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TABLE S1. Detected compounds in root and rhizosphere solution after 9 days of drought. Shown are the retransformed
relative adjusted means. Means with at least one identical letter are non-significant from each other (p < 0.05; one-way
ANOVA, Fisher’s LSD) between the control (well-watered) and the treatments local drought (watered, droughted) and
full drought.

well- Local drought full well- Local drought full
watered drought | watered drought

Compound watered | drought watered | drought
2 amines 0.54 0.51 1.02 0.96 a a a a
Putrescine 0.04 0.07 0.17 0.17 b ab a a
Spermidine 0.47 0.39 0.76 0.71 a a a a
¥ amino acids 5.72 9.75 11.06 9.76 a a a a
Aspargine 0.07 0.11 0.09 0.08 a a a a
Aspartic acid 0.02 0.03 0.04 0.03 a a a a
Glutamic acid 0.25 0.45 0.24 0.15 ab a ab b
Glutamine 0.02 0.03 0.04 0.02 a a a a
Glycine 2.98 1.46 5.57 3.32 a a a a
Isoleucine 0.05 0.03 0.05 0.06 a a a a
Leucine 0.39 1.35 0.55 0.87 a a a a
Lysine 0.20 0.18 0.19 0.16 a a a a
Methionine 0.04 0.15 0.06 0.06 a a a a
Ornithine 0.14 0.19 0.14 0.12 a a a a
Phenylalanine 0.05 0.14 0.03 0.04 ab a b b
Proline 0.33 0.61 1.06 1.79 b ab ab a
Serine 0.19 0.08 0.21 0.20 a a a a
Threonine 0.10 0.40 0.12 0.08 b a ab b
Tryptophan 0.04 0.02 0.01 0.01 a ab b ab
Tyrosine 0.02 0.03 0.01 0.01 a a a a
Valine 0.00 0.00 0.00 0.00 a a a a
3 organic acids 18.16 21.96 18.15 14.71 a a a a
2-Oxoglutaric acid 0.28 0.65 0.14 0.36 ab a b ab
Citric acid 0.08 0.11 0.10 0.07 a a a a
Fumaric acid 0.07 0.05 0.09 0.12 a a a a




Gluconic acid 0.08 0.08 0.20 0.12 a a a
Lactic acid 13.60 18.56 15.38 9.43 a a a
Malic acid 0.11 0.08 0.25 0.04 a ab a
Oxalacetate 0.00 0.03 0.01 0.00 ab a ab
Pyruvic acid 0.07 0.13 0.17 0.10 a a a
Succinic acid 0.43 0.56 0.55 0.59 a a a
Threonic acid 0.10 0.11 0.14 0.13 a a a
2 sugars 72.70 54.86 65.41 70.19 a a a
Fructose 20.98 13.93 14.91 9.58 a a a
Glucose 15.33 6.53 10.24 7.67 a ab ab
Maltose 5.85 5.10 7.86 14.43 b b ab
Melibiose 9.95 6.40 10.28 9.58 a a a
Raffinose 0.02 0.08 0.03 0.02 a a a
Sucrose 8.94 5.34 7.12 8.71 a a a
Trehalose 3.70 3.30 5.00 9.34 b b ab
3 sugar alcohol 1.49 1.69 1.73 1.40 a a a
Galactinol 0.53 0.45 0.55 0.62 a a a
myo-inositol 0.72 0.91 0.86 0.66 a a a
Threitol 0.19 0.21 0.24 0.20 a a a




TABLE S2. Primers used for gPCR gene expression analysis in roots. Gene expression was performed by gPCR

(CFX96 C1000 touch, BioRad) using the iTaq Universal SYBR Green Supermix.

GGAA

Primer Function | Forward Reverse According to
TTGTTTCCCTTCCTGCTACC | AAACTGCAACCTCACCACA
GADPH HKG (2)
AG
. GCCCTGCTGTATGAAATGG | AAAGGAACCAGCTAAAAGC
Actine HKG (2)
A AAAC
CTATTTTATGCGTTGGGAT ACTGAAACCAAGAAAACCC
PIP1.2 GOl (1)
GT TGA
CGGGTCGCCTTTTTTTTG TTGAGAGTCACGACAT
PIP2.1 GOl CCCTTGAGAGTCACGAC (1)
GA
TGTCGTCGTTGGTT! T
PIP2.5 GOl GTCGTCGTTGGTTGCC CACAACAATCACACTAGCTT (1)




TABLE S3. Expression of PIP1.2, PIP2.1 and PIP2.5 in roots after 10 days of drought. Each biological replicate was
measured in triplicate. Gene expression was calculated according to the 2-24¢T (3). Values represent adjusted means and
standard errors (n=6). Means with at least one identical letter are non-significant from each other (p < 0.05; Fisher’s
LSD) between the control (well-watered) and the treatments local drought (watered, droughted) and full drought.

Treatment Adjusted mean Standard error
PIP1.2
ww 1.00 n.s.*
LDwatered 1.19 0.48
LDdroughted 0.80 0.32
ED 2.10 0.75
PIP2.1
WW 1.00 B
LDwatered 0.92 0.17 AB
LDdroughted 0.62 0.11 A
FD 0.69 0.10 A
PIP2.5
WW 1.00 C
LDwatered 0.48 0.12 AB
LDdroughted 0.42 0.10 A
FD 0.69 0.14 BC

*Global F test indicated no significant differences between the treatments and the controll with p-value > 0.05
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