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Abstract: In this study, morphology observation and illumina sequencing were performed on
two different coloration skins of crimson snapper (Lutjanus erythropterus), the black zone and the
red zone. Three types of chromatophores, melanophores, iridophores and xanthophores, were
organized in the skins. The main differences between the two colorations were in the amount and
distribution of the three chromatophores. After comparing the two transcriptomes, 9200 unigenes
with significantly different expressions (ratio change ě 2 and q-value ď 0.05) were found, of which
5972 were up-regulated in black skin and 3228 were up-regulated in red skin. Through the function
annotation, Gene Ontology (GO) and Kyoto Encyclopedia of Genes and Genomes (KEGG) pathway
analysis of the differentially transcribed genes, we excavated a number of uncharacterized candidate
pigment genes as well as found the conserved genes affecting pigmentation in crimson snapper.
The patterns of expression of 14 pigment genes were confirmed by the Quantitative real-time PCR
analysis between the two color skins. Overall, this study shows a global survey of the morphological
characters and transcriptome analysis of the different coloration skins in crimson snapper, and
provides valuable cellular and genetic information to uncover the mechanism of the formation of
pigment patterns in snappers.
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1. Introduction

As one of the most diverse phenotypic characteristics in vertebrates, coloration plays numerous
adaptive functions like camouflage, predator deterrence and species recognition [1,2]. Skin coloration
can be influenced by many factors, such as genetics, diet, environmental or healthy condition, etc. [3].
Nevertheless, genetic is still the major determination, the kind of pigmentation related genes and
their variant expressions are the major reason of diverse form coloration [1]. In mammalian systems,
melanophores are the only chromatophore type found in their skin. In contrast, several kinds of
chromatophores are found take part in the formation of variety coloration in teleost, including
melanophores (melanin granules), xanthophores (pteridine or carotenoid granules), iridophores
(guanine), leucophore (unknown) and erythrophores (carotenoids and pteridine) [4–9]. As most
of the pigment related genes were first identified in laboratory mice (genus Mus.), to date, most of
the known pigmentation genes are genes responsible for producing melanin [10–15], even in the
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teleosts system. Only a few studies about genetic of xanthophore [16] and iridophore [17,18] have
been reported recently. However, pigmentation is an important economic trait for fish, achieving a
uniform and bright coloration is crucial for fish farms.

With the advantage of low cost and speed, massively parallel sequencing (Illumina) RNA-Seq
analysis is now the most convenient method to find out new genes and investigate gene expression
patterns of non-model organisms, especially for species of which the whole genome sequence
is not yet available, such as sheep [19], spider [20,21], Ischnura elegans [22], Yesso Scallop [23],
etc. To date, several studies have reported on the gene expression profile of different coloration
patterns of fresh-water fish like common carp [3,24], cichlids [25] and zebrafish [17]. These
studies have found that signaling pathway such as Wnt (wingless-type MMTV in integration site
family), MAPK (mitogen-activated protein kinase) and cAMP (cyclic adenosine monophosphate)
were conserved melanin-synthesis related pathways in vertebrates. Higdon et al. [17] have proposed
the purine synthesis and phosphoribosyl pyrophosphate might take part in the guanine production
in zebrafish, the latter is a basic component of iridophore. However, studies about the genetic
profiles on the skin of seawater fish species remain scarce. Considering from the morphology
perspective, body coloration differences were mainly caused by the type, density and distribution
of chromatophores [5,8,9]. From the cellular level, which chromatophores and how they involved
in the formation of variety colorations, and from the genetic level, which genes correlated with the
different pigmentations is still poorly understood.

In the South China Sea (SCS), there are about 20 indigenous species of genus Lutjanus present,
which are economically important and a significant source of food for developing countries around
SCS [26,27]. All of them have diagnostic color patterns that are primary taxonomic identification
characters. To date, most studies about Lutjanus were mainly focused on their phylogenetic
relationships [28,29]. Interestingly, Wang et al. [27] have found that as a kind of coral reef fish,
there might be some relevance between the coloration and speciation in Lutjanus. However, there is
little knowledge about the formation of these diverse pigment patterns in Lutjanus. Crimson snapper
(Lutjanus erythropterus), which is distributed over the Indo-West Pacific and habitats throughout coral
reef and hard-bottom, is one of the most economically important fish of SCS [30]. A suitable model
for exploring the genetic basis of skin coloration is provided by the distinct skin colors of crimson
snapper. The morphological characters of crimson snapper are very conservative and simple—the
whole body is light red with more intense pigment on the back and a big black dot on the caudal
trunk. To better understand the cells and genetic factors that influence the pigmentation formation,
in this study, we utilized Stereomicroscope and Transmission Electron Microscopy (TEM) technology
to observe the chromatophores morphology of black skin and red skin in crimson snapper. RNA-Seq
was conducted on the two color skins of crimson snapper to compare their gene expression profiles.
The purpose of this study is to provide basic information about the color difference from the cellular
level, and identify the genes potentially related to the color determination of crimson snapper as well
as find out the genetic differences between the two different color traits. Understanding this will not
only enrich the information of skin color varieties in fish but also help the selection of fish species
with consumer-favored coloration from the genetic level. On the other hand, our ultimate aim is to
provide some candidate pigmentation genes to investigate the correlation between coloration and
sympatric speciation in Lutjanus fishes.

2. Results

2.1. Chromatophore Distribution of Black Skin and Red Skin

From the Stereomicroscope observation of black skin and red skin crimson snapper, we found
that there are three types of chromatophores: melanophore, iridophore and xanthophore in the fish
skin, as shown in Figure 1. The main difference between the two colorations was in the type and
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quantity of the pigment cells, the black skin was mainly distributed by melanophore, while the red
skin was based on xanthophore and iridophore.
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shaped, with numerous melanin-bearing granules, called melanosome, filled in the cytoplasm. The 
melanosome varied from round to ellipsoidal and measured about 0.5 μM in diameter. Iridophores 
contributed to white- or silver-color region, they were difficult to detect when observing whole skin 
dissections. Under TEM, Iridophores were easily observed, they were dermal reflective cells, 
elliptical or shuttle shaped, near other pigment cells. Numbers of thin flat and reflective platelet 
filled in the iridophores. Under Stereomicroscope, xanthophores have a similar stellated shape to 
melanophores, which were different from the round shape of erythrophores [31]. At the same time, 
they displayed yellow to orange color, which was caused by the type and amount of pigment they 
contained. From the TEM results, pterinosome and carotenoid droplet were present in the 
cytoplasm of xanthophore. Carotenoid droplets were present widely in xanthophores in the red 
skin (Figure 1h). They were about 0.1 μM in diameter, oval vesicle and contained carotenoid 
pigment. Pterinosomes were bigger spherical vesicles contained densely stained contents. This kind 
of xanthophore was mainly distributed in the black skin (Figure 1e). 

 

 

 

 
Figure 1. Skins of crimson snapper under Stereomicroscope and Transmission Electron Microscopy 
(TEM): (a) vlack skin (stereomicroscope); (b) red skin (stereomicroscope); (c) black skin, M: 
melanophore, Ir: iridophore, Nu: nucleus (TEM); (d) red skin, M: melanophore, Ir: iridophore, X: 
xanthophore, Nu: nucleus (TEM); (e,g) black skin, M: melanophore, Ir: iridophore, X: xanthophore, 
Me: melanosome, P: pterinosome, Nu: nucleus (TEM); and (f,h) red skin, M: melanophore, Ir: 
iridophore, X: xanthophore, Nu: nucleus, cd: carotenoid droplet, Me: melanosome, P: pterinosome, 
RP, reflecting plate (TEM). 

  

Figure 1. Skins of crimson snapper under Stereomicroscope and Transmission Electron Microscopy
(TEM): (a) vlack skin (stereomicroscope); (b) red skin (stereomicroscope); (c) black skin, M:
melanophore, Ir: iridophore, Nu: nucleus (TEM); (d) red skin, M: melanophore, Ir: iridophore, X:
xanthophore, Nu: nucleus (TEM); (e,g) black skin, M: melanophore, Ir: iridophore, X: xanthophore,
Me: melanosome, P: pterinosome, Nu: nucleus (TEM); and (f,h) red skin, M: melanophore, Ir:
iridophore, X: xanthophore, Nu: nucleus, cd: carotenoid droplet, Me: melanosome, P: pterinosome,
RP, reflecting plate (TEM).

