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Abstract: In contrast to other olfactory receptor families that exhibit frequent lineage-specific
expansions, the vomeronasal type 1 receptor (V1R) family exhibits a canonical six-member repertoire
in teleosts. VIrl and V1r2 are present in no more than one copy in all examined teleosts,
including salmons, which are ancient polyploids, implying strict evolutionary constraints. However,
recent polyploids have not been examined. Here, we identified a young allotetraploid lineage of
weatherfishes and investigated their V1r1-V1r2 cluster. We found a novel pattern that the parental
V1r1-V1r2 clusters had recombined in the tetraploid genome and that the recombinant was nearly
fixed in the tetraploid population. Subsequent analyses suggested strong selective pressure, for both a
new combination of paralogs and homogeneity among gene duplicates, acting on the V1r1-V1r2 pair.
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1. Introduction

Olfaction is central to pheromone detection. Vomeronasal type 1 receptors (V1Rs), which constitute
an olfactory receptor family encoding seven transmembrane G-protein-coupled receptors (GPCRs),
function as pheromone receptors in vertebrates [1,2]. For example, in zebrafish, VIR2 (synonymous
with ORA1 [3,4]) is a receptor for a putative sex pheromone [5]. Unlike other olfactory receptor
families (odorant receptors, trace amine-associated receptors, vomeronasal type 2 receptors), which
often include over ten members and exhibit lineage-specific expansions, the VIR family presents a
canonical six-member repertoire in teleosts, with the exception of occasional duplications of V1r3
and V1r5 in some lineages [3,4,6,7]. The pairwise-arranged V1r1 and V1r2 are tightly linked, being
oriented head-to-head, and have not been duplicated among the surveyed teleost species, including
Atlantic salmon, which belongs to an order that has undergone order-specific polyploidization [6,8].
We hypothesized that V1r1 and V12 of teleosts evolved under strict evolutionary constraints selecting
against heterogeneity and thus preventing divergence and preservation of duplicates. Because genes
are duplicated via polyploidization (genome duplication) and duplicated genes can survive over long
time scales [9-11], the evolutionary pattern of V1r1 and V1r2 in polyploid teleosts will be informative
to test the hypothesis. However, little is known about V1r1 and V1r2 in polyploid teleosts other than
Atlantic salmon, especially in recently-formed polyploid species.

Weatherfishes, from the genera Misgurnus and Paramisgurnus, are a group of small benthic
loaches living in rivers, lakes, ponds and paddy fields that are distributed across East Asia and
Central Europe [12]. The genus Misgurnus is composed of several nominal species, among which
Misgurnus anguillicaudatus occurs primarily in southern East Asia and is regarded as a species
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complex because it consists of both diploid and tetraploid populations, which are morphologically
indistinguishable from each other [13]. Misgurnus bipartitus is distributed in northern East Asia and
exhibits a largely parapatric distribution pattern with M. anguillicaudatus currently. Populations of
Paramisgqurnus dabryanus, the only species of the genus Paramisqurnus, live sympatrically with
M. anguillicaudatus and M. bipartitus [12,14].

In the present study, we investigated the composition and evolution of V1r1 and V1r2 in a tetraploid
lineage of weather loach identified in this study, a recently-formed polyploid teleost, in comparison with
that in its relative species. Here, we present our findings regarding the duplication of the V1r1-V1r2
pair derived via allopolyploidization and its evolution in this young polyploid genome.

2. Materials and Methods

2.1. Data Collection

The sample collection and experiments were conducted in accordance with the national
legislation of China and approved by the ethics committee of Huazhong Agricultural University,
Study Number HZAUFI-2016-006.

2.1.1. Sample Collection and Evaluation of Polyploidy

Fish samples were collected from four localities in China (Figure S1): Yueyang, Luoning, Daqing
and Fuyuan, from south to north. Taxonomic assignment of the samples was based on morphological
characteristics according to Cheng [12]. The sexes of individual loaches were determined based on
sexual dimorphism, as mature males exhibit a bony plate in each pectoral fin [15]. Because there are
both diploid and polyploid populations of M. anguillicaudatus [13], flow cytometry analysis using
erythrocytes was performed to determine the ploidy status of the samples according to Yu et al. [13].
The loaches were preserved in 95% ethanol after being anaesthetized in a solution of 200 mg/L tricaine
methanesulfonate (MS-222; Sigma-Aldrich, Saint Louis, MO, USA). Seven M. anguillicaudatus diploids
from Yueyang, thirteen M. anguillicaudatus tetraploids from Luoning, seven M. bipartitus diploids from
Dagqing and two P. dabryanus diploids from Fuyuan (as the outgroup) were employed for cytochrome
b (Cyt b) analysis. Among these specimens, six tetraploids and two diploids of M. anguillicaudatus,
as well as two diploids of M. bipartitus (which were all randomly chosen, but ensuring a 1:1 ratio of
sexes in each lineage) and two diploids of P. dabryanus were used in further analyses (Table 1).

Table 1. Information for the specimen and sequence accession number.

Accession Number

Species Sample Sex Location
Number Cytb RAG-1 Virl Vir2
Luoning, KX189359, KX189360,  KX189377, KX189413,
LN2A ? Henan KX189347 KX189361 KX189378 KX189414
. KX189379,  KX189415,
LN3A 9 L;ZE;;?' KX189348 Ig&zzgzi' I&izzggg’ KX189380,  KX189416,
’ KX189381 KX189417
, Luoning, KX189366, KX189367,  KX189392,  KX189418,
Misgurnus INIIA Henan KXI89349 x189368, KX189369 ~ KX189393  KX189419
anguillicaudatus s - X o X X894
(tetraploid race) uoning, 189370, KX189371, 189394, 189420,
P LN124 g Henan KX189350 KX189372 KX189395 KX189421
. KX189396,  KX189422,
LN13A Q L;‘I"ﬁ”;g' KX189351 01813;%91(3)%89374’ KX189397, KX189423,
ena KX189398 KX189424
Luoning, KX189376, KX189377,  KX189399,  KX189425,
LN14A g Henan KX189352 KX189378 KX189400 KX189426
Misgurnus YJ20 g Yﬁeya“g' KX189353  KX189379, KX189380 gﬁﬁg‘ig;' I&ﬁgﬁg
anguillicaudatus unan
(diploid race) Y36 o Yueyang, KX189354 KX189381 KX189403, KX189429,

Hunan KX189404 KX189430
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Table 1. Cont.

