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Leptin B2t §-A A} (obese gene)oll 93] EH|EHE 32
A Agel A8 A& 24, oA giA} 2 AR
o, Leptin® 2 A4 A E(adipocytes)l A A= AR FdFA =A4L& =
feedback system #HF o] A} Leptin®] 2WL AL 2 AF F7HE Y8tz A%
wro) ol W AWAEANN FAHHE lepting FE7+ ok Al ©rh Leptin A £
o|7} Ao} T EAA HHHE dole Ao A YA v AY HRE] AL
E2 834 lepting ¥ 57} A Yehta o] & leptin &7+ & ¥} leptindt 98314 &
of vigte) Yelt: Aoz osHa Ytk 9ol EH leptin F=v B AL R =A4 &
A3 ARG Bo] Yo ARe] o ArASe o3 RaHAT?. 42 T Hu) AR
T2 2UAYL 5 §3 544 e =4 5339 71 o7t AN Ae BFAA &9
A& A 3 AFo) BA3E SEE O Z A leptine W F23cta & 4 AUk Leptin SEE
9] o]# 3 AgA 542 A hAL(lipid metabolism) ¢t BEE 7159 F2 BARAAAF, 4
FE, TUAEE, SAE 5)d BHY FR{FAREAY 7M5A S AA L vk BEbe 2
AT 39 leptin Y9 A A9 single nucleotide polymorphism(SNP)& £43}3 SNP v}#
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B &7 Mol AHE3 @92 F7 e AR 553 FHEAE ot €8VI5H
EAGA S RASR gle Al 322H(162F) B 332H(147F) ¥ HAS A<D F 309FE T
AlFoR WA

2. Genomic DNA #& 9 A=)

Z} FAEo 2 RE NG AFH 33, Genomic DNAS 8 ¥ A A+ Salting out HHES ¢
B M A st #3&}3ioh
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Table 1. Primer sequence, position and PCR product size used in RFLP and SSCP
analysis of the leptin gene in Korean cattle

Location® Primer sequence Nucleotide Restriction Amplified Fragment Analysis
5'-3' change enzyme region size method

_ GATTCCGCCGCACCTCTC
877—-1342 CCTGTGCAAGGCTGCACAGCC A1127T Clal Exon2 467 RFLP

_ ATGCGCTGTGGACCCCTGTATC
1008—-1201 TGGTGTCATCCTGGACCTTCG C1180T  KpnZ Exon2 94 RFLP

- CCCTCTCTCCCACTGAGCTC

? Location was based on the sequence of the bovine leptin gene from GenBank accession no.
U50365.

3. Leptin fAAe] @Y ¥47] ¥ (SNP) A&

g% leptin 7 A 22 exon2 993} exon3 FHL 7247t £33} primers A 2 FAdsto
PCRZ &3 3 SNP HAEL 93] ABI PRISM 3700 DNA analyzer(Applied Biosystems,
Foster City CA)& o]-83}o Direct sequencing § 22 3% leptin H2A9] E7] HEE& ¥4

st

4. PCR—RFLP 719 9% Leptin &2 A+2] SNP marker ¥4

A7 AE BAE 58 HEH 3% leptin F- A2 exon2 2 3H 4 W} F 3719] SNP H-
8 HEsln, HEE ol SNP RYE QA= A a4 EA8E exon2 9 270
SNP(A1127T, C1180T)o| g PCR-RFLP ¥4 & A3ttt Z+ SNP9] PCR-RFLP &4

S 9% primer A7, PCR fragment size @ restriction enzymeS Table 1] A A3} T},

5. PCR—SSCP 7]1® | &% Leptin 3 A+9] SNP marker £4

HAE9 % leptin AR SNP F A|d G4 1A H947t 2484 & exon3 FF U
SNP(C3100T)2] SNP genotyping< PCR—SSCP 7| & ©]43t] SNP marker& ¥4 3ttt
(Table 1). PCR productZ 95ColA 5%7+ WA & 7M Urea’} &9 WA polyacrylamide
gel& o] 83t A7 Y Fe T F A SNP markers AA 3Gt

6. 4 A7
=4 2§32 gFdo) 43 1 X leptin F- A 2] SNP marker &3
8.1 T2 e AWM R (GLM)EAH o2 SA AT 3t AaA

dot o oy

1. Leptin F3#¢] SNP H&
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Direct sequencingg 3 &9 leptin FA2+9) exon2 ¥ exon3 JH F7] A €L £
A5 Azt & 3709 SNPE #A&33th Exon2 9944 A1127T, C1180T % 27§¢} SNPE
A&8Y3, exon3 FHNA C3100TSF 17019 SNPE # &3 tH(GenBank accession no.
U50365).