Because of their black color and stellated shape, melanophores were the most easily observed
cell type. Under TEM, melanophores were about 10 µM long, 4–6 µM in diameter, oval or dendritic
shaped, with numerous melanin-bearing granules, called melanosome, filled in the cytoplasm. The
melanosome varied from round to ellipsoidal and measured about 0.5 µM in diameter. Iridophores
contributed to white- or silver-color region, they were difficult to detect when observing whole
skin dissections. Under TEM, Iridophores were easily observed, they were dermal reflective cells,
elliptical or shuttle shaped, near other pigment cells. Numbers of thin flat and reflective platelet
filled in the iridophores. Under Stereomicroscope, xanthophores have a similar stellated shape to
melanophores, which were different from the round shape of erythrophores [31]. At the same time,
they displayed yellow to orange color, which was caused by the type and amount of pigment they
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contained. From the TEM results, pterinosome and carotenoid droplet were present in the cytoplasm
of xanthophore. Carotenoid droplets were present widely in xanthophores in the red skin (Figure 1h).
They were about 0.1 µM in diameter, oval vesicle and contained carotenoid pigment. Pterinosomes
were bigger spherical vesicles contained densely stained contents. This kind of xanthophore was
mainly distributed in the black skin (Figure 1e).

2.2. Sequencing and Assembly of the Black Color Skin and Red Color Skin Transcriptomes

Sequencing generated 52,873,586 raw reads from red fish skin and 54,232,958 raw reads from
black fish skin, after removing repetitive, low-quality, and low-complexity reads, 49,531,098 clean
reads with 50.73% GC percentage and 51,438,110 clean reads with 49.84% GC percentage were
obtained from red color skin and black color skin, respectively. Then, after assembling these clean
reads into unigenes, 122,508 and 142,792 unigenes with mean length of 613 and 622 bp were yielded
from red color skin and black color skin, respectively (as shown in Table 1). Finally, 6803 and
7914 unigenes with sequence length greater than 2000 nucleotides were obtained from red color
skin and black color skin, respectively. These unigenes were annotated with National Center for
Biotechnology Information non-redundant protein database (NR), UniProt/Swiss-Prot, Cluster of
Orthologous Groups of Proteins (COG), Gene Ontology (GO) and the Kyoto Encyclopedia of Genes
and Genomes (KEGG) databases and 49,935 genes, 44,122 genes, 36,976 genes, 15,174 genes and 33,038
genes were obtained, respectively.

Table 1. Summary of transcriptome sequencing and assembly for black skin and red skin of
crimson Snapper.

Parameters Back Skin Red Skin

Total raw reads 54,232,958 52,873,586
Total clean reads 51,438,110 49,531,098

Total clean nucleotides (bp) 4,629,429,900 4,457,798,820
Q20 percentage 94.41% 94.35%
N percentage 0.00% 0.00%

GC percentage 49.85% 50.73%
Total length 104,322,550 89,828,794

N50 (bp) 881 888
Unigenes 142,792 122,508

Mean length (bp) 622 613

2.3. Genes Highly Expressed in Fish Skins

The RPKM (reads per kilobase of xon model per million mapped reads) value of each gene was
computed to represent its expression level in different tissues. Top expressed genes in each tissue
were identified before Differentially Transcribed Genes (DTGs) were found between them. The top 10
genes (shown in Table 2) that were highly expressed in black and red colored fish skins were analyzed.
From the results, we found that genes which encoding for ribosomal proteins were accounted for the
majority of the top 10 highly expressed genes in both color skins, 6{10 and 3{10 in black skin and
red skin, respectively. This result is in accordance with Higdon [17], whose study found that the
top expressed genes in pigment cells of zebrafish were also genes encoding for ribosomal proteins.
Different from the highest expression gene was the ribosomal protein genes in the black skin, the top
six highly expressed genes in the red fish skin were creatine kinase M-type, fructose-bisphosphate
aldolase, myosin light chain 3, cytochrome c oxidase subunit 1, NADH dehydrogenase subunit 5
and parvalbumin.
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Table 2. Top 10 highly expressed genes in fish skin.

Back-Skin RPKM * Gene Name Red-Skin RPKM Gene Name

16,496.2127 40S ribosomal protein S25-like 13,630.6212 Creatine kinase M-type
12,175.4483 hypothetical protein LOC100078788 13,504.9082 Fructose-bisphosphate aldolase
10,046.855 ribosomal protein L27a 12,425.8508 myosin light chain 3
10,041.9354 40S ribosomal protein S15 9826.1597 cytochrome c oxidase subunit 1
9797.9735 uncharacterized protein LOC100849392 8020.0354 NADH dehydrogenase subunit 5
8880.9287 putative ribosomal protein L14 6576.8346 parvalbumin
8046.257 ribosomal protein L18 9305.5688 40S ribosomal protein S25-like
914.1748 unnamed protein product 6265.6913 60S ribosomal protein L41

7404.5547 60S ribosomal protein L8 5994.7734 ribosomal protein L27a
7289.4817 unnamed protein product 5751.3138 myosin light chain 2 polypeptide

* RPKM: reads per kilobase of exon model per million mapped reads, which was used to represent the gene’s
expression level in one tissue.

2.4. Recognition of Differentially Transcribed Genes (DTGs) in Black Skin versus Red Skin

In total, 117,249 differentially expressed transcripts between the two skins were found, and the
number was reduced to 9200 after choosing the p < 0.0001 with the absolute value of log2 abundance
ratio of ě1 and an false discovery rate (FDR) of ď0.001 as the cutoff (as shown in Figure 2). After
comparing these genes with the NR, Swiss-prot, COG database, GO, and KEGG database, a total of
4350 genes were annotated, of which 2325 were up-regulated and 2025 were down-regulated in black
skin in contrast with red skin. However, there are still a large number of differentially transcribed
genes that could not be annotated, including some genes with high expression. In total, 4850
differentially expressed genes were considered as novel genes, among them 3647 were up-regulated
and 1203 were down-regulated in skin of black color compared with skin of red color.
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Figure 2. Differentially expressed genes in the two skins. The number of differentially transcribed 
genes (DTGs) identified in each library contrast applying a threshold of the ratio change and a 
q-value of <0.05. The left red/green column represents genes up-/down-regulated in different color 
skins. The right panel shows scatter plot of DTGs (false discovery rate (FDR) ≤ 0.001 and log2 Ration 
≥ 1) illustrating the full set of genes sampled. Red points: up-regulated genes; Green points: 
down-regulated genes; Blue points: not DTGs. 

2.5. Functional Enrichment of Differentially Transcribed Genes (DTGs) 

After being GO annotated, the DTGs were classified into 57 GO terms, including 24 biological 
processes, 16 cellular components, and 17 molecular functions (as shown in Figure 3). Cellular 
process and metabolic process are the two largest categories in biological process. The largest two 
categories in molecular functions are binding and catalytic activity. For the cellular components, the 
most abundant categories are cell and cell part. However, the GO term of pigmentation do not 
appear to be significantly enriched in the differentially transcribed genes. 

Of the 4350 known DTGs in black versus red skin, 3455 were annotated in the KEGG database. 
These DTGs were participated in 249 pathways, of which 26 (Table 3) were significantly enriched  
(q-value < 0.05). Among the 26 pathways, almost all the DTGs involved in Oxidative 
phosphorylation (75), Proteasome (28), Glycolysis/Gluconegenesis (34), Citrate cycle (24) and 
Cardiac muscle contraction (156) pathways are down-regulated in the black skin. However, at the 
same time, most of DTGs involved in tyrosine metabolism (18) were up-regulated in the black skin. 

Figure 2. Differentially expressed genes in the two skins. The number of differentially transcribed
genes (DTGs) identified in each library contrast applying a threshold of the ratio change and a
q-value of <0.05. The left red/green column represents genes up-/down-regulated in different color
skins. The right panel shows scatter plot of DTGs (false discovery rate (FDR) ď 0.001 and log2
Ration ě 1) illustrating the full set of genes sampled. Red points: up-regulated genes; Green points:
down-regulated genes; Blue points: not DTGs.

