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Abstract The anaerobic fermentation pathway is
thought to play an important role under #ooding con-
ditions. The pyruvate decarboxylase 2 (pdc2) gene that
encodes the "rst enzyme of this pathway has been
cloned and characterized from rice. This gene has an
open reading frame that putatively encodes a 603
amino-acid-residue protein with a molecular mass of
64 kDa. pdc2 has "ve introns dispersed throughout the
coding region, which is also true for rice pdc1. Although
the length of these introns in rice pdc2 are di!erent from
those in rice pdc1, they are located in exactly the same
positions based on the deduced amino-acid sequences.
The temporal and spatial expression patterns of pdc1
and pdc2 show that pdc2 is induced to a higher level
during the early period (1.5}12 h) of anoxia than pdc1,
which is induced more after longer time periods
(24}72 h) of anoxia in both shoots and roots. The map
positions of the three pdc genes have also been deter-
mined. Rice pdc1 is located on chromosome 5 between
BCD454A and RZ67, pdc2 is located on chromosome

3 between RZ329 and RZ313, and pdc3 is mapped on
chromosome 7 distal to RG351.
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Introduction

Pyruvate decarboxylase (PDC, EC 4.1.1.1) nonoxi-
datively decarboxylates pyruvate to acetaldehyde
which is then reduced to ethanol by alcohol dehydro-
genase (ADH). PDC is a critical enzyme in the anaer-
obic-speci"c fermentation pathway, and the product of
this reaction, acetaldehyde, is very toxic to plants. Re-
duction of acetaldehyde to ethanol by ADH regener-
ates NAD`, which is then utilized in the glycolytic
pathway to maintain carbon #ow through this pathway
under anaerobic conditions. This switching of the en-
ergy production pathway from aerobic glycolysis to
anaerobic fermentation is one of the major metabolic
adaptations that plants undertake when they are sub-
merged or confronted with a lack of oxygen. The
importance of increased rates of alcoholic fermen-
tation (AF) under anaerobic conditions has been
demonstrated by several experimental observations
(Waters et al. 1991; Perata and Alpi 1993; Crawford
and Braendle 1996; Setter et al. 1997): (1) enzymes for
AF often increase, (2) mutants without ADH die more
rapidly during anoxia, (3) increased tolerance to anoxia
comes from hypoxic pretreatments and presumably the
induction of enzymes of AF, (4) high sugar supply
increases survival, presumably due to continued opera-
tion of AF, and (5) rates of AF are related to the
tolerance of several species to waterlogging or #ooding.
It has also been suggested that the rate of AF is limited
by PDC (Waters et al. 1991).

Roberts et al. (1989) studied the role of ADH in the
metabolism and survival of anoxic maize root tips



by comparing the ethanol production of isogenic
lines di!ering in ADH activity over an approximately
200-fold range. They concluded that ADH activity in
wild-type maize root tips was not a limiting factor for
energy production via fermentation and did not deter-
mine viability under anoxia. This conclusion was fur-
ther supported by Johnson et al. (1994) who showed
that 70% of the hypoxically acclimated root tips of
adh1 null maize survived up to 24 h of anoxia, whereas
only 10% of the unacclimated root tips survived for 6 h
of anoxia. They also concluded that the high levels of
ADH activity inducible in acclimated wild-type maize
root tips are in excess of those required to increase rates
of fermentation. Thus, PDC, being the "rst enzyme in
the AF pathway, may play a key regulatory role.
Bucher et al. (1994) have found in tobacco that over-
expression of a pdc gene from Zymomonas mobilis re-
sulted in higher levels of acetaldehyde and ethanol
formation, suggesting that PDC is likely to be the key
regulator of anaerobic metabolism. Unfortunately, the
measurements made in this study were only for the
initial 24 h of anoxic treatment which did not allow for
an evaluation of tolerance under long-term anoxia.
Moreover, rice has di!erent mechanisms of sub-
mergence tolerance from tobacco, as evidenced by
the fact that it has a well-developed aerenchyma
system to maintain an oxygen supply (Perata and Alpi
1993).