Accession Number

Sample

Species Number Sex Location Cyth RAG-1 Virl Vir2

Misgurnus DQB3 9 H;;?;‘ii'ng KX189355  KX189382, KX189383 I&ggig‘z’ Iggzgﬁé’
Paramisgurnus FYb1 ¢ Heljllgllgggg KX189357 KX189385 I&igﬁ% 11?;1221256'
gy e oos oo QI O

2.1.2. Amplification, Cloning and Sequencing

Genomic DNA was extracted from preserved fin tissue of each individual loach using a high-salt
method and was then employed as a polymerase chain reaction (PCR) template. Cyt b, recombination
activating gene-1 (RAG-1) and the V1r1-V1r2 cluster were amplified via PCR. For high fidelity,
PrimeSTAR Max DNA Polymerase (TaKaRa Biotechnology, Dalian, China) was employed in the
amplification reactions. The reaction system contained ten pmol of each primer, 200 ng of genomic
DNA and PrimeSTAR Max Premix in a 50-uL reaction volume. The PCR conditions and primers can
be found in the Supplementary Materials.

We designed primers to amplify the VIr1-V1r2 clusters containing the complete coding DNA
sequences (CDS) of V1r1 and V1r2: Because V1rl and V1r2 exhibit a head-to-head orientation, a partial
segment of the V1r1-V1r2 cluster containing the complete intergenic region and partial CDS of V1r1 and
V1r2 were amplified from a diploid M. anguillicaudatus individual, using a pair of primers, one of
which corresponded to a VIR2 motif described in a previous study [16] and one of which was
designed based on a conserved region of pre-existing V1R1 sequences of model fish species (see
the Supplementary Materials), and sequenced on an ABI 3730 capillary sequencer (Applied Biosystems,
Foster City, CA, USA). Next, based on the sequence of the partial segment of the V1r1-V1r2 cluster, the
flanking regions were obtained using the Genome Walking Kit (TaKaRa Biotechnology) and sequenced.
The sequences of the flanking regions were used to design primers for trans-species amplification
of the whole V1r1-V1r2 cluster from one M. bipartitus individual. A conserved primer pair for the
V1r1-V1r2 cluster was then designed based on the conserved flanking regions and was employed for
other samples.

Each PCR product was purified and sequenced. When there were sites showing simultaneous
signals of double or multiple nucleotides, the purified PCR product was subcloned after the addition
of a 3’ adenosine. For each tetraploid sample, at least twenty positive clones (six positive clones for
each of the diploid sample) from each RAG-1 and V1r1-V1r2 PCR product were sequenced to ensure
at least two representatives of each allele.

2.2. Data Analysis

2.2.1. Sequence Characterization and Alignment and Phylogenetic Reconstruction

The identities of the newly-sequenced V1r sequences were determined tentatively by the basic
local alignment search tool (BLASTX) searches against the RefSeq protein database of Danio rerio
at the National Center for Biotechnology Information (NCBI) [17]. The orthology of the new V1r1
and V1r2 sequences compared with the well-defined V1r genes of model fish species was confirmed
via phylogenetic analysis employing the neighbor-joining (NJ) method using p-distance in MEGA7
software [18]. The statistical confidence of each node was assessed with 1000 bootstrap replicates.
The GenBank accession numbers of newly-obtained cytochrome b, RAG-1, V1r1 and V1r2 sequences
are KX467205-KX467214, KX500017-KX500023, and others are provided in Table 1. Transmembrane
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regions of the VIR and V2R proteins were predicted by the TMpred server (https://embnet.vital-it.
ch/software/ TMPRED_form.html) [19].

The obtained sequences of Cyt b, RAG-1, V1rl, V1r2 and V1r1-V1r2 cluster were aligned
respectively using ClustalW [20] implemented in MEGA?. The model selection program implemented
in MEGA? was used to determine the models of DNA evolution that best fitted our different datasets
for phylogenetic tree or network reconstruction. Maximum likelihood (ML) trees were constructed
with the selected substitution models by the ML method implemented in MEGA?. The statistical
confidence in the nodes was assessed with 1000 bootstrap replicates. The MrBayes 3.1.2 program [21]
was used to construct the Bayesian trees with the best available model. Two independent Bayesian
analyses were run simultaneously for 10 million generations each sampling every 100th generation.
A burn-in of 25,000 trees was removed. The statistical confidence in the nodes of the Bayesian trees
was assessed by posterior probabilities. The software SplitsTree4 [22] was used to generate the split
networks of the V1r1-V1r2 cluster by the neighbor-net method [23] and ML distances with the best
model selected by MEGA?7.

2.2.2. Recombination and Selection Analyses

The @ test [24] was conducted to detect recombination of the V1r1-V1r2 clusters using SplitsTree4.
RDP4 software [25] was also employed to detect recombination events in the V1r1-V1r2 cluster of the
weather loach tetraploid lineage. Query versus reference recombination scans were adopted using
the RDP [26], GENECONYV [27], BootScan [28], MaxChi [29], Chimaera [30], SiScan [31] and 3Seq [32]
methods implemented in the RDP4 software. The V1r1-V12 cluster sequences of the M. anguillicaudatus
diploids were set as “Reference Group 1" and those of M. bipartitus as "Reference Group 2.

To measure the selection pressure experienced by V1r1 and V1r2, the ratio of nonsynonymous
substitutions per nonsynonymous site to synonymous substitutions per synonymous site (dyn/ds)
for individual codons of the two genes was calculated using single-likelihood ancestor counting
(SLAC) [33], as well as the fixed-effects likelihood method (FEL) [34]. Both methods were employed
as implemented by the Datamonkey server [35]. To determine whether the (dn/ds) ratios differed
between the three loach species, the Codeml program of the PAML 4 package [36] was used to
estimate likelihood values under the one-ratio and free-ratio models, after which a likelihood ratio
test comparing the two models was conducted. The Hudson-Kreitman-Aguadé (HKA) test [37]
implemented in DnaSP v5 software [38] was employed to detect selection via pairwise comparisons
of RAG-1 and the whole V1r1-V1r2 cluster, RAG-1 and V1r1 (CDS), RAG-1 and V1r2 (CDS), and
RAG-1 and the intergenic region of the V1r1-V1r2 cluster, based on the polymorphisms in the
M. anguillicaudatus tetraploids and the divergence between the tetraploid lineage and P. dabryanus.

