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Five Different Types of Putative GnRH Receptor Gene
are Expressed in the Brain of Masu Salmon
(Oncorhynchus masou)
Aya Jodo, Hironori Ando* and Akihisa Urano
Division of Biological Sciences, Graduate School of Science, Hokkaido University,
Sapporo, Hokkaido 060-0810, Japan

ABSTRACT—Recent studies have shown that there are multiple genes encoding gonadotropin-releasing
hormone receptor (GnRH-R) in single species. In salmonids, however, only a single gene has been identified in the rainbow trout. We therefore isolated partial cDNAs from the brain and the pituitary of masu
salmon Oncorhynchus masou by reverse transcription-polymerase chain reaction and 5'-rapid amplification
of cDNA ends, using primers corresponding to conserved transmembrane domains (TMs). Five different
partial cDNAs were isolated from an individual and termed as msGnRH-R1, R2, R3, R4 and R5. They are
divided into two groups, msGnRH-R1, R2, R3 and msGnRH-R4, R5. Two groups share 59-71% nucleotide
sequence identities. Phylogenetic analysis showed that the former group is closely related to the goldfish
GnRH-R GfA, and the latter to GfB. All five msGnRH-R genes were expressed in the brain and msGnRHR1, R3 and R5 were expressed in the pituitary. In addition, we found mRNA for msGnRH-R1 in the kidney
and ovary, and R2 in the ovary, whereas msGnRH-R5 gene was widely expressed in the muscle, heart,
kidney and testis. Differences in the expression of msGnRH-R genes between maturing and spawning fish
were observed in the brain and pituitary, except for the constantly expressed msGnRH-R5. A splicing variant of msGnRH-R1 mRNA that is capable of generating a truncated GnRH-R that consists of 5TMs was
also expressed in the brain, pituitary and kidney. These results indicate that five different types of putative
GnRH-R gene are present and expressed in the brain of masu salmon.
Key words: GnRH receptor, salmon, brain, pituitary, gene expression

INTRODUCTION
Gonadotropin-releasing hormone (GnRH) plays a central role in the reproductive system of vertebrates. At least
two forms of GnRH coexist in the brain of most vertebrate
species. One GnRH form, hypothalamic GnRH, stimulates
gonadotropin (GTH) synthesis and release from the pituitary
and regulates gonadal maturation. Second GnRH, chicken
GnRH-II (cGnRH-II), is highly conserved among all classes
of vertebrates and shown to influence sexual behavior in
some vertebrate species (Millar, 2003). In most teleosts,
three molecular forms of GnRH have been identified; species-specific hypophysiotropic GnRH in the ventral telencephalon and preoptic area, cGnRH-II in the midbrain,
* Corresponding author: Tel. +81-11-706-2995;
FAX. +81-11-706-4448.
E-mail: hando@sci.hokudai.ac.jp
Note: The nucleotide sequences of msGnRH-R1, R2, R3, R4 and
R5 reported in this paper have been deposited in DDBJ database
with the respective accession numbers AB107910, AB107911,
AB107912, AB107913 and AB107914.
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and neuromodulatory salmon GnRH (sGnRH) in the olfactory neurons and terminal nerve (Dubois et al., 2002). In
salmonids, only two forms of GnRH, sGnRH and cGnRH-II,
have been identified in the brain, except for a primitive
salmonid, lake whitefish, in which three distinct GnRH molecules were recently identified (Adams et al., 2002). It is well
established in salmonids that sGnRH regulates gonadal
maturation through stimulation of GTH synthesis and
release, whereas cGnRH-II does not participate in gonadal
maturation and is thought to function as a neuromodulator
in the brain (Amano et al., 1997).
The presence of multiple forms of GnRH implies the
existence of multiple cognate receptor types. Indeed, two
types of GnRH receptor (GnRH-R) have been characterized
in the goldfish (Illing et al., 1999), medaka (Okubo et al.,
2001) and African catfish (Tensen et al., 1997; Bogerd et al.,
2002) and three types of GnRH-R in the bullfrog (Wang et
al., 2001a). Moreover, a second gene encoding mammalian
GnRH-R was identified from Primates (Millar et al., 2001).
This type II receptor is highly selective for cGnRH-II, while
formerly identified type I receptor shows high affinity for
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mammalian GnRH (mGnRH). Although the two types of
mammalian GnRH-R have distinct ligand selectivity, multiple
GnRH-Rs of lower vertebrates show the same order of affinities for the natural forms of GnRH (cGnRH-II > hypothalamic GnRH and/or sGnRH). It is therefore difficult
to discriminate the multiple types of nonmammalian GnRHR in terms of ligand at present.
The multiple types of GnRH-R are expressed in differential spatiotemporal patterns. In the bullfrog, mRNA of one
type of three GnRH-Rs was restricted to the pituitary, and
those of the other two GnRH-Rs were detected only in the
forebrain and hindbrain. Also, differences in the temporal
expression for the three GnRH-R mRNAs were observed
(Wang et al., 2001a). In teleosts, only one type of two catfish
GnRH-Rs (cfGnRH-Rs) is expressed in the ovary (Bogerd et
al., 2002), and two goldfish GnRH-Rs show different distributions in the brain and ovary (Illing et al., 1999). Differences in tissue distribution for the multiple types of GnRHR suggest their different roles in GnRH action, although
precise functions of multiple types of GnRH-R remain to be
elucidated.
In salmonids, only a single type of GnRH-R has been
identified from the brain of rainbow trout (rtGnRH-R)
(Madigou et al., 2000). Recently, a second mRNA isoform
(mRNA-2) generated by alternative promoter usage and
splicing was characterized (Madigou et al., 2002). These
two GnRH-R isoforms show distinct tissue distributions, and
were differently distributed in the testis and ovary during
gametogenesis. However, it is still unknown whether multiple types of GnRH-R genes exist in salmonids. In the
present study, we therefore isolated putative cDNAs encoding GnRH-R in the brain and the pituitary of masu salmon
(Oncorhynchus masou) by reverse transcription-polymerase
chain reaction (RT-PCR) and 5'-rapid amplification of cDNA
ends (5'-RACE), using degenerate primers designed from
conserved transmembrane domains (TMs). Here, we demonstrate that five distinct putative GnRH-R genes are
present in masu salmon and they were expressed in different spatiotemporal patterns.

