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I. INTRODUCTION 
 

Bioinformatics is an emerging research area marrying biology and computer science and aiming 
to develop in-silico techniques and tools for extracting knowledge from life sciences data in order 
to discover novel drugs and their efficiently delivery for human disease. The demand for 
bioinformatics research is evidenced by continuing explosion and implosion of high throughput 
biological data, future prospects for personalized medicine, and the emergence of new journals in 
the area. Evidently, in-silico biology or bioinformatics will play a major role in future biology and 
medicine.  
 
BIRC brings together students, researchers, and faculty in different schools and backgrounds at 
NTU to foster advanced research in bioinformatics. The existence of BIRC puts NTU and its 
faculty at the forefront of cutting edge basic and applied research. 
BIRC also facilitates coursework and research projects of M.Sc. (Bioinformatics) and Ph.D. (SMA-
Computational and Systems biology) programs. 
 
BIRC has become an internationally known and reputed research institute not only because of its 
publications on high-impact journals but also due to involvement of its staff in international events 
and organizations. 
 
A/P Jagath Rajapakse (with Prof Raj Acharya) founded IAPR Technical Committee (TC-20) on 
Bioinformatics and IAPR Workshop on Pattern Recognition in Bioinformatics (PRIB). The 
secretariats and web sites of IAPR TC-20 and PRIB are maintained by BIRC. 
 
Several BIRC faculty members served as Guest Editors of recent Special Issues relating to 
bioinformatics in reputed journals. A/P Jagath Rajapakse has been appointed as an Associate 
Editor of IEEE Transactions on Computational Biology and Bioiformatics. 
 
BIRC faculty have actively engaged in and chaired international conferences (example, CIBCB 
2007, EvoBIO 2007, PRIB 2007). 
BIRC has led the initiatives to bring in international collaborators, enabling NTU faculty to work 
with experts in the field and on cutting edge research projects, leading to PI initiated grants and 
projects. 

 
 

II. RESEARCH AREAS 
 

• Computational Biology: bio-sequence analysis, signal and motif detection, protein structure and 
interaction prediction, gene and protein expression analysis, phylogeny 

 
• Structural Genomics and Proteomics: Protein structure prediction, protein-protein interactions, 

protein classification, modeling, and docking, mass spectroscopy. 
 
• Systems Biology: gene and protein interaction networks, pathway analysis, tissue systems 

biology, neural systems biology, immune systems biology, cancer systems biology 
 
• Bio-imaging and image informatics:  functional brain imaging, microscopic image analysis, cell 

mining, stem cell image analysis 
 
• Drug Discovery and Trial Design: Immunoinformatics, modeling human immune system, 

medical informatics 
 
• Computer systems for bioinformatics: Parallel algorithms and architectures for bioinformatics, 

grid computing, reconfigurable and embedded systems for bioinformatics 
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III. COLLABORATORS 
 

a. INTERNATIONAL COLLABORATORS (OUT OF 25) 
 

 Bioimaging Centre, Whitehead Institute, MIT, USA on tissue systems biology. 
 RIKEN, Japan on brain imaging with Brain Sciences Institute and on gene annotation 

with Genomic Institute.  
 Swiss Institute of Bioinformatics (SIB) on plant genome annotation. 
 Institute of Cytology and Genetics, Russian Academy of Sciences, Novosibirsk, Russia 

on detection alternate signal sites. 
 Princeton University, USA on cellular images processing. 
 University of Ulster Jordantown, North Ireland on functional genomics. 
 Department of Anatomy and Cell Biology, University of Toronto, Canada on cellular 

imaging. 
 

b. LOCAL COLLABORATORS 
 

 BioInformatics Institute (BII); 
 Genomic Institute of Singapore (GIS);  
 Institute of Infocomm Research (I2R);  
 National Neuroscience Institute (NNI);  
 Singapore General Hospital (SGH);  
 National Cancer Centre (NCC);  
 Tan Tock Seng Hospital (TTSH);  
 Mount Elizabeth Hospital; National University of Singapore (NUS);  
 and industry such as Sun, HP, Genvea, etc. 