Genes encoding PDC have been cloned and charac-
terized from maize (Kelley et al. 1991), yeast (Kellerman
et al. 1986), and bacteria (Conway et al. 1987). Recently
we have reported the isolation and characterization of
two pdc cDNAs (Hossain et al. 1994 a; Huq et al. 1995)
and two genomic clones (Hossain et al. 1994 b; 1996)
from rice, while Rivoal et al. (1997) reported another
partial cDNA, called pdc4, from rice. In this paper, we
provide a characterization of pdc2 and the relative
induction of pdc1 and pdc2 over time in both shoots
and roots under anaerobic conditions. We also present
the map locations of these three genes in rice chromo-
somes and predict the locations of orthologous loci in
maize, oat, and ¹riticeae chromosomes.

Materials and methods

Seedling growth conditions

Rice (Oryza sativa L. variety IR54) seeds were stirred in 75% Clorox
for 50 min, rinsed three times with tap water followed by a single
brief rinsing with 95% ethanol. Finally, these seeds were washed
with sterile de-ionized water twice and placed in Petri dishes on two
layers of "lter paper still moist following sterilization in an auto-
clave, and seedlings were grown at 253C in light (12 h photoperiod).
After 5}7 days, seedlings were transferred to Magenta boxes
(Magenta Corporation, USA) containing 0.5 MS salts (Murashige
and Skoog 1962) (5}10 ml solution, just su$cient to cover the root of
the seedlings), and were grown for an additional 7 days under the
same light conditions.

Screening of the genomic library and construction of a restriction
map of pdc2

An IR54 genomic library constructed in a lambda GEM 11 vector
(Hossain et al. 1996) was screened with the following probes gener-
ated from the plasmid pBGS-PDC containing maize pdc cDNA
(Kelley 1989): a BglII-BamHI fragment of 702 bp representing the 5@
end of the gene, and a HindIII-EcoRI fragment of 366 bp of the 3@
pdc coding region. Identi"cation of the hybridizing clones and sub-
sequent plaque puri"cations were carried out using standard pro-
cedures (Sambrook et al. 1989). Phage DNA isolation was done
using a liquid culture method (Sambrook et al. 1989). A pdc2-speci"c
probe was made from the 3@-untranslated region of pdc2 cDNA (Huq
et al. 1995) and was used to identify the pdc2 gene. Phage DNAs
were digested with di!erent restriction enzymes, electrophoresed on
0.9% agarose gels, and hybridized with two di!erent probes after
Southern blotting. The size of the bands was calculated in compari-
son with migration of a 1-kb ladder (Life Technologies) run on the
same gel, and a restriction map of the positive phage clone, 2B, was
constructed.

Cloning and sequencing of pdc2

pdc2 was subcloned into the plasmid vector pGEM7Zf(#)
(Promega) as three fragments from the positive phage clone 2B:
a 2.4-kb NsiI-BamHI fragment representing most of the 5@-upstream
region, a 1-kb BamHI-NsiI fragment representing the middle region,
and a 2.5-kb fragment containing approximately 1.8 kb of the 3@-
coding and untranslated regions. The inserted pdc fragments were
serially deleted by exonuclease III using the Erase-a-Base protocol
of Promega. Both strands of the deleted clones were sequenced using
a Sequenase version 2 protocol (United States Biochemicals). When
required, synthetic oligonucleotides (19 - mers) were used as primers
for further sequencing. In some cases compressions were resolved by
performing the reactions at 703C with ¹aq DNA polymerase (United
States Biochemicals) and using the deaza-GTP analog. DNA se-
quences were analysed using the University of Wisconsin Genetics
Computer Group (GCG) package (Devereux et al. 1984) and the
DNA Strider program (Marck 1988).