MATERIALS AND METHODS
Amplification of partial cDNAs by RT-PCR
Total RNA was extracted from an individual pituitary of maturing female masu salmon (body weight 146 g, fork length 24.8 cm,
gonadosomatic index 0.82%) by the guanidium thiocyanate hot
phenol-chloroform method (Chirgwin et al., 1979). A reverse transcription was performed on 5 mg of total RNA using an oligo(dT)
primer (Amersham Biosciences Corp., NJ, USA) and SuperScript II
RNase H– reverse transcriptase (Invitrogen Corp., Carlsbad, CA,
USA) according to the manufacturer's protocol. These cDNAs
were served as templates for PCR amplification with degenerate
primers, GnRf1, 5'-ATGACCTTYRTGGTGATGCC-3' and GnRr1,
5'-AGGTAGTAGGGCGTCCAGCA-3', corresponding to conserved
sequences in the TM2 and TM6 of teleost GnRH-Rs (see Fig. 1). A
PCR mixture (10 ml) contained 1x Expand High Fidelity buffer, 1.5
mM MgCl2, 0.2 mM dNTP, primers (1 mM each) and 0.53 units
Expand High Fidelity Enzyme (Roche Applied Science, Mannheim,
Germany). PCR condition was: denaturation at 94∞C for 2 min, followed by 35 cycles of 94∞C for 15 sec, 55∞C for 30 sec, and 72∞C
for 1 min, and finally by additional 7 min at 72∞C. PCR fragments
of expected size (approximately 570 bp) were amplified and purified
by a QIAquick Gel Extraction Kit (QIAGEN, Hilden, Germany)
and cloned into a pCR-Script Amp SK(+) cloning vector
(STRATAGENE, CA, USA). Nucleotide sequence was determined
by the dideoxy chain-termination method (Sanger et al., 1977),
using a SQ-5500 DNA sequencer (Hitachi, Tokyo, Japan). Multiple
cDNA clones containing an insert of the expected size were subjected to DNA sequence analysis.
5'-rapid amplification of cDNA ends (5'-RACE)
Total RNA was extracted from the brain containing the telencephalon and hypothalamus of the same individual used in the
RT-PCR. The total RNA was reverse transcribed and 5'-RACE
was performed using SMART™ RACE cDNA Amplification Kit
(CLONTECH Laboratories, Inc., CA, USA) according to the manufacturer's instruction. A gene-specific primer, 5'-GnR1, 5'-CTGACCACCACCAGGATGAAGGC-3', was designed on the basis of four
different partial sequences obtained by RT-PCR (Fig. 1). 5'-RACE
condition was: denaturation at 94∞C for 2 min, followed by 5 cycles
of 94∞C for 5 sec and 72∞C for 3 min, 5 cycles of 94∞C for 5 sec,
70∞C for 10 sec and 72∞C for 3 min, and 27 cycles of 94∞C for 5
sec, 68oC for 10 sec and 72∞C for 3 min, and finally by additional
7 min at 72∞C. In addition, to obtain the required number of cDNA
clones for determination of the sequences of msGnRH-R4 and R5,
we designed the specific primer, 5'-GnR2, 5'-GGTCTGCAGAGGC-

Fig. 1. Schematic representation of msGnRH-R cDNAs compared with rtGnRH-R (mRNA-2). The primers used for RT-PCR and 5'-RACE are
indicated by arrows. Filled triangles ( ▼) indicate positions of introns in the rtGnRH-R. The transmembrane domains are indicated by gray
boxes.
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CAGGCTGGCA-3', on the basis of their partial sequences obtained
by the first 5'-RACE (Fig. 1). The second RACE-PCR, cloning and
sequencing were performed as described above.

Phylogenetic analysis of msGnRH-Rs
The partial amino acid sequences of msGnRH-Rs, spanning
from the extracellular N terminal domain to TM3, were aligned with
the corresponding sequences of vertebrate GnRH-Rs by GENETYX
(Software Development Co., Ltd, Japan). A phylogenetic tree was
generated by PHYLIP software (Felsenstein, 1989) using the neighbor-joining method (Saitou and Nei, 1987). The Drosophila GnRHR homolog was used as an outgroup.

