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Supplementary Material: Figure S1

The Figure S1B was made by the authors using Molecular Operating Environment
Suite (MOE by CCG) as described in Materials and Methods. More details are found in
the following reference

Vlachakis D, Kossida S. Molecular modeling and pharmacophore elucidation study of
the Classical Swine Fever virus helicase as a promising pharmacological target. Peerd.
2013 Jun 11;1:e85.

Details on MOE: Molecular Operating Environment (MOE) (2011) Molecular Operating
Environment (MOE 2011.10). Montreal, Quebec, Canada: Chemical Computing Group,
Inc. Available: http://www.chemcomp.com
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Supplementary Figure 1: Homology between Arabidopsis AHK4 and Human A2A-R
receptors

(A) Local pairwise sequence alignment between AHK4 and A2A-R proteins. The CHASE-domain
(cyclases/histidine kinases associated sensory extracellular domain) falls between the two arrows
on AHK4 sequence.

(B) Structure comparison of A.thaliana AHK4 A chain and human A2A-R structures (Green:
AHK4, Red: A2A-R). Structures are in their sequence details quite different, share in the part
shown a helical structure; done using MOE software and the available PDB coordinates).