Isolation of total RNA

Two-week-old uniform seedlings of the variety IR54 were transfer-
red to 2-l #asks. The #asks were air-tight and well-ventilated. Seed-
lings were completely submerged in distilled water through which
nitrogen gas (99.5%) was continuously bubbled to produce anaer-
obic conditions. The anaerobic treatment was in the dark at 253C.
Control seedlings were maintained in the dark at 253C in Magenta
boxes. Roots and shoots including coleoptiles were harvested separ-
ately and immersed in liquid nitrogen. Extraction of RNA was
carried out according to the procedure of Logemann et al. (1987)
with modi"cations. The frozen tissue (2 gm) was ground in liquid
nitrogen in an autoclaved morter and pestle, and transferred
to autoclaved plastic centrifuge tubes. Extraction bu!er (4 M
guanidine hydrochloride, 20 mM MES pH 7.0, 20 mM EDTA,
4 ml/g of tissue) was added to each tube. After vigorous shaking and
complete mixing the suspension was extracted once with phen-
ol : chloroform : isoamyl alcohol (25 : 24 : 1) and centrifuged for
45 min at room temperature at 10 000 rpm in a Beckman centrifuge
using a JA-20 rotor. Then 0.2 vol of 1 M acetic acid [diethyl pyro-
carbonate (DEPC)-treated] were added to the supernatant, and
RNA was precipitated by adding 0.7 vol of ethanol after 1-h incuba-
tion at !803C following centrifugation at 10 000 rpm for 10 min.
The RNA pellet was subsequently dissolved in DEPC-treated water
and re-precipitated using 1/3 vol of 8 M LiCl (overnight at 43C). The
RNA sample was subsequently washed with 80% ethanol and
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Fig. 1 Restriction map of lambda clone 2B containing the pdc2 gene.
The 5.9-kb region which contained the gene and about 2.38 kb of the
5@ upstream region is shown in larger scale. The empty boxes are
the exons and the lines in between the boxes are the introns. The
three fragments that were subcloned and sequenced are shown by
thin lines. The restriction enzymes used are shown in the "gure

dissolved in DEPC-water after drying, and then quanti"ed spectro-
photometrically.

Synthesis of antisense probes

Gene-speci"c antisense RNA probes were synthesized for use in
ribonuclease protection assays using the Maxiscript II System (Am-
bion). pdc1 (Hossain et al. 1994 a), pdc2 (Huq et al. 1995), and ubi1
(Huq et al. 1997) cDNAs were all subcloned into the pSPORT1
plasmid vector (Life Technologies) as EcoRI-NotI fragments. pdc1
was linearized with XhoI, pdc2 with ScaI, and ubi1 with NcoI. These
linearized plasmids were transcribed with SP6 RNA polymerase to
produce gene-speci"c antisense RNA probes from the 3@-untran-
slated regions. Transcription reactions were performed in a 20 ll vol
containing 1 lg of linearized DNA template, 1 transcription bu!er,
0.5 mM ATP, 0.5 mM GTP, 0.5 mM UTP, 10 units of SP6 RNA
polymerase, and 3.5 lM of [a-32P]CTP (800 Ci/mmol, 20 mCi/ml),
and then incubated for 1 h at 373C. Following transcription, all
reactions were treated with RNase-free DNase I (0.4 units/ll, Am-
bion) for 15 min at 373C to remove contaminating template DNA.
Full-length probes were puri"ed from 5% denaturing polyacrylam-
ide gels as described (Sambrook et al. 1989).

Ribonuclease protection assays

Ribonuclease protection assays (RPAs) were performed using total
RNA isolated from shoots and roots of the 2-week-old IR54 variety
treated under anaerobic conditions for 0, 1.5, 3, 6, 12, 24, 48, and 72 h
time periods. Assays were carried out using the RPAII System
(Ambion) according to the protocol supplied by the company. Five
micrograms of total RNA samples for each time point were hybrid-
ized with 2}4]104 CPM of high-activity (typically 6}7]108 cpm/lg)
antisense probes speci"c for either pdc1 or pdc2. A rice ubi1 cDNA
isolated from variety IR54 (Huq et al. 1997) was used as an internal
control to show the amount of RNA employed. Ribonuclease diges-
tions were performed using 1 : 100 dilutions of the supplied ribonuc-
lease cocktail ("nal concentration"0.2 units/ml RNase A; 2.0
units/ml RNase T1). Following RNase treatment, total samples were
subjected to electrophoresis through 5% denaturing polyacrylamide
gels, wrapped in plastic wrap, and exposed to X-ray "lm with an
intensifying screen for autoradiography. The expected sizes of the
full-length and protected fragments using the various gene-speci"c
probes were as follows: 343 and 286, respectively, for pdc1; 235 and
178, respectively, for pdc2; 300 and 243, respectively, for rice ubi1
(internal control).

