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ATGGAARRGGG--TGATARAAATCACTTTGTACTAGTTCATGGAGCTTGTCAT
TAGARARGTGTCATCTARRCARTT-———CTTCARGAARARGAGGGGARAAT GGARAAGGG--TGATARRARTCACTTTTTACTAGTTCATGGAGCTTGTCAT
ACTATATARACTCTCCTCARCATATACCTAGAAAAGTGTCATCTARACAAT T-——-CTTCARGARAAAGAGGGGARAAT GGAARAGGG--TGATARAAATCACTTTTTACTAGTTCATGGAGCTTGTCAT

GARTTCARTGGCTGATTACAATGAACCATTARTGGARTTTATGAATTCTTTGCCACARC TTGTTTTAGTGGGACATAGCATGGGTGGCATCARTATAGCTCTTACCATGGARRAGTTCCC
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I I
GGTGCATGGTGTTGGTACARAGTTGTGACARTTCTAAGARGTGAAGGACACARAGT TRGTGTTCTTGACATGGCTGCCTCTGGAAT TARTCCARRACATGTTGATGATCTCARTTCARTGGCTGATTACA
GGRTGCATGGTGTTGGTACARAGTTGTGACARTTCTAAGARGTGARGGACACARAGT TAGTGTTCTTGACATGGCTGLCTCTGGARTTARTCCARRRCATGTTARTGATCTCARTTCARTGGLTGATTACA
GGTGCATGGTGTTGGTACARAGTTGTGACARTTCTAAGARGTGAAGGACACARAGT TRGTGTTCTTGACATGGCTGCCTCTGGART TARTCCARRRCATGTTARTGATCTCARTTCARTGGCTGATTACA

ARCATGGCARTGRTCGCACTTCTCCGGATGACTGLG
TCARARARTTGCTGTGECTGTGTT-TGTCTCAGCTTCTATGC-CTGETCCTGACCTCAATCTTGTAGCAGT TAC--CCARTAGGTTTGCTCATATGARTTTARTT--TCTATARTCTAACACTAGTAGGA
vesssde bgibga it gbb kg caL el LAl . L BELCL L dL LAl b R B g L b Lo EEL L b gL L bEL EC. LaaacATgt LaaTg. TCbecaat TCLa. ggeTratbgea
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1 1
ATGARCCATTARTGGAATTTATGARTTCTTTGCCACARCTAGAAAGAGT TGTTTTAGTGGGACAT-AGCATGGGTGGCATCARCATATCTCTTGCCATGGARRRGTTCCCTCARRRRRTTGTTGTGGCTG
ACGARCCATTARTGGAAT TTATGAAT TCTTTGCCACARCARGARAGAGT TGTTTTAGTGGGACAT-AGTTTGGGTGGCATCARCATATCTCTTGCCATGGARAAGT TCCCTCARAAGATTGCTGTGGCTG
ACGARCCATTARTGGAATTTATGARTTCTTTGCCACARCARGAAAGAGT TGTTTTAGTGGGACAT-AGTTTGGGTGGCATCARCATATCTCTTGCCATGGARRRGTTCCCTCARRAGATTGCTGTGGCTG
AACAGCCATGCCTGAAACTARGCAACTCAT TGACGCCTCGAGAGARAGT TCTTTCTTGGGGGCTA-AGATAGGATGGAAGCARCATATCTCCTGCCGGGGARGAGT TCCCACARAATARTGCTGTGTTAG
ATTARTGACTGRCAAAATTTCATATCTAAATARCARARTAATTCATACTAATTTCATTACGCTATGARATARCARTGGATTATATGARATTTTGATCARGTAG-GATCTATTTAGCGTCGARTTARATTG
A, .AacchAtt,atgaffAtTta, ,AacTcat TgaCacaacafga. A, AgTt , TTTcatbggh, cat  Agataggatgh, AbtcAacatAbcTekThce, . ghafgaGt TCccbcaflaaga, bgcTgbg LG

