Supplementary data:

Table S1. Physicochemical properties of the conserved domains of LL-37 and HNP-1 peptides before mutation.
	Peptide Domain
	Residues
	No. of Amino Acids
	Molecular Weight (kDa)
	Theoretical pI
	+ Charged Residues
	– Charged Residues
	Instability Index
	Aliphatic Index
	GRAVY
	Solubility Score
	Predicted Toxicity

	LL-37 (Antiviral Domain)
	31–131
	101
	11,322.76
	6.42
	16
	16
	42.17
	66.53
	–0.782
	0.928
	Non-toxic

	LL-37 (Antibacterial Domain)
	137–163
	27
	3,427.06
	10.62
	10
	4
	9.68
	68.52
	–1.144
	0.935
	Non-toxic

	HNP-1 (Antibacterial Domain)
	66–94
	29
	3,377.01
	8.67
	4
	1
	42.13
	64.14
	0.248
	0.773
	Non-toxic



Table S2. Physicochemical properties of the conserved domains of LL-37 and HNP-1 peptides after mutation.
	Peptide Domain
	Residues
	No. of Amino Acids
	Molecular Weight (kDa)
	Theoretical pI
	+ Charged Residues
	– Charged Residues
	Instability Index
	Aliphatic Index
	GRAVY
	Solubility Score
	Predicted Toxicity

	LL-37 (Antiviral Domain)
	31–131
	101
	11382.92
	8.65
	17
	14
	34.41
	62.67
	-0.845
	0.891
	Non-toxic

	LL-37 (Antibacterial Domain)
	137–163
	27
	3,427.06
	10.62
	10
	4
	9.68
	68.52
	–1.144
	0.935
	Non-toxic

	HNP-1 (Antibacterial Domain)
	66–94
	29
	3480.12
	9.04
	5
	1
	40.48
	47.24
	0.007
	0.773
	Non-toxic



