
Figure A supplementary material: calculated energies of different finger sequences bound to their specific DNA triplets as prepared by Segel [11]. Brick red is electrostatic energy, blue diamonds and line is VDW forces. Green triangles and line is the total energy (GBTOT). 
Every point is labeled by the most important amino acids in each sequence in Red bound to their specific DNA bases, for example the first point on the left R—H---R binds G—G—G and Q---D---R binds GCA, GAG and GCG with most negative energy for GCA, see conclusion part.
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