
 

 

Figure S1. The molecular mass (kDa) and isoelectric point of plots of OsCYP71 genes. 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S2. Dispersal of OsCYP71s in a different group of the phylogenetic tree. 

 

 

 

 

 



 

Figure S3. Evolutionary analysis of OsCYP71 genes. A phylogenetic tree was produced using MEGA7 

with the NJ method and 1000 bootstrap replications. A black asterisk denotes the duplicated gene pairs. 

 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 



 

 



 



 



 

 

 

 

 

 

 

 

 

 

 



 



 



 

 

Figure S4. Amino acid sequence alignment and 3-dimensional structure of the OsCYP71. A. The SRS and 

heme binding domain is underlined in red color. B. Predicted 3D structures of OsCYP71 proteins. 

 

 

 

 

 



 
 



 

Figure S5. Gene ontology term distribution in OsCYP71 gene family predicted using AgriGO in A. 

Biological and B. Molecular category. 
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Figure S6. Gel image analysis of the amplified products of OsCYP71P6-1 and OsCYP71P6-4 alleles in 

agarose gel (4%). a) Alleles of the OsCYP71P6-1 in rice varieties b) alleles of OsCYP71P6-4 in rice varieties. 

V – Varieties. The name of the varieties is given in Table S8. 

 


