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Abstract: Hu sheep is the only sheep breed in southern China, and humidity and heat resistance is one of its impor-
tant characteristics. However, the molecular mechanism of heat stress is still unclear. In this study, Hu sheep was used as
the research object to identify new genes and their differential expression in hypothalamus tissue before and after heat stress

by transcriptome sequencing technology, ant the new genes were annotated by comparison and analysis of different databas-

es. The results showed that a total of 1 990 new transcripts
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were detected in the hypothalaum of Hu sheep before and
after heat stress, and 1 344 new genes were discovered
through functional annotation. In the heat stress group and

control group, 186 differentially expressed new genes were
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identified, of which 130 new genes were up-regulated and
56 genes were down-regulated. These genes were found to

be associated with cellular immunity, reproduction, growth
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and metabolism, and related signaling pathways. Real-time PCR results showed that nine of the ten differentially expressed

genes before and after heat stress were consistent with the results of transcriptome sequencing. These results provide a basis

for further improvement of sheep genome and excavation of gene function, and provide more basis for comprehensive analy-

sis of the molecular mechanism of heat stress in sheep.
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Fig.2 GO annotation of novel transcripts in the hypothalamus of Hu sheep before and after heat stress
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Table 3 List of biological functions of differentially expressed new genes before and after heat stress in Hu sheep
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Fig.3 Real-time PCR results of new genes in hypothalamus be-

fore and after heat stress in Hu sheep
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