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[24] T. A. Brünger. X-PLOR version 3.1. Ya-
le University Press, New Haven and London,
1992.

[25] A. I. Bukhari, J. L. Shapiro, and S. L. Adhya.
DNA insertion elements, plasmids and episo-
mes. Cold Spring Harbor Laboratory, Cold
Spring Harbor, N.Y., 1977.

[26] V. Burdett. Purification and characterizati-
on of Tet(M), a protein that renders riboso-
mes resistant to tetracycline. J. Biol. Chem.,
266:2872–2877, 1990.

[27] W. R. Busing and H. A. Levy. Computing
Methods and Phase Problem in X-ray Crystal
Analysis. Pergamon, Oxford, 1961.

[28] C. R. Cantor, M. M. Warshaw, and H. Sha-
piro. Oligonucleotide interactions. III. Circu-
lar dichroism studies of the conformation of
deoxynucleotides. Biopolymers, 9:1059–1077,
1970.

[29] CCP4. The CCP4 suite: programs for protein
crystallography. Acta Cryst., D50:760–763,
1994.

[30] W. C.-W. Cheng. Autor.

[31] I. Chopra, P. M. Hawkey, and M. Hinton. Te-
tracycline, molecular and clinical aspects. J.
Antimicrob. Chemother., 29:245–277, 1992.

[32] I. Chopra, R. W. Lacey, and J. Connolly. Bio-
chemical and genetic basis of tetracycline resi-
stance in Staphylococcus aureus. Antimicrob.
Agents Chemother., 6:397–404, 1974.

[33] C. Chothia and A. M. Lesk. The relation bet-
ween the divergence of sequence and structure
in proteins. EMBO J., 5:823–826, 1986.

[34] V. P. Chuprina, J. A. C. Rullmann, R. M.
J. N. Lamerichs, J. H. van Boom, R. Boelens,
and R. Kaptein. Structure of the complex of
lac repressor headpiece and an 11 base-pair
half operator determined by nuclear magnetic
resonance spectroscopy and restrained mole-
cular dynamics. J. Mol. Biol., 234:446–462,
1993.

[35] B. N. Conner, T. Takano, S. Tanaka, and K. I.
R. E. Dickerson. The molecular structure
of d(ICpCpGpG), a fragment of right-handed
double helical A-DNA. Nature, 295:294–299,
1982.

[36] J. Degenkolb, M. Takahashi, G. A. Elle-
stad, and W. Hillen. Structural require-
ments of tetracycline-Tet repressor interacti-
on: determination of equilibrium binding con-
stants for tetracycline analogs with the Tet
repressor. Antimicrob. Agents Chemother.,
35:1591–1595, 1991.

[37] J. Donohue. Hydrogen-bonded helical confi-
gurations of the polypeptide chain. Proc. Nat.
Acad. Sci. USA, 39:470–478, 1953.

[38] A. Ducruix and R. Giegé. Crystallization of
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A. Brünger, and H. Berman. New Parame-
ters for the Refinement of Nucleic Acid Con-
taining Structures. Acta Cryst., D52:57–64,
1996.

[125] I. D. Parsons, B. Persson, A. Mekhalfia, G. M.
Blackburn, and P. G. Stockley. Probing
the molecular mechanism of action of co-
repressor in the E. coli methionine repressor-
operator complex using surface plasmon re-
sonance (SPR). Nucleic Acids Res., 23:211–
216, 1995.

[126] J. M. Passner and T. A. Steitz. The structure
of a CAP-DNA complex having two cAMP
molecules bound to each monomer. Proc.
Natl. Acad. Sci. USA, 94:2843–2847, 1997.

[127] M. A. Pearson, L. O. Michel, R. P. Hausinger,
and P. Karplus. Structures of Cys319 vari-
ants and acetohydroxamate-inhibited Klebsi-
ella aerogenes urease. Biochemistry, 36:8164–
8172, 1997.

