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Screening and identification of core genes responding to heat stress in rice
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Abstract .

In this study, rice transcriptome data under heat stress were used to screen differentially expressed genes

by HTSeq and DESeq software, then functional enrichment analysis was carried out and protein interaction network was con-

structed to identify the core genes in most important module. The results showed that there were 278 differentially expressed

genes under heat stress for 0 h, 1 h, 6 h and 12 h, and the biological process was mainly concentrated in stimulation re-

sponse and protein folding. The important module containing 12 genes was identified. The gene expression patterns showed

that seven core genes in important modules were up-regulated under heat stress, suggesting that these seven core genes

played a key role in the response of rice to heat stress.
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Fig.1 Volcano plot and Venn diagram of differentially expressed genes in response to heat stress in rice
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Fig.2 GO and KEGG enrichment diagrams of differentially expressed genes
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Fig.3 Interaction network of differentially expressed genes and screening of core genes
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