3. Results and Discussion

3.1. Identification of an Allotetraploid Lineage of Oriental Weatherfishes

A tetraploid lineage collected in Luoning that was morphologically classified as M. anguillicaudatus
was identified via the measurement of DNA content using flow cytometry. Individuals of diploid
M. anguillicaudatus, M. bipartitus and P. dabryanus were identified in the samples from Yueyang,
Daqging and Fuyuan, respectively. A phylogenetic tree that was constructed using cytochrome
b sequences (1140 bp, complete CDS) and received high statistical support indicated that the tetraploid
individuals were clustered together and nested within M. bipartitus. Therefore, the maternal ancestor
of the tetraploid lineage was M. bipartitus and not M. anguillicaudatus, in contrast to the observed
morphological resemblance (Figure 1), suggesting an allotetraploid origin of the tetraploid lineage.
Because of the extremely low haplotype diversity of Cyt b observed in the tetraploid lineage and the
nesting of Cyt b within M. bipartitus, it could be inferred that the formation of the tetraploid lineage was
quite recent. Moreover, the tree constructed based on RAG-1 alleles (903 bp, partial CDS) showed that
each tetraploid individual exhibited three to four RAG-1 alleles, among which at least one clustered
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with diploid M. anguillicaudatus and at least one clustered with M. bipartitus (Figure 2). This tree
topology indicated that the RAG-1 alleles of the tetraploid lineage likely originated from both of the
diploid M. anguillicaudatus and M. bipartitus, which means that in the genome of the tetraploid lineage,
the RAG-1 alleles originated from the diploid M. anguillicaudatus and the RAG-1 alleles originated from
M. bipartitus are homoeologs, which originated by speciation of parental species and were brought
together in one genome by allopolyploidization [39]. If the RAG-1 homoeologs are true alleles at
one locus with polysomic inheritance, then it is expected that one homoeolog will be absent in a
certain proportion of tetraploid individuals. Because every tetraploid individual possesses both RAG-1
homoeologs in our analysis, the homoeologs actually behave as paralogs at two loci of the tetraploid
genome with disomic inheritance. The morphological resemblance to the diploid M. anguillicaudatus,
the nesting of Cyt b within M. bipartitus and the preservation of alleles descended from both parental
species confirm an allotetraploid origin of the tetraploid lineage.

LNBA
LNSA
LNTA
LNSA
LN4A
LN3A
wea N M. anguillicaudatus Tetraploid
LN14A
LN13A
LN12A
LN11A
LN10A
LNBA
DQc2
DQB3
DQBSs
oass | M. bipartitus Diploid
DQBY
DQCc1
DQB12
YJ34
YJ21
99 | vuz0
vise | M. anguillicaudatus Diploid
YJ37
YJ24
YJ36
|FYD1
lFyD2

92

96

99

£ dabryanus Diploid

—
0.10

Figure 1. Phylogenetic tree of the diploid and tetraploid Misgurnus anguillicaudatus, M. bipartitus and
Paramisgurnus. dabryanus based on cytochrome b sequences. The phylogenetic tree was reconstructed
by the ML (maximum likelihood) method under the HKY (Hasegawa-Kishino—Yano) + G (gamma
distribution) model, as selected by the program in MEGA?7. Statistical support values (percentage) for
nodes were calculated with 1000 bootstrap replicates in the ML analysis. This phylogenetic tree indicates
that M. bipartitus was the maternal species of the tetraploid lineage, which was morphologically
recognized as M. anguillicaudatus. Names for individuals contain abbreviations of the sample locations
as in Table 1.
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Figure 2. Gene tree comparison among Cyt b, RAG-1, VIr1 and V1r2 in the same individuals of the

diploid and tetraploid M. anguillicaudatus, M. bipartitus and P. dabryanus. ML trees are shown, and

the general topologies of Bayesian trees are the same as those of ML trees. Two types of statistical

support values for nodes are provided: the first number is the percentage of support calculated with

1000 bootstrap replicates in the ML tree reconstruction, and the second number is posterior probabilities

in the Bayesian reconstruction. The substitution models selected for the ML and Bayesian analyses are

listed in Table S1. The tree topologies among different genes show incongruence. This incongruence

can be explained by the heterogeneity of the genealogy of genes in the genome of tetraploids and thus
reveals a hybrid origin of the tetraploid lineage (green) having the ancestral diploid M. anguillicaudatus
(red) and M. bipartitus (blue) as parental species. An alternative explanation for the discordance of gene

trees is that it was caused by incomplete lineage sorting, but this explanation is much less plausible

since V1r1 and V1r2 are tightly linked. Individual names are as in Table 1.

3.2. Characterization of the V1r1 and V1r2 Genes of Weatherfishes

One pair of V1rl and V1r2 was identified based on the sequenced segments of the V1r1-V1r2
clusters of M. anguillicaudatus, M. bipartitus and P. dabryanus. The identities of individual V1r genes
were first checked using BLASTX against the RefSeq protein database of Danio rerio and were then
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confirmed via phylogenetic reconstruction using the VIR1 and VIR2 sequences of model teleost fishes
(Figure S2). The complete CDS of V1r1 and V1r2 encoded 322 and 317 amino acids, respectively, in all
three weatherfishes and were longer than those of zebrafish (303 and 316 amino acids, respectively [4]).
In all three loach species, V1r1 and V1r2 were arranged in a head-to-head manner, which is consistent
with other teleost fishes [6]. The V1r1 and V1r2 intergenic region was approximately 1.5 kb in all three
species, which is shorter than those of other surveyed teleosts [6].

3.3. Recombination between Homoeologous V1r1-V1r2 Clusters in the Tetraploid Genome

When the V1r1 and V1r2 sequences of tetraploid M. anguillicaudatus and diploid M. anguillicaudatus,
M. bipartitus and P. dabryanus were used to construct phylogenetic trees, there was discordance of
tree topologies between V1rl and V1r2 (Figure 2). In the V1r2 tree, all V1r2 sequences of tetraploid
M. anguillicaudatus except for one clustered with those of diploid M. anguillicaudatus, suggesting that
the V1r2 of tetraploid M. anguillicaudatus descended from diploid M. anguillicaudatus. However, all of
the tetraploid M. anguillicaudatus V1r1 sequences clustered with M. bipartitus sequences in the V1r1 tree,
suggesting that the V1r1 of tetraploid M. anguillicaudatus descended from M. bipartitus, rather than from
diploid M. anguillicaudatus. The combined pattern of the V1r1 and V1r2 trees with different genealogies
suggested that the tetraploid lineage possessed a recombinant V1r1-V1r2 cluster, in which V1r1 was
derived from M. bipartitus and V1r2 was derived from diploid M. anguillicaudatus. Discordance of tree
topologies between different genes can result from either introgressive hybridization or incomplete lineage
sorting [40]. Incomplete lineage sorting, as an alternative explanation for the incongruence of gene tree
topologies, is implausible because V1r1 and V12 are tightly linked.

