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Figure S1: Signal peptide prediction of Hydph7
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Figure S2: Signal peptide prediction of Hydph16
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Figure S3: Signal peptide prediction of Vmh3-1
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Transmembrane Region Prediction
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Figure S4: Transmembrane region prediction of Hydph7
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Figure S5: Transmembrane region prediction of Hydph16
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Figure S6: Transmembrane region prediction of Vmh2
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Figure S7: Transmembrane region prediction of Vmh3-1



Secondary structure of Hydrophobins:
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Figure S8: Secondary structure of Hydph7
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Figure S9: Secondary structure of Hydph16
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Figure S10: Secondary structure of Vmh3-1



Model Validation:

Zscore

Figure S11: Structure analysis and validation of (A.) predicted 3D structure of Hydph7 by Modeller 9.11. (B.)
pairwise sequence alignment with 7s7s using ClustalW, where the conserved amino acid residues are
elucidated as (), highly similar residues as (:) and weakly similar residues as (.). (C.) ProSA-Z-score plot
shows the overall model quality Z score i.e. -3.01, (D) Local model quality. (E.) Ramachandran plot analysis
of 3D structure of Hydph7 Hydrophobin, where the red region defines most favourable area of residues; the
yellow region is additionally allowed; and generously allowed residues in the light-yellow region.
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Figure S12: Structure analysis and validation of (A.) predicted 3D structure of Hydph16 Hydrophobin protein by
Modeller 9.11. (B.) pairwise sequence alignment with 2nbh using ClustalW, where the conserved amino acid

residues are elucidated as (), highly similar residues as (:

) and weakly similar residues as (.). (C.) ProSA-Z-score

plot shows the overall model quality Z score i.e. -2.28, (D) Local model quality. (E.) Ramachandran plot analysis
of 3D structure of Hydph16 Hydrophobin, where the red region defines most favourable area of residues; the
yellow region is additionally allowed; and generously allowed residues in the light-yellow region.
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Figure S13: Structure analysis and validation of (A.) predicted 3D structure of Vmh3-1 protein by Modeller
9.11. (B.) pairwise sequence alignment with 7s7s using ClustalW, where the conserved amino acid residues are
elucidated as (), highly similar residues as (:) and weakly similar residues as (.). (C.) ProSA-Z-score plot shows
the overall model quality Z score i.e. -2.79, (D) Local model quality. (E.) Ramachandran plot analysis of 3D
structure of Vmh3-1, where the red region defines most favourable area of residues; the yellow region is
additionally allowed; and generously allowed residues in the light-yellow region.



Protein—Protein Interactions:
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Figure S14: Protein-protein interactions of HYDPH 7
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Figure S15: Protein-protein interactions of HYDPH 16
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Figure S16: Protein-protein interactions of Vmh3-1



a. Chitinase A-Chitin Interaction b. Chitin-binding Protein 21 (CBP 21)- Chitin Interaction

Figure S17: Interaction of Chitin with a) Chitinase A b) Chitin-binding Protein 21 (CBP 21) for studying
docking of chitin and HPs
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