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trait indexes, two major QTLs, qLOP2 (LOD =  3.8) and 
qPSR2-1 (LOD = 3.3), were detected on the long arm of 
chromosome 2 by composite interval mapping method in 
QTL Cartographer software, which explained 10.1 and 
12.3 % of the phenotypic variation, respectively. In R/QTL 
analyzed result, their major effects were also confirmed. 
Using molecular marker RM318 and RM106, qLOP2 and 
qPSR2-1 have been introgressed into chilling-sensitive 
varieties (93-11 and Yuefeng) by marker-assisted selec-
tion procedure (MAS), which resulted in 16 BC5F3 BILs 
that chilling tolerance have significantly enhanced compare 
with wild-type parents (P  <  0.01). Therefore, two large 
segregating populations of 11,326 BC4F2 and 8,642 BC4F3 
were developed to fine mapping of qLOP2 and qPSR2-1. 
Lastly, they were dissected to a 39.3-kb candidate region 
between marker RM221 and RS8. Expression and sequence 
analysis results indicated that Os02g0677300 was a cold-
inducible gene for these loci. Our study provides novel 
alleles for improving rice CST by MAS and contributes to 
the understanding of its molecular mechanisms.

Abbreviations
CST	� Chilling stress tolerance
QTL	� Quantitative trait locus
PSR	� Plant survival rate
LOP	� Leaf osmotic potential
BIL	� Backcross introgression lines
CBF	� Calmodulin-binding transcription activator
DREB	� Dehydration-responsive element binding

Introduction

Cultivated rice (Oryza sativa L.) is one of the most important 
crops in the world and provides 21 % of the global energy 

Abstract 
Key message  Using leaf osmotic potential and plant 
survival rate as chilling-tolerant trait indices, we iden‑
tified two major quantitative trait loci qLOP2 and 
qPSR2-1 (39.3-kb region) and Os02g0677300 as the 
cold-inducible gene for these loci.
Abstract  Chilling stress tolerance (CST) at the seedling 
stage is an important trait affecting rice production in tem-
perate climate and high-altitude areas. To identify quan-
titative trait loci (QTLs) associated with CST, a mapping 
population consisting of 151 BC2F1 plants was constructed 
by using chilling-tolerant Dongxiang wild rice (Oryza 
rufipogon Griff.) as a donor parent and chilling-sensitive 
indica as a recurrent parent. With leaf osmotic potential 
(LOP) and plant survival rate (PSR) as chilling-tolerant 
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per capita (Maclean et  al. 2002). Rice is sensitive to low 
temperatures and is damaged when exposed to temperature 
below 13 °C (Caton et al. 1998; Sipaseuth et al. 2007), which 
leads to poor plant establishment, decreased ability to com-
pete against weeds, delayed crop maturation, and reduced 
yields (Andaya and Mackill 2003a, b; Saito et al. 2004, 2010; 
Yoshida et al. 1996). Therefore, improving chilling stress tol-
erance (CST) at the seedling stage is essential for achieving 
yield stability and incremental advances in crop productivity.

Recently, genetic strategies have been applied to identify 
quantitative trait loci (QTLs) underlying low temperature 
in cultivated rice varieties. After exposure to cold (10 °C) 
for 13  days, a major QTL qSCT-11 (logarithm of odds, 
LOD = 19) was identified on rice chromosome 11, which 
explained up to 30 % phenotypic variation of plant survival 
rate (PSR) (Zhang et al. 2005). Lou et al. (2007) identified 
five main QTLs related to cold tolerance with LOD > 4.0 
on chromosomes 1, 2, and 8 under 6/10  °C for constant 
day/night 7 days treatment. The accumulated contribution 
of the five QTLs was 62.3 %. A major QTL (LOD = 15.1) 
was identified on chromosome 2 flanked by RM561 and 
RM341, which is responsible for 27.4 % of the total phe-
notypic variation. With the use of 191 recombinant inbred 
lines and 9 °C cold treatment, Andaya and Mackill (2003b) 
found that qCTS12 on chromosome 12 contributes to tol-
erance against wilting and necrosis, whereas qCTS4 (on 
chromosome 4) prevents yellowing and stunting. These two 
QTLs were further fine-mapped to 55 and 128-kb regions, 
respectively, in which eight candidate genes were identified 
(Andaya and Tai 2006, 2007). Over-expression of the zeta 
class of glutathione S-transferase genes in this candidate 
region enhanced germination and seedling growth at low 
temperature (Takesawa et al. 2002), suggesting that the zeta 
class could be the candidate genes for qCTS12 (Andaya and 
Tai 2006). The above-mentioned studies suggest that rice 
cold or chilling tolerance is controlled by multiple genes.

A serial of QTL mapping researches relating to CST also 
demonstrated that the calmodulin-binding transcription 
activator (CBF) and dehydration-responsive element-bind-
ing protein (DREB) play important roles on plants’ chill-
ing tolerance (Alm et al. 2011; Francia et al. 2007; Knox 
et  al. 2008; Miller et  al. 2006). In Arabidopsis, although 
the CBF/DREB1 subgroup consists of six members, only 
CBF1/DREB1B, CBF2/DREB1C, and CBF3/DREB1A are 
rapidly induced in response to chilling stress (Agarwal et al. 
2010; Novillo et al. 2004; Shigyo and Ito 2004). Transgenic 
Arabidopsis plants constitutively over-expressing any of the 
three CBF/DREB1 genes significantly improved tolerance 
to freezing, drought, and high salinity (Nakano et al. 2006; 
Shigyo and Ito 2004; Yamaguchi-Shinozaki and Shino-
zaki 1994). Ten putative rice CBF homologs (OsDREB1A 
through OsDREB1 J) have been identified (Mao and Chen 
2012), but the functions of CBF/DREB1  s on response to 

chilling stress are different even they share similar protein 
structure domains (Novillo et  al. 2004, 2007). So far, the 
specific CBF/DREB1 genes for chilling tolerance at rice 
seedling stage are not determined.

Wild rice (Oryza rufipogon Griff.) is the ancestor of culti-
vated rice and can be used as a donor of novel alleles for rice 
breeding (Nakagahra et al. 1997; Tian et al. 2006). QTL anal-
yses have been performed to identify novel loci and genes 
from wild rice, and these loci are expected to be useful in 
improving the agronomic traits of rice, such as disease resist-
ance, abiotic stress, and crop yield (Ashikari and Matsuoka 
2006; Brar and Khush 1997; Nguyen et al. 2003). However, 
CST with wild rice allele introgressed into cultivated rice to 
elevate chilling tolerance has rarely been reported. Chilling-
tolerant Dongxiang wild rice (O. rufipogon Griff., Dongxi-
ang) possesses an extremely high innate tolerance to chilling 
stress (Li et al. 2010), and its seedlings could survive at 2 °C 
for 72 h (Dai et al. 2007). Therefore, we utilized Dongxiang 
as a chilling-tolerant donor to fine-map CST. Additionally, a 
new type of CBF/DREB1G transcription factor was identi-
fied as a candidate gene for two QTLs, qLOP2 and qPSR2-1. 
Our results provide novel alleles for improving rice CST by 
MAS as well knowledge on understanding molecular mech-
anisms for chilling tolerance.

