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CpCOI1a --------------------MGPPSRVAMGGIVMTDETLACVLKHVNAPQDRAAVSLVCHQWHRVDGMTRKVVTIANMYATSPASLTRRFKRLQELRIKG
Pp3c9_10120V3.1 ----------MVMGVVDAEKLESRKSLPCG---MSDETLACVLNHIESPQDRAAVSMVCQQWRRVDGMTRKFVTIANMYATSPASLTRRFKGLEGIKLKG
Pp3c15_1200V3.1 ---------------MEMGREKRPSGSGTG---LSDETLACVLKYVESAEDRASVSLVCKQWRLVDGATRKFVTIAYMYSTSPEMLTRRFKRLEGLKLKG
Pp3c17_7680V3.1 -------------MEFERR---RAPGAGSG-IPLSDETLACVLKYVENWQDRAAVSLVCQQWRRVDGATRKFVTISYMYSTNPELLTRRFKRLEGVKIKG
MpCOI1 ----------------------MEVRGPAGANRVSDETLGCIFAHLDSPGDRKAVSQVCRQWRRVDANTRKHVSIANCYSVAPAALSRRFPNLQSLKIKG
CpCOI1b ------------MAEKSSRMKTSNDDSQCI-DNLPEQILECIFSRLESSDDRASASEVCKMWKKVDGLTRKSVYISNCYSIGPTGLSKRFKNLEKIKIKG
Pp3c3_8580V3.1 MTMNPAIVTKFLEKHFSIQLTRQSSKKKCL-SVL-DETLDLIFSYLD-PEDRASASLVCKHWHRVDGETREQVSVSNCYSVSPSALSKRFPNIEKFKIKG
AtCOI1 ------------MEDPDIK----RCKLSCV-ATV-DDVIEQVMTYITDPKDRDSASLVCRRWFKIDSETREHVTMALCYTATPDRLSRRFPNLRSLKLKG
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CpCOI1a KPRAAEYNLVRSDWGGYAEPWLRELRGHYG-DLQTLQLRRMTVLNADLEVLASSTYSSVLQVLHLHKCSGFSTKGLIPIARSCRSLKRLSVEDSE-V--E
Pp3c9_10120V3.1 KPRAAEYNLVRSDWGGYGEPWLKVLGRQYA-DLHILQLRRLTVLDSDLELIASSTFSSALHVLHLHKCVGFTTKGLLPVVRACRSLRRLSLEDSE-V--E
Pp3c15_1200V3.1 KPRAAEYDLLVPDWGGYAEPWIRDLGRAYT-SLQTLQLRRCQVSNADLTLIASSPCQASLQVLYLHKCAGFSTAGLLPVAKSCRSLKSLSVEDSD-V--T
Pp3c17_7680V3.1 KPRAEEYGLLVPNWGGYAEPWIRELGRVYR-GLQTLLLRRCQVSDSDLELIASSPFHSVLQVLHLHKCAGFSTSGLLPVAKACRSLRTLSIEDSN-V--N
MpCOI1 KPRAFEYELLVPNWGGYARPWVAEVARGYAQRLQSLWLRRMHVTDADLTLLAQS-CSESLQVLKLHKCSGFSTSGIHDITTYCRSLRVLYLEESA-ISPS
CpCOI1b KPRAYEFGLLVDGWGGHAGPWIEEIGTAYP-RLQGLHLRRMNVTDEDLALLASK-CQK-LNKLKLNKCCGFSTEGLQYISEYCRGLRVIDLEESDEM--E
Pp3c3_8580V3.1 KPRAVEFNLLVDDWGGYASAWVEEIVRAYP-RLHTLHFRRMDVSDDDLKILAQG-CGSALQVLKLDKCSGFSTLGLQHIARSCRSLKTLYLEESD-I--E
AtCOI1 KPRAAMFNLIPENWGGYVTPWVTEISNNLR-QLKSVHFRRMIVSDLDLDRLAKA-RADDLETLKLDKCSGFTTDGLLSIVTHCRKIKTLLMEESS-F--S
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CpCOI1a DEGGEWLHALARCNSTLEELNFGVLG-IGDIDVAD-LVMLVENCRSLKCLKVGEVEMSDLADVVSRVPR-LEDFGAGSYSDEDIVD-EDVVLAPLPQQLK
Pp3c9_10120V3.1 DKGGEWLHALALNDSTLEELHFGVLG-IEAIDIED-LTILVEKSKSLVCLKVAEIELLDMIDVLQRVPS-LEDLGAGSCNYLGAKDVDDFVSIPWPKKLN
Pp3c15_1200V3.1 DEGGEWLFELARNNSVLEVLNFAVLG-LEDVDAAD-LVLLVERCKSLVSLKVGEVEMVDMISAISRASS-LTEFGTGSCNFFGDEDSRTHVSISLPSSLT
Pp3c17_7680V3.1 DEGGEWLHVLARHNTVLEVLNFAVLG-LEDVDVAD-LALLLEKCKSLVSLKVGEIELVDMVGALGKSSS-LLELGAGSCNYLNDEDSRVYASISLPLQLT
MpCOI1 ERGGEWLHELALNNTTLEDLNFQYLHEFDDISITD-LEGVVENCRSLRSLKVSEIDILDMRGVLSKAHN-LREHGTGCCASIG--DPLRAGGVDLPRTII
