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Developmental Expression Patterns of NCOA1 Gene in Chicken

*
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( Poultry Institute Chinese Academy of Agricultural Sciences Yangzhou 225003 China)

Abstract: The paper studieds the populations with different reproduction performance including female
line (S;) male line (F D Y) for identification of the relative expression levels and expression patterns of
NCOA1 gene changes in hypothalamus pituitary ovary blood and liver in different development periods by
using real 4ime quantitative PCR. The results indicated that the NCOA1 gene expression level in gonad tissues
was higher than that in other tissues. The mRNA expression regulation of NCOAl gene was similar to the
growth regulation of chicken gonad tissues and egg — laying. NCOA1 gene expression increased along with
growth with undulatory property and there was little expression before 14 weeks. NCOA1 gene expression rap—
idly increased along with sex maturation and high expression was found at 28 weeks then decreased. NCOA1
expression level of the female line was earlier than that of the male line and had significantly higher mRNA ex—
pression after 14 weeks ( P <0.05). NCOA1 genes may be playing an important role in reproductive process.
These results suggested that the mRNA level of NCOA1 gene in gonad tissues was different in postnatal devel-
opmental stages among lines which provided some data for further study on the NCOA1 gene for elucidating
the molecular mechanism of reproduction traits.
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Tab.1 Primer pairs for real-time fluorescent quantitative PCR to detect transcriptions of target
and internal reference genes
/°C
Gene Forward Primers Reverse Primers Annealing
Neoa-3 AACATGGCATTTCATTGGTG ACCTTGCTCCAACCTCTTCA 54
Neoa-2 GAGCCCCCTTTGAGTTCTG TACCTGTGCAGGTGGGAAG 60
B-action ACGTCGCACTGGATTTCGAG TGTCAGCAATGC CAG GGT AC 54
B-action ACTTTG GCA TCG TGGAGG GAAGAGGTGAGTGTCGCTGTTG 60
1.4 RNA cDNA
Trizol RNA RNA

RT - PCR Kit cDNA o

o
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1.5 PCR
cDNA PCR. 25 pL :2 xSYBR Premix 12.5 pL
N 0.5 pL 3.0 wL Taqg DNA 0.5 uL 25 pLs
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Tab.2 Relative quantity of different tissues in different development stages of NCOA1 gene
10 16 20 28 43
Tissues 10 week 16 week 20 week 20 week 20 week
Blood 0.30+0.25 1.01 £0.52Aa 3.73 £3.26A 22.34 +£16.28Aa 5.60 £4.39A
Hypothalamus 0.33+0.24 3.68 £1.91Bb 15.22 £5.69B  76.5468 +68.84B  17.87 £9.56B
Pituitary 0.34 +0.21 34.69 £2.64C 52.39 +4.16C 324.37 £161.4C  163.30 +5.65C
Ovary 0.33 +0.82 1.40 £0.45Aa 4.43 £3.55A 36.77 £11.09 7.73 £4.18A
Liver 0.25+0.12 0.51 £0.36Dd 0.87 £0.58D 1.22 £0.52D 0.78 £0.42D
(P<0.05) (P>0.05)

Different letters in the same column means significant difference between the treatments( P <0.05) same letter in the same

row means not significant difference between treatments( P >0.05) .
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3 NCOA1 N
Tab.3 Developmental expression patterns of NCOA1 gene in different lines
4 10 14 16 18 20 28 43 52
Line 4 week 10 week 14 week 16 week 18 week 20 week 28 week 43 week 52 week
S5 0.31 +0.18A  0.35+0.12A 1.88+0.65A 3.50+2.13A 5.05+1.03 A 5.29+2.07 Aa32.75+16.33 A 6.49 +2.12F 3.50 +2.06C
Y 0.30 £0.16A 0.30+0.13A 0.44+0.12B 0.98+0.64B 1.47+£0.99C 3.76 £1.15Ab 21.39 +13.04 A 5.637 £1.86F 2.26 +1.26C
0. 27 +£0.17A  0.27 £0.12A 0.37+0.15B 0.65+0.41B  1.37+0.84C 2.803 +1.17b 19.72 £12.15 A 5.77 £2.16F 2.68 +1.15C
D 0.27+0.15A 0.28+0.15A 0.35+0.17 B 0.73+0.56B  1.25+0.82C 3.1=1.24Ab 23.5115.02 A 4.92+1.92F 1.54+1.27C
(P<0.05) (P>0.05) .

Different letters in the same line means significant difference between the treatments( P <0.05) same letter in the same row

means not significant difference between treatments( P >0.05) .
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