Materials and methods

Plant materials

In the summer of 2006, a chilling-tolerant donor parent 
(Dongxiang) was crossed with a chilling-sensitive vari-
ety (Nanjing 11) (Fig. 1). An advanced backcross strategy 
was then used to construct a primary mapping population 
as referenced in Robin et al. (2003) and Xiao et al. (2014). 
The F1 progeny was backcrossed with Nanjing 11, resulting 
in 151 BC1F1 plants, which were grown in a greenhouse 
and individually backcrossed to the recurrent parent, up to 
BC2F1. During the construct period, no selection for leaf 
osmotic potential (LOP) and PSR was performed. A plant 
was selected randomly from each BC2F1 line, which leaded 
to a primary mapping population containing 151 BC2F1 
plants. BC2F2 seeds were harvested individually from each 
BC2F1 plant to use for the phenotypic characterization. All 
plants were grown in the Yangzhou Wantou experimen-
tal fields at the Lixiahe Agricultural Research Institute of 
Jiangsu Province (119°42′E, 32°39′N) and Sanya of Hainan 
Province (110°02′E, 18°48′N).

Evaluation of leaf osmotic potential and plant survival rate

Approximately 100 BC2F2 seeds from each BC2F1 plant 
were equally divided into two groups (C1 and C2). To 
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abolish seed dormancy, the two groups were kept at 43 °C 
for 1  week, then sterilized, and soaked using distilled/
deionized water at 28  °C in darkness for 2  days. When 
the seedlings reached to the two-leaf stage, a simulated 
diurnal alternating illumination treatment was given: 12 h 
of 25,000 Lx of illumination at 4 ± 1 °C and 12 h dark 
at 4 ± 1 °C with relative humidity at 75–85 %. All plants 
were chilling-treated in a temperature-controlled phyto-
tron growth chamber for 2 days. Then, the group C1 was 
immediately taken out from the chamber for measuring 
LOP using a permeability manometer (VAPRO 5520, 
Wescor, USA) which was expressed as: LOP (mmol/kg) 
= 100 − Ci × R ×  (273 + T) × 10−3, where Ci is the 
measured value, R is gas constant (0.08314), and T is the 
ambient temperature. Then, the temperature of growth 
chamber was adjusted back to 28/25 °C day/night (12 h 
each) to start the recovery process with 72  h of illumi-
nation at 25,000 Lx. After recovery, the C2 group was 
used to assess PSR. The plants with completely withered 
leaves were classified as the sensitive group, whereas 
plants with normal growth were classified as the toler-
ant group. The PSR was expressed as a percentage (0–
100 %) based on the ratio of the plants showing the toler-
ant phenotype. All phenotypes were measured with three 
technical replicates.

DNA extraction and molecular marker analysis

DNA was extracted from plant leaves following the CTAB 
method (Rogers and Bendich 1985). All leaves were stored 
at −80  °C until use. All simple sequence repeat (SSR) 
markers were chosen from the Gramene database (http://
www.gramene.org), and the sequences of the SSR markers 
are shown in Supplementary Table 1. PCR was performed 
in 20-µL reaction mixtures containing 20  ng of template 
DNA, 0.15  µL of 10  mM dNTPs, 2  U Taq DNA poly-
merase, 2  µL of 10 ×  PCR buffer [50  mM KCl, 10  mM 
Tris–HCl (pH 8.3), 1.5  mM MgCl2, and 0.01  % gelatin], 
and 1.5 µL of 2 µmol/L forward and reverse primers. The 
cycling conditions were 5  min at 94  °C, followed by 35 
cycles of 94 °C for 1 min, 55 °C for 1 min, 72 °C for 1 min, 
and a final extension at 72 °C for 10 min. The PCR prod-
ucts were subjected to electrophoresis in 6  % denaturing 
polyacrylamide gels (Panaud et  al. 1996). The gels were 
then silver stained as described by Xiao et al. (2011).

Linkage mapping and QTL analysis

The genetic linkage map was constructed using the MAP-
MAKER/EXP version 3.0 (Lander et  al. 1987). QTL 
analysis was conducted using the composite interval 

Fig. 1   Construction of the 
mapping population. MAS 
marker-assisted selection, BIL 
backcross introgression line 
(color figure online)

http://www.gramene.org
http://www.gramene.org
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mapping (CIM) method in the QTL Cartographer version 
2.5 (Lander and Botstein 1989; Lincoln et al. 1992; Wang 
et al. 2007) and the multiple imputation method in the R/qtl 
software (Sen and Churchill 2001). Significance thresh-
old values of LOD for QTL detection were determined by 
using permutation tests with 1,000 replicates (Churchill 
and Doerge 1994). In this study, the QTL threshold of LOP 
and PSR was 3.2 and 2.8, respectively.

Fine mapping of qLOP2 and qPSR2‑1

To generate a population for fine mapping of qLOP2 and 
qPSR2-1, molecular markers (RM106, RM318, RM267, 
RM274, RM44, and RM223) near the mapped QTLs were 
used to detect the genotype of the BC2F2 population. A plant 
(SL112) was chosen from a BC2F2 line, that contained a 
homozygous Dongxiang introgression carrying the qLOP2 
and qPSR2-1 and five additional introgressions representing 
approximately 19.5  % of the Nanjing 11 genome located 
on 3 of the 12 chromosomes (nontarget regions). For veri-
fying the effectiveness of qLOP2 and qPSR2-1, SL112 was 
backcross with Nanjing 11 to produce BC3F2 secondary 
mapping population with 172 plants (Fig. 1). A BC3F1 plant 
with qLOP2 and qPSR2-1 was selected to construct BC4F2 
fine mapping population consisting 11,326 plants by back-
cross continuously with Nanjing 11. During every back-
cross process, markers RM106 and RM318 were used to 
identify and confirm the individuals containing the qLOP2 
and qPSR2-1 loci from Dongxiang alleles. The BC3F3 and 
BC4F3 seeds were individually harvested from the identified 
BC3F2 and BC4F2 plants, respectively, and used to measure 
chilling stress phenotype with three technical repeats. Addi-
tional DNA markers were needed to determine the exact 
position of the nearest recombination locations for qLOP2 
and qPSR2-1. Additional SSR markers between RM106 
and RM318 were chosen from the Gramene database (htt
p://www.gramene.org/). The sequences of the indica cv. 
93-11 and japonica cv. Nipponbare were downloaded from 
the publicly accessible rice genome database (http://rapdb.
dna.affrc.go.jp/, IRGSP 1.0, and http://www.ncbi.nlm.nih.
gov/) and used to develop insertion/deletion markers using 
Premier v.5.0 (Supplementary Table 2).

Effects of qLOP2 and qPSR2‑1 under different 
backgrounds

To further verify the effect of enhancing chilling tolerance 
existed in the qLOP2 and qPSR2-1 loci, backcross prog-
enies were generated using SL112 as a donor parent and 
two chilling-sensitive indica varieties, 93-11 and Yuefeng 
as recurrent parents (Fig.  1). Two markers, RM106 and 
RM318, flanking qLOP2 and qPSR2-1, were used in MAS 
to develop BC5F3 backcross introgression lines (BILs). 

Seeds from these BILs were harvested to determine chill-
ing stress phenotype.

Expression analysis of qLOP2 and qPSR2‑1 candidate 
genes

The Dongxiang, SL112, and Nanjing 11 were cultivated in 
the growth chamber until the two-leaf stage and were then 
subjected to 4 °C chilling stress. Leaf tissue (100 mg) was 
harvested from each line at six different chilling stress time 
points of 0, 3, 6, 12, 24, and 48 h. Total RNA was extracted 
from the samples as described by Chomczynski and Sac-
chi (1987). Contaminated genomic DNA was removed by 
DNaseI treatment. Total RNA (4 µg) was used as a template 
for cDNA synthesis using M-MLV transcriptase (TaKaRa 
Biotechnology, Dalian, China) with oligo (dT) 18 primers. 
Expression levels were normalized with Actin 1. All primer 
sequences for real-time PCR are listed in Supplementary 
Table 3. Expression analysis was operated by two biological 
replicates with three technical replicates. The sequences sim-
ilarity between Dongxiang and Nanjing 11 alleles was ana-
lyzed using BLAST (http://blast.ncbi.nlm.nih.gov/Blast.cgi).