CpCOI1b DHGGPWLQSLQNGEGALESLNLGSAGLVEEENIKQSLQVLAPRLKTLSSLKVSDMELDSFFKILDHSMVPVVELGLGCYSSRP----------EEPKELA
Pp3c3_8580V3.1 DEGHEWLLDLGRNVPGLERLNLASTG-IEEGDVNDVLVVLMQNCKSLNSLKVGEMTLENFKEIMKYSTTPLLELGNGCYSMRN----------GVREELT
AtCOI1 EKDGKWLHELAQHNTSLEVLNFYMTE-FAKISPKD-LETIARNCRSLVSVKVGDFEILELVGFFKAAAN-LEEFCGGSLN-EDIGMPEKYMNLVFPRKLC
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CpCOI1a SLSGMWSITDAGLSMILPVAPNLRKLDLRFTFLSCEGHCSLLSHCHSLEELQTRNTLGDEGMEILGKHCKELRKLRV----EDDE----TGGITQRGLIA
Pp3c9_10120V3.1 ALSGMWSLMDSGLPQILPIAPNLIKLDLKYTLLSCEGHCLLLSHCFSLQELQTRNTLGDDGMETLSRSCKGLKKLRV----EDDE----TGAITQRGIVA
Pp3c15_1200V3.1 GLSGLWAMSDPGLAMVLPIAPNLRKLDLKFTLLSRKAYCQLFSQCHALEELQVRNAVGDEGMEVIGKTCKSLRRLRV----EHDN----AGAITQRGVVA
Pp3c17_7680V3.1 SLSGLWSMGDFGLCMILPIAPNLKKLDLKFTFLSRKAYCQLFSQCHSLEELQIRNGVGDEGLEVLGKSCKSLRRLRI----EHDE----AGAITQRGVVA
MpCOI1 ALSGLYELNEIGLPMVANLLPNLKKLDLKYTLLSAQGHVQILSHCVSLEELEVRNVLGDDGLIMVARTCRQLRRIRV----DESD---GEGFLSPLGMIP
CpCOI1b --ASF-----------SHRLSVLRVLDLKFATMSAEIQIELLRHCNSLEELELRSAVGDRGMQVIGESCKQLKRIRV----DHINLEFMTDYVTQKGMIA
Pp3c3_8580V3.1 FDAAF-----------IPWVSRLKVLDLKFMNLNAAGHCQLLACCPLLEELEARIEILDEGLEVVGKTCKYLKRIRI----DDQD---SPGFITHRGLTA
AtCOI1 RL-GLSYMGPNEMPILFPFAAQIRKLDLLYALLETEDHCTLIQKCPNLEVLETRNVIGDRGLEVLAQYCKQLKRLRIERGADEQGMEDEEGLVSQRGLIA
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CpCOI1a VAQGCEKLVQLINFVRNISNAALAMVGQSCPLLTDIRIVLGSGPA-LPEFPLDDGLKLMLKGCVHLTRLAFYLRRGCLTDKGLEYIGTYGHNLKWLLIGC
Pp3c9_10120V3.1 VAQGCEQLVQLILYVANISNAALAMVGQGCPHLVDVRIVLEPSARYAPDFPLDDGLKLMLKGCVNLRRLAVYLRYGGLTDKGMEYIGVYGKNLQWLLVGC
Pp3c15_1200V3.1 VAQGCARMQQLIVYVSDITNAALAMLGQCCAQLTDFRLVLETAARRVVDLPLDDGIKLLLKGCRKISKLAVYLRHGGLTDRGMGYIGEFGTNLKWLLLGC
Pp3c17_7680V3.1 VAQGCNNLQQLVLYVSDISNAALAMVGQGCPHLTDFRLVL-TGTQHVVDLPLDDGFKLLLKGCPNISKLAVYLRHGGLTDKGMSYMGDFGKNLKWVLLGC
MpCOI1 IAQNCTKLEFLVMYVVDINNATLRAFGENCPNMKDCRFVLLSTLGTVDDLPLDQGVRCLLKGCRKLTRFALYVRHGGLTDEGMGYIGEYGGNLKWILLGC
CpCOI1b ICEGCRELDFLVMYLSDVNNEALAAVGRCLPKLTDFRIVLLEVLETVEGLPLDDGVRSLLQGCPLLTRFSVYLRKGGLTDRGMGYIGEFGAKLKWVLLGC
Pp3c3_8580V3.1 IAKGCRELEFLVMYMRDVTNSSLEAVGRYSENLNDFRIVLLKTLAHPEDLPLDKGVCSLLQGCPKLTRFSVYLRPGGLSDIGLSYIGKYGGRLKWILLGC
AtCOI1 LAQGCQELEYMAVYVSDITNESLESIGTYLKNLCDFRLVLLDREERITDLPLDNGVRSLLIGCKKLRRFAFYLRQGGLTDLGLSYIGQYSPNVRWMLLGY
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CpCOI1a TGTSDVGLANLALHSQRIQRLEIRDCPFGEAGLAAAVAA-MSSLKYLWVQGSLTMEAGRNLVALARPCLCVELCPPPF-------------GQPGLQLQA
Pp3c9_10120V3.1 AGNSDVGLANFAHWAQRIQRLEIRDCPFGETGMAEAVSA-MSSLKYLWVQGSRALEAGEKLSALSLPCLNVEVCPPPA-------------GQPGGQLFA
