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[370] Gilles Cohen, Mélanie Hilario, Hugo Sax, Stphane Hugonnet, Christian
Pellegrini, and Antoine Geissbuhler. An application of one-class support
vector machine to nosocomial infection detection. Medinfo, 11(Pt 1):716–
20, 2004.

[371] William W. Cohen, Andrew McCallum, and Sam T. Roweis, editors.
Machine Learning, Proceedings of the Twenty-Fifth International Con-
ference (ICML 2008), Helsinki, Finland, June 5-9, 2008, volume 307 of
ACM International Conference Proceeding Series. ACM, 2008.

[372] A. Coi, I. Massarelli, L. Murgia, M. Saraceno, V. Calderone, and
A. M. Bianucci. Prediction of hERG potassium channel affinity by the
CODESSA approach. Bioorg. Med. Chem., 14(9):3153–3159, May 2006.

[373] Jason C Cole, Christopher W Murray, J. Willem M Nissink, Richard D
Taylor, and Robin Taylor. Comparing protein-ligand docking programs
is difficult. Proteins, 60(3):325–332, Aug 2005.

[374] D. Jackson Coleman, Ronald H Silverman, Mark J Rondeau, H. Cul-
ver Boldt, Harriet O Lloyd, Frederic L Lizzi, Thomas A Weingeist, Xue
Chen, Sumalee Vangveeravong, and Robert Folberg. Noninvasive in vivo
detection of prognostic indicators for high-risk uveal melanoma: ultra-
sound parameter imaging. Ophthalmology, 111(3):558–64, Mar 2004.

[375] Nigel Collier and Koichi Takeuchi. Comparison of character-level and
part of speech features for name recognition in biomedical texts. J
Biomed Inform, 37(6):423–35, Dec 2004.

[376] M. Collins and N. Duffy. Convolution Kernels for Natural Language. In
T. G. Dietterich, S. Becker, and Z. Ghahramani, editors, Adv. Neural.
Inform. Process Syst., volume 14, pages 625–632. MIT Press, 2001.

[377] Ronan Collobert, Samy Bengio, and Yoshua Bengio. A parallel mixture
of SVMs for very large scale problems. Neural Comput, 14(5):1105–14,
May 2002.

[378] Pierre Comon. Independent component analysis: a new concept? Signal
Processing, 36(3):287–314, 1994.

[379] International Human Genome Sequencing Consortium. Initial sequencing
and analysis of the human genome. Nature, 409(6822):860–921, Feb 2001.

[380] D. Conte, P. Foggia, C. Sansone, and M. Vento. Thirty years of graph
matching in pattern recognition. International journal of pattern recog-
nition and artificial intelligence, 18(3):265–298, 2004.

[381] C. Cooper, M. Harrison, M. Wilkins, and N. Packer. GlycoSuiteDB: a
new curated relational database of glycoprotein glycan structures and
their biological sources. Nucleic Acids Res., 29:332–335, 2001.

31



[382] L. P. Cordella, P. Foggia, C. Sansone, and M. Vento. Performance eval-
uation of the vf graph matching algorithm. In ICIAP ’99: Proceedings
of the 10th International Conference on Image Analysis and Processing,
page 1172, Washington, DC, USA, 1999. IEEE Computer Society.

[383] C. Cortes, P. Haffner, and M. Mohri. Rational Kernels. In Suzanna
Becker, Sebastian Thrun, and Klaus Obermayer, editors, Advances in
Neural Information Processing Systems 15. MIT Press, 2003.

[384] B. Coupez and R. A. Lewis. Docking and scoring–theoretically easy,
practically impossible? Curr Med Chem, 13(25):2995–3003, 2006.

[385] Timothee Cour, Praveen Srinivasan, and Jinbo Shi. Balanced graph
matching. In Advanced in Neural Information Processing Systems, 2006.

[386] T.M. Cover and E. Ordentlich. Universal portfolios with side information.
IEEE Trans. Inform. Theory, 42(2):348–363, Mar 1996.

