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Abstract: [Objective] This study aim to clone HMG-box of SRY gene in Inner Mongolia cashmere
goat,and analyzed its sequence characteristics. [Method) From male Inner Mongolia cashmere goat genom-
ic DNA, the fragment of SRY gene containing entire HMG-box region was amplified by PCR with a pair of
designed primers based on the sequence of goat SRY gene sequence from GenBank. The amplified fragment
was cloned to the pMDI18-T vector,and transformed to the bacterium DH5q. The identified positive clone
with amplified fragment was sequenced. The sequences homology of SRY gene HMG-box region of some
artiodactylas from GenBank was compared with the Inner Mongolia cashmere goat,and based on the se-

quences of HMG-box region, the phylogenetic tree was constructed by UPGMA method. [Result] The
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HMG-box region of Inner Mongolia cashmere goat SRY gene was 231 bp,encoding 77 amino acid residues.
The corresponding sequences in GenBank of goat,sheep,pig,musk deer,sika deer,cattle, water buffalo and
yak, had homology of 100.0%,99.1%,86.1%,96.1%,96.1%.,97.4%,95. 6% and 96. 9% in nucleotide
respectively with the Inner Mongolia cashmere goat, and had homology of 100. 0%, 100. 0%, 83. 1%,
94.8%,94.8%,94. 8%,92. 2% and 93. 5% in induced amino acid respectively with the Inner Mongolia
cashmere goat. The clustering based on the sequences of SRY gene HMG-box region among species was
generally in agreement with the classic taxonomic relationship. [Conclusion] The HMG-box of SRY gene is

rather conservative in evolution of species,and might be useful in the construction of phylogenetic tree a-

mong species.
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Fig. 3

HMG-box and deduced amino acid sequences of SRY gene in Inner Mongolia cashmere goat

The shadow regions indicate primers; The box indicates the HMG-box of SRY gene
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Fig. 4 Alignment of nucleotide sequences of SRY gene HMG-box region from different species
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Table 1 The homology of nucleotide sequence and amino acid sequence of HMG-box between Inner Mongolia Cashmere

Goat and some artiodactylas %

e Q & : .
Yo Ilrjl\]nizr#;/ffn[{g-loﬂl?a 2 4 g 7 B AL B 4 Cattle K Y4 Yak
Species Goat Sheep Pig Musk deer Sika deer Buffalo
cashmere goat
E e

V‘]%ETJJUJJ:F — 100. 0 100. 0 83.1 94. 8 94. 8 94. 8 92.2 93.5
Inner Mongolia cashmere goat
113 Goat 100. 0 — 100. 0 83.1 94.8 94. 8 94.8 92.2 93.5
#4%f Sheep 99.1 99.1 — 83.1 94. 8 94. 8 94. 8 92.2 93.5
¥ Pig 86. 1 86. 1 86.5 — 83.1 87.0 80.5 77.9 79.2
575 FE Musk deer 96. 1 96. 1 95.6 84.8 — 94. 8 92.2 92.2 90. 9
H§ AL E Sika deer 96. 1 96. 1 95.6 85.7 96.1 - 92.2 89. 6 90. 9
4= Cattle 97.4 97.4 96.9 84. 8 96.1 96.1 - 92.2 98.7
JK 4= Buffalo 95.6 95.6 95.2 83. 1 95.2 94. 8 96.5 — 90.9
4 Yak 96. 9 96. 9 96. 5 84.4 95. 6 95.6 99.5 96. 1 —
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Note; Bottom-left parts indicate the homology of nucleotide sequence;
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Fig. 6 Phylogenetic tree of some artiodactyla animals based on of SRY gene HMG-box region nucleotide sequences
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