Beauregard Tanzania * (b) L
(a) 9
g° B
i [0}
815 3 <
k] g
= >
s %5 0 |
> 10 -
Y
[9) 2 +
[ l 'g 9
2 =]
€5 Z o
5 6 9
P4 K
=
0 3 -
50 60 70 80 90 0
Days to permanent wilting point
y P wiiting pot 14 16 18 20 22 24
Chlorophyll content (mg/cmz2)
(c) : (@
9 + 30
6 ke 20 =)
(] Q 7] Q
o @ o @
%3 e B 10 l a
S S
50 5 0
b} 2 30
E® E
o o
z 5 S Z 5 S
(= c
15 S
0 0
2 4 6 00 05 1.0 1.5
Number of storage roots Fresh storage root weight (kg/plant)

Figure S1. Phenotypic response of Beauregard and Tanzania sweetpotato
varieties to drought. (a-d) Distribution of genotype means of 84 sweetpotato
varieties. Data obtained from Kivuva et al. (2015) and plotted in new graphs to
highlight Beauregard (orange) and Tanzania (blue). (a) Days to permanent
wilting point (leaves and stem are dry and no longer green) recorded for plants
grown under drought conditions in pots in a greenhouse. (b) Chlorophyll content,
(c) number of storage roots, and (d) fresh storage root weight in field-grown
plants under watered and drought conditions.
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Figure S2. DroughtDB orthologs differentially expressed for all four variety-time
point combinations. LFC, log2 fold changes (polyethylene glycol/control).

T 24HAS
T 48HAS



Mean-centered LFC

Beauregard Tanzania
6 1 (263) 2 (185) 5 3 (211) 4 (429)
_3 . _3 - _3 i _3 4
6 5 (393) 6 (500) 6 7 (348) 8 (104)
3 - 3 - /
_3 4 _3 - _3 4 _3 J
9 (60) 10 (158) 11 (77) 12 (287)
31 —— 31
E— e —
_3 4 _3 - _3 4 _3 J
5 13 (102) 14 (277) 5 15 (196) 16 (234)
01 — 01 - — -
_3 4 _3 - _3 4 _3 J
24 48 24 48 24 48 24 48
Time point

Figure S3 . All K-means clusters of genes differentially regulated between Beauregard
and Tanzania in response to polyethylene glycol (PEG). The number of genes in each
cluster is indicated in parentheses.
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Figure S4. Expression of OST2 orthologs that were differentially regulated
between Beauregard and Tanzania in response to polyethylene glycol
(PEG). Numbers to the left of the gene IDs indicate their K-means cluster. B,
Beauregard; T, Tanzania; LFC, log2 fold change (polyethylene glycol/control).
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Figure S5. GO term enrichment in each K-means cluster of genes differentially regulated
between Beauregard and Tanzania in response to polyethylene glycol (PEG). (a) Top three
most significant cellular component GO terms for each K-means cluster. (b) Top three most
significant molecular function GO terms for each K-means cluster.
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