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Legend to Supplementary Figures

Predicted secondary structural elements for the sequence
of sperm Whale myoglobin N-Butyl isocyanide [PDB-id:
105M].

The schematic diagram represents the comparison of
secondary structures predicted (CSSP) by the proposed
server and the correct secondary structural elements
(PDB) obtained from the three-dimensional structure of
sperm Whale myoglobin N-Butyl isocyanide [PDB-id:
105M].

The consensus secondary structure predicted by CSSP for
the sequence of Mannose-specific agglutinin (Lectin) from
Glanthus Nivalis [PDB-id: 1JPC].

The diagram represents the comparison of secondary
structures predicted (CSSP) and the secondary structures
observed (PDB) in the three-dimensional structure of
Mannose-specific agglutinin from Glanthus Nivalis [PDB-
id: 1JPC].
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Percentage of alpha helix predicted = 79.084969
Percentage of beta sheet predicted = 0.000000
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Percentage of alpha helix predicted = 0.000000
Percentage of beta sheet predicted = 34.862385
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