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Table 5 Differentially expressed circRNAs (Continued). 
circRNA_location Gene ID  Log2 (FoldChange) P-value 

NW_020872964.1:10581-11024 LOC113802844 -6.70
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Table 5 Differentially expressed circRNAs (Continued). 
circRNA_location Gene ID  Log2 
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Table 5 
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Table 5 Differentially expressed circRNAs (Continued). 
circRNA_location Gene ID  Log2 (FoldChange) P-value 
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Table 5 Differentially expressed circRNAs (Continued). 
circRNA_location Gene ID  Log2 (FoldChange) P-
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Figure 23. Gene Ontology (GO) and the Kyoto Encyclopedia of Genes and Genomes 

(KEGG) analysis. (A) The GO terms for the top 30 enriched genes. In this 
analysis, the differentially expressed circRNA were analyzed into 
functional groups. The column corresponds to molecular function 
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respectively. Gene Ontology was used for this classification.
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normalized against EF-1α. Asterisks indicate significant differences between 
the data of 0 hpi and each time point postinfection (P-value < 0.05). The 
experiment was conducted in three replications. 
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