2.5. Functional Enrichment of Differentially Transcribed Genes (DTGs)

After being GO annotated, the DTGs were classified into 57 GO terms, including 24 biological
processes, 16 cellular components, and 17 molecular functions (as shown in Figure 3). Cellular process
and metabolic process are the two largest categories in biological process. The largest two categories
in molecular functions are binding and catalytic activity. For the cellular components, the most
abundant categories are cell and cell part. However, the GO term of pigmentation do not appear
to be significantly enriched in the differentially transcribed genes.
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Figure 3. Gene Ontology (GO) functional classification of Differentially Transcribed Genes (DTGs) 
in red skin versus black skin. 

Table 3. Kyoto Encyclopedia of Genes and Genomes (KEGG) functional analysis of DTGs in black 
skin versus red skin. 

Pathway DTGs * with Pathway q-Value Pathway ID
Dilated cardiomythy 301 1.04 × 10−65 ko05414 

Hypertrophic cardiomyopathy(HCM) 291 8.36 × 10−63 ko05410 
Cardiac muscle contraction 156 2.02 × 10−24 ko04260 

Alzheimer’s disease 150 2.22 × 10−20 ko05010 
Oxidative phosphorylation 75 2.85 × 10−18 ko00190 

Parkinson’s disease 80 1.72× 10−17 ko05012 
Calcium signaling pathway 150 3.53 × 10−11 ko04020 

Proteasome 28 5.07 × 10−9 ko03050 
Huntington’s disease 115 1.21 × 10−7 ko05016 

Viral myocarditis 118 3.68 × 10−7 ko05416 
Vascular smooth muscle contraction 149 4.29 × 10−6 ko04270 

Focal adhesion 202 1.32 × 10−5 ko04510 
Amoebiasis 153 1.04 × 10−4 ko05146 

Arrhythmogenic right ventricular cardiomyopathy 75 2.47 × 10−4 ko05412 
Metabolic pathways 400 2.70 × 10−4 ko01100 

Regulation of actin cytoskeleton 220 3.05 × 10−4 ko04810 
Protein digestion and absorption 79 3.87 × 10−4 ko04974 

Tight junction 153 8.05 × 10−4 ko04530 
Glycolysis/Gluconeogenesis 34 8.66 × 10−4 ko00010 

Salmonella infection 120 1.66 × 10−3 ko05132 
Phenylalanine,tyrosine and tryptophan biosynthesis 8 1.66 × 10−3 ko00400 

Arginine and proline metablism 30 4.50 × 10−3 ko00330 
Citrate cycle (TCA cycle) 24 4.80 × 10−3 ko00020 

Phenylalanine metabolism 13 5.16 × 10−3 ko00360 
Alanine, aspartate and glutamate metabolism 21 9.60 × 10−3 ko00250 

Tyrosine metabolism 18 2.88 × 10−2 ko00350 
* DTGs, differetially transcribed genes, which was identified by the DEGseq package. DTGs 
between the two samples were selected with the following filter criteria: log2 transcript abundance 
ratio ≥1 and FDR (false discovery ratio) ≤0.001. 

  

Figure 3. Gene Ontology (GO) functional classification of Differentially Transcribed Genes (DTGs) in
red skin versus black skin.

Of the 4350 known DTGs in black versus red skin, 3455 were annotated in the KEGG
database. These DTGs were participated in 249 pathways, of which 26 (Table 3) were significantly
enriched (q-value < 0.05). Among the 26 pathways, almost all the DTGs involved in Oxidative
phosphorylation (75), Proteasome (28), Glycolysis/Gluconegenesis (34), Citrate cycle (24) and Cardiac
muscle contraction (156) pathways are down-regulated in the black skin. However, at the same time,
most of DTGs involved in tyrosine metabolism (18) were up-regulated in the black skin.

Table 3. Kyoto Encyclopedia of Genes and Genomes (KEGG) functional analysis of DTGs in black
skin versus red skin.

Pathway DTGs * with Pathway q-Value Pathway ID

Dilated cardiomythy 301 1.04 ˆ 10´65 ko05414
Hypertrophic cardiomyopathy(HCM) 291 8.36 ˆ 10´63 ko05410

Cardiac muscle contraction 156 2.02 ˆ 10´24 ko04260
Alzheimer’s disease 150 2.22 ˆ 10´20 ko05010

Oxidative phosphorylation 75 2.85 ˆ 10´18 ko00190
Parkinson’s disease 80 1.72ˆ 10´17 ko05012

Calcium signaling pathway 150 3.53 ˆ 10´11 ko04020
Proteasome 28 5.07 ˆ 10´9 ko03050

Huntington’s disease 115 1.21 ˆ 10´7 ko05016
Viral myocarditis 118 3.68 ˆ 10´7 ko05416

Vascular smooth muscle contraction 149 4.29 ˆ 10´6 ko04270
Focal adhesion 202 1.32 ˆ 10´5 ko04510

Amoebiasis 153 1.04 ˆ 10´4 ko05146
Arrhythmogenic right ventricular cardiomyopathy 75 2.47 ˆ 10´4 ko05412

Metabolic pathways 400 2.70 ˆ 10´4 ko01100
Regulation of actin cytoskeleton 220 3.05 ˆ 10´4 ko04810
Protein digestion and absorption 79 3.87 ˆ 10´4 ko04974

Tight junction 153 8.05 ˆ 10´4 ko04530
Glycolysis/Gluconeogenesis 34 8.66 ˆ 10´4 ko00010

Salmonella infection 120 1.66 ˆ 10´3 ko05132
Phenylalanine, tyrosine and tryptophan biosynthesis 8 1.66 ˆ 10´3 ko00400

Arginine and proline metablism 30 4.50 ˆ 10´3 ko00330
Citrate cycle (TCA cycle) 24 4.80 ˆ 10´3 ko00020

Phenylalanine metabolism 13 5.16 ˆ 10´3 ko00360
Alanine, aspartate and glutamate metabolism 21 9.60 ˆ 10´3 ko00250

Tyrosine metabolism 18 2.88 ˆ 10´2 ko00350

* DTGs, differetially transcribed genes, which was identified by the DEGseq package. DTGs between the two
samples were selected with the following filter criteria: log2 transcript abundance ratio ě1 and FDR (false
discovery ratio) ď0.001.
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2.6. Differential Expression of Known Pigmentation Genes

According to the ensemble database [32], 97 genes are participated in the pigmentation category
in the zebrafish. After a BLAST search with the 97 pigmentation genes, a total of 84 of aforementioned
genes (with E value < 1 ˆ 10´5) were detected in crimson snapper skin in this study (data seen
in Table S1). Considering the RPKM of these genes, we found 16 genes showed significant highly
expressed in black skin and three genes with significantly high expression in red skin. Among the
significant differentially expressed genes, sodium calcium transporter 45a2 (SLC45a2) was found to be
the most highly expressed gene in black skin, followed by oculocutaneous albinism II (OCA2), sodium
calcium transporter 24a5 (SLC24a5), pre-melanosomal protein a (PMELa) and HMG box transcription
factor Sox9b (sox9b). The three genes significantly high expression in red skin were choroideremi
(chm), ADP-ribosylation factor-like (arl6) and aldolase a, fructose-bisphosphate, a (aldoaa).

