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mosaic virus at 5 Å resolution. Nature (London), 259, 20–24.

Chapman, M. S., Tsao, J. & Rossmann, M. G. (1992). Ab initio phase
determination for spherical viruses: parameter determination for
spherical-shell models. Acta Cryst. A48, 301–312.

Cornea-Hasegan, M. A., Zhang, Z., Lynch, R. E., Marinescu, D. C.,
Hadfield, A., Muckelbauer, J. K., Munshi, S., Tong, L. &
Rossmann, M. G. (1995). Phase refinement and extension by
means of non-crystallographic symmetry averaging using parallel
computers. Acta Cryst. D51, 749–759.

Cowtan, K. D. & Main, P. (1993). Improvement of macromolecular
electron-density maps by the simultaneous application of real and
reciprocal space constraints. Acta Cryst. D49, 148–157.

Crowther, R. A. (1969). The use of non-crystallographic symmetry
for phase determination. Acta Cryst. B25, 2571–2580.

Das, K., Ding, J., Hsiou, Y., Clark, A. D. Jr, Moereels, H., Koymans,
L., Andries, K., Pauwels, R., Janssen, P. A. J., Boyer, P. L., Clark,

13.3 (cont.)

290

13. MOLECULAR REPLACEMENT

International Tables for Crystallography (2006). Vol. F, References, pp. 290–292.

Copyright © 2006 International Union of Crystallography

http://it.iucr.org/Fa/ch13o4v0001/references/


P., Smith, R. H. Jr, Kroeger Smith, M. B., Michejda, C. J.,
Hughes, S. H. & Arnold, E. (1996). Crystal structure of 8-Cl and
9-Cl TIBO complexed with wild-type HIV-1 RT and 8-Cl TIBO
complexed with the Tyr181Cys HIV-1 RT drug-resistant mutant. J.
Mol. Biol. 264, 1085–1100.

Ding, J., Das, K., Tantillo, C., Zhang, W., Clark, A. D. Jr, Jessen, S.,
Lu, X., Hsiou, Y., Jacobo-Molina, A., Andries, K., Pauwels, R.,
Moereels, H., Koymans, L., Janssen, P. A. J., Smith, R. H. Jr,
Kroeger Koepke, M., Michejda, C. J., Hughes, S. H. & Arnold, E.
(1995). Structure of HIV-1 reverse transcriptase in a complex with
the non-nucleoside inhibitor �-APA R 95845 at 2.8 Å resolution.
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