391 400 410 420 430 440 450 460 470 480 490 500 510 520
| |
TGTTTGTGACAGCTTTCATGCCTGGTCCTGACCTCAA-——TCTTGTAGCCCTTGGCCAGCAGTATAATCAACARGTGGART--———-CACATATGGATACTGARTTTGTTTACARCARCGGACAGGATARR
TGTTTGTCACAGCTTCTATGCCTGGTCCTGACCTCAA-—-TATTGTAGCAGTTACCCARCAGTATAGTGAACARGTGGARG--——--CACCTATGGATACTGARTTTGTGTACARCARCGGACTGGATARA
TGTTTGTCACAGCTTCTATGCCTGGTCCTGACCTCAA-——TATTGTAGCAGTTRCCCARC
TATARGACACAGCTACCATGCCTGGACCGGACC TCAA=-—-TTCCGCARCACCARCACARTAGTGTCTGGACC TGARGAARA--——-CACCTGTGCARACTGGTTTGGTGTCCATTTCCGGGCGGTGTARA
GGTTTATCGARRRATTTTGTAGT TARCGGGCACARAARTATTATTTACARARTACTCATTGATGCATTCATTTTGTTGTARGTTGTARCTTGTARCARATARCCTGCTTTTATTTTTCARGTCACATCTT
LgTttgtcacAgctbctatgecTggaCegGacCleAA, .. TE LgtA, ca, .tac,CHatagtgtatt .a,ct ,gtggaaa, ... .cac, bgtg, aaactga,tbggt b cattt,cggge.g.ataaa

521 530 540 550 560 570 580 590 600 610 620 630 640 650

| |
GCCCCCACCTCTCTCGTGT TAGGCCCTGAAGTCT TAGCARCCARCTTTTATCARCTGTCCCCTCCTGAGGACTTARCTCTTGCARCATATTTGGTGAGACCCGTACCATTGTTCGATGAGTCARTCCTAT
ACCCCTACCTCTCTCGTGTTAGGCCCTARAGAC TTAGCARCCATCTTTTATCAGTACTCCCCTCCTGAGGACTTARCTCTTGCARCATATTTGGTGAGACCCGGACCATGGTTTGATGAGTCAGTCCTAT

GACTTARCTCTTGCARCATATTTGGTGAGACCCGGACCATGGTTTGATGAGTCAGTCCTAT
ACCCCARCGTCCCTCAAGCACTGCCCTARAGACTTAGCARCCATCTTTTATCARARCTCCCCTCCTGAGGACTTARCTCTTGCARCATATTTGGTGACACCCGAACCATGGGTTGATGAGTCAGTCCTAT
ATTCTACTTTTTATGATTCTATATTATAACAATARGGCATARAAATAGGGGCATTATARATTGARTGAGAAT TGARCAATAA-GGCATAAAAATAGGGGCATTATARAT TGARTGA-GAATTGARCATAT

HJE
varl-5ABP2-like
U593870

U593871

Us84978
Consensus

HJE
varl-5ABP2-1ike
us93870

u593871

us84978

Consensus

HJE
varl=-5SABP2=-like
us93870

us93871

u584978

Consensus

Jtebecboatbgetatbgooct E «ctitbatca,,a,bteccccbectgagglcTEAACLcTEgcaalATALLLggtGagalcegaaccATgh  LLGALGAgTcagt CecTAT

651 L121] 670 680 690 700 710 720 730 740 750 760 770 780

| 1
TGGCARATACTACACTTTCAAARGAGARATATGGTAGTGTTCATCGTGTTTATGTTGTATGTGACAAGGACARTGTGCTCAAGGAA---CARCARTTCCARAAGTGGTTGATTARCARTARTCCACCAGA
TGGCARACACTACACTTTCAAARGAGARATATGGTAGTGTTCATCGTGTTTATGTTGTATGTGARAAGGACAT TGTGCTCAAGGAA---CARCARTTTCARAGGTGGTTGATTARAARTARTCCACCAGA
TGGCARACACTACACTTTCAAARGAGARATATGGTAGTGTTCATCGTGTTTATGTTGTATGTGARAAGGACAT TGTGCTCAAGGAA---CARCARTTTCARAGGTGGTTGATTARAARTARTCCACCAGA
TGGCARACACTACACTTTCARARCACARARATGGTAGTGTTCATCGTGTTTATGTTGTATGTGARAAGGACATTGTGCTCAAGGAA---CARCARTTTCARAGGTGGTTGATTARAARTARTCCACCAGA
==GCARTCGC==--ATTCTCTGGTCCARTTGCTGTTTTTGTTTAT-GTATTTCTGATTTATCC-ACTAGGTCAGTCTGGTTGGTTCTTTGCARCTAGTTTTGGTGTAGCAGCTATATTTCGATTCATCCTA
tghiCARacaltacAcTLTCaaaaca.Aaa.aThigTagTGTTcATcGTgTTTaTGk TeTATgLgAaaAGGaCAL TeThcTcaaggaa. . .CAACaAL TecaaagGTghtt GaThafaaat aATeCAcCagA

