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» Cluster ranking to assess the importance
of clusters

> Decision tree analysis (DT)
» Verified using ten fold cross validation
» Accuracy is used for ranking

> Provides a measure of how well genes of a cluster are —
suited to distinguish between different OA stages

» Overrepresentation analysis (ORA)

> Clusters are ranked corresponding to enrichment of
differentially expressed genes
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A weighted combination of decision tree classifier and
overrepresentation analysis is used for cluster selection
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clusters relevant to the OA context with the help of gene expression data

Resulting interesting gene cluster

FN1 COL5A3

genes on microarray

Conclusion \

ACTG1/ COL9A2 > Results
COL11A1 > Top ranking clusters contain OA relevant genes
differentially COL6AT COL1A1 R e — (collagens, MMPs, ADAMs and interleukins)
o > Features
» Clusters might predict additional genes not measured on
the chip
»  Starting point for improved chip design
PGS > Insights into underlying biological mechanisms
COL10A1
» Outlook
SCNOA Ry FEN1 > Optimize clusters by iterative procedure
MATN1
genes fo_ur_ld by - PTCH » Report publications relevant to clusters
text mining CCL3|  crp MCP33| -\ CTGF > More in-depth evaluation of clusters
- 105, 1a0 70 > Incorporate additional features in feature vectors
IFNA1 IL13.  PPBP \\ /
IL4 IL17
IFNG

Acknowledgement: The authors wish to thank Bioinformatics Munich (BIM) for financial support
Reference: Hanisch, D, Fluck, J, Mevissen, HT, Zimmer, R. Playing biology’s name game: identifying protein names in scientific texts. Pac Symp Biocomput. 2003:403-14.



