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Abstract
Mollusca exhibit remarkable diversity in shell coloration, attributed to the presence of melanin, a widely distributed pigment 
with various essential roles, such as mechanical strengthening, antioxidation and thermoregulation. However, the regulatory 
network governing melanogenesis and melanin transport in molluscs remains poorly understood. In this study, we conducted 
a systematic analysis of melanin distribution and transport in the Pacific oyster, utilizing light microscopy and high-resolution 
transmission electron microscopy. In addition, we characterized CgWnt1 and CgWnt2b-a in Crassostrea gigas, and analyzed 
Wnt signaling in melanocyte formation. Expression analysis revealed that these genes were predominantly expressed in the 
mantle of black-shelled individuals, particularly in the outer fold of the mantle. Furthermore, we employed RNA interference 
and inhibitors to specifically inhibit Wnt signaling in both in vivo and in vitro. The results revealed impaired melanogenesis 
and diminished tyrosinase activity upon Wnt signaling inhibition. These findings suggest the crucial role of Wnt ligands and 
downstream factors in melanogenesis. In summary, our study provides valuable insights into the regulatory mechanism of 
shell pigmentation in C. gigas. By demonstrating the promotion of melanogenesis through Wnt signaling modulation, we 
contribute to a better understanding of the complex processes underlying molluscan melanin production and shell coloration.
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Introduction

The black coloration of feathers, fur, shells and skin is 
largely determined by melanocytes. Alongside tetrapyr-
roles and carotenoids, melanin plays a significant role in 
pigmentation. Melanin exists as polymers composed of two 
monomer molecules, indolequinone and dihydroxyindole 
(Bandaranayake 2006), which are produced in melanocytes 

through a process called melanogenesis (Tapia et al. 2014). 
These melanin-containing granules, known as melanosomes, 
are unique lysosome-related organelles that synthesize two 
types of melanin: reddish-yellow pheomelanin and brown-
ish-black eumelanin (Thody et al. 1991). Melanin synthe-
sis begins with the substrate tyrosine, which is converted 
into L-DOPA, and then oxidized to dopaquinone, both 
reactions catalyzed by the pigment cell-specific enzyme 
tyrosinase (Hearing and Jiménez 1987). After melanin syn-
thesis, mature melanosomes are transported to neighboring 
keratinocytes (Costin and Hearing 2007). Melanogenesis is 
triggered and regulated by numerous signaling molecules 
and transcription factors.

Microphthalmia-associated transcription factor (MITF) 
is the primary regulator of melanogenesis. It plays a cru-
cial role in the survival and proliferation of melanoblasts 
derived from the neural crest, as well as in the regulation 
of melanocyte differentiation by stimulating key melano-
genesis enzymes, including tyrosinase (Tyr), tyrosinase-
like protein 1 (Tyrp1) and dopachrome tautomerase (DCT) 
(Carreira et al. 2006; Hornyak et al. 2001; Steingrímsson 
et al. 2004). Multiple signaling pathways can regulate MITF, 
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such as the Wnt/β-catenin pathway (Gajos-Michniewicz 
and Czyz 2020), phosphatidylinositol 3-kinase/protein 
kinase B (PI3K/AKT) pathway (Su et al. 2013), mitogen-
activated protein kinases/extracellular signal-regulated 
kinase (MAPK/ERK) pathway (D'Mello et al. 2016) and 
the cyclic adenosine monophosphate (cAMP)-mediated 
pathway (Buscà and Ballotti 2000). The Wnt/β-catenin 
pathway is particularly important in melanocyte develop-
ment (Zhang et al. 2013). This pathway is initiated by the 
binding of Wnt ligands to their receptors, Frizzled, and co-
receptors low-density lipoprotein-receptor-related protein 5 
and 6 (LRP5/6) (MacDonald and He 2012). Activation of the 
Wnt ligand-receptor complex leads to the inhibition of gly-
cogen synthase 3β (GSK-3β) phosphorylation, resulting in 
the accumulation of cytoplasmic β-catenin (Liu et al. 2022). 
The accumulated β-catenin is then stabilized and transported 
into the nucleus, where it binds to the lymphoid-enhancing 
factor (LEF/TCF) transcription factor, thereby increasing the 
expression of MITF (Kim et al. 2013b; Nusse and Varmus 
2012; Rim et al. 2022; Wu et al. 2003).

Studies in mice deficient in both Wnt1 and Wnt3α have 
demonstrated a deficiency in DCT, a crucial enzyme in mel-
anogenesis (Dunn et al. 2000). Further research has con-
firmed that Wnt1 instructs melanoblasts to increase the num-
ber of melanocytes, while Wnt3α and β-catenin maintain the 
expression of MITF and promote the development of neu-
ral crest cells into melanocytes (Dunn et al. 2005; Jin et al. 
2000). In zebrafish, exposure to LiCI (Wnt enhancer) and 
W-C59 (Wnt inhibitor) was observed to induce either a stim-
ulatory or defective effect on melanocyte development (Silva 
and Atukorallaya 2023). β-catenin is the central effector in 
the Wnt signaling, functioning as a transcription activator 
(Rim et al. 2022). In melanocytes, β-catenin can interact 
with LEF1 to synergistically regulate the MITF expression 
(Takeda et al. 2000). β-catenin’s involvement in melanoblast 
determination has been directly observed in various species 
through gain- and loss-of-function studies. For example, in 
hair follicles of animals, the gain-of-function mutation of 
β-catenin in the dermal papilla can lead to a black phenotype 
(Enshell-Seijffers et al. 2010). In mice, Cre-mediated knock-
out of β-catenin in adult melanocyte stem cells (McSCs) 
leads to permanent whitening of the fur or hair (Le Coz et al. 
2021). By activating β-catenin expression, the facilitation of 
schwann cell precursors commitment towards the melano-
cyte lineage ensues (Colombo et al. 2022).

Mollusca is a highly diverse group of animals renowned 
for their vibrant and remarkable shells. The establishment of 
melanogenesis regulation networks in marine invertebrates 
remains poorly understood. The Pacific oyster Crassostrea 
gigas, known for its high economic value, is among the most 
widely cultured shellfish, worldwide (Teixeira Alves et al. 
2021). The shell color, serving as a distinctive trait, plays 
a significant role in enhancing the commercial value of 

oysters. However, the mechanisms underlying pigmentation 
in C. gigas, from molecular processes to the overall system, 
remain elusive. Consequently, it is crucial to uncover the 
essential molecular pathways involved in melanin synthesis.

This study aimed to explore the potential involvement of 
the Wnt/β-catenin pathway in melanogenesis regulation in 
C. gigas. To investigate this, we employed methods, such as 
the inhibition of the Wnt/β-catenin pathway and knockdown 
of key genes. The results provide valuable insights into the 
molecular mechanisms underlying melanogenesis regulation 
in C. gigas, particularly from the perspective of Wnt signal 
transduction.

Materials and methods

Animals and sampling

Black and white shell oysters were obtained from an oyster 
farm in Weihai, Shandong, China, and were maintained in 
seawater at 20 °C for one week prior to experimentation. Six 
tissues, including the gill, digestive gland, adductor, labial 
palp, edge mantle, and central mantle, were promptly dis-
sected, flash-frozen in liquid nitrogen, and stored at -80 °C 
for RNA extraction. C. gigas embryos and larvae from 
the black shell color strain were obtained from our previ-
ous study (Min et al. 2022a, b). For in situ hybridization, 
edge mantles were taken and fixed in 4% paraformaldehyde 
in phosphate-buffered saline (PBS) for 12 h at 4 °C. The 
samples were then dehydrated and preserved in methanol at 
− 20 °C until further use.