781 790 800 810 820 830 840 a50 860 870 880 890 900 910
1

1

TGAGGTCCAGATAATTCACAATGCAGACCATATGGTCATGTTCTCTARACCTAGGGATCTTTCTTCTTGTCTTGTTATGATTTCACARARATATTATTGA

TGAGGTCCACATGAT TCAGGATGCAGGCCACATGGTCATGT TCTCTARACCTAGGGAGCTTTCTICTTGTCTIGT TATGATTTCACARARGTATCATTGATCTT-TTACCTTGTTTATARGTGGCGTTGT
TGAGGTCCACATGATTCAGGATGCAGGCCACATGGTCATGTTCTCTARACCTAGGGAGCTTTCTTCTTGTCTTGTTATGATTTCACARARGTATCATTGATCTT-TTACCTTGTTTATARGTGGCGTTGT
TGAGGTCCACATGATTCAGGATGCAGGCCACATGGTCATGTTCTCTARACCTAGGGAGCTTTCTTCTTGTCTTGTTATGATTTCACARAAGTATCATTGATCTT-TTA
TTT--TTCA-AGGTTTCATAAT--TGGAC-CTTGATCCCCTT-TCATATGAT-GGGAGTTGCCGGAATACTGGGCECTGCTTT-GCTATGGCCCCATTCATGGTGCTACCGTAGARARTACTGTATTTGA
TgaggTcCAcAtgaTTCAggATgcabgcCacaTGgTCatgTTeTChaRaccTaGhGAgc TEECE ek TetettGbbaTGaTTTeaCaRaagtatcATTgAt ekt . Lbace, b, .. . a..a.bg. .. EEg,

911 920 930 940 950 960 970 978
| I

CACATGTAGTCAGTTGAACATTCTTTGTATARAATTATARTTCCATAARARATATGAARTATAGTGATC
CACATGTA

CAACTGTGAT--GGTGCARATACATTCCGTAC--TTCTAACCCARCTC

L

Fig. S1. Comparative alignment of sequences with similarity to the sequence of the MJE.

Genes with sequence similarity to the RNAI fragment were identified by BLAST search

using the SOL web site (http://solgenomics.net/tools/blast/index.pi and sequence alignment

was performed using MultAlin (http://multalin.toulouse.inra.fr/multalin/). Red colour

indicates nucleotides which are identical in all sequences. The RNAI sequence (position 509-
671) is underlined in black.
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TAGARRRGTGTCATCTARRCARTTCTTL TGGARRAGGGTGATARRARTCACTTTTTACTAGTTCATGGAGCTTGTCATGGTGCA
ACTATATARACTCTCCTCARCATATACCTAGARARGTGTCATCTARACARTTCTTC TGGARAAGGGTGATAAAAATCACTTTTTACTAGTTCATGGAGCTTGTCATGGTGCA
......................................................................... atgpaaaagggbgatasaaatcactbt , bactagbtcabggagctbgbecatggbgca
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| |
TGGTGTTGGTACAAAGTTGTGACAATTCTARGAAGTGAAGGACACAAAGTTAGTGTTCTTGACATGGC TGCCTCTGGAATTAATCCARAACATGTTGATGATCTCARTTCARTGGC TGATTACARTGAAL
TGGTGTTGGTACAAAGTTGTGACAAT TCTARGARGTGAAGGACACARAGTTAGTGTTCTTGACATGGCTGCCTCTGGARTTARTCCARARCATGTTARTGATCTCAATTCAATGGCTGATTACAACGAAC
TGGTGTTERTACAAAGTTGTGACAATTCTARGAAGTGAAGGACACARAGTTAGTGTTCTTGACATGGCTGCCTCTGGAATTAATCCARAACATGTTARTGATCTCARTTCAATGGCTGATTACARCGAAL