2.7. Confirmation of RNA-Seq Identified DTGs by Quantiative Real-Time PCR (qRT-PCR)

In order to test the reliability of RNA-Seq datas, 14 pigment genes were randomly selected for
qRT-PCR to check their expression in the two skins. After comparing the gene expression patterns in
the qRT-PCR with the data of RNA-Seq (shown in Figure 4), results showed that expression patterns
of the selected genes obtained from the qRT-PCR was nearly in accordance with the RNA-Seq data,
except the MITFb gene. Combined with the results of the two methods, we found that melanin-related
genes showed higher expression in black skin and guanine-related genes showed higher expression
in red skin, both of them certified the different expression patterns of pigment-related genes in diverse
color skins.
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and qRT-PCR (Quantiative real-time PCR). RNA-seq fold changes are computered directly for each
sample comparison (i.e., log2(black RPKM/red RPKM)) qRT-PCR fold changes are calculated by first
normalizing expression relative to β-actin, followed by the log transformation. Gene abbreviations:
melanocortin 1 receptor (MC1R); tyrosinase-related protein 1 (TYRP1); tyrosinase (TYR); dopachrome
tautomerase (DCT); microphthalmia-associated transcription factor a (MITFa); agouti signaling
protein (ASIP); melanophilin (MLPH); forkhead box D3 (FOXD3); paired box protein 3a (PAX3a);
member RAS oncogene family (RAB11); glycerol kinase (GK), wingless-type MMTV integration
site family member 5A (WNT5a); endothelin 3 (EDN3); microphthalmia-associated transcription
factor b (MITFb).
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3. Discussion

Animal coloration plays important roles in communication, ecological interactions and even
speciation [16]. Studies have found that diverse body colorations are mainly controlled by the
development and patterning of pigment cells, of which genetic was the major determination. Thus,
in this study, firstly, we observed the morphology of black skin and red skin of crimson snapper.
Secondly, by Illumina sequencing technology, we studied the genetic profiles of black skin and red
skin of crimson snapper from transcriptome level, and by contrast, 9200 significantly DTGs were
found. The identified DTGs between the two color skins will not only help us to understand the
molecular mechanism of skin color differences, but also provide us valuable gene information for
exploring the relevance of speciation and pigmentation in this species. Compared to the recent
RNA-Seq research on common carp skin [33], more DTGs were found in our study. The first reason
might be less use of analysis technology, as the aim of this study is to identify a large number of
candidate genes for subsequent analysis, only one conventional technology DEGseq [34] was used to
identify the DTGs. The second reason might be the diverse chromatophores composition of crimson
snapper skins, as shown in Figure 1.

In this study, we found ribosome protein genes were accounted for the highly expressed
genes in each tissue, which suggested ribosome proteins might play an important role in the
fish skin formation. Previous study has reported that in the transcriptome of zebrafish pigment
cells, four of the top five most highly expressed genes were ribosomal proteins [17]. A similar
finding was also reported on the transcriptome analysis of sheepskin [19]. Studies have proved
that highly expressed levels of ribosome proteins related genes not only revealed the high rates
of protein translation in organism [35], but also have some correlation with the mouse black coat
color [36]. Combined with the more highly expressed of ribosome protein genes in black skin,
so we inferred the ribosomal proteins genes might involve in the formation of the black skin
coloration of crimson snapper. However, further studies are needed to deliberate its exact function.
While, different from the black skin, in the red skin, creatine kinase M-type, fructose-bisphosphate
aldolase (FBA), cytochrome c oxidase subunit 1 (COX1), Glyceraldehyde-3-phosphate dehydrogenase
(GAPDH), NADH dehydrogenase subunit 5 (NADH5) and parvalbumin were also showed very
high expression, all of these genes were found to be iridophore-related genes in zebrafish [17].
Meanwhile, Fan et al. [19] has found that the expression of NADH5 and COX1 were very high
in the white skin of sheep, as both of them were genes encoding for the enzymes responsible for
oxidative and dehydrolytic, so they presumed that the high expression of them might imply strong
metabolism characteristic of iridophores. However, the function of the NADH5 and COX1 in crimson
snapper needs further elucidation. As an activator to tyrosine kinase [37,38], fructose-bisphosphate
aldolase (FBA) and Glyceraldehyde-3-phosphate dehydrogenase (GAPDH) were constituents of the
glycolytic/gluconeogenesis pathway. However, from the recent study [17], we known that GAPDH
might play important roles from the guanine synthesis to the formation of iridophore pigment
contained organelles. All of these results indicated these genes might play some role in the red skin
in the energy metabolism or synthesis of guanine, further work is still needed to determine how these
genes function.

After the GO and KEGG analyses of DTGs, the most clustered groups of DTGs were consistent
with previous works about fish, like zebrafish [17], Midas cichlids [25] and common carp [3,24,33].
After the GO analysis of the DTGs, we found that most of the down-regulated genes were enriched
in pathways like Glycolysis/Gluconeogenesis, Citrate cycle, Oxidative phosphorylation, Cardiac
muscle contraction and Proteasome, which implied the participation of these pathways in the
formation of red skin. In zebrafish, several TEM studies about fish skin have showed the existences of
stacks of guanine plates in iridophores [5,9,39], and glycolysis and citrate cycle pathway were found
to be key participators with the extensive guanine synthesis [17]. Combined with our TEM results
(Figure 1d), a number of reflecting plates were found in the iridophores; thus, higher expression
of genes with these pathways might be in accordance with the higher requirement of guanine for
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the reflective iridophore pigment in red fish skin crimson snapper. Further work is still needed to
determine how these pathways coordinate the up-regulation of guanine synthesis in iridophores.

To test the reliability of the RNA-Seq datas, 14 genes were chosen randomly for qRT-PCR,
including WNT5a, MC1R, the tyrosine gene family (DCT, TYR and TYRP1), etc. As shown in Figure 4,
the expression pattern of the pigment-specific genes from qRT-PCR was almost in accordance with
the RNA-Seq result except the MITFb gene, and the expression level of the two methods was
nearly in accordance, with only slight differences, indicting the reliability of the transcriptome data.
Several studies [24,40,41] have reported that WNT signaling pathway taken part in the synthesis of
melanogenesis in teleost as well as mammals. WNT5a, a non-canonical Wnt protein family gene
which was found located in the matrix and precortex cells in the hair follicles of mice [42,43], was
1.1-fold up-regulated in the black skin. Interestingly, in the recently RNA-Seq study about the
common carp skin, the member of Wnt protein family showed higher expression in YRC was WNT5b.
Brassch et al. [44] have found that due to the fish-specific genome duplication (FSGD), 75% of the
melanogenic enzymes were found to be duplicated, and three different fated for duplicated genes
were observed in [45]. So further studies should be conducted to determine whether species-specific
evolution variation exist in WNT5 duplicates in crimson snapper. MITF [46,47], the master regulator
of melanophore identity, was 1.2-fold up-regulated in the black skin, and the downstream gene of
MITF, tyrosinase gene family [44], which is well known to take part in the enzymatic conversion of
tyrosine to melanin, were also showed up-regulation in the black skin. However, agouti signaling
protein (ASIP) [48], the gene blocked the melanogenesis by antagonizing the binding of α-MSH to
MC1R, showed a higher expression in red skin in either method. All of these results not only proved
the credibility of the transcriptome data but also indicted the conservation of these pigmentation
genes in teleost.

According to the comparison between known zebrafish pigmentation genes with the
transcriptome data of this study, majority of the pigmentation genes could be found in the snapper
fish. In addition, we found most of the known pigmentation genes have shown significantly different
expression patterns between the two tissues. Such as sodium calcium transporter 45a2 (SLC45a2)
showed higher expression in black skin in contrast with red skin, with OCA2, sodium calcium
transporter 24a5 (SLC24a5), pre-melanosomal protein a (PMELa) and sox9b were followed. Studies
have found SLC45a2 performed some role for organelle pH homestsis in pigment cells [49,50] and
in situ analyses have also revealed its enriched expression in melanophores in zebrafish [49–51].
OCA2, together with the SLC45a2, TYRP1, TYR also belongs to the typical melanin synthesis
pathway [52]. PMELa, encodes for a pigment cell-specific protein that might take part in the formation
of fibrillar sheets contained in the melanosome [53]. In former RNA-Seq studies on cichlids [25]
and stickleback [54], the expression of these genes was also found to be higher in dark bars. These
results revealed the conservation of pigmentation genes across various species in term of sequences
and functions.

From the cellular level, we found that the differences in the two colorations depending primarily
upon the density and distribution of the chromatophores, in the black skin melanophores account
for the major, and in the red skin leaving the iridophores and xanthophores the major. However,
from the genetic level, after analyzing of the two skin transcriptomes, different expressed candidate
pigmentation genes were mainly enriched in the pathways of melanin and guanine synthesis. There
might be two reasons to explain this: Firstly, in crimson snapper, the xanthophores mainly filled with
carotenoid droplets, which is a kind of pigment that vertebrates cannot synthesis endogenously [16].
Secondly, like Ng et al. [55] has found in Nothobranchius fish, xanthophores were functionally more
related to the melanophores and most likely ontogentically closer to the melanocyte lineage than
the iridophores.

In this study, approximately 50% of the DTGs did not find significant matches with known
proteins after BLAST in public databases. The similar result has also occurred in the common carp
skin transcriptome [3]. One of the possible elucidations might be that the non-model species possess
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many potential novel genes or transcripts that cannot be found in public databases. Therefore, further
characterization of the unknown DTGs identified in the present study is required.