RNA extraction and Relative mRNA quantification

Total RNA was extracted using TRlzol (Invitrogen, USA) 
according to the manufacturer's instructions. The quality, 
concentration, and integrity of the RNA were determined 
using the Nanodrop 2000 (Thermo, USA) and 1.5% agarose 
gel electrophoresis. The reverse transcription of total RNA 
(1 µg) was performed using the HiScript III 1st strand cDNA 
synthesis kit (Vazyme, China).

To assess the expression profiles of CgWnt1 and 
CgWnt2b-a, qPCR primers were designed using Primer Pre-
mier 5.0 software (Supplementary Table S1). The Quanti-
Nova SYBR Green PCR kit (Qiagen, Germany) was used for 
qPCR, which was performed on a Lightcycler 480 real-time 
PCR instrument (Roche, Switzerland). The reaction was 
conducted in a 10 µL volume, including 5 µL of 2× SYBR 
Green Master Mix, 1 µL of cDNA template, 0.2 µL each of 
10 µmol/L primers, and 3.6 µL of RNase-free water. In adult 
samples, elongation factor 1-α (ef1α) was used as an internal 
control (Li et al. 2021). Elongation factor 1-α (ef1α), adp-
ribosylation factor 1 (arf1), and glyceraldehyde-3-phosphate 
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dehydrogenase (gaph) were used as internal controls in lar-
val samples (Huan et al. 2016). The  2- ΔΔCT method was used 
to calculate relative expression.

Phylogenetic analysis of CgWnt1 and CgWnt2b‑a

The amino acid sequences of Wnt1 and Wnt2b-a were 
obtained from the NCBI database. A phylogenetic tree was 
constructed using the neighbor-joining (NJ) method with 
the Jones Taylor-Thornton (JTT) + Gamma Distributed (G) 
model in MEGA 7. Motif analysis was conducted using the 
MEME Suite (https:// meme- suite. org/ meme/). The Gen-
eBank accession numbers for the phylogenetic analysis are 
listed in Supplementary Table S2.

Histological observation

Mantle tissues were fixed in Bouin’s fluid (Sbjbio Life Sci-
ence, Nanjing) for 24 h, decolorized with 70% ethanol, 
and then stored in 70% ethanol at room temperature. Sub-
sequently, the tissues were dehydrated using a gradient of 
ethanol, embedded in paraffin, sectioned at 5 µm, and stained 
with hematoxylin dye for histological observation using an 
Olympus BX53 light microscope (Olympus Corporation, 
Japan).

Melanin staining was performed using a ferrous sulfate 
staining kit (Leagene, DJ002, China) following the proto-
cols provided by the manufacturer with slight modifications. 
Briefly, the dewaxed and rehydrated paraffin-embedded 
sections were sequentially immersed in xylene and gradi-
ent ethanol (95%, 80%, 70%, 50%) for 4 min each time. 
Subsequently, the sections were stained with ferrous sulfate 
solution and acid potassium ferricyanide solution for 45 min 
each. After each staining solution, the sections were rinsed 
three times with ultrapure water for 4 min. The sections were 
then counterstained with nuclear fast red solution for 10 min 
and photographed with an Olympus BX53 light microscope 
after being washed.

In situ hybridization

The primers designed for the sense and antisense probes are 
listed in Supplementary Table S1. Probe synthesis was per-
formed using a DIG RNA labeling kit (Roche, Switzerland). 
For sense probe synthesis, a T7 primer sequence (GAT CAC 
TAA TAC GAC TCA CTA TAG GG) was added in front of the 
forward primer. Conversely, the reverse primers also include 
the T7 primer sequence for antisense probe synthesis. After 
probe preparation, ISH was carried out on 5 μm thick sec-
tions. Following deparaffinization, prehybridization, hybridi-
zation, and antibody incubation, the sections were treated 
with a 2% NBT/BCIP solution (Roche, Switzerland) for 
color reaction at room temperature. The duration of the color 

reaction depended on the actual conditions. After washing 
with PBS, the color reactions were terminated, followed by 
counterstaining with 0.5% eosin, and examination using an 
Olympus BX53 microscope (Olympus Corporation, Japan) 
for ISH images.

RNAi experiment

A total of sixty one-year-old black shell C. gigas oys-
ters (shell length: 39.98 ± 6.08  mm; shell height: 
54.92 ± 7.63 mm) were temporarily cultivated in tanks of 
seawater for the experiment. The oysters were randomly 
divided into three groups: the PBS group, Wnt1 double-
stranded RNA (dsRNA) interference group, and Wnt2b-a 
dsRNA interference group.

Using the Wnt1 (GenBank accession LOC105348242) 
and Wnt2b-a (GenBank accession LOC105340175) cDNA 
sequences, two coding sequence fragments were selected to 
design the target sites for dsRNA in RNAi (Supplementary 
Table S1). A 585 bp fragment of Wnt1 and a 495 bp frag-
ment of Wnt2b-a were amplified. The purified PCR-derived 
templates were used for in vitro transcription to produce 
dsRNA using the T7 RNAi Transcription Kit (Vazyme, 
China). The dsRNA was diluted to a concentration of 1 µg/
µL using 0.1 mol/L PBS. For the RNAi experiment, each 
oyster in the interference groups was injected with 45 µL of 
dsRNA (45 µg) into the adductor muscle. In the blank con-
trol group, equal injections of PBS were administered, fol-
lowing the methodology of previous studies (Lv et al. 2021; 
Tian et al. 2021a). In the pre-experiment, twelve individu-
als from each group were injected, and mantles were col-
lected at various time intervals (12 h, 24 h, 36 h, and 48 h) 
post-injection to determine the optimal interference time 
for the subsequent experiment. A total of three injections 
were performed on days 1, 3, and 5. Furthermore, mantle 
samples were frozen in liquid nitrogen on day 7 for mRNA 
quantification and tyrosinase activity analysis. Fresh mantle 
samples (1  mm3 volume) were fixed in 2.5% glutaraldehyde 
prior to transmission electron microscopy (TEM) analysis.”

Plasmids construction, cell culture, transfection, 
and luciferase assays

The coding sequences of CgWnt1, CgWnt2b-a, CgWIF-
1, Cgβ-catenin-like, and Cgβ-catenin-like protein 1 were 
subcloned into the pcDNA3.1( +) plasmid using the 
ClonExpress II One-Step Cloning Kit (Vazyme, Nanjing, 
China). 293  T cells were cultured in DMEM medium 
(Hyclone, USA) supplemented with 10% fetal bovine 
serum (Hyclone, USA) and 1% Penicillin–Streptomycin 
solution (Hyclone, USA) at 37 °C with 5%  CO2. The 293 T 
cells were seeded in 24-well plates and grown to 70–80% 
confluence before transfection. For transfection, TOPFlash 

https://meme-suite.org/meme/
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plasmid (500 ng) (Beyotime, China) was transfected into 
the cells using lipofectamine 3000 (Invitrogen, USA). 
CgWnt1 (250 ng) and CgWnt2b-a (250 ng) were co-trans-
fected with Cgβ-catenin-like or Cgβ-catenin-like protein 1 
plasmid (250 ng) to investigate the effect of β-catenin/TCF 
signaling. The pRL-TK plasmid (10 ng) (Promega, USA) 
was co-transfected as an internal control. To study the 
function of CgWIF-1, the CgWIF-1 plasmid (250 ng) was 
co-transfected with either CgWnt1 plasmid (250 ng) or 
CgWnt2b-a plasmid (250 ng). In each transfection, TOP-
Flash plasmid (500 ng) and pRL-TK plasmid (10 ng) were 
essential components. The FOPflash plasmid with mutant 
binding sites served as the negative control. After 48 h of 
transfection, luciferase activity was measured using the 
Dual-Luciferase Reporter Assay System (Promega, USA) 
according to the manufacturer’s protocol. The relative 
luciferase activity (TOPFlash activity: Renilla luciferase 
activity) was measured using the  Synergy™ H1 microplate 
reader (BioTek, USA).

