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. 2E2H(F 1093 YY) 2R genomic DNAY & 2 AL 3 §V9 ol whe)
AA8¢th 282 MCIR, MGF ¥ TYRP1 B4 &azel 54 97144 #4948 $3F5p7] A
primers Table 13 Zth

PCRZE ¥ MCIRSARY 73%p ZEAE-E MSp [ 18 MGF §73x19] 875 bp & TYRPIH
Azpe} 141 bp FENEL Heell ARELE 27 ARSI 2% agarose gel EE 13% pol-
yacrylamide gel2 A7) 958t 223 F ethidium bromide =& siver §4 Y 22 DNA band® H&
B3 7t ARE FAAES BRI

Table 1, Primer sequences for PCR amplification of MCIR, MGF and TYRP! genes

Amplified

Gene Locus . Primers (5 "to 3 )
Region
MCIR Extension(E) Exon 1 F- AGTGCCTGGAGGTGTCATCC
R- GAAGTTCTTGAAGATGCAGCC
MGF Roan(R) Intron 8 F- TGTAAAACGACGGCCAGTA
R- TCTCCACTTACCTGTGAAAT
. AGCCACAATTACACTTICTTIG
TYRP! Brown-locus Exon 7 F- ATCCACTGGAAAATGCCCC
Protein(b) TATTGGC

R- ACTCACTTGGCCATTGAATTTC
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Table 2. Genotype frequencies of MCIR gene among cattle breeds

No. of MCIR genotype
Breed DD Dt D ot +

samples E°/E E/E E'/e E/E E'le ele
Hanwoo 230 21(0.09)  209(0.91)
Holstein 110 101(0.92)
Angus 30 20(0.67) 9(0.08)
Hereford 30 7(0.23) 3(0.10) 6(0.20)  24(0.80)
Charolais 30 11(0.37) 19(0.63)
Total 430 121(0.28) 7(0.02) 12(0.03) 11(0.03) 26(0.06)  252(0.58)

* Numbers in parentheses represent percentage.

M Hanwoo Holstein Angus Charoliasis Hereford M

Fig. 1. PCR-RFLP type of MCIR gene in 12% PAGE gel following digestion with Msp I restriction
enzyme of 535bp PCR product.
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Table 3. Genotype frequencies of MGF gene among cattle breeds

No. of MGF genotype Allele
Breed

samples RR Rr tr R r
Hanwoo 100 25(0.25)* 75(0.75) 0.125 0.875
Holstein 100 100(1.00) 0.500 0.500
Angus 20 20(1.00) 0.500 0.500
Hereford 20 16(0.80) 4(0.20) 0.900 0.100
Charolais 20 20(1.00) 1.000
Total 260 16(0.06) 149(0.51) 95(0.37) 0.405 0.595

* Numbers in parentheses represent percentage.

M Hanwoo Holstenn Angus Charoliasis Hereford M

4 1R 1T L] 1 7 1
1234567 88101112131415161718192021 222324252627 2829 30

835bp

520bp ~

215p

Fig. 2. PCR-RFLP type of MGF gene in 12% PAGE gel following digestion with Hea [J restriction
enzyme of 875bp PCR product.
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