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REMARKS 

Bioinformatics is the science of managing, 

mining, and interpreting information from 

biological processes. Various genome projects 

have contributed to an exponential growth in 

DNA and protein sequence databases. Advances 

in high-throughput technology such as 

microarrays and mass spectrometry have further 

created the fields of functional genomics and 

proteomics, in which one can monitor 

quantitatively the presence of multiple genes, 

proteins, metabolites, and compounds in a given 

biological state. The ongoing influx of these data, 

the presence of biological answers to data 

observed despite noises, and the gap between data 

collection and knowledge curation have 

collectively created new and exciting 

opportunities for data mining researchers in the 

post-genome era. 

While tremendous progress has been made over 

the years, many of the fundamental problems in 

bioinformatics, such as protein structure 

prediction, gene-environment interaction, and 

molecular pathway mapping, are still open. Data 

mining will play essential roles in understanding 

these fundamental problems and developing 

novel therapeutic/diagnostic solutions in post-

genome medicine.  

Data mining approaches seem ideally suited for 

bioinformatics, since the field is awash with data 

from high-throughput experimental instruments. 

The extensive databases of biological information 

available create both challenges and opportunities 

for developing novel knowledge discovery and 

data mining methods. To provide avenues to data 

mining researchers active in bioinformatics, we 

have been organizing the Workshops on Data 

Mining in Bioinformatics (BIOKDD), held 

annually in conjunction with the ACM SIGKDD 

Conference in 2001-2006. This is the 7th year for 

the workshop. 

The goal of this year’s workshop call for papers 

(CFP) was to encourage KDD researchers to take 

on the numerous research challenges that 

bioinformatics offers. In our CFP, we encouraged 

paper submissions that present novel data mining 

techniques in the following sample topics: 

 Phylogenetics and comparative Genomics 

 DNA microarray data analysis 

 RNAi and microRNA Analysis 

 Protein/RNA structure prediction 

 Sequence and structural motif finding 

 Modeling of biological networks and 

pathways 

 Statistical learning methods in 

bioinformatics 



 Computational proteomics 

 Computational biomarker discoveries 

 Computational drug discoveries 

 Biomedical text mining 

 Biological data management techniques 

 Semantic webs and ontology-driven 

biological data integration methods 

 

PROGRAM 

The workshop is a full day event in conjunction 

with the 13th ACM SIGKDD International 

Conference on Knowledge Discovery and Data 

Mining, San Jose, CA, August 12-15, 2007. The 

workshop was accepted in the conference 

program after the SIGKDD conference 

organization committee reviewed the competitive 

proposal submitted by the workshop co-chairs. 

To promote this year’s program, we established 

an Internet web site at 

http://bio.informatics.iupui.edu/biokdd07. 

This year, we accepted 10 papers out of 24 

submissions into the workshop program and 

proceedings due to the exceptionally high quality 

of the submissions. Among these papers, 7 of the 

papers are accepted as full presentations (30 

minutes each) and 3 of the papers are accepted as 

short presentations (20 minutes each). Each paper 

was peer reviewed by three members of the 

program committee and papers with declared 

conflict of interest were reviewed blindly to 

ensure impartiality. All papers, whether accepted 

or rejected, were given detailed review forms as a 

feedback.  

In closing, we want to thank Atul Butte, M.D., 

Ph.D. who agreed to give the keynote talk for this 

year’s program. Dr. Butte is an Assistant 

Professor in Medicine (Medical Informatics) and 

Pediatrics at the Stanford University School of 

Medicine and the Lucile Packard Children's 

Hospital. His talk is entitled “Exploring Genomic 

Medicine Using Integrative Biology”. 
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WORKSHOP SCHEDULE AND INDEX TO PROCEEDING 

 
8:50-9:00am: Opening Remarks        

Session 1.  

9:00-10:00am: Talk 1 
• “Gene Selection by Matrix Reordering and Replicator Dynamics”, Wenyuan Li, Xiuwen Zheng, and Ying Liu, University of Texas at 

Dallas and University of Washington.         page 1 

9:30-10:00am: Talk 2 
• “Investigating the Use of Extrinsic Similarity Measures for Microarray Analysis”, Duygu Ucar, F. Altiparmak, H. Ferhatosmanoglu, and 

Srinivasan Parthasarathy, The Ohio State University.       page 10 

 

10:00-10:30am: Coffee Break 

Session 2.  

10:30-11:00am: Talk 3 
• “Mining Over-Represented 3D Patterns of Secondary Structures in Proteins”, Matteo Comin, Concettina Guerra and Giuseppe Zanotti, 

University of Padova, Italy and Georgia Institute of Technology.      page 19 

11:00-12:00am: Invited Talk 
• “Exploring Genomic Medicine Using Integrative Biology”, Atul Butte, Stanford University School of Medicine and the Lucile Packard 

Children's Hospital. 

 

12:00-1:30pm: Lunch 

Session 3.  

1:30-2:00pm: Talk 4 
• “Combining Domain Fusions and Domain-Domain Interactions to Predict Protein-Protein Interactions”, Nguyen Thanh Phuong and Tu 

Bao Ho, Japan Advanced Institute of Science and Technology.      page 27 

2:00-2:30pm: Talk 5 
•“A Linear-time Algorithm for Predicting Functional Annotations from Protein-Protein Interaction Networks”, Yonghui Wu and Stefano 

Lonardi, University of California, Riverside.        page 35 

2:30-3:00pm: Talk 6 
• “Profile-feature based Protein Interaction Extraction from Full-Text Articles”, Shilin Ding, Minlie Huang, Hongning Wang, and Xiaoyan 

Zhu, Tsinghua University, China.         page 42 

3:00-3:30pm: Talk 7 
• “A Decomposition Approach for Discovering Network Building Blocks”, Qiaofeng Yang and Stefano Lonardi, Lawrence Berkeley 

National Laboratory and University of California, Riverside.      page 50 

 

3:30-4:00pm: Coffee Break 

Session 4.  
4:00-4:20pm: Short Talk 1 
• “Use of Gene Ontology as a Tool for Assessment of Analytical Algorithms with Real Data Sets: Impact of Revised Affymetrix CDF 

Annotation”, Megan Kong, Zhongxue Chen, Yu Qian, Jennifer Cai, Jamie Lee, Eva Rab, Monnie McGee, and Richard H. Scheuermann, 

University of Texas Southwestern Medical Center and Southern Methodist University.    page 60 

4:20-4:40pm: Short Talk 2 
•“Clustering of Non-Alignable Protein Sequences”, Abdellali Kelil, Shengrui Wang, Ryszard Brzezinski,  University of Sherbrooke 

Sherbrooke, QC, Canada          page 69 

4:40-5:00pm: Short Talk 3 
• “Discovering Ovarian Cancer Biomarkers using Gene Ontology Based Microarray Analysis”, Wei Guan, Alexander Gray, Sham Navathe, 

Nathan Bowen, John McDonald, and Lilya Matyunina, Georgia Institute of Technology    page 78 

 

5:00pm: Concluding Remarks 

 




