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In contrast to eudicot flowers which typically exhibit sepals and petals at their periphery,
the flowers of grasses are distinguished by the presence of characteristic outer organs. In
place of sepals, grasses have evolved the lemma and the palea, two bract-like structures
that partially or fully enclose the inner reproductive organs. With little morphological
similarities to sepals, whether the lemma and palea are part of the perianth or non-floral
organs has been a longstanding debate. In recent years, comparative studies of floral
mutants as well as the availability of whole genome sequences in many plant species have
provided strong arguments in favor of the hypothesis of lemma and palea being modified
sepals. In rice, a feature of the palea is the bending of its lateral region into a hook-shaped
marginal structure. This allows the palea to lock into the facing lemma region, forming
a close-fitting lemma–palea enclosure. In this article, we focus on the rice lemma and
palea and review some of the key transcription factors involved in their development and
functional specialization. Alternative interpretations of these organs are also addressed.
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EQUATING FLOWER ARCHITECTURES
Flowers are biological wonders. Flowering plants, or angiosperms,
have evolved into an impressive number of species (the lowest
estimations are well above 200,000; Scotland and Wortley, 2003)
and are found in almost all ecological niches around the world.
Flowers exist in a staggering variety of forms, colors and architectures and yet an exhaustive catalog is still a long way ahead
(Endress, 2011). The ecological dominance and evolutionary
success of the angiosperms is partly explained by the flexibility
of their flower-based mode of reproduction which has allowed
sustained species diversification over time (Crepet and Niklas,
2009).
At the molecular level, flowers are formed upon the action
of numerous transcription factors, the majority belonging to the
MIKCc -type MADS-box family (Gramzow and Theissen, 2010;
Wellmer and Riechmann, 2010). The current and widely-accepted
model that describes how these transcription factors interact to
direct the development of floral organs, the ABCDE model, is
based on early mutant studies in two eudicot species, Antirrhinum
majus (Plantaginaceae; Schwarz-Sommer et al., 1990) and Arabidopsis thaliana (Brassicaceae; Bowman et al., 1991). Consequently, conceptual thinking of flower development is rooted in
the typical dicotyledonous, four-concentric whorl flower architecture in which each whorl is occupied by one type of organ with
the following sequence: sepal, petal, stamen, and carpel (from
the outermost to the innermost whorl). The model is flexible
enough however to be extended to various floral architectures
(Bowman, 1997; Erbar, 2007; Theissen and Melzer, 2007); and
derived models, such as the “fading borders” model, have been
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generated to describe the flowers of species as phylogenetically
distant from A. thaliana as the basal angiosperms (Buzgo et al.,
2004). In several monocot species for example, sepals and petals
are not distinguishable and are collectively referred to as tepals.
Nevertheless, the relation between tepals and sepals/petals can be
accounted for in the ABCDE model by shifts in the domain of
expression of B-function homeotic genes (Bowman, 1997).
There are several species however where the interpretation
of the floral architecture itself, and most particularly the outer
whorls and peripheral organs, is problematic to begin with.
Within the monocots, this is the case for members of the grass
family which bear characteristic flowers, termed florets, that differ
substantially from the one described in the ABCDE model. The
periphery of the grass flower is occupied by elongated and leafy
organs, evocative of small bracts, in a striking contrast to a typical
monocot perianth. The nature of these organs and the identity of
their counterparts in non-grass related species, if any, have been
subject to much debate for more than a century (Clifford, 1986).
The identity of the bract-like organs closest to the inner flower,
called lemma and palea, has been the most controversial. While
various interpretations have been formulated (Clifford, 1986), the
lemma and palea have been commonly interpreted as a bract
and a prophyll, respectively (Linder, 1987; Rudall and Bateman,
2004). Alternatively, the palea has been interpreted as two fused
sepals (adaxial tepals; Schuster, 1910; Stebbins, 1951) and the
lemma has been rarely interpreted as a sepal (calyx; Francis,
1920).
Oryza sativa (common rice) is one of the best documented
grass species and many rice mutants have been described in the
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literature. Focusing on O. sativa, in the following are reviewed
some of the key pieces of data that have surfaced in the last
30 years or so which have shed light on the controversial nature
of the lemma and palea.

