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Figure S1. Intersection analysis between drought and recovery time points. Upset plot of (A) up- and (B) down-regulated genes,
(C) PCA plot recovery specific genes (D-E) Single gene expression examples of (D) drought responsive, (E) recovery specific, and
(F) drought-invariable, recovery down-regulated genes.
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Figure S2. GO term enrichment analysis of all DE genes. (A) Down-regulated genes (B) Up-regulated genes (C-J) single immune-
related genes expression (C) FLS2 (D) BAKL1 (E) EFR (F) PEPR1 (G) WRKY40 (H) WRKY70 (I) MKK4 and (J) MKK5 (K)
Overlap of immune-related genes with all DEGs after 15 minutes of rehydration.
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Figure S6. Unsupervised clustering on well-watered, drought and 15 min rehydration reveals 19 distinct cell populations. (A)
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Figure S7. Selected marker genes for clusters 1-19, filtered with FDR<0.05 and average logz(FC).



0: Low Quality
® 1: Mesophyll 100%
® 2: Dividing epidermal cell, Stress
@ 3: Epidermis, Stress 75%
® 4: Dividing epidermal cell @ o
® 5:.GC g o0% Condition
S S ermi * 259 w
© 7:Epidermis, GC, Stress H‘E,)Vl)‘s
: g Ec(i:axial epidermis 0% RIS
e 10 Meristematic, Immune activated 1234567809101
e 11
Trichome
100%
® 0: Trichome 75%
® 1: Trichome »
® 2: Trichome g 50%
@ 3: Trichome S Condition
® 4: Epidermis, trichome \.Btg
W15
R15

Shoot Apical Meristem

100%
0: Low Quality
1: trichome 75%
2: Stomatal lineage
3: Meristematic, Epidermis, trichome development
4: Meristematic, Stress 50%
5: Meristematic, Epidermis .
6: Meristematic, Epidermis 25% Condition
7: Meristematic o
Hw15
0% R15
1 2 3 4 5 6 7

Procambium

%cells

® 0: Meristematic 100%
® 1:Vascular, elongating

2: Low quality 75%
® 3: Xylem Parenchyma, elongating @
® 4: Phloem, elongating >
® 5: Procambium § 50%

6: Xylem Parenchyma, elongating e
@ 7:Vascular 25% C‘?\‘I'Dldlllon
® 8 Epidermal, dividing HDD
® 9: Procambium W15
® 10: Meristematic, phloem 0% R15

o 1 3 4 5 6 7 8 9 10

Phloem companion cells
100%

75%

50%

%cells

— Condition

Do
W15
R15

Xylem parenchyme

100%
0
e 1
p 75%
e 3 w
@4 3 50%
®s5 2
6
L 25% Condition
® 3 wo
® 9 H\?\ﬂs
0% R15

01234567829

Figure S8. Figure 5. Recovery from drought stress enhanced pathogen resistance. (A) Overlap of bulk RNA-seq recovery specific
up-regulated genes and Bjornson et al., (2021) genes up-regulated by different biotic elicitors. (B) plants grown on LW sterile plates
after submergence in Pto DC3000 (ODgp=0.005) or mock. Bacterial growth was measured at 2 days post-inoculation. (ns = P > 0.05,



*=P<0.05, *=P<0.01, ¥*** =P <0.001, **** =P <0.0001, we merged two independent experiments, total n=12 per treatment.
Significance values for log10(CFU) on the plates were calculated with a two-way ANOVA of treatment and batch followed by a
Tukey test. P-values are FDR-corrected) (C) Representative plants images four days post-inoculation. (D) Soil-grown plants spraying
or mock after Pto DC3000 (OD600=0.05). Bacterial growth was measured 4 hours and 24 hours post-inoculation. (ns =P > 0.05, * =
P <0.05, ** =P <0.01, *** =P <0.001, **** =P <(.0001, two-way student’s t-test) (E) representative plants images 14 days post-
inoculation.

(A) Guard (B) Trichome (C) SAM (D) Procambium (E) Phloem companion cells (F) Xylem parenchyma.