In vitro culture of tissues and treatment 
with salinomycin and recombinant protein

In the in vitro experiment, one-year-old black shell oys-
ters were immersed in sterilized seawater with 1× peni-
cillin–streptomycin-gentamicin solution for 2 h before 
dissection. The edge mantle was dissected and rinsed 
with PBS (pH 7.4) three times, supplemented with 1× 
penicillin–streptomycin-gentamicin solution. The tissues 
were then rinsed with the primary medium, which con-
sisted of a 1:1 mixture of L15 medium and M199 medium, 
supplemented with 10% fetal bovine serum and 1% 1× 
penicillin–streptomycin-gentamicin solution. The tissues 
were transferred into 1.5 mL centrifuge tubes and cut into 
pieces using sterilized scissors. Finally, the pieces were 
cultured in 12-well plates at 16 °C.

For treatment with salinomycin (Niwa et al. 2022), the 
product was added to the primary medium at final concen-
trations of 0, 10, 20, 30, and 40 µmol/L and maintained 
for 12 h. For treatment with recombinant protein WIF-1, 
the partial coding sequence of CgWIF-1 was subcloned 
into the pET32a plasmid. After sequencing, the WIF-1-
pET32a plasmid was transformed into BL21 cells. Recom-
binant WIF-1 expression was induced with isopropylβ-
D-thiogalactoside (IPTG) at a final concentration of 
1 mmol/L to optimize the induced temperature and time 
(Supplementary Fig. S2). The purified protein was added 
to the primary medium at final concentrations of 0, 5, 10, 
15, 20, and 50 µg/mL and maintained for 12 h. Afterwards, 
the medium was discarded, and the rinsed cells were col-
lected for RNA or protein extraction, tyrosinase activity 
detection, and melanin detection.

Subcellular localization of CgWnt1, CgWnt2b‑a, 
and CgWIF‑1

The coding sequences of CgWnt1, CgWnt2b-a, and 
CgWIF-1 were subcloned into pEGFP-N1 vectors (www. 
miaol ingbio. com). HEK-293 T cells were seeded into confo-
cal dishes (Leica, USA) and transfected with the recombi-
nant expression vectors CgWnt1-pEGFP-N1, CgWnt2b-a-
pEGFP-N1, or CgWIF-1-pEGFP-N1. After 48 h, the cells 
were stained with Dil (Beyotime, China) for 20 min in the 
dark. The images were captured and analyzed using an ultra-
high-resolution laser confocal microscope, Leica TCS SP8 
STED 3X, equipped with Leica Application Suite X soft-
ware. The primers used for fusion vector construction are 
listed in Supplementary Table S1.

Western blot analysis

Mantle tissues were homogenized with RIPA lysis buffer 
(Beyotime, China). After centrifugation, the supernatant 
was collected and quantified using a BCA protein assay kit 
(Beyotime, China). The protein samples were diluted with 
SDS-PAGE loading buffer (Solarbio, China) to adjust to the 
same concentration and then denatured at 95 °C for 10 min. 
The protein samples were separated by 12% SDS-PAGE and 
transferred to PVDF membranes (Beyotime, China). The 
membranes were blocked with 5% skimmed milk dissolved 
in TBST buffer for 2 h at room temperature. Subsequently, 
the membranes were incubated with diluted primary anti-
bodies against CgTYR (1:1000) (Li et al. 2023), CgTYRP2 
(1:1000) (Li et al. 2023), MITF (1:1500, ABclonal, China), 
β-catenin (1:1000, Fintest, China), p-β-catenin (1:1000, 
Fintest, China), and β-actin (1:1000, Beyotime, China) at 
4 °C overnight. After washing with TBST buffer three times, 
the membranes were incubated with HRP-conjugated goat 
anti-rabbit IgG (1:1000, Beyotime, China) for 2 h at room 
temperature. The proteins were detected using enhanced 
chemiluminescence detection reagents (Vazyme, China) and 
captured using the GE ImageQuant LAS4000mini system 
(GE, USA).

Tyrosinase activity assays

The tyrosinase activity of mantles was measured using the 
Tyrosinase Activity Assay Kit (Solarbio, China). For the 
tissue samples, 0.1 g of mantle tissue was homogenized with 
lysis buffer under ice water conditions. The supernatant was 
collected after centrifugation, and then mixed with the detec-
tion buffer at 25 °C for 50 min. The tyrosinase activity was 
determined using a spectrophotometer at 475 nm. The sam-
ple treatment conditions were different for cells. The cells 
were treated with lysis buffer in proportion to the number of 
cells. The remaining procedures were the same.

http://www.miaolingbio.com
http://www.miaolingbio.com


492 Marine Life Science & Technology (2024) 6:488–501

Enzyme‑linked immunosorbent assays

The melanin content was measured using an enzyme-linked 
immunosorbent assay (ELISA) kit from Ruixin, China, fol-
lowing the instructions provided by the manufacturer. For 
tissue samples, 0.1 g of mantle tissues were homogenized 
with PBS supplemented with a protease inhibitor under ice 
water conditions. After centrifugation, the supernatant was 
collected and used for further analysis. The supernatant was 
incubated with biotin labeling antigen on an ELISA plate at 
37 ℃ for 1 h. Subsequently, the ELISA plate was incubated 
with an HRP-conjugated reagent at 37 ℃ for 30 min. After 
a chromogenic reaction in darkness for 15 min, the absorb-
ance was measured at 450 nm using a Multimode Microplate 
Reader (Synergy H1, BioTek, USA).

Transmission electron microscopy of mantles

The isolated mantle tissues, measuring 1  mm3, were fixed in 
2.5% glutaraldehyde at 4 °C. Subsequently, the specimens 
were postfixed with osmic acid and dehydrated using a series 
of acetone solutions. Afterward, the specimens were embed-
ded in EPON 812 resin at room temperature. Finally, ultra-
thin sections with a thickness of 60 nm were stained with 
uranyl acetate and lead citrate, and images were captured 
using a JEM-1200EX transmission electron microscope 
(JEOL, Japan) operating at 80.0 kV.

Statistical analysis

Statistical analysis was performed using GraphPad Prism 
8.0 software, utilizing a one-way ANOVA test. The results 
were presented as means ± standard deviation (SD). Statis-
tical significance was considered at a P-value of less than 
0.05 (P < 0.05).

Results

Histological observation of mantle

To investigate the distribution of melanin in the mantle, 
we employed H&E staining, ferrous sulfate staining, and 
TEM techniques. The mantle may be divided into two 
regions: the marginal zone and the central zone. The mar-
ginal mantle comprises three folds: the outer-, inner- and 
middle fold. Under light microscopy, pigmented granules 
were observed in the inner and middle fold of the mantle 
(Fig. 1A, B), which was consistent with the results of fer-
rous sulfate staining (Fig. 1C, D). Additionally, the outer 
fold exhibited lighter pigmentation as observed in the fer-
rous sulfate staining (Fig. 1E). In the connective tissues of 
the outer fold, a significant number of vesicles containing 

melanin granules were observed (Fig. 1F). TEM analy-
sis revealed the ultrastructure of the three distinct folds 
(Fig. 1G, H, I, J, K, L). Melanin-containing melanosomes 
were clearly distributed in all three folds. Moreover, a 
substantial number of melanin-containing granules were 
observed in trafficking along the outer fold of the mantle 
epithelium (Fig. 1F).