Results

Phenotypic evaluation of chilling tolerance

After recovery, Dongxiang and SL112 showed chilling-tol-
erant phenotype with normal growth leaves, but most plants 
of Nanjing 11 presented withered leaves (Fig. 2a). Signifi-
cant differences were observed for LOP and PSR between 
the two parents, and their frequency distributions in the 
BC2F1 progeny were continuous and skewed toward differ-
ent parent (Fig. 2b, c). Chilling-tolerant Dongxiang showed 
84.7 mmol/kg of LOP and 90 % of PSR, whereas Nanjing 
11 values were 60.1 mmol/kg and 12.2 %, respectively.

Detection of the Dongxiang genome among BC2F1 plants

Using 130 SSR molecular markers, we detected the geno-
type of 151 BC2F1 plants. Figure 3a showed that Dongxi-
ang chromosome segments introgressed into BC2F1 plants 
covered 100 % of the whole Dongxiang genome. The per-
centage of the Dongxiang genome (in the heterozygous 
state) varied from 4.8 to 38.8 %, with an average of 23.6 % 
(Fig. 3b).

Identification of chilling‑tolerant QTLs

The above genotype data were used to construct a genetic 
linkage map. All the markers were mapped to the 12 chro-
mosomes, and the total length of 12 linkage groups was 

http://www.gramene.org/
http://www.gramene.org/
http://rapdb.dna.affrc.go.jp/
http://rapdb.dna.affrc.go.jp/
http://www.ncbi.nlm.nih.gov/
http://www.ncbi.nlm.nih.gov/
http://blast.ncbi.nlm.nih.gov/Blast.cgi
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2,106.8 cM. The average genetic distance between markers 
was 16.2 cM, and the maximum distance between markers 
was 65.3 cM (RM569–RM3894) on chromosome 3 (Sup-
plementary Table 1).

Using the BC2F1 phenotype data derived from the BC2F2 
lines, five QTLs were identified by QTL Cartographer 
with CIM method (Table 1; Fig. 4). Among them, qLOP2, 
qPSR2-1, qPSR2-2, and qLOP5 showed effect from 
Dongxiang and qLOP8 from Nanjing 11. The percentage of 
phenotypic variation explained by each QTL ranged from 

6.9 to 12.3 %. qLOP8 (maximum LOD = 5.1) was located 
at the interval between marker RM44 and RM223 on chro-
mosome 8 and accounted for 6.9  % of phenotypic varia-
tion. The qLOP2 and qPSR2-1 nearing RM106 and RM318 
were identified at the same interval on chromosome 2, with 
contributions of 10.1  % to LOP and 12.3  % to PSR. By 
R/qtl analyzed, there were six QTLs identified on chromo-
some 2, 5, 8, and 9. Four QTLs were found at coincident 
positions of the qLOP2, qLOP5, qLOP8, and qPSR2-1 
regions identified by QTL Cartographer, but qPSR5 and 
qPSR9 on chromosome 5 and 9 were only checked in R/qtl 
analyzed result. It is noted that qLOP2 (LOD =  5.0) and 
qPSR2-1 (LOD  =  3.9) were still identified as two major 
QTLs in R/qtl analysis, with phenotypic variation of 10.8 
and 10.5 %, respectively (Table 1).

Characterization of the major effect of qLOP2 
and qPSR2‑1

SL112 was selected to generate BC3F1 plant by back-
crossed with Nanjing 11. After self-pollination, a small 
scale of BC3F2 secondary mapping population consisting 
172 plants was developed. By CIM analysis, qLOP2 and 
qPSR2-1 were still identified as two major QTLs between 
RM106 and RM318, which explain 45.4 % (LOD = 21.3) 
and 39.2 % (LOD = 15.0) of phenotypic variation, respec-
tively. Their major effect was also confirmed in R/qtl analy-
sis result (Table 2). Therefore, qLOP2 and qPSR2-1 were 
introgressed into two chilling-sensitive cultivars, indica 
93-11 and Yuefeng, using the marker-assisted selection 
procedure (MAS). This resulted in the development of 16 
BC5F3 BILs, including nine with the 93-11 genetic back-
ground and seven with the Yuefeng genetic background. 
Compared with the wild-type 93-11 and Yuefeng, the val-
ues of LOP and PSR of these BILs with the qLOP2 and 
qPSR2-1 loci were significantly higher (P < 0.01) (Table 3), 
suggesting that qLOP2 and qPSR2-1 were reliable chilling-
tolerant QTLs in different genetic backgrounds.

Fine mapping of qLOP2 and qPSR2‑1 regions

To exclude genetic effects of qPSR2-2, qLOP2, and qLOP5 
loci from Dongxiang, a BC3F1 plant only with qLOP2 and 
qPSR2-1 loci was selected from the second mapping popula-
tion to develop a large fine mapping group containing 11,326 
BC4F2 plants. Markers RM106 and RM318 were used to 
identify recombinants around loci qLOP2 and qPSR2-1, 
resulting in 78 recombinants having the homozygous geno-
type for Dongxiang or Nanjing 11 alleles. Five codominant 
markers (RM3793, RM3508, RM3512, RM221, and RS3) 
were developed between the marker RM106 and RM318 to 
precisely identify recombination events (Fig. 5b). Based on 
genotypes revealed by these markers, all recombinants were 

Fig. 2   Genotype of BC2F1 mapping population. a Graphical geno-
type of the selected BC2F1 plants. Each row represented 151 BC2F1 
plants and each column represented genotype of 130 SSR markers. 
The red color indicates the heterozygous segments and the yellow 
color the homozygous regions for Nanjing 11. b The frequency of 
Dongxiang segment among BC2F1 plants (color figure online)
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divided into six groups (G1–6). We classified the chilling-
tolerant phenotype as “T” (PSR > 60 % or LOP > 75 mmol/
kg), moderately tolerant as “MT” (PSR: 30–60 % or LOP: 
65–75  mmol/kg), and susceptible as “S” (PSR  <  30  % or 
LOP < 65 mmol/kg). G1, G2, and G3 (S phenotype) showed 
Nanjing 11 alleles to the right of RM221, and G4, G5, and 
G6 (T or MT phenotype) had Dongxiang homozygous 
alleles to the left of RS3 (Fig.  5c). QTL analysis of these 
BC4F2 recombinants further confirmed that qLOP2 and 
qPSR2-1 located between RM221 and RS3 with the LOD of 
18.6 and 25.9, which explain 63.4 and 63.9 % of phenotypic 
variation, respectively (Table 4).

