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. sequence clone
type size

coverage coverage

Plasmid 2.6kb 9.69 23.1
Plasmid 7.5kb 0.48 4.3
Fosmid 35.5, 37.5kb 0.26 11.1
BAC 130-210kb 0.12 15.0
Total 10.55 53.5
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Rk &SGR L v v — VT K SR

bases (Mb) Percentage

oriented 584.0 83.37

Anchored unoriented 14.7 2.10
unordered 29.1 4.16

Unanchored 72.6 10. 37

Total 700. 4 100. 00
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TOOLS

DNA Surfing

Like a good tour guide, the Gene Resource Locator can help you find
the highlights of the mouse and human genomes. Hosted by the
University of Tokyo, the site lets you scroll through individual
chromosomes to locate features such as exons (noncoding DNA),
introns (coding DNA), common mutations known as SNPs, and
matches for expressed sequence tags: snippets of DNA used as tools
to pinpoint genes or gauge their activity. You can pick out sequences
whose RNA might undergo altemative splicing, creating different
proteins. To find out whether a gene is switched on in a particular
tissue, link to the BodyMap gene activity database.
gri.gik.u-tokyo.ac |p
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KDD Cup 2001

Because of the rapid growth of interest in mining biological databases, KDD Cup 2001 was
focused on data from genomics and drug design. Sufficient (yet concise) information was
provided so that detailed domain knowledge was not a reguirement for entry. A total of
136 groups participated to produce a total of 200 submitted predictions over the 3 tasks:
114 for Thrombin, 41 for Function, and 45 for Localization.

KDD Gup 2001 Winners

The KDD Cup summary presentation from KDD-2001 is available in powerpoint,
postscript, or pdf Winners' presentations are available blow:

« Task 1, Thrombin: Jie Cheng (Canadian Imperial Bank of Commerce).

Presentation: powerpoint, postscript, pdf
« Task 2, Function: Mark-A. Krogel (University of Magdeburg).

Presentation: powerpoint, postscript, pdf.
« Task 3, Localization: Hisashi Hayashi, Jun Sese, and Shinichi Morishita

(University of Tokyo). Presentation: powerpoint, postscript, pdf.
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