RFLP mapping

A mapping population consisting of 113 backcross (BC) individuals
derived from the cross O. sativa/O. longistaminata//O. sativa, main-
tained at Cornell University, was used to place pdc1, pdc2, and pdc3
onto rice chromosome maps (Causse et al. 1994). DNA from
the indica recurrent parent (BS125) and the interspeci"c F

1
(BS125/WLO2) was digested with six restriction enzymes (EcoRV,
HindIII, XbaI, ScaI, DraI, EcoRI), electrophoresed overnight on
0.9% agarose gels, and blotted onto Hybond N` (Amersham Cor-
poration) according to the manufacturer's instructions and used in
parental polymorphism surveys. For mapping purposes, DNA from
113 backcross progeny was digested and blotted using the same
procedures.

The following were used as probes: (1a) pdc1, a 2.2-kb cDNA in
a pSPORT1 vector (Life Technologies) that contained an open
reading frame for pdc1 which is highly homologous to the other pdc's
and is not speci"c for pdc1 (hereafter referred to as clone 1A), (1b)
pdc1, a 115-bp MluI-NcoI fragment of the 5@ untranslated region

speci"c for pdc1 (hereafter referred to as clone 1B), (2a) pdc2, a 700-
bp 3@ fragment of pdc2 cDNA in a pSPORT1 vector (Life Technolo-
gies) (hereafter referred to as clone 2A), (2b) pdc2, a 200-bp ScaI-NotI
fragment from the 3@-untranslated region speci"c for pdc2 (hereafter
referred to as clone 2B) and (3) pdc3, a 2.8-kb 5@ fragment of pdc3 in
a pUC19 vector (Life Technologies) (hereafter referred to as clone 3).
The fragments were labeled by the random priming method using an
Amersham Megaprime Labeling System and used as probes in
Southern analyses. Filters were hybridized overnight at 653C and
washed three times for 20 min each at 653C at successive stringencies
of 2], 1], and 0.5]SSC (with 0.1% SDS). Labeled "lters were
exposed to X-ray "lm with an intensifying screen for 5 days at
!803C. For mapping, segregation in the backcross progeny was
scored by the presence or absence of the polymorphic band from O.
longistaminanta. Linkage analysis was performed using Mapmaker
version 2.0 (Lander et al. 1987) on a Macintosh Performa 475.
Genetic distance is expressed in Kosambi cM (Kosambi 1944) and
the map was constructed using a LOD 2.0 signi"cance threshold.

Results

Isolation and sequence analysis of pdc2

Two probes from the maize pdc cDNA (Kelley 1989)
were used to screen an IR54 rice genomic library, and
18 positive clones that hybridized to both the 5@- and
3@-regions of the maize pdc cDNA were identi"ed. Eight
of these 18 clones were found to be pdc3, and two of
them were found to be pdc1 (Hossain et al. 1996). Two
clones, 2B and 14C, were similar in restriction pattern
and hybridized to a pdc2-speci"c probe (data not
shown). The 2B phage clone was selected for further
subcloning and sequencing. In order to subclone pdc2,
we constructed a partial restriction map of the phage
clone using di!erent restriction endonucleases. This
restriction map is shown in Fig. 1, and the region that
hybridized to the 5@- and 3@-region probes is shown at
a larger scale. The 5.9-kb fragment that is shown in
larger scale was subcloned as three fragments and was
sequenced from both ends. The vector containing pdc2
was called pRgpdc2. The nucleotide and predicted
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Fig. 2 Nucleotide and deduced amino-acid sequences of the rice
pdc2 gene. The presumptive TATA box is from nucleotides 2180 to
2186. The start and end of the cDNA, pRcpdc2 (Huq et al. 1995), are
at nucleotides 2242 and 5070, respectively. The GC- and GT-motif-

