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H/K/R     E     i+4   1.0  strong
E     K/R     i+4   1.0  strong
H/K/R     E     i+3   0.75  medium
E     K/R      i+3   0.75  medium
K/R     D     i+4   0.75  medium
K/R     D     i+3   0.5  weak
D     K/R      i+4   0.75  medium
D     K/R       i+3   0.5  weak
E     H     i+3   0.5  weak
Q     E     i+4; i+3  0.5  weak
E     Q     i+4; i+3  0.5  weak

network stabilization    i, i+3, i+6  1.5  network
(oppositely charged residues)   i, i+3, i+7  0.25  network
       i, i+4, i+7  0.25  network
       i, i+4, i+8  2.0  network

hydrophobic seam     i, i+3, i+6  -0.5  destabilizing
       i, i+3, i+7  -0.5  destabilizing
       i, i+4, i+7  -0.5  destabilizing
       i, i+4, i+8  -0.5  destabilizing

K => E(i+4)

E => R(i+4)

E => Q(i+4)

E => K(i+3)

Source residue Target residue Interaction Score Stabilization

     A   0.25  stabilizing
     G   -0.5  destabilizing
     P   -0.75  destabilizing

Residue Score Stabilization

Stabilization / destabilization by helix-forming propensity

Stabilization / destabilization by amino acid interactions