LEMMA AS BRACT AND PALEA AS PROPHYLL
EQUIVALENTS?
The structure of the rice flower is commonly described and organs
designated as following (Figure 1): On a short axis, the rachilla,
are proximally attached two cupule-shaped small outgrowths
called rudimentary glumes. Above the rudimentary glumes are
found a pair of scales called sterile lemmas or empty glumes
depending on how they are interpreted. The floret is the unit
above the sterile lemmas that comprises the lemma, the palea
and the enclosed inner floral organs. The floret is commonly
considered as the grass equivalent of the eudicot flower and the
addition of the floret, the sterile lemmas and the rudimentary
glumes forms the spikelet.
The above nomenclature stems from an early and common
interpretation which is based on the observation that the lemma
arises on the main axis, which is distinct from the floret axis. The
lemma is thus regarded as a modified leaf which subtends the

FIGURE 1 | Structure of the rice and maize spikelets. (A) Rice spikelet.
Inset is a close-up view of the basal region of the lemma and palea.
le, lemma; pa, palea; mrp, marginal region of palea; bop, body of palea;
sl, sterile lemma; rg, rudimentary glume. (B) Maize tassel (male) spikelet.
le, lemma; pa, palea; gl, glume.
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floral meristem in its axil (Arber, 1934; Bell, 1991; Kellogg, 2001).
The distinct origin of the lemma is illustrated in the leafy lemma
barley mutant in which the lemma is specifically transformed
into a leaf-like organ (Pozzi et al., 2000). While modified leaves
growing near inflorescences, or bracts, can take petal-like vivid
colors in some species (Buzgo and Endress, 2000), they do not
belong to the perianth by definition and are therefore extra-floral
organs. Facing the lemma, the palea originates on the floret axis
and, since it is the first “leaf ” arising from the meristem subtended
by the lemma, it is commonly considered a prophyll. The basal
bracts that subtend the spikelet are called glumes and in rice the
term has been applied indiscriminately to both the rudimentary
glumes and the empty glumes, bringing some confusion to which
are the spikelet-subtending bracts. Based on serial sections, Arber
(1934) concluded that the rudimentary glumes are the true basal
bracts of the rice spikelet, only in an extremely reduced, vestigial
form. Consequently the “empty glumes” are interpreted as sterile
lemmas, since they do not bear any flowers in their axils.

LEMMA AND PALEA AS SEPAL EQUIVALENTS?
The interpretation of the lemma as bract and palea as prophyll
equivalents relies for the most part on early morphological comparative studies (Arber, 1934; Stebbins, 1951; Clifford, 1986; Bell,
1991). However, more recent progress in the genetics of flower
development highlighting the universal role of MADS-box genes
as floral homeotic genes suggest that both lemma and palea
are sepal equivalents, in the sense that they are outer perianth
organs corresponding to the tepals/sepals of most other flowers.
Such equivalency does not imply however that sepals and both
lemma and palea are derived from the same ancestral organ.
The sequencing of the genome of Amborella trichopoda, a species
belonging to the sister lineage to all other extant flowering plants,
has revealed that each of the eight major lineages of MADS-box
genes were represented in the most recent common ancestor of
the angiosperms (Amborella Genome Project, 2013). MADS-box
genes are thus invaluable molecular markers toward determining
floral organ identity. In the interpretation where the lemma and
palea are floral organs, homeotic genes associated with floral identity are expected to be expressed in these structures. Conversely,
such gene expression is expected to be lacking in bracts and other
non-floral structures. In rice, inflorescence meristem identity is
specified by AP1/FUL-like genes and a SEP gene (Kobayashi et al.,
2012). Furthermore no significant expressions of floral MADSbox genes can be detected in the bracts of grasses, strongly suggesting that the lemma and palea are distinct from these structures
(Kyozuka et al., 2000; Malcomber and Kellogg, 2004; Prasad
et al., 2005; Preston and Kellogg, 2007). Expression analysis of
key MADS-box genes in Streptochaeta angustifolia, a non-spikeletbearing grass species, and in the grass outgroup monocot Joinvillea ascendens allowed Preston et al. (2009) to infer the putative
floral architecture of the grass common ancestor: three categories
of structure (glume-, sepal-, and petal-equivalents) would each
express a different combination of AP1/FUL-like, LHS1-like and
B-class genes. In any case, expression of any of these genes is
neither expected in the bracts of the grass common ancestor nor
detected in the bracts of any of the investigated monocot species.
The authors suggest that the ancestral sepal-equivalent structures
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which express AP1/FUL-like and LHS1-like genes are the organs
from which the lemma and palea are derived (Preston et al., 2009).
According to the ABCDE model, perianth whorls develop
under the action of A-class genes (sepals) or cumulative action
of A-and B-class genes (petals). Petals are therefore expected
to homeotically transform into sepals or at least acquire some
degree of sepal identity when B-class genes are disrupted, as
documented in the apetala3 (ap3) mutant of A. thaliana (Goto
and Meyerowitz, 1994). The role of genes for B function has
been shown to be conserved across the angiosperms (Whipple
et al., 2007) and in maize, disruption of the B-class SILKY1 gene
leads to a homeotic conversion of the lodicules (organs commonly
considered as petal equivalents) into lemma/palea-like structures
(Ambrose et al., 2000). A similar homeotic conversion is observed
in the loss-of-function alleles of the SUPERWOMAN1 (SPW1)
gene, the rice ortholog of AP3 (Nagasawa, 2003). Following the
ABCDE model, these results strongly suggest that the lemma and
palea are equivalent to the sepals of most other flowers.
The phenotype of maize branched silkless (bd1), in which
transition from the spikelet meristem to the floret meristem is
blocked, supports that lemma and palea are floral organs. The
mutant is able to produce glumes but neither lemma nor palea is
formed (Colombo et al., 1998), indicating that the whorls holding
the lemma and the palea originate from a floral meristem.