Analysis of tissue distribution of msGnRH-R mRNAs by
RT-PCR
Total RNAs were extracted from the brain and the pituitary of
maturing (April, n=8) and spawning (September, n=3) female masu
salmon, and other peripheral tissues including the muscle, ventricle
of the heart, gill, liver and kidney and ovary of maturing females,
and the testis of maturing males. The total RNAs (200 or 500 ng)
were reverse transcribed and used for RT-PCR. Gene-specific
primer pairs were designed: msGnRH-R1, 5'-primer, 5'-AAATGGATCATCCGAAATGG-3', 3'-primer, 5'-GGCACACACTGACCAATAAT-3'; msGnRH-R2, 5'-primer, 5'-AGATGGATCAACCGAAACGCTG3', 3'-primer, 5'-ATCTTACACATGGCGTCCCCG-3'; msGnRH-R3,
5'-primer, same as msGnRH-R2, 3'-primer, 5'-GCATCTTACACATGGCATCT-3'; msGnRH-R4, 5'-primer, 5'-TTGGTCTTTGTCGCAGTGC-3', 3'-primer, 5'-CACTACTGGGAACATTGGAG-3'; msGnRHR5, 5'-primer, 5'-TGGGAAACTCGACTCTTTGG-3', 3'-primer,
5'-TGCCACGCTAATCAGCACG-3'. PCR mixture (10 ml) for
msGnRH-R1, R4 and R5 contained 10 mM Tris-HCl (pH 8.3),
50 mM KCl, 1.5 mM MgCl2, 0.2 mM dNTP, primers (1 mM each) and
0.25 units TaKaRa Taq™ (TAKARA SHUZO CO., LTD., Shiga,
Japan), and that for msGnRH-R2 and R3 contained 1x Expand
High Fidelity buffer, 1.25 mM MgCl 2 (R2) or 1.5 mM MgCl 2 (R3),
0.2 mM dNTP, primers (1 mM each) and 0.53 units Expand High
Fidelity Enzyme (Roche). PCR condition was: denaturation at 94 ∞C
for 2 min, followed by 40 cycles of 94∞C for 15 sec, 54∞C (R1),
69.5∞C (R2), 60∞C (R3), 63∞C (R4) or 56∞C (R5) for 30 sec and
72∞C for 1 min 15 sec, and finally by additional 7 min at 72 ∞C. Specific amplification of each msGnRH-R mRNA was confirmed by
PCR using heterologous combinations of primer sets and template
msGnRH-R cDNAs. Amplification of b-actin mRNA was conducted
as an internal control using the following primers, 5'-primer, 5'TGTAACATGGGCAGTATCCTT-3' and 3'-primer, 5'-GATGTCGGAACACATGTGCACT-3'. A PCR mixture (10 ml) contained 10 mM
Tris-HCl (pH 8.3), 50 mM KCl, 1.5 mM MgCl 2, 0.2 mM dNTP, primers (1 mM each) and 0.25 units TaKaRa Taq™ (TAKARA). PCR
condition was: denaturation at 94∞C for 1 min, 40 cycles of 94∞C for
30 sec, 65∞C for 30 sec and 72∞C for 2 min, and finally by additional
10 min at 72∞C. The PCR products were electrophoresed on 1.5%
(msGnRH-R1, R2, R3 and R5), 2.0% (msGnRH-R4) and 2.5% ( bactin) agarose gels, detected by staining with ethidium bromide and
visualized by illumination with UV light.

RESULTS
Identification of partial GnRH-R cDNAs
In a preliminary RT-PCR using pooled pituitaries of
maturing fish as a source of total RNA, 15 kinds of partial
cDNA encoding GnRH-R were obtained. They consist of
highly similar 14 cDNA sequences and one with low similarity with others. Some of the differences in the 14 cDNA
sequences seemed to be due to individual difference.
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Therefore, to check its possibility, we performed PCR with
genomic DNAs from four individuals as templates. Several
genomic sequences were present in each fish, but three
major sequences were commonly distributed. We thus
decided to obtain GnRH-R cDNAs corresponding to the
three genomic sequences from an individual pituitary of
maturing female masu salmon. In the result of RT-PCR,
three different GnRH-R cDNAs were identified. Subsequently, the 5' cDNA ends of these three and the one
obtained from the preliminary RT-PCR and an additional
new GnRH-R mRNAs were determined by 5'-RACE from
the brain of the same fish.
The five partial cDNAs consisted of 1270, 1332, 1319,
1542 and 727 bp, and were designated as msGnRH-R1, R2,
R3, R4 and R5, respectively. The msGnRH-R1, R2, R3 and
R4 contain the 5' untranslated regions (5'UTRs) and partial
open reading frames (ORFs) encoding the extracellular N
terminal domain and TMs1-6. The msGnRH-R5 contains the
5'UTR and a partial ORF encoding the extracellular N terminal domain and TMs1-3 (Fig. 1). Five msGnRH-Rs are
divided into two groups, one group includes msGnRH-R1,
R2 and R3 and the other includes msGnRH-R4 and R5. The
nucleotide sequences of msGnRH-R1, R2 and R3 share 9699% identities, while those of msGnRH-R4 and R5 have
81% identity (Table 1). The nucleotide sequence identities
between the two groups are 59-71%. The former group has
the higher sequence identities (96-97%) to the mRNA-2
variant of rtGnRH-R than does the latter group (62-74%).
Table 1. Nucleotide sequence identities (%) among msGnRH-Rs
and rtGnRH-R (mRNA-2)
R1

