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Abstract
in quails.[ Method ] Korean quails were chosen as the research object, HRM technology was used to detect the polymorphism of MyoD gene in

[ Objective | The purpose of this study was to explore the correlation between the different genotypes of MyoD gene and growth traits

quails,and the growth traits were measured.The correlation analysis between growth traits and MyoD gene were analyzed.The mRNA expression
of MyoD three genotypes were analyzed by qPCR in muscle tissue in embryonic stage of quail.[ Result] The results showed that three genotypes
(AA,Aa and aa) of MyoD gene were detected in the quail population.The chest circumference was significantly higher in AA and Aa genotype
than aa genotype ( P<0.05).The results of gPCR showed that MyoD gene expression could be detected at 7-15 d of embryonic development, the
level of MyoD gene expression was increased on day 11,and reached a peak on day 15 of embryonic development.The expression level of AA
and Aa genotypes was significantly faster than that of aa genotype.[ Conclusion ]It is speculated that A allele of MyoD gene may be the domi-
nant genotype during the embryonic growth and development of Korean quail,and can be used to genotype selection for rapid growth in quail

breeding.
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PR () ARAF, HE) , LC Green (U FIZEGHEH(1-
daho 24 W], ) o
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Table 1 Primer sequence of MyoD gene

P | sl NIGHIE i
Primer name nmerl seqlllence tempera- Production
(5'—3") wre //°C length //bp
MyoD-1 F:CACGCAGGCTTGAGTAATG 59 270
R:GGATGCTTGTCCCAGAAC
MyoD-2 F. CACGCAGGCTTGAGTAATG 60 272
R: CAGGATGCTTGTCCCAGA
MyoD-3 F. GCAATGGCAGCAAGAAG 59 123
R: CAATGTTACAGAGGGTGAGAA
B—actin F. GAGAAATTGTGCGTGACATCA 57 152

R: CCTGAACCTCTCATTGCCA

1.5 MyoD ERE SN 3T iR LA I GERS A 1
mL 221, Z M DNA 2 50 @ A 56 1] 5 i i, 730 56 A 41
DNA 3 1o 1o 73 B i h 2 (CHRM) 2347 MyoD JE[R O RE(A
Z 51, PCR KW AAZ : PCR Mix 10.0 L, B N5 1904
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0.5 wL,#%Ax DNA 1.0 pL,LC Green 1 f15% Y644k} 0.3 ulL,
dd H,0 12.7 uL, PCR ¥ H4FLF .95 °C HiASHE 5 min, 94 C A5
P 30 s, 51 R AR KGR 30 5,72 “CIEAH 30 s, 3L 40 ME
34372 °C 10 min, HRM F&J%:95 °C A5 #E 5 min; 40 C A A
1 min JEARZ2 A4 A 60 C FFURFHE 95 CHFT 915 51
Wtk APISCEE 25 IG5 . IREEE IR H1 2 40 °C T I
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1.6 MyoD ERFEREHK qRT-PCR S#1 A4 06955 5 B145
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cDNA , ;2 W1 % : 5% PrimeScript RT Master Mix 8 wL,RNA £
1 800 ng (#2511 %) , Jil A RNase —free ddH,0 #p %
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NA BT 4 CHRA7,

FIH qRT-PCR #;: MyoD KPR Y AHXS ik i, 20 pl
SR 2 : SYBR Premix ExTag (2x)10 pL.cDNA 1 pL, I,
TUE I 45 1 pL, ddH,0 7 pL, [ N8 5 : 95 °C il 48 4
5 min;95 CAM: 30 s, 3B k 30 5,72 °C ZEfH 30 s,40 MEIR,
BRI BE 3 IR A .

17 BEESHT WES/N R Y, = ut+ G+ e,
oY RS w0 PRI, G, Ay 5k DR 7 [ 7 A
N e, ABEALGR 25, fd 1] SPSS 21.0 Ge iR 3 PR A0 5 4=
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oo A T 25 e il AT o

2 ERE4H

2.1 FEAHE MyoD EE &M ME 1 AU, HRM 4354
G5 ARSI T MyoD JEKIAEAE AA (Aa Fil aa 3 Fjifk

25 5¢5% & Fluorescence intensity

80.40 80.70 81.00 8L 30 81.60 81.90 82.20 82.50 82.80 83.10 83.40 83.70 84.00 84.30 84.60 84.90 85.20 85.50 8580 86.10 86.40 86.70
%/ Temperature

T OFR AA JERIAY, AFIR Aa JEAL, 5K aa JEPRIAL,

Note: O indicates AA genotype, A indicates Aa genotype,[] indicates aa genotype.
E 1 MyoD EESFEIZER
Fig.1 The result of MyoD genotyping
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Table 2 The results of genotype frequency and gene frequency in quail

PER] FLR LT Genotype frequency FLRHF Gene frequency ,
Sex AA Aa aa A a X
A (20) Male 0.56(10) 0.22(4) 0.22(4) 0.67(16) 0.33(4) 4.50
EE(100) Female 0.56(56) 0.28(28) 0.16( 14) 0.70(77) 0.30(23) 111

A5 oA R R

Note : Number of individuals in brackets.
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Table 3 Correlation between growth traits and polymorphism of MyoD gene

[USERS . Jig Fl i3S Ji FEl

N 1) L |2

%E;__tlill;f: Oblique body K llm H JL;// . Chest circu- Shank Shank cire
enotype length // cm cel length/7.cm mference // cm length // cm umference // cm

AA 9.23+0.34 a 4.98+0.27 a 15.38+0.67 a 3.27+0.37 a 1.53+0.08 a

Aa 7.33+0.11 a 4.27+0.36 a 15.24+0.97 a 3.11+0.28 a 1.46+0.27 a

aa 6.38+0.02 a 5.32+0.19 a 14.99+1.38 b 2.76+0.51 a 1.33£0.24 a

L : AU [R)ING - RE R HE R R 8] 22 57 . 35 (P<0.05) .

Note ; Different superscript lowercase letters in same column indicate significant difference among different genotype ( P<0.05).
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Relative expression level
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Note: * indicate significant difference of relative expression of MyoD TEZ B WG 0 WLEF AR 1Y 534kt © 28 58 B, MyoD S 1A
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Fig.3 The relative expression of MyoD gene at embryonic stage FEJS7E HH %5 12 BrBeRik MyoD , 7 HH 514 BrBrFRik Mgn
in offspring quails A MRF4; 7570 B UL A rh HH SR 22 [ Bein 1B b ey S A il 3]
3 g Myf5 #ik , 78 HH 5 23 BBl 21 MyoD ik, #¢ HH 5 24
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