PALEA AS A DIFFERENTIATED LEMMA
Irrespective of the homology of the lemma and palea, the genetic
mechanisms that control their development are distinct (summarized in Figure 2). There are mutants in which either the palea or
the lemma is specifically affected, such as the leafy lemma mutant
of barley or the depressed palea1 (dp1) mutant of rice, which palea
is dramatically reduced but its lemma remains unchanged (Pozzi
et al., 2000; Luo et al., 2005). Ambrose et al. (2000) hypothesized
that the lemma and the palea reside in two distinct whorls,
which would account for some level of genetic independence and
explains the asymmetrical phenotypes.

FIGURE 2 | Major transcription factors controlling the development of
the lemma and palea in rice. Genes involved in development of lemma
and palea are shown. lemma (dark green); marginal region of palea (mrp;
blue); body of palea (bop; light green); sterile lemma (yellow); Lo, lodicule;
S, stamen; C, carpel.
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Depending on the grass species, the palea can be distinguished
from the lemma by various morphological features, such as the
number of vascular bundles, size, or surface structure. In O. sativa,
the differentiation of the palea is particularly pronounced. Edges
of the palea curl outwardly at its base in a hook-shaped marginal
structure which fits together with the inwardly curled facing
lemma. The marginal region of the palea is smooth and light colored, in contrast to the body of the palea which is populated with
silicified cells bearing trichomes. Phenotypes of several mutants
suggest that the rice palea can be considered as a composite of
two types of domain: the body and the marginal region. In this
hypothesis, the body is further interpreted as a structure with a
lemma identity and the marginal regions as distinct structures
with palea identity (Yoshida and Nagato, 2011). Phenotypes of the
mfo1 and cfo1 mutants further support this idea (Ohmori et al.,
2009; Sang et al., 2012; see below).