R2

R2

96

R3

96

99

R4

71

70

R3

R4

R5

70

R5

59

61

61

81

rtGnRH-R

97

96

96

74

62

The deduced amino acid sequences of msGnRH-Rs
The alignment of the deduced amino acid sequences of
five msGnRH-Rs shows that there are many differences in
the extracellular N terminal domain between the two groups,
although a number of important amino acids for receptor
functions are commonly conserved (Fig. 2). Potential glycosylation sites in the extracellular N terminal domain are
present in msGnRH-R1, R2 and R3 (Asn6 and Asn27),
msGnRH-R4 (Asn23 and Asn27), and msGnRH-R5 (Asn9,
Asn23, and Asn27). Two cysteines in the first and the second
extracellular loops, which are necessary for correct folding
of the receptor, are conserved in the corresponding position
of msGnRH-R1, R2, R3 and R4 (Cys121 and Cys198). Likewise, putative ligand contact sites in the cfGnRH-R1 (Asn105
and Lys124) (Blomenröhr et al., 2001) are found at the
homologous positions (Asn109 and Lys128). The residues
that affect receptor function and are highly conserved
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Fig. 2. Alignment of deduced amino acid sequences of msGnRH-Rs and rtGnRH-R. Different residues between msGnRH-Rs and rtGnRH-R
are shaded. Lines at the top of the sequences represent putative transmembrane domains. Putative glycosylation site are indicated by bold
type. The important amino acids for receptor functions are indicated by single asterisks, and the amino acid conserved in nonmammalian
GnRH-R and GPCRs but not in mammalian GnRH-R by an open diamond (◇). Double asterisks indicate the putative translation initiation site
of a splicing variant of msGnRH-R1 (R1-v). Numbers of amino acids above the sequence refer to msGnRH-R5.

among G protein-coupled receptors (GPCRs) (Asn64, Leu83
and Leu86) are also conserved in msGnRH-Rs. Similar to
other nonmammalian GnRH-Rs, an aspartic acid residue in
TM2 (Asp94) is conserved in msGnRH-Rs.
Phylogenetic analysis of GnRH-Rs
The phylogenetic tree constructed using the Drosophila
GnRH-R homolog as an outgroup showed that msGnRHR1, R2 and R3 are closely related to the goldfish GnRH-R,
GfA, and cfGnRH-R2, while msGnRH-R4 and R5 are
related to GfB and cfGnRH-R1 (Fig. 3). The tree indicated
that vertebrate GnRH-Rs fell into three lineage groups.
Mammalian type I receptors solely formed the first lineage
group (Group 1). Second lineage included the mammalian
type II receptors and GnRH-Rs of Typhlonectes natans, bullfrog (GnRHR-1 and -3), Xenopus (GnRH-R II), medaka
(GnRH-R1), yellow tail, striped bass and European seabass
(Group 2). Third lineage included the msGnRH-Rs in addition to lower vertebrate GnRH-Rs of chicken, Xenopus
(GnRH-R I) and bullfrog (GnRHR-2) (Group 3). Therefore,
the fish GnRH-Rs fell into three lineage subgroups (Group
2, 3a and 3b) (Fig. 3).
Truncated mRNA variants
In the 5'-RACE, we identified variant forms of msGnRHR1 (R1-v) and R4 (R4-v). The msGnRH-R1-v lacks 183 bp
between nucleotides 430 and 612 of msGnRH-R1, which
corresponding to a region from the 5'UTR to TM1 (Fig. 4).
Since the nucleotide 430 corresponds to the first nucleotide
of the exon 2 of rtGnRH-R (Madigou et al., 2002), and the
nucleotides 611 and 612 are AG, that is, splicing acceptor
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site, its deletion most probably occurs by alternative splicing
of intron I of the msGnRH-R1 gene. The putative translation
initiation site of msGnRH-R1-v corresponds to the Met88 of
msGnRH-R1. Hydrophobicity analysis of the deduced amino
acid sequence shows that the msGnRH-R1-v encodes a
truncated protein consisting of 5TMs from TM3 to TM7 (Fig.
4). On the other hand, the msGnRH-R4-v lacks 358 bp
between 356 and 713 of msGnRH-R4 corresponding to the
5'UTR, therefore the deduced amino acid sequence of its
product is identical to that of msGnRH-R4.
Tissue distribution of msGnRH-R mRNAs
Tissue distribution of msGnRH-R mRNAs was examined by RT-PCR with specific primer sets (Fig. 5). For a preliminary estimation of reproductive stage-dependent
variation in expression of msGnRH-R genes, the brain and
the pituitary total RNAs from maturing (April) and spawning
(September) female masu salmon were used as templates
in the RT-PCR. All types of msGnRH-R mRNAs were
detected in the brain, and msGnRH-R1, R3 and R5 mRNAs
were detected in the pituitary. Differences in the temporal
expression of msGnRH-R genes between maturing and
spawning fish were observed, except for the constantly
expressed msGnRH-R5. The msGnRH-R2, R3 and R4
genes were expressed exclusively in the brain of maturing
fish. The msGnRH-R1 and R3 mRNAs were detected only
in the pituitary of maturing fish. Only msGnRH-R5 mRNA
was found in the pituitary of spawning fish. In other peripheral tissues, the msGnRH-R1 mRNA was found in the kidney and ovary, and the msGnRH-R2 mRNA in the ovary,
whereas the msGnRH-R5 mRNA was widely distributed in
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Fig. 3. A phylogenetic tree generated by the neighbor-joining method. One thousand bootstrap replicates were performed and expressed as
percentages for the nodes on the tree. The Drosophila GnRH-R homolog is used as an outgroup and an asterisk indicates the root of this tree.
The scale bar corresponds to estimated evolutionary distance units. Full species names and GenBank accession numbers are as follows:
rainbow trout Oncorhynchus mykiss, AJ272116; cichlid Astatotilapia burtoni, AY028476; medaka Oryzias latipes GnRH-R1, AB057675, GnRH-R2,
AB057674; goldfish Carassius auratus GfA, AF121845, GfB, AF121846; catfish Clarias gariepinus GnRH-R1, X97497, GnRH-R2, AF329894;
eel Auguilla japonica, AB041327; European seabass Dicentrarchus labrax, DLA419594; yellow tail Seriola dumerilii, AJ130876; bullfrog Rana
catesbeiana GnRHR-1, AF144063, GnRHR-2, AF153913, GnRHR-3, AF144062; Xenopus laevis type I, AF172330, type II, AF257320;
Typhlonectes natans, AF174481; green monkey Cercopithecus aethiops, AF353988; rhesus monkey Macaca mulatta, AF353987; marmoset
Callithrix jacchus, AF368286; chicken Gallus gallus, AJ304414; dog Canis familiaris, AF206513; human Homo sapiens, S60587; horse Equus
caballus, AF018072; pig Sus scrofa, AH009128; sheep Ovis aries, X72088; cow Bos taurus, U00934; rat Rattus sp., S59525; mouse
Mus musculus, L01119; Drosophila melanogaster, AF077299.

