Clustering Labeled Data and Cross-Validation
for Classi cation with Few Positives in Yeast

Miles Trochesset and Anthony Bonner
University of Toronto
Department of Computer Science
10 King's College Rd.
Toronto, ON
M5S-3G4, Canada

ABSTRACT

1. INTRODUCTION



2. OVERVIEW OF THE DATA AND PRE-
PROCESSING

3. CLASSIFICATION BY HYPERPLANE



3.1 CrossValidation For CustomizedDecision
Rules

3.2 Predictingfunctionsfor theunlabeledgenes

4. HIERARCHICAL CLUSTERING ON LA-
BELED DATA



4.1 Details of the Procedure




4.2 Results



Acknowledgments
5. CONCLUSION & FUTURE WORK

6. REFERENCES






Sensitivity (TP rate)

Sensitivity (TP rate)

glycerophospholipid biosynthesis [G0:0046474]

0.9+

0.8+

0.7+

0.3+

0.2H

0.1+

. 30 known genes in GO BP
5 positives in samples

.
Sensitivity (TP rate)

0.9

08

ribosome biogenesis [G0:0007046]

151 known genes in GO BP
24 positives in samples

01 02 03 04 05 06 07 08 09
1 Specificity (FP rate)

M phase specific microtubule process [GO:0000072]

a 05 06 07 08
1 Specificity (FP rate)

lipid metabolism [GO:0006629]

0.9

0.8

071

03

0.2

0.1

. 62 known genes in GO BP
8 positives in samples

.
Sensitivity (TP rate)

190 known genes in GO BP
11 positives in samples

01 02 03 04 05 06 07 08 09
1 Specificity (P rate)

a 05 06 07 08
1 Specificity (FP rate)