RHAi-fragnent
[ Legtetbost tgtgacaattot E tagtgttcottgacatgectecctobgpaattaat gt . atgatctcaattbcaatggctgattacaa. gaac
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I 1
HJE CATTARTGGAATTTATGAATTCTTTGCCACARCTAGAARGAGTTGTTTTAGTGGGACATAGCATGGGTGGCATCARCATATCTCTTGCCATGGARRAGTTCCCTCARAARATTGTTGTGGCTGTGTTTGT
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CATTARTGGAATTTATGARTTCTTTGCCACARCARGARAGAGTTGTTTTAGTGGGACATAGTTTGGGTGGCATCARCATATCTCTTGCCATGGARARGT TCCCTCARRAGATTGCTGTGGCTGTGTTTGT
CATTAATGGAATTTATGARTTCTTTGCCACARCARGARAGAGTTGTTTTAGTGGGACATAGTTTGGGTGGCATCARCATATCTCTTGCCATGGARARGTTCCCTCARRAGATTGCTGTGGCTGTGTTTGT

cattaatggaattbatgaattcitbgccacaac, Lgtibtagt ag,.bgggtgpcatcaacatatcbetbgocatggaaaagtbecccbcaaaa, abbg, bgbggchgbpbbgt
391 400 410 420 430 440 450 460 470 480 430 500 510 520

1 1
GACAGCTTTCATGCCTGGTCCTGACCTCARTCTTGTAGCCCTTGGCCAGCAGTATAATCARCAAGTGGAATCACATATGGATACTGARTTTGTTTACARCARCGGACAGGATARRGCCCCCACCTCTCTC
CACAGCTTCTATGCCTGGTCCTGACCTCAATATTGTAGCAGT TACCCARCAGTATAGTGARCAAGTGGARGCACCTATGGATACTGARTTTGTGTACARCARCGGACTGGATARRACCCCTACCTCTCTC
CACAGCTTCTATGCCTGGTCCTGACCTCAATATTGTAGCAGT TACCCAAC)

GGACAGGATARRGCCCCCACCTCTCTC

.acagckl, .atgeckggtoctgaccieaat bighage, . LE, 008,088 rrrnersrrrsrresrrsssrsrrrsrsnsrrsssrsrrrsrsnsress ggacage 1 ctcbe

521 530 540 550 560 570 580 590 600 610 620 630 640 650

| |
GTGTTAGECCCTGAAGTCTTAGCARCCAACTTTTATCAACTGTCCCCTCCTGAGGACTTARCTCTTGCAACATATTTGGTGAGACCCGTACCATTGTTCGATGAGTCARTCCTATTGGCARATACTACAC
GTGTTAGGECCCTRAAAGACTTAGCARCCATCTTTTATCAGTACTCCCCTCCTGAGGACTTARCTCTTGCARCATATTTGGTGAGACCCGGACCATGGTTTGATGAGTCAGTCCTATTGGCARACACTACAC

GACTTARCTCTTGCAACATAT TTGGTGAGACCCGGACCATGGTTTGATGAGTCAGTCCTATTGGCARACACTACAC
GTGTTAGECCCTGAAGTCTTAGCARCCARCTTTTATCARCTGTCCCCTCCTGAGGACTTARCTCTTGCARCATATTTGGTGAGACCCGTACCATTGTTCGATGAGTCARTCCTATTGGCARATACTACAC
gtgttaggccctgaagbcttagcaaccaactbbtabcaact.gbccoctoctgagGACTTARCTCTTGCAACATATTTGGTGAGACCCGEACCATEGTTeGATGAGTCAaTCCTATTGGCAAACACTACAC

651 660 670 680 690 Fo0 710 720 730 740 750 760 770 780

| 1
TTTCARARGAGARATATGGTAGTGTTCATCGTGTTTATGTTGTATGTGACAAGGACARTGTGCTCARGGAACARCAATTCCARAAGTGGT TGAT TAACARTARTCCACCAGATGAGGTCCAGATAARTTCA
TTTCARARGAGARATATGGTAGTGTTCATCGTGTTTATGTTGTATGTGARAAGGACATTGTGCTCARGGAACARCAATT TCARAGGTGGT TGAT TRAAARATARTCCACCAGATGAGGTCCACATGATTCA
TTTCARARGAGARATATGGTAGTGTTCATCGTGTTTATGTTGTATGTGARAAGGACATTGTGCTCARGGAACARCAATTTCARAGGTGGT TGAT TAAARATARTCCACCAGATGAGGTCCACATGATTCA
TTTCAR

TTTCARaagagaaatatggtagtgbt.cabogbettbatgbtgtabgtpa. bgbgct t..caaa.gteggttgattaa.aataabccaccagatgaggtoca.at..abtbca