TRANSCRIPTION FACTORS INVOLVED IN PALEA
DIFFERENTIATION
The AGL6-like MADS-box gene MOSAIC FLORAL ORGANS1
(MFO1; MADS6) is a major determinant of the rice palea architecture. In mfo1, the palea acquires features of the lemma, namely
inward curling, loss of the marginal region and ectopic expression
of DROOPING LEAF (DL), a gene normally expressed in the
lemma (Ohmori et al., 2009). In addition to its role in palea
differentiation, MFO1 has a central role in spikelet development
and is involved in floral meristem determinacy. A phylogenetic
analysis has revealed that expression of MFO1 in the palea has
appeared later in the evolution and correlated with the origin of the grass spikelet (Reinheimer and Kellogg, 2009). In
maize, the bearded-ear (bde) gene is orthologous to MFO1 and
is also expressed in the palea but not in the lemma, suggesting
a conserved role for AGL6-like genes in the palea across the
grasses (Thompson et al., 2009). This hypothesis could be tested
by investigating the role of MFO1/bde orthologs in other grass
species.
Similarly to mfo1, chimeric floral organs1 (cfo1; the mutant
of rice MADS32) shows variable defects in the inner whorls
but a rather consistent, somewhat similar phenotype to mfo1
in the palea. The marginal region in cfo1 mutants is enlarged
and silicified and ectopic expression of DL is also observed.
However, unlike in mfo1 paleas, there is no lemma-like inward
curling (Sang et al., 2012). CFO1 was thought to be a grassspecific gene until the recent sequencing of Amborella trichopoda
revealed the presence of an ortholog, implying that the gene has
been lost outside of the grass group. The evolution of CFO1 and
its ancestral function remain to be elucidated and it would be
particularly interesting to know if, similarly to MFO1, the gene
was recruited in the palea to support its differentiation in grasses.
RETARDED PALEA1 (REP1) encodes a CYCLOIDEA (CYC)like TCP transcription factor which promotes the growth of the
body of the palea, presumably by defining the boundaries between
the marginal region and the body (Yuan et al., 2009). In rep1
the body is strongly reduced, resulting in a much smaller palea,
whereas the marginal region is widened. Over-expression lines
show the opposite phenotype, that is an overgrown body and
narrower marginal region.
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RETARDED PALEA1 is hypothesized to be downstream of the
DP1 gene which encodes an AT-hook transcription factor (Jin
et al., 2011). The dp1 mutant shows a more severe phenotype than
rep1: The body is lost entirely, leaving two marginal leafy organs
which are likely to be transformed marginal regions. The only
putative ortholog to DP1 described so far is the maize BARREN
STALK FASTIGIATE1 (BAF1) gene. The BAF1/DP1 function is
hypothesized to be conserved in all of the grasses (Gallavotti et al.,
2011), and would contribute to the differentiation of the grass
flower. The phenotypes of rep1 and dp1 mutants are consistent
with the interpretation of the rice palea being composed of two
types of domain: a lemma-identity structure (the body) and two
differentiated lateral structures (the marginal regions; Jin et al.,
2011).

TRANSCRIPTION FACTORS INVOLVED IN LEMMA
DIFFERENTIATION
A common feature of both mfo1 and cfo1 mutants is the palea
ectopic expression of DL in the abnormal paleas. Mutant alleles
of dl have been well documented, mostly for the striking loss of
carpel identity, a function which is conserved in A. thaliana via the
CRABS CLAW (CRC) ortholog, and for the inability to maintain
erect leaves (Bowman and Smyth, 1999; Yamaguchi et al., 2004).
DL promotes cell proliferation in the leaf midrib structure and
in the lemma, along its longitudinal axis. This is illustrated in
the dl-sup1 mutant which grows a shorter lemma; and for the
requirement of the gene in awn development (Toriba and Hirano,
2014). In a dl cfo1 double mutant, the altered marginal region
phenotype of cfo1 is rescued, suggesting that the defects observed
in cfo1 marginal regions are due to the ectopic activity of DL.
The marginal region is not altered however in a dl mfo1 double
mutant, so the precise mechanisms by which ectopic DL expression disturbs palea development remain to be elucidated (Li et al.,
2011).
Another gene involved in lemma differentiation is the rice
LHS1 (MADS1) gene. Ectopic expression of LHS1 in the sterile
lemma confers the organ lemma-like morphological and anatomical traits. Conversely, silenced lines of LHS1 show transformation
of their lemmas into sterile lemma-like organs with poor cellular
differentiation (Prasad et al., 2005). The palea is only slightly
affected in these mutants, suggesting that LHS1 functions essentially as a lemma differentiation gene.
LEMMAS AND STERILE LEMMAS
Eighty years ago, Arber hypothesized that the sterile lemmas
are the remaining organs of two additional spikelets, lost from
an ancestral rice with a three-floret spikelet (Arber, 1934). The
LONG STERILE LEMMA1 (G1) protein contains an ALOG
domain and belongs to a recently described class of transcription
factor. The g1 mutant shows the striking phenotype of sterile
lemmas transformed into lemmas, bringing genetic evidence to
the long-standing hypothesis by Arber (1934; Yoshida et al., 2009).
This idea is supported by similar phenotypes of panicle phytomer2
(pap2; mads34; Lin et al., 2014).
The spikelet of the wild rice O. grandiglumis bears elongated
sterile lemmas which are in a striking resemblance to the ones of
g1 or pap2. Nucleotide sequences of O. grandiglumis G1 and PAP2
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show some polymorphism in key functional domains, suggesting
that the long sterile lemma phenotype of O. grandiglumis is the
result of natural variations in the G1 and/or PAP2 sequences.