4. Experimental Section

4.1. Samples for Transmission Electron Microscopy (TEM) Observation and RNA Extraction

Samples of crimson snapper (Lutjanus erythropterus) (average weight 300 ˘ 10 g, average length
27 ˘ 1 cm) were obtained from a local fish market in ZhanJiang, Guangdong, China. Prior to
experiments, the fish were kept in laboratory aquaria for 3 days for acclimatization with 14:10 h
light and dark phase with temperatures between 26 ˘ 2 ˝C. All animal experiments were conducted
according to the principles of the Laboratory Animal Management Ordinance of China. All fishes
were anesthetized with MS-222 (Sigma, St. Louis, MO, USA) before being euthanized. Two different
color skin samples were excised from the black dorsal site (B) and the red belly site (R) of the fish. Both
the skin samples were cut into 0.5 mm ˆ 0.5 mm ˆ 1–2 mm and fixed in 2.5% glutaraldehyde and 2%
paraformaldehyde in 0.1 M sodium cacodylate buffer, pH 7.4, 4 ˝C, 12 h. Then, they were post-fixed
in 1% osmium tetrixude, in the same cacodylate buffer, followed by being gradually dehydrated with
ethanol and embedded in Epon 812 (Sigma, St. Louis, MO, USA). Ultrathin sections were stained in
uranyl acetate and lead citrate, and then observed with JEM-1400 Transmission electron microscope
(JEOL, Tokyo, Japan) operating at 80 kV.

For the RNA extraction, fresh skin tissues of crimson snapper were collected and frozen in
liquid nitrogen immediately and stored at ´80 ˝C until further use. Different colored skin pieces
were excised from red regions and dark regions as the previous described. The total RNAs were
extracted with TRIzolr Reagent (Invitrogen, Carlsbad, CA, USA). NanoDrop 2000 (Thermo Scientific,
Wilmington, DE, USA) and gel electrophoresis were performed to assess the quantity and quality
of total RNA. The total RNA used in the transcriptome analysis was the mixture of three samples.
The mRNA were extracted using Sera-mag Magnetic Oligo (dT) (Thermo Scientific, Wilmington, DE,
USA). After mixing with the fragmentation buffer, the mRNA was fragmented into short fragments,
which were used as templates for the synthesized of the first strand of cDNA. After synthesis of the
complementary strand, the doubled stranded cDNA were refined with the QianQuick PCR extraction
kit (Qiagen, Dusseldorf, Germany) and connected with the sequence adapters. The fragments with
lengths of ~200 bp were selected as templates. An Agilent 2100 Bioanaylzer (Agilent Technologies,
Santa Clara, CA, USA) and ABI StepOnePlus Real-Time PCR System (ABI, Carlsbad, CA, USA) were
used in quantification and qualification of the sample library.

4.2. Transcriptome Analysis

Transcriptome sequencing was carried out with Illiumina HiSeq 2000 RNA-Seq (Illumina,
San Diego, CA, USA). The clean reads were acquired after removing reads with adapters, unknown
nucleotides larger than 5% and the percentage of low quality bases (base quality ď 10) is more than
20%. Trinity [56] was used to conduct the de novo assembly of the transcriptome. Contigs, the longer
fragments without N, were obtained by the combination of reads with overlapping length. Then, the
different contigs were connected to get sequences that could not be extended on either ends, which
were defined as unigenes. Some of the transcriptome data are shown in Table 1. The assembled
sequences were compared against the NCBI non-redundant (Nr) protein database, Swiss-Prot, Kyoto
Encyclopedia of Gene and Genomes (KEGG), and Clusters of Orthologous Groups (COG) of protein
database using BlastX with an E-value of 1 ˆ 10´5. The sequence direction of contigs was based on
the best alignment results. A combination of BLAST, Blast2GO, KEGG and GO database was used for
functional annotation. BLASTX alignment (E-value < 1 ˆ 10´5) with the NT, NR, KEGG, Swiss-Prot,
and COG database was conducted to get the associated gene name and gene ontology (GO) term
accession number, and GO analysis was performed with the WEGO software [57].
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The RPKM algorithm was used to quantify transcript abundance [58]. A log2 transcript
abundance ratio ě1 and an FDR (false discovery rate) ď0.001 were used as the cutoff to define the
significantly differences in transcript abundance. Based on the Hypergeometric distribution model,
GO and KGEE ontology enrichment analyses were conducted on the differentially expressed genes.
GO enrichment analysis was carried out for functional categorization of differentially expressed genes
using GO-TermFinder software with an FDR adjust p-value of ď0.05 as the limitation [59]. The
biological complex behaviors of the differentially expressed genes were further analyzed according
to the KEGG pathway database with q value ď0.05 considered a significantly enriched pathway.

4.3. Quantitative Real-Time PCR Validate

qRT-PCR was performed to validate the transcriptome datas, 14 genes were selected randomly
with β-actin used as the internal control. The first-strand cDNA was obtained from the previous total
RNA using random primer and the Reverse Transcriptase M-MLV (Promega, Madison, WI, USA).
Primers (shown in Table S2) were designed using the Beacon software. qRT-PCR was performed
with SYBRr Green PCR SuperMix (Thermo Scientific, Wilmington, DE, USA) and was done with
the CFX 96 real-time PCR detection system (Bio-Rad, Hercules, CA, USA). The PCR was performed
in a 10 µL reaction volume containing 0.5 µL of each primer (5 µM), 0.5 µL of cDNA, 5 µL of SYBR
Green SuperMix, 3.5 µL ddH2O. The PCR cycle was 95 ˝C for 7 min, followed by 40 cycles of 95 ˝C
for 10 s, 55 ˝C for 15 s, and 72 ˝C for 15 s. Each sample was run in three technical replicates and
six biology replicates along with the internal control gene. Expression differences between black skin
and red skin were assessed by first normalized to the expression level of β-actin, followed by the log
transformation [17].

5. Conclusions

TEM and RNA-Seq were successfully employed to investigate the mechanism of body color
variation in crimson snapper from the cellular and transcriptome levels. The chromatophore
morphology and transcriptome information of crimson snapper skin is presented for the first time
in this study. Three types of chromatophores were found in the skin, and from the cellular level,
the color variation results from the amount of the three pigment cells distributed. The melanin
synthesis and guanine synthesis related transcripts were abundantly detected in this study, and the
up-regulation of pigment genes were in accordance with the amount of pigment cells distributed. We
believe that the morphology and bio-information of transcriptome in this study will be of great value
in understanding pigmentation formation by providing a large number of candidate pigmentation
genes to uncover the mechanism of different colorations and will also be helpful in exploring the
relevance between coloration and speciation of the Lutjanus.

Supplementary Materials: Supplementary materials can be found at http://www.mdpi.com/1422-0067/16/
11/26005/s1.

Acknowledgments: This work was supported by the National Nature Science Foundation of China (Grant No.
31201996), Excellent Young Teachers Program of Guangdong Province Universities and Colleges (Grant No.
Yq2013091&Yq2013089), and Innovation and Strong School Project of Guangdong Ocean University (Grant
No. GDOU2013050307).

Author Contributions: Chu-Wu Liu and Shao-Jun Liu conceived and designed the experiments. Yan-Ping Zhang
performed the experiments and wrote the manuscript. Zhong-Duo Wang, Yu-Song Guo and Li Liu involved in
data analysis and figure preparation. Juan Yu and Shun Zhang participated in the materials collection.

