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Abstract
melanocytes from tyrosine. More than 100 genes related to melanin deposition have been found in mouse. Slc24a5 (solute carrier
family 24 , member 5) is a novel gene first cloned in zebrafish. And it has been confirmed that the Slc24a5 is involved in controlling the

Melanin is a kind of biopolymer, composed of a complex quinine/indole-quinone derived mixture which is produced in

melanin deposition in zebrafish. Here the full length of the chicken slc24a5 mRNA sequence, its expression profile and a discussion of
its relationship to melanin deposition in chicken were reported. Chicken Slc254a5 has a CDS of 1 269bp, predicting a protein of 423
amino acids which is about 80 amino acids shorter than in human and mouse. It has 9 exons and 8 introns and spans more than 11kb of
genome sequence. The quantitative real-time PCR confirmed that the chicken Slc24a5 was highly expressed in the eye of White
Leghorn and Beijing Fatty Chickens, and in the eye, skin and muscle of Silky. The relative expression in Silky eye is more than two
times that of White Leghorn. The relative expression in Silky skin is about 70 times that of White Leghorn and about 15 times that of
Beijing Fatty Chickens. The relative expression in Silky muscle is about 15 times that of White Leghorn and about 3 times that of

Beijing Fatty Chickens. And the expression result is in accordance with the melanocyte and melanin deposition in these tissues.
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The skin and hair color of animals is mainly
caused by the deposition of melanin. Melanin is a kind
of biopolymers, composed of a complex quinine/
indole-quinone derived mixture. There are two
different kinds of melanin: eumelanin, which is black
or brown; and pheomelanin, which is yellow or red™?.
Melanin is produced in melanocytes which are
dentritic cells derived from neural crest”. Tyrosine is
oxidized by tyrosinase and other enzymes to turn into
the melanin ™. Genes that can influence the melanin
deposition are involved in many biological pathways,
such as melanocyte development, components of
and their
construction/protein routing, melanosome transport,

melanosomes precursors, melanosome
eumelanin and pheomelanin and systemic effects.
Until the year 2003, more than 800 phenotypic alleles
located at 127 identified color loci had been found in
mouse!®.

Slc24a5 (solute carrier family 24 , member 5) is a
cation (sodium/potassium/calcium) exchanger which
was first cloned in zebrafish™. It was confirmed to
control the phenotype of golden in zebrafish. And the

phenotype of golden is characterized by hypopigmentation

of skin melanophores and retinal pigment epithelium®.,
A coding SNP (rs1426654) within SLC24A5 was
found in the International Haplotype Map (HapMap)¥!
and this coding region variantion in African-American
and African-Cribbean populations indicated its
function in human skin colour”*'", This single SNP
with G and A alleles encoded alanine or threonine at
amino acid 111 in the third exon of SLC24A5. The
allele frequency for the Thrl11 variant ranged from
98.7% to 100% among several European-American
population samples, and for Alalll variant the
frequency ranged from 93% to 100% in African,
Indigenous American, and East Asian population
samples™ ", And the SNP in human SLC24A5 can be
considered ancestry informative marker!.

The Slc24a5 gene in birds has not yet been
cloned. The chicken has been as an important
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experimental system for biological study for a long
time in the field of development biology, immunology
and microbiology. In recent years it has been used as a
model to study gene function in large-scale!™.

Using chicken as a model to study Slc24a5 can
give some information of this gene in bird. The
chicken breed Silky is characterized by melanin
deposition in the epidermis and dermis, and in the
connective tissues, the mesenteries, the peritoneum,
and in the meninges of the brain and spinal chord!"*~ ™.
Silkies hold a particular promise for understanding
pigment patterning and have used to study the
characterization of melanocytes®~?2. Here we use the
Silky to study the Slc24a5 gene to provide information
about melanin deposition at the molecular biological
level.

