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The research progress of farm animal genomics based on
seqguencing technologies
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Abstract: Various farm animal breeds have been domesticated and bred for thousands years, and they provide
adequate animal-derived proteins to meet the human nutrition requirement. Although quantitative genetics was ap-
plied in animal breeding, which launched a technological revolution in the past century, a number of complex traits
remain difficult to be selected based on pedigree derived breeding, due to complicated animal genetics and develop-
ment mechanisms. Farm animal’s genetic potential hasn’t yet to be fully exploited. The concept and technology from
the Human Genome Project have greatly promoted farm animal genomic researches. It is possible to fine map
the causal variations at the whole genome level and then exploit their biological functions, thus providing the theo-
retical basis for molecular designed breeding. In this review, we summarize the genomics research progress of main

Wis B #A: 2016—-09—26; f&E HHA: 2017-02-13

HEemA: ( 31672410) ( 2015BAD03B06) (
CARS-43-01) [Supported by the National Natural Science Foundation of China (No. 31672410), National Scientific Supporting
Projects of China (No. 2015BAD03B06) and China Agriculture Research System of Waterfowl (No. CARS-43-01)]

fE& &

BWES: E-mail: zhouzhengkui@caas.cn

E-mail: houss@263.net

DOI: 10.16288/j.yczz.16-328

P 4% 4 R B8] : 2017/3/15  13:04:53

URI: http://kns.cnki.net/kcms/detail/11.1913.R.20170315.1304.008.html



277

farm animals during the past decade, including pigs, cattle, yaks, goats, sheep, chickens, ducks and geese. We focus

on the reference genome sequencing and follow-up population-level genomic studies based on high throughput rese-

quencing technologies, and meanwhile envision the future work of farm animal genomics.
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Table 1 The information of farm animal reference genomes
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Table 2 The research progress of main farm animal population genomics
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