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Analysis of Silico Cloning of QM Gene in Sheep and Its Bioinformatics

YIN Shan-shan et al (College of Animal Science and Technology, Sichuan Agricultural University, Ya'an, Sichuan 625014)

Abstract [Objective] The research aimed to lay the foundation for studying the biological functions of QM gene in sheep. [Method] QM gene in
sheep was cloned by using EST database, in silico cloning, etc. and its structure sequence was predicted through bioinformatics analysis. Its
expression in different tissue of sheep was detected and its homology with 14 other species were compared.[Result] QM gene in sheep was cloned
for the 1st time, with total length of 771 bp, containing an ORF with the longest length of 645 bp. Its molecular weight of the coded protein was
24.61 kD, being alkaline. The secondary structure of QM protein contained 6 o -helices and 10 B -folding, others were random coils. QM gene
expressed in sheep spleen, brain tissue and bone tissue better, while that also expressed in 7 other tissues. The expression quantity of QM gene in
diseased tissues was higher than that in normal tissues. Among 14 species, evolutionary distance of QM gene between sheep and cattle was
shortest. [Conclusion] QM gene was related with tumor suppression, cell growth, differentiation, development, death, etc. and it had extremely
highconservation.
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TAX=9940; JT 41| Ht % : Clustx,, Clustw; £ il ik {4 : Clustx ,
Treeview,

1.3 REAHE

1.3.1 4 QM BRI se ki 5 BRI Rh a4l TR
Gik  BCRFHZE 1 QM %£ 15 (GenBank i 5 : AF143815.1) 4
PREF AT 240 F QM JE IR 1Y s b o B SR T BLAST R ™, 4
AIREF A PR 4R dbEST #E17 blastn. 8% 2007 4F 94,
4 EST Bl FEA 186 678 45741 . BE I (H E 240.01,
Description 1 Alignment & 500K 45 % 31| (1 VL FL 25 2R E {E
/NT0.01 (4R mRNA J781 438 T 2B A 5L, s
— AL dbEST B4 % o CAP3 391 21 2 A2 Fy )7
41| 20 2 iU S A (contigs ) , LARAS I B S HE MWk 1791, 5
KA BLAST MR 5 P S 4% I B AE R 41, A LA
AR, HENRCR 2R S EST K il s UL E S T 5


http://www.ncbi.nlm.nih.gov/Database/index.html
http://www.ncbi.nlm.nih.gov/projects/genome/guide/
http://www.ncbi.nlm.nih.gov/sites/entrez?db
http://www.ncbi.nlm.nih.gov/UniGene/ddd.cgi

5768 G R LA

2008 F

ANBEARSAE N, RI3RAF40 2F QM LA cDNA 4K 11 3 A 4
i y5e,

1.3.2 43 QM IR AEY 5 B.2% 50 B o 1 F ORF Finder
HEA 4R QM FEK ORF TN , 4 FH Bioedit E4 142 1R il 3k
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fifr, FRATF— A TRI P AR 5 B 45 =F cDNA J¥ 51, i 44 0 SQM.
SQM 2K 771 bp, A — A KN 645 bp F5EEE 1) I
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Fig. 3 Secondary structure of SQM protein
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