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Small angle X-ray Scattering (SAXS) 

 
Figure S1. SAXS plots of linear battacin lipopeptides with various concentrations.  



 
 

Figure S2. Guinier plots of linear battacin lipopeptides at various concentrations.  

The Rg values for all the battacin lipopeptides did not change drastically, except for the GZC14 
due to the self-assembly above 1.5 mg mL-1. No additional features in the scattering plots were 
observed with varying concentrations. Also, the molecular weight was calculated based on the 
absolute scale analysis with the calculated partial specific volume and contrast. The values did 
not deviate by an order of magnitude from their theoretical values.   
 
Table S1. Summary of Rg values resolved by Guinier analysis.  

Concentration Rg / Å 
GZC0 GZC6 GZC6B GZC14 

0.5 mg mL-1 4.2 ± 0.9 4.9 ± 0.8 5.0 ± 0.7 Insufficient signals 
1.5 mg mL-1 5.0 ± 0.3 4.9 ± 0.1 4.8 ± 0.3 19.2 ± 0.5 
2.5 mg mL-1 4.8 ± 0.2 4.8 ± 0.1 4.8 ± 0.2 20.5 ± 0.6 
5.0 mg mL-1 5.1 ± 0.1 4.2 ± 0.1 4.7 ± 0.1 21.1 ± 0.2 

 



 
Figure S3. Representation of ten candidate ab initio models used, and the final model at the bottom (for GZC0). 

 
Peptide number calculation 
 
The volume of each aggregate =	 $

%
𝜋𝑟% 

Where 𝑟 = 12.5	Å + 9.1	Å	from the fitting parameters in Table 3.  
 
Volume of an aggregate = 42200	Å% 
 
We then can estimate the volume of each GZC14 molecule within the aggregate from SLD.  
 

𝑆𝐿𝐷 = 	
∑ 𝑏66

𝑉  
where bi is bound coherent scattering length.1 
SLD values used or fitted ware used for this calculation 
 
The combined volume of peptide and fatty acid chain is 272 Å% . The number of GZC14 
molecules that constitute one aggregate is approximately 155. 
 
 



 
Figure S4. CD spectra of GAZC14 at 10.0 mg mL-1.  
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