like sequences are shown by solid and dashed underlines, respectively.
A G-box-like sequence is present at nucleotides 1752}1759. The
GenBank accession number for the sequence reported in this paper
is U38199
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Fig. 3a, b RNase protection assays (RPAs) showing the temporal
and spatial expression patterns of rice pdc2 a and pdc1 b. RPAs were
performed on 5 lg of total RNA isolated from IR54 seedlings treated
under anaerobic conditions for various time periods and were hy-
bridized with gene-speci"c antisense probes. Lanes 1}8 are RNA
samples from shoots of variety IR54 treated under anaerobic condi-
tions for 0, 1.5, 3, 6, 12, 24, 48, and 72 h. ¸anes 9}16 are RNA
samples from roots of variety IR54 treated under anaerobic condi-
tions for 0, 1.5, 3, 6, 12, 24, 48, and 72 h. Lanes 17}18 are full-length
ubi1- and pdc2-speci"c probes in (a) and ubi1- and pdc1-speci"c
probes in (b), respectively, mixed with 5 lg of yeast RNA digested
without RNases. Lane 19 is a full-length pdc2-speci"c probe in (a)
and a pdc1-speci"c probe in (b) mixed with 5 lg of yeast RNA
digested with RNases. Lane 20 is an RNA Century marker (Ambion)
transcribed with T7 RNA polymerase in both (a) and (b). The sizes of
the RNA markers in nucleotides are shown on the right side. The
expected sizes of the full-length and protected fragments using the
various gene-speci"c probes were as follows: 343 and 286 bases,
respectively, for pdc1; 235 and 178 bases, respectively, for pdc2; 300
and 243 bases, respectively, for rice ubi1 (internal control)

amino-acid sequences of rice pdc2, including an
approximately 2.38-kb region upstream of the transla-
tional start site, is shown in Fig. 2. The sequence of the
coding region exactly matched the sequence of the
previously isolated pdc2 cDNA (Huq et al. 1995) in-
cluding the 5@- and 3@-untranslated regions. It has an
open-reading-frame of 1812 nucleotides that encodes
a 603 amino-acid-residue polypeptide with molecular
mass of 64 kDa. The sequence also revealed that
there were "ve introns present in the coding region
(Fig. 2).

Ribonuclease protection assays

We performed ribonuclease protection assays (RPAs)
to determine the spatial and temporal expression pat-
terns of pdc2 and pdc1. RPAs using a pdc2-speci"c
probe showed that an approximately 170-bp fragment
is protected, which is close to the expected size (178 bp)
for the pdc2-speci"c messages (Fig. 3 a). The results
also showed that this gene is highly induced within
1.5 h of anoxia in both shoots and roots of IR54. The
induction is higher in shoots than in roots. The message
levels peaked at around 3 h of anoxia and then gradual-
ly decreased in both shoots and roots. The rice ubi1
gene has been found not to be induced under anoxia.
Consequently, the ubi1-speci"c probe was used as an
internal control to show the amount of RNA used in
each sample. The ubi1 message levels showed that
a little higher amount of RNA was used in the 3-h
shoot sample, and that the 24-h root sample was prob-
ably degraded.

When we used a pdc1-speci"c probe, an approxim-
ately 280-bp fragment was protected, which is close to
the expected size (286 bp) for the pdc1-speci"c tran-
scripts (Fig. 3 b). The results showed that pdc1 is also
highly induced under anoxia, and that the induction is
greater in shoots than in roots. The message levels
peaked around 6 h of anoxia and gradually decreased
with the time of anoxia in both shoots and roots. These
results also showed that pdc2 was more intensively
induced during the early period of time (1.5}12 h) than
pdc1 which was induced more strongly during the later
period of time (24}72 h) under anoxia in both shoots
and roots.

Evolutionary relationship of the pdcs

The intron lengths and positions were compared
among rice pdc1 (Hossain et al. 1996) and pdc2, and
maize pdc1 (Kelley et al. 1991) (Fig. 4). Rice pdcs have
"ve introns, whereas maize pdc1 has only three introns.
The length of the "rst intron in both the rice pdc1 and
pdc2 are more conserved than the other four introns
(Fig. 4 a). The lengths of the three maize introns are not
consistent with the corresponding introns of rice pdc1

and pdc2 (Fig. 4 a). However, the positions of the cor-
responding introns are highly conserved in the deduced
amino-acid sequences among rice pdc1 and pdc2, and
maize pdc1 (Fig. 4 b).
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Fig. 4a, b Intron lengths (in nucleotides) a and intron positions in
the amino-acid sequences b of rice pdc2, pdc1, and maize pdc1 genes.
The amino-acid sequences on either side of the introns are shown
in b

