
Data collection and processing
A single wavelength anomalous diffraction experiment was carried out at the CuKa
wavelength on crystals cryoprotected in mother liquor plus 25% 2-methyl-2,4-
pentanediol; clear diffraction was observed to at least 1.8 Å resolution. We indexed,
integrated and scaled the data using D*TREK25, identified heavy atom sites with SOLVE26,
and carried out refinement with CNS27 to obtain a model with finalRxtal and R free values of
17.8% and 22.8%, respectively. The model contains all RNA atoms except A82, for which
electron density was not observed, along with the hypoxanthine ligand. For additional
experimental details and references, see Supplementary Information.
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11. Baugh, C., Grate, D. & Wilson, C. 2.8 Å crystal structure of the malachite green aptamer. J. Mol. Biol.

301, 117–128 (2000).

12. Koizumi, M., Soukup, G. A., Kerr, J. N. & Breaker, R. R. Allosteric selection of ribozymes that respond

to the second messengers cGMP and cAMP. Nature Struct. Biol. 6, 1062–1071 (1999).

13. Leulliot, N. & Varani, G. Current topics in RNA–protein recognition: control of specificity and

biological function through induced fit and conformational capture. Biochemistry 40, 7947–7956

(2001).

14. Williamson, J. R. Induced fit in RNA–protein recognition. Nature Struct. Biol. 7, 834–837 (2000).

15. Mandal, M. & Breaker, R. R. Adenine riboswitches and gene activation by disruption of a transcription

terminator. Nature Struct. Mol. Biol. 11, 29–35 (2004).

16. Doherty, E. A., Batey, R. T., Masquida, B. & Doudna, J. A. A universal mode of helix packing in RNA.

Nature Struct. Biol. 8, 339–343 (2001).

17. Nissen, P., Ippolito, J. A., Ban, N., Moore, P. B. & Steitz, T. A. RNA tertiary interactions in the large

ribosomal subunit: the A-minor motif. Proc. Natl Acad. Sci. USA 98, 4899–4903 (2001).

18. Cate, J. H. et al. RNA tertiary structure mediation by adenosine platforms. Science 273, 1696–1699

(1996).

19. Correll, C. C., Beneken, J., Plantinga, M. J., Lubbers, M. & Chan, Y. L. The common and the distinctive
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The GenBank accession number was supplied incorrectly as
AAEL000000. The sentence should have read: ‘The sequences
reported in this paper have been deposited in GenBank under the
project accession number AAEL00000000.’. In addition, the received
date should have been 14 March 2004. A
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