Using V1r1-V1r2 cluster sequences (provided in the Supplementary Materials) containing the complete
coding region and the approximately 1.5-kb intergenic region, we further tested the hypothesis of hybridization
and recombination by split-network reconstruction and several recombination detection methods. Signals of
recombination can be visualized via split-network reconstruction with the potential parental and recombinant
sequences [22]. As expected, the constructed split-network based on the full-length V1r1-V1r2 sequences
showed recombination in allotetraploid individuals (Figure 3). The only exception was an allele from one
tetraploid individual (LN3A allele C) that was derived from M. bipartitus and was of non-recombinant origin.

DQB3_allele_A
DQB12_allele_
QB3_allgle_B

DQB12_allele_A
N

LN11A_allele_B
LN12A _allele_B
LN13A_allele_B

LN3Z_ allele_B

/// LN2A_allele_B

(/~’ LN14A _allele_B
NG, _LN2A aliele_A

LN11A _allele_A, LN12A_allele_A, LN13A _allele_A
LN3A_allele_A, LN14A_allele_A

LN13A_allele_C

FYD2_allele_B
FYDI=¥ieie_A
FYD1_allele_B “FYD2_allele_A

YJ36_allele_A

YJ20_allgle_B

YJ20_allele_A
YJ36_allele_B

Figure 3. Split network of the V1r1-V1r2 clusters in the weatherfishes containing complete coding DNA
sequences (CDS) of V1r1 and V1r2, and the intergenic region between them. The split network was
constructed based on ML distances under the selected best model K2 (Kimura two-parameter) + G and
clearly visualizes the hybridization signal, which shows the hybrid nature of the V1r1-V1r2 clusters
(with one exception) in the tetraploid lineage. Individual names are as in Table 1. Tetraploid lineage
(green), diploid M. anguillicaudatus (red), M. bipartitus (blue), P. dabryanus (black).



Genes 2017, 8, 334 8 of 14

The evidence of recombination provided by the ® test was statistically significant (P = 5.827 x 10~°
< 0.001). When the breakpoints and statistical significance of the V1r1-V1r2 recombination events
were estimated via the RDP, GENECONYV, BootScan, MaxChi, Chimaera, SiScan and 3Seq methods,
recombination events were detected with statistical support in all sequences except for one (see the
Supplementary Materials). Consistent with the V1r1 and V1r2 tree topologies, the recombination
breakpoint lies between the V1r1 and V1r2 intergenic region and partitions the cluster such that the V1r1
region is derived from M. bipartitus and the V1r2 region is derived from M. anguillicaudatus (Figure 4).

/112 T

0.84 1601 x 10°3
’? 0.67
S
5
o 0.50
o
%’ 0.34
& 017
0.00
1 868 1735 2603 3470
Position in alignment
YJ20 allele A - DQB12 allele A YJ20 allele A - LN2A allele A DQB12 allele A — LN2A allele A

Figure 4. An example of the recombination test of V1r1-V1r2 clusters by sliding window analysis using
the RDP method. On the horizontal axis is the site position of DNA alignment; on the vertical axis
is the pairwise identity of a 30-bp window sliding along the sequences. YJ20, DQB12 and LN2A are
individual names as in Table 1. The direction of the clusters is V1r2 (in reverse)-intergenic region-V1r1.
This figure shows that in the first part (containing V1r2) of the cluster, the identity between LN2A
(tetraploid lineage) and YJ20 (diploid M. anguillicaudatus) is much higher than that between LN2A
and DQB12 (M. bipartitus); in contrast, in the latter part (containing V1r1) of the cluster, the identity
between LN2A and DQB12 is much higher than that between LN2A and YJ20. The arrows on the
top show the positions and directions of CDS regions of VIr1 and V1r2, respectively. The small lines
below the arrows mark the variable sites. This analysis indicates that the V1r1-V1r2 cluster of the
tetraploid LN2A is a recombinant from that of diploid M. anguillicaudatus and M. bipartitus and that the
breakpoint position was near the middle of the intergenic region. Similar results were acquired in the
analyses of the other sequences of tetraploids except one (LN3A allele C).

Accordingly, we propose a model describing the recombination of the parental V1r1-V1r2
cluster and the differential preservation of recombinant forms (Figure 5). In this model, the parental
V1r1-V1r2 clusters coexisted in the genomes of the allotetraploid population at the beginning, then
intergenic recombination between homoeologs generated two recombinant types. The recombinant
type harboring V1r2 from M. anguillicaudatus and V1r1 from M. bipartitus persists and is predominant
today in the tetraploid lineage, while the other recombinant type and parental types were excluded or
rare in the descendants of early tetraploids.
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Figure 5. A proposed evolutionary model of the V1r1-V1r2 cluster in the allotetraploid loach genome.
“A” denotes deriving from diploid M. anguillicaudatus, and "B” denotes deriving from M. bipartitus.
Initially, the A-A type of the V1r1-V1r2 cluster and the B-B type coexisted in the genome of the
allotetraploid individuals, then intergenic recombination between homoeologs happened, and the
recombinant A (V1r2)-B (V1r1) type, which probably possesses an evolutionary advantage, progressed
toward fixation with polysomic inheritance and now almost gets fixed in the tetraploid lineage.
The B (V1r2)-A (V1rl) type, the other type of recombinant, was excluded in the descendants of
early tetraploids perhaps due to being less favorable than the A (V1r2)-B (V1r1) type or even being
selected against.

The recombinant V1r1-V1r2 cluster in which V1r1 is derived from M. bipartitus and V1r2 from the
diploid M. anguillicaudatus is dominant in the present tetraploid population. This pattern suggests
that this recombinant has been selected for over the parental types and the other recombinant type
and that there has been selection against the heterogeneity of V1r alleles, namely the coexistence of
the parental V1rls and V1r2s, considering that the parental V1r1-V1r2 clusters should coexist in the
allotetraploid population in the early stage and homoeologous recombination would produce two
types of recombinants with an equal frequency. If there were no positive selection on the recombinant,
it would have little chance to persist in the population, let alone become dominant or even fixed,
because the initial frequency of the recombinant must be far lower than that of the parental types since
the recombination event at a certain position is relatively rare. However, actually, the recombinant is
currently dominant and near fixation. If there were no purifying selection against the heterogeneity of
V1r alleles, the favored combination, for which V1r1 derived from M. bipartitus and V1r2 derived from
the diploid M. anguillicaudatus, could be achieved by the coexistence of parental types of the V1r1-V1r2
cluster. Then, the recombinant V1r1-V1r2 cluster was not necessarily needed, which would make it
hard for the recombinant to be dominant even if the type of combination of V1r1 and V1r2 it afforded
was favored. Meanwhile, the origin of the tetraploid lineage is recent, which is suggested by the low
haplotype diversity and the nesting of the tetraploids within M. bipartitus in the Cyt b tree (Figure 1).
Hence, the selective force must be strong enough for the near-complete fixation of the recombinant
V1r1-V1r2 cluster, which occurred within a short time period.

