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[110] Joël Janin, S. Miller, and Cyrus Chothia. Surface, subunit interfaces and interior of oligomeric
proteins. Journal of Molecular Biology, 204:155–164, 1988.

[111] J.D.Madura, J.M.Briggs, R.C.Wade, M.E.Davis, B.A.Luty, A. Ilin, J.Antosciewicz,
M.K.Gilson, B. Bagheri, L.R.Scott, and J.A.McCammon. Electrostatics and diffusion of
molecules in solution: Simulations with the University of Houston Brownian Dynamics pro-
gram. Comp. Phys. Commun., 91:57–95, Sept. 1995.

[112] George A. Jeffrey. An introduction to hydrogen bonds. Oxford Science Publications, Clarendon
Press, Oxford, 1997.

[113] George A. Jeffrey. Hydrogen-bonding: An update. Crystallography Reviews, 9:135–176, Jan
2003. 10.1080/08893110310001621754.

[114] S. Jones, A. Marin, and J. M. Thornton. Protein domain interfaces: characterization and
comparison with oligomeric protein interfaces. Protein Eng., 13:77–82, 2000.

Draft: January 24, 2008, do not distribute 222



BIBLIOGRAPHY BIBLIOGRAPHY

[115] Susan Jones and Janet M. Thornton. Principles of protein-protein interactions. Proceedings
of the National Academy of Sciences, USA, 93:13–20, 1996.

[116] Susan Jones and Janet M. Thornton. Analysis of protein-protein interaction sites using surface
patches. Journal of Molecular Biology, 272:121–132, 1997.

[117] Susan Jones and Janet M. Thornton. Prediction of protein-protein interaction sites using
patch analysis. Journal of Molecular Biology, 272:133–143, 1997.

[118] U. Kaatze, R. Behrends, and R. Pottel. Hydrogen network fluctuations and dielectric spec-
trometry of liquids. Journal of Non-Crystalline Solids, 305(1):19–28, 2002.

[119] R. Kaufmann, U. Junker, M. Schilli-Westermann, C. Klötzer, J. Scheele, and K. Junker.
Meizothrombin, an intermediate of prothrombin cleavage potently activates renal carcinoma
cells by interaction with par-type thrombin receptors. Oncology Reports, 10:493–496, 2003.

[120] W. Kauzmann. Some factors in the interpretation of protein denaturization. In Advances in
Protein Chemistry, volume 14, pages 1–63. Academic Press, 1959.

[121] S. S. Kim, T. J. Smith, M. S. Chapman, M. C. Rossmann, D. C. Pevear, F. J. Dutko, P. J.
Felock, G. D. Diana, and M. A. McKinlay. Crystal structure of human rhinovirus serotype
1A (HRV1A). Journal of Molecular Biology, 210:91–111, 1989.

[122] M. Klein, A. Martinez, R. Seiler, and X. P. Wang. Born-Oppenheimer expansion for poly-
atomic molecules. Comm. Math. Phys, pages 607–639, 1992.

[123] W. Klopper, J. G. C. M. van Duijneveldt-van de Rijdt, and F. B. van Duijneveldt. Compu-
tational determination of equilibrium geometry and dissociation energy of the water dimer.
Physical Chemistry Chemical Physics, 2:2227– 2234, 2000.

[124] Peter A. Kollman and Leland C. Allen. The theory of the hydrogen bond. Chemical Reviews,
72(3):283–303, 1972.

[125] E. V. Koonin, Y. I. Wolf, and G. P. Karev. The structure of the protein universe and genome
evolution. Nature, 420:218–223, 2002.

[126] J. Korlach, P. Schwille, W. W. Webb, and G. W. Feigenson. Characterization of lipid bilayer
phases by confocal microscopy and fluorescence correlation spectroscopy. Proceedings of the
National Academy of Sciences, USA, 96:8461–8466, 1999.

[127] A. A. Kornyshev and A. Nitzan. Effect of overscreeming on the localization of hydrated
electrons. Zeitschrift für Physikalische Chemie, 215(6):701–715, 2001.

[128] Tanja Kortemme, Alexandre V. Morozov, and David Baker. An orientation-dependent hy-
drogen bonding potential improves prediction of specificity and structure for proteins and
protein-protein complexes. Journal of Molecular Biology, 326:1239–1259, 2003.

Draft: January 24, 2008, do not distribute 223



BIBLIOGRAPHY BIBLIOGRAPHY

[129] Gennady V. Kozhukh, Yoshihisa Hagihara, Toru Kawakami, Kazuhiro Hasegawa, Hironobu
Naiki, and Yuji. Goto. Investigation of a peptide responsible for amyloid fibril forma-
tion of beta 2-microglobulin by achromobacter protease I. Journal of Biological Chemistry,
277(2):1310–1315, Jan 2002.

[130] Lawrence M. Krauss. Fear of Physics. Basic Books, 1994.

[131] S. Krishnaswamy and Michael G. Rossmann. Structural refinement and analysis of mengo
virus. Journal of Molecular Biology, 211:803–844, 1990.

[132] J. Kroon, J. A. Kanters, J. G. C. M. van Duijneveldt-van De Rijdt, F. B. van Duijneveldt,
and J. A. Vliegenthart. O-H · · O hydrogen bonds in molecular crystals a statistical and
quantum-chemical analysis. Journal of Molecular Structure, 24:109–129, Jan 1975.

[133] J. Kyte and R. F. Doolittle. A simple method for displaying the hydropathic character of a
protein. Journal of Molecular Biology, 157:105–132, 1982.

[134] M. Laing. No rabbit ears on water. J. Chem. Ed., 64:124–128, 1987.

[135] S. Leikin and A. A. Kornyshev. Theory of hydration forces. nonlocal electrostatic interaction
of neutral surfaces. J. Chem. Phys., 92(6):6890–6898, 1990.

[136] P.A. Leland, K.E. Staniszewski, C. Park, B.R. Kelemen, and R.T. Raines. The ribonucleolytic
activity of angiogenin. Biochemistry, 41(4):1343–1350, 2002.

[137] Yaakov Levy and Jose N. Onuchic. Water and proteins: A love-hate relationship. Proceedings
of the National Academy of Sciences, USA, 101(10):3325–3326, 2004.

[138] Laurent Limozin and Erich Sackmann. Polymorphism of cross-linked actin networks in giant
vesicles. Phys Rev Lett, 89(16):168103, Oct 2002.

[139] M. Lisal, J. Kolafa, and I. Nezbeda. An examination of the five-site potential (TIP5P) for
water. Journal of Chemical Physics, 117:8892–8897, November 2002.

[140] Bernard A. Liu, Karl Jablonowski, Monica Raina, Michael Arcé, Tony Pawson, and Piers D.
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