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Supplemental Figure 1
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Supplemental Figure 1. The effect of PSK concentration on immunity, and the transcript abundance of
PSK biosynthesis-related genes in VIGS tomato plants (supports Figure 1).

(A) The dose-dependent alleviatory effect of PSK on leaf B. cinerea transcript abundance. Four-week-old
tomato plants were treated with indicated concentrations of PSK 12 h before B. cinerea inoculation, and leaf
samples were taken at 1 day post B. cinerea inoculation (dpi) for relative leaf B. cinerea actin transcript
abundance assay.

(B) Phylogenetic analysis of PSK precursor genes from tomato and Arabidopsis. Amino acid sequence
alignment and tree construction were performed with MEGA program. A consensus neighbor-joining tree was
obtained from 1000 bootstrap replicates of aligned sequences. The percentage at branch represents the
posterior probabilities of amino acid sequences.

(C) Relative transcript abundance of homologous PSK precursor genes and S/7PST in VIGS tomato plants.
After initial silencing efficiency test 3~4 weeks after A. tumefaciens infiltration, tomato plants were subject to
B. cinerea inoculation, and leaf samples were collected at 1 dpi. The samples are same with those used for B.
cinerea actin assay in Figure 11. The transcript abundance were expressed as a ratio of the mean levels in
TRV:0 control plants, which were defined as 1.

The results in (A and C) are presented as the mean values = SD; n = 3. Different letters indicate significant

differences between treatments (P < 0.05, Tukey’s test). The experiments in (A) were repeated two times, and
experiments in (C) were repeated three times with similar results.



Supplemental Figure 2
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Supplemental Figure 2. Analysis of PSK receptor sequences, and the transcript abundance of SIPSKRs
in VIGS tomato plants (supports Figure 2).

(A) Phylogenetic analysis of PSK receptors from tomato, Arabidopsis and Daucus carota. Amino acid
sequence alignment and tree construction were performed with MEGA program. A consensus neighbor-joining
tree was obtained from 1000 bootstrap replicates of aligned sequences. The percentage at branch represents the

posterior probabilities of amino acid sequences.

(B) Schematic of SIPSKR1/R2 protein. The diagram shows the signal peptide (SP), extracellular leucine-rich
repeats (LRRs), an island domain, a transmembrane domain (TM), and a cytoplasmic Ser/Thr kinase domain.
(C) Relative transcript abundance of SIPSKRs in VIGS tomato plants. After initial silencing efficiency test 3~4
weeks after 4. tumefaciens infiltration, tomato plants were subject to B. cinerea inoculation, and leaf samples
were collected at 1 dpi. The samples are same with those used for B. cinerea actin assay in Figure 2F. The
transcript abundance were expressed as a ratio of the mean levels in TRV:0 control plants, which were defined
as 1. The results are presented as the mean values + SD; n = 3. Different letters indicate significant differences
between treatments (P < 0.05, Tukey’s test). The experiments were repeated two times with similar results.
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Supplemental Figure 3. The transcript abundance of PSK signaling-related genes in VIGS tomato
plants (supports Figure 4).

(A) Relative transcript abundance of SIPSK3, SIPSK3L, SITPST, and SIPSKR1 in VIGS tomato plants.
(B) Relative transcript abundance of SIPSKR/ in VIGS tomato plants.

After initial silencing efficiency test 3~4 weeks after A. tumefaciens infiltration, tomato plants were subject to
pharmalogical treatment and B. cinerea inoculation, and leaf samples were collected at 1 dpi. The samples in
(A) are same with those used for B. cinerea actin assay in Figure 4B. The samples in (B) are same with those
used for Figure 4D. The transcript abundance were expressed as a ratio of the mean levels in TRV:0 control
plants, which were defined as 1. The results are presented as the mean values = SD; n = 3. Different letters
indicate significant differences between treatments (P < 0.05, Tukey’s test). The experiments in (A) were
repeated three times, and experiments in (B) were repeated two times with similar results.
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Supplemental Figure 4. The effect of PSK concentration on cytosolic Ca?" levels, and the transcript
abundance of SIPSKRs in VIGS tomato plants (supports Figure 5).

(A) The dose-dependent effect of PSK on cytosolic Ca?* elevation in leaves of aequorin-expressing tomato
plants. The signals shown at 0.5-min intervals are the mean values £ SD generated from 8 leaf discs per
treatment.

