
 
Figure 3: Representative SAXS and MALS data and fit for 88 bp dsDNA + pLys(50)-PEG(5k) 
worm-like micelle. Scattering at low-q (large distance scales) is dominated by the external surface 
of the PCM, and is fit well by a flexible cylinder model (red). At higher q values (smaller length 
scale), scattering is dominated by the individual polymers inside the PCM core, fit here by a power 
law (green) with low q cutoff. We also observe parallel packing of dsDNA helices within the PCM 
core, resulting in a quasi-Bragg diffraction peak (blue). The black dashed line shows that combining 
these models accurately describes the SAXS data, and the addition of light-scattering data (open 
circles) extends the size range over nearly 4 orders of magnitude. Fitting results give a PCM 
population with Mean Radius = 11.0 nm and PDI=0.03, power law at high q of 1.81 and the 
diffraction peak represents inter-helix spacing of 2.71 nm. SAXS data previously reported25 and 
publicly available35. 
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