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Table 1. Primer sequences of SCD gene for PCR—SSCP analysis

GenBank

Primer name Primer sequence (5'-3') Product size(bp) .
accession no.

SCD-F 4416 AGCAGTATCCACCATGAAGT
SCD-R 4626 ATAAAAAGGGAAAAATCCCA

211 DQ 069783

AN E0ZHE As DNAS £8 F%2 Miller 5(1988)9] W& oA wigsto e &
Zsl9lon) DNA 5% &% ¥ TE buffer(10mM Tris—HCI, pH 7.4; 1mM EDTA)°l| &8s}
-20C W5 uo HE&sn FAAERE AR5t
g9 SCD Fdate) JEZ (intron) 78 G99 SNP HE& $3) 211 bp 2719} DNA &4
287 9% primerE A Zstn(Table 1) BAFAZ 1 6052 &4 Pooled DNAE
2319} Direct sequencing W8 22 PCR FZ4E DNAY AA d7i4d& £438190. &
% SCD #H=te] PCR 5% & ¢ uH-3 A template DNA 50ng, primer ZF 10 pmol, dNTP
z} 200uM, 10 X PCR buffer 244, 1.5mM MgCl; 18] 3L Tag DNA polymerase 1.0 unitE 7}
sto] PCR 85 4€ & 202 2439tk PCR cycle Hzx 94TColA 587 ou7t4d ¥+
94T A 30%, 51°Col A 30% 18l1 72ColA 452 cycled F 353] WHE3% o}g vixgte
2 727ColA 587 7hEdsta DNA %34 & 56}‘%} PCR & ¥ % 39 PCR 5H4
22 25%%2] agarose geloﬂ W79 Fslo] DNAY ZFZ o2 9 378 &A% 1f, PCR
Product | 8¢ primer £ BigDye Ver. 3.1 & ]%5}01 dlrect sequencing 3% 1%l
2} & AHE-S BigDye clean up solutlond 0} 43t BigDye ¥ primerE A& 3§ 70%
ethanol® A& 8}9) sequencing W-5-& A&t 2 thg ABI 3100 DNA analyzerg ©]
£38lo} sequencing & a3t

&9 SCD A 7F2) SSCP(single strand conformation polymorphism) &4 & PCRE % AM&
2p00] 849 formamide dye (98% formamide, 20mM EDTA, 0.05% bromopheno! blue,
0.05% xylen cyanol)& H7}stam 95ColA] 587 AAAIN F &4 iceol 58 2939
reannealing & WA 8 th& 12% (49:1) non—denaturation polyacylamide ge! & o]&8}o
250 voltel A oF 6217+ B¢t 7|4 F L AA & F silver staining2 & SSCP2] DNA band &
#2832 7 banding pattern o] @& SSCP $AAFE L ARG A24d SCD FAAY
SSCP FAxE 7 A4 2 §40 g da4E& B8] fl8e] SAS® 8.1 Package/PC
(SAS, 1990) 8 ol &-5te] Wt AP RY(GLM) 22 T #4383t}

