTRE
MpOMT4 40 NHD....G...P...MS SAATDC..P...A.E.PLHRLMRF IFKKTAKPPLS . ........ NEAVY . .[Y|ARTALSRLF|TRD
MpOMT2 47 KHG....N...P...IT ADALNI..NKAKS.H.GLFRLMRI FIFDKVKV.K..VKVEGEDEEEEEDA . . [¥|S|LTPASRLLLRS
CdFOMT5 43 KVG....P..GAK..[LC AAQLLTK.NKDAP.M.MLDRILRL VMVECSL..DA........ SG.ARRL. .[Y|S|LNS[V|SKY|Y[VPN
ZmOMT1 47 K....EAGGGKAA.LAP ARMPAAPGDPAAAAA .MVDRMLRL VVRC.QMEDR. ....... DGRYERR. .[Y|S|AAPV|CK[WL|TP N
Hv7OMT 69 RYG....G...A...AS LSTVPI..HPNKL.P.YLPRLMKM IFTAEDVPATV...... GDGEPTTL. . Y|HLNAV|[SRLLVDD
HvOMT1 43 SAG....G..KF..L[TP AKLPSTA.NPEAP.D.MVDRMLRL VVSCRTEESK........ DGRLSRR. .[Y|GARAPVCK[YLITPN
MsCOMT1 50 KAG....P..GA..QIS ASQLPTT.NPDAP.V.MLDRMLRL ILTCSVRTQQ........ DGKVQRL. . [Y|G[LA TVAK|YLVKN
CrOMT2 51 KAG....P..DA..FMS ASQLPTK.NPDAH.I.VLDRILRL VLNCSLRNLP . ....... DGKVERL. .[Y|GLAPVCK[FLITKN
SaDMPM 71 TEE........ R..ARA. AASLDT..... DP.V.A[ILRLLRA] LA. ... EETGAGRERLTPAGHRL. . R
consensus>70 .. ... ..., - I r.S$r. SV e e e e e e e e e e e B l..n

. . % . . o . . . % *.