One of the possible reasons why the recombinant V1r1-V1r2 cluster has a selective advantage
is the following: new combinations of V1Rs could contribute to detecting new pheromones in
two levels. First, for deciphering the information of a single chemical compound, a combination of
different VIR receptors is required to couple molecules of this compound to transmit its signal [41,42].
Second, a pheromone may comprise multiple compounds, which demands higher complexity of
receptor combination to fully detect and transmit the signal of the pheromone [43]. Hence, the new
V1r1-V1r2 combination identified in the tetraploid loach (with V1r1 from M. bipartitus and V1r2 from
diploid M. anguillicaudatus) has possibly imparted an ability to detect a lineage-specific pheromone,
which might have a hybrid nature due to the hybrid origin of the tetraploid lineage.



Genes 2017, 8, 334 10 of 14

3.4. Divergence of V1r1 and V1r2 among the Diploid Parental Species and the Tetraploids

We measured selective pressure to identify sites under positive selection in the V1r1 and V1r2
sequences of diploid M. anguillicaudatus, M. bipartitus and P. dabryanus by calculating the dy/dsg ratios
for individual codons using the SLAC and FEL methods. In general, the dy/dg ratios were far less
than one, indicating that the codons were under purifying selection. No positively selected sites were
identified in the above analyses. The selective pressures measured using the V1r1 dy/dg ratios were
not significantly different among the three diploid species according to the likelihood ratio test (which
compares the one-ratio and free-ratio models) by PAML. This pattern also applied to V1r2.

By comparing the predicted VIR protein sequences, we found that the V1rl proteins of
M. bipartitus were distinct from those of diploid M. anguillicaudatus at eight fixed sites (17-S/A,
78-N/D, 84-V/A, 124-V /L, 200-1/M, 251-V /L, 289-1/V, 311-P /L), two of which (200, 251) were within
the putative key regions (Transmembrane region (TM) 3, TM5 and TM6) that impact ligand-binding
specificity of an olfactory receptor [44]. The M. bipartitus residues in four of the fixed sites (84-V,
124-V, 200-1, 289-I) were inherited by the tetraploid population. One (200-I) occurred in the TM5 key
region (Figure 6). However, in all of the recombinant V1r1-V1r2 clusters of tetraploids, the residue at
position 251, located in the TM6 key region of V1r1, was the same as that of diploid M. anguillicaudatus,
rather than M. bipartitus (L instead of V). This recombination likely allowed V1r1 to evolve a novel
ligand-binding specificity. In contrast to VIr1, none of the amino acid residues of V1r2 that were
differentially fixed between diploid M. anguillicaudatus and M. bipartitus were located in the putative
key functional regions, and none of these residues were fixed in the tetraploid population.

Figure 6. The predicted protein structure of VIR1 of the tetraploid weatherfish. The predicated

protein structure based on the sequence of VIrl allele A of the tetraploid individual LN12A
is shown as a representative. The predicted V1RI structures are alike among the diploid and
tetraploid M. anguillicaudatus and M. bipartitus. The amino acid sites that are fixed in the tetraploid
M. anguillicaudatus and are the same as those for M. bipartitus, but distinct from those of the diploid
M. anguillicaudatus, are highlighted in blue. The amino acid site that is fixed in the tetraploid
M. anguillicaudatus and is the same as that of the diploid M. anguillicaudatus, but distinct from that
of M. bipartitus, is highlighted in red. Note that point mutations of transmembrane region (TM) 5
and TM6 can change the ligand-binding specificity of an olfactory receptor [44]. IC: intracellular;
EC: extracellular.

3.5. Heterogeneous Evolution between Nuclear Genes

The neutral theory of evolution predicts that the intraspecific polymorphism and interspecific
divergence will be both high in a gene exhibiting a high mutation rate, while the intraspecific
polymorphism and interspecific divergence will be both low in a gene exhibiting a low mutation rate.
When comparing two unlinked genes, it can be tested whether the intraspecific polymorphism and
interspecific divergence are consistent between the two genes. In the HKA test, expected values of
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intraspecific polymorphism and interspecific divergence are inferred from the observed data using
the neutral theory, and a X2 statistic is constructed to test whether the observed data fit the neutral
expected values [37].

Under the assumption of tetrasomic inheritance in the tetraploid lineage of M. anguillicaudatus,
HKA analysis comparing the polymorphisms within the tetraploid lineage and the divergence between
the tetraploid lineage and P. dabryanus at the whole V1r1-V1r2 cluster and RAG-1 loci indicated that
the null hypothesis of neutral evolution was refused at P < 0.1 level, which implicated that the
selective pressure acting on the VIr1-V1r2 cluster as a whole was different from that on RAG-1
within the allotetraploid lineage (Table S2). In this comparison, the observed value of the intraspecific
polymorphism of the V1r1-V1r2 cluster is lower than the expected value; in contrast, the observed
value of the intraspecific polymorphism of RAG-1 is higher than the expected one. Meanwhile, the
observed value of the interspecific divergence of the V1r1-V1r2 cluster is higher than the expected value;
in contrast, the observed value of the interspecific divergence of RAG-1 is lower than the expected
one. This pattern can be explained by that the whole V1r1-V1r2 cluster likely having experienced
directional selection, which would increase the interspecific divergence and/or reduce the intraspecific
polymorphism. Alternatively, this can be explained by that RAG-1 likely experienced balancing
selection, which would increase the intraspecific polymorphism. These two explanations are not
mutually exclusive. The V1rl and RAG-1 loci also showed a heterogeneous pattern of evolution
in the allotetraploid lineage (P < 0.1), but such heterogeneity is not obvious between the V1r2 and
RAG-1 loci (Table S2). Interestingly, this pattern of heterogeneous evolution also applied to the
V1r1-V1r2 intergenic region and RAG-1 in the allotetraploid lineage with even stronger statistical
support (P < 0.001) (Table S2). This pattern, in which the V1r1-V1r2 intergenic region has experienced
more intense directional selection than RAG-1 and even V1r1 and V1r2 raises the possibility that the
recombinant intergenic region, which contains the 5" untranslated regions (UTRs) of V1r1 and V1r2,
is under stricter functional constraints than the CDS regions themselves. Thus, directional selection
might have primarily acted on the recombined intergenic region, and the decline in V1r1 and V1r2 CDS
polymorphism is thus more likely caused by the hitchhiking effect rather than by positive selection on
the CDS regions per se. Such a hitchhiking event could result from the possible situation that in the
allotetraploid lineage, the members of translation-associated proteins that interact with the 5* UTRs
of V1r1 and V1r2 have a selected hybrid type of combination; in other words, they are derived from
different parental species, and the combination pattern is selected for [45].