To further delimit qLOP2 and qPSR2-1, RM3512, 
RM221, and RS3 were used to identify BC4F2 plants with 
heterozygous for loci qLOP2 and qPSR2-1. Seven plants 
(named G7 group) were found, and the phenotypic values 
varied greatly. Therefore, BC4F3 seeds were harvested from 
all G7 group plants and mixed together, which resulted in a 
segregation group of 8,642 BC4F3 plants for further fine map-
ping qLOP2 and qPSR2-1. We developed additional codomi-
nant markers (RS8 and RS11). And RM221, RS8, RS11, and 
RS3 were used to screen recombinants in BC4F3, and seven 
critical recombinants were identified which fell into two 
genotypic classes (G7-1 and G7-2). G7-1 showed Nanjing 
11 homozygous genotype on the left of RS8 and Dongxi-
ang homozygous genotype on the right of RS11, but its phe-
notype is “S” (Fig.  5d). With G7-2 being “T” phenotype, 
showed Dongxiang homozygous genotype on the left of RS8. 
Using 85 BC4F2 and seven BC4F3 plants, the significant peak 
checked between markers RS8 and RM221. In this interval, 
the LOD score of qLOP2 and qPSR2-1 was 22.1 and 22.5 

that also explained 70.0 and 67.5 % of the phenotypic vari-
ance, respectively (Table 4). So, qLOP2 and qPSR2-1 should 
be positioned to 39.3-kb region between marker RM221 and 
RS8 (Fig. 5d).

Identification of candidate genes for qLOP2 and qPSR2‑1 
loci

We searched for candidate genes for qLOP2 and qPSR2-
1 using the available sequence annotation database 
(http://rapdb.lab.nig.ac.jp/index.html), and two genes 
(Os02g0676800 and Os02g0677300) existed in this can-
didate region refer to Nipponbare genome (Fig. 5e). Real-
time PCR primers were designed to evaluate the expression 
of each gene using Dongxiang, SL112, and Nanjing 11 
under chilling conditions at 4 °C for 0, 3, 6, 12, 24, and 48 h 
(Fig. 6). Os02g0676800 and Os02g0677300 were expressed 
at all chilling stress period. However, only Os02g0677300 
was highly up-regulated in both parents and in SL112, and it 
had more rapid and dramatic response (within 6 h) to chill-
ing stress in Dongxiang and SL112 compared with Nanjing 
11. After 12 h of exposure to chilling, transcript levels began 
to fall in chilling-tolerant plants but remained higher than 
at 0  h. Hence, Os02g0677300 may be the best candidate 
gene in this region. The sequencing results showed that six 
single-base changes occurred in the coding region, includ-
ing two transversions and four transitions (Supplementary 
Fig. 1). Among them, only one transversion at the position 
610 from the transcription start site changed the Cysteine 
codon TGT in Nanjing 11 to Glycine (GGT) in Dongxiang. 
Other mutations were synonymous (Supplementary Fig. 2).

Fig. 3   The LOP and PSR 
frequency distribution of BC2F1 
plants after cold treat and 
chilling injured phenotype of 
parents and SL112. a Frequency 
distribution of LOP for cold 
treatment in the BC2F2 families. 
b Frequency distribution of PSR 
for cold treatment in the BC2F2 
families. c Phenotype of Dongx-
iang, Nanjing 11, and SL112 
after recovery. Cold treatment 
conditions: 4/4 ± 1 °C constant 
day/night temperature (12 h) 
for 2 days. Arrowheads indicate 
the mean LOP and PSR of 
Dongxiang and Nanjing 11. 
LOP leaf osmotic potentials, 
PSR plant survival rate (color 
figure online)

http://rapdb.lab.nig.ac.jp/index.html
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Discussion

Low temperature is one of the most important environment 
factors that affect rice productivity and its distribution. Pre-
vious genetic analyses have demonstrated that CST is con-
trolled by multiple genes (Andaya and Tai 2007; Jiang et al. 
2008; Ji et al. 2009; Koseki et al. 2010; Miura et al. 2001; 

Qian et al. 2000; Suh et al. 2012; Teng et al. 2001; Wang 
et al. 2011), but the genes that are responsible for enhanc-
ing CST have not been cloned.

A survival strategy to adopt for chilling stress involves 
osmotic adjustment and maintenance of cell membrane sta-
bility. Chilling-tolerant varieties can maintain membrane 
integrity under chilling stress (Huang et al. 2012). Reactive 

Table 1   Chromosome location, 
phenotypic variances, and LOD 
of the QTLs for LOP and PSR 
at BC2F1 primary mapping 
population

AE additive effect, LOD 
logarithm of odds
a  Negative value indicates 
effects from Nanjing 11, and 
positive values indicate effects 
from Dongxiang

QTL Chromosome Intervals QTL cartographer R/qtl

LOD AEa R2 LOD AEa R2

qLOP2 2 RM106–RM318 3.8 5.5 10.1 5.0 7.0 10.8

qLOP5 5 RM267–RM274 4.3 6.1 8.8 4.0 8.9 1.4

qLOP8 8 RM44–RM223 5.1 −14.0 6.9 3.2 −2.1 0.2

qPSR2-1 2 RM526–RM318 3.3 21.8 12.3 3.9 22.0 10.5

qPSR2-2 2 RM318–RM450 3.1 21.4 9.8

qPSR5 5 RM3664–RM6082 3.16 27.11 6.4

qPSR9 9 RM11168–RM24516 3.4 12.55 3.4

Fig. 4   Chromosomal location of putative QTLs for LOP and PSR at the seedling stage (color figure online)

Table 2   Phenotypic variances and LOD of qLOP2 and qPSR2-1 at BC3F2 second mapping group

AE additive effect, LOD logarithm of odds
a  Negative value indicates effects from Nanjing 11, and positive values indicate effects from Dongxiang

QTL Chromosome Intervals QTL cartographer R/qtl

LOD AEa R2 LOD AEa R2

qLOP2 2 RM106–RM318 21.3 14.4 45.4 15.3 18.2 38.2

qPSR2-1 2 RM526–RM318 15.0 18.7 39.2 13.4 14.5 34.4
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oxygen species are generated during chilling stress in chill-
ing-sensitive plants (Song et  al. 2011; Theocharis et  al. 
2012), causing severe damage to various cellular compo-
nents such as membrane lipids and structural proteins and 
hence irreversibly damaging the cell membrane, electrolyte 
leakage, and cell dehydration and death (Huang et al. 2009; 
Lee et  al. 2004). Therefore, the degree of the plant with-
ering after chilling stress indicates the injury to the plants 
(Nagamine 1991). The lower the LOP is, the more exten-
sive is the leaf withering. Leaf curling occurred in Nanjing 
11 after 6 h of treatment at 4 °C, and by 48 h, most of the 
leaves were totally withered. In contrast, for the chilling-
tolerant Dongxiang, there was normal growth with few 
wilted leaves during chilling stress and the subsequent 
recovery stages, indicating that cell membrane integrity 
was better in Dongxiang and that dehydration was less. We 
identified three QTLs that are related to the LOP, two from 
Dongxiang, named qLOP2 and qLOP5, and qLOP8 from 
Nanjing 11. To date, no previous research has reported the 
use of this trait as a physiological index to map rice chilling 
tolerance during the seedling stage. However, this trait has 
been used as a physical index to map drought- and temper-
ature-tolerant QTLs, and the mapped loci were overlapped 
with ours based on the physical distance. Nguyen et  al. 
(2004), Zhang et al. (2001) identified qOA2.1 (R2 = 8.9 %, 
LOD = 3.0) and qOA8.1 (R2 = 8.3 %, LOD = 2.91), which 
are related to drought tolerance on chromosomes 2 and 8 
and overlap with qLOP2 and qLOP8. qLOP5 is consistent 

with the QTL between marker RG182 and RG1 that is 
related to dehydration tolerance (Lilley et al. 1996). There-
fore, the LOP can be used as a stable index for evaluating 
osmotic potential changes and cell membrane integrity in 
rice under chilling stress.