CaOMT1 95 OD...GVS[I|AALCLMNQDKVLMES .W.YHLKDAN]. .L.DGGI.P.F.NKAYGMSSFEYHGTP . NKVENRGEISDHS T[T . MKK
AtOMT1 117 ED...GVS[IAALCLMNQDKVILMES .W.YHLKDAT|. L.DGGI.P.F.NKAY|GMSAF[EYHGTD) . NKWVFNNGIISNHS T|I|T . MKK
ShMOMT1 117 KD...GTS[IAPFLLLATDPVIGVHA.C.FHLKDAT|. L.EGEI.P.F.NKAHGVHAFEYHGKD, . NGLINKAMONLTC|IE . MKR
ShMOMT2 107 HH..F..GNRSFFLFAQHPVVLNT.A.ASVGDWL. KDDLRTA.F .ETADGKSHWDYCGAD .NGWVINDANMAGDSRLM . SNL
ShMOMT3 117 KD...GSS[IAPFLLLATDPVAVNS.W.FHFKDAT|. L.EGEI.P.F.NKAHGVHAFEYHGKD, . NGLIINRAMON . VT|C[TEMKR
S1MOMT4 117 KD...GSSLAPFLLLHSESVVVNS.C.FLLKDAT|. L.QGEV.P.F.NKAY|GMNAFEYTKKD) . NGLIINKAMONVTC|IE . MKK
TaOMT2 112 ED...GVSMSALALMNQDKVILMES.W.YYLKDJAV|. .L.DGGI.P.F.NKAVYGMSAFEYHGT]D .NRWVINEGIKNHS I|I|T . TKK
TaOMT1 116 ED...GVSMAALALMNQDKVILMES.W.YYLKDJAV|. .L.DGGI.P.F.NKAYGMSAFEYHGT]D .NRWVINEGIKNHS I|I|T . TKK
OsOMT1 123 ED...GVSMAALALMNQDKVILMES.W.YYLKDJAV|. L.DGGI.P.F.NKAY|GMTAF[EYHGTD, . NRWVIINEGKNHSV|I|T . TKK
CroMT2* 100 DP..L..N[S[ISMVLGVNQIRAELKA.W.NAMSEWE|. .QNEDLTA.F.ETAHGKNFWDFGAED . GKN@DIGVIAAD S IL|V . SKM
CrCOMT1 119 ED...GVSMAALLLMNQDKVILMES .W.YHLKD[AV| CL.EGGI.P.F.NKAY|GMTAF|EYHGKD . NKWVENOQGIISNHS T|I|T . MKK
CrOMT6 112 EQWNL .RGI..VLTMLDPRAELKA.W.SVLNDWEF KNDDPTA.F.QTAHEKNYWDYTAEN . COEIEDANIANDS VLV . SKL
ObFOMT1 101 N....... LGPFVLLQGA.|Q[. RGP . SACITAQGL. KSRERPG.V.EE[LG[S[DPLY|. . . . ED TEKVIERDARIT CHARV|T . TSA
ObFOMT2 101 N ....... LGAFVLLQGA.|Q[. RGP . SACITAQGL. KSRERPG.V.EE[LG[SDPLY|. . . . ED TKMVIIRDAACHARILIT . TSA
ObFOMT3 94 N....... LGP YMLMQATPVITRSP .A.GLSGEAL. KTGTSLY.L.KS|IRGEDS . Sp! HMKARITNAMTI AHARLIT . AAA
ObFOMT4 94 N....... LGP YMLMQATPVITRSP .A.GLSGEAL. KTGTPLY.L.KS|IR[GEDSW. .. .ND HMRARITNGIMAAHARILIT . AAA
ObFOMT5 94 N....... LGP YMLMQATPV[TRCP .T.GLSGEAL. KTGTSLY.L.KS|IRGEDS sip HMKARITNAMTAHARLIT . AAA
ObFOMT6 94 N....... LGLYMLMQATPRATRSP .A.GLSGEA[L KTGTPLY.L.KS|IR[GEDSW. .. .ND HMRARITNAMTAHSRLIT . AAA
ObF8OMT-1 110 EP..L..SLTPFALAVLDEDLMGT.F .HCVPEWF GNECPSP.L.EF[KHEKSIREFAENN SLILIYNEGEANDAR[LV . GS T
MpOMT3 120 ED...GASLAPLSLLVQDRVEMEP .W.YHLKDV[I|. V.EGGV.A.F.ERA[YGVHAF|EYHAKD . NKI|GNOANMHNQS II|F . MKR
MpOMT1A 104 N....... LGPFVLLQGT.M.REP.SGCVTAETL. RTSKRPG.VVNENE[SDHL[Y|. .ED| SMKVIIRDAMASHARMT . TAA
MpOMT1B 104 N....... LGPFVLLQGT.M.REP.SGCVTAETL. RMSKRPG.LVDDND[S[DRL[Y|. .ED| SMKVIIRDAMASHARMT . TAA
MpOMT4 102 E....... LGDFMLLQTGP[L[SQHP . A.GLTA|S|S[L|. RTGKPQF.I.RSVINGEDSW. ...TD HMKVISDAMAAHARET . TAA
MpOMT2 118 EP..L..SVAPFALAMSDPV|YTET.W.HHLSEWF RNDAVAA.F.DTK[Y[GMTF[P|EYAVAD NVLENEAMACDAGF[V . NS T
CdFOMT5 109 KD...GVLELGPLLOMNQDKVILLES .W.SQLKDJAT|. L.EGGI.P.F.NRAHGVHIFEYAGLD NKREINTAMYNY TS[L{V. LSN
ZmOMT1 120 ED...GVSMAALALMNQDKVILMES.W.YYLKDJAV|. .L.DGGI.P.F.NKAYGMTAFEYHGT]D . NRWVIINEGIKNHSV|I|T . TKK
Hv7OMT 137 ASVNGGASMSPCVLLGTVPLFLGA.S. LKLHEWLQSEEQATTETPD . F .M. LAH.|GGT L¥|GIGGRD, NTWVENKANGASSEF|V . AAL
HvOMT1 112 ED...GVSMSALALMNQDKVILMES.W.YYLKDJAV|. .L.DGGI.P.F.NKAVYGMSAFEYHGT]D NRVIINEGIIKNHS I|I|T . TKK
MsCOMT1 119 ED...GVS/I|SALNLMNQDKNVLMES .W.YHLKDAV. . SL.DGGI.P.F.NKAY|GMTAF|EYHGTD NKVWINKGIISDHS T|I|T . MKK
CrOMT2 120 ED...GVTLSDLCLMNQDKVILMES . W.YYLKD[ANV|. L.EGGI.P.F.NKAJY|GMNAFDDYHGKD, NK[IWINNGIYS SHS T|I|T . MKK
SaDMPM 122 TD...VPD[SLHAEV.|. RQGMGVFRQA . WSHFD[H[S| I .PAF.DQVF|GITDFE|SYLSER| SGTEITS SREATR[TM . STA
consensus>70 = Im................ d. .. F < d. F.d.M...........
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Figure S5 Sequence alignment of CrOMT2 and other caffeic acid O-methyltransferases (COMTs)
from plants.