1 Materials and methods

1.1 Total RNA and cDNA preparation

Three breeds of chicken (White Leghorn, Silky
and Beijing Fatty Chickens) were used. Organs
obtained from animals were immediately frozen in
liquid nitrogen and stored at —70 C . Total RNA was
prepared with Trizol reagent (Tiangen, China) from
chicken E12 (embryo day 12), E16 (embryo day 16)
and 1d (1d after birth) tissues (brain, eye, skin, muscle,
heart, liver, kidney and lung). About 1 g of total RNA
was used for reverse transcription. The reverse
transcription reaction was done by MMLV reverse
transcriptase (Promega, USA) and the oligo (dT) 18
primer. The mix without MMLV and RNasin was
heated to 70°C for 5 min to melt secondary structures
of RNA and cooled immediately on ice for 2 min and
collected by brief centrifugation. After adding MMLV
and RNasin, reaction was carried out for 120 min
at 37°C and for 15 min at 72°C in a 25 pl reaction
volume.
1.2 RT-PCR analysis
transcripts

RT-PCR was performed on cDNA templates
derived from chicken E12 and 1d total RNA of
different tissues (brain, eye, skin, muscle, heart, liver,

of chicken Slc24a5

kidney and lung) to identify the expression profile of
Slc24a5 in chicken. Two breeds of chicken (White
Leghorn and Silky) were selected. In all PCRs, a
housekeeping gene (GAPDH), was used to monitor
genomic DNA contamination and equality of sample
loading. Primer sequences of Slc24a5 and GAPDH are
as follows. Slc24a5: Forward 5' TGGAGGAATTG-

GTTCATGGT 3’, Reverse 5" ACGTTGGATCCCAC-
AATGTT 3’; GAPDH: Forward 5 GACGTGCAGC-
AGGAACACTA 3’, Reverse 5" CATCCACCGTCT-
TCTGTGTG 3'. PCRs were performed as follows: 35
cycles of 94°C for 30 s, 60°C for 30s, 72°C for 30 s.
1.3 3 and 5 RACE

A BLAST search was carried out using the
protein sequences of Slc24a5 of human (NP_995322)
and mouse (AAH94232) on NCBI to find a predicted
chicken Slc24a5 mRNA sequence (NM_001038497).
This sequence (NM_001038497) was then used to do a
BLAST search in chicken EST databases. Several
ESTs (BU324199, AJ728070, DR431117, CN231016,
CK985412) which were very similar to
NM 001038497 were assembled into a contig. Using
the sequences derived from the contig, a pair of
primers (Forward 5’ GATGATTACTTCCTACCGT
3’, Reverse 5" ATTGTTCCCTATGATGCCA 3’) were
designed to amplify a 1.2 kb fragment of Slc24a5.
After the sequences were confirmed by sequencing,
primers for 3’,5" RACE were designed from the 3’ and
5" end of the 1.2 kb fragment. Primers for 5’'RACE are
as follows. Forward primers: UAP, 5’ CUACUACUA-
CUAGGCCACGCGTCGACTAGTAC 3', AAP, 5
GGCCACGCGTCGACTAGTACGGGIIGGIIGGGIIG
3"; Reverse primers (first 5 RACE): 5R1, 5’ GCC-
AGGCAGTCTCTAAACAGCG 3, 5R2, 5" AAGAT-
TGTAGATGGCTGATCCA 3’, 5R3, 5’ CTCCTTTT-
GTCACGAAGACTCC 3’; Reverse primers (second 5’
RACE): 5R1’, 5" GGTAGGAAG TAATCATCGCA
3’, 5R2", 5" TGGACGCGGCCAAAAACATG 3',
5R3’, 5" CTCCATCCTTTCTCTCCTGC 3'. 3'RACE:
Forward primers, 3R1, 5 ATGTCTAACATTGTG-
GGATC 3’, 3R2, 5" GCCTTCATAAATACATCCG
3’; Reverse primers AP, 5" GGCCACGCGTCGAC-
TAGTAC(T)17 3’, AUAP, 5" GGCCACGCGTCGA-
CTAGTAC 3’. After the sequences were confirm by
sequencing, primers for 3', 5' RACE experiment were
designed from the 3" and 5’ end of the 1.2 kb fragment
of Slc24a5. 5 RACE was performed using the 5’
RACE Kit (Invitrogen, USA). 5’ RACE were
performed twice. PCR was performed twice in one
round of 5 RACE. In the first round, 5’ RACE 5R1
was used to amplify the first strand of the cDNA and in
the second round 5' RACE 5R’ was used. The two
times of PCRs were performed as follows: 35 cycles of
94°C for 1 min, 55C for 45 s, 72°C for 1.5 min. The
PCR product was recycled and cloned into pMD-19
T-vector (Takara, China) and sequenced. More than
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four clones were used to confirm the sequences.