 
 

IV. CONFERENCE / WORKSHOPS 
 

a. INTERNATIONAL 
 

 2nd IAPR Workshop on Pattern Recognition in Bioinformatics (PRIB 2007), Oct 1 – 2, 
Singapore (General Chair: A/P Jagath C. Rajapakse, Sponsor: International 
Association of Pattern Recognition, in progress) 

 IEEE Symposium on Computational Intelligence in Bioinformatics and Computational 
Biology (CIBCB 2007), Hawaii, April 1 -5, 2007 (General Co-Chair: Jagath C. 
Rajapakse, Tutorial Speaker: Jagath C. Rajapakse)  

 European Conference on Evolutionary Computation, Machine Learning, and Data 
Mining in Bioinformatics (EvoBIO 2007), Valencia, April 11- 14, 2007 (Program Co-
Chair: Jagath C. Rajapakse) 

 International Workshop on Pattern Recognition In Bioinformatics Workshop (PRIB 
2006), Hong Kong, Aug 20,  2006 (Sponsor: TC-20 IAPR, Program Co-Chair: Jagath 
C. Rajapakse) 

 1st Virtual Training Workshop in Bioinformatics (Speakers: Jagath C. Rajapakse, 
Meena Sakharkar, Manoranjan Dash; Organizing Committee: Jagath C. Rajapakse, 
Norhana Ahmad, Tan Wan Quan) 

 3rd Asia-Pacific Bio-informatics Conference (APBC 2005): Special Interest Group 
(SIG) meeting on Structural Bio-informatics (Co-chair Cai Yiyu); Student Symposium 
(Chair: Kwoh Chee Keong) 
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b. LOCAL 
  

 Workshop on Computational Analysis of Proteomics Data (Jun 2005) 
 Recent advances in Bioinformatics and Computational Biology (March 8, 2003, Chair: 

Jagath Rajapakse) 
 gRNA Workshop (May 20, 2004, Sponsored by Genvea Biosciences) 
 Genes, Proteins: Expressions and Interactions, (Dec 12, 2003; Chair: Jagath C. 

Rajapakse) 
 SC & MPI Training Workshop, (Dec 1-5, 2003, Sponsor: Hewlett Packard, Asia) 

 
 

V. SPECIAL ISSUES OF JOURNALS 
 

 Pattern discovery of life sciences data, IEEE Engineering in Biology and Medicine 
Magazine (Guest Co-Editor: Jagath C. Rajapakse) 

 Computing architectures and acceleration for bioinformatics algorithms, Journal of VLSI 
Signal Processing Systems (Guest Co-Editors: Lin Feng, B. Schmidt) 

 Computational Intelligence in Computational Biology and Bioinformatics, IEEE 
Transactions on Computational Biology and Bioinformatics (Guest Co-Editor: Jagath C. 
Rajapakse) 

 Softcomputing in Bioinformatics and Medical Informatics, Softcomputing (Guest Co-
Editors: Jagath C. Rajapakse, Lipo Wang) 

 
 

VI. STATISTICS 
 

 

 Total 
Number of core staff 37 Present Academic Staff  
Number of affiliates 22 

Present Research staff  Number of research staff 13 
Postgraduates (PhD)  Number of  existing PhDs 20 
PhDs awarded  Number of PhDs awarded  20 
Postgraduates (MEng)  Number of existing MEngs 1 
Masters awarded  Number of Meng awarded 10 

Number of external research projects  14 Research grants  
Total value S$ $6,550,200 
Number of consultancies  - Consultancies  
Total value S$ - 
Number of articles published in refereed 
journals 

180 

Number of refereed conf papers 208 
Number of keynote addresses - 
Number of other (if applicable) - 

Publications  

Total number of publications 388 
Number of patents (filed/granted) 3 
Number of Technology Disclosures - 

Other outputs (e.g. patents, 
licenses)  

Others… 1 
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VII. CURRENT ACADEMIC STAFF 

 
a. CORE 

 
No Name School Research Expertise 

 
1 He Yulan 

 
SCE Spoken Language Understanding; Spoken Dialogue 

Systems; Data Mining; Information Retrieval 
 

2 Jagath C. Rajapakse 
 

SCE Computational and Systems biology; Brain Imaging; 
Machine Learning 
 

3 Jagdish C. Patra 
 

SCE Intelligent Signal Processing; Data Security and Data 
Mining; Data Communication Networks 
 

4 Kwoh Chee Keong 
 

SCE Biomedical Engineering related research: particularly in 
medical image processing lesion identification; probabilistic 
inference and classification; and augmented reality 
 

5 Lin Feng 
 

SCE Bioinformatics; High Performance Computing; Computer 
Graphics; Visualisation 
 

6 Manoranjan Dash SCE Data Mining and Knowledge Discovery; Machine Learning; 
Parallel Algorithms; Bioinformatics 
 

7 Miao Chun Yan 
 

SCE Software agent; MAS; Agent-Oriented Software 
Engineering; Semantic Web/Grid 
 

8 Narendra S. Chaudhari 
 

SCE Algorithms Optimisation Techniques; Theoretical Computer 
Science; AI: Computational Learning, Neural Computing, 
Parallel Computing 
 

9 Ong Yew Soon 
 

SCE Robust Evolutionary Search; Complex Engineering Design; 
Problem Solving Environment; Artificial Intelligence; 
Bioinformatics; Bio-medical Applications 
 