LEMMA AND PALEA ILLUSTRATE THE ANGIOSPERM
FLOWER PLASTICITY
The large diversity in flower shape and architecture across the
angiosperms makes unraveling the evolution of morphological
features a laborious and challenging task. Identification and analysis of floral transcription factors have uncovered how subtle
genetic alterations can result in dramatic morphological changes.
Duplication, recruitment and/or sub-functionalization of the
MADS-box transcription factors have been shown to correlate
with floral diversification (Shan et al., 2009; Yockteng et al., 2013),
and undoubtedly, the complexity and flexibility of floral feature
evolution had been underestimated during the pre-molecular era
(Endress and Matthews, 2012).
Before the advent of molecular biology, the lemma and palea of
grasses have been arguably most commonly interpreted as a bract
and prophyll, respectively, although a handful of authors over the
last century have suggested that they might be modified perianth
parts. While the lemma and palea of grasses show significant
morphological variations depending on the observed species,
expressions of AP1/FUL-like genes as well as LHS1-like genes are
detected in these structures. This implies that the lemma and palea
are emerging on a floral meristem and that they are very likely to
be distinct from glumes since the expression of LHS1-like genes
has not been observed in the glumes of any grasses yet (Preston
et al., 2009). Some mutants affected in B function, which is likely
to be conserved across angiosperms (Whipple et al., 2007), show
a homeotic transformations of their second whorl organs into
lemma/palea-like organs. Taken together, these data suggest that
the lemma and palea of grasses are likely to be sepal equivalents.
Biotic-pollinated plants must accommodate for bud protection and attract pollinators at the same time, and their perianth
has evolved under these constraints. In wind-pollinated grasses
however, elongated and covering outer organs provide advantageous protection against pests and physical damage. Under the
assumption that the grass lemma and palea are sepal equivalents,
these organs, and most particularly in the case of rice, can be
regarded as a remarkable illustration of the evolutionary potency
of the angiosperms.
ACKNOWLEDGMENTS
This work was partly supported by a grant from the Ministry of
Agriculture, Forestry, and Fishery of Japan (Research project for
Genomics for Agricultural Innovation GRA-203-1-1) and by JSPS
KAKENHI Grant Number 26292008.
REFERENCES
Amborella Genome Project. (2013). The Amborella genome and the evolution of
flowering plants. Science 342, 1241089. doi: 10.1126/science.1241089
Ambrose, B. A., Lerner, D. R., Ciceri, P., Padilla, C. M., Yanofsky, M. F., and
Schmidt, R. J. (2000). Molecular and genetic analyses of the silky1 gene reveal
conservation in floral organ specification between eudicots and monocots. Mol.
Cell 5, 569–579. doi: 10.1016/S1097-2765(00)80450-5
Arber, A. (1934). The Gramineae: A Study of Cereal, Bamboo, and Grass. New York:
Cambridge University Press.