When doing the 3’ RACE, the AP primer was
used to amplify the first strand of the cDNA from the
polyA site. Then two rounds of PCR were used to
collect the 3’ end sequences of Slc24a5 which were
the same as in the 5" RACE procedure.

1.4 Quantitative real-time PCR

The first strand of cDNA was obtained as
described in 1.1 (total RNA and cDNA preparation).
Primers for Slc24a5 were designed to amplify the part
common for all transcripts (Forward 5" TGGAGG-
AATTGGTTCATGGT 3’, Reverse 5 ACGTTGG-
ATCCCACAATGTT 3’). The housekeeping B-actin
gene was used as a reference (Forward 5’ GCCC-
ATCTATGAAGGCTACG 3', Reverse 5’ TCCTTG-
ATGTCACGCACAAT 3’ ). Quantitative real-time
PCR was performed using ABI Prism 7900 Sequence
Detection System (Applied Biosystems, USA).
SYBR@ GREEN PCR Master Mix (Applied
Biosystems, USA) was used for detection. PCR was
performed in the following conditions: precycling hold
at 95°C for 10 min, cycles: 95C, 15 s, 60 C, 1 min,
up to 40 cycles. AACT method was used for quantity
calculations'™.. The slope of the validation curve was
<0.1,
efficiencies were approximately equal. Excel was used

which ensures, that target and reference

to collect the data of the quantitative real-time PCR

@ )

and to draw the histogram of the relative expression of
Slc24a5 in different tissues and breeds.
1.5 HE (hematoxylin and eosin) staining

For the three breeds of chicken, four tissues (eye,
skin, muscle and heart) from E16 were collected. The
skin was removed from the back of the chicken and the
muscle was from the leg. All the collected tissues were
fixed in 4% paraformaldehyde, and embedded in
paraffin. 7-pm sections were stained with hematoxylin
and eosin, and examined by light microscopy
(Olympus, Japan). Images were captured by a DP70
CCD camera (Japan).

1.6 Melanin deposition analysis

Photoshop was wused to detect the melanin
deposition in different tissues and Excel was used to
analyze the results obtained from Photoshop.

Photoshop was used to open the HE staining
image, and the magic wand tool was used to select the
black areas (melanin deposition sites) (shown in Figure
1a). The histogram tool is used to calculate the pixels
of the selected areas (show in Figure 1b,c). The pixels
were recorded in Excel. And the pixels of the total HE
staining image is collected using the same way.

The melanin deposition ratio was calculated using
the formula below. MR=SP/TP. MR: melanin
deposition ratio, SP: pixels of selected region, TP:
pixels of the total HE staining image.

Fig. 1 Flowchart of using the Photoshop to detect the melanin deposition in different tissues

(a) Selection of the black regions. The selected regions are highlighted by white broken line; (b), (c) Using the histogram to

calculate the pixels of the selected areas.

2 Results

2.1 Characterization and genomic analysis of
chicken Slc24a5

The complete chicken Slc24a5 cDNA was
obtained using a combination of bioinformatics tools,
PCR cloning, and 3’ and 5’ rapid amplification of
c¢DNA ends (RACE) analysis (described in Materials
and methods).