Sequence characterization of CgWnt1 
and CgWnt2b‑a

The amino acid sequences of Wnt1 and Wnt2b-a were 
obtained from the NCBI database (Supplementary 
Table S2). A phylogenetic tree was constructed using 
the neighbor-joining (NJ) method with the Jones Taylor-
Thornton (JTT) + Gamma Distributed (G) model in MEGA 
7. Motif analysis was conducted using the MEME Suite 
(https:// meme- suite. org/ meme/). The analysis of Wnt1 and 
Wnt2b-a protein sequences from C. gigas and other spe-
cies revealed the presence of similar motifs, as depicted 
in Supplementary Fig. S1A, B. Phylogenetic analysis of 
the protein sequences of CgWnt1 and CgWnt2b-a dem-
onstrated a high degree of identity among bivalves. These 
findings suggest that Wnt1 and Wnt2b-a proteins are well-
conserved among invertebrates.

Expression patterns of CgWnt1 and CgWnt2b‑a

Real-time RT-PCR and ISH techniques were utilized to 
examine the expression patterns of CgWnt1 and CgWnt2b-
a. Overall, expression of CgWnt1 and CgWnt2b-a varied 
across different tissues. Both genes exhibited higher lev-
els of expression in the edge of the mantle compared to 
other tissues (Fig. 2B, E). To compare expression profiles 
between shell color strains, the edge mantle of the black 
shell color strain and white shell color strain was analyzed. 
CgWnt1 and CgWnt2b-a showed higher levels of expres-
sion in the black shell color oysters than in those with 
white shell color (P < 0.05) (Fig. 2A, D). During differ-
ent developmental stages, CgWnt1 expression increased 
dramatically from the gastrula stage, reaching its peak at 
the D-shaped larval stage, with lower expression observed 
before the blastula stage (P < 0.05) (Fig. 2C). Conversely, 
the expression of CgWnt2b-a increased rapidly from the 
blastula larval stage and reached its maximum level at the 
gastrula stage (Fig. 2F).

To determine the spatial pattern of CgWnt1 and 
CgWnt2b-a expression, ISH was performed. Interestingly, 
CgWnt1 and CgWnt2b-a were detected specifically in the 
outer fold of the mantle (Fig. 3).

https://meme-suite.org/meme/
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RNAi‑mediated CgWnt1 and CgWnt2b‑a knockdown 
in C. gigas

To assess the role of CgWnt1 and CgWnt2b-a in melano-
genesis, RNA interference was conducted in vivo. After one 
week of RNA interference, the expression levels of CgWnt1 
and CgWnt2b-a were reduced by 42.22% and 52.55%, 
respectively, compared to the control group (Fig. 4A, E). 
The Wnt downstream genes, including CgGSK3β, CgMITF, 
Cgβ-catenin-like, CgTYR , CgTYRP1, and CgTYRP2, were 
examined using qPCR and WB. Except for CgGSK3β, 
the expression levels of the other genes were significantly 
down-regulated compared to the control group (Fig. 4D, 
H). Similarly, the protein expression of β-catenin, CgMITF, 
CgTYR, CgTYRP1, and CgTYRP2 was decreased (Fig. 4I, 
J, K). However, an increase in the ratio of phosphorylated 
β-catenin (p-β-catenin) to non-phosphorylated β-catenin was 
increased, suggesting an inactivation of the Wnt signaling 
pathway. The tyrosinase activity in the mantles of black shell 
oysters after RNAi was also measured (Fig. 4B, F). This 
activity was significantly lower in the CgWnt1 or CgWnt2b-
a group compared to the controls (P < 0.05). Furthermore, 

the melanin content decreased considerably by 23.55% and 
31.31%, respectively (Fig. 4C, G).

The melanogenesis process was examined using transmis-
sion electron microscopy. In the control group, a significant 
quantity of melanosomes was observed in the epithelia of 
the mantle (Fig. 5). The melanosomes appeared as vesicles 
with numerous melanin granules. A large number of mela-
nosomes were concentrated towards the lumen of the apical 
microvillar surface. In contrast to the control group, melano-
somes in both the dsWnt1 and dsWnt2b-a RNA interference 
groups exhibited non-pigmented and partially pigmented 
characteristics (Fig. 5). Notably, numerous bubble-like mela-
nosomes were observed in the mantle epithelium (Fig. 5).

Effects of WIF‑1 (Wnt inhibitory factor 1) upregulation 
on melanogenesis

Wnt signaling requires β-catenin. Two β-catenin-like genes, 
Cgβ-catenin-like and Cgβ-catenin-like protein 1, were iden-
tified in the oyster genome. To determine whether Cgβ-
catenin-like or Cgβ-catenin-like protein 1 could activate 
the Wnt/β signaling pathway, the CgWnt1 or CgWnt2b-a 

Fig. 1  Histological observations were conducted to examine melanin 
granules in the mantle of C. gigas. A, B Melanin granules in the man-
tle were visualized using H&E staining. C–F Ferrous sulfate staining 
was used to detect melanin granules in the mantle. G–L Transmission 
electron microphotographs were taken to observe melanosome struc-

tures in the mantle across different folds, including outer fold (G, H), 
middle fold (I, J), and inner fold (K, L). The arrows indicate different 
folds of the mantle; red circles represent melanocytes; triangles repre-
sent melanin pigmentation
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expression construct was co-transfected with the Cgβ-
catenin-like or Cgβ-catenin-like protein 1 expression con-
struct in 293 T cells. The subcellular localization analysis 
revealed that CgWnt1 and CgWnt2b-a were both located in 
the cell membrane (Fig. 6). When the 293 T cells reached 
70–80% confluence, they were transfected with the TOP-
flash plasmid, which is a β-catenin-responsive firefly lucif-
erase reporter. The results showed that co-transfection of 
the CgWnt1 or CgWnt2b-a plasmid with the Cgβ-catenin-
like recombinant plasmid significantly increased luciferase 
activity (Fig. 7A, C), indicating that Cgβ-catenin-like can 
activate the Wnt/β signaling pathway. Also, the effects of 
WIF-1 on the Wnt/β-catenin signaling pathway were inves-
tigated. The data showed that transfection with the CgWIF-1 
plasmid, encoding Wnt inhibitory factor 1, was located in 
the cell membrane (Fig. 6), and decreased luciferase activ-
ity in cells co-transfected with the CgWnt1 or CgWnt2b-a 
plasmid (Fig. 7B, D). These findings indicate that CgWIF-1 
may block Wnt/β-catenin signaling activation.

To assess the inhibitory effects of WIF-1 on Wnt/β-
catenin signaling transduction, we analyzed the mRNA 
expression of CgWnt1, CgWnt2b-a, CgMITF, Cgβ-catenin-
like, CgTYR , CgTYRP1 and CgTYRP2 in WIF-1 treated 
cells. The results demonstrated a dose-dependent inhibition 
of their expression (Fig. 7G). Western blot analysis further 
confirmed the decreased expression of TYR, TYRP2, and 

MITF at the protein levels. As expected, β-catenin phos-
phorylation was significantly increased in the WIF-1 treated 
cells (Fig. 7H, I, J). Additionally, we assessed the tyrosi-
nase activity and melanin content after WIF-1 treatment. 
The results indicated that both the tyrosinase activity and the 
melanin content were significantly decreased in response to 
WIF-1 treatment at concentrations of 10 μg/mL and 5 μg/
mL, respectively (Fig. 7E, F).