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

References

1. Roberts, R.B.; Ser, J.R.; Kocher, T.D. Sexual conflict resolved by invasion of a novel sex determiner in Lake
Malawi cichlid fishes. Science 2009, 326, 998–1001. [CrossRef] [PubMed]

27001

http://dx.doi.org/10.1126/science.1174705
http://www.ncbi.nlm.nih.gov/pubmed/19797625


Int. J. Mol. Sci. 2015, 16, 26991–27004

2. Parichy, D.M. Evolution of danio pigment pattern development. Heredity 2006, 97, 200–210. [CrossRef]
[PubMed]

3. Wang, C.; Wachholtz, M.; Wang, J.; Liao, X.; Lu, G. Analysis of the skin transcriptome in two oujiang color
varieties of common carp. PLoS ONE 2014, 9, e90074. [CrossRef] [PubMed]

4. Parichy, D.M. Pigment patterns: Fish in stripes and spots. Curr. Biol. 2003, 13, 947–950. [CrossRef]
5. Guo, H.; Huang, B.; Qi, F.; Zhang, S. Distribution and ultrastructure of pigment cells in the skins of normal

and albino adult turbot, Scophthalmus maximus. Chin. J. Oceanol. Limnol. 2007, 25, 199–208. [CrossRef]
6. Hawkes, J.W. The structure of fish skin. Cell Tissue Res. 1974, 149, 159–172. [CrossRef] [PubMed]
7. Kuriyama, T.; Miyaji, K.; Sugimoto, M.; Hasegawa, M. Ultrastructure of the dermal chromatophores in a

lizard (Scincidae: Plestiodon latiscutatus) with conspicuous body and tail coloration. Zool. Sci. 2006, 23,
793–799. [CrossRef] [PubMed]

8. Zarnescu, O. Ultrastructure of the skin melanophores and iridophores in paddlefish, Polyodon spathula.
Micron 2007, 38, 81–84. [CrossRef] [PubMed]

9. Failde, L.D.; Bermudez, R.; Vigliano, F.; Coscelli, G.A.; Quiroga, M.I. Morphological, immunohistochemical
and ultrastructural characterization of the skin of turbot (Psetta maxima L.). Tissue Cell 2014, 46, 334–342.
[CrossRef]

10. Newton, R.A.; Smit, S.E.; Barnes, C.C.; Pedley, J.; Parsons, P.G.; Sturm, R.A. Activation of the cAMP pathway
by variant human MC1R alleles expressed in HEK and in melanoma cells. Peptides 2005, 26, 1818–1824.
[CrossRef] [PubMed]

11. Hoekstra, H.E. Genetics, development and evolution of adaptive pigmentation in vertebrates. Heredity
2006, 97, 222–234. [CrossRef] [PubMed]

12. Hoekstra, H.E.; Hirschmann, R.J.; Bundey, R.A.; Insel, P.A.; Crossland, J.P. A single amino acid mutation
contributes to adaptive beach mouse color pattern. Science 2006, 313, 101–104. [CrossRef] [PubMed]

13. Rieder, S.; Taourit, S.; Mariat, D.; Langlois, B.; Guerin, G. Mutations in the agouti (ASIP), the
extension (MC1R), and the brown (TYRP1) loci and their association to coat color phenotypes in horses
(Equus caballus). Mamm. Genome 2001, 12, 450–455. [CrossRef] [PubMed]

14. Gratten, J.; Beraldi, D.; Lowder, B.V.; McRae, A.F.; Visscher, P.M.; Pemberton, J.M.; Slate, J. Compelling
evidence that a single nucleotide substitution in TYRP1 is responsible for coat-colour polymorphism in a
free-living population of Soay sheep. Proc. Biol. Sci. R. Soc. 2007, 274, 619–626. [CrossRef] [PubMed]

15. Dunn, K.J.; Brady, M.; Ochsenbauer-Jambor, C.; Snyder, S.; Incao, A.; Pavan, W.J. WNT1 and WNT3a
promote expansion of melanocytes through distinct modes of action. Pigment Cell Res. Spons. Eur. Soc.
Pigment Cell Res. Int. Pigment Cell Soc. 2005, 18, 167–180. [CrossRef] [PubMed]

16. Sefc, K.M.; Brown, A.C.; Clotfelter, E.D. Carotenoid-based coloration in cichlid fishes. Comp. Biochem.
Physiol. Part A Mol. Integr. Physiol. 2014, 173C, 42–51. [CrossRef] [PubMed]

17. Higdon, C.W.; Mitra, R.D.; Johnson, S.L. Gene expression analysis of zebrafish melanocytes, iridophores,
and retinal pigmented epithelium reveals indicators of biological function and developmental origin.
PLoS ONE 2013, 8, e67801. [CrossRef] [PubMed]

18. Ng, A.; Uribe, R.A.; Yieh, L.; Nuckels, R.; Gross, J.M. Zebrafish mutations in gart and paics identify crucial
roles for de novo purine synthesis in vertebrate pigmentation and ocular development. Development 2009,
136, 2601–2611. [CrossRef] [PubMed]

19. Fan, R.; Xie, J.; Bai, J.; Wang, H.; Tian, X.; Bai, R.; Jia, X.; Yang, L.; Song, Y.; Herrid, M.; et al. Skin
transcriptome profiles associated with coat color in sheep. BMC Genom. 2013, 14, 389. [CrossRef] [PubMed]

20. Croucher, P.J.; Brewer, M.S.; Winchell, C.J.; Oxford, G.S.; Gillespie, R.G. De novo characterization of the
gene-rich transcriptomes of two color-polymorphic spiders, Theridion grallator and T. californicum (Araneae:
Theridiidae), with special reference to pigment genes. BMC Genom. 2013, 14, 862. [CrossRef] [PubMed]

21. Yim, K.M.; Brewer, M.S.; Miller, C.T.; Gillespie, R.G. Comparative transcriptomics of maturity-associated
color change in Hawaiian spiders. J. Hered. 2014, 105 (Suppl. S1), 771–781. [CrossRef] [PubMed]

22. Chauhan, P.; Hansson, B.; Kraaijeveld, K.; de Knijff, P.; Svensson, E.I.; Wellenreuther, M. De novo
transcriptome of Ischnura elegans provides insights into sensory biology, colour and vision genes.
BMC Genom. 2014, 15, 808. [CrossRef] [PubMed]

23. Hou, R.; Bao, Z.M.; Wang, S.; Su, H.L.; Li, Y.; Du, H.X.; Hu, J.J.; Wang, S.; Hu, X.L. Transcriptome Sequencing
and de Novo Analysis for Yesso Scallop (Patinopecten yessoensis) Using 454 GS FLX. PLoS ONE 2011, 6, e21560.
[CrossRef] [PubMed]

27002

http://dx.doi.org/10.1038/sj.hdy.6800867
http://www.ncbi.nlm.nih.gov/pubmed/16835593
http://dx.doi.org/10.1371/journal.pone.0090074
http://www.ncbi.nlm.nih.gov/pubmed/24603653
http://dx.doi.org/10.1016/j.cub.2003.11.038
http://dx.doi.org/10.1007/s00343-007-0199-1
http://dx.doi.org/10.1007/BF00222271
http://www.ncbi.nlm.nih.gov/pubmed/4424316
http://dx.doi.org/10.2108/zsj.23.793
http://www.ncbi.nlm.nih.gov/pubmed/17043401
http://dx.doi.org/10.1016/j.micron.2006.03.015
http://www.ncbi.nlm.nih.gov/pubmed/16713272
http://dx.doi.org/10.1016/j.tice.2014.06.004
http://dx.doi.org/10.1016/j.peptides.2004.11.031
http://www.ncbi.nlm.nih.gov/pubmed/15992961
http://dx.doi.org/10.1038/sj.hdy.6800861
http://www.ncbi.nlm.nih.gov/pubmed/16823403
http://dx.doi.org/10.1126/science.1126121
http://www.ncbi.nlm.nih.gov/pubmed/16825572
http://dx.doi.org/10.1007/s003350020017
http://www.ncbi.nlm.nih.gov/pubmed/11353392
http://dx.doi.org/10.1098/rspb.2006.3762
http://www.ncbi.nlm.nih.gov/pubmed/17254985
http://dx.doi.org/10.1111/j.1600-0749.2005.00226.x
http://www.ncbi.nlm.nih.gov/pubmed/15892713
http://dx.doi.org/10.1016/j.cbpa.2014.03.006
http://www.ncbi.nlm.nih.gov/pubmed/24667558
http://dx.doi.org/10.1371/journal.pone.0067801
http://www.ncbi.nlm.nih.gov/pubmed/23874447
http://dx.doi.org/10.1242/dev.038315
http://www.ncbi.nlm.nih.gov/pubmed/19570845
http://dx.doi.org/10.1186/1471-2164-14-389
http://www.ncbi.nlm.nih.gov/pubmed/23758853
http://dx.doi.org/10.1186/1471-2164-14-862
http://www.ncbi.nlm.nih.gov/pubmed/24314324
http://dx.doi.org/10.1093/jhered/esu043
http://www.ncbi.nlm.nih.gov/pubmed/25149253
http://dx.doi.org/10.1186/1471-2164-15-808
http://www.ncbi.nlm.nih.gov/pubmed/25245033
http://dx.doi.org/10.1371/journal.pone.0021560
http://www.ncbi.nlm.nih.gov/pubmed/21720557


