
 

Figure S1. Chromosomal distribution of diploid peanut species. (a) Chromosomal 
distribution of Arachis duranensis APYs. (b) Chromosomal distribution of Arachis 
ipaensis APYs. 

 

 

 

Figure S2. Conserved motifs and gene structure analysis of AdAPYs. (a) Top 10 
conserved motifs of AdAPYs predicted by MEME suite. (b) Exon-intron distribution 
patterns of AdAPYs. The legends are given on right side. 

 

 



 

 

Figure S3. Conserved motifs and gene structure analysis of AiAPYs. (a) Top 10 
conserved motifs of AiAPYs predicted by MEME suite. (b) Exon-intron distribution 
patterns of AiAPYs. The legends are given on the right side. 



 

Figure S4. Simulation of 3D models of protein tertiary structures. The 3D models are 
simulated by Swiss-Model using the default parameters. As the proteins of the first and 
second group perform similar functions, 3D structures also showed similar simulations 
and proteins of group six and seven perform similar functions, so their 3D structural 
simulations are almost similar.  

 



 

Figure S5. Prediction of protein-protein interaction network of AhAPYs. The interaction 
network showed that AhAPYs showed closely related functions with their homologs of 
Arabidopsis.  

 



 

Figure S6. Cis-regulatory elements in AhAPY2-1P, predicted by the PlantCARE 
database. 