the muscle, heart, kidney and testis. Moreover, the
msGnRH-R1-v gene was expressed weakly in the brain and
pituitary, strongly in the kidney of maturing fish. The
msGnRH-R4-v mRNA was also found in the brain and ovary
of maturing fish. In the gill and liver, any types of msGnRHR mRNA were not detected.
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DISCUSSION
We have demonstrated that five different putative
GnRH-R mRNAs are present in masu salmon, and they are
distributed in the brain and other different tissues. Furthermore, differences in the expression of msGnRH-R genes
between maturing and spawning fish were observed in the
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Fig. 4. Schematic representation of msGnRH-R1 and R1-v
(upper). The transmembrane domains (TMs) are indicated by gray
boxes, and the putative position of first intron of msGnRH-R1 by
filled triangle ( ▼) and dotted line. msGnRH-R1-v lacks a part of
5'UTR and ORF encoding the N terminal domain and TM1. Dashes
indicate sequence gaps introduced to maximize sequence homology. Translation initiation site of msGnRH-R1 is underlined and
splicing acceptor site is denoted by bold type. Numbers of nucleotides above the sequence refer to msGnRH-R1. Putative twodimensional model of msGnRH-R1-v (lower). msGnRH-R1-v may
consist of 5TMs from TM3 to TM7. The putative region is indicated
by dotted line. The extracellular N terminal domains of msGnRH-R1
and R1-v are quite different.

