
2.3 Å resolution. The crystal belongs to space group P21, with cell dimensions of
a ¼ 57.3 Å, b ¼ 66.4 Å, c ¼ 90.0 Å and b ¼ 103.18. For the b4 core crystal, a 3.0 Å
resolution data set was collected. The crystal also belongs to space group P21, but is non-
isomorphous with that of b3 core, with cell dimensions of a ¼ 60.3 Å, b ¼ 83.2 Å,
c ¼ 72.3 Å and b ¼ 94.98. The data set for the b3 core–AID crystal was collected to 2.6 Å
resolution. It belongs to space group C2, with cell dimensions of a ¼ 252.3 Å, b ¼ 69.0 Å,
c ¼ 60.7 Å and b ¼ 96.78. There are two molecules in the asymmetric unit for all three
crystals, giving a Vm (Matthew’s coefficient) of 2.0 Å3 Da21, 2.3 Å3 Da21 and 2.9 Å3 Da21,
respectively. All diffraction data were collected at the X4A beamline of the Brookhaven
National Laboratory. The diffraction images were processed and scaled with the HKL
package22. The data processing statistics are summarized in Supplementary Table 1.

Structure determination and refinement
The locations of Se atoms in the b3 core crystal were determined with the program
SOLVE23. Reflection phases to 2.3 Å resolution were calculated and improved with the
same program, which also automatically located 50% of the residues in the molecule. The
full atomic model was built into the electron density with the program O24. Structure
refinement was carried out with the program CNS25. The structures of the b3 core–AID
complex and b4 core were determined by the molecular replacement method with the
program COMO26 using the b3 core structure as the model, and were refined as described
above. The statistics on structural refinement are summarized in Supplementary Table 1.
The current models fit the electron density map well and all main-chain dihedral angles are
located in favourable regions on the Ramachandran plot (Supplementary Fig. 2).

Oocyte expression and electrophysiology
All constructs for oocyte expression were subcloned into variants of pGEMHE. cRNAs
were synthesized in intro and injected in various combinations into Xenopus oocytes,
which were obtained and maintained as described27. Two-electrode voltage-clamp
recordings were performed as described27. Data are presented as mean ^ s.d. (number of
observations).
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