781 790 800 810 820 830 840 850 860 870 880 890 900 910
I I
CARTGCAGACCATATGGTCATGTTCTCTARACCTAGGGATCTTTCTTCTTGTCTTGT TATGATT TCACARARATATTATTGA

GGATGCAGGCCACATGGTCATGTTCTCTARRCCTAGGGAGCTTTCTTCTTGTCTTGTTATGATTTCACARARGTATCATTGATCTTTTACCTTGTTTATARGTGGLGTTGTCACATGTAGTCAGT TGARC
GGATGCAGGCCACATGETCATGTTCTCTARACCTAGGGAGCTTTCTTCTTGTCTTGTTATGATTTCACARARGTATCATTGATCTTTTACCTTGTTTATARGTGGCGTTGTCACATGTAGTCAGT TGAAC:
.-abgcag.cca.abggbecatgbbctctaaacctaggga,chbbckbcbbgbcbbigbbabgatbbcacaaaa.bak ,abbga. . vvreeerrrrrsrrrsrrassrsrsrsrsrsrransrrsrrrssnss

911 920 930 940 950 960 964
| |

ATTCTTTGTATARRAATTATAATTCCATAAARRTATGARATATAGTGATC
ATTCTTTGTATARARTTATARTTCCATAAARATATGARATATAGTGATCATARA

Fig. S2. Comparative alignment of sequences with similarity to the sequence of the RNAI

fragment. Genes with sequence similarity to the RNAIi fragment were identified by BLAST

search using the website http://blast.ncbi.nlm.nih.gov/Blast.cgi and sequence alignment was

performed using MultAlin (http://multalin.toulouse.inra.fr/multalin/). Red colour indicates

nucleotides which are identical in all sequences. Varl and var2 are splice variant 1 (varl) and
splice variant 2 (var2) of the gene SABP2-like with the ID LOC101251956. U593870
corresponds to splice variant 2 of the gene SABP2-like shown in Suppl. Fig. S1 with the last

65 BP missing.
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Fig. S3. Expression of MJE and SABP2-like in the RNAI line (grey bars, line 3-4-17) and
the control line (white bars). Expression is relative to 10000 molecules EF-1a. The mean of
at least three biological replicates + sd is shown. Stars indicate significant differences (*: p<
0.05; **: p<0.01). Similar results were obtained with another line and in independent
experiments. The primer combination used gives products of different length with splice
variant 1 and 2. Only the longer product of splice variant 1 was detectable. Using a second
primer pair yielding the same product with both splice variants also showed similar reduction

in transcript levels.



b 100 o2 =
—_— *k
20 * a0
I3 T4
80 -
0
g
@ B0
2 5
s
'g 40
g 2
10
]
5.2-14 1.5-2 159 344 3447 34-23
C MJE-CE MJE-RMAI

Fig. S4. Growth and germination rate of lines with altered activity of MJE. The picture
shows the growth habitus of eight week old representative plants (a). The germination rate is
the mean of at least six boxes with nine seeds each (b).
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Fig. S5. Time course of wound-induced oxylipin accumulation and gene expression. JA and

JA-lle levels (a) and expression of MJE (b) and AOC (c) at different time points after

wounding. Expression is relative to 10000 molecules EF-Ia. The mean of at least three

biological replicates + sd is shown.
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Fig. S6. Expression of AOC and PINII in plants with MJE-RNAI scion grafted on wild type
stocks. Lower leaves of the wild type stock were wounded and expression was analysed after
1.5 h in distal, unwounded MJE-RNAI leaves (grey bars). As control wild type grafted on
wild type was used (white bars). Expression is relative to 10000 molecules EF-/a. Shown are
six independent experiments. V1, V2, V3 V4 were performed with line 3.4-17, V5 with line
3.4-23 and V6 with line 3.4-4. Each experiment shows the mean of at least three replicates +
sd. Stars indicate significant differences (*: p< 0.05).
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Fig. S7. Metabolomic fingerprinting of MJE-RNAI and control line. S-Plot visualizing the
metabolite (red square) characteristic for MJE-RNAI compared to the control two day after
Sclerotinia infection (a), goodness of fit indices of the OPLS-DA model (b), total ion
chromatogram of the control plant (top) and MJE-RNAI (bottom) extract (c) mass spectra
(top) and fragmentation pattern (bottom) of the marker (d). The first component of the PLS-
DA statistical analysis was the infection time (1 dpi and 2 dpi) and the second component
separated the control plants with empty vector from the MJE-RNAI line although the model
showed poor goodness of fit (Q2 and R2Y of 0.2 and 04). Thus orthogal multivariate method
(OPLS-DA) was applied since the paired data structure underlying the cross-over design
considerably improves the interpretability of the multivariate solution (Westerhuis et al.
2010). One metabolite showed more than two-fold higher abundance in MJE-RNAI plants
compared to the control plants after two days and also after one day inoculation with S.
sclerotiorum. The identified marker had a retention time of 3.17 min and elemental