Compared with LOP, the PSR was the final phenotype 
reflecting the plants’ adaptations to the consecutive stresses 
and recoveries. A correlation analysis between these 
parameters in BC2F1 plants showed a significant but not 
highly predictive result (r = 0.23, P < 0.01). We noted that 
there were two types of chilling sensitive among BC2F2 
plants. In the first, most of the leaves withered after a chill-
ing treatment of 48 h. In the second, there were no leaves 
withered during the chilling-treatment phase, but the leaves 
gradually withered during the restoration phase, suggest-
ing that some plants with high LOP died during the recov-
ery phase. The phenotypes above were reported by Koseki 
et al. (2010): All of the seedlings retained normal leaf color 
immediately after the 4 °C chilling treatment, the chilling-
sensitive individuals had wilted leaves and no discernible 
growth after 14 days of recovery while the chilling-tolerant 
individuals maintained leaf color and showed growth with 
an increase in tiller numbers (2–3). The BC2F1 individuals 
showed LOP that was similar to that of Dongxiang but had 
poor survival during the recovery, which may have caused 
the distribution of the leaf osmotic potential and plant sur-
vival rate value to be skewed to different parents in the 
BC2F1 group. There might be different chilling-tolerant 
molecular and physiological mechanisms for the chilling 
treatment and recovery stages. After the cessation of the 
chilling treatment, the reversion of gene expression in the 
chilling-tolerant varieties was quick and easy, whereas the 
chilling sensitive displayed a considerably slower recovery 
capacity at the transcriptional level (Zhang et al. 2012). In 
order to preserve normal growth after chilling stress, rice 
should exhibit a strong ability to resist the stress during 
the chilling treatment and to quickly recover its metabo-
lism during the recovery phase. Therefore, it is important 
to study genes that contribute to CST in both stages. In the 
present study, there was a significant correlation (r = 0.76, 
P < 0.01) between the LOP and PSR in BC4F2 generation, 
indicating that qPSR2-1 and qLOP2 loci play important 
roles in resisting chilling stress and in restoring metabolism 
during both the chilling treatment and the recovery stage. 
Han et  al. (2007) found a major QTL, qCSH2, between 
RM262 and RM263 on chromosome 2 that confers seed-
ling vigor traits under cold-water irrigation, explaining 
16.6  % of the phenotypic variation. Previous studies also 
reported that some major chilling-tolerant QTLs located 
on chromosome 2. Lou et al. (2007) detected a major QTL 
(LOD  =  15.09) flanked by RM561 and RM341 and that 
explained 27.42 % of the phenotypic variation for the seed-
ling survival rate. Liu et al. (2013) also identified a major 

Table 3   The LOPs and PSRs of BILs with 93-11 and Yuefeng 
genetic background

* P < 0.05; ** P < 0.01

Genetic background BIL name LOP PSR

93-11 BIL-193−11 67.2 ± 4.2* 51.9 ± 5.5**

BIL-293−11 69 ± 5.5* 53.4 ± 6.8**

BIL-393−11 70.1 ± 6.2* 54.6 ± 6.6**

BIL-493−11 72.8 ± 5.6** 54.8 ± 8.7**

BIL-593−11 73.4 ± 4.1** 54.8 ± 8.2**

BIL-693−11 69.4 ± 4.3* 56.1 ± 5.5**

BIL-793−11 74.6 ± 5.5** 56.3 ± 8**

BIL-893−11 74.3 ± 6.2** 56.4 ± 7.3**

BIL-993−11 75.2 ± 4.5** 61.8 ± 9.4**

CK(93-11) 61.9 ± 4.8 36.8 ± 5.8

Yuefeng BIL-1Yuefeng 65.2 ± 5* 48.2 ± 6.3**

BIL-2Yuefeng 68 ± 6.6** 42.6 ± 9.4*

BIL-3Yuefeng 64.7 ± 4* 47.6 ± 5.2**

BIL-4Yuefeng 62.3 ± 5.4* 45.6 ± 7.0**

BIL-5Yuefeng 66.7 ± 1.9* 43.3 ± 10.4*

BIL-6Yuefeng 65 ± 6.4* 52.4 ± 7.9**

BIL-7Yuefeng 66.7 ± 4.5* 44 ± 6.5**

CK (Yuefeng) 52.7 ± 3.5 22.6 ± 7.0
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chilling-tolerant QTL, qCTS2 (LOD  =  4.1), on chromo-
some 2 that accounted for 20  % of the phenotypic varia-
tion at 4 °C for 4 days. These QTLs are located on the long 
arm of chromosome 2, and qCSH2 is close to qLOP2 and 

qPSR2-1, whose physical distance was 799.4  kb accord-
ing to the SSR marker sequences. These results suggest 
that these QTLs may be overlapped. In addition, qLOP2 
and qPSR2-1 can significantly enhance chilling tolerance. 

Fig. 5   Genetic and physical map covering the qLOP2 and qPSR2-1 
loci. a The location of the qLOP2 and qPSR2-1 loci on the chromosome 
2. b Developed polymorphic molecular markers covering this locus. c 
Progeny testing of homozygous recombinants delimited the qLOP2 and 
qPSR2-1 loci to the region between markers RM106 and RM318. The 

numbers of recombinants in each group and the phenotypic difference 
of each group from controls are shown. d Further fine mapping based on 
the group G7 and two candidate genes. CK1: Dongxiang; CK2: Nanjing 
11. aSignificant difference from CK1 with a P value 0.01; bSignificant 
difference from CK2 with a P value 0.01 (color figure online)
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Compare to that of the wild type, the increase in PSR 
ranged from 15.1 to 25  % in the 93-11 BILs containing 
qLOP2 and qPSR2-1 and from 22 to 29.8 % in the Yuefeng 
BILs. Therefore, further study of the function of candidate 
genes in qLOP2 and qPSR2-1 interval will confer impor-
tant significance to the molecular mechanism of chilling 
tolerance in rice.

We identified a gene that quickly responded to the chill-
ing stress (Os02g0677300) in the candidate region, and its 
predictive function is C-repeat (CRT)/dehydration-respon-
sive element (DRE) binding factor1 (CBF3/DREB1G) 
(Mao and Chen, 2012). CBF belongs to chilling-induced 
genes that quickly responded to 0–6 h of chilling treatment 
and plays a crucial role in the resistance to chilling injury 
in rice (Chawade et al. 2013; Dubouzet et al. 2003; Wang 
et al. 2008; Yun et al. 2010; Zhang et al. 2009). By bind-
ing to the CRT/DRE regulatory elements that are located in 
the promoters of cold responsive (COR) genes, CBFs regu-
late the expression of COR genes in a process that involves 
osmolyte adjustment, detoxification of reactive oxygen 
species, membrane transport, and cell-protective activi-
ties (Fowler and Thomashow 2002; Fowler et  al. 2005; 
Maruyama et  al. 2004). In our study, Os02g0667300 was 
up-regulated by chilling stress, in agreement with previ-
ous studies (Arvind et al. 2012). This gene responded ear-
lier (before 12  h) in chilling-tolerant plants than in chill-
ing-sensitive plants, indicating that Dongxiang and SL112 