2. PCR—RFLP 7| 2@ SNP marker ¥4

A/T G723 o) W& 1127HA SNP 290 Clal A3 54 E A3t agarose gelo] A
7145 & A3}, Fig. 19 AN E vte} Zo) ANBFAAE 119 AR 52 AR BH7F A3}
o 215 2 252bp A71S 2= F 2719 band’} FEHYL, A/T o8 FEA= 215, 252 &
469bp 2715 2 F 3709 band7} BEHJTH £, C/T |7] A& & 1180 A SNP
B Kpn2l A BAE A2sta] 8% HWMA polyacryamide geloll #7453 A4, Fig.
20] AAE vpe} Zo] C HE FAAES 1719 A B4 A 47 EA8t 19 E 75bp 2
718 2 % 2709 band7t AEHAT, T APFAAE AT £ AA FH47 SAGA Lot
94bp 27)9) &Y band7} AEHA C/T oJFATAY S B S ol Al T+ DNA band7} &
T A&

3. PCR—SSCP 7149 ¢} g SNP marker ¥4
A2 exon3 99 3100HA C/T @7 X ol @2 SNPo| thal SSCP ¥4 A A%
Fig. 30 A|Xg ne} 2ol C/C, C/T L T/T Zzte] H-AR ol w2 SNP markerE AE3HA

-

o,

'; !l< /\ !Xtug %3\

§

Fig. 1. PCR—RFLP and sequence chromatogram for the detection of a C/T substitution
at position 1127(C1127T SNP) within exon 2 region of the Leptin gene in
Korean cattle. M: molecular size marker.

K 2 ] 3 23 ® &

HCECTCTTTCCCLTTGT TG CTCETT M

Fig. 2. PCR—RFLP and sequence chromatogram for the detection of a C/T substitution
at position 1180(C1180T SNP) within exon 2 region of the leptin gene in

Korean cattle. M: molecular size marker.
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A

Fig. 3. PCR—SSCP and sequence chromatogram for the detection of a C/T substitution
at position 3100(C3100T SNP) within exon 3 region of the leptin gene in
Korean cattle.

Table 2. Least squares means and standard errors for carcass traits and meat quality of
different C1180T SNP genotypes in Korean cattle(n=309)

Traits - SNP g;’;xotype - Pvalue Aedfc}i;i\ée Do(rer%ifr:értlce
LW/kg 549.987+7.832 543.116+5.082 530.000436.173 0.7013  20.930%37.115  4.167+38.480
CW/kg 313.25545.028 311.511%3.263 294.500423.225 0.7245 19.360+23.830 13.933+24.707
DP/% 56.916+0.236 57.303+0.153 55.550%£1.090 0.1322  1.380%1.113  2.109+1.154
BF/cm  0.72240.040° 0.617+0.026® 0.500+0.187° 0.0472°  0.230+0.194 —0.004+0.202
LDA/em® 73.555+1.256  75.847+0.815 73.000+5.801 0.2945  0.627+5.922  4.979+6.140
MY1~7  2.88040.119°  1.850+0.183°  1.60040.847° 0.0388°  0.406+0.900  0.887+0.933

LW, live weight; CW, carcass weight; DP, dressing percentage; BF, backfat thickness: LDA,

M. Longissimus dori area; MS, marbling score
* Effect was significant at P<0.05.

*b Least square means within a row without a common superscript letter differ(P<0.05).

4, Leptin frAA9] SNP marker$} @& =4 2 83 A JAato A@A 4

Leptin frd#t2] SNP marker$} e+ =) 2 2473 Ao AALE
g 2 At e F A T FeHd
A o2 GEIRTH P<0.05). &, C/CHAxE L 71z slalso] C/T € T/
SAY FAANA & 7E YEFHTH(Table 2
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A3 A3} exon 2 99 Wl C1180T SNP #97} &9 Ul AW E 4 FAY F7A9% 79 3
% ABA(P<0.05)°] Y= AL el

wetA, & A3E S8 ALY 3% leptin FrAR2] EA % SNP marker <l A HE7} £
T LTHE AdetE d99 27|4E 9 vE¥Y 5 £FAG ¢ 8% DNA EAY

A2 &8 5 e VldEn.
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