(B) Relative transcript abundance of SIPSKRI and SIPSKR2 in VIGS tomato plants. Approximately three
weeks after A. tumefaciens infiltration, each plant was taken with an uppermost expanded leaflet for target
gene silencing efficiency analysis by qRT-PCR. Five plants with efficient silencing from each TRV: SIPSKR1
and TRV: SIPSKR?2 group were selected and transcript abundance of target genes are shown as the mean values
+ SD (n = 5). These selected plants were further used for cytosolic Ca®* assay in Figure 5B, and leaf discs
samples for cytosolic Ca’>" assay were taken from the corresponding opposite leaflet for the silencing
efficiency assay. The transcript abundance were expressed as a ratio of the mean levels in TRV:0 control plants,
which were defined as 1. Different letters indicate significant differences between treatments (P < 0.05,
Tukey’s test).

The experiments in (A) were repeated two times, and experiments in (B) were repeated three times with similar
results.
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Supplemental Figure 5. Analysis of tomato CaM and YUC homologs (supports Figure 6).

(A) Amino acid sequence alignments of tomato CaM homologs with Clustal X program.

(B) Phylogenetic analysis of YUCs from tomato and Arabidopsis. Amino acid sequence alignment and tree
construction were performed with MEGA program. A consensus neighbor-joining tree was obtained from 1000
bootstrap replicates of aligned sequences. The percentage at branch represents the posterior probabilities of

amino acid sequences.

(C) Effects of B. cinerea inoculation on the relative transcript abundance of SIYUCs in leaves at 0.5 dpi. The
transcript abundance of SIYUC! in mock-inoculated condition were defined as 1. The results are presented as

the mean values = SD; n = 3. nd, not detected. The asterisk indicates a significant effect of B. cinerea

inoculation with tomato plants. The experiments were repeated two times with similar results.
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Supplemental Figure 6
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Supplemental Figure 6. Co-expression of SICaMs and SIYUCs in N. benthamiana leaves (supports Figure
6).

(A) Co-expression of p2YC-SICAMs and p2YN-SIYUCs proteins were detected by immunoblot analysis with
an anti-HA antibody. Samples of infiltrated areas were collected from N. benthamiana leaves after 48 h A.
tumefaciens infiltration. Rubisco (RBC) was stained with Ponceau for protein loading control (bottom).The
black boxes indicate specific SIYUCs and SICaMs bands.

(B) SIYUCS6 localizes to plasma membrane. SIYUC6-GFP and FLS2-mCherry (marker for plasma membrane
localization) plasmids were transiently co-expressed into N. benthamiana leaves. The GFP and mCherry signals
were visualized under confocal microscopy after 48 h infiltration. Scale bar = 50 um.

The experiments were repeated two times with similar results.
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Supplemental Figure 7. Effects of SICaM?2 silencing on the transcript abundance of S/CaM homologs in
tomato plants (supports Figure 7).

After initial silencing efficiency test 3~4 weeks after A. tumefaciens infiltration, tomato plants were subject to
B. cinerea inoculation, and leaf samples were collected at 1 dpi. The samples are same with those used for B.
cinerea actin assay in Figure 7C. The transcript abundance were expressed as a ratio of the mean levels in
TRV:0 control plants, which were defined as 1. The results are presented as the mean values + SD; n = 3.
Different letters indicate significant differences between treatments (P < 0.05, Tukey’s test). The experiments
were repeated three times with similar results.



Supplemental Data Set 1. Nucleotide sequence alignments based on mRNA region of tomato
PSK homologs (supports Figures 1 and 4; Supplemental Figures 1 and 3).

