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Parentage Identification of Interspecies Crossbreeding between
Mithun ( Bos frontalis) and Brahman Cattle ( Bos indicus)

QU Kai-xing, HE Zhan-xing, ZHANG Ji-cai, ZHAO Gang
(Yunnan Beef Cattle and Pasture Research Center, Kunming 650212, China)

Abstract: By assaying 9 microsatellite DNA loci, parentage identification was carried out to confirm
whether the F1 hybrid of two species of mithun ( Bos frontalis) x Brahman cattle ( Bos indicus) exis-
ted. All detected loci were co-dominant inheritance and the relative chance of paternity (RCP) was
99.994 9% . The results revealed that the offspring in this case was the hybrid between mithun ( Bos

frontalis) and Brahman cattle (Bos indicus) , and it was potential for inter-species crossbreeding be-
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tween mithun ( Bos frontalis) and Brahman cattle ( Bos indicus) .
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Tab. 1  Primer sequences of 9 microsatellite DNA loci
UASGRES [ @ERSYZEMA S1Fs (5'—3") B /C
chromosome locus primer Sequences (5'—3") T,

P1. GAG CAA GGT GTT TTT CCA ATC

! BM 1824 P2. CAT TCT CCA ACT GCT TCC TTG 58
P1. GCT GCC TTC TAC CAA ATA CCC

2 BM 2113 P2. CTT CCT GAG AGA AGC AAC ACC >4
Pl: GCA GGA TCA CTT GTT AGG GA

2 HEL 5 P2: AGA CGT TAG TGT ACA TTA AC 53
P1: GGA AGC AAT GAA ATC TAT AGCC

10 ILSTS 005 P2. TGT TCT GTG AGT TTG TAA GC 54
P1. ATT TGC ACA AGC TAA ATC TAA CC

18 INRA 063 P2: AAA CCA CAG AAA TGC TTG GAA G 58
P1. CCC TCC TCC AGG TAA ATC AGC

2 TGLA 122 P2. AAT CAC ATG GCA AAT AAG TAC ATA C >4
P1. TAC TCG TAG GGC AGG CTG CCT G

> ETH 152 P2: GAG ACC TCA GGG TTG GTG ATC AG 5

5 3PS 115 Pl : AAA GTG ACA CAA CAG CTT CTC CAG 60
P2. CAC AGC CAA ACT AGG ACA CTC GTT

9 ETH 225 P1. GAT CAC CTT GCC ACT ATT TCC T 60

P2. ACA TGA CAG CCA GC6T GCT ACT

1.2.3 PCR ¥ 14

SR 23251445 0.2 pl., dNTP 0.4 pL, 10
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Fig. 1 The mithun bull, Brahman cow and their 3-day-old oftspring
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Tab.2 The genotypes of the 3 cattles defined
by 9 microsatellite DNA markers

FEPL A 4 YNGE N
locus cow bull calf
BM 2113 130/138 130/138 130/138
ETH 152 148/168 162/188 148/162
SPS 115 240/248 248/248 248/248
ETH 225 132/146 146/146 146/146
BM 1824 176/194 184/184 176/184
INRA 063 180/180 172/172 172/180
TGLA 122 136/156 156/176 156/176

HEL 5 146/162 162/162 146/162
ILSTS 005 189/197 189/189 189/189
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