Fig. 5 Autoradiogram of ScaI-
digested BC

1
individuals from

the rice mapping population
probed with a 2.2-kb pdc1 probe
in the pSPORT vector. The 7-kb
and 3-kb bands (seen in lanes 1,
3 and 5) represent the pdc1 locus
and the 25-kb band (lanes 1, 3,
4 and 5) represents the pdc3 locus

Mapping of the pdcs

The rice pdc1 probe (1A) detected a multiple-copy gene
family with polymorphic fragments observed in
EcoRV-, HindIII-, DraI-, XbaI- and Sca-I digested par-
ental DNA. The probe was then hybridized to ScaI-
digested DNA from the mapping population. Three
scorable polymorphic fragments were seen that were
estimated to be 25 kb, 7 kb, and 3 kb, respectively
(Fig. 5). To determine which of these fragments hybrid-
ized speci"cally to pdc1, the pdc1-speci"c probe, 1B,
was hybridized to DNA digested with the "ve enzymes
mentioned above. In the ScaI-digested DNA, only the
7-kb polymorphic fragment gave a hybridization signal
(data not shown). This band was mapped to rice chro-
mosome 5 between BCD454A and RZ67 (Fig. 6 a). On
mapping "lters probed with clone 1A, the 7-kb frag-
ment co-segregated with the 3-kb fragment in ScaI-
digested DNA. Both mapped to the same location on
rice chromosome 5.

When pdc2 clone 2A was used as a probe on the same
parental survey "lters, a previously undetected 7.8-kb
polymorphic fragment was observed using DraI-diges-
ted DNA. To con"rm that this fragment was speci"c to
pdc2, clone 2B was used as a probe on the same par-
ental survey "lters. An identical hybridization pattern
was evident. The 7.8-kb fragment was mapped to rice
chromosome 3 between RZ329 and RZ313 using DraI-
digested DNA from the BC population (Fig. 6 b).

When pdc3 clone 3 was used to probe ScaI-digested
DNA, a 25-kb polymorphic fragment was observed.
This band was identical in molecular weight to that
seen when the pdc1 2.2-kb cDNA (clone 1 A) was used
as a probe. This band mapped to the bottom of rice
chromosome 7 distal to RG351 (Fig. 6 c), suggesting

that the pdc probes 1A and 3 detected the same 25-kb
ScaI genomic fragment. Because the pdc1-speci"c
probe 1B did not detect this 25-kb band on ScaI-diges-
ted DNA, it may be concluded that this band is pdc3-
speci"c.

Discussion

We have previously reported the isolation and charac-
terization of two pdcs and two pdc cDNAs from rice
(Hossain et al. 1994 a, b, 1996; Huq et al. 1995). The
present investigation details the isolation and charac-
terization of another gene, called pdc2, from rice. The
pdc2 gene has an open-reading-frame of 1812 nucleo-
tides that presumably encodes a 603 amino-acid-resi-
due polypeptide. The molecular weight of the deduced
polypeptide is 64 kDa. A 64-kDa polypeptide was
previously puri"ed from rice along with a 62-kDa
polypeptide, and it was concluded that the PDC
holoenzyme consisted of a tetramer of two di!erent
molecular-weight polypeptides in rice (Rivoal et al.
1990, 1997). This provides evidence that the 64-kDa
deduced polypeptide encoded by pdc2 might be a PDC
polypeptide. Moreover, both the deduced amino-acid
and nucleotide sequences of this gene are highly homo-
logous to those of the rice and maize pdc1. Rice PDC2
is 88% similar and 78% identical to rice PDC1, and
88% similar and 79% identical to the maize PDC1
enzyme. pdc2 also has "ve introns as found in rice pdc1.
The exon-intron splice junctions conform to the con-
sensus sequences found in plants (Hanley and Schuler
1988). While, the translation initiation site of this gene
does not conform to the consensus sequences for plant
translational initiation sites (Joshi 1987) or the Kozak
consensus sequences (Kozak 1981), this is not unex-
pected because several di!erent variations have been
found in these sequences in plants (Joshi 1987).