adapt to chilling exposure more quickly than does Nanjing 
11. Zhang et al. (2012) reported highly enriched CBF bind-
ing motifs in up-regulated genes during early cold stress 
(2  h), while a decrease appeared after 12  h cold stress. 
Nanjing 11 lacks a rapid response to chilling stress, result-
ing in increased injury given that the COR genes were not 
up-regulated in time to prevent plant damage. Morsya et al. 
(2005) reported that OsLti6a, OsLti6b, and P5CS could 
be up-regulated by CBF/DREB1, and the expression level 
was directly related to the ability to resist chilling injury. 
OsLti6a and OsLti6b belong to a class of low molecular 
weight hydrophobic proteins that are involved in main-
taining the integrity of the plasma membrane throughout 
cold exposure (Zhang et al. 2008). P5CS is a proline bio-
synthetic enzyme, and CBF over-expression also resulted 
in elevated P5CS transcript levels, thereby increasing pro-
line levels in transgenic plants (Morsya et  al. 2005). Pro-
line plays multiple roles in plant stress tolerance, e.g., as a 
mediator of osmotic adjustment, a stabilizer of proteins and 
membranes, and an inducer of osmotic stress-related genes 
(Verbruggen and Hermans 2008; Szabados and Savoure 
2010). In this study, OsLti6a, OsLti6b, and P5CS were 
expressed at lower levels in Nanjing 11 compared with 
in Dongxiang and SL112 during the chilling stress (Sup-
plementary Fig. 3), indicating that Os02g0677300 may be 
the best candidate gene for qLOP2 and qPSR2-1 loci. The 
functional analysis of candidate genes is underway, and 

Table 4   Phenotypic variances and LOD of qLOP2 and qPSR2-1 at BC4F2 and BC4F3 mapping group

AE additive effect, LOD logarithm of odds
a  Negative value indicates effects from Nanjing 11, and positive values indicate effects from Dongxiang

QTL Chromosomes Generation Intervals LOD AEa R2

qLOP2 2 BC4F2 RM221–RS3 18.6 18.5 63.4

qLOP2 2 BC4F3 RM221–RS8 22.1 19.1 70.0

qPSR2-1 2 BC4F2 RM221–RS3 25.9 17.9 63.9

qPSR2-1 2 BC4F3 RM221–RS8 22.5 19.3 67.5

Fig. 6   Expression analysis of 
candidate genes by real-time 
PCR for plants maintained at 
4 °C for different durations. 
*Significant difference from 
Nanjing 11 with a P value 0.01
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further work will eventually provide a detailed understand-
ing of the molecular mechanisms of rice chilling tolerance.

Author contributions  NX, W-NH, and J-MC partici-
pated in the study conception and design. YG, A-HL, and 
YD contributed to DNA extraction and molecular marker 
identification. W-NH, C-HP, Z-YD, and J-HJ contributed to 
data analysis. NX wrote the manuscript. Y-HL and X-XZ 
critically revised the manuscript. All authors approved the 
final version of the manuscript.

Acknowledgments  This study was supported by National Natural 
Science Foundation of China (31401365), Natural Science Founda-
tion (BK2011426 and BK2011427) of Jiangsu Province, National 
Modern Agricultural Industry Technology System Special Fund 
(CARS-01-45), and the Priority Academic Program Development 
of Jiangsu Higher Education Institutions and International Atomic 
Energy Agency (12228/RO).

Conflict of interest  None.

References

Agarwal P, Agarwal PK, Joshi AJ, Sopory SK, Reddy MK (2010) 
Overexpression of PgDREB2A transcription factor enhances abi-
otic stress tolerance and activates downstream stress-responsive 
genes. Mol Biol Rep 37(2):1125–1135

Alm V, Busso CS, Ergon A, Rudi H, Larsen A, Humphreys MW, 
Rognli O (2011) A QTL analyses and comparative genetic map-
ping of frost tolerance, winter survival and drought tolerance in 
meadow fescue (Festuca pratensis Huds.). Theor Appl Genet 
123:369–382

Andaya VC, Mackill DJ (2003a) Mapping of QTLs associated with 
cold tolerance during the vegetative stage in rice. J Exp Bot 
54:2579–2585

Andaya VC, Mackill DJ (2003b) QTLs conferring cold tolerance at 
the booting stage of rice using recombinant inbred lines from a 
japonica × indica cross. Theor Appl Genet 106(6):1084–1090

Andaya VC, Tai TH (2006) Fine mapping of the qCTS12 locus, a 
major QTL for seedling cold tolerance in rice. Theor Appl Genet 
113(3):467–475

Andaya VC, Tai TH (2007) Fine mapping of the qCTS4 locus associ-
ated with seedling cold tolerance in rice (Oryza sativa L.). Mol 
Breed 20(4):349–358

Arvind K, Hei L, Islam AKMR, Shoshi K (2012) Comparative tran-
scriptome analysis of AP2/EREBP gene family under normal 
and hormone treatments, and under two drought stresses in 
NILs setup by Aday Selection and IR64. Mol Genet Genomics 
287:1–19

Ashikari M, Matsuoka M (2006) Identification, isolation and pyra-
miding of quantitative trait loci for rice breeding. Trends Plant 
Sci 11(7):344–350

Brar DS, Khush GS (1997) Alien introgression in rice. Plant Mol Biol 
35:35–47

Caton BP, Foin TC, Gibson KD, Hill JE (1998) A temperature-based 
model of direct-, water-seeded rice (Oryza sativa) stand estab-
lishment in California. Agric For Meteorol 90(1–2):91–102

Chawade A, Lindlëf A, Olsson B, Olsson O (2013) Global expression 
profiling of low temperature induced genes in the chilling tolerant 
japonica rice jumli marshi. PLoS ONE 8(12):e81729

Chomczynski P, Sacchi N (1987) Single-step method of RNA isola-
tion by acid guanidinium thiocyanate–phenol–chloroform extrac-
tion. Anal Biochem 162:156–159

Churchill GA, Doerge RW (1994) Empirical threshold value for quan-
titative trait mapping. Genetics 138:963–971

Dai XY, Xu YY, Ma QB, Xu WY, Wang T, Xue YB, Chong K (2007) 
Overexpression of an R1R2R3 MYB Gene, OsMYB3R-2, 
increases tolerance to freezing, drought, and salt stress in trans-
genic Arabidopsis. Plant Physiol 143:1739–1751

Dubouzet JG, Sakuma Y, Ito Y, Kasuga M, Dubouzet EG, Miura S, 
Seki M, Shinozaki K, Yamaguchi-Shinozaki K (2003) OsDREB 
genes in rice (Oryza sativa L.) encode transcription activators 
that function in drought-, high-salt- and cold-responsive gene 
expression. Plant J 334:751–763

Fowler S, Thomashow MF (2002) Arabidopsis transcriptome profiling 
indicates that multiple regulatory pathways are activated during 
cold acclimation in addition to the CBF cold response pathway. 
Plant Cell 14:1675–1690

Fowler SG, Cook D, Thomashow MF (2005) Low temperature induc-
tion of Arabidopsis CBF1, 2, and 3 is gated by the circadian 
clock. Plant Physiol 137:961–968

Francia E, Barabaschi D, Tondelli A, Laido G, Rizza F, Stanca AM, 
Busconi M, Fogher C, Stockinger EJ, Pecchioni N (2007) Fine 
mapping of a HvCBF gene cluster at the frost resistance locus 
Fr-H2 in barley. Theor Appl Genet 115:1083–1091

Han LZ, Qiao YL, Zhang SY, Zhang YY, Cao GL, Kim JW, Lee K, 
Koh HJ (2007) Identification of quantitative trait loci for cold 
response of seedling vigor traits in rice. J Genet Genomics 
34(3):239–246

