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Figure S1. The quality of the assembled isoforms. C, A1, A2 and A3 represent ABA 

treatment for 0, 1, 3 and 12 h, respectively. 

 

 

 

 

 

 



 

Figure S2. The number of DEIs expressed at one ABA-treated time point and at 

overlapping time points compared with the control. C, A1, A2 and A3 represent ABA 

treatment for 0, 1, 3 and 12 h, respectively. 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S3. Models describing the ABA regulatory pathways regulated by exogenous 

ABA in alfalfa. Exogenous ABA that affect endogenous ABA regulates ABA signal 

pathway core components. Under ABA treatment, ABA key biosynthesis and 

catabolism transcripts were dynamically regulated. Meanwhile, expression levels of 

ABA-bound receptor PYLs were conformably downregulated, while the protein 

kinases of PP2Cs and SnRK2s were uniformly upregulated. The downstream 

ABA-dependent TFs, such as ABFs, were then activated, which promote most 

downstream ABA-responsive gene transcription in most cases. 

 

 

 



Figure S4. Heatmap plot of the expression levels of the key DEIs encoding PAL, 

β-1,3-GLU and HSP90. C, A1, A2 and A3 represent ABA treatment for 0, 1, 3 and 12 

h, respectively. The gene expression is based on the z-scores of log2 (FPKM) value. 

The red and blue colors indicate high and low expression levels, respectively. 

 

 

 