The known mammalian Slc24a5" sequences were
used to do a BLAST search in the chicken genome
database on NCBI. Homologous sequences were used
to design PCR degenerate primers to amplify the
cDNA of chicken Slc24a5. A PCR fragment of about
1.2 kb was obtained. After sequencing, the sequence of
the 1.2 kb was compared with sequences in GenBank.
This sequence matched other known mammalian
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Slc24a5 and the predicted chicken Slc24a5. 3’ and 5’
RACE primers were designed based on the 3’ and 5’
sequence of the amplified 1.2 kb. Poly(A)+ RNA was
purified from chicken (White Leghorn) eye. In the 3’
RACE experiment, a PCR fragment of 350 bp was
obtained and in the first 5' RACE, a PCR fragment of
about 450 bp was obtained. In the second 5’ RACE, a
PCR fragment of about 200 bp was obtained. After
sequencing and analyzing, the full length of chicken
Slc24a5 cDNA was obtained. A conceptual fusion of
the result of 3’ and 5" RACE is presented in Figure 2.
The chicken Slc24a5 cDNA is composed of an open
reading frame of 1 269 bp and 84 bp of 3’ untranslated
sequence with a potential polyadenylation signal
sequence (AATAAA) (GenBank Accession No.
DQ 915178). A translation product of 423 amino
acids is predicted, with a molecular mass of
46 345.2 u, and an isoelectric point of 4.88. The
comparison of chicken Slc24a5 protein with other
organisms (human, mouse and zebrafish) indicated that
the protein is conserved among different organisms as
there are many large regions of conserved sequences
(Figure 3). The resulting protein of chicken Slc24a5 is
about 80 amino acids shorter than those of human,
mouse and zebrafish.

1 GGGCTGTGGAGGCGGCEGTCEECECTECTGCCGCTGCTGCTGCTGGCGCTGTGGGGCTGE
61 AAGCCGCGGGGGEGCECEAGCECAGCGCCCGCCAACGGACACAGAGAACAGGACGGATTGC
121 GTTCCCCCTTCGTCTGAGTTTCCTGAGGGATT TTTTACACCGCAGGAGAGAAAGGATGGA
181 GGAATCGTTATCTATTTCCTAATTATACTTTACATGTT TTTGGCCGCG TCCATCGTATGC
1 M F L A A S I V C

241 GATGATTACTTCCTACCGTCTCTCGAGATCATCACGGAATGCC TTGGCCTCTCTCAGGAT
D DYF LPSLETTITETCTILGTILS QD

301 GTTGCTGGAGCARCTTT TATGG CTGCTGGARGCTCTGCCCCAGAGCTCGTCACTGCTTTT
30 VAGATTFMARGS S APETLVTATF

361  CTAGGAGTCTTCGTGAC ATTGGCGTCAGCACCATCCTTGGATCAGCCATC
50 LG VFVYTZXGDTIGVSTTITILGSATI
421  TACARTCTTCTTGGGATTTGTGCAGCATGCGGGCTGCTCTCTAGCGTGGTTTCGAGGCTA
70 Y NL LG6GICAACGTILTLSSV VS RIL
481  TCCTGTTGGCCGCTGTTTAGAGACTGCCTGGCATATACAATTAGTGCAGCGGCGGTCCTT
90 s CWPILFRDCTILATYTTISARAMARALVL

541 GCGATGATATCTGACAGC:
110 A M I § DS R I Y WYESA ASTILULILTIVY

TTTACTGGTATGAAAGTGCTTCCTTATTATTAATATAT

601 GGGTGTTATATTCTGGTACTATGTTTTGACAT TAAAAT CAACCGGTGCCTCATGAAAAAG
130 6 ¢ Y I LV LCFDTIE KTINTE RCTILMEKRK
661 CTCAGTCCCTGCTGTTCGTGTT TTACAAAAGC TACGGAACAGAGTGGTGAGCAGCAGCCA
150 LsPccscFTEKATES OSTE GTET QRQFP