Pp3c15_1200V3.1 TGESDIGLASLAYKAQRIERLECRDCPFGEAGLAAAVVA-MSSLKFIWIQGYRAPWAGEHLLALSRPYLNIEVISSTD-------------TQPG-QLIA
Pp3c17_7680V3.1 TGESDIGLANFAYKAQKLERLEIRDCPFGEAGLVAAVVA-MSSLKFLWVQGYRAPEAGYQLLGLARPWLNIEISLPSG-------------TMPG-QLIA
MpCOI1 AGETDQGLLRLAVGCQSLERLEMRDCPVTEAGLATAAVSMKNSLKYMWVQGYQATDAGGRLLARARPFWNVEICSGSS-------------QLPG-QLLA
CpCOI1b SGESDEGLRLMADGCRQMERLEFRGCPFGEAQLADSVLNKMTRLKYLWVQGVGATSALGAALVTQKPGFLVEFIAERS------------------QMLG
Pp3c3_8580V3.1 SGESDQGLLDLAYGCQNLRRLELRGCPFSDAALAQGMMN-MAKMKYLWVQGIGATEMLGRYLVGSHPCLHVEWMPSEQ------------------QLLA
AtCOI1 VGESDEGLMEFSRGCPNLQKLEMRGCCFSERAIAAAVTK-LPSLRYLWVQGYRASMTGQDLMQMARPYWNIELIPSRRVPEVNQQGEIREMEHPA-HILA
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CpCOI1a YYSLAKPRTDGPPEL-----------------------------------------------------------RIFTSSISSGFPTLENLLSSTNSSSA
Pp3c9_10120V3.1 YYSLAGPRKDGPTGL-----------------------------------------------------------KTFISNTVKDQ---------------
Pp3c15_1200V3.1 HYTTVGPRTDNPLEV-----------------------------------------------------------KQLTLNPDD---HLQEMRPSLHSPGS
Pp3c17_7680V3.1 HYAIVAARNDYPPDV-----------------------------------------------------------KVLVEETEE---LEGMLPPCTNRRTV
MpCOI1 YCTLAGPRTDCPPEV------------------------------------------------------------DLLSEIAPARENWEL----------
CpCOI1b YYTVTSPRKDNPASVCLIYPKAEEEPVVSAHVDFAAERYTSEYVESYNSNGRYHSEGPYPEGLILEDGENVYYNGIDDPGVYLGFEDNGEYPDYGD-DGA
Pp3c3_8580V3.1 YYSLASHRTDTPPTV---------EILSQSRFDYDSEIF-----------------GDYDEECV----------GNLESGVFDG--EYGEGPDVGDFDGE
AtCOI1 YYSLAGQRTDCPTTV-----------------------------------------------------------RVLKEPI-------------------
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CpCOI1a TSLG-----
Pp3c9_10120V3.1 ---------
Pp3c15_1200V3.1 TRH------
Pp3c17_7680V3.1 DP-------
MpCOI1 ---------
CpCOI1b YIYH-----
Pp3c3_8580V3.1 YGHGTNWDF
AtCOI1 ---------

JA-Ile contacting residues in AtCOI1
JAZ1 degron helix contacting residues in AtCOI1
JAZ1 degron loop contacting residues in AtCOI1

Supplementary Figure 3. Sequence alignment of COI1
Sequences of COI1 homologs were aligned by MEGA version X using Muscle. Sequence alignments were 
drawn using BioEdit software version 7.2.5. The Shading thresholds of identical or similar residues were 
60%. Identical and similar residues were highlighted by black and gray, respectively. Ligand-, JAZ degron 
helix-, and JAZ degron loop- contacting residues in AtCOI1 were indicated by blue, green, and magenta dots, 
respectively.  The residue essential for the recognition of dn-OPDA in MpCOI1 were indicated by a triangle.