Salinomycin modulates the Wnt/β‑catenin pathway

To further investigate the effect of Wnt/β-catenin path-
way inhibition on tyrosinase activity in mantle cells, a pri-
mary cell culture of mantle was treated with a Wnt signal 
inhibitor, salinomycin, at different concentrations. Salino-
mycin treatment significantly decreased the mRNA lev-
els of CgMITF, Cgβ-catenin-like, CgTYR , CgTYRP1 and 
CgTYRP2 (P < 0.05) (Fig. 8A). Their protein expression was 
consistent with the qPCR results (Fig. 8D, E, F). In addition, 
the phosphorylation of β-catenin protein increased dramati-
cally after treatment. Moreover, the tyrosinase activity of 
primary mantle cells was significantly decreased in response 
to the Wnt signal inhibitor (salinomycin) at a concentra-
tion of 20 μmol/L (Fig. 8B). Additionally, the melanin con-
tent in cultured mantle cells was significantly decreased at 
a concentration of 10 μmol/L (Fig. 8C), providing further 

Fig. 2  Expression profiles of 
CgWnt1 and CgWnt2b-a. A–C 
Expression characterization of 
CgWnt1 in various tissues and 
different developmental stages, 
respectively. (D–F) Expression 
characterization of CgWnt2b-a 
in various tissues and different 
developmental stages, respectively. 
WME refers to the edge mantle 
of white shell-colored oysters, 
whereas BME refers to the edge 
mantle of black shell-colored 
oysters. Data were presented as 
means ± SD (n = 3). The sig-
nificant difference (P < 0.05) was 
indicated by different lowercase 
letters. *P < 0.05; **P < 0.01; 
***P < 0.001
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support for the involvement of Wnt/β-catenin signaling in 
melanogenesis.

Discussion

Mollusca shells exhibit a wide range of colors, which are 
directly deposited by epithelial cells in the mantle tissue. 
In this study, we performed histological analysis of mela-
nin synthesis in mantle tissues. In the case of C. gigas, the 
marginal mantle typically consists of three folds: an outer 
fold for secretion, a middle fold for sensing, and an inner 
fold for muscular movement (Audino et al. 2015). We found 
that melanin granules are primarily deposited in the inner 
fold and inner surface of the middle fold, similar to obser-
vations in Pinctada maritlza (Jabbour-Zahab et al. 1992). 
However, the outer fold of the mantle epithelium exhib-
ited light pigmentation, and numerous melanocytes were 
discovered in the connective tissues using ferrous sulfate 
staining. This indicates that melanocytes were transported 
to the epithelium of the outer fold and melanin was secreted 
there. Our studies further extended previous findings that the 
periostracum, which is responsible for shell pigmentation, is 
synthesized in the periostracal groove located between the 
outer and middle folds. Pigments are deposited on a tanned 
organic membrane that covers the inner calcified shell layer 
(Bubel 1973).

Multiple investigations have demonstrated that genes 
involved in melanin synthesis are expressed in the outer 

fold (Min et al. 2022b; Zhu et al. 2021, 2022) suggesting 
that they may play a role in melanocyte development and 
maturation. Similar to observations in fish melanophores, it 
has been reported that melanosomes may move along micro-
tubule tracks (Nascimento et al. 2003). In bivalves, muscle 
fibers traverse the inner and outer surfaces of mantle tissues, 
suggesting the possibility of melanin transfer from the inner 
and middle folds to the outer folds directly through actin 
filaments (Zhu et al. 2023). Furthermore, the mechanism by 
which matured melanosomes are trafficked to the shell is not 
well understood. In vertebrates, four models of melanosomes 
transport have been proposed. These include keratinocyte 
cytophagocytosis of dendrites or filopodia tips, direct trans-
fer across a membrane channel, shedding of vesicles fol-
lowed by keratinocyte engulfment, and exocytosis-mediated 
secretion of naked melanin (Tian et al. 2021b).

In our study, TEM observations revealed the presence of 
melanosomes in all three folds, with a substantial abundance 
of melanin-containing granules trafficking along the outer 
fold of the mantle epithelium and being transferred via exo-
cytosis-mediated secretion. It has been reported that mela-
nosomes in the outer fold exhibit higher melanotic activity 
compared to the other two folds (Zhu et al. 2023). Moreover, 
there are four distinct stages involved in the development 
and maturation of melanosomes in vertebrates. Stages I–II 
represent the unpigmented phases, referred to as premela-
nosomes, during which the matrix is formed in preparation 
for melanin deposition. Melanin deposition is initiated at 
stage III and completed at stage IV. During stages III–IV, 

Fig. 3  Cellular localization of 
CgWnt1 (A) and CgWnt2b-a (C) 
were determined using anti-sense 
probes in oyster mantle tissues. 
Negative controls (B, D) were 
detected using sense probes
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genes associated with melanogenesis appear to play crucial 
roles (Wiriyasermkul et al. 2020). These findings support 
the hypothesis that melanosomes originate in the middle 
and inner folds of the mantle tissues, are transported to the 
outer fold via actin-dependent filaments, undergo maturation 
with the assistance of various genes, and are subsequently 
released to the shell through exocytosis.

Melanogenesis is regulated through complex receptor-
dependent and -independent mechanisms (Slominski et al. 
2004). The Wnt/β-catenin pathway plays a crucial role in 
melanocyte differentiation and development. Melanosome 
biogenesis, formation, and maturation may be classified 
into four distinct morphologically characterized stages 
(Wiriyasermkul et al. 2020). Melanosomes lack melanin 
production in stages I-II and undergo maturation in stages 
III-IV due to the activities of several genes encoding mela-
nogenic enzymes and iron transport proteins (Aspengren 
et al. 2009). In vertebrates, Wnt1 and Wnt2b have been 
shown to be involved in melanin production (Sun et al. 

2023; Yang et  al. 2018). Our studies revealed higher 
expression of Wnt1 and Wnt2b-a in the mantle tissues of 
the black phenotype compared to the white phenotype. 
Epigenetic mechanisms enable variations in gene expres-
sion, where the N-terminal domain of Wnt undergoes 
palmitoleic acid modification, facilitating recognition by 
the receptor Frizzled (Rim et al. 2022). In the black and 
white phenotype of C. gigas, it is likely that the palmitoleic 
acid modification level of Wnt differs, thereby influencing 
the signal transduction and downstream gene activation 
to some extent. Additionally, our study showed that the 
melanosomes in the control group exhibited numerous and 
mature ellipsoidal-shaped structures with a high melanotic 
content in the outer fold of the epithelium. In contrast, the 
melanosomes in the dsWnt1 and dsWnt2b-a interference 
groups displayed reduced density and an increased pres-
ence of vacuoles, indicating poor melanogenesis. Consist-
ent with our findings, the injection of Wnt3a and Wnt10b 
mRNA stimulated melanocyte differentiation in mice, 

Fig. 4  Knockdown of CgWnt1 and CgWnt2b-a inhibits melanogen-
esis. Expression levels of CgWnt1 (A) and CgWnt2b-a (E) in the 
mantle after gene silencing. Tyrosinase activity of CgWnt1 (B) and 
CgWnt2b-a (F) in the mantle after gene silencing. Melanin content 
after silencing CgWnt1 (C) and CgWnt2b-a (G). Transcriptional 

levels of downstream genes after CgWnt1 (D) and CgWnt2b-a (H) 
RNAi. (I–K) Analysis of downstream protein expressions after 
CgWnt1 and CgWnt2b-a RNAi. Data were presented as means ± SD 
(n = 3).The significant difference (P < 0.05) was indicated by different 
lowercase letters. *P < 0.05; **P < 0.01; ***P < 0.001
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whereas Wnt inhibitors injection had the opposite effect 
(Guo et al. 2016; Ye et al. 2013).