RN
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EE R gk

I’ SCD #382e) Intron 7944 99 W) 54 SNP #3848 AA8t7] St 3

71X g 98 T§sle 211bp 9HE FE8I SSCP markerd £43 ZA 3,
A719% AR A BE vtek o] &4 bandE ZHE homoB % 7719 bandE 2
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Aal7] skl 4 FAAG BN EE B4 A, Figure 2004 B v} go] FFH7-
o 12287 @7lel A A/GY Bo1A e A A/A, G/G E A/G SNP FHzg o Zhzt #g st
3= SSCP marker type & ZAA8tdc}h 8¢ AaL g oz 248 SCD #+ At SNP ol g4t
Az HEet A 2EEL 2T A9 A 94 G AERAR SENEE 22 0463 0.54
26 ugsda Es oa ¥4, SNP #4143 e AAY 21.1%, AGYH 49.7% 283 GG
2 29.2%41th 89 SCD H42t9) SNP Marker frd Aol =agd & 4849 57}
HAalo] vale E#E 7957 Usted SAS@ 8.1 Package/PC & ©]-&8to] PROC GLM &
2 B Agses, fHAge anrt foadel dAE F2Eo] dis] DMRT(Duncan's
Multiple Range Test) W28 z} 42218 9] least square means 7t9] Zolof g 94
ARG AAsa) B AL Sl 2Ad SCD A 54 SNP FAxE 5 @99 2%
A 2 SAYAN] HEAE BA BT A SUAYE € AW FAl gid iz f
9 A#Adol AFEHAUN Table 2]. &, A/G FAAFE 71X AAEY SWAYES} 47
A/A FAREL 7H AAS] vle] 2 0.675(28.2%), 231 G/G FAALE 7HA A Sl
vlEl] 0.624(26.1%) ¥& A2 2 Yepgd, T8 FAWFAE A/G FHXYE 713 A E]
AA FAREE AEA RS vlal o 0.334(76.3%), 283 G/G FAAEL 7HA AA B
vl oF 0.279(85.0%) = ¥& AL YelgT, o] ZHE T £ o SCD #Az
E4 SNP §4dx4g e ¢ 2UARE € SALFA dig nxe o3 dadol dF
5o} gh9-o] A S 9% DNA EXQAAE o] & 7hgAdo] gel= et

2
&
b=
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Fig. 1. Detection of three—allele SSCP markers in intron VI of SCD gene with point
mutation(A«G) in Hanwoo by PCR—SSCP analysis.
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Fig. 2. Chromatograms from SNP sequence at position intron VI of SCD gene in
Hanwoo.
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Table 2. Least squares means and standard errors for carcass traits and meat quality
of different SCD genotype in Hanwoo population

SNP genotype of SCD gene

Traits AA i oo P—value
LW/kg 530.831% 9.100  551.153+ 5.899  544.433+ 7.858  0.1764
CW/kg 302.341+ 5,837  315.791+ 3.784  311.704% 5.040  0.1582
DP/% 56.847+ 0.279 57.276+ 0.181 57.206% 0.241  0.4291
LMA/cm® 74.687+ 1.485 75.367+ 0.963 75.058+ 1.282  0.9268
MS/1~7 1.719+ 0.209" 2.394+ 0,135 1.770% 0.180°  0.0045™
BVBF/cm -0.104% 0.096" 0.230+ 0.062" -0.049+ 0.019" 0.0013™

LW, live weight; CW, carcass weight; DP, dressing percentage; MS, marbling score;
LMA, M. Longissimus dori area; BF, backfat thickness.

" Effect was significant at P<0.01.
*" Within a row, means without a common superscript letter differ(P<0.05).

2 o

B dA3e n5%5g Bl A4y 4 a4z geld dE Stearoyl-CoA
) AR EAe vd D7)l (single nucleotide polymorphism; SNP)o] &

$ol 24 2 RGP Ao vAls dFE £A57] 98 SCD FAA Intron 79 FF] A
2Ag F3hebE primerd A Fetm, ErIAE £44 B3] A F2E M AT 2 211
4718 e E71N9Y 1229 A0 A olEld(A)-Told(G) ErIATE AT ddHITHY
(SNP) %98 wAsic o5 wddrigy ¥74Yg ¥98 PCR-SSCP(single—strand
conformation polymorphism) 7| & o] 48lo] £48 A3 3579 SNP FAAH(A/A, A/G
2 G/G)E A& o] 7hed A/G FAzYo] o WAL FARFAL 1
F93 dgdol ke N2 AME Hdsgd geps, B A7 E F3 AtE &% SCD
GAze] B P 47108 EXAUAE 49 93 B A #AGo] £40] T 1
FE5E Aasle % 399 27480 ¢ 8% DNA ZXAAZ &8 5 J& A2

7l g ot
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