Huang J, Sun SJ, Xu DQ, Yang X, Bao YM, Wang ZF (2009) Increased 
tolerance of rice to cold, drought and oxidative stresses mediated 
by the overexpression of a gene that encodes the zinc finger pro-
tein ZFP245. Biochem Biophys Res Commun 389:556–561

Huang J, Sun S, Xu D, Lan H, Sun H, Wang Z (2012) A TFIIIA-type 
zinc finger protein confers multiple abiotic stress tolerances in 
transgenic rice (Oryza sativa L.). Plant Mol Biol 80:337–350

Ji SL, Jiang L, Wang YH, Zhang WW, Liu X, Liu SJ, Chen LM, Zhai 
HQ, Wan JM (2009) Quantitative trait loci mapping and stabil-
ity for low temperature germination ability of rice. Plant Breed 
128(4):387–392

Jiang L, Xun M, Wang J, Wan J (2008) QTL analysis of cold toler-
ance at seedling stage in rice (Oryza sativa L.) using recombina-
tion inbred lines. J Cereal Sci 48(1):173–179

Knox AK, Li C, Vagujfalvi A, Galiba G, Stockinger EJ, Dubcovsky 
J (2008) Identification of candidate CBF genes for the frost tol-
erance locus Fr-Am 2 in Triticum monococcum. Plant Mol Biol 
67:257–270

Koseki M, Kitazawa N, Yonebayashi S, Maehara Y, Wang ZX, Min-
obe Y (2010) Identification and fine mapping of a major quantita-
tive trait locus originating from wild rice, controlling cold toler-
ance at the seedling stage. Mol Genet Genomics 284(1):45–54

Lander ES, Botstein D (1989) Mapping Mendelian factors under-
lying quantitative traits using RFLP linkage maps. Genetics 
121:185–199

Lander ES, Green P, Abrahamson J, Barlow A, Daly MJ, Lincoln SE, 
Newburg L (1987) MAPMAKER: an interactive computer pack-
age for constructing primary genetic linkage maps of experimen-
tal and natural populations. Genomics 1:174–181

Lee SC, Huh KW, An K, An G, Kim SR (2004) Ectopic expression 
of a cold-inducible transcription factor, CBF1/DREB1b, in trans-
genic rice (Oryza sativa L.). Mol Cells 18:107–114

Li F, Guo S, Zhao Y, Chen D, Chong K, Xu Y (2010) Overexpres-
sion of a homopeptide repeat-containing bHLH protein gene 
(OrbHLH001) from Dongxiang Wild Rice confers freezing 
and salt tolerance in transgenic Arabidopsis. Plant Cell Rep 
29(9):977–986



184	 Theor Appl Genet (2015) 128:173–185

1 3

Lilley JM, Ludlow MM, McCouch SR, O’Toole JC (1996) Locating 
QTL for osmotic adjustment and dehydration tolerance in rice. J 
Exp Bot 47(302):1427–1436

Lincoln S, Daly M, Lander ES (1992) Mapping genes controlling 
quantitative traits with MAPMAKER/QTL 1.1. Whitehead Insti-
tute technical report, 2nd edn. Massachusetts

Liu FX, Xu WY, Song Q, Tan LB, Liu JY, Zhu ZF, Fu YC, Su Z, Sun 
CQ (2013) Microarray-assisted fine-mapping of quantitative trait 
loci for cold tolerance in rice. Mol Plant 6(3):757–767

Lou Q, Chen L, Sun Z, Xing Y, Li J, Xu X, Mei H, Luo L (2007) 
A major QTL associated with cold tolerance at seedling stage in 
rice (Oryza sativa L.). Euphytica 158(1–2):87–94

Maclean JL, Dawe DC, Hardy B, Hettel GP (2002) In: Rice almanac: 
source book for the most important economic activity on earth, 
3rd edn. The International Rice Research Institute, Los Banos, 
Philippines, p 6–8

Mao DH, Chen CY (2012) Colinearity and similar expression pattern 
of rice DREB1s reveal their functional conservation in the cold-
responsive pathway. PLoS ONE 7(10):e47275

Maruyama K et al (2004) Identification of cold-inducible downstream 
genes of the Arabidopsis DREB1A/CBF3 transcriptional factor 
using two microarray systems. Plant J 38:982–993

Miller AK, Galiba G, Dubcovsky J (2006) A cluster of 11 CBF tran-
scription factors is located at the frost tolerance locus Fr-Am 2 in 
Triticum monococcum. Mol Genet Genomics 275:193–203

Miura K, Lin SY, Yano M, Nagamine T (2001) Mapping quantitative 
trait loci controlling low temperature germinability in rice (Oryza 
sativa L.). Breed Sci 51(4):293–299

Morsya MR, Almutairia AM, Gibbonsa J, Yunb SJ, Reyes BG (2005) 
The OsLti6 genes encoding low-molecular-weight membrane 
proteins are differentially expressed in rice cultivars with con-
trasting sensitivity to low temperature. Gene 34(3):171–180

Nagamine T (1991) Genetic control of tolerance to chilling injury at 
seedling in rice, Oryza sativa L. Jpn J Breed 41:35–40

Nakagahra M, Okuno K, Vaughan D (1997) Rice genetic resources: 
history, conservation, investigative characterization and use in 
Japan. Plant Mol Biol 35(1–2):69–77

Nakano T, Suzuki K, Fujimura T, Shinshi H (2006) Genome-wide 
analysis of the ERF gene family in Arabidopsis and rice. Plant 
Physiol 140(2):411–432

Nguyen BD, Brar DS, Bui BC, Nguyen TV, Pham LN, Nguyen HT 
(2003) Identification and mapping of the QTL for aluminum tol-
erance introgressed from the new source, Oryza rufipogon Griff., 
intoindica rice (O. sativa L.). Theor Appl Genet 106:583–593

Nguyen TT, Klueva N, Chamareck V, Aarti A, Magpantay G, Millena 
AC, Pathan MS, Nguyen HT (2004) Saturation mapping of QTL 
regions and identification of putative candidate genes for drought 
tolerance in rice. Mol Genet Genomics 272:35–46

Novillo F, Alonso JM, Ecker JR, Salinas J (2004) CBF2/DREB1C 
is a negative regulator of CBF1/DREB1B and CBF3/DREB1A 
expression and plays a central role in stress tolerance in Arabi-
dopsis. PNAS 101(1):3985–3990

Novillo F, Medina J, Salinas J (2007) Arabidopsis CBF1 and CBF3 
have a different function than CBF2 in cold acclimation and 
define different gene classes in the CBF regulon. PNAS 104:52

Panaud O, Chen X, McCouch SR (1996) Development of microsat-
ellite markers and characterization of simple sequence length 
polymorphism (SSLP) in rice (Oryza sativa L.). Mol Gen Genet 
252(5):597–607

Qian Q, Zeng D, He P, Zheng X, Chen Y, Zhu L (2000) QTL analysis 
of the rice seedling cold tolerance in a double haploid popula-
tion derived from anther culture of a hybrid between indica and 
japonica rice. Chin Sci Bull 45(5):448–453

Robin S, Pathan MS, Courtois B, Lafitte R, Carandang S, Lanceras S, 
Amante M, Nguyen HT, Li Z (2003) apping osmotic adjustment 

in an advanced back-cross inbred population of rice. Theor Appl 
Genet 107(7):1288–1296

Rogers SO, Bendich AJ (1985) Extraction of DNA from milligram 
amounts of fresh, herbarium and mummified plant tissues. Plant 
Mol Biol 5(2):69–76