brain and the pituitary. Also noted is that there are variants
of msGnRH-R1 and R4 mRNAs, and the former is capable
of generating a truncated GnRH-R that consists of 5TMs.
This study is the first to show that more than three GnRH-R
genes are differentially expressed in a single species.
Five different msGnRH-Rs are grouped into two types,
msGnRH-R1, R2, R3 and msGnRH-R4, R5. Two groups
share 59-71% identities in their nucleotide sequences. The
phylogenetic analysis indicated that they are closely related
to the two types of goldfish and catfish GnRH-Rs, which also
share 60-70% nucleotide sequence identities. msGnRH-R1,
R2 and R3 are related to the GfA and cfGnRH-R2, and
msGnRH-R4 and R5 are related to the GfB and cfGnRH-R1
(Fig. 3). Since these three fish species are ancient tetraploid
teleosts (Ohno et al., 1968; Allendorf and Thorgaard 1984),
the two groups may arise from a genomic duplication. This
notion is supported by the evidence that only GnRH-Rs of
the tetraploid teleosts belong to the latter group (Group 3b
in Fig. 3). The former group includes msGnRH-R1, R2 and
R3, which are closely related to the rtGnRH-R. Although
these msGnRH-Rs share quite high sequence identities with
each other (96-99%), they are not derived from individual or
allelic difference but from three distinct genes, because that
all three msGnRH-R genes were isolated from four individuals in the preliminary experiment. Genomic Southern blot
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analysis using specific oligonucleotides (msGnRH-R1, 5'CAACCTCGGAGACGGACAAGGATTGG-3'; msGnRH-R2,
5'-AGTGGTATGGCGGGGACGCCATGTGT-3'; msGnRHR3, 5'-CAGTGGTATGGCGGAGATGCCATGTG-3') as probes
suggested that these are single copy genes (data not
shown). Moreover, their different expression patterns (Fig.
5) support that the three msGnRH-R mRNAs are encoded
by three distinct genes. The high sequence similarities
among them suggest that they arose from gene duplications
at evolutionarily late stages. Taken together, the present
results indicate that five distinct GnRH-R genes are present
in masu salmon.
Five putative msGnRH-R genes were expressed in different tissues. In the rainbow trout, mRNA-2 isoform of the
rtGnRH-R mRNA was detected in the brain, pituitary, retina,
ovary, and testis, but not in the liver (Madigou et al., 2002).
The msGnRH-R1, which is the most related to the rtGnRHR, showed similar expression pattern: its mRNA was
detected in the brain, pituitary and ovary, but not in the testis
and liver. In the testis of rainbow trout, the level of rtGnRHR mRNA-1 was low at the early spermatogenic stages and
increased with spermatogenesis, whereas that of mRNA-2
appeared constant throughout spermatogenesis (Madigou
et al., 2002). Since the primers used in the RT-PCR are specific to msGnRH-R1 mRNA corresponding to the mRNA-2,
the expression of msGnRH-R1 gene was expected in the
testis. However, only msGnRH-R5 mRNA was detected in
the testis in the present study. This might be due to species
difference in the testicular expression of the two mRNA isoforms of msGnRH-R1 gene. Nevertheless, we are not sure
of the presence of its mRNA-1 isoform in masu salmon. We
could not obtain any cDNAs corresponding to the mRNA-1
in the 5'-RACE, suggesting that mRNA-1 is minor or null
species of msGnRH-R1 mRNA in the masu salmon. It
should be of interest and importance to determine if the two
mRNA isoforms of msGnRH-R1 gene exist and their testicular expression in masu salmon.
The tissue distribution of msGnRH-R mRNAs was significantly different from each other. In particular, msGnRHR5 gene was widely expressed in the peripheral tissues
such as muscle, heart, kidney and testis, whereas others
were expressed only in the kidney (msGnRH-R1 and R1-v)
and ovary (msGnRH-R1, R2 and R4-v). Similar differential
expression of two types of GnRH-R has been reported in the
goldfish and catfish. In the goldfish, both GfA and GfB were
expressed in the brain and pituitary, but only GfA was
expressed in the ventral telencephalon, ovary and liver
(Illing et al., 1999). In the catfish, cfGnRH-R2 mRNA was
most abundantly expressed in the brain, whereas cfGnRHR1 mRNA was predominantly expressed in the pituitary
(Bogerd et al., 2002). Only cfGnRH-R2 was expressed in
the ovary. Therefore, two features common between GfA
and cfGnRH-R2, which are related to msGnRH-R1, R2 and
R3, are specific expression in the ovary and relatively wide
tissue distribution. In masu salmon, however, both two
groups of msGnRH-R are expressed in the ovary. Moreover,
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Fig. 5. Analysis of gene expression of msGnRH-Rs by RT-PCR in various tissues of masu salmon. Total RNAs were prepared from the brain,
pituitary and other peripheral tissues in different seasons in April (maturing fish) and September (spawning fish). b-actin was used as an internal control.

