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Division of bands in different resolutions; an example case for a part of chromosome 17.
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Changing the data resolution to finer resolution
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Duplicate copies of similar cytogenetic bands is made in the higher resolution
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Changing the data resolution to coarser resolution.

Cytogenetic band in lower resolution is amplified if any of the bands in higher res-
olution is amplified, otherwise not.
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The number of amplifications produced by different downsampling techniques are
M I XT U R E M O D E L L I N G also fairly similar. This is an example case for chromosome-6 and resolution-393
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composed of 61,0,,05...6;. Mixture modelling 300 4 -0.7028
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T fiter — fiter + fic g cancer (2007), Lecture Notes in Computer Science (in-
8 while e > K do cluding subseries Lecture Notes in Artificial Intelligence
9 Copy the unique row to the test set 7; — U; and Lecture Notes in Bioinformatics), 4507 LNCS, pp.
10: Liter = Witer — IC i . 972-979.
11: j=j+1 asf el S.Myllykangas, J. Himberg, T. Bohling, B. Nagy, ]. Hollmén
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14: return T 7324-7332.

Example case of model selection for chromosome-13 in
resolution 550. Number of components selected in this
case is 8.