[387] T.M. Cover and J.A. Thomas. Elements of Information Theory. John
Wiley, New-York, 1990.

[388] J.K. Cowell and L. Hawthorn. The application of microarray technology
to the analysis of the cancer genome. Current Molecular Medicine, 7:103–
120, 2007.

[389] D. Cox and F. O’Sullivan. Asymptotic analysis of penalized likelihood
and related estimators. Ann. Stat., 18:1676–1695, 1990.

[390] David D Cox and Robert L Savoy. Functional magnetic resonance imag-
ing (fMRI) ”brain reading”: detecting and classifying distributed pat-
terns of fMRI activity in human visual cortex. Neuroimage, 19(2 Pt
1):261–70, Jun 2003.

[391] F. Crick. Central dogma of molecular biology. Nature, 227:561–563, 1970.

[392] N. Cristianini and J. Shawe-Taylor. An introduction to Support Vector
Machines and other kernel-based learning methods. Cambridge University
Press, 2000.

[393] N. Cristianini, J. Shawe-Taylor, and H. Lodhi. Latent semantic kernels.
J. Intell. Inform. Syst., 18(2-3):127–152, 2002.

[394] C. M. Croce. Oncogenes and cancer. N. Engl. J. Med., 358(5):502–511,
Jan 2008.

[395] M. Csorgo and P. Revesz. Strong Approximations of the Quantile Pro-
cess. Ann. Stat., 6(4):882–894, July 1978.

[396] F. Cucker and S. Smale. Best choices for regularization parameters in
learning theory: on the bias-variance problem. Foundations of Compu-
tational Mathematics, 2(4):413–428, 2002.

32



[397] F. Cucker and S. Smale. On the mathematical foundations of learning.
Bull. Amer. Math. Soc, 39:1–49, 2002.

[398] J. A. Cuff and G. J. Barton. Evaluation and improvement of multiple
sequence methods for protein secondary structure prediction. Protein.
Struct. Funct. Genet., 34:508–519, 1999.

[399] Q. Cui, T. Jiang, B. Liu, and S. Ma. Esub8: A novel tool to predict
protein subcellular localizations in eukaryotic organisms. BMC Bioin-
formatics, 5(66):66, 2004.

[400] M. E. Curran, I. Splawski, K. W. Timothy, G. M. Vincent, E. D. Green,
and M. T. Keating. A molecular basis for cardiac arrhythmia: HERG
mutations cause long QT syndrome. Cell, 80(5):795–803, Mar 1995.

[401] Keira R. Curtis, Matej Oresic, and Antonio Vidal-Puig. Pathways to
the analysis of microarray data. Trends in Biotechnology, 23(8):429–435,
2005.

[402] M. Cuturi, K. Fukumizu, and J.-P. Vert. Semigroup kernels on measures.
J. Mach. Learn. Res., 6:1169–1198, 2005.

[403] M. Cuturi and J.-P. Vert. A mutual information kernel for strings. In
Proceedings of IJCNN 2004, pages 1904–1910, 2004.

[404] M. Cuturi and J.-P. Vert. The context-tree kernel for strings. Neural
Network., 18(4):1111–1123, 2005.

[405] M. Cuturi and J.-P. Vert. Semigroup kernels on finite sets. In
Lawrence K. Saul, Yair Weiss, and Léon Bottou, editors, Adv. Neural In-
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ParisTech, 2008.

[675] Z. Harchaoui and F. Bach. Image classification with segmentation graph
kernels. In 2007 IEEE Computer Society Conference on Computer Vi-
sion and Pattern Recognition (CVPR 2007), pages 1–8. IEEE Computer
Society, 2007.
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[1293] G. Rätsch and S. Sonnenburg. Accurate splice site detection for
Caenorhabditis elegans. In B. Schölkopf, K. Tsuda, and J.P. Vert, ed-
itors, Kernel Methods in Computational Biology, pages 277–298. MIT
Press, 2004.
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