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Figure S1. Representative LC-MS chromatogram of Ami fraction in B. pumilus culture medium. Ami 
(AmiA) and its degradation products are indicated. Amicoumacin B (AmiB) and amicoumacin C 
(AmiC) result from Ami lactonization (AmiC) followed by hydrolysis (AmiB). 
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Figure S2. MS spectra of Ami (AmiA). AmiA [M+H]+ m/z = 424.2076, Δ = 1 ppm. The positive mode 
HCD mass spectrum (inset). 
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Figure S3. MS spectra of AmiB. AmiB [M+H]+ m/z = 425.1917, Δ = 1 ppm. The positive mode HCD 
mass spectrum (inset). 
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Figure S4. MS spectra of AmiC. AmiB [M+H]+ m/z = 407.1813, Δ = 1 ppm. The positive mode HCD 
mass spectrum (inset). 
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Figure S5. Cross-antagonistic activity landscapes of S. aureus and E. coli. S. aureus and E. coli were 
cocultivated using various cell ratios. Fluorescence of target S. aureus (A) or E. coli (B) cells was 
analyzed after 24 h of cocultivation. Heatmap indicates maximal proliferation of target S. aureus (A) 
or E. coli (B) cells estimated by relative fluorescence level. 
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Figure S6. The architecture of Ami clusters (1-5), Ami-like clusters (6,7), and ZmA clusters (8,9). 
Ami clusters: (i) B. pumilus type (B. pumilus (1), Priestia endophytica (2)), (ii) B. subtilis type (B. subtilis 
(4), B. bingmayongensis (3)), Paludifilum halophilum (5), and (iii) Paenibacillus type (P. dendritiformis (7), 
P. sp. (6)). ZmA clusters (8,9). BGCs encoding Ami are colored with warm colors (yellow, orange, 
and red). BGCs encoding zwittermicin A (ZmA) are colored with cold colors (sapphire and violet). 
Core Ami enzymes are colored with orange. ZmA cluster is colored with violet. Transporter AmiP 
is colored with green. Kinase AmiN and phosphatase AmiO, mediate self-resistance toward Ami 
and Ami activation, respectively. AmiN and AmiO are colored with aquamarine. Paenibacillus genes 
encoding proteins putatively associated with transport/self-resistance are colored with red. 

 


