
 

Figure S1 Gene ontology (GO) analysis of differentially expressed genes (DEGs) that 

are up-regulated and down-regulated between mite-feeding and controls of chia leaf 

transcriptomes at the significance level of P < 0.05. 



 

Figure S2 Gene ontology (GO) analysis of differentially expressed genes (DEGs) in 

gene expression cluster 2 (A) and 3 (B). GO terms at the significance level of 0.05 are 

indicated. 

 

 



Figure S3 Gene ontology (GO) analysis of differentially expressed genes (DEGs) in 

gene regulation network community 2 (A) and 3 (B). GO terms at the significance level 

of 0.05 are indicated. 

 

 

Figure S4 Proportion of the number of differentially expressed transcription factors of 

each transcription family out of the total differentially expressed transcription factors. 

 


