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Figure 1. The folding mechanism of a protein structure (PBDID: 2A3D) based on entropy-enthalpy compensation (the
hydrophobic attraction between the side-chains of adjacent residues is marked with a blue arrow, and the hydrophilic-
hydrophobic and electrostatic repulsion is marked with a red arrow). The proline and glycine that led to the formation of
the corner structure are marked. The hydrophobic amino acids in the sequence that cause the metastable collapse to form
an alpha-helix structure are annotated by red circles.
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Figure 2. The folding mechanism of a protein structure (PBDID: 1GXT) based on entropy-enthalpy compensation.
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Figure 3. The folding mechanism of a protein structure (PBDID: 1MKO0) based on entropy-enthalpy compensation.
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Figure 4. The folding mechanism of a protein structure (PBDID: INXV) based on entropy-enthalpy compensation.



Amino acid sequence 1-19
Coil Turn B-strand M

Proline

Amino acid sequence 14-41
‘ 3-strand | Turn | a-helix
14 41
Ly Isoleucine Leucine
: : RS a s R 2
i : o T ;
Isoleucine
Amino acid sequence 30-49
[ a-helix Turn Coll
30 Isalgucine Lecine
5 3 % :
-

Amino acid sequence 44-61
B-strand | Turn | B-strand |

Proline

Amine acid sequence 58-82
B-strand | Turn Turn a -helix

Proline Proline &
Proline Cysteine

Amino acid sequence 58-82

) ! @
| a-helix Coi | |
74 i
% SN 2 .‘1
4 . B :
: b \ & B
& Alanine N =¥
Isoleucine Cysteine "

Figure 5. The folding mechanism of a protein structure (PBDID: 2L42) based on entropy-enthalpy compensation (the hy-
drophobic attraction between the side-chains of adjacent residues is marked with a blue arrow, and the hydrophilic-hy-
drophobic and electrostatic repulsion is marked with a red arrow). The proline and glycine that led to the formation of the
corner structure are marked. The hydrophobic amino acids in the sequence that cause the metastable collapse to form an

a-helix structure are annotated by red circles.
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Figure 6. The folding mechanism of a protein structure (PBDID: 1CHN) based on entropy-enthalpy compensation (the
hydrophobic attraction between the side-chains of adjacent residues is marked with a blue arrow, and the hydrophilic-
hydrophobic repulsion is marked with a red arrow). The proline and glycine that led to the formation of the corner struc-
ture are marked. The hydrophobic amino acids in the sequence that cause the metastable collapse to form an a-helix
structure are annotated by red circles.