February 2015 | Volume 6 | Article 61 | 4

Lombardo and Yoshida

Bell, A. D. (1991). Plant Form: An Illustrated Guide to Flowering Plant Morphology.
Oxford: Oxford University Press.
Bowman, J. L. (1997). Evolutionary conservation of angiosperm flower development at the molecular and genetic levels. J. Biosci. 22, 515–527. doi: 10.1007/
BF02703197
Bowman, J. L., and Smyth, D. R. (1999). CRABS CLAW, a gene that regulates
carpel and nectary development in Arabidopsis, encodes a novel protein with
zinc finger and helix-loop-helix domains. Development 126, 2387–2396.
Bowman, J. L., Smyth, D. R., and Meyerowitz, E. M. (1991). Genetic interactions
among floral homeotic genes of Arabidopsis. Development 112, 1–20.
Buzgo, M., and Endress, P. K. (2000). Floral structure and development of Acoraceae and its systematic relationships with basal angiosperms. Int. J. Plant Sci.
161, 23–41. doi: 10.1086/314241
Buzgo, M., Soltis, P. S., and Soltis, D. E. (2004). Floral developmental morphology
of Amborella trichopoda (Amborellaceae). Int. J. Plant Sci. 165, 925–947. doi:
10.1086/424024
Clifford, H. T. (1986). “Spikelet and floral morphology” in Grass Systematics
and Evolution, eds T. R. Soderstrom, K. W. Hilu, C. S. Campbell, and M. E.
Barkworth (Washington, DC, Smithsonian Institution Press), 21–30.
Colombo, L., Marziani, G., Masiero, S., Wittich, P. E., Schmidt, R. J., Gorla, M. S.,
et al. (1998). BRANCHED SILKLESS mediates the transition from spikelet to
floral meristem during Zea mays ear development. Plant J. 16, 355–363. doi:
10.1046/j.1365-313x.1998.00300.x
Crepet, W. L., and Niklas, K. J. (2009). Darwin’s second “abominable mystery”: why
are there so many angiosperm species? Am. J. Bot. 96, 366–381. doi: 10.3732/
ajb.0800126
Endress, P. K. (2011). Evolutionary diversification of the flowers in angiosperms.
Am. J. Bot. 98, 370–396. doi: 10.3732/ajb.1000299
Endress, P. K., and Matthews, M. L. (2012). Progress and problems in the assessment of flower morphology in higher-level systematics. Plant Syst. Evol. 298,
257–276. doi: 10.1007/s00606-011-0576-2
Erbar, C. (2007). Current opinions in flower development and the evo-devo
approach in plant phylogeny. Plant Syst. Evol. 269, 107–132. doi: 10.1007/
s00606-007-0579-1
Francis, M. E. (1920). Book of Grasses. Garden City, NY: Doubleday.
Gallavotti, A., Malcomber, S., Gaines, C., Stanfield, S., Whipple, C., Kellogg, E., et al.
(2011). BARREN STALK FASTIGIATE1 is an AT-hook protein required for the
formation of maize ears. Plant Cell 23, 1756–1771. doi: 10.1105/tpc.111.084590
Goto, K., and Meyerowitz, E. M. (1994). Function and regulation of the Arabidopsis floral homeotic gene PISTILLATA. Genes Dev. 8, 1548–1560. doi:
10.1101/gad.8.13.1548
Gramzow, L., and Theissen, G. (2010). A hitchhiker’s guide to the MADS world of
plants. Genome Biol. 11, 214. doi: 10.1186/gb-2010-11-6-214
Jin, Y., Luo, Q., Tong, H., Wang, A., Cheng, Z., Tang, J., et al. (2011). An AT-hook
gene is required for palea formation and floral organ number control in rice.
Dev. Biol. 359, 277–288. doi: 10.1016/j.ydbio.2011.08.023
Kellogg, E. A. (2001). Evolutionary history of the grasses. Plant Physiol. 125, 1198–
1205. doi: 10.1104/pp.125.3.1198
Kobayashi, K., Yasuno, N., Sato, Y., Yoda, M., Yamazaki, R., Kimizu, M., et al.
(2012). Inflorescence meristem identity in rice is specified by overlapping
functions of three AP1/FUL-like MADS box genes and PAP2, a SEPALLATA
MADS box gene. Plant Cell 24, 1848–1859. doi: 10.1105/tpc.112.097105
Kyozuka, J., Kobayashi, T., Morita, M., and Shimamoto, K. (2000). Spatially and
temporally regulated expression of rice MADS box genes with similarity to Arabidopsis class A, B and C genes. Plant Cell Physiol. 41, 710–718. doi: 10.1093/pcp/
41.6.710
Li, H., Liang, W., Hu, Y., Zhu, L., Yin, C., Xu, J., et al. (2011). Rice MADS6 interacts
with the floral homeotic genes SUPERWOMAN1, MADS3, MADS58, MADS13,
and DROOPING LEAF in specifying floral organ identities and meristem fate.
Plant Cell 23, 2536–2552. doi: 10.1105/tpc.111.087262
Lin, X., Wu, F., Du, X., Shi, X., Liu, Y., Liu, S., et al. (2014). The pleiotropic
SEPALLATA-like gene OsMADS34 reveals that the “empty glumes” of rice
(Oryza sativa) spikelets are in fact rudimentary lemmas. New Phytol. 202, 689–
702. doi: 10.1111/nph.12657
Linder, H. P. (1987). The evolutionary history of the Poales/Restionales: a hypothesis. Kew Bull. 42, 297–318. doi: 10.2307/4109686
Luo, Q., Zhou, K., Zhao, X., Zeng, Q., Xia, H., Zhai, W., et al. (2005). Identification
and fine mapping of a mutant gene for palealess spikelet in rice. Planta 221,
222–230. doi: 10.1007/s00425-004-1438-8