The open-reading-frame of pdc2 exactly matched
with a previously isolated cDNA including the 5@- and
3@-untranslated regions (Huq et al. 1995). We have
sequenced approximately 2.38 kb upstream of the
translational start site (Fig. 2). A TATA-box-like se-
quence has been found from nucleotides 2180 to 2186
which is 65 nucleotides upstream of the start site of the
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Fig. 6 a+c Maps of rice chromosome 5, rice chromosome 3, and rice
chromosome 7 with the mapping positions of pdc1, pdc2 and pdc3
indicated by arrows. Stippled regions represent the locations of the
centromeres (Singh et al. 1996). *Note: rice chromosomes 3 and
7 have been inverted in relation to Causse et al. (1994) to re#ect the
position of the centromere (Singh et al. 1996)

pRcpdc2 cDNA. This suggests that the cDNA was near
full-length and the sequence from 2180 to 2186 might
be the actual TATA box. Moreover, when this 2.38-kb
region was fused to uidA the resulting construct showed
GUS activity after being shot into rice suspension cells
(data not shown). The 2.38-kb region has multiple
copies of the GT- and GC-motif-like sequences and
one G-box-like sequence (Fig. 2). The GT and GC
motifs whose core sequences are 5@-GGTTT-3@ and
5@-GC(G/C)CC-3@, respectively, are found in many

anaerobically inducible genes (Olive et al. 1990, 1991),
including rice pdc1 (Hossain et al. 1996), and the G-
box-like sequence has been found to be involved in
altering expression in response to many di!erent envir-
onmental stresses (Ferl and Laughner 1989; Dolferus
et al. 1994; de Vetten and Ferl 1994). These observa-
tions require further experimental evidence to con"rm
the exact role of these boxes in the pdc2 promoter.

The spatial and temporal expression patterns of pdc2
and pdc1 were investigated by RNase protection assays
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(Fig. 3 a, b). The expression patterns showed that both
genes were highly induced in both shoots and roots.
Moreover, pdc2 was induced more intensively in shoots
and roots during the early phase of anoxia (1.5}12 h)
than pdc1, which was induced slightly more during the
later period of anoxia (24}72 h). This was in contrast to
our previous results where we showed that the pdc1
gene was more inducible than pdc2 using antisense
RNA probes from 5@- or 3@-untranslated regions of pdc1
or pdc2, respectively, on Northern blots (Hossain et al.
1996). Recently, Rivoal et al. (1997) reported isolation
of another partial rice cDNA, called pdc4, which is 96
and 95% identical to our pRcpdc1 (Hossain et al.
1994 a) in nucleic-acid and amino-acid sequences in the
coding region, respectively. Since pdc1 and pdc4 are
highly homologous, the hybridizing signals detected by
the 5@-untranslated region probe in our previous report
(Hossain et al. 1996) might represent the combined
signal of pdc1 and pdc4, which could not be distin-
guished on Northern blots. This observation was sup-
ported by the work of Rivoal et al. (1997) as these
authors also could not distinguish hybridization be-
tween these two genes. Since RPAs are very sensitive
and more speci"c than Northern blots, this cross-hy-
bridization between pdc1 and 4 was eliminated and the
results in Fig. 3 b represent only the induction of pdc1.
Additional evidence was found in support of this con-
clusion when we compared the number of GC- and
GT-boxes present in the promoter regions of pdc1 and
pdc2. The pdc1 gene has "ve copies of each of these
boxes in the 1.3-kb promoter region (Hossain et al.
1996), while pdc2 has ten copies of each of these boxes
within the 1-kb promoter region (Fig. 2). These boxes
have been shown to be involved in the anaerobic induc-
tion of reporter gene expression (Olive et al. 1990, 1991)
and, hence, the presence of these boxes in higher copies
in the pdc2 promoter than in the pdc1 promoter also
supports the higher induction of pdc2. Therefore, we
believe that pdc2 is more inducible than pdc1 in both
shoots and roots under anaerobic conditions. The fain-
ter and smaller bands observed in both Figs. 3 a and
b might arise from hybridization between radiolabelled
probes and partially degraded RNAs, as well as
from degraded cross-hybridization products among
other genes.