10 Sourav S. Bhowmick 
 

SCE XML Data Management; Biological Data Management 
Mobile Data Management; Web Mining; Web Warehousing 
 

11 Tan Eng Chong 
 

SCE Signal Processing; Circuits and Systems; Computational 
Intelligence; Bioinformatics; Software Designs & 
Algorithms; Multimedia Applications 
 

12 Christian Schonbach SBS Genomics & Genetics; Comparative Genomics; Molecular 
Analysis 
 

13 Jaume Torres SBS Small membrane proteins (integrins, viral envelope 
proteins, bacterial toxins, pores, antibiotic peptides) 
 

14 Lars Nordenskiöld SBS  DNA packaging and electrostatic interactions 
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15 Li Jinming SBS Bioinformatics methods of gene expression; Gene 

regulatory network analysis 
 

16 Mu Yuguang SBS MD simulation method and data analysis method 
development; DNA dynamics; DNA-protein; DNA-
counterions interaction study; RNA dynamics and folding 
study 
 

17 Salil Kumar Bose SBS Cardiac energetics 
 

18 Ang Lay Kee EEE Theory and modeling of the interactions between the 
energetic beam (electron, laser and electromagnetic pulse) 
and its surrounding structures 
 

19 Huang Guangbin EEE Extreme Learning Machine; Computational intelligence 
theories; Machine learning applications in bioinformatics; 
Human-computer interface; Image processing; Robot 
control 
 

20 Mao Kezhi EEE Computational Intelligence; Pattern Recognition; Medical 
Image Processing and Analysis; Bioinformatics 
 

21 Narasimhan 
Sundararajan 

EEE Aerospace control; Neural networks; Parallel 
implementations of neural networks 
 

22 Wang Lipo EEE Computational intelligence with applications to multimedia, 
Data mining, Bioinformatics, Optimization 
 

23 Cai Yiyu MAE Bio-Informatics; Medical Informatics; Manufacturing 
Informatics; Computational Modeling Visualization; Virtual 
Reality 
 

24 Damodaran Murali MAE Aerospace Engineering; Aerodynamics; Transonic Flows; 
Fluid Dynamics; Computational Fluid Dynamics (CFD); 
Aerodynamic Design Optimization and Aeroelasticity using 
CFD; High Performance Computing; Computational 
Science and Engineering  
 

25 Meena Kishore 
Sakharkar 

MAE Computational biology; Bioinformatics; Eukaryotic Gene 
Structures; Gene Evolution; Functional Genomics; 
Comparative Genomics; Epitope Design; Biological 
Databases 
 

26 Shu Jian Jun MAE Biological Mechanics; Nano and Micro Fluids; DNA 
Modelling; Red Tides 
 

27 Liao Kin SCBE Mechanics of biomolecules and cells; Tissue engineering; 
Molecular simulation of living and nonliving systems; Nano 
- materials and nano – mechanics 
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28 Su Haibin MSE Development and application of theoretical and 

computational materials science; Quantum-mechanical; 
classical simulations and modeling of the electronic; 
structural, energetic and dynamical properties of functional 
materials 
 

29 Kolatkar Prasanna 
Ratnakar (Adjunct) 

GIS Structural Biology; Bioinformatics; Structural informatics; 
Protein Protein interactions 
 

30 Lipovich Leonard 
(Adjunct) 

GIS Integrated Computational and Experimental Genomics of 
High-Complexity Gene Structures; Gene Birth and Gene 
Death in Mammalian Genomes; Endogenous Cis-
Antisense Transcription; Functional and Phenotypic 
Significance of Novel; Nonconserved and Noncoding-RNA 
Genes; Primate-Specific DNA Sequences and Computing 
the Basis of Human Uniqueness 
 

31 Liu Jianjun 
(Adjunct) 

GIS Population; Genetic Pathways; Genetic Epidemiology; 
Molecular Genetic Study of Neurological and Psychiatric 
Disorders; Genetic dissection of inter-individual variation at 
cellular level 
 

32 Tan Boon Ooi, Patrick 
(Adjunct) 

GIS Cancer and Pathogen Genomics; Systems Biology; 
Computational Biology 
 

33 Wayne Mitchell 
(Adjunct) 

GIS Comparative Microbial Genomics; Bioinformatics; 
Parasitology & Infectious Disease; The RNA World 
 

34 Li Jinyan 
(Adjunct) 

I2R Machine Learning; Data Mining; Emerging Patterns 
Bioinformatics (gene expression and proteomic profiling 
data analysis); Clinical Data Analysis; Decision Systems 
 

35 Li Xiaoli 
(Adjunct) 

I2R Bioinformatics; Data Mining; Machine Learning; Web and 
Text Mining 
 

36 Ng See Kiong (Adjunct) I2R Bioinformatics, Text Mining, Knowledge Discovