Table S1 Description of 15 cDNA samples used for the validation of reference genes.

cDNA sample Description

Oryza sativa ssp. japonica cv. TP309 1 3 week-old, leaf, watering

2 3 week-old, leaf sheath, watering

3 3 week-old, leaf, 24 h 200 mM NaCl

4 3 week-old, leaf, 24 h 4°C

0. sativa ssp. indica

cv. KDML105

5 2 week-old, leaf, without PEG (-0.1 MPa)

6 2 week-old, leaf sheath, without PEG (-0.1 MPa)
7 2 week-old, root, without PEG (-0.1 MPa)

8 45 day-old, mature leaf, watering

9 2 week-old, leaf sheath, 1h 22%PEG (-0.5 MPa)
10 2 week-old, leaf sheath, 3h 22%PEG (-0.5 MPa)
11 2 week-old, leaf sheath, 9h 22%PEG (-0.5 MPa)
cv. NSG19

12 2 week-old, leaf sheath, without PEG (-0.1 MPa)
13 2 week-old, leaf sheath, 9h 22%PEG (-0.5 MPa)
cv. IR20

14 2 week-old, leaf sheath, without PEG (-0.1 MPa)
15 2 week-old, leaf sheath, 9h 22%PEG (-0.5 MPa)

Data sets used for the calculation of the average expression stability (M) values:
“All tested samples” included all 15 cDNA samples

“Indica and japonica” included cDNA samples 2, 6, 12, 14

“Various tissues” included cDNA samples 5, 6, 7, 8

“Various drought” included cDNA samples 6, 9, 10, 11

“japonica rice” included cDNA samples 1-4
“Indica rice” included cDNA samples 5-15
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Figure S1 The 25 potential reference genes were obtained from the analysis of 936 microarrays by using the Biomarker Search module in Genevestigator
software (https: //www.genevestigator.com/gv/). The microarray data (Array type: OS_51K: Rice Genome 51K array) derived from the Gene Expression
Omnibus (765 arrays), ArrayExpress (160 arrays), and PLEXdb (11 arrays) databases is shown. The 15 candidate genes that have the same expression range
as the target gene (Hp2a) were selected. The expression levels were classified as low (0-10), medium (11-14), and high (>14) according to the signal inten-

Lewvel of expression (signal intensity on Affymetrix 0S_51K: Rice Genome S1K anay)

sity on an Affymetrix OS_51K: Rice Genome 51K array.
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Figure S2 Determination of the optimal number of reference genes for normalization by pairwise variation using geNorm®-"® (Hellemans et al., 2007;
Vandesompele et al., 2002). The level of variation (V) in the gene expression is shown. V < 0.15 is recommended (Vandesompele et al., 2002). For example,
V2/3 describes the variation of the normalization factor of the two most stable genes (EP and HNR) and V3/4 describes the variation of the normalization
factor of the two most stable genes including the third gene, TBC. V6/7 describes the use of EP, HNR, TBC, ZCF61, TPI, and GRP; V7/8 describes the use of

0.122

EP+HNR

vais

0.109
0.097 0.096
0.092 0.094
0.073

E

+

© ©

[ '8

[¥] (%]

~N ~N

+ +

(5] (4] o
P = =
+ + -
o o ©
- - =
b = b X
+ + +
o o o
w W w

T T 2 T T T T
V34 V4/5 V5/6 VeIT V78 Varg vano

Pairwise Variations

six genes including NBP, V8/9 describes the use of seven genes including VPS, and V9/10 describes the use of eight genes including ABP.

MEDIAN / SD
— L B 1088

138

032
033
033
035
035
0.38

036
037
0.37
037
037
037
037
038
0.38
038
038
038
0.38
038
0.38
036
030
039



(a) Stress treatments (b) Cultivars (lines) (c) Organs
NEE— e

Games sebectet s w008 1 400

g
¥

Serrnpiont’ g e Srerirer’

i

T
5
B
g

Ll L T

= Danstan 41910
= Dhenthan 47013
= Zrenhan 07020

p=on

iR 73101 3
F=a3110

[~ 048RTI RN

= Zhanghan 17611
=311

sTgr BzEBIBgEET LR

ge-

U

= Zrenshan 41011
P OtfRt-ca
p=FLaTe)

= Transhan 17000
= Danstan §7011

T L

= vemnal ol Fasche) *
ety .

° o0 L I “wn e

[=Ne.

b= Senshan 11014
p=iRE1TI0

- RE16301:1)

-~ Dranshan 41013
= Danihan 3784

p= Danshan 11014

(d) Development

Gones selocted: W 010006 .1.81_at

AN

t=Danihan 170)

B4R
= Zrenhan 47011
sl

= Oyt b
= 0808 Rt 01
= SR icierint RL4#

i
LI H

2 o3

SR

= Danstan 370t 1
= Zenshan 11436
L Nppord aredt

SRS AR R RN NS SRR I ELUEE NN RN I EE R T YR SN E RN ENUENS PESACCESSUEEEEIERESEEIE O

{
i

R

Figure S3 Stable expression of the EP (Os.10806.1.S1_at) gene under different stress treatments (a), cultivars (b), organs (c), and development (d) ana-
lyzed from the data from the 936 rice microarrays. Data were analyzed using the Meta-Profile Analysis module in the Genevestigator software (https:
/Iwww.genevestigator.com/gv/). The expression levels of Figure (a) and Figure (b) are presented as log2-ratio where log2-ratio < O indicates a
down-regulated gene (left) and log2-ratio > 0 indicates an up-regulated gene (right). The expression levels of Figure (c) and Figure (d) are shown as signal
intensities on the Affymetrix OS_51K: Rice Genome 51K array.
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Figure S4 The variability of EP (a), HNR (b), and EF1la (c) expressions were tested in seedlings of TP309 rice exposed to drought stress for 0 (Cont), 5
(D5), and 10h (D10). The Ct values of each replicate were plotted and the descriptive statistics including mean, standard deviation (SD), and variance were
analyzed by SPSS software. Data were analyzed from 3 biological replicates (brl, br2, and br3) and 2 technical replicates (1 and 2).