www.frontiersin.org

Lemma and palea of grasses

Malcomber, S. T., and Kellogg, E. A. (2004). Heterogeneous expression patterns and
separate roles of the SEPALLATA gene LEAFY HULL STERILE1 in grasses. Gene
16, 1692–1706. doi: 10.1105/tpc.021576.reduced
Nagasawa, N. (2003). SUPERWOMAN1 and DROOPING LEAF genes control
floral organ identity in rice. Development 130, 705–718. doi: 10.1242/dev.00294
Ohmori, S., Kimizu, M., Sugita, M., Miyao, A., Hirochika, H., Uchida, E., et al.
(2009). MOSAIC FLORAL ORGANS1, an AGL6-like MADS box gene, regulates
floral organ identity and meristem fate in rice. Plant Cell 21, 3008–3025. doi:
10.1105/tpc.109.068742
Pozzi, C., Faccioli, P., Terzi, V., Stanca, A. M., Cerioli, S., Castiglioni, P., et al. (2000).
Genetics of mutations affecting the development of a barley floral bract. Genetics
154, 1335–1346.
Prasad, K., Parameswaran, S., and Vijayraghavan, U. (2005). OsMADS1, a rice
MADS-box factor, controls differentiation of specific cell types in the lemma
and palea and is an early-acting regulator of inner floral organs. Plant J. 43,
915–928. doi: 10.1111/j.1365-313X.2005.02504.x
Preston, J. C., Christensen, A., Malcomber, S. T., and Kellogg, E. A. (2009). MADSbox gene expression and implications for developmental origins of the grass
spikelet. Am. J. Bot. 96, 1419–1429. doi: 10.3732/ajb.0900062
Preston, J. C., and Kellogg, E. A. (2007). Conservation and divergence of
APETALA1/FRUITFULL-like gene function in grasses: evidence from gene
expression analyses. Plant J. 52, 69–81. doi: 10.1111/j.1365-313X.2007.03209.x
Reinheimer, R., and Kellogg, E. A. (2009). Evolution of AGL6-like MADS box genes
in grasses (Poaceae): ovule expression is ancient and palea expression is new.
Plant Cell 21, 2591–2605. doi: 10.1105/tpc.109.068239
Rudall, P. J., and Bateman, R. M. (2004). Evolution of zygomorphy in monocot
flowers: iterative patterns and developmental constraints. New Phytol. 162, 25–
44. doi: 10.1111/j.1469-8137.2004.01032.x
Sang, X., Li, Y., Luo, Z., Ren, D., Fang, L., Wang, N., et al. (2012). CHIMERIC
FLORAL ORGANS1, encoding a monocot-specific MADS box protein, regulates floral organ identity in rice. Plant Physiol. 160, 788–807. doi: 10.1104/
pp.112.200980
Schuster, J. (1910). Über die Morphologie der Grasblüte. Flora 100, 213–266.
Schwarz-Sommer, Z., Huijser, P., Nacken, W., Saedler, H., and Sommer, H. (1990).
Genetic control of flower development by homeotic genes in Antirrhinum majus.
Science 250, 931–936. doi: 10.1126/science.250.4983.931
Scotland, R. W., and Wortley, A. H. (2003). How many species of seed plants are
there? Taxon 52, 101. doi: 10.2307/3647306
Shan, H., Zahn, L., Guindon, S., Wall, P. K., Kong, H., Ma, H., et al. (2009).
Evolution of plant MADS box transcription factors: evidence for shifts in
selection associated with early angiosperm diversification and concerted gene
duplications. Mol. Biol. Evol. 26, 2229–2244. doi: 10.1093/molbev/msp129
Stebbins, G. L. (1951). Natural selection and the differentiation of angiosperm
families. Evolution 5, 299. doi: 10.2307/2405676
Theissen, G., and Melzer, R. (2007). Molecular mechanisms underlying origin
and diversification of the angiosperm flower. Ann. Bot. 100, 603–619. doi:
10.1093/aob/mcm143
Thompson, B. E., Bartling, L., Whipple, C., Hall, D. H., Sakai, H., Schmidt, R.,
et al. (2009). bearded-ear encodes a MADS box transcription factor critical
for maize floral development. Plant Cell 21, 2578–2590. doi: 10.1105/tpc.109.
067751
Toriba, T., and Hirano, H.-Y. (2014). The DROOPING LEAF and OsETTIN2
genes promote awn development in rice. Plant J. 77, 616–626. doi: 10.1111/tpj.
12411
Wellmer, F., and Riechmann, J. L. (2010). Gene networks controlling the initiation
of flower development. Trends Genet. 26, 519–527. doi: 10.1016/j.tig.2010.
09.001
Whipple, C. J., Zanis, M. J., Kellogg, E. A., and Schmidt, R. J. (2007). Conservation
of B class gene expression in the second whorl of a basal grass and outgroups
links the origin of lodicules and petals. Proc. Natl. Acad. Sci. U.S.A. 104, 1081–
1086. doi: 10.1073/pnas.0606434104
Yamaguchi, T., Nagasawa, N., Kawasaki, S., Matsuoka, M., Nagato, Y., and Hirano,
H. (2004). The YABBY gene DROOPING LEAF regulates carpel specification and midrib development in Oryza sativa. Plant Cell 16, 500–509. doi:
10.1105/tpc.018044
Yockteng, R., Almeida, A. M. R., Morioka, K., Alvarez-Buylla, E. R., and Specht,
C. D. (2013). Molecular evolution and patterns of duplication in the SEP/AGL6like lineage of the Zingiberales: a proposed mechanism for floral diversification.
Mol. Biol. Evol. 30, 2401–2422. doi: 10.1093/molbev/mst137