4. Conclusions

We investigated the evolutionary pattern of the sex pheromone receptor gene cluster V1r1-V1r2
in a tetraploid lineage of weather loach. This lineage originated from hybridization between diploid
M. anguillicaudatus and M. bipartitus. The tetraploid lineage harbors a recombinant V1r1-V1r2 cluster
in which V1r1 is derived from M. bipartitus and V1r2 is derived from diploid M. anguillicaudatus.
This recombinant is almost fixed in the tetraploid population. Selection analyses suggested that there
are both positive selection for a specific combination of V1r paralogs and purifying selection for
homogeneity in each gene, and the V1r1-V1r2 cluster is likely under more intense directional selection
than RAG-1. This pattern of V1r1-V1r2 evolution in the recently-formed tetraploid lineage provides an
example for how the number of V1rl and V1r2 genes in a teleost genome will regress to one for each
after genome duplication.

Supplementary Materials: The following are available online at www.mdpi.com/2073-4425/8/11/334/s1.
Figure S1: Sampling sites on a map, Figure 52: Unrooted phylogenetic tree of VIR1 and V1R2 proteins of
M. anguillicaudatus (diploid), M. bipartitus, Paramisgurnus dabryanus and three model fishes, Table S1: Models for
phylogenetic construction of different sets of sequences, Table S2: Results of HKA test.

Acknowledgments: We thank the reviewers for their suggestions to improve the manuscript. This work was
supported by Grant No. 31372180 and 31702015 from the National Natural Science Foundation of China,
No. 2662015PY019 from the Fundament Research Funds for the Central Universities, No. 2015M572166 funded
by China Postdoctoral Science Foundation and No. 2017CFB339 supported by Hubei Provincial Natural Science


www.mdpi.com/2073-4425/8/11/334/s1

Genes 2017, 8, 334 12 of 14

Foundation of China. The funding sources had no role in study design or analysis, nor in the preparation and
decision of submission of the article for publication.

Author Contributions: L.Z. conceived of the study, designed and performed the experiments and data analyses
and wrote the manuscript. W.W. provided reagents. L.Z. and W.W. revised the manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Bear, D.M.; Lassance, ].M.; Hoekstra, H.E.; Datta, S.R. The Evolving Neural and Genetic Architecture of
Vertebrate Olfaction. Curr. Biol. 2016, 26, R1039-R1049. [CrossRef] [PubMed]

2. Grus, W.E,; Zhang, ].Z. Origin of the Genetic Components of the Vomeronasal System in the Common
Ancestor of all Extant Vertebrates. Mol. Biol. Evol. 2009, 26, 407—419. [CrossRef] [PubMed]

3.  Saraiva, L.R.; Korsching, S.I. A novel olfactory receptor gene family in teleost fish. Genome Res. 2007, 17,
1448-1457. [CrossRef] [PubMed]

4. Pfister, P.; Randall, J.; Montoya-Burgos, ].I.; Rodriguez, I. Divergent evolution among teleost V1r receptor
genes. PLoS ONE 2007, 2, e379. [CrossRef] [PubMed]

5. Behrens, M,; Frank, O.; Rawel, H.; Ahuja, G.; Potting, C.; Hofmann, T.; Meyerhof, W.; Korsching, S. ORA1,
a Zebrafish Olfactory Receptor Ancestral to All Mammalian VIR Genes, Recognizes 4-Hydroxyphenylacetic
Acid, a Putative Reproductive Pheromone. J. Biol. Chem. 2014, 289, 19778-19788. [CrossRef] [PubMed]

6.  Zapilko, V.; Korsching, S.I. Tetrapod V1R-like ORA genes in an early-diverging ray-finned fish species:
The canonical six ORA gene repertoire of teleost fish resulted from gene loss in a larger ancestral repertoire.
BMC Genomics 2016, 17. [CrossRef] [PubMed]

7. Nikaido, M.; Ota, T.; Hirata, T.; Suzuki, H.; Satta, Y.; Aibara, M.; Mzighani, S.I.; Sturmbauer, C.;
Hagino-Yamagishi, K.; Okada, N. Multiple Episodic Evolution Events in VIR Receptor Genes of East-African
Cichlids. Genome Biol. Evol. 2014, 6, 1135-1144. [CrossRef] [PubMed]

8.  Lien, S.; Koop, B.E; Sandve, S.R.; Miller, ] R.; Kent, M.P; Nome, T.; Hvidsten, T.R.; Leong, ].S.; Minkley, D.R.;
Zimin, A.; et al. The Atlantic salmon genome provides insights into rediploidization. Nature 2016, 533,
200-205. [CrossRef] [PubMed]

9.  Meyer, A.; van de Peer, Y. From 2R to 3R: Evidence for a fish-specific genome duplication (FSGD). Bioessays
2005, 27, 937-945. [CrossRef] [PubMed]

10. Chain, EJ.; Dushoff, J.; Evans, B.J. The odds of duplicate gene persistence after polyploidization.
BMC Genomics 2011, 12, 599. [CrossRef] [PubMed]

11. Roulin, A.; Auer, PL.; Libault, M.; Schlueter, ].; Farmer, A.; May, G.; Stacey, G.; Doerge, R.W.; Jackson, S.A.
The fate of duplicated genes in a polyploid plant genome. Plant J. 2013, 73, 143-153. [CrossRef] [PubMed]

12.  Chen, J. A study on the classification of the subfamily cobitinae of china. Trans. Chin. Ichthyol. Soc. 1981, 1,
21-32.

13.  Yu, Y.Y;; Abbas, K.; Wang, WM.; Zhou, X.Y. Geographical distribution of ploidy level variation of loach
Misgurnus anguillicaudatus in China. Pak. ]. Agric. Sci. 2014, 51, 273-281.