721 TTAGCTGGAT CTCTAATTCG TCAACAGTCAAGAACTGATAGT

170 L AGWRETET RGP PTLTI®RRGQ® QST RTTDS
781  GGRATTTTTCAAGATGAGCTGGACTATTCTCAACTTTCAACAAGCTTACATGGGCTTGAT
190 G 1 F Q DEULDZY S OUL S TS L HG L D
841  GAAATCTCTGAAGATCATCCAAGTGTCTTCACCATGCCT TAT T
210 EI S EDEHPSVFTMPETETDMEKRTI

901 CTGTGGGTGTTATCCCT TCCAATTACTACGCTACTCTACTTGACTACACCAGATTGCAGA
230 L ¥wVLs$LPITTULILTYULTTU®PDTCR
961 AGACGGTTTTGGAGGAATTGGTTCATGGTAACATTTTTCATGTCAGCAGCATGGATTTCT
250 R R F W RNWTPFMUVTT FVFMSARARMWTIS
1021 GCAATAACTTACGTGCTTGTGTGGATGATAACAATAGCAGGTGAAACACTGGGAATTCCA
270 A I TY VL VW¥WMITTI AGTETTULGTIP
1081 GAGTCAGTAATGGGTCTCACATTACTAGCAGCAGGAACAAGTG TACCAGACACAGTTGCA

290 ES VMGLTLLAAGTSVPDTVA
1141 AGTGTGCTGGTGGCTC! TGGAGATATGGC TATGTCTARCATTGTGGGATCC
310 S VLVAREKGNGDMAMSNTIVG S

1201 AACGTATTTGATATGCTATGTCTGGGAATACCCTGGTT TATARARACTGCCTTCATAART
330 NV FDMILCTLGTIT®PWTFTIZKTA ATFTIN
1261  ACATCCGAACCCATAGAAGTAAACAGCAGTGGTTTGACATACACAGCCACTTCTCTCATC
350 T $ EP I EV NS SGLTZYTATSTLI
1321 TGTTCAGTTGTTTTTATTTTTCTGGCAATTCACCTGAATGGCTGGARARTAGATARAARA
370 cCsVVFIFILATIHTLNSGTWETIDEZKK
1381 CTGGGAGCAATTTGTCTTATACTCTACTTAGTATTCACTGTATTATCAATTTTATATGAA
390 LG6GATICTILTITULYTLVFTVTILSTIILYE
1441  CTTGGCATCATAGGGAACAATCCTACAAGGGTCTGTGG TAACTAGTTT TAATCAGTGATT
410 L 6 I I GNNZPTHRUVCGN*

1501 ATACTGATGAAAAATAAAAGCCAGAGAAAAAGATCAGTTTCTTCATTTAGTCAAATAAAR
1561 AARAAAAR

Fig. 2 Nucleotide sequence, deduced amino acid
sequence of chicken Slc24a5
And the coding region are highlighted by underlining. The
polyadenylation signal sequence is highlighted by underlining and bold.
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Ch]cken ........................................ O
Human = -+~ MQTKGGQTWARRALEEGILWATAHEPLSG. ... 29
Mouse =~ ceee--- MGENLGQ. . . GGSCEEGIFWVSAYEPVRG. ... 26
Zebrafish ~ MRTDVFLQRRKRRDVLLSITALLLLIFAIVHLVECAGLSE  4()
Consensus
Ch]cken ........................................ O
Human . T8LPORLPRATGN S TOEVIS PSBEFPEGEETROERRDEE g
Mouse . VELPPRLPRAKGNSTQCAVS PASEFPEGEETKQESTDEE 65
Zebrafish QGESSARVRRDLENASECVQPQSSEFPEGEETVQERKDGGE 80
Consensus
Chicken 30
Human 108
Mouse _ 105
Zebrafish ~ ILIYEMITFYHLLSVERReIRE iR 120
Consensus n sived yflpsle i
Chicken
Human
Mouse
Zebrafish
Consensus
Chicken
Human
Mouse
Zebrafish

