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[4] A. Gionis, H. Mannila, T. Mielikäinen, and P. Tsaparas. Assessing data mining
results via swap randomization. ACM Transactions on Knowledge Discovery from
Data (TKDD), 1(3):14, 2007.
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[6] A. Gionis, H. Mannila, K. Puolamäki, and A. Ukkonen. Algorithms for discovering
bucket orders from data. In Proceedings of the 12th ACM SIGKDD international
conference on Knowledge discovery and data mining, pages 561–566, 2006.

[7] A. Gionis, H. Mannila, and P. Tsaparas. Clustering aggregation (long version). ACM
Transactions on Knowledge Discovery from Data, 1(1), 2007.

[8] R. Gupta, S. Ruosaari, S. Kulathinal, J. Hollmén, and P. Auvinen. Microarray image
segmentation using additional dye - an experimental study. Molecular and Cellular
Probes, (5-6):321–328, 2007.

[9] R. Gwadera, A. Gionis, and H. Mannila. Optimal segmentation using tree models.
In 2006 IEEE International Conference on Data Mining 2006, pages 244–253, 2006.

[10] R. Gwadera, J. Toivola, and J. Hollmén. Segmenting multi-attribute sequences us-
ing dynamic Bayesian networks. In Proceedings of The Seventh IEEE International
Conference on Data Mining - Workshops (ICDM Workshops 2007), pages 465–470.
IEEE Computer Society, 2007.

283



284 Publications of the From Data to Knowledge Research Unit

[11] N. Haiminen and H. Mannila. Discovering isochores by least-squares optimal segmen-
tation. Gene, 394(1-2):53–60, 2007.

[12] N. Haiminen, H. Mannila, and E. Terzi. Comparing segmentations by applying ran-
domization techniques. BMC Bioinformatics, 8(171 (23 May 2007)), 2007.

[13] D. R. Hardoon, J. Shawe-Taylor, A. Ajanki, K. Puolamäki, and S. Kaski. Information
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[24] N. Landwehr, T. Mielikäinen, L. Eronen, H. Toivonen, and H. Mannila. Constrained
hidden markov models for population-based haplotyping. In Probabilistic Modeling
and Machine Learning in Structural and Systems Biology (PMSB 2006) 2006, 2006.

[25] P. Lindholm, P. Nymark, H. Wikman, K. Salmenkivi, A. Nicholson, M. V. Korpela,
S. Kaski, S. Ruosaari, J. Hollmen, E. Vanhala, A. Karjalainen, S. Anttila, V. Kin-
nula, and S. Knuutila. Asbestos-associated malignancies in the lung and pleura show
distinct genetic aberrations. Lung cancer, 54:15, 2006.

[26] S. Luyssaert, I. Janssens, M. Sulkava, D. Papale, A. Dolman, M. Reichstein, T. Suni,
J. Hollmén, T. Vesala, D. Lousteau, B. Law, and E. Moors. Photosynthesis drives
interannual variability in net carbon-exchange of pine forests at different latitudes. In
Proceedings of the Open Science Conference on the GHG Cycle in the Northern Hemi-
sphere, pages 86–87, Jena, Germany, 2006. CarboEurope, NitroEurope, CarboOcean,
and Global Carbon Project.

[27] S. Luyssaert, I. A. Janssens, M. Sulkava, D. Papale, A. J. Dolman, M. Reichstein,
J. Hollmén, J. G. Martin, T. Suni, T. Vesala, D. Lousteau, B. E. Law, and E. J.
Moors. Photosynthesis drives anomalies in net carbon-exchange of pine forests at
different latitudes. Global Change Biology, 13(10):2110–2127, 2007.

[28] S. Luyssaert, M. Sulkava, H. Raitio, J. Hollmén, and P. Merilä. Is n and s de-
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[39] K. Puolamäki, J. Salojärvi, E. Savia, and S. Kaski. Discriminative mcmc. Technical
Report Report E1, Helsinki University of Technology, Espoo, Finland, 2006.

[40] A. Rasinen, J. Hollmén, and H. Mannila. Analysis of linux evolution using aligned
source code segments. In N. Lavrac, L. Todorovski, and K. Jantke, editors, Proceedings
of the Ninth International Conference on Discovery Science, pages 209–218. Springer-
Verlag, 2006.

[41] E. Salmela, O. Taskinen, J. K. Seppänen, P. Sistonen, M. J. Daly, P. Lahermo, M.-L.
Savontaus, and J. Kere. Subpopulation difference scanning: a strategy for exclusion
mapping of susceptibility genes. Journal of medical genetics, 43:590–597, 2006.

[42] M. Sulkava, S. Luyssaert, P. Rautio, I. A. Janssens, and J. Hollmén. Modeling the
effects of varying data quality on trend detection in environmental monitoring. Eco-
logical Informatics, 2(2):167–176, 2007.
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