Int. J. Mol. Sci. 2015, 16, 26991–27004

24. Jiang, Y.; Zhang, S.; Xu, J.; Feng, J.; Mahboob, S.; Al-Ghanim, K.A.; Sun, X.; Xu, P. Comparative
transcriptome analysis reveals the genetic basis of skin color variation in common carp. PLoS ONE 2014, 9,
e108200. [CrossRef] [PubMed]

25. Henning, F.; Jones, J.C.; Franchini, P.; Meyer, A. Transcriptomics of morphological color change in
polychromatic Midas cichlids. BMC Genom. 2013, 14, 171. [CrossRef] [PubMed]

26. Russ, G.R.; Alcala, A.C. Effects of intense fishing pressure on an assemblage of coral reef fishes. Mar. Ecol.
Prog. Ser. 1989, 56, 13–27. [CrossRef]

27. Wang, Z.; Guo, Y.; Tan, W.; Li, L.; Tang, E.; Liu, C.; Liu, Y. DNA barcoding, phylogenetic relationships and
speciation of snappers (genus Lutjanus). Sci. China Life Sci. 2010, 53, 1025–1030. [CrossRef] [PubMed]

28. Guo, Y.; Wang, Z.; Liu, C.; Liu, L.; Liu, Y. Phylogenetic relationships of South China Sea snappers (genus
Lutjanus; family Lutjanidae) based on mitochondrial DNA sequences. Mar. Biotechnol. 2007, 9, 682–688.
[CrossRef] [PubMed]

29. Miller, T.L.; Cribb, T.H. Phylogenetic relationships of some common Indo-Pacific snappers (Perciformes:
Lutjanidae) based on mitochondrial DNA sequences, with comments on the taxonomic position of the
Caesioninae. Mol. Phylogenet. Evolut. 2007, 44, 450–460. [CrossRef] [PubMed]

30. FishBase. Available online: http://www.fishbase.org/home.htm (accessed on 5 June 2015).
31. Djurdjevic, I.; Kreft, M.E.; Susnik-Bajec, S. Comparison of pigment cell ultrastructure and organisation

in the dermis of marble trout and brown trout, and first description of erythrophore ultrastructure in
salmonids. J. Anat. 2015, 227, 583–595. [CrossRef] [PubMed]

32. Ensemble. Available online: http://asia.ensembl.org/index.html?redirect=no (accessed on 25 June 2015).
33. Li, X.M.; Song, Y.N.; Xiao, G.B.; Zhu, B.H.; Xu, G.C.; Sun, M.Y.; Xiao, J.; Mahboob, S.; Al-Ghanim, K.A.;

Sun, X.W.; et al. Gene Expression Variations of Red-White Skin Coloration in Common Carp
(Cyprinus carpio). Int. J. Mol. Sci. 2015, 16, 21310–21329. [CrossRef] [PubMed]

34. Anders, S.; Huber, W. Differential expression analysis for sequence count data. Genome Biol. 2010, 11, R106.
[CrossRef] [PubMed]

35. Oliver, E.R.; Saunders, T.L.; Tarle, S.A.; Glaser, T. Ribosomal protein L24 defect in belly spot and tail (Bst),
a mouse Minute. Development 2004, 131, 3907–3920. [CrossRef] [PubMed]

36. Skarnes, W.C.; Rosen, B.; West, A.P.; Koutsourakis, M.; Bushell, W.; Iyer, V.; Mujica, A.O.; Thomas, M.;
Harrow, J.; Cox, T. A conditional knockout resource for the genome-wide study of mouse gene function.
Nature 2011, 474, 337–342. [CrossRef] [PubMed]

37. Curran, K.; Lister, J.A.; Kunkel, G.R.; Prendergast, A.; Parichy, D.M.; Raible, D.W. Interplay between Foxd3
and MITF regulates cell fate plasticity in the zebrafish neural crest. Dev. Biol. 2010, 344, 107–118. [CrossRef]
[PubMed]

38. Huang, Q.; Lan, F.; Zheng, Z.; Xie, F.; Han, J.; Dong, L.; Xie, Y.; Zheng, F. Akt2 kinase suppresses
glyceraldehyde-3-phosphate dehydrogenase (GAPDH)-mediated apoptosis in ovarian cancer cells via
phosphorylating GAPDH at threonine 237 and decreasing its nuclear translocation. J. Biol. Chem. 2011,
286, 42211–42220. [CrossRef] [PubMed]

39. Hirata, M.; Nakamura, K.I.; Kanemaru, T.; Shibata, Y.; Kondo, S. Pigment cell organization in the
hypodermis of zebrafish. Dev. Dyn. 2003, 227, 497–503. [CrossRef] [PubMed]

40. Fujimura, N.; Taketo, M.M.; Mori, M.; Korinek, V.; Kozmik, Z. Spatial and temporal regulation of
Wnt/β-catenin signaling is essential for development of the retinal pigment epithelium. Dev. Biol. 2009,
334, 31–45. [CrossRef] [PubMed]

41. Squarzoni, P.; Parveen, F.; Zanetti, L.; Ristoratore, F.; Spagnuolo, A. FGF/MAPK/Ets signaling renders
pigment cell precursors competent to respond to Wnt signal by directly controlling Ci-Tcf transcription.
Development 2011, 138, 1421–1432. [CrossRef] [PubMed]

42. Xing, Y.; Xu, W.; Yang, K.; Lian, X.; Yang, T. Immunolocalization of Wnt5a during the hair cycle and its role
in hair shaft growth in mice. Acta Histochem. 2011, 113, 608–612. [CrossRef] [PubMed]

43. Yamaguchi, T.P.; Bradley, A.; McMahon, A.P.; Jones, S. A Wnt5a pathway underlies outgrowth of multiple
structures in the vertebrate embryo. Development 1999, 126, 1211–1223. [PubMed]

44. Braasch, I.; Schartl, M.; Volff, J.-N. Evolution of pigment synthesis pathways by gene and genome
duplication in fish. BMC Evolut. Biol. 2007, 7, 74. [CrossRef] [PubMed]

45. Postlethwait, J.; Amores, A.; Cresko, W.; Singer, A.; Yan, Y.L. Subfunction partitioning, the teleost radiation
and the annotation of the human genome. Trends Genet. TIG 2004, 20, 481–490. [CrossRef] [PubMed]

27003

http://dx.doi.org/10.1371/journal.pone.0108200
http://www.ncbi.nlm.nih.gov/pubmed/25255374
http://dx.doi.org/10.1186/1471-2164-14-171
http://www.ncbi.nlm.nih.gov/pubmed/23497064
http://dx.doi.org/10.3354/meps056013
http://dx.doi.org/10.1007/s11427-010-4034-0
http://www.ncbi.nlm.nih.gov/pubmed/20821302
http://dx.doi.org/10.1007/s10126-007-9012-6
http://www.ncbi.nlm.nih.gov/pubmed/17909901
http://dx.doi.org/10.1016/j.ympev.2006.10.029
http://www.ncbi.nlm.nih.gov/pubmed/17188002
http://dx.doi.org/10.1111/joa.12373
http://www.ncbi.nlm.nih.gov/pubmed/26467239
http://dx.doi.org/10.3390/ijms160921310
http://www.ncbi.nlm.nih.gov/pubmed/26370964
http://dx.doi.org/10.1186/gb-2010-11-10-r106
http://www.ncbi.nlm.nih.gov/pubmed/20979621
http://dx.doi.org/10.1242/dev.01268
http://www.ncbi.nlm.nih.gov/pubmed/15289434
http://dx.doi.org/10.1038/nature10163
http://www.ncbi.nlm.nih.gov/pubmed/21677750
http://dx.doi.org/10.1016/j.ydbio.2010.04.023
http://www.ncbi.nlm.nih.gov/pubmed/20460180
http://dx.doi.org/10.1074/jbc.M111.296905
http://www.ncbi.nlm.nih.gov/pubmed/21979951
http://dx.doi.org/10.1002/dvdy.10334
http://www.ncbi.nlm.nih.gov/pubmed/12889058
http://dx.doi.org/10.1016/j.ydbio.2009.07.002
http://www.ncbi.nlm.nih.gov/pubmed/19596317
http://dx.doi.org/10.1242/dev.057323
http://www.ncbi.nlm.nih.gov/pubmed/21385767
http://dx.doi.org/10.1016/j.acthis.2010.06.006
http://www.ncbi.nlm.nih.gov/pubmed/20656336
http://www.ncbi.nlm.nih.gov/pubmed/10021340
http://dx.doi.org/10.1186/1471-2148-7-74
http://www.ncbi.nlm.nih.gov/pubmed/17498288
http://dx.doi.org/10.1016/j.tig.2004.08.001
http://www.ncbi.nlm.nih.gov/pubmed/15363902


