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FFigure S6 Statisstical analysis of the DEGs in ccotton inoculateed with V. dahliiae. The left sidee is the DEGs of f all the genes in 

 

the G. raimondiii 



genome and the right side is the RGA gene set. The X-axis represents numbers of DEGs. ‘I2–I72’ represents the six inoculation time points (in 

hours). The numbers in the brackets from left to right represent the number of DEGs with more than a two-fold and a four-fold change, 

respectively, compared with mock-inoculated,. Red represents up-regulation and green represents down-regulation. 
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FFigure S9 Phytooalexin biosynthhesis pathway oof G. barbadensee inoculated witth V. dahliae. TThe DEGs used ffor the metabolis

 

sm pathway 



analysis were screened by FDR < 0.001, p < 0.001, and log2Ratio ≥ |1.0| at all six inoculation time points. The thin lines represent the expression 

change of log2Ratio ≥ |1.0|, and the thick lines represent the expression change of log2Ratio ≥ |2.0|. 
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