14. Yi,S.; Zhong, ].; Huang, S.; Wang, S.; Wang, W. Morphological comparison and DNA barcoding of four closely
related species in the genera Misqurnus and Paramisgurnus (Cypriniformes: Cobitidae). Biochem. Syst. Ecol.
2017, 70, 50-59. [CrossRef]

15.  Fujimoto, T.; Nishimura, T.; Goto-Kazeto, R.; Kawakami, Y.; Yamaha, E.; Arai, K. Sexual dimorphism of
gonadal structure and gene expression in germ cell-deficient loach, a teleost fish. Proc. Natl. Acad. Sci. USA
2010, 107, 17211-17216. [CrossRef] [PubMed]

16. Pfister, P; Rodriguez, I. Olfactory expression of a single and highly variable V1r pheromone receptor-like
gene in fish species. Proc. Natl. Acad. Sci. USA 2005, 102, 5489-5494. [CrossRef] [PubMed]

17.  Johnson, M.; Zaretskaya, I.; Raytselis, Y.; Merezhuk, Y.; Mcginnis, S.; Madden, T.L. NCBI BLAST: A better
web interface. Nucleic Acids Res. 2008, 36, 5-9. [CrossRef] [PubMed]

18. Kumar, S.; Stecher, G.; Tamura, K. MEGA?7: Molecular Evolutionary Genetics Analysis Version 7.0 for Bigger
Datasets. Mol. Biol. Evol. 2016, 33, 1870-1874. [CrossRef] [PubMed]

19. Hofmann, K. TMBASE—A database of membrane spanning protein segments. Biol. Chem. 1993, 374, 1-3.


http://dx.doi.org/10.1016/j.cub.2016.09.011
http://www.ncbi.nlm.nih.gov/pubmed/27780046
http://dx.doi.org/10.1093/molbev/msn262
http://www.ncbi.nlm.nih.gov/pubmed/19008528
http://dx.doi.org/10.1101/gr.6553207
http://www.ncbi.nlm.nih.gov/pubmed/17717047
http://dx.doi.org/10.1371/journal.pone.0000379
http://www.ncbi.nlm.nih.gov/pubmed/17440615
http://dx.doi.org/10.1074/jbc.M114.573162
http://www.ncbi.nlm.nih.gov/pubmed/24831010
http://dx.doi.org/10.1186/s12864-016-2399-6
http://www.ncbi.nlm.nih.gov/pubmed/26818853
http://dx.doi.org/10.1093/gbe/evu086
http://www.ncbi.nlm.nih.gov/pubmed/24803573
http://dx.doi.org/10.1038/nature17164
http://www.ncbi.nlm.nih.gov/pubmed/27088604
http://dx.doi.org/10.1002/bies.20293
http://www.ncbi.nlm.nih.gov/pubmed/16108068
http://dx.doi.org/10.1186/1471-2164-12-599
http://www.ncbi.nlm.nih.gov/pubmed/22151890
http://dx.doi.org/10.1111/tpj.12026
http://www.ncbi.nlm.nih.gov/pubmed/22974547
http://dx.doi.org/10.1016/j.bse.2016.10.019
http://dx.doi.org/10.1073/pnas.1007032107
http://www.ncbi.nlm.nih.gov/pubmed/20855617
http://dx.doi.org/10.1073/pnas.0402581102
http://www.ncbi.nlm.nih.gov/pubmed/15809442
http://dx.doi.org/10.1093/nar/gkn201
http://www.ncbi.nlm.nih.gov/pubmed/18440982
http://dx.doi.org/10.1093/molbev/msw054
http://www.ncbi.nlm.nih.gov/pubmed/27004904

Genes 2017, 8, 334 13 of 14

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

Thompson, ].D.; Higgins, D.G.; Gibson, T.J. CLUSTAL W: Improving the sensitivity of progressive multiple
sequence alignment through sequence weighting, position-specific gap penalties and weight matrix choice.
Nucleic Acids Res. 1994, 22, 4673-4680. [CrossRef] [PubMed]

Ronquist, F; Huelsenbeck, J.P. MrBayes 3: Bayesian phylogenetic inference under mixed models.
Bioinformatics 2003, 19, 1572-1574. [CrossRef] [PubMed]

Huson, D.H.; Bryant, D. Application of phylogenetic networks in evolutionary studies. Mol. Biol. Evol. 2006,
23,254-267. [CrossRef] [PubMed]

Bryant, D.; Moulton, V. Neighbor-net: An agglomerative method for the construction of phylogenetic
networks. Mol. Biol. Evol. 2004, 21, 255-265. [CrossRef] [PubMed]

Bruen, T.C.; Philippe, H.; Bryant, D. A simple and robust statistical test for detecting the presence of
recombination. Genetics 2006, 172, 2665-2681. [CrossRef] [PubMed]

Martin, D.P; Murrell, B.; Golden, M.; Khoosal, A.; Muhire, B. RDP4: Detection and analysis of recombination
patterns in virus genomes. Virus Evol. 2015, 1, vev003. [CrossRef] [PubMed]

Martin, D.; Rybicki, E. RDP: Detection of recombination amongst aligned sequences. Bioinformatics 2000, 16,
562-563. [CrossRef] [PubMed]

Padidam, M.; Sawyer, S.; Fauquet, C.M. Possible emergence of new geminiviruses by frequent recombination.
Virology 1999, 265, 218-225. [CrossRef] [PubMed]

Martin, D.P,; Posada, D.; Crandall, K.A.; Williamson, C. A modified bootscan algorithm for automated
identification of recombinant sequences and recombination breakpoints. AIDS Res. Hum. Retrov. 2005, 21,
98-102. [CrossRef] [PubMed]

Smith, .M. Analyzing the mosaic structure of genes. J. Mol. Evol. 1992, 34, 126-129. [CrossRef] [PubMed]
Posada, D. Evaluation of methods for detecting recombination from DNA sequences: Empirical data.
Mol. Biol. Evol. 2002, 19, 708-717. [CrossRef] [PubMed]

Gibbs, M.J.; Armstrong, J.S.; Gibbs, A.]. Sister-scanning: A Monte Carlo procedure for assessing signals in
recombinant sequences. Bioinformatics 2000, 16, 573-582. [CrossRef] [PubMed]

Boni, M.F; Posada, D.; Feldman, M.W. An exact nonparametric method for inferring mosaic structure in
sequence triplets. Genetics 2007, 176, 1035-1047. [CrossRef] [PubMed]

Suzuki, Y.; Gojobori, T. A method for detecting positive selection at single amino acid sites. Mol. Biol. Evol.
1999, 16, 1315-1328. [CrossRef] [PubMed]

Poon, A.EY.; Frost, 5.D.W.; Pond, S.L.K. Detecting Signatures of Selection from DNA Sequences Using
Datamonkey. Method Mol. Biol. 2009, 537, 163-183.