Also, we demonstrated that Wnt1 and Wnt2b-a, members 
of the canonical Wnt family, may activate luciferase activ-
ity in the presence of β-catenin-like protein in C. gigas. 
This is consistent with the notion that Wnts regulate gene 
transcription by inhibiting the cytoplasmic degradation 
of β-catenin and interacting with the protein complex in 
the nucleus (Dunn et al. 2005; Liu et al. 2002; Rim et al. 
2022; Shang et al. 2017; van Noort et al. 2002). Stabilized 
β-catenin interacts with members of the LEF/TCF tran-
scription factors to modulate MITF transcription (Schep-
sky et al. 2006). MITF serves as the principal regulator 
of melanocyte differentiation, survival, and proliferation 
by controlling numerous genes, including those encoding 
melanogenic enzymes such as TYR, TYRP1, and TYRP2 
(Levy et al. 2006). The down-regulation of MITF, TYR, 
TYRP1, and TYRP2 observed in our study, as a result of 
Wnt1 and Wnt2b-a interference, contributed to decreased 
melanin production. Collectively, Wnt ligands represent the 
main source of Wnt activation in melanocytes, and their 
absence cannot be compensated by other sources. The Wnt 
signaling pathway may also be regulated by extracellular 
antagonists/inhibitors.

The extracellular antagonists of the Wnt signaling path-
way may be categorized into two functional groups: the 
sFRP (secreted Frizzled-related protein) class and the Dkk 
(Dickkopf) class (Kawano and Kypta 2003). Both types of 
molecules, albeit in different ways, block ligand-receptor 
interactions. WIF-1, a member of the sFRP family that 

Fig. 5  TEM images of C. gigas outer fold of the mantle in the (A, B) control group, (C–E) CgWnt1 RNAi group, (F–H) CgWnt2b-a RNAi 
group. The triangles represent melanosomes. mv microvilli; nu nucleus; ger granular endoplasmic reticulum

Fig. 6  Subcellular localization of Wnt1, Wnt2b-a and WIF-1 proteins 
in HEK293T cells. Wnt1, Wnt2b-a and WIF-1 were subcloned into 
pEGFP-N1 and were transiently transfected into 293 T cells, respec-
tively. Dil was the cell membrane fluorescent probe. The expressed 
Wnt1, Wnt2b-a and WIF-1 protein were colocalized with the Dil 
probe, and localized to the membrane
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directly binds to Wnts, has lost its capacity to bind to the 
Wnt receptor complex (Cruciat and Niehrs 2013). It has been 
reported that the down-regulation of WIF-1 is expected to 
induce hyperpigmentation of the skin (Kim et al. 2013a, b). 
In fact, the mRNA levels of WIF-1 are significantly lower in 
black shell-colored oysters compared to white shelled speci-
mens (Supplementary Fig. S3). Therefore, we hypothesized 
that the up-regulation of WIF-1 in the mantle of C. gigas 
may have a negative impact on melanogenesis.

Our results showed that the overexpression of WIF-1 
through treatment with recombinant CgWIF-1 protein 
exerted its action on canonical pathways, leading to a 
decrease in the expression levels of β-catenin and genes 
encoding melanogenic enzymes. Also, it stimulated a 
decrease in tyrosinase activity and the content of mela-
nin. Additionally, the dual luciferase reporter experiment 
revealed a significant suppression of luciferase activity 
when co-transfected with WIF-1, suggesting that this is 
likely to interact with Wnts blocking ligand-receptor inter-
actions. Moreover, WIF-1 knockdown promoted NFATc2 

dephosphorylation and nuclear translocation, indicating 
that the noncanonical route stimulates target gene transcrip-
tion (Kim et al. 2013a, b). Consequently, sFRP antagonists 
inhibit both canonical and noncanonical pathways, thereby 
affecting pigmentation.

Salinomycin is a potent inhibitor of the Wnt/β-catenin 
signaling pathway, similar to Dkk class antagonists, as it 
inhibits the proper functioning of the co-receptor LRP5/6 
(Cruciat and Niehrs 2013). Salinomycin has been shown 
to block Wnt-induced LRP6 phosphorylation and degra-
dation (Lu et al. 2011). Activation of the Wnt pathway 
promotes the phosphorylation of the co-receptor LRP5/6, 
leading to a phosphorylated motif that inhibits GSK3β. 
This, in turn, stabilizes β-catenin and increases the tran-
scription of β-catenin target genes (MacDonald and He 
2012). In our investigation, primary cells from mantle tis-
sues were treated with various doses of salinomycin, and 
the findings indicated that the transcription of β-catenin 
and its target genes was repressed. These results suggest 
that inhibiting the co-receptor phosphorylation of the 

Fig. 7  WIF-1 inhibits the Wnt signal transduction pathway. To evalu-
ate the effect of β-catenin/TCF signaling, dual luciferase assays were 
performed. A and C Wnt1 and Wnt2b-a bind to β-catenin to activate 
the Wnt/β-catenin pathway, respectively. B and D WIF-1 inhibits the 
Wnt/β-catenin pathway by binding to Wnt1 and Wnt2b-a, respec-
tively. G Effect of recombinant protein on the expression of Wnt/β-
catenin pathway-related genes. The expression of related genes was 

measured at 12  h after treatment with recombinant protein WIF-1 
at levels of 0, 5, 10, 15, 20, 50  µg/mL. Tyrosinase activity (E) and 
melanin content (F) were measured after treatment with recombinant 
protein. J Expression of Wnt/β-catenin pathway-related genes were 
determined by Western blotting at 12 h after treatment with recombi-
nant protein. Data were presented as means ± SD (n = 3). The signifi-
cant difference (P < 0.05) was indicated by different lowercase letters
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Wnt/β-catenin pathway hinders the cascade of downstream 
signaling transduction.

In conclusion, our results demonstrate that the inhi-
bition of the Wnt/β-catenin pathway effectively blocks 
melanogenesis in C. gigas. The reduction in melanin 
production may be attributed to the downregulation of 
both MITF and its downstream target gene expression 
(Fig. 9). Additionally, we found that melanin-containing 
melanosomes were distributed in all three folds, originat-
ing from the middle and inner folds and further maturing 
in the outer fold. Our research has elucidated the potential 
melanin pigmentation process in the mantle fold of C. 
gigas, underscoring the modularity function of the man-
tle tissues. However, the precise regulatory mechanism 
governing folds in pigmentation needs to be investigated 
in future studies to shed light on the targeted shell color 
breeding.

Fig. 8  Salinomycin inhibits the Wnt/β-catenin signaling pathway. 
Expression of Wnt/β-catenin signaling pathway-related genes was 
measured at 12 h after treatment with salinomycin at levels of 0, 10, 
20, 30, and 40 µmol/L using real-time PCR (A) and Western blotting 

(D). Tyrosinase activity (B) and melanin content (C) were measured 
after treatment. Data were presented as means ± SD (n = 3). The sig-
nificant difference (P < 0.05) was indicated by different lowercase let-
ters

Fig. 9  Diagram of putative gene pathway in the C. gigas shell pigmen-
tation process. The role of MITF in the melanogenesis cascade in C. 
gigas is depicted in the diagram. MITF plays a dominant role in the 
development and maturation of melanosomes, which is followed by 
melanogenesis. The melanogenesis process involves continuous enzy-
matic protein reactions, including TYR, TYRP1, and TYRP2, which 
contribute to the synthesis and storage of melanin pigments in melano-
somes. Melanosome formation and maturation consist of four stages. 
Stages I and II represent the nonpigmented stages known as premela-
nosomes, where the matrix is formed for melanin deposition. The mel-
anogenesis pathway initiates at stage III and completes at stage IV



500 Marine Life Science & Technology (2024) 6:488–501

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s42995- 024- 00221-5.

Acknowledgements This research was supported by grants from the 
National Key R&D Program of China (2022YFD2400305), the Ear-
marked Fund for Agriculture Seed Improvement Project of Shandong 
Province (2021ZLGX03, 2022LZGCQY010, and 2020LZGC016), and 
the China Agriculture Research System Project (CARS-49).

