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   Chemical - physical property  α - Helix  β - Sheet  β - Turn  Coil  

Aspartic acid  Asp  D  Acidic  0.924  0.54 1  1.197  1.197  

Glutamic acid  Glu  E  Acidic  1.504  0.567  1.149  0.761  

Alanine  Ala  A  Aliphatic  1.489  0.709  0.788  0.824  

Isoleucine  Ile  I  Aliphatic  1.003  1.799  0.240  0.886  

Leucine  Leu  L  Aliphatic  1.236  1.261  0.670  0.810  

Valine  Val  V  Aliphatic  0.990  1.965  0.387  0.772  

Phenylalanine  Phe  F  Aromatic  1.195  1.393  0.624  0.797  

Tryptophan  Trp  W  Aromatic  1.090  1.306  0.546  0.941  

Tyrosine  Tyr  Y  Aromatic  0.787  1.266  0.795  1.109  

Arginine  Arg  R  Basic  1.224  0.9 2 0  0.912  0.893  

Histidine  His  H  Basic  1.003  0.863  0.970  1.068  

Lysine  Lys  K  Basic  1.172  0.721  1.302  0.897  

Asparagine  Asn  N  with polar neutral side chains  0.772  0. 604  1.572  1.167  

Cysteine  Cys  C  with polar neutral side chains  0.966  1.19 1  0.965  0.953  

Glutamine  Gln  Q  with polar neutral side chains  1.164  0.840  0.997  0.947  

Methionine  Met  M  with polar neutral side chains  1.363  1.210  0.436  0.810  

Serine  Ser  S  with polar neutral side chains  0.739  0.928  1.316  1.130  

Threonine  Thr  T  with polar neutral side chains  0.785  1.221  0.739  1.148  

Glycine  Gly  G  Unique amino acids  0.510  0.657  1.860  1.251  

Proline  Pro  P  Unique amino acids  0.492  0.354  1.415  1.540  
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