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ABSTRACT

The paternity test technique using microsatellite markers can accurately determine whether the pedigree father is true or false.
However, through this study, it was confirmed that pedigree errors may occur because paternity tests using microsatellite marker
genotypes estimate multiple fathers rather than finding one father. For this reason, it was found that in more than 76% of cases
it was impossible to correct pedigree errors. However, if the snp chip is used, it is possible to accurately estimate one real father
and correct the pedigree error. This study is thought to be used as a very effective means for improving Korean cattle(Hanwoo)
because it enables lineage management and genome-based genetic ability evaluation.
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MATERIALS & METHODS
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2. Microsatellite FMXAI21E 0| %t OHH|FH Mt 4F

7hAS] P& F F= ofH| o] HHT} QS 749 oH| 4 A E ERIst| Y8l 9he- 615F2] XAl AFEH F 11F
ol MS marker(TGLA227, BM2113, TGLAS3, ETH10, SPS115, TGLA126, TGLA122, INRA23, ETH3, ETH225, BM1824) 9-&
A g Busiglon, ofulel fAols RE AjRISo0] BiAo| Lhg 4 9l olele] s HAES HHslol A2 Fvlat
i of2l AE §2 RS ol 83 oS 2A51| glal 5EAEH SAeIolN viEshE WAEY Z2 13

(ver. 1.0} o]-&35t3]ct.

244 - Journal of Animal Breeding and Genomics Vol. 5, No. 4, 2021



Population Structure and Breed Composition of Indigenous Korean Donggyeong Dogs
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RESULTS AND DISCUSSION
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Table 1. Microsatellite Marker number and frequency of fathers estimated using genotype

Estimated no. of KPN No. of Hanwoo Frequency
Estimated 1 146 23.7%
Estimated 2 or more 469 76.3 %
Estimated 3 or more 362 58.9 %
Estimated 4 or more 266 43.3 9%
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Figure 1 KPN frequency in used populatlon for Parentage Test (615 Ind|V|duals)
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Figure 2. Hanwoo Parentage Result (615 Individuals). Concordance rate
between MS test and Parentage test using SNP is 96.88%
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Table 2. Example of comparison of KPN estimation results using Microsatellite and SNP chip

D Result of estimated KPN
Microsatellite SNP chip

002114937443  KPN1006 KPN1006
002112998949  KPN492, KPN615, KPN642, KPN938,KPN950, KPN1153, KPN1172 KPN950
002114937568  KPN973, KPN1012, KPN1155,KPN1178 KPN1012
002114937808  KPN348, KPN912, KPN1018, KPN1081,KPN1099, KPN1226 KPN1081
002116647110  KPN777, KPN1022, KPN1046, KPN1205,KPN1222 KPN1046
002119335377  KPN297, KPN390, KPN431, KPN538,KPN924, KPN990, KPN1061,KPN1071 KPN1071
CONCLUSIONS
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