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Figure S1. Potential interactions among the CrHsf proteins based on the soybean database 

predicted by the STRING database (https://string-db.org/). 

 
Figure S2. The high salinity and high osmotic stress tolerance confirmation of wild type (WT) 

yeast mediated by eight CrHsfs on solid medium containing NaCl (A) or sorbitol (B). The WT 

strain BY4741 was transformed with the empty vector pYES2, and the mutant strains were 

transformed with pYES2 or with recombinant vectors CrHsfs-pYES2. Yeast cultures were ad-

justed to OD600 =2, and 2 μL of serial dilutions (10 fold, from left to right in each panel) were 

spotted on SDG/-Ura medium supplemented with different concentrations of NaCl or sorbi-

tol. The corresponding yeast spots growing on SDG/-Ura plates without any stress factor 

were used as controls. The plates were incubated for 2–5 days at 30°C.  

 
Table S1. The sequences of CrHsf genomic DNA, CDS, and promoter region DNA. 



 

Table S2. Summary of possible candidate cis-regulatory elements found in CrHsf promoter 

DNA regions. 

 

Table S3. The FPKM values of CrHsfs for RNA-Seq assay of C. rosea tissues in this study. 

 

Table S4. Primer sequences used in this study. 

 


