
 

Figure S1. Protein sequence alignment of histidine kinase and ethylene receptors. The boxes represent the conserved phosphorylation residue.



 

Figure S2. Protein sequence alignment of phytochrome family and histidine phosphotransferase proteins. The boxes represent the conserved 

phosphorylation residue. 



 

Figure S3.  Sequence alignment of all types of response regulators. Showing the conserved residue in their receiver domain. 

 



 

 

Figure S4. Conserved motifs present in the protein sequence of VrTCS.



 



Figure S5. Phylogenetic tree of histidine kinase protein with different species and different symbols representing the different species 

HKs. HK1 family, HK2 family, HK5 family, Ethylene receptor, and phytochromes were represented by blue, red, brown, purple, and 

green colors. 



 



Figure S6. Phylogenetic tree of Histidine phosphotransferase proteins with other species. AHP1-like proteins were grouped in a 

separate clade and represented by red color, AHP2 protein represent by green color whereas blue and purple colored clade show 

AHP6-like and AHP4-like proteins respectively.  



 



Figure S7. Phylogenetic tree of Response regulator proteins with other species. Type-A RRs-like proteins were grouped in a 

separate clade and represented by red color, PRRRRs-like proteins represent by green color whereas blue and purple colored clades 

show Type-B-like and Type-C-like proteins respectively. 



 

Figuer S8. Representation of all the cis-regulatory identified in VrTCS promoter sequences. 

Various colors show a different types of switches discovered in each corresponding sequence. 

 