Pond, S.L.K,; Frost, S.D.W. Datamonkey: rapid detection of selective pressure on individual sites of codon
alignments. Bioinformatics 2005, 21, 2531-2533. [CrossRef] [PubMed]

Yang, Z.H. PAML 4: Phylogenetic analysis by maximum likelihood. Mol. Biol. Evol. 2007, 24, 1586-1591.
[CrossRef] [PubMed]

Hudson, R.R; Kreitman, M.; Aguadé, M. A Test of Neutral Molecular Evolution Based on Nucleotide Data.
Genetics 1987, 116, 153-159. [PubMed ]

Librado, P.; Rozas, J. DnaSP v5: A software for comprehensive analysis of DNA polymorphism data.
Bioinformatics 2009, 25, 1451-1452. [CrossRef] [PubMed]

Glover, N.M.; Redestig, H.; Dessimoz, C. Homoeologs: What Are They and How Do We Infer Them?
Trends Plant. Sci. 2016, 21, 609-621. [CrossRef] [PubMed]

Twyford, A.D.; Ennos, R.A. Next-generation hybridization and introgression. Heredity 2012, 108, 179-189.
[CrossRef] [PubMed]

Touhara, K.; Vosshall, L.B. Sensing Odorants and Pheromones with Chemosensory Receptors. Annu. Rev. Physiol.
2009, 71, 307-332. [CrossRef] [PubMed]

Malnic, B.; Hirono, J.; Sato, T.; Buck, L.B. Combinatorial receptor codes for odors. Cell. 1999, 96, 713-723.
[CrossRef]

Haga-Yamanaka, S.; Ma, LM.; He, J.; Qiu, Q.; Lavis, L.D.; Looger, L.L.; Yu, C.R. Integrated action of
pheromone signals in promoting courtship behavior in male mice. eLife 2014, 3. [CrossRef] [PubMed]


http://dx.doi.org/10.1093/nar/22.22.4673
http://www.ncbi.nlm.nih.gov/pubmed/7984417
http://dx.doi.org/10.1093/bioinformatics/btg180
http://www.ncbi.nlm.nih.gov/pubmed/12912839
http://dx.doi.org/10.1093/molbev/msj030
http://www.ncbi.nlm.nih.gov/pubmed/16221896
http://dx.doi.org/10.1093/molbev/msh018
http://www.ncbi.nlm.nih.gov/pubmed/14660700
http://dx.doi.org/10.1534/genetics.105.048975
http://www.ncbi.nlm.nih.gov/pubmed/16489234
http://dx.doi.org/10.1093/ve/vev003
http://www.ncbi.nlm.nih.gov/pubmed/27774277
http://dx.doi.org/10.1093/bioinformatics/16.6.562
http://www.ncbi.nlm.nih.gov/pubmed/10980155
http://dx.doi.org/10.1006/viro.1999.0056
http://www.ncbi.nlm.nih.gov/pubmed/10600594
http://dx.doi.org/10.1089/aid.2005.21.98
http://www.ncbi.nlm.nih.gov/pubmed/15665649
http://dx.doi.org/10.1007/BF00182389
http://www.ncbi.nlm.nih.gov/pubmed/1556748
http://dx.doi.org/10.1093/oxfordjournals.molbev.a004129
http://www.ncbi.nlm.nih.gov/pubmed/11961104
http://dx.doi.org/10.1093/bioinformatics/16.7.573
http://www.ncbi.nlm.nih.gov/pubmed/11038328
http://dx.doi.org/10.1534/genetics.106.068874
http://www.ncbi.nlm.nih.gov/pubmed/17409078
http://dx.doi.org/10.1093/oxfordjournals.molbev.a026042
http://www.ncbi.nlm.nih.gov/pubmed/10563013
http://dx.doi.org/10.1093/bioinformatics/bti320
http://www.ncbi.nlm.nih.gov/pubmed/15713735
http://dx.doi.org/10.1093/molbev/msm088
http://www.ncbi.nlm.nih.gov/pubmed/17483113
http://www.ncbi.nlm.nih.gov/pubmed/3110004
http://dx.doi.org/10.1093/bioinformatics/btp187
http://www.ncbi.nlm.nih.gov/pubmed/19346325
http://dx.doi.org/10.1016/j.tplants.2016.02.005
http://www.ncbi.nlm.nih.gov/pubmed/27021699
http://dx.doi.org/10.1038/hdy.2011.68
http://www.ncbi.nlm.nih.gov/pubmed/21897439
http://dx.doi.org/10.1146/annurev.physiol.010908.163209
http://www.ncbi.nlm.nih.gov/pubmed/19575682
http://dx.doi.org/10.1016/S0092-8674(00)80581-4
http://dx.doi.org/10.7554/eLife.03025
http://www.ncbi.nlm.nih.gov/pubmed/25073926

Genes 2017, 8, 334 14 of 14

44. Katada, S.; Hirokawa, T.; Oka, Y.; Suwa, M.; Touhara, K. Structural basis for a broad but selective ligand
spectrum of a mouse olfactory receptor: Mapping the odorant-binding site. J. Neurosci. 2005, 25, 1806-1815.
[CrossRef] [PubMed]

45. Araujo, PR.; Yoon, K.; Ko, D.J.; Smith, A.D.; Qiao, M.; Suresh, U.; Burns, S.C.; Penalva, L.O.F. Before It Gets
Started: Regulating Translation at the 5 UTR. Comp. Funct. Genom. 2012, 2012. [CrossRef] [PubMed]

@ © 2017 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
@ article distributed under the terms and conditions of the Creative Commons Attribution

(CC BY) license (http:/ /creativecommons.org/licenses/by/4.0/).



http://dx.doi.org/10.1523/JNEUROSCI.4723-04.2005
http://www.ncbi.nlm.nih.gov/pubmed/15716417
http://dx.doi.org/10.1155/2012/475731
http://www.ncbi.nlm.nih.gov/pubmed/22693426
http://creativecommons.org/
http://creativecommons.org/licenses/by/4.0/.

	Introduction 
	Materials and Methods 
	Data Collection 
	Sample Collection and Evaluation of Polyploidy 
	Amplification, Cloning and Sequencing 

	Data Analysis 
	Sequence Characterization and Alignment and Phylogenetic Reconstruction 
	Recombination and Selection Analyses 


	Results and Discussion 
	Identification of an Allotetraploid Lineage of Oriental Weatherfishes 
	Characterization of the V1r1 and V1r2 Genes of Weatherfishes 
	Recombination between Homoeologous V1r1-V1r2 Clusters in the Tetraploid Genome 
	Divergence of V1r1 and V1r2 among the Diploid Parental Species and the Tetraploids 
	Heterogeneous Evolution between Nuclear Genes 

	Conclusions 