SIPSKl 1 ——— : 5
SIPSK2  f mmmm ;14
SIPSK3 1 —m : 8
SIPSK3L 1 —— : 8
S1PSK4 : JAACATITGICCCTTCACPTTCTTGGTTCCCTCACTCTATATATCCATCATCGTCCCCAAAAAACTCAACT 80
SIPSKS 1 o : 5
SIPSKE 1 —m ATGHAACAATT : 11
SIPSKT 3 e ATeTeT ;8
S1PSK1 : G———CAAAAAAATATIMMSITUNTC| CGTITTATTGC : 82
SIPSK2 : T———-————- GTATAPMSIGHGC CGITTTTTAG : 82
S1PSK3 : AGCATCTGCCAGCTTieMiTHC AACCCACTTT : 85
S1PSK3L : AGCCAATACCAGTTTiMMiCTHC GCCCCAGCTT : 85
S1PSK4 : GGCTAAACTTAACACCIMEITGT CCAGTGCGTG : 160
S1PSK5 : GCCTATTATTAATTCATETCTT 85
S1PSK6 : AAGCATATCATGTTTRCIMIGHAT 91
S1PSK7 : ATTGTGCACT---ATIRRIGHTG 82
S1PSK1 : CA———ACAATTAATTCTCAA-———————— GAATCTAATGGGATTATTAGTAATAATCCA-———————— ATTTCCTCACEA : 141
S1PSK2 : TAAACAACTIG---CAAGTGGAAAAGGAAGCAAAATTAACTAATAAATCTAGTGATGGAGACTCAATTGAGAAGATGAGA : 159
SIPSK3 : TTCACGAGGCTACTCTCAAC———— = AATATTCAACHC : 117
SIPSK3L : TTCACGAGGCATCCCTCAAC—— ATTGATCACCEHO : 117
SIPSK4 : CGCCTTATCGCGATGTTACT ————— = CCGATGGAGCHT : 192
S1PSK5 : CTACAACTATTCAAGATAACAACAAGATTGAAGCTAATGGGATTATTCATTCA——————————————— ATTCCCACACEA : 150
S1PSK6 : TATCAACCATAAGIGAAGIGAAAGAGGATATAAAGCAAGAGAAAGICAACCTTTCGITACATACAGITGACCACATGGUA : 171
S1PSK7 : TTTCTGTTCECGATLCCCAMA = o oo ATTCAGGTIGEA : 114
S1PSK1 : GTAcﬁAGiAGATTCA —————— Errann-- -GN RAT TR TECIVICNE : 212
S1PSK2 : AGTACTAL ARAATERT NSV ilec AT V\cite : 236
S1PSK3 : CAGGAT--- TGHA G ¥Nec A I\GA L AR TG TT TINGAR A cEENEEY
S1PSK3L : GlelelorNec A WGA R GAATGTT TINGAR A CEENEEY)
S1PSK4 : ACTAMGGATAAGGCAGC ALGA N\CElelelehicieunelel\: 1 I\GA~ CAR T TT TieAie cENPIF
S1PSK5 H GRCGACT CACCAATCTGATGEGGATGGLIGARYA—————— CAGA———GATGAAGEETGTTT : 218
S1PSK6 : ACCAMCGATAGCC AMTAAACTTATGGGGTTGGEGGA‘ —————— A---EATEcR TV iecric Y \CINe : 242
S1PSK7 ¢ AGTGRAGGAAAAGUTGHAATTAAA-——————————— GAA TGGAGGA‘GAAGAATGTTTQAAEAG:: 182
S1PSKLl : NcacafeecarMACATTGR-———————— - ;273
S1PSK2 : NTEVATCINCC QT TAI - —————————————————— 1 297
S1PSK3 : AgTTTACGATTc: 271

S1PSK3L : A AGTTTGCTATTTGGTATAT : 274
sipska m o T B § 330
S1PSK5 : A GINeGC TCAGMTEGAT TATA TINTATA CINC AR AINSTNATNoTok -\ [elelolef 11/ i —— . 279

S1PSK6 : PMINEGGTAGTAGCARAAIMNOINT Cy T[eF N suwAC NN C i NCIN®| T[ @G\ GC ATV TCINTCCTTIGMN ————————— ———— —————— . 303
S1PSK7 : GIXEGACA--—ATGECIT lyNINT CITIEN NNy TI¥N NG T[N VG TA T TVATAINC ——————————————— - —— . 234
< ®
S1PSKl : —————— ACAAGTTTATATTAATATTATTTTTTTTCTTAAGGATGGTTAATTAGTAATGTTCTT : 330
S1PSK2  § mmm . _
S1PSK3 :AGTTAATTTGTTTTACAATGATTAATTGACCTAAGTTTAACGTTAATTCATGTTTCACTAAAGTAGTG : 351
S1PSK3L : TGGAAGTAGATGAGACAGTTACATATCACACATTAAAATTACCT-—————————————— TACTGTACATCAGTCCCGTTG : 339
SIPSKA  § m . _
S1PSK5 e . _
SIPSK6 1 —mmmm e TATTAA————————~— TTAATATAATCAATCCTIC : 327

S1PSK7 & ———————————— e — AATCATCCA——————— e . 243




S1PSK1 : TTCTATACTTTAAATTATAGTACAACGTACTAAAAGAAACTTTAATTTATTAAAACTTGTATTTCGATGTATCATAAGAT : 410
SlPSK2 § e e ——————————————————————— . _

