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Figure 1: Ensemble average SAS profile (solid red), 68% (10) confidence interval
(dashed red) and 9 example SAS profiles (grey) of p15PAF protein ensemble’
(PED code PED6AAA). The deposited ensemble contains 4939 structures.
Individual SAXS profiles were calculated using FoXS with ¢l = 1 and
c2 =0.68.
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Figure 2: p15PAF SAS profile numerical correlations using ensemble deposited on
PED (code PED6AAA, see text).2 Rg = 31.4A. Smallest correlation is
-0.47 and is indicated by a blue dot. The deposited ensemble contains
4939 structures. Individual SAXS profiles were calculated using FoXS with
cl =1and c2 = 0.68.
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