Author contributions YM: Investigation, Methodology, Formal analy-
sis, Writing- original draft. HY: Methodology and Formal analysis. 
SJD: Writing- review & editing. QL: Conceptualization, Funding 
acquisition, Supervision, Writing- review & editing.

Data availability The data that supports the findings of this study are 
included in this published article and its supplementary information 
file.

Declarations 

Conflict of interests The authors declare no competing financial inter-
ests. Author Qi Li is a member of the Editorial Board, but he was not 
involved in the journal’s review of, or decision related to this manu-
script.

Animal and human rights statement This article does not contain any 
experiments with human participants conducted by the authors. All the 
experiments were conducted following standard procedures.

Open Access  This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article's Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article's Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

References

Aspengren S, Hedberg D, Sköld HN, Wallin M (2009) New insights 
into melanosome transport in vertebrate pigment cells. Int Rev 
Cell Mol Biol 272:245–302

Audino JA, Marian JEAR, Wanninger A, Lopes SGBC (2015) Mantle 
margin morphogenesis in Nodipecten nodosus (Mollusca: Bival-
via): new insights into the development and the roles of bivalve 
pallial folds. BMC Dev Biol 15:22

Bandaranayake WM (2006) The nature and role of pigments of marine 
invertebrates. Nat Prod Rep 23:223–255

Bubel A (1973) An electron-microscope study of periostracum forma-
tion in some marine bivalves. II. The cells lining the periostracal 
groove. Mar Biol 20:222–234

Buscà R, Ballotti R (2000) Cyclic AMP a key messenger in the regula-
tion of skin pigmentation. Pigment Cell Res 13:60–69

Carreira S, Goodall J, Denat L, Rodriguez M, Paolo N, Hoek KS, Testori 
A, Larue L, Goding CR (2006) Mitf regulation of Dia1 controls 
melanoma proliferation and invasiveness. Genes Dev 20:3426–3439

Colombo S, Petit V, Wagner RY, Champeval D, Yajima I, Gesbert F, 
Aktary Z, Davidson I, Delmas V, Larue L (2022) Stabilization 
of β-catenin promotes melanocyte specification at the expense 
of the Schwann cell lineage. Development 149:194407

Costin GE, Hearing VJ (2007) Human skin pigmentation: melanocytes 
modulate skin color in response to stress. FASEB J 21:976–994

Cruciat CM, Niehrs C (2013) Secreted and transmembrane wnt inhibi-
tors and activators. Cold Spring Harb Perspect Biol 5:a015081

D’Mello SAN, Finlay GJ, Baguley BC, Askarian-Amiri ME (2016) 
Signaling pathways in melanogenesis. Int J Mol Sci 17:1144

Dunn KJ, Williams BO, Li Y, Pavan WJ (2000) Neural crest-directed 
gene transfer demonstrates Wnt1 role in melanocyte expansion 
and differentiation during mouse development. Proc Natl Acad 
Sci USA 97:10050–10055

Dunn KJ, Brady M, Ochsenbauer-Jambor C, Snyder S, Incao A, Pavan 
WJ (2005) WNT1 and WNT3a promote expansion of melanocytes 
through distinct modes of action. Pigment Cell Res 18:167–180

Enshell-Seijffers D, Lindon C, Wu E, Taketo MM, Morgan BA (2010) 
Beta-catenin activity in the dermal papilla of the hair follicle 
regulates pigment-type switching. Proc Natl Acad Sci USA 
107:21564–21569

Gajos-Michniewicz A, Czyz M (2020) WNT signaling in melanoma. 
Int J Mol Sci 21:4852

Guo HY, Xing YZ, Liu YX, Luo Y, Deng F, Yang K, Li YH (2016) 
Wnt/β-catenin signaling pathway activates melanocyte stem cells 
in vitro and in vivo. J Dermatol Sci 83:45–51

Hearing VJ, Jiménez M (1987) Mammalian tyrosinase–the critical 
regulatory control point in melanocyte pigmentation. Int J Bio-
chem 19:1141–1147

Hornyak TJ, Hayes DJ, Chiu LY, Ziff EB (2001) Transcription factors 
in melanocyte development: distinct roles for Pax-3 and Mitf. 
Mech Dev 101:47–59

Huan P, Wang HX, Liu BZ (2016) Assessment of housekeeping genes 
as internal references in quantitative expression analysis during 
early development of oyster. Genes Genet Syst 91:257–265

Jabbour-Zahab R, Chagot D, Blanc F, Grizel H (1992) Mantle histol-
ogy, histochemistry and ultrastructure of the pearl oyster Pinctada 
margaritifera (L.). Aquat Living Resour 5:287–298

Jin EJ, Erickson CA, Takada S, Burrus LW (2000) Wnt and BMP 
signaling govern lineage segregation of melanocytes in the avian 
embryo. Dev Biol 233:22–37

Kawano Y, Kypta R (2003) Secreted antagonists of the Wnt signalling 
pathway. J Cell Sci 116:2627–2634

Kim JY, Lee TR, Lee AY (2013a) Reduced WIF-1 expression stimu-
lates skin hyperpigmentation in patients with melasma. J Invest 
Dermatol 133:191–200

Kim W, Kim M, Jho EH (2013b) Wnt/beta-catenin signalling: from 
plasma membrane to nucleus. Biochem J 450:9–21

Le Coz M, Aktary Z, Watanabe N, Yajma I, Pouteaux M, Charoenchon 
N, Motohashi T, Kunisada T, Corvelo A, Larue L (2021) Tar-
geted knockout of β-Catenin in adult melanocyte stem cells using 
a mouse line, Dct::CreERT2, results in disrupted stem cell renewal 
and pigmentation defects. J Invest Dermatol 14:1363–1366

Levy C, Khaled M, Fisher DE (2006) MITF: master regulator of mel-
anocyte development and melanoma oncogene. Trends Mol Med 
12:406–414

Li HJ, Yu H, Li Q (2021) Striated myosin heavy chain gene is a crucial 
regulator of larval myogenesis in the pacific oyster Crassostrea 
gigas. Int J Biol Macromol 179:388–397

Li ZZ, Hu BY, Du LJ, Hou CH, Li Q (2023) Involvement of B-aat1 
and Cbs in regulating mantle pigmentation in the Pacific oyster 
(Crassostrea gigas). Mol Biol Rep 50:377–387

Liu C, Li Y, Semenov M, Han C, Baeg GH, Tan Y, Zhang Z, Lin X, He 
X (2002) Control of beta-catenin phosphorylation/degradation by 
a dual-kinase mechanism. Cell 108:837–847

https://doi.org/10.1007/s42995-024-00221-5
http://creativecommons.org/licenses/by/4.0/


501Marine Life Science & Technology (2024) 6:488–501 

Liu JQ, Xiao Q, Xiao JX, Niu CX, Li YY, Zhang XJ, Zhou ZW, Shu 
G, Yin G (2022) Wnt/β-catenin signalling: function, biological 
mechanisms, and therapeutic opportunities. Signal Transduct 
Target Ther 7:3

Lu DS, Choi MY, Yu J, Castro JE, Kipps TJ, Carson DA (2011) Salino-
mycin inhibits Wnt signaling and selectively induces apoptosis 
in chronic lymphocytic leukemia cells. Proc Natl Acad Sci USA 
108:13253–13257

Lv XJ, Wang WL, Zhao Q, Qiao X, Wang LY, Yan YC, Han S, Liu 
ZQ, Wang LL, Song LS (2021) A truncated intracellular Dicer-
like molecule involves in antiviral immune recognition of oyster 
Crassostrea gigas. Dev Comp Immunol 116:103931

MacDonald BT, He X (2012) Frizzled and LRP5/6 receptors for Wnt/β-
catenin signaling. Cold Spring Harb Perspect Biol 4:a007880

