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Figure 4. The expression of DEGs (in Agrobacterium cells co-cultured with tea leaves) enriched in 
KEGG pathways (ko02040, ko02024, ko02030) assigned to the category cellular processes. (A) 
ko02024, quorum sensing pathway. (B) ko02040, flagellar assembly pathway. (C) ko02030, bacterial 
chemotaxis pathway. The expression values were presented as lg (FPKM). The highlighted genes 
are discussed in detail. 

3.6. Quantitative Reverse Transcription-PCR (qRT-PCR) Verification 
To validate the data from transcriptomes, nine candidate genes and three housekeep-

ing genes were selected to perform qRT-PCR. The comparison of transcriptome data (Fig-
ure 5A) and qRT-PCR data showed that flaB, flaA, and dppA were down-regulated in the 
tea groups from day 0 to day 4 (Figure 5B). On the other hand, the expressions of virE0, 
upp, mcpV, cheW1, and cheW2 were up-regulated on day 0 in the tea group, compared to 
the tobacco group. The correlation analysis displayed a significant correlation (p < 0.01) 
between the RNA-seq and qRT-PCR data with a Pearson correlation coefficient of 0.912, 
which implied that the RNA-seq data were highly reliable (Figure 5C). 
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