Protein sequences were aligned via T-Coffee (Expresso) using structural information and analyzed
using ESpript 3.0. Residues that are important for dimer formation, substrate specificity, SAM
binding and catalysis are shown [29], and are indicated with asterisks in green, blue, red and black,

respectively. To avoid ambiguity, CrOMT?2 from Catharanthus roseus was marked with a triangle.
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Figure S6 Cell viability after treated with flavonoids substrates or methylated products of CrOMT2

in vitro. For each cell line, bars marked by different letters within each index are significantly different

(p <0.05) following Tukey’s test.
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Table S1 Percent identity of AtOMT1 against OMTs in Citrus clementina.

Query Subject Percentage of
) . . . . . Expect value
accesion.version accession.version identical matches

AtOMTI1 Ciclev10020814m 73.35 0
AtOMTI1 Ciclev10024037m 72.53 0
AtOMTI1 Ciclev10005230m 70.67 0
AtOMTI1 Ciclev10020761m 70.20 0
AtOMTI1 Ciclev10001661m 59.34 1.25E-147
AtOMTI1 Ciclev10031952m 57.40 6.45E-141
AtOMTI1 Ciclev10018226m 56.79 2.81E-142
AtOMTI1 Ciclev10031953m 56.50 6.40E-138
AtOMTI1 Ciclev10017683m 56.39 1.41E-142
AtOMTI1 Ciclev10031951m 56.19 5.49E-138
AtOMTI1 Ciclev10015685m 56.11 3.10E-142
AtOMTI1 Ciclev10020875m 56.03 1.97E-142
AtOMTI1 Ciclev10031949m 55.89 5.32E-137
AtOMTI1 Ciclev10021145m 55.51 7.62E-94
AtOMTI1 Ciclev10001555m 55.14 5.37E-154
AtOMTI1 Ciclev10032454m 55.07 1.45E-85
AtOMTI1 Ciclev10026361m 54.74 9.03E-81
AtOMTI1 Ciclev10013542m 54.60 1.06E-127
AtOMTI1 Ciclev10020880m 54.60 1.80E-140
AtOMTI1 Ciclev10021670m 54.58 9.74E-90
AtOMTI1 Ciclev10026359m 54.31 1.45E-80
AtOMTI1 Ciclev10017649m 54.10 2.49E-131
AtOMTI1 Ciclev10021888m 54.01 9.69E-86
AtOMTI1 Ciclev10021678m 53.79 2.35E-90
AtOMTI1 Ciclev10032453m 53.74 1.15E-82
AtOMTI1 Ciclev10020874m 53.74 1.53E-138
AtOMTI1 Ciclev10032027m 53.47 1.03E-124
AtOMTI1 Ciclev10012042m 53.43 2.42E-137
AtOMTI1 Ciclev10021321m 53.25 2.98E-79
AtOMTI1 Ciclev10021326m 53.25 2.98E-79
AtOMTI1 Ciclev10023568m 52.87 9.58E-137
AtOMTI1 Ciclev10020870m 52.87 7.54E-136
AtOMTI1 Ciclev10020873m 52.87 7.54E-136
AtOMTI1 Ciclev10032452m 52.86 3.64E-82
AtOMTI1 Ciclev10023994m 52.59 2.50E-128
AtOMTI1 Ciclev10032460m 52.42 1.19E-80
AtOMTI1 Ciclev10020782m 51.62 3.91E-130
AtOMTI1 Ciclev10010860m 51.29 3.91E-81
AtOMTI1 Ciclev10020818m 50.82 1.05E-130
AtOMTI1 Ciclev10020821m 50.29 5.51E-120
AtOMTI1 Ciclev10020377m 50.14 6.29E-122