Consensus  nll 1caacglls v lscwplfrde y s av

Chicken Ml B R IiRE B s BRI e CHI LVITeER T KENRCIMEKL 50
Human BN OvERE Gl RRATIE T SVLVISEIR 1 KENOYITKKC 228
Mouse IRFENR iR BB e LI LS gs T TRSRHVMETC 225
Zebrafish  TRsENRVITRDCEC B VAVIRSSLRISEYVMQRE 240

Consensus id ywy a lll ygy lefd 1

Fig. 3 Comparison of different Slc24as
Human SLC24A5: NP_995322; Mouse Slc24a5: NP_778199; Zebrafish
Slc24a5: NP_001025451.

With the completion of the Chicken Genome
Project, we were able to obtain chicken genome
sequences from the Chicken Genome Database. A
BLAST search was done using the cloned full length
cDNA sequence of the chicken Slc24a5. The BLAST
result shows that the chicken Slc24a5 has 9 exons and
8 introns and spans more than 11 kb of genome
sequence on chicken Chr.10 (UCSC chicken genome
database, website: http://genome.ucsc.edu). The splice
donor/acceptor boundaries of chicken Slc24a5 agree
with the GT/AG rule.

2.2 Analysis of chicken Slc24a5 transcripts by
RT-PCR and quantitative real-time PCR

The analysis of the expression of chicken Slc24a5
embryo (embryo day 12, E12) and adult (1 day after
birth, 1d) tissues was carried out by RT-PCR (Figure
4). A housekeeping gene, glyceraldehyde-3-phosphate
dehydrogenase (GAPDH), was used as a control to
monitor genomic DNA contamination and the equality
of sample loading. Two different breeds of chicken
(White Leghorn, and Silky) having different skin color
were used in this experiment. The RT-PCR of GAPDH
indicated that the loading of samples were almost the
same and that none of the RNA samples had genomic
DNA contamination. Slc24a5 is expressed in different
tissues (including brain, eye, skin, muscle, heart, liver,
lung, gut and kidney) and in different stages of chicken
development (embryo stage, E12 and adult stage, 1d).
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The expression level however, is different in different
tissues. The expression tendency in both the embryo
and adult stages are similar. A relatively high
expression of Slc24a5 can be seen in the eye of White
Leghorn. And in other tissues of White Leghorn, the
expression of Slc24a5 is in similar level which is lower
than that in the eye. In Silky, the expression of Slc24a5
in eye, skin and muscle are higher than those in other
tissues. The expression of Slc24a5 in skin and muscle
of Silky is higher than the White Leghorn in both
embryo and adult stages.

1 2 3 4 5 6 7 8 9

1d WL
o dd 1ds

E12 WL

E128S

Fig. 4 Slc24a5 expression in 1d (1 day after birth)
and E12 (embryo 12 days) chicken
WL: White Leghorn; S: Silky. 7~ 9: Kidney, heart, brain, gut, muscle,

lung, liver, skin, eye.

We can see different expression in different
tissues of White Leghorn and Silky from the RT-PCR
result. The expression level in skin and muscle
between White Leghorn and Silky is different. A
quantitative real-time PCR was performed to confirm
the different expression levels of Slc24a5. Three
breeds of different skin-colored chicken (white-
skinned White Leghorn, yellow-skinned Beijing Fatty
Chickens, and black-skinned Silky) were used in this
experiment. Comparisons were made in tissues of E16
chickens. From the results of the quantitative real-time
PCR (Figure 5), we confirmed relatively high
expression of Slc24a5 gene in the eye of all the three
breeds of chicken. The expression in Silky eye was
extremely high with its relative expression reaching up
to more than two times that of White Leghorn. The
relative expression in Silky skin and muscle was also
very high. The relative expression in Silky skin is
about 70 times that of White Leghorn and about 15
times that of Beijing Fatty Chickens. The relative
expression in Silky muscle is about 15 times that of

White Leghorn and about 3 times that of Beijing Fatty
Chickens. The expression of Slc24a5 in other tissues is
almost the same in the three breeds of chicken.