S1PSK3 : ATAGAACGAGTGAGTITATCACATATATTTATAGTATTGCTTTTCGTGT-————— GTTGCTTGTTA: 425
S1PSK3L : ATTTTTCCTGTACGITAAAATGTATTAATAGCATTTCCTCTTCCGTCCTAGATGATACTATCTCTGTITTGCTTTGTATT : 419
SIPSK4 : ——————————— TTATTATTATTTTTTTAATTTCATCTCTTCAATATATAGTITTTATTCTTCCTTTITTTTT : 389
S1PSK5 I m e : -
S1PSK6 : TAAGCTAGCTGGTGITGTTAATAAATTAAAAGGACTAGCTAG-—--ATATATAAGCTTTAATGACCTTTTATTTTCAACAT : 404
S1PSK7 : —————— TGAATTAARCAAGAACT T——— = m e e : 261
S1PSK1 : TGTAGTACTATGTTTTGTGAGAATTATAAAGATAGCCAAAAGTTTAATTATTACTCTTTG : 470
SIPSK2 i —mm o P
S1PSK3 : TAATAAATCCCATATGAAGTTTCTGGTGTATGCAAGTTGATCGATTAC————————— TT : 476
S1PSK3L : TGGCGGTATTTCAACTAGGCATATGGTTTAATTACGAAATAAAACCTTCTTT-————— GT : 473
S1PSK4 : AAAAAATTTGATCTATCTAGATTTATCAATTCATTAAAATTACTAGTTC————————— c- : 439
SIPSKS 1 ——— e -
S1PSK6 : TAAATAATTTTCCTACCTAAGT ———————————————m—m— e TT : 428
SIPSKT & — TT : 263
*—> Forward primer region for gPCR <——o Reverse primer region for gPCR

I:> Forward primer region for VIGS <:I Reverse primer region for VIGS




Supplemental Data Set 2. Amino acid sequence alignments of PSKR homologs from tomato,
Arabidopsis and Daucus carota (supports Figure 2 and Supplemental Figure 2). The conserved
domains were predicted by SMART (http://smart.embl-heidelberg.de).
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Supplemental Data Set 3. Nucleotide sequence alignments based on mRNA region of tomato

PSKR homologs (supports Figure 2 and Supplemental Figure 2).

SIPSKR1 : TTANGARTRCRGG IGlelelen A ThNelN BT GTAAMTHG GGG CTIRe AN ——————————— eh 207
S1PSKR2 : GGGENATECENANCA[ECENGIETCTEENGAACETH ICGAT@G GTCp{ey§EGIAATGTTTCTACTCAA 234
S1PSKR1 : GEcNEcEmeccAAETNGCRAGCATGGCRANICR AR lecaAAd e H AT TGGATEAGET 287
S1PSKR2 1 CGcﬂAAETTGTCGAAEG i GEGGTGTGG CIGIeCEGEA GIGAINETICINe Tl : 314
S1PSKR1 : ARGEAcCCEATAR WNCACAATHMRET THN [elehiNe| THNC C T T THWXOIN® T G THNEIe|n iliN T GENOMWAR N T T GGAAG TN 367
S1PSKR2 : GHARTTGEUNCGINNSUNTINeGIONIVNNC A TEMNGGLYNElE T GGA TG ISUNMNG GA C TEReINC C INelen €T TGGAAG TN 394
S1PSKRL : [AGACIENONECAINYNUTeA THENC TIRREEI— —— — —— —— —————— 396
SIPSKR2 : WNT/CATIRNEINeT CLAWNNNE T GIMING CIMNEleNC CAGTGTTGAGGGTGTTTGATGGAT TGGAATCAATCCATTCTCTCAATATA 474
SIPSKR1 : ————————o| TTGTTHNe TAccaflcBac——————————— T TiecC e T T NAG T Tleln AliA T ANSRNEn A A TTC 455
S1PSKR2 TCAAGCAATHRMNENMNC GEARAT TICINGTGAGT TTGGT GAA NN C/SINA A C/SNG T TECARRNTEVC GCAEC‘ 554
S1PSKR1 : CHEENGG ccacmrccTimclEc TN CIRETGARAAT crlcachETCT WA €n T(elelelele| T TAA THNA THAT T2 535
S1PSKR2 : G CT/EETAGT TICAAGHRNT TieCAGT T TCHSICINAGINA G ChiiA A Gl C NG GENTENA T C A Cpg Ve CENeN C e 634
S1PSKR1 INe cclGT AR TINGEler AT TGpNe -] AGCHMMITIMNE T G TINGEl®TC TAAGISUNT C T/eNOING G T 612
SIPSKR2 : C G GG!——— Ale TEVNeC T TGCEYCCINESAGCIAC G T‘TGA@CGGG 711
S1PSKR1 :{AGTTHCEETIEATGANCEYERT fe TN 2 XES cTGTIATRGIRETRAC ci¥XicG ecclecaceTiAd 692
S1PSKR2 : CACCHTSSGEACTCIT TClgApGARTCT, GAGCA!CT GTCTlECCESNAAT cNelepynie : 791
SI1PSKR1 : CAGT|NEARNG/ERYNAT[ehGINe TIG T TG T TCA TG I T/ehlielA A A TIEGIT T TIRIG LYV Gal 772
S1PSKR2 : TCCA@NeCHnAChVNAGNTyReCINAAC ATCC| TEY THNAINC A G GEVENN CleClIlC A TIle T T TGC| i 871
S1PSKR1 : M| G GGGA APNS AN AT TIEICING CINCA T TCINA A TAGET T8 TERIG GIEVAEY WCINNTele 852
S1PSKR2 : WTEGEIWAATINNGACATT(EUMVAGARCIGEENA G Telen & NNe TEVNVNeA N THNC GlEleA CCATINGI8C T GANTT®GT 951
S1PSKRL : TCEGGGACTGINNNETTCT e TINT[EAGIAATAATTCT T TINCEle GG TR Alel e TiCINele GTT 932
S1PSKR2 : CT@TCTGTGCHM¥NEGGTGIOINNGANCINTINECEV:NV:NNMNOUMIMNG T C T/eledC C TGN T{ErN T(OUMNGENMNTINAIS T A AFTENEA C. 1031
=< 73
S1PSKR1 : [NETGTTT[SCeNRNer UNeUNA 8 TENS GEVAT GG CINNeC G T[eGTTAG G TN C ThNelC TA S TpiGiNeA AMNele T Tieloin A A K
S1PSKR2 : NGNNGTGCASASUMNEINNeNNT TENACCAT AA[JETAATC GlETACASUINC TRINAGINClEGGIN - - - w8\ : 1108
S1PSKR1 : CTARC lelGClnela A A Clidel i n¢lTlelc CleGAMA el TINeIVNE A A i TAGC 1092
S1PSKR2 : TCTMGIGINNTIECINAINNNeGA GleleGeC AN TIde TIEFNGINA CiiA TGCARNACCIRNTCATCG 1188
*—> Forward primer region for gPCR <—— Reverse primer region for gPCR

Forward primer region for VIGS Reverse primer region for VIGS




Supplemental Data Set 4. Nucleotide sequence alignments based on mRNA region of tomato

CaM homologs (supports Figure 7 and Supplemental Figure 7).

S1lCaM1l
SlCaM2
S1lCaM3
SlCaM4
S1lCaM5
S1CaMé6

SlCaMl
SlCaM2
S1lCaM3
S1lCaM4
S1lCaM5
S1lCaMé6

SlcCaMl
SlCaM2
S1CaM3
SlCaM4
S1lCaM5
SlCaMé6

SlCaM1l
SlCaM2
SlCaM3
S1lCaM4
S1lCaM5
S1lCaM6

SlCaMl
S1lCaM2
S1lCaM3
SlcCaM4
S1lCaM5
S1lCaMé6

SlcCaMl
SlCaM2
S1lCaM3
SlCaM4
S1lCaM5
SlCaM6

ACOGTEGATGOGINT CEETEGG

ATOACRACTAAGGAGCTEGGH
ACTAAGGAGCTTGGR

ACCATIGANTTCCCIAGAGT TGO TINAACCTEATGGCINOGO®AAGATGAAGG
ACCATCGACTTCCCHGAGTTTCT‘AACCTT‘TGGCC

GTTTGACAAGGAECAGAATGGGTTCATCTCTGCTGCTGAGCTCCG
ETTTGACAAGGATCAGAATGGIRT TINAT®T CISGCINGC TGAGCTICG
GTTTGACAAGGATCAGAATGGETTCATTTCTGCAGCTGAGCTACG
TTTTG‘T"AGATCAGAATGGbTTTATTTCTGC

GCTGAGCTECG|

ETTEGACAAGGAMCAGAATGGIRT TOATET CMGCINGCTGAGCTINCG
TTTEGACAAGGATCAEAATGGCTTCATCTCCGCTGCTGAGCTTCG

CATGAEATGATISCHGANGCTGATETIEGATGGEC]
GI@GATGAGATGATGGAEG CEGATGTIGATGGEG
GTHGANGARATGATOGRGAGCEGARETOGATGCRG

[GCATGTEA AACCTINGGE®GAGAAGCTHNAC] GATGAAGAGGTTGAIGAGATGATT GTGA‘GCTGAEGTGGATGGTG
INCATGTIAA AACCTIGGR\GAGAAGCTEAC] ATIGATGGG

450
450
450
450
450
450

80
80
80
80
80
80

160
160
160
160
160
160

240
240
240
240
240
240

320
320
320
320
320
320

400
400
400
400
400
400

*—> Forward primer region for gPCR
I:> Forward primer region for VIGS <:I Reverse primer region for VIGS

<——= Reverse primer region for g°PCR




Supplemental Data Set 5. Primers used in this study.

Gene Annotation Accession No. Primer pairs Assay
SIPSK1 putative Solyc09g009130.2 F: 5- AACAGCTCGTTTATTGC -3’ gPCR
phytosulfokine R: 5- CATTCTTCTATTCCCAT -3’
SIPSK2 putative Solyc11g066880.1 F: 5- CTTGCAAGTGGAAAAGGAAGCA -3’ gPCR
phytosulfokines 2 R: 5- GGGTGATTATGGTGTTGAGTGT-3
SIPSK3 putative Solyc02g092110.2 F: 5-TCCcccgggCCAAGGACCAAAATGAT -3 VIGS
phytosulfokines 3 R: 5-CGCggatccTAACGTACAGGGGAAAA -3’
F: 5-ACCAGGATGTTGTTGAACC -3 gPCR
R: 5-GGTCCTTGGGAATCGTAAAC -3
SIPSK3L phytosulfokines 3 like  Solyc02g092120.2 F: 5- TCCcccgggCCAGGATCATGTTAGGGAAT -3’ VIGS
R: 5’- CGCggatccTCAAGGTGAGCAGCCAAG -3’
F: 5- ATCAGAACCCGTGAACTA -3 gPCR
R: 5- TACCGCCAAATACAAAGC -3’
SIPSK4 putative Solyc01g106830.2 F: 5-TCCcccgggAACATTTGTCCCTTCACT-3 VIGS
phytosulfokines 4 R: 5’-CGCggatccATCCTCCACATCTTCTTT-3
F: 5-CGCCTTATCGCGATGTTAC -3’ gPCR
R: 5-CCAGGGCCTTCACATCTATC -3’
SIPSK5 putative Solyc10g083580.1 F: 5-CGGTTCGTCTACCTCCTACA -3 gPCR
phytosulfokines 5 R: 5- GTGAGCCTCAGCTACCATCC -3’
SIPSK6 putative Solyc06g074540.2 F: 5- TCTCAACATGTTCCTCTTTGTCT -3 gPCR
phytosulfokines 6 R: 5- CGTTGGTTTCCATGTGGTCA -3’
SIPSK7 putative Solyc04g077580.2 F: 5-TCCcccgggACATTTGCTGTTCGTCCT-3 VIGS
phytosulfokines R: 5-CGCggatccGCCATTGTCCTCCTCTTC -3’




Gene Annotation Accession No. Primer pairs Assay
F: 5- TCGATCCCAAAATTCAGGTTGC -3 gPCR
R: 5'- AGATGAGCAGCCATTGTCCT -3’
SITPST protein-tyrosine Solyc11g069520.1 F: 5-CCGgaattcGGGCGTCTTCTTCACTCG -3 VIGS
sulfotransferase R: 5’-CGCggatccGGAACCTGGCTGCTACCT -3
F: 5-CGTGGAAGTATTTGGTCCCT -3 gPCR
R: 5-CGTGTAGAGGCATCACCATC -3
SIPSKR1 receptor like kinase Solyc01g008140.3 F: 5-TGCtctagaGGGTGGTGAAGTTGGAGC -3 VIGS
R: 5’-CGCggatccCAGGCAAACTACCAGACAGAAG -3
F: 5-CCGTGGGTTAGTTCCTGATT -3 gPCR
R: 5-GAAAGGGACGAAAGGCTATG -3
truncated protein
F: 5-GCGggatccAATCTCCAGAACTTGATATG -3 (23-653 aa)
R: 5’-GCGgtcgacTCAAGTTCCTTTGCGCCTCTTTCC-3’ expression
for SPR
F: 5- TCCcccgggGAATGGGTGTGTTGCAAGTTTG -3’ GFP
R: 5’- CATGccatggAAAACACATGAACATCAGGTG -3’ Fluorescence
SIPSKR2 receptor like kinase Solyc07g063000.3 F: 5'- CgagctcTGCTGTAAATGGGATGGG -3 VIGS

R: §'- TCCcccgggGCAACAAGGTTAGGGAAT -3’

F

: 5-GGAAATCGCTTTCATGGTTT -3’

R: 5-CAAGCACCCTAAGCACAGAA -3’

7

: 5’-GCGggatccGAAACCCCAGTTCAAAACTG -3’

gPCR

truncated protein
(28-689 aa)




Gene

Annotation

Accession No.

Primer pairs

Assay

R: 5-GCGgtcgacTCAACCTCGGCCAAGCCTACTAC -3’

F

- 5- TCCccegggGAATGGTGATTTGGGAGTTTCTGCC -3
. 5- CGCggatccCCTCTCCTTTACACTTGCGATTG -3’

expression for
SPR
GFP
Fluorescence

R
SIPR1b pathogenesis-related  Solyc00g174340.1 F: 5-ATCTCATTGTTACTCACTTGTC -3’ gPCR
protein 1b R: 5-AACGTGCCCGACCA-3
SICOI1 coronatine-insensitive  Solyc05g052620.2 F: 5-GGATGCTTCTGGGATACGTT -3’ gPCR
1 R: 5-TGGATGCTCCGAGACTACAG -3’
SIERF1 ethylene-responsive Solyc05g051200.1 F: 5-ATTGGAGTTAGAAAGAGGCCAT -3 gPCR
factor 1 R: 5-CTCATTGATAATGCGGCTTG -3
SIARF5 auxin response factor  Solyc04g081240.2 F: 5-CACGTGTGCGGACATATACA -3 gPCR
5 R: 5-TCGAGTGTCATTCAGAAGCC -3
SIACTIN actin Solyc03g078400.2 F: 5-TGGTCGGAATGGGACAGAAG -3
R: 5-CTCAGTCAGGAGAACAGGGT -3 aPCR
SiCaM1 calmodulin 1 Solyc01g008950.2 F: 5-ACTTGGAACAGTAATGCGGTCATTG -3’
R: 5-TGTCCTTCATCTTGCGAGCCA -3’ aPCR
F: 5’- CCttaattaaCATGGCGGATCAGCTCACCGAA -3 BIEC-CYEP
R: 5’- CTAGactagtCTTGGCCATCATAACCTTGACG -3’
SICaM2 calmodulin 2 Solyc10g081170.1 F: 5- CGCggatccAGGCTTTCAGTTTGTTCG -3 VIGS
R: 5’- CCGgaattcCTTCCCTAATCATCTCATCG -3’
F: 5- ACTGACTCTGAGGAGGAGTTGA -3’ gPCR
R: 5- ACTTGGCCATCATGACCTTAACA -3
F: 5- TTggcgcgccATGGCGGATCAGCTGACGGA -3 Co-IP




Gene Annotation Accession No. Primer pairs Assay
R: 5’- CGGggtaccCTTGGCCATCATGACCTTAAC -3’
F: 5- CCttaattaaCATGGCGGATCAGCTGACGGA -3’ BiFC-cYFP
: 5’- CTAGactagtCTTGGCCATCATGACCTTAAC -3
SICaM3 calmodulin 3 Solyc10g077010.1 F: 5- AAGGACGGAGATGGTTGC -3’
R: 5- GCTCAGCTTCAGTTGGGT -3 aPCR
F: 5’- CCttaattaaCATGGCAGATCAGCTCACCGATG -3 BIEC-CYEP
R: 5’- CTAGactagtCTTGGCCATCATGACCTTAAC -3’
SiCaM4 calmodulin 4 Solyc11g072240.1 F: 5-GGCGGATCAGCTCACTGAC -3
R: 5- GTTGTGATGCAACCATCTCCAT -3’ aPCR
SICaM5 calmodulin 5 Solyc12g099990.1 F: 5- GACAAGGATCAGAATGGA -3
R: 5'- GAATCATCTCGTCAACCT -3 aPCR
SICaM6 calmodulin 6 Solyc03g098050.2 F: 5- AGGATGGCGATGGCTGTA -3
R: 5- GTGGGATTCTGACCAAGTGA -3’ aPCR
F: 5’- CCttaattaaCATGGCAGAGCAGCTGACGGAG -3 BIEC-CYEP
R: 5’- CTAGactagtCTTGGCAAGCATCATACGGAC -3
Siyuct monooxygenase Solyc06g008050.2 F: 5- TGGACATTGGTGCATTGGAA -3’
R: 5- AGCCAGTAGCAAGAAGAACAGA -3’ aPCR
F: 5’- CCttaattaaCATGGCTAGCTTCAATGACCAT -3’ BIEC-nYEP
R: 5’- TTggcgcgccCCAAGGTTGAAATTTTTTTTGC -3
SIyuc2 monooxygenase Solyc06g065630.2 F: 5- AAATGCAGAGGCAGTTAT -3
R: 5’- ATGAGGAATGGCGTTATG -3’ gPCR




Gene Annotation Accession No. Primer pairs Assay
F: 5- CCttaattaaCATGGGTTGTTGTAAAGAGG -3’ BiFC-nYFP
R: 5’- TTggcgcgccCAAAACATATGCCTTGGTTATC -3

SIYUC3 monooxygenase Solyc06g083700.2 F: 5- TGGCCCTGTAATTGTTGGTG -3 PCR
R: 5- GCCACAGTGATGCGATACAG -3 g
F: 5- CCttaattaaCATGTTTACCTTCTCATCAGAAC -3’ BIEC-nYEP
R: 5’- TTggcgcgccCAAAAGTTGAGATGCATCTTC -3

SIyuc4 monooxygenase Solyc08g068160.1 F: 5'- CCttaattaaCATGGATTCTTATTTGAAAGA -3’
R: 5’- TTggcgcgccCTTGAAAATATTGATGAATGT-3 BiFC-nYFP
F: 5- CGTCCCGACTCGGATTAGAT -3 gPCR
F: 5- GCGTTCCAACGTCAAGTACA -3’

SIYUucCS monooxygenase Solyc09g064160.2 F: 5-ATGGCTTGTCGTTGCTACTG -3 PCR
R: 5-CAACCAACGACCACCACTTT -3 g
F: 5- CCttaattaaCATGTTTAGTTTTTCAGATAACG -3’ BIEC-nYEP
R: 5’-TTggcgcgccCAAAGGTTGAGATGCAACGTCTG -3’

SIYuceé monooxygenase Solyc09g074430.2 F: 5'- CCttaattaaCATGGCAACATTTGATAATC -3’ BiFC-nYFP
R: 5’- CGGactagtTTCAGAGAGCAGAGAGTTG -3’
F: 5- TTggcgcgccATGGCAACATTTGATAATC -3 Co-IP
R: 5’-CGGggtaccTTCAGAGAGCAGAGAGTTG -3
F: 5- CgagctcATGGCAACATTTGATAATC -3’ GFP

R: §'- CGCggatccTTCAGAGAGCAGAGAGTTG -3’




Gene Annotation Accession No. Primer pairs Assay
F: 5- TGGCAACATTTGATAATCATGTAGA -3’ gPCR
R: 5’- TGCAGATGTAGCAAGACCAC -3
SIyucr monooxygenase Solyc09g091090.1 F: 5’- CCttaattaaCATGAATCAATATTGTAATAG -3
R: 5’- TTggcgcgccCGAAGGAAGATAACTTGTTTCTT -3’ BiFC-nYFP
F: 5- GAGTCGGTCCACTCTGCTAA -3 gPCR
R: 5’- TCCTTCGAATTCGGGCACTA -3’
SIyucs monooxygenase Solyc09g091720.1 F: 5- GGGAGATGGTGTACATGGCAA -3’
R: 5- AATGGGCCTTCTTCTGGTTGT -3 aPCR
SIYuc9 monooxygenase Solyc09g091870.1 F: 5-GGCTCTACGCTGCTGGATTT -3
R: 5-TTGTCTCCTCTGACAGACTT -3’ aPCR
B. cinerea B. cinerea actin XM_001553318.1 F: 5-GGTAACATTGTTATGTCTGG -3
actin (NCBI) R: 5-CTTGACCTTCATCGACG -3 aPCR
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