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Fig. S1A-D. Differences in chemical shift of backbone amide groups between ECAD12

fragments with different N-terminal extensions. The total concentration of the fragments is

indicated in parentheses. Differences are calculated as the second mentioned form subtracted

from the first. (A): Differences between M-ECAD12 (0.6 mM) and HisXa-ECAD12 (1.1

mM), both under calcium-free conditions. Please note the five-fold expansion of the vertical

axes as compared to B-D.
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Figure S1B: Shift differences between monomeric HisXa-ECAD12 (1.1 mM) and

monomeric ECAD12 (1.0 mM), both under calcium-free conditions.
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Figure S1C: Shift differences between monomeric, calcium-free ECAD12 (1.0 mM) and

monomeric, calcium-bound ECAD12 (0.4 mM).
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Figure S1D: Chemical shift differences between calcium-bound, associated ECAD12 (0.4

mM) and calcium-bound, monomeric ECAD12 (0.4 mM). No chemical shift differences

between monomeric and associated form could be detected beyond residue number 100, i.e.

for residues outside of the CAD1 domain.