300
250
200
150
100

50

Relative expression level

Eye Skin Muscle Brain Liver Kidney Lung
Tissues

Fig. 5 Quantitative real-time PCR results
m : White Leghom; [J: Silky; O : Beijng Fatty Chickens.

2.3 HE staining

Tissues (eye, skin and muscle) of E16 in the three
breeds of chicken (White Leghorn, Silky and Beijing
Fatty Chickens) were used. Skin of the back and
muscle of the leg were removed from E16. We can see
the melanocyte and the melanin deposition from the
HE staining result. A large amount of melanin was
identified in the eyes of three species of chicken. But
the amount of melanin was the highest in the eye of
Silky with melanin depositing in the membranes

(Figure 6).

Fig. 6 HE staining results of eye, skin and muscle
WL: White Leghorn; BFC: Beijing Fatty Chickens; S: Silky. Yellow

arrow points at the melanocyte and melanin deposition.

As in the skin and muscle, a large amount of
melanocytes and melanin was seen only in the Silky
(Figure 6). In the skin of Silky the melanocytes and
melanin are located in the base of the epidermis, in the
dermis and in the connective tissue (Figure 6 ). In
addition many melanocytes with heavy deposition of
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melanin were found among the muscle fiber and
the connective tissue of Silky (Figure 6). But the
melanocytes and melanin deposition could not be
detected in the skin and muscle of White Leghorn and
Beijing Fatty Chickens (Figure 6).

2.4 Melanin deposition analysis

The HE stained slices were used to determine the
relative quantity of melanin deposition and were
transferred into TIFF images. Photoshop and Excel
were used to analyze the results. The eye slices of three
breeds of chicken (White Leghorn, Silky and Beijing
Fatty Chickens) and the skin and muscle samples of
Silky were used. Each tissue was collected from five
chickens per breed. For each tissue, six slices were
used to calculate the relative amount of melanin
deposition.

The results indicate that melanin deposition was
highest in the eye of the Silky, about four times of the
melanin deposition in the eye of White Leghorn and
two times of Beijing Fatty Chickens (Figure 7). The
melanin deposition in the eye of Silky was the highest
among all tissues, about 10 times that of the muscle
and about 5 times that of the skin (Figure 7).

—~
f-+
-
—~
o
N
=~
.

Relative ratio of melanin deposition
Relative ratio of melanin deposition

Muslce

S BFC WL Eye  Skin

Fig. 7 Melanin deposition analysis and its accordance
with real-time results
(a) Relative ratio of melanin deposition and real-time result of relative
expression level in the eye of White Leghorn (WL), Beijing Fatty
Chickens (BFC) and Silky (S). (b) Relative ratio of melanin deposition
and real-time result of relative expression level in the eye, skin and
muscle of Silky. W : Real-time result of relative expression level. [J:

Relative ration of melanin deposition.

3 Discussion

To obtain the utmost 5’ end sequence of chicken
Slc24a5 mRNA, 5’ RACE was performed twice. The
second 5’ RACE primers were based on the first 5’
RACE sequence. But the sequence of chicken Slc24a5
mRNA we obtained from the second 5' RACE is
shorter than the human and mouse Slc24a5 in the 5’

end. To determine whether the sequence we obtained
from the RACE experiment is the full length CDS of
Slc24a5. Primers were designed encompassing the
initial sequence of the 5’ RACE result based on the
genome sequence. This sequence is predicted to be in
the same exon of the initial sequence of the 5 RACE,
and these primers were used to carried out a RT-PCR.
The primers failed, however, to generate a positive
band from the cDNA. A comparison of the predicted
proteins of different organisms demonstrated that the
sequence is conserved in the 5’ end from the first
acid of chicken Slc24a5. The
encompassing the first 80 amino acids of human,

amino region
mouse and zebrafish which is the lacking region of
chicken Slc24a5 protein, it is not so conserved(Figure
3). Thus, we concluded that the obtained maximized
sequence contained the full CDS of the chicken
Slc24a5.