Saito K, Hayano-Saito Y, Maruyama-Funatsuki W, Sato Y, Kato A 
(2004) Physical mapping and putative candidate gene identifi-
cation of a quantitative trait locus Ctb1 for cold tolerance at the 
booting stage of rice. Theor Appl Genet 109(3):515–522

Saito K, Hayano-Saito Y, Kuroki M, Sato Y (2010) Map-based clon-
ing of the rice cold tolerance gene Ctb1. Plant Sci 179(1):97–102

Sen S, Churchill GA (2001) A statistical framework for quantitative 
trait mapping. Genetics 159:371–387

Shigyo M, Ito M (2004) Analysis of gymnosperm two-AP2-domain-
containing genes. Dev Genes Evolut 214(3):105–114

Sipaseuth BJ, Fukai S, Farrell TC, Senthonghae M, Phamixay S, Lin-
quist B, Chanphengsay M (2007) Opportunities to increasing dry 
season rice productivity in low temperature affected areas. Field 
Crops Res 102(2):87–97

Song SY, Chen Y, Chen J, Dai XY, Zhang WH (2011) Physiological 
mechanisms underlying OsNAC5-dependent tolerance of rice 
plants to abiotic stress. Planta 234:331–345

Suh JP, Lee CK, Lee JH, Kim JJ, Kim SM, Cho YC, Park SH, Shin 
JC, Kim YG, Jena KK (2012) Identification of quantitative trait 
loci for seedling cold tolerance using RILs derived from a cross 
between japonica and tropical japonica rice cultivars. Euphytica 
184(1):101–108

Szabados L, Savoure A (2010) Proline: a multifunctional amino acid. 
Trends Plant Sci 15:89–97

Takesawa T, Ito M, Kanzaki H, Kameya N, Nakamura I (2002) 
Over-expression of glutathione S-transferase in transgenic rice 
enhances germination and growth at low temperature. Mol Breed 
9(2):93–101

Teng S, Zeng D, Qian Q, Kunihifo Y, Huang D, Zhu L (2001) QTL 
analysis of rice low temperature germinability. Chin Sci Bull 
46(21):1800–1803

Theocharis A, Clément C, Barka EA (2012) Physiological and molec-
ular changes in plants at low temperatures. Planta 235:1091–1105

Tian F, Zhu Z, Zhang B, Tan L, Fu Y, Wang X, Sun CQ (2006) Fine 
mapping of a quantitative trait locus for grain number per pani-
cle from wild rice (Oryza rufipogon Griff.). Theor Appl Genet 
113:619–629

Verbruggen N, Hermans C (2008) Proline accumulation in plants: a 
review. Amino Acids 35:753–759

Wang S, Basten CJ, Zeng ZB (2007) Windows QTL Cartographer 
2.5. Department of Statistics. North Carolina State University, 
Raleigh, NC. http://statgen.ncsu.edu/qtlcart/WQTLCart.htm

Wang Q, Guan Y, Wu Y, Chen H, Chen F, Chu C (2008) Overexpres-
sion of a rice OsDREB1F gene increases salt, drought, and low 
temperature tolerance in both Arabidopsis and rice. Plant Mol 
Biol 676:589–602

Wang ZF, Wang FH, Zhou R, Wang JF, Zhang HS (2011) Identifica-
tion of quantitative trait loci for cold tolerance during the germi-
nation and seedling stages in rice (Oryza sativa L.). Euphytica 
183(3):405–413

Xiao N, Sun G, Hong Y, Xia R, Zhang C, Su Y, Chen J (2011) Clon-
ing of genome-specific repetitive DNA sequences in wild rice 
(O. rufipogon Griff.), and the development of Ty3-gypsy retro-
transposon-based SSAP marker for distinguishing rice (O. sativa 
L.) indica and japonica subspecies. Genet Resour Crop Evol 
58(8):1177–1186

Xiao N, Huang WN, Zhang XX, Gao Y, Li AL, Dai Y, Yu L, Liu 
GQ, Pan CH, Li YH, Dai ZY, Chen JM (2014) Fine Mapping of 
qRC10-2, a quantitative trait locus for cold tolerance of rice roots 
at seedling and mature stages. PLoS ONE 9(5):e96046

http://statgen.ncsu.edu/qtlcart/WQTLCart.htm


185Theor Appl Genet (2015) 128:173–185	

1 3

Yamaguchi-Shinozaki K, Shinozaki K (1994) A novel cis-acting ele-
ment in an Arabidopsis gene is involved in responsiveness to 
drought, low-temperature, or high-salt stress. Plant Cell Online 
6(2):251–264

Yoshida R, Kanno A, Sato T, Kameya T (1996) Cool temperaturein-
duced chlorosis in rice plants. Plant Physiol 110:997–1005

Yun KY, Park MR, Mohanty B, Herath V, Xu FY, Mauleon R, Wijaya 
E, Bajic VB, Bruskiewich R, Reyes BGL (2010) Transcriptional 
regulatory network triggered by oxidative signals configures the 
early response mechanisms of japonica rice to chilling stress. 
BMC Plant Biol 10:16

Zhang J, Zheng HG, Aarti A, Pantuwan G, Nguyen TT, Tripathy JN, 
Sarial AK, Robin S, Babu RC, Nguyen BD, Sarkarung S, Blum 
A, Nguyen HT (2001) Locating genomic regions associated with 
components of drought resistance in rice: comparative mapping 
within and across species. Theor Appl Genet 103:19–29

Zhang ZH, Su L, Li W, Chen W, Zhu YG (2005) A major QTL confer-
ring cold tolerance at the early seedling stage using recombinant 
inbred lines of rice (Oryza sativa L.). Plant Sci 168(2):527–534

Zhang CQ, Nishiuchi S, Liu S, Takano T (2008) Characterization of 
two plasma membrane protein 3 genes (PutPMP3) from the alkali 
grass, Puccinellia tenuiflora, and functional comparison of the 
rice homologues, OsLti6a/b from rice. BMB Rep 41(6):448–454

Zhang Y, Chen C, Jin XF, Xiong AS, Peng RH, Hong YH, Yao QH, 
Chen JM (2009) Expression of a rice DREB1 gene, OsDREB1D, 
enhances cold and high-salt tolerance in transgenic Arabidopsis. 
BMB Rep 428:486–492

Zhang T, Zhao XQ, Wang WS, Pan YJ, Huang LY, Liu XY, Zong Y, 
Zhu LH, Yang DC, Fu BY (2012) Comparative transcriptome 
profiling of chilling stress responsiveness in two contrasting rice 
genotypes. PLoS ONE 7(8):e43274


	Fine mapping of the qLOP2 and qPSR2-1 loci associated with chilling stress tolerance of wild rice seedlings
	Abstract 
	Key message 
	Abstract 

	Introduction
	Materials and methods
	Plant materials
	Evaluation of leaf osmotic potential and plant survival rate
	DNA extraction and molecular marker analysis
	Linkage mapping and QTL analysis
	Fine mapping of qLOP2 and qPSR2-1
	Effects of qLOP2 and qPSR2-1 under different backgrounds
	Expression analysis of qLOP2 and qPSR2-1 candidate genes

	Results
	Phenotypic evaluation of chilling tolerance
	Detection of the Dongxiang genome among BC2F1 plants
	Identification of chilling-tolerant QTLs
	Characterization of the major effect of qLOP2 and qPSR2-1
	Fine mapping of qLOP2 and qPSR2-1 regions
	Identification of candidate genes for qLOP2 and qPSR2-1 loci

	Discussion
	Acknowledgments 
	References