composition of CysHs00g considering the accurate m/z of 491.358 at positive ESI and the



isotope distribution pattern. Searching in different databases no structure proposal for the
formulae was found. The fragmentation pattern of the metabolite showed persistent water
loss. At high collision energy (CID 25 eV) the structure broke down into small fragments that
made the structure elucidation impossible. The marker was clearly detectable measuring
hyphae extracts of S. sclerotiorum cultivates grown on agar plate indicating that this

compounds originates from the fungus.

Table S1. Sequences of primers used for construct generation
Description Sequence 5-3° ID
MJE-RNAi for CTCGAGCCTGAAGTCTTAGCAACC LOC544264;
sense rev. GGTACCACAAGAAGAAAGATCCCT G141814856
MJE-RNAi  for TCTAGACCTGAAGTCTTAGCAACC LOC544264;
antisense rev.  AAGCTTACAAGAAGAAAGATCCCT G141814856
MJE-OE for CGTTCTAGAATGGAAAAGGGTGATAAAAATCAC LOC544264;
rev. TATGAGCTCTCAATAATATTTTTGCGAA G141814856

Table S2. Sequences of primers used for gqRT-PCR
Target Sequence 5°-3° ID
MJE for CCACCTCTCTCGTGTTAGGC LOC544264,

rev. CTGGACCTCATCTGGTGGA G141814856
AOC for ATCGCCGTTCAGGGAGC AJ308481;

rev. TCAGTGCGGCCCCTTC G140643242
PINIT for CACAGGGTACAAGGGTTGCTA JN091682;

rev. TATTTGCCTTGGGTTCATCAC G1387604156
EF-la for TACTGGTGGTTTTGAAGCTG X14449; gene ID

rev. AACTTCCTTCACGATTTCATCATA 544055
Actin for TCTTGAGAGCGGTGGTATCC XM_001589919;
(S. sclerotiorum)  rev. GATGATGGTGCAAGAGCAGT G1:156048003
SABP2-like for CCTCAATATTGTAGCAGTTAC LOC101251956;

rev

ACGCCACTTATAAACAAGGTA

G1:460377800




Table S3. Contents of the media used for generating transgenic plants

Induction medium:

SSR-agar medium (pH 5.7):

RI medium (pH 5.7):

MS2 medium (pH 5.4):

MS-222 66gL™
NaPO, [400 mM] 313 L
BAP 1pgmL™
Acetosyringone [50 mM] 10 uL
Antibiotics 50 pg mL™
adjust to 10 mL
MS-231 44gL™"
Sucrose 20gL™*
Zeatin 1pgmL™
Kanamycin 50 pg mL™
Ticarcillin 160 pg mL™
Cefotaxime 50 pg mL™
Micro-agar 8gL™
adjust to 1L

MS-231 449gL7"
Sucrose 20g L™
Kanamycin 50 pg mL™
Ticarcillin 160 pg mL™
Cefotaxime 50 pg mL™
Micro-agar 8gL™
adjust to 1L

MS222 44gL7"
Sucrose 20gL™*
Gelrite 3gL™
adjust to 1L



2N1B medium (pH 5.8):

MSO Medium (pH 5.4):

MS-222 44gL7"
Sucrose 20g L™
NAA 2ugmL™
BAP 1pgmL™
Acetosyringone 40 pg mL™
Glucuronic acid 160 pg mL™
Micro-agar ggL™
adjust to 1L
MS-231 44gL™"
Glucose 30gL™
adjust to 1L

Table S4. Sensitivity of MJE-RNAI line and control line to MeJA

Root elongation of control and MJE-RNAI line on medium with or without 10 uM MeJA.
Shown is the mean of 12-15 seedlings + s.d. Similar results were obtained in three

independent experiments

Control line MJE-RNAI
Root length + s.d. control medium 13.6+ 55 129+4.4
Root length + s.d. MeJA medium 38+ 14 35+£0.8
% inhibition 72 73
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