Int. J. Mol. Sci. 2015, 16, 26991–27004

46. Lekmine, F.; Chang, C.K.; Sethakorn, N.; Das Gupta, T.K.; Salti, G.I. Role of microphthalmia transcription
factor (MITF) in melanoma differentiation. Biochem. Biophys. Res. Commun. 2007, 354, 830–835. [CrossRef]
[PubMed]

47. Levy, C.; Khaled, M.; Fisher, D.E. MITF: Master regulator of melanocyte development and melanoma
oncogene. Trends Mol. Med. 2006, 12, 406–414. [CrossRef] [PubMed]

48. Voisey, J.; Box, N.F.; Daal, A.V. A polymorphism study of the human Agouti gene and its association with
MC1R. Pigment Cell Res. 2001, 14, 264–267. [CrossRef] [PubMed]

49. Dooley, C.M.; Schwarz, H.; Mueller, K.P.; Mongera, A.; Konantz, M.; Neuhauss, S.C.F.; Nusslein-Volhard, C.;
Geisler, R. Slc45a2 and V-ATPase are regulators of melanosomal pH homeostasis in zebrafish, providing
a mechanism for human pigment evolution and disease. Pigment Cell Melanoma Res. 2013, 26, 205–217.
[CrossRef] [PubMed]

50. Lamason, R.L.; Mohideen, M.A.; Mest, J.R.; Wong, A.C.; Norton, H.L.; Aros, M.C.; Jurynec, M.J.; Mao, X.;
Humphreville, V.R.; Humbert, J.E.; et al. SLC24A5, a putative cation exchanger, affects pigmentation in
zebrafish and humans. Science 2005, 310, 1782–1786. [CrossRef] [PubMed]

51. Tsetskhladze, Z.R.; Canfield, V.A.; Ang, K.C.; Wentzel, S.M.; Reid, K.P.; Berg, A.S.; Johnson, S.L.;
Kawakami, K.; Cheng, K.C. Functional assessment of human coding mutations affecting skin pigmentation
using zebrafish. PLoS ONE 2012, 7, e47398. [CrossRef] [PubMed]

52. Hutton, S.M.; Spritz, R.A. Comprehensive analysis of oculocutaneous albinism among non-Hispanic
caucasians shows that OCA1 is the most prevalent OCA type. J. Investig. Dermatol. 2008, 128, 2442–2450.
[CrossRef] [PubMed]

53. Watt, B.; van Niel, G.; Raposo, G.; Marks, M.S. PMEL: A pigment cell-specific model for functional amyloid
formation. Pigment Cell Melanoma Res. 2013, 26, 300–315. [CrossRef] [PubMed]

54. Greenwood, A.K.; Cech, J.N.; Peichel, C.L. Molecular and developmental contributions to divergent
pigment patterns in marine and freshwater sticklebacks. Evolut. Dev. 2012, 14, 351–362. [CrossRef]
[PubMed]

55. Ng’oma, E.; Groth, M.; Ripa, R.; Platzer, M.; Cellerino, A. Transcriptome profiling of natural dichromatism
in the annual fishes Nothobranchius furzeri and Nothobranchius kadleci. BMC Genom. 2014, 15, 754. [CrossRef]
[PubMed]

56. Grabherr, M.G.; Haas, B.J.; Yassour, M.; Levin, J.Z.; Thompson, D.A.; Amit, I.; Adiconis, X.; Fan, L.;
Raychowdhury, R.; Zeng, Q.; et al. Full-length transcriptome assembly from RNA-Seq data without a
reference genome. Nat. Biotechnol. 2011, 29, 644–652. [CrossRef] [PubMed]

57. Ye, J.; Fang, L.; Zheng, H.; Zhang, Y.; Chen, J.; Zhang, Z.; Wang, J.; Li, S.; Li, R.; Bolund, L.; et al. WEGO: A
web tool for plotting GO annotations. Nucleic Acids Res. 2006, 3, 293–297. [CrossRef] [PubMed]

58. Mortazavi, A.; Williams, B.A.; McCue, K.; Schaeffer, L.; Wold, B. Mapping and quantifying mammalian
transcriptomes by RNA-Seq. Nat. Methods 2008, 5, 621–628. [CrossRef] [PubMed]

59. Conesa, A.; Gotz, S.; Garcia-Gomez, J.M.; Terol, J.; Talon, M.; Robles, M. Blast2GO: A universal tool for
annotation, visualization and analysis in functional genomics research. Bioinformatics 2005, 21, 3674–3676.
[CrossRef] [PubMed]

© 2015 by the authors; licensee MDPI, Basel, Switzerland. This article is an open
access article distributed under the terms and conditions of the Creative Commons by
Attribution (CC-BY) license (http://creativecommons.org/licenses/by/4.0/).

27004

http://dx.doi.org/10.1016/j.bbrc.2007.01.075
http://www.ncbi.nlm.nih.gov/pubmed/17266927
http://dx.doi.org/10.1016/j.molmed.2006.07.008
http://www.ncbi.nlm.nih.gov/pubmed/16899407
http://dx.doi.org/10.1034/j.1600-0749.2001.140406.x
http://www.ncbi.nlm.nih.gov/pubmed/11549109
http://dx.doi.org/10.1111/pcmr.12053
http://www.ncbi.nlm.nih.gov/pubmed/23205854
http://dx.doi.org/10.1126/science.1116238
http://www.ncbi.nlm.nih.gov/pubmed/16357253
http://dx.doi.org/10.1371/journal.pone.0047398
http://www.ncbi.nlm.nih.gov/pubmed/23071798
http://dx.doi.org/10.1038/jid.2008.109
http://www.ncbi.nlm.nih.gov/pubmed/18463683
http://dx.doi.org/10.1111/pcmr.12067
http://www.ncbi.nlm.nih.gov/pubmed/23350640
http://dx.doi.org/10.1111/j.1525-142X.2012.00553.x
http://www.ncbi.nlm.nih.gov/pubmed/22765206
http://dx.doi.org/10.1186/1471-2164-15-754
http://www.ncbi.nlm.nih.gov/pubmed/25183398
http://dx.doi.org/10.1038/nbt.1883
http://www.ncbi.nlm.nih.gov/pubmed/21572440
http://dx.doi.org/10.1093/nar/gkl031
http://www.ncbi.nlm.nih.gov/pubmed/16845012
http://dx.doi.org/10.1038/nmeth.1226
http://www.ncbi.nlm.nih.gov/pubmed/18516045
http://dx.doi.org/10.1093/bioinformatics/bti610
http://www.ncbi.nlm.nih.gov/pubmed/16081474

	Introduction 
	Results 
	Chromatophore Distribution of Black Skin and Red Skin 
	Sequencing and Assembly of the Black Color Skin and Red Color Skin Transcriptomes 
	Genes Highly Expressed in Fish Skins 
	Recognition of Differentially Transcribed Genes (DTGs) in Black Skin versus Red Skin 
	Functional Enrichment of Differentially Transcribed Genes (DTGs) 
	Differential Expression of Known Pigmentation Genes 
	Confirmation of RNA-Seq Identified DTGs by Quantiative Real-Time PCR (qRT-PCR) 

	Discussion 
	Experimental Section 
	Samples for Transmission Electron Microscopy (TEM) Observation and RNA Extraction 
	Transcriptome Analysis 
	Quantitative Real-Time PCR Validate 

	Conclusions 