The HE staining of the tissues confirmed that the
melanin deposition in the eyes of all the three breeds
was the highest. The quantitative real-time PCR results
also showed that the expression of Slc24a5 was the
highest compared with all other tissues. Tissues from
the Silky which had the most deposition of melanin
expressed the highest level of Slc24a5. The same
tissues in White Leghorn and Beijing Fatty Chickens
that had no deposition of melanin expressed lower
amounts of Slc24a5. This result was similar to the
result of quantitative real-time PCR in mouse!”. The
HE staining analysis confirmed these results(Figure 7).
The quantitative real-time PCR indicates that the
expression of Slc24a5 in the eye of Silky was the
highest, the second in the eye of Beijing Fatty
Chickens, and the lowest in the eye of White Leghorn.
The same order of the melanin deposition in the eye
was observed (Figure 7a). Comparison of real-time and
melanin-deposition analysis results confirmed the
relationship between Slc24a5 expression and melanin
deposition in the skin and muscle of Silky(Figure 7b).

Melanin was deposited in the melanocytes and the
keratinocytes nearby the melanocytes®. No melanin
deposition was observed in the keratinocytes in our
experiment(Figure 6). So the melanin deposition sites
in our experiment were the melanocyte location sites.
From the results of our experiments a conclusion was
made that the Slc24a5 is highly expressed in the
melanocyte containing tissues in chicken which was
also that of the mouse™". The expression differences
of Slc24a5 can be related to the different deposition of
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35 Slc24a5 EF HY cDNA =fE. RIESH
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F O4F2 K M2 F k2 AR LY & gL
O E RN K, R AERE AL, JLa 100094;
[ RN K 2= AR B, BT 100094

WE LA/ b - R RTR S AR E S FAEY. HETE/N B CORBU AR AR DUV S &
EEELL T 100 4. Slc24a5 (solute carrier family 24 , member 5)3& Al A& £ BE 5y fh P og B A — ANl BFST R B, Slc24as
S DR AT LAY B T b ) SR R OB XOAE N — RIS, ) I M N T SEIR ST, A T ST Sle24as FE R LR
MG DL, JEME T 39 Sle24as FEH 4K CDS, JFEH AT T H G BERKVIBINKR. 19 Slc24as FEF 4K CDS 4 1269 bp , Zmil
A 423 FEULMRIRIE N . 1% R L ELB P IR0 K2 80 ANEIEIRIRSE. JEF A KT 11 kb, 7 8 /\Wﬁ%in
9 MR F. RT-PCR &5 IR, X8 Slc24as HFEZ M AFRIAER i [ WL O S BRI, @26 sEr e
PCR W AN[FIRG TP 1) Sle24as Je RSB A TR I, RINFAE 30T, i X AN b mt il X 1 R A v 20k B AR . J%EHE'% =4
XS0 R BRFNILIA H Sle24as FERIH AR = IR, H XS HRAE o (1Y) Sle24as FERIRIAH N FISRPUIY 2 £, T7E B3 ik,
Slc24as5 FEK R IE R N EHEN 70 5, AAEEIMMSE 15 /%, Slc24as FEKAE S5 LA I FIEE D HENR 15 %, it
SRS 3 A5, [ IX 3 ARG Bl b B B AR AU U R AT 00T, RSB CRTIR 2 ()7, Sle24a5 JERIE
IS, XLst TR IINY Slc24a5 F K 1R IE 55X B0 U L.

X883 Slc24as, WY, W
ZRNES Q7
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