msGnRH-R5 corresponding to the other group of goldfish
and catfish GnRH-Rs showed wide distribution as described
above. It is therefore considered that specific tissue distribution of multiple GnRH-Rs is not solely related to the phylogenetic relationship. Considering that even the highly
conserved msGnRH-R2 and R3 showed different expression patterns, regulatory regions involved in the tissue
specific expression of GnRH-R genes may diversify more
rapidly than their coding regions do.
The msGnRH-R genes were expressed with different
temporal patterns in the brain and/or the pituitary of maturing and spawning fish, except for the widely expressed
msGnRH-R5. The msGnRH-R2, R3 and R4 genes were
expressed exclusively in the brain of maturing fish, and the
msGnRH-R1 and R3 mRNAs were detected only in the pituitary of maturing fish. Accordingly, the msGnRH-R5 mRNA
was the only species of msGnRH-R mRNA expressed in the
pituitary of the spawning fish. Relatively low expression of
msGnRH-R genes in the spawning fish suggest that GnRH
is less or restrictively functional after completion of final sexual maturation. Although further studies are necessary to
depict their spatial and temporal expression in detail, the
present results indicate that multiple msGnRH-R genes are
expressed in different spatiotemporal patterns during sexual
maturation, suggesting that they exert different roles in
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GnRH action. Moreover, these results are consistent with
the multiple functions of GnRH in the brain and pituitary of
pre-spawning salmonids, that is, stimulation of reproductive
behavior in the brain and stimulation of gonadotropes in the
pituitary (Urano et al., 1999). The significant differences in
temporal expression of the msGnRH-R genes suggest that
GnRH plays different roles in maturing and spawning masu
salmon.
A crucial point in addressing the function of msGnRHRs is ligand-receptor relationships. It is becoming more
obvious that any types of GnRH-R of lower vertebrates
show high affinity for cGnRH-II together with similar or lower
affinities for other native GnRHs. However, relatively different selectivity is shown by multiple types of GnRH-R in a
single species. For example, the GfA showed a greater preference of cGnRH-II than GfB (Illing et al., 1999). In the catfish, cfGnRH-R1 had a higher affinity than cfGnRH-R2 for
cGnRH-II and cfGnRH, but no difference was observed with
respect to inositol phosphate and cAMP signaling properties
(Bogerd et al., 2002). In the masu salmon, physiological
ligand in the pituitary is thought to be sGnRH, because
cGnRH-II was not detected in the pituitary (Amano et al.,
1997). It is thus conceivable that msGnRH-R1, R3 and R5,
which were expressed in the pituitary, show high affinity for
sGnRH. Furthermore, all of msGnRH-Rs are expected to
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bind cGnRH-II like other nonmammalian GnRH-Rs.
Although their structural properties need to be determined,
it is possible that they bind both sGnRH and cGnRH-II, and
their physiological ligand in the brain may depend on spatiotemporal distribution of the two ligands and five receptors.
We previously showed that expression of sGnRH genes
was significantly changed in the brain of masu salmon during their growth and sexual maturation, and the levels of
sGnRH mRNAs were already high in the prepubertal stages.
The levels declined in the pre-spawning stages, followed by
an increase in the spawning period (Ando et al., 2001).
These changes correspond well with that of sGnRH level in
the brain (Amano et al., 1992, 1993). In contrast, the sGnRH
level in the pituitary gradually increased with sexual maturation and reached a maximum in the spawning season. On
the other hand, the concentrations of cGnRH-II in the brain
were much lower than those of sGnRH (approximately one
tenth of sGnRH), and did not show any significant changes
in relation to maturation (Amano et al., 1992, 1993). Therefore, msGnRH-Rs expressed in the brain of maturing and
spawning fish may respond to relatively high levels of
sGnRH. However, physiological significance of msGnRH-R
gene expression in the pituitary of maturing fish with relatively low levels of sGnRH is not unknown at present.
The putative splicing variant of msGnRH-R1 can generate distinct extracellular N terminal domain and 5TMs. Similar truncated 5TM GnRH-R of human type II receptor has
been proposed (Neill, 2002). Moreover, chemokine receptors with only 5TMs from TM3 to TM7, due to a genetic deletion, appear to act as functional receptors in the aspects of
receptor expression, signaling, internalization, and desensitization (Ling et al., 1999). The msGnRH-R1-v was
expressed weakly in the brain and pituitary, strongly in the
kidney of maturing fish, suggesting that the msGnRH-R1-v
is a functional receptor. Since it was co-expressed with the
intact receptor in these tissues, it may interact with them as
reported in the truncated GnRH-Rs corresponding to the N
terminus and TM1 to TM5 in the bullfrog (Wang et al.,
2001b) and human (Grosse et al., 1997).
Phylogenetic analysis clustered fish GnRH-Rs into
three subtypes of lineage. The first type group (Group 2)
contains the GnRH-Rs of medaka (GnRH-R1), striped bass,
yellow tail and European seabass. The second type (Group
3a) includes the msGnRH-R1, R2, R3, rtGnRH-R, goldfish
GfA, cfGnRH-R2, medaka GnRH-R2, eel GnRH-R and
cichlid GnRH-R. The third type (Group 3b) contains the
msGnRH-R4, R5, goldfish GfB and cfGnRH-R1. The Group
3b may correspond to GnRH-Rs of only tetraploid fish.
Accordingly, the Groups 2 and 3a seem to be two major
types of fish GnRH-Rs. It is of considerable interest to determine if the Group 2 type of GnRH-R exists in salmonids, like
medaka.
In conclusion, the present study demonstrates that five
different putative GnRH-R genes are present in masu
salmon and they are differentially expressed in the brain,
pituitary and other peripheral tissues. We propose that they
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have different functions in the brain and the pituitary during
sexual maturation. The five partial msGnRH-R mRNA
sequences obtained in the present study enable us to further examine their specific spatial expression by in situ
hybridization and also temporal expression by quantitative
real-time PCR. The information on their different expression
and also structural properties will provide us a new insight
into physiological significance of multiple GnRH-Rs in vertebrates.
ACKNOWLEDGEMENTS
We thank Dr. T. Kitahashi (Hokkaido University) for preparation
of the brain and pituitary total RNAs from maturing and spawning
masu salmon. This study was supported by the Suhara memorial
foundation and Grants-in-Aid from the Fisheries Agency and the
Ministry of Education, Science, Sports and Culture, Japan.

REFERENCES
Adams BA, Vickers ED, Warby C, Park M, Fischer WH, Craig AG,
Rivier JE, Sherwood NM (2002) Three forms of gonadotropinreleasing hormone, including a novel form, in a basal salmonid,
Coregonus clupeaformis. Biol Reprod 67: 232–239
Allendorf FW, Thorgaard GH (1984) Tetraploidy and the evolution of
salmonid fishes. In “The Evolutionary Genetics of Fishes” Ed by
BJ Turner, Plenum Press, New York, pp 1–53
Amano M, Aida K, Okumoto N, Hasegawa Y (1992) Changes in
salmon GnRH and chicken GnRH-II contents in the brain and
pituitary, and GTH contents in the pituitary in female masu
salmon, Oncorhynchus masou, from hatching through ovulation. Zool Sci 9: 375–386
Amano M, Aida K, Okumoto N, Hasegawa Y (1993) Changes in levels of GnRH in the brain and pituitary and GTH in the pituitary in
male masu salmon, Oncorhynchus masou, from hatching to
maturation. Fish Physiol Biochem 11: 233–240
Amano M, Urano A, Aida K (1997) Distribution and function of
gonadotropin-releasing hormone (GnRH) in the teleost brain.
Zool Sci 14: 1–11
Ando H, Sasaki Y, Okada H, Urano A (2001) Prepubertal increases
in the levels of two salmon gonadotropin-releasing hormone
mRNAs in the ventral telencephalon and preoptic area of masu
salmon. Neurosci Lett 307: 93–96
Blomenröhr M, Kühne R, Hund E, Leurs R, Bogerd J, Ter Laak T
(2001) Proper receptor signalling in a mutant catfish gonadotropin-releasing hormone receptor lacking the highly conserved Asp90 residue. FEBS Lett 501: 131–134
Bogerd J, Diepenbroek WB, Hund E, Van Oosterhout F, Teves
ACC, Leurs R, Blomenröhr M (2002) Two gonadotropin-releasing hormone receptors in the African catfish: no differences
in ligand selectivity, but differences in tissue distribution.
Endocrinology 143: 4673–4682
Chirgwin JM, Przybyla AE, MacDonald RJ, Rutter WJ (1979) Isolation of biologically active ribonucleic acid from sources enriched
in ribonuclease. Biochemistry 18: 5294–5299
Dubois EA, Zandbergen MA, Peute J, Goos HJT (2002) Evolutionary development of three gonadotropin-releasing hormone
(GnRH) systems in vertebrates. Brain Res Bull 57: 413–418
Grosse R, Schöneberg T, Schultz G, Gudermann T (1997) Inhibition
of gonadotropin-releasing hormone receptor signaling by
expression of a splice variant of the human receptor. Mol
Endocrinol 11: 1305–1318
Felsenstein J (1989) PHYLIP (Phylogeny inference package) version 3.6a3 (distributed by the author) Seattle, WA: University of