February 2015 | Volume 6 | Article 61 | 5

Lombardo and Yoshida

Yoshida, A., Suzaki, T., Tanaka, W., and Hirano, H.-Y. (2009). The homeotic
gene long sterile lemma (G1) specifies sterile lemma identity in the rice
spikelet. Proc. Natl. Acad. Sci. U.S.A. 106, 20103–20108. doi: 10.1073/pnas.
0907896106
Yoshida, H., and Nagato, Y. (2011). Flower development in rice. J. Exp. Bot. 62,
4719–4730. doi: 10.1093/jxb/err272
Yuan, Z., Gao, S., Xue, D.-W., Luo, D., Li, L.-T., Ding, S.-Y., et al. (2009).
RETARDED PALEA1 controls palea development and floral zygomorphy in rice.
Plant Physiol. 149, 235–244. doi: 10.1104/pp.108.128231
Conflict of Interest Statement: The authors declare that the research was conducted in the absence of any commercial or financial relationships that could be
construed as a potential conflict of interest.

Frontiers in Plant Science | Plant Evolution and Development

Lemma and palea of grasses

Received: 31 October 2014; accepted: 24 January 2015; published online: 18 February
2015.
Citation: Lombardo F and Yoshida H (2015) Interpreting lemma and palea homologies: a point of view from rice floral mutants. Front. Plant Sci. 6:61. doi: 10.3389/fpls.
2015.00061
This article was submitted to Plant Evolution and Development, a section of the
journal Frontiers in Plant Science.
Copyright © 2015 Lombardo and Yoshida. This is an open-access article distributed
under the terms of the Creative Commons Attribution License (CC BY). The use,
distribution or reproduction in other forums is permitted, provided the original
author(s) or licensor are credited and that the original publication in this journal
is cited, in accordance with accepted academic practice. No use, distribution or
reproduction is permitted which does not comply with these terms.

February 2015 | Volume 6 | Article 61 | 6