The evolutionary relationship of the pdcs was
studied by comparing their intron positions and intron
lengths (Fig. 4 a and b). Although intron lengths were
found to be variable among rice pdc1 and pdc2, and
maize pdc1, the intron positions were found to be
highly conserved among these three genes. This might
indicate an evolutionary conservation of the functional
domains, or even the whole protein in rice and maize.

The map locations of three pdcs have been deter-
mined in the rice genome. The mapping of these genes
con"rmed the presence of three independent pdc loci in
rice supporting our previous results that pdc is encoded
by three or more genes in rice (Hossain et al. 1996). The

use of gene-speci"c probes was essential for resolving
the locations of each pdc. pdc1 has an internal ScaI site
at the 3@-end (Hossain et al. 1996). Thus, co-segregation
of the pdc1-speci"c 7-kb band and the 3-kb band that
hybridized only to probe 1A on the ScaI digested DNA
suggested that this 3-kb band might represent the 3@-
end of pdc1. Mapping of this 3-kb band on the same
position as the pdc1-speci"c band also supports this
conclusion.

The orthologous counterpart to rice pdc1 in maize
would be predicted to lie on either of two internally
duplicated regions of maize chromosome 6 or 8, based
on the alignment of comparative rice-maize maps (Paul
et al. 1997). As the maize pdc1 locus has previously been
mapped to a heterologous region in the middle of maize
chromosome 8 between umc173 and umc12 (Peschke
and Sachs 1993), these two pdc1 genes appear to repres-
ent homologues in the rice and the maize genomes.
Branching out to other members of the Gramineae, an
orthologous locus would be predicted to be located
near the middle of oat linkage group A (VanDeynze et
al. 1995 a; Paul et al. 1997) and near the centromere on
¹riticeae chromosome 1 (VanDeynze et al. 1995 b;
Paul et al. 1997; Figs. 1A, B, and C).

Rice pdc2 mapped to rice chromosome 3 and the
predicted orthologous locus in maize would be ex-
pected to lie on one of the duplicated regions of maize
chromosome 1 or 9. However, a locus known as maize
pdc2 has been mapped to maize chromosome 8 (within
40 cM of maize pdc1) (Peschke and Sachs 1993) in
a region that shows no evidence of conserved linkage
with the markers near the pdc2 locus in rice. Therefore,
we have no data to suggest that the maize pdc2 locus is
orthologous to this newly mapped pdc2 locus in rice.
Based on the position of rice pdc2 on chromosome 3 in
this study, we would still predict that if there is an
orthologous counterpart to this gene in maize, it would
lie on either chromosome 1 or 9, and on linkage group
F in oat and chromosome 4 in the ¹riticeae.

Rice pdc3 mapped to the distal portion of rice chro-
mosome 7. Based on the placement of the closest linked
marker mapped in both maize and rice (CDO38), the
predicted orthologue in maize would be expected to lie
on either maize chromosome 1 or 7. The report by
Peschke and Sachs (1993) indicates that maize pdc3 lies
in the predicted region of maize chromosome 1; there-
fore, we conclude that these pdc3 genes are probably
orthologous.

We have compared the map positions of three pdcs
to that of the sub1 locus (Xu and MacKill 1996) and
other QTLs for submergence tolerance (Nandi et al.
1997) in rice. Only pdc3 is located on chromosome 7, in
which a QTL has also been mapped (Nandi et al. 1997).
However, pdc3 is located, towards the end of chromo-
some 7 whereas the QTL is located in the middle of the
same chromosome suggesting that they may not be the
same locus. Submergence tolerance has been found
to be a complex trait, and signi"cant additive and
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non-additive gene action, as well as the involvement of
a few to several genes, has been reported (Mohanty and
Khush 1985; Haque et al. 1989). Therefore, the appar-
ent lack of correspondence in the map locations of pdcs
to that of the sub1 locus and other QTLs may not be
su$cient to reach any conclusion about the role of pdcs
in submergence tolerance.

In summary, our study on the pdc family in rice is of
interest for two reasons: it provides a model for study-
ing the evolution of gene families in related genera, in
addition to its important biological role in anaerobic-
speci"c fermentation. These genes also provide useful
targets for engineering submergence tolerance in rice
and other cereals.
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