Min Y, Li Q, Yu H (2022a) Characterization of larval shell formation 
and CgPOU2F1, CgSox5, and CgPax6 gene expression during 
shell morphogenesis in Crassostrea gigas. Comp Biochem Phys 
B 263:110783

Min Y, Li Q, Yu H (2022b) Heme-Peroxidase 2 modulated by POU2F1 
and SOX5 is involved in pigmentation in Pacific oyster (Crassos-
trea gigas). Mar Biotechnol 24:263–275

Nascimento AA, Roland JT, Gelfand VI (2003) Pigment cells: a model 
for the study of organelle transport. Annu Rev Cell Dev Biol 
19:469–491

Niwa AM, Semprebon SC, D’Epiro GFR, Marques LA, Zanetti TA, 
Mantovani MS (2022) Salinomycin induces cell cycle arrest and 
apoptosis and modulates hepatic cytochrome P450 mRNA expres-
sion in HepG2/C3a cells. Toxicol Mech Methods 32:341–351

Nusse R, Varmus H (2012) Three decades of Wnts: a personal perspec-
tive on how a scientific field developed. EMBO J 31:2670–2684

Rim EY, Clevers H, Nusse R (2022) The Wnt pathway: from sign-
aling mechanisms to synthetic modulators. Annu Rev Biochem 
91:571–598

Schepsky A, Bruser K, Gunnarsson GJ, Goodall J, Hallsson JH, God-
ing CR, Steingrimsson E, Hecht A (2006) The microphthalmia-
associated transcription factor Mitf interacts with beta-catenin to 
determine target gene expression. Mol Cell Biol 26:8914–8927

Shang S, Hua F, Hu ZW (2017) The regulation of β-catenin activ-
ity and function in cancer: therapeutic opportunities. Oncotarget 
8:33972–33989

Silva P, Atukorallaya D (2023) Characterising the effect of Wnt/β-
Catenin signalling on melanocyte development and patterning: 
insights from zebrafish (Danio rerio). Int J Mol Sci 24:10692

Slominski A, Tobin DJ, Shibahara S, Wortsman J (2004) Melanin 
pigmentation in mammalian skin and its hormonal regulation. 
Physiol Rev 84:1155–1228

Steingrímsson E, Copeland NG, Jenkins NA (2004) Melanocytes and 
the microphthalmia transcription factor network. Annu Rev Genet 
38:365–411

Su TR, Lin JJ, Tsai CC, Huang TK, Yang ZY, Wu MO, Zheng YQ, 
Su CC, Wu YJ (2013) Inhibition of melanogenesis by gallic 
acid: possible involvement of the PI3K/Akt, MEK/ERK and 
Wnt/β-catenin signaling pathways in B16F10 cells. Int J Mol Sci 
14:20443–20458

Sun DL, Qi X, Wen HS, Li C, Li JL, Chen JW, Tao ZX, Zhu MX, 
Zhang XY, Li Y (2023) The genetic basis and potential molecular 
mechanism of yellow-albino northern snakehead (Channa argus). 
Open Biol 13:220235

Takeda K, Yasumoto K, Takada R, Takada S, Watanabe K, Udono T, 
Saito H, Takahashi K, Shibahara S (2000) Induction of melano-
cyte-specific microphthalmia-associated transcription factor by 
Wnt-3a. J Biol Chem 275:14013–14016

Tapia CV, Falconer M, Tempio F, Falcon F, Lopez M, Fuentes M, 
Alburquenque C, Amaro J, Bucarey SA, Nardo AD (2014) Mel-
anocytes and melanin represent a first line of innate immunity 
against Candida albicans. Med Mycol 52:445–454

Teixeira Alves M, Taylor NGH, Tidbury HJ (2021) Understanding driv-
ers of wild oyster population persistence. Sci Rep 11:7837

Thody AJ, Higgins EM, Wakamatsu K, Ito S, Burchill SA, Marks JM 
(1991) Pheomelanin as well as eumelanin is present in human 
epidermis. J Invest Dermatol 97:3440–3444

Tian J, Li YJ, Fu HR, Ren LT, He YM, Zhai SY, Yang B, Li Q, Liu NN, 
Liu SK (2021a) Physiological role of CYP17A1-like in cadmium 
detoxification and its transcriptional regulation in the Pacific oys-
ter. Crassostrea Gigas Sci Total Environ 796:149039

Tian XY, Cui ZY, Liu S, Zhou J, Cui RT (2021b) Melanosome trans-
port and regulation in development and disease. Pharmacol Ther 
219:107707

van Noort M, Meeldijk J, van der Zee R, Destree O, Clevers H (2002) 
Wnt signaling controls the phosphorylation status of beta-catenin. 
J Biol Chem 277:17901–17905

Wiriyasermkul P, Moriyama S, Nagamori S (2020) Membrane trans-
port proteins in melanosomes: regulation of ions for pigmentation. 
Biochim Biophys Acta Biomembr 1862:183318

Wu J, Saint-Jeannet JP, Klein PS (2003) Wnt-frizzled signaling in neu-
ral crest formation. Trends Neurosci 26:40–45

Yang SS, Liu B, Ji KY, Fan RW, Dong CS (2018) MicroRNA-5110 
regulates pigmentation by cotargeting melanophilin and WNT 
family member 1. FASEB J 32:5405–5412

Ye JX, Yang T, Guo HY, Tang YH, Deng F, Li YH, Xing YZ, Yang L, 
Yang K (2013) Wnt10b promotes differentiation of mouse hair 
follicle melanocytes. Int J Med Sci 10:691–698

Zhang J, Li Y, Wu Y, Yang T, Yang K, Wang RM, Yang J, Guo HY 
(2013) Wnt5a inhibits the proliferation and melanogenesis of mel-
anocytes. Int J Med Sci 10:699–706

Zhu YJ, Li Q, Yu H, Liu SK, Kong LF (2021) Shell biosynthesis and 
pigmentation as revealed by the expression of tyrosinase and 
tyrosinase-like protein genes in Pacific Oyster (Crassostrea gigas) 
with different shell colors. Mar Biotechnol (NY) 23:777–789

Zhu YJ, Li Q, Yu H, Liu SK, Kong LF (2022) Expression of tyrosi-
nase-like protein genes and their functional analysis in melanin 
synthesis of Pacific oyster (Crassostrea gigas). Gene 840:146742

Zhu YJ, Li Q, Yu H, Liu SK (2023) Pigment distribution and secretion 
in the mantle of the Pacific oyster (Crassostrea gigas). J Ocean 
Univ China 22:813–820


	Examination of wnt signaling mediated melanin transport and shell color formation in Pacific oyster (Crassostrea gigas)
	Abstract
	Introduction
	Materials and methods
	Animals and sampling
	RNA extraction and Relative mRNA quantification
	Phylogenetic analysis of CgWnt1 and CgWnt2b-a
	Histological observation
	In situ hybridization
	RNAi experiment
	Plasmids construction, cell culture, transfection, and luciferase assays
	In vitro culture of tissues and treatment with salinomycin and recombinant protein
	Subcellular localization of CgWnt1, CgWnt2b-a, and CgWIF-1
	Western blot analysis
	Tyrosinase activity assays
	Enzyme-linked immunosorbent assays
	Transmission electron microscopy of mantles
	Statistical analysis

	Results
	Histological observation of mantle
	Sequence characterization of CgWnt1 and CgWnt2b-a
	Expression patterns of CgWnt1 and CgWnt2b-a
	RNAi-mediated CgWnt1 and CgWnt2b-a knockdown in C. gigas
	Effects of WIF-1 (Wnt inhibitory factor 1) upregulation on melanogenesis

	Salinomycin modulates the Wntβ-catenin pathway

	Discussion
	Acknowledgements 
	References




