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Supplementary Data

Suppl. Table S1 — Percentage purity of the protein obtained after Ammonium sulphate precipitation and HPLC

Procedure/ step Fraction Total proteins in Micro gram of Proteins % Purity
volume pg/mL in per mL of fraction
Culture supernatant 125 mL 73.75 mg 0.59 59%
Ammonium sulphate precipitated, dialyzed 1.0mL 0.990mg 0.99 99%
&Lyophilized sample of 70% induced (ES)
Lyophilized reconstituted peak 5 from HPLC of 500 pL 39.7ug 0.1588 15.88%

70% induced (ES)
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Suppl. Fig S1 — Sample list of 15 proteins/ peptide out of 116 proteins obtained after MS analysis
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Suppl. Fig S2 — Sample list of Proteins obtained in MS analysis for Klebisella variicola
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Suppl. Fig S3 — List of antimicrobial peptides obtained from APD database
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Suppl. Fig S4 — BLASTp of the peptide FMGTALKI obtained from APD database



APD ID:
Name/Class:
Source:
Sequence:
Length:

Net charge:

Hydrophobic residue%:

Boman Index:
3D Structure:
SwissProt ID:
Activity:
Crucial residues:
Additional info:

Title:

Author:

Suppl. Fig S5 — APD Predictions of Identified peptide of FMGTALKIAANVLPAAFCKIFKKC

Suppl. Fig S6 — CAMPR3 Predictions of Identified peptide of FMGTALKIAANVLPAAFCKIFKKC
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AP02279

Brevinin-1SN2 (XXU; 1S=S, UCSS1a; frog, amphibians, animals)
skin, fine-spined frog, Hylarana spinulosa, Hainan, China, Asia
FMGTALKIAANVLPAAFCKIFKKC

24

4

66%

-0.67 kcal/mol

Unknown

Reference ID: Ref

Anti-Gram+ & Gram-, Antifungal, Hemolytic,

To be updated.

Identification of multiple antimicrobial peptides from the skin of fine-spined frog,

Hylarana spinulosa (Ranidae).
Yang X, HuY, Xu S, Hu Y, Meng H, Guo C, Liu Y, Liu J, Yu Z, Wang H.2013

Predict Antimicrobial Peptides
Results with Support Vector Machine (SVM) classifier

Seq. ID. | Class | AMP Probability
1 AMP 0.977

Results with Random Forest Classifier
Seq. ID. | Class | AMP Probability

1 AMP 0.9855

Results with Artificial Neural Network (ANN) classifier
Seq. ID. | Class

1 AMP

Results with Discriminant Analysis classifier
Seq. ID. | Class | AMP Probability

1 AMP 0.994



