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Supplementary Methods

Assignment of Chimera spectrum. Sequence specific assignments of the backbone Hn and "N
resonances were transferred from pre-existing assignments for corresponding SC residues™
where possible. Verification of transferred assignments and new assignments were obtained by
using the following 3D triple resonance experiments on uniformly labeled ’C-,""N-Chimera:
HNCO, HN(CA)CO, CBCA(CO)NH, HNCACB, HN(CA)NH, HNCA, HN(CO)CA. HNCO,
HN(CA)CO, HNCA, and HN(CO)CA experiments used semi-constant time "N evolution and
HNCA and HN(CO)CA additionally used constant time “Co. evolution to increase resolution™”'.
All spectra were recorded on Bruker Avance 800 MHz or DRX 500 MHz spectrometers
equipped with cryoprobes with actively shielded Z gradients at 298K. All NMR spectra were

processed with nmrPipe® and assignments were performed using the program CcpNmr

Analysis™.
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Figure S1. Protection from amide exchange for residues in the middle domain. Fractions

unexchanged for Chimera residues 137-243 as described in the text.
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Figure S2. Limited proteolysis and MALDI-TOF MS. Shown here are the mass spectrometry
data for proteolysis-resistant peptides from Chim[SC] and Chim[CA]. The peak for 2-50 is
labeled here but due to the low intensity of the signal was not included in the schematic in Fig.

3b.



