
 



Fig. S1. Multiple alignments of cyclin-binding domains of CDKs.  Group-wise alignment 

of Arachis hypogaea, Arachis duranensis, Arachis ipaensis and Arabidopsis thaliana represent 

the cyclin-binding domains of CDKs. CDKA-PSTAIRE motif, CDKB1-PPTALRE motif, 

CDKB2-PPTTLRE motif, CDKC-PITAIRE motif, CDKD-NFTALRE motif, CDKE-

SPTAIRE motif, CDKG-PLTSLRE motif. Specific cyclin-binding domain is absent in CDKFs. 

* indicates highly conserved residues among all groups of CDKs. 



 



Fig. S2. Multiple alignments of cyclin-binding domains of CDKLs.  Group-wise alignment 

of Arachis hypogaea, Arachis duranensis, Arachis ipaensis and Arabidopsis thaliana represent 

the cyclin-binding domains of CDKLs. CDK-like (CDKL)- (V/I/L)(R/K)(FM/CI)AREI  motif. 

* indicates highly conserved residues among all groups of CDKLs. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 



Fig. S3. Multiple alignments of T-loop regions of CDKs.  Group-wise alignment of Arachis 

hypogaea, Arachis duranensis, Arachis ipaensis and Arabidopsis thaliana represent the T-loop 

regions of CDKs. Black line indicates T-loop region of each CDK group. Probable 

phosphorylated threonine residues are represented by red colour. * indicates highly conserved 

residues among all groups of CDKs. 



 



Fig. S4. Multiple alignments of T-loop regions of CDKLs.  Group-wise alignment of Arachis 

hypogaea, Arachis duranensis, Arachis ipaensis and Arabidopsis thaliana represent the T-loop 

regions of CDKLs. Black line indicates T-loop region of each CDK group. * indicates highly 

conserved residues among all groups of CDKLs. 
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Fig. S5. Phylogenetic tree and gene structure analysis of 52 CDKs and CDKLs of Arachis 

duranensis and Arachis ipaensis. The phylogenetic tree was constructed using full-length 

amino acid sequences of CDKs and CDKLs proteins of A. duranensis (A) and A. ipaensis (B) 

using MEGA 7.0 with 1000 bootstrap replicates. Different colored lines indicate diverse 

groups. The exon-intron architecture highlights exons as green boxes and introns as black lines 

and magenta color box represents both 5' and 3' UTR regions. 



 

 

Fig. S6. Ten identified conserved protein motifs in Arachis hypogaea. 

 



 

 

Fig. S7. Ten identified conserved protein motifs in Arachis duranensis. 

 



 

 

Fig. S8. Ten identified conserved protein motifs in Arachis ipaensis.
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Fig. S9. Phylogenetic tree and protein motif structure analysis of CDK and CDKL 

proteins of Arachis duranensis and Arachis ipaensis. The phylogenetic tree was constructed 

using full-length amino acid sequences of CDKs and CDKLs proteins of A. duranensis (A) and 

A. ipaensis (B) using MEGA 7.0 with 1000 bootstrap replicates. The identified protein motifs 

are represented by colored boxes (Motif 1-Motif 10). Black lines indicate relative protein 

lengths.  



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Fig. S10. The distributions of CDK and CDKL genes of Arachis duranensis across 10 

chromosomes. The CDKA-CDKG group genes are depicted in blue, whereas the CDKL genes 

are highlighted in black. The values represent the relative start positions (Mbp) of each gene. 



 

Fig. S11.  The distributions of CDK and CDKL genes of Arachis ipaensis across 10 

chromosomes. The CDKA-CDKG group genes are depicted in blue, whereas the CDKL genes 

are highlighted in black. The values represent the relative start positions (Mbp) of each gene. 



 

Fig. S12. The cis-elements distribution in the promoter of CDK and CDKL genes in 

Arachis duranensis. In upper panel, different colors was used to recognize various types of 

promoter cis-elements, like development related, phytohormone-responsive, light responsive 

and stress responsive. In lower panel, number of each cis-acting element of the CDK and CDKL 

genes promoter region (1.5 kb upstream of the translation start site). 



 

Fig. S13. The cis-elements distribution in the promoter of CDK and CDKL genes in 

Arachis ipaensis. In upper panel, different colors was used to recognize various types of 

promoter cis-elements, like development related, phytohormone-responsive, light responsive 

and stress responsive. In lower panel, number of each cis-acting element of the CDK and 

CDKL gene promoter region (1.5 kb upstream of the translation start site). 
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Fig. S14. Percentage of promoter cis-elements in cultivated peanut and its diploid parents. 

(A) Arachis hypogaea (B) Arachis duranensis and (C) Arachis ipaensis. 


