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Here, we report three additional test cases extracted from a recent SAXS bench-
mark1

• ATG7: Ubiquitin-like modifier-activating enzyme, ATG7 C-terminal domain2

• PYR1P: Abscisic acid receptor PYR13

• SOD: Superoxide dismutase4
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Figure 1: Mean (blue) and standard deviation (red) of the SAXS profile of three
different protein systems. X-axis is q(Å

−1
). Left y-axis is SAXS intensity

(A.U.), right y-axis is standard deviation (left panel, A.U.) or coefficient of
variation V ≡ σ/µ (right panel).
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Figure 2: ATG7
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Figure 3: PYR1P
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Figure 4: sod
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