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Fig. S1 Structural Characterization of 12 peptides by HPLC and Mass Spectrometry
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Fig. S2 The toxicity of P5 to MDCK cells

Table S1 Gene expression levels and Pathway definition

Expression levels

KO name Pathway definition
Control P5
artQ ABC transporters 80.34 7.4
artR ABC transporters 162.77  14.07
hutU Histidine metabolism 87.58 14.93
hutl Histidine metabolism 93.18 19.04
hutG Histidine metabolism 11221  60.53
Arginine biosynthesis;Alanine, aspartate and glutamate
argG metabolism;Fluid shear stress and atherosclerosis 42689 2421
argH Arginine b1osynthes1s;A1an1n§, aspartate and glutamate 32226 1887
metabolism
Arginine biosynthesis;Arginine and proline
rock metabolism; Amoebiasis;Efferocytosis 2923 157.81
rot Quorum sensing 921.83 273.64




Table S2 Gene expression levels and Pathway definition

Peptide No. Peptide Structure
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Fig.S3 MIC and MBC determination of peptide P5 against MRSA. (A) MIC assay. (B) MBC assay.
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Fig.S4 Antibacterial activity of P5 against SA.



