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Expression of IRX3 gene in different tissues of Qinchuan cattle

NING Yue!',WU Sen'!,ZHANG Le',ZAN Linsen'?

(1 College of Animal Science and Technology , Northwest A& F University ,Yangling , Shaanxi 712100, China

2 National Beef Cattle Improvement Center ,Yangling s Shaanxi 712100, China)

Abstract: [Objective] This study investigated the expression patterns of IRX3 (Iroquois homeobox 3)
gene in Qinchuan cattle tissues to provide basis for meat trait improvement through modern molecular tech-
nology. [Method) Real-time quantitative specific primers were designed based on the mRNA sequence of
IRX3 gene,and SYBR green reaction system of real-time fluorescent quantitative PCR was used to detect
the expression level of IRX3 gene in different tissues (heart, liver, spleen, lung, kidney, large intestine,
small intestine,and muscle (longissimus dorsi muscle)) in different growth stages (fetal bovine,6-month,
and 24-month) and in fat tissues at four periods (6-month,18-month,24-month,and 60-month). [Result]
The expression of IRX3 gene in lung was much higher than in other tissues in fetal bovine, 6-month and
24-month Qinchuan cattle (P<C0. 01). The expressions of IRX3 in heart and liver were low initially and
then increased persistently (P<C0. 01). The expression in muscle decreased with the process of growth

(P<C0.01). The expressions of IRX3 in large intestine and lung decreased gradually from fetal bovine to 6-
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month Qinchuan cattle (P<C0. 01),and increased significantly from 6-month to 24-month (P<C0. 01). With

the increase of age,the expression of IRX3 gene in Qinchuan cattle in adipose increased firstly and then de-

creased before final increase. The highest expression was in 18-month (P<C0. 01),followed by in 6-month

(P<<0.01).[Conclusion)] The IRX3 gene had high expression in lung in different periods and its expres-

sion in fat was proportional to the growth rate of Qinchuan cattle. Thus, IRX3 gene had close connection

with fat deposition during the development of Qinchuan cattle.
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Table 1  Primers of qRT-PCR of IRX3 and GAPDH
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Different lowercase letters mean significant difference among tissues at P<C0. 05,different capital letters mean extremely significant

difference at P<C0. 01. The same for Fig. 2 and Fig. 3
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Fig.1 mRNA expression of IRX3 gene in different tissues of Qinchuan fetal bovine
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Fig. 2 mRNA expression of IRX3 gene in different

tissues of 6-month Qinchuan cattle
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Fig.3 mRNA expression of IRX3 gene in different

tissues of 24-month Qinchuan cattle
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Fig. 4 mRNA expression of IRX3 gene in three periods of Qinchuan cattle
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