[128] C. M. Pepe, C. Suzuki, C. Laurie, and R. W.
Simons. Regulation of the ”tetCD” Genes of
Transposon Tn10. J. Mol. Biol., 270:14–25,
1997.



134 LITERATUR

[129] J. Perez, P. Faure, and J. P. Benoit. Mole-
cular rigid-body displacement in a tetragonal
lysozyme crystal confirmed by X-ray diffuse
scattering. Acta Cryst., D52:722–729, 1996.

[130] S. Phillips, K. & Phillips. Electrostatic acti-
vation of Escherichia coli methionine repres-
sor. Structure, 2:309–316, 1994.

[131] J. B. Rafferty, W. S. Somers, I. Saint-Girons,
and S. E. Phillips. Three-dimensional cry-
stal structures of Escherichia coli met repres-
sor with and without corepressor. Nature,
341:705–710, 1989.

[132] G. N. Ramachandran, C. Ramakrishnan, and
V. Sasisekharan. Stereochemistry of polypep-
tide chain configurations. J. Mol. Biol., 7:95–
99, 1963.

[133] G. Ravishanker, S. Swaminathan, D. L.
Beveridge, R. Lavery, and H. Sklenar.
Conformational and helicoidal analysis of
30 PS of molecular dynamics on the
d(CGCGAATTCGCG) double helix: ”cur-
ves”, dials and windows. J. Biomol. Struct.
Dyn., 6:669–699, 1989.

[134] G. Rose, L. Gierasch, and J. Thornton. Turns
in peptides and proteins. Adv. Prot. Chem.,
37:1–109, 1985.

[135] M. G. Rossman. The molecular replacement
method. Gordon and Breach, New York, 1972.

[136] J. Sambrook, E. F. Fritsch, and T. Mania-
tis. Molecular Cloning. Cold Spring Harbor
Laboratory Press, New York, 1989.

[137] S. C. Satchwell, H. R. Drew, and A. A. Tra-
vers. Sequence periodicities in chicken nucleo-
some core DNA. J. Mol. Biol., 191:659–675,
1986.

[138] R. Sauermost. Lexikon der Biochemie und
Molekularbiologie, 1991.

[139] R. E. Sayle and E. J. Milner-White. RAS-
MOL: biomolecular graphics for all. Trends
Biochem. Sci., 20:374–376, 1995.

[140] S. Schaefler, W. Francois, and C. L. Ruby. Mi-
nocycline resistance in Staphylococcus: effect
on phage susceptibility. Antimicrob. Agents
Chemother., 9:600–613, 1976.

[141] Schlegel. Allgemeine Mikrobiologie. Georg
Thieme Verlag, Stuttgart, 1985.

[142] R. Schleif. DNA binding by proteins. Science,
241:1182–1187, 1988.

[143] D. Schnappinger. Persönliche Mitteilung.

[144] S. C. Schultz, G. C. Shields, and T. A. Steitz.
Crystal structure of a CAP-DNA complex:
The DNA is bent by 90. Science, 253:1001–
1007, 1991.

[145] G. E. Schulz and R. H. Schirmer. Princip-
les of protein structure. Springer-Verlag, New
York, 1984.

[146] M. A. Schumacher, K. Y. Choi, H. Zalkin,
and R. G. Brennan. Crystal structure of LacI
member, PurR, bound to DNA: minor groove
binding by alpha helices. Science, 266:763–
70, 1994.

[147] W. G. Scott, J. T. Finch, R. Grenfell, J. Fogg,
T. Smith, M. J. Gait, and A. Klug. Rapid
crystallization of chemically synthesized ham-
merhead RNAs using a double screening pro-
cedure. J. Mol. Biol., 250:327–332, 1995.

[148] R. F. Service. Antibiotics that resist resistan-
ce. Science, 270:724–727, 1995.

[149] Silicon-Graphics.

[150] C. Sizemore, A. Wissmann, U. Gülland, and
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