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FIGURE S1. α-helical wheel diagram for Ps. The hydrophobic residues are indicated in red, and the hydrophilic residues are shown in blue.
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FIGURE S2. CD spectra of the peptides in (A) H2O, (B) 50 mM dodecylphosphocholine (DPC) micelles and (C) 100 mM SDS micelles.
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Figure S3. NOESY spectra of the NH-Cα H region of (A) Ps and (B) Ps-P in 200 mM DPC micelles at 303K.
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Figure S4. The ability of the peptides to neutralize the LPS .

Table S1. Structural statistics and mean pairwise root mean squared deviations (RMSD) for the 20 lowest-energy structures of Ps and Ps-P in 200 mM DPC micelles at 303K.
	
	Ps
	Ps-P

	Distance restraints
	
	

	Short-range
	174
	127

	Medium-range
	43
	53

	Long-range
	0
	9

	Total
	217
	189

	H-bond
	18
	14

	Mean Cyana target function (Å2)
	0.05± 0.01
	0.03± 0.01

	Deviation from mean structure
	
	

	
	Residues 2-24

	Backbone atoms
	0.18 ± 0.06
	0.34 ± 0.13

	Heavy atoms
	0.77 ± 0.08
	0.80 ± 0.09

	Ramachandran plot for the mean structure
	
	

	Residues in the most favourable allowed region (%)
	99
	98.8

	Residues in the additionally allowed region (%)
	1
	1.2

	Residues in the disallowed region (%)
	0
	0