GnRH Receptor Genes in Masu Salmon
Washington, Department of Genetics
Illing N, Troskie BE, Nahorniak CS, Hapgood JP, Peter RE, Millar
RP (1999) Two gonadotropin-releasing hormone receptor subtypes with distinct ligand selectivity and differential distribution
in brain and pituitary in the goldfish (Carassius auratus). Proc
Natl Acad Sci USA 96: 2526–2531
Ling K, Wang P, Zhao J, Wu Y-L, Cheng Z-J, Wu G-X, Hu W, Ma L,
Pei G (1999) Five-transmembrane domains appear sufficient
for a G protein-coupled receptor: functional five-transmembrane domain chemokine receptors. Proc Natl Acad Sci
USA 96: 7922–7927
Madigou T, Mañanos-Sanchez E, Hulshof S, Anglade I, Zanuy S,
Kah O (2000) Cloning, tissue distribution, and central expression of the gonadotropin-releasing hormone receptor in the
rainbow trout (Oncorhynchus mykiss). Biol Reprod 63: 1857–
1866
Madigou T, Uzbekova S, Lareyre J-J, Kah O (2002) Two messenger
RNA isoforms of the gonadotrophin-releasing hormone receptor, generated by alternative splicing and/or promoter usage,
are differentially expressed in rainbow trout gonads during
gametogenesis. Mol Reprod Dev 63: 151–160
Millar R, Lowe S, Conklin D, Pawson A, Maudsley S, Troskie B,
Ott T, Millar M, Lincoln G, Sellar R, Faurholm B, Scobie G,
Kuestner R, Terasawa E, Katz A (2001) A novel mammalian
receptor for the evolutionarily conserved type II GnRH. Proc
Natl Acad Sci USA 98: 9636–9641
Millar RP (2003) GnRH II and type II GnRH receptors. Trends
Endocrinol Metab 14: 35–43
Neill JD (2002) GnRH and GnRH receptor genes in the human
genome. Endocrinology 143: 737–743

Downloaded From: https://complete.bioone.org/journals/Zoological-Science on 19 Oct 2019
Terms of Use: https://complete.bioone.org/terms-of-use

1125

Ohno S, Wolf U, Atkin NB (1968) Evolution from fish to mammals by
gene duplication. Hereditas 59: 169–187
Okubo K, Nagata S, Ko R, Kataoka H, Yoshiura Y, Mitani H, Kondo
M, Naruse K, Shima A, Aida K (2001) Identification and characterization of two distinct GnRH receptor subtypes in a teleost,
the medaka Oryzias latipes. Endocrinology 142: 4729–4739
Saitou N, Nei M (1987) The neighbor-joining method: a new method
for reconstructing phylogenetic trees. Mol Biol Evol 4: 406–425
Sanger F, Nicklen S, Coulson AR (1977) DNA sequencing with
chain-terminating inhibitors. Proc Natl Acad Sci USA 74: 5463–
5467
Tensen C, Okuzawa K, Blomenröhr M, Rebers F, Leurs R, Bogerd
J, Schulz R, Goos H (1997) Distinct efficacies for two endogenous ligands on a single cognate gonadoliberin receptor. Eur J
Biochem 243: 134–140
Urano A, Ando H, Ueda H (1999) Molecular neuroendocrine basis
of spawning migration in salmon. In “Recent Progress in Molecular and Comparative Endocrinology” Ed by HB Kwon, JMP
Joss, S Ishii, Hormone Research Center, Kwangju, pp 46–56
Wang L, Bogerd J, Choi HS, Seong JY, Soh JM, Chun SY,
Blomenröhr M, Troskie BE, Millar RP, Yu WH, McCann SM,
Kwon HB (2001a) Three distinct types of GnRH receptor characterized in the bullfrog. Proc Natl Acad Sci USA 98: 361–366
Wang L, Oh DY, Bogerd J, Choi HS, Ahn RS, Seong JY, Kwon HB
(2001b) Inhibitory activity of alternative splice variants of the
bullfrog GnRH receptor-3 on wild-type receptor signaling.
Endocrinology 142: 4015–4025
(Received April 24, 2003 / Accepted June 12, 2003)