AtOMTI Ciclev10020820m 50.00 9.12E-121
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Query Subject Percentage of
. . . . . . Expect value
accesion.version accession.version identical matches

AtOMT1 Ciclev10005251m 49.45 8.43E-127
AtOMT1 Ciclev10020828m 49.13 1.75E-119
AtOMT1 Ciclev10023965m 46.49 5.23E-114
AtOMT1 Ciclev10003737m 46.24 2.02E-81
AtOMT1 Ciclev10003323m 43.15 1.69E-87
AtOMT1 Ciclev10012087m 42.07 4.53E-89
AtOMT1 Ciclev10005309m 40.85 2.85E-84
AtOMT1 Ciclev10006704m 39.94 4.03E-78
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Table S2 Primers used for amplification.

Gene Forward primer (5' to 3') Reverse primer (5' to 3')

CrOMT2-CDs ATGGGTTCAACCAGTTCAGAAAC TCAAGCACTCTTGAGAAATTCC

CrOMT2-PET ATAGGATCCATGGGTTCAACCAG GAAGGACTCGAGAGCACTCTTG
TTCAGAAAC AGAAATTCC

Underlined sequences represent restriction enzyme sites
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Table S3 UniProt entries of COMT proteins used in the phylogenetic tree.

Protein names UniProt entry

Organism

AtOMTL1
CroMT2
CrCOMT1
CroMT6
CaOMT1
CAFOMTS5
HVOMT1
Hv7OMT
MsCOMT1
MpOMTS3

MpOMT1A

MpOMT1B
MpOMT4
MpOMT?2
ObFOMT1
ObFOMT2
ObFOMT3
ObFOMT4
ObFOMT5
ObFOMTS6

ObF8OMT-1

OsOMT1
ShMOMT1
ShMOMT2
ShMOMT3
SIMOMT4
TaOMT2
TaOMT1
ZmOMT1
SaDMPM

QIFK25
Q8GSN1
Q8WO013
Q6VCWS3
P59049

AOA125T1T5

Q43771
A5YTR4
P28002
QB6VMV9
QBVMW?2
QB6VMW1
QB6VMVS
QB6VMWO
K01977
KOII72
KOI7Q2
K01210
KOICRO
K01986
S5DWK8
Q6ZD89
F2YTN4
F2YTN5
M9Z1G5

AOA088MF62

Q38J50
Q84N28
QB6VWG3
P42712

Arabidopsis thaliana (Mouse-ear cress)

Catharanthus roseus (Madagascar periwinkle) (Vinca rosea)
Catharanthus roseus (Madagascar periwinkle) (Vinca rosea)
Catharanthus roseus (Madagascar periwinkle) (Vinca rosea)
Chrysosplenium americanum (Golden saxifrage)

Citrus depressa

Hordeum vulgare (Barley)

Hordeum vulgare subsp. vulgare (Domesticated barley)

Medicago sativa (Alfalfa)

Mentha piperita (Peppermint) (Mentha aquatica X Mentha spicata)
Mentha piperita (Peppermint) (Mentha aquatica X Mentha spicata)
Mentha piperita (Peppermint) (Mentha aquatica X Mentha spicata)
Mentha piperita (Peppermint) (Mentha aquatica X Mentha spicata)
Mentha piperita (Peppermint) (Mentha aquatica X Mentha spicata)
Ocimum basilicum (Sweet basil)

Ocimum basilicum (Sweet basil)

Ocimum basilicum (Sweet basil)

Ocimum basilicum (Sweet basil)

Ocimum basilicum (Sweet basil)

Ocimum basilicum (Sweet basil)

Ocimum basilicum (Sweet basil)

Oryza sativa subsp. japonica (Rice)

Solanum habrochaites (Wild tomato) (Lycopersicon hirsutum)
Solanum habrochaites (Wild tomato) (Lycopersicon hirsutum)
Solanum habrochaites (Wild tomato) (Lycopersicon hirsutum)
Solanum lycopersicum (Tomato) (Lycopersicon esculentum)
Triticum aestivum (Wheat)

Triticum aestivum (Wheat)

Zea mays (Maize)

Streptomyces alboniger
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