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Figure S1. Inoculation responsive central metabolites. Major compounds involved in central metabolism statistically
responded to the inoculation factor of a two-factor ANOVA (P given into brackets). Bar charts indicate means of normalised
intensities of 4 independent bioreplicates (n = 4; = SEM). Bot: Botrytis cinerea, Phy: Phytophthora infestans, Pst:
Pseudomonas syringae pv. tomato, B: BABA-treated plants, W: water-treated plants, M: mock-inoculated fruit, P: pathogen-
inoculated fruit.
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Figure S2. Partial least square discriminant analysis for each
pathosystem. PLS-DA score plots (n = 4) of 6,898 features (6,887
LCMS variables + 11 major compounds) between the three
different pathosystems. Validation parameters of the PLS model
are given in red for each plot.



A 346.1975 B 272.0644 450.1119 535.3117
0 Jasmonoyl-isoleucine 0 Salicyloyl-aspartic acid . 5Ribosylzeatin phosphate Phosphoglycerolipid
0.8 0.8 0.6
0.6 0.6 L0
$ 0.4
% 0.4 0.4 05
o Mgl 4 | e il | oo |
€ o0 .i. no 0.0 i 0.0 ' 0.0 ' |
: y T |
$°02 u L{J 02 w o u LP 02 L‘J Lr ‘
T 0.4 -0.4 e
£ -0.4
O - -
S -0.6 0.6 10
0.8 0.8 0.6
-1.0 -1.0 -15 -0.8
652.4048 154.0216 268.2271 289.0896
3-trans-p-Coumaroyl- Unknown C16:3n-6,9,12 5,6-Dimethoxy-[2",3":7,8]
15 rotundic acid 1.0 0.8 0. furanoflavanone
0.8 0.6 0.4
1.0
0 0.6 0.4 0.2
Q
=05 0.4 H’\ |
@ 0.2 0.0 ._|_.
£ I J. | 0.2
£ 00 ' 0.0 i -0.2
3 | | i
2 -0.2 -0.4
=-05 0.2
£ _ -
S 0.4 0.4 0.6
c-1.0
-0.6 -0.6 -0.8
-1.5 -0.8 -0.8 -1.0
380.1489 437.2213 451.1238 BESSE0553053
3,5,7-Trihydroxy-6- Jasmonoyl-tyrosine 3,4,2',4',6'-Pentahydroxy 58 58§§E‘$ 2q mg”f
15 1.2 15 - X o o o o
prenylflavone chalcone 2'-glucoside
1.0
1.0 1.0
0.8
[%)]
Q
= 05 0.6 0.5
[2]
c
z fo il 1,
£ 00 i ' 0.0
= L|J 0.2 ‘ L|J
5 i
< 05 0.0 | | -0.5
: 1T
210 ' -1.0
-0.4
-1.5 -0.6 -1.5
C 452.1954 479.1402 525.1456
Diphenhydramine J—Hydroxy—5,4'—dimethoxy— Delphinidin
1.0 . 1. ; 0.8 .
salicylate 8-methylisoflavone 3-(acetylglucoside)
0.8 0.8 7-O-rhamnoside 0.6
% 0.6 06 0.4
Q
= 04 0.4
2 0.2
g 0.2 0.2 FL ‘ . |
£ 0.0 i
8 00 .| | 00 Il | i | | | IT'T I'I'I
%) L‘J -0.2
TEG -0.2 -0.2
504 0.4 -0.4
c
-0.6 -0.6 -0.6
-0.8 -0.8 -0.8
SasSosassoaso SasSosSassaoaso SasSosSassaaso
205389503053 Dosz2%sEsEss Dosz2%sbs8ss
BBZREL LI LI LN L SOgRa s gLl

Figure S3. Metabolic markers for BABA primed responses against fruit pathogens. LCMS significant markers that overlap between Bot and
Phy (A), Bot and Pst (B) and Phy and Pst (C) in response to BABA priming and after infection (see Table 3). Markers are labelled according to
their high-resolution detected m/z. Bar charts indicate means of normalised intensities (n = 4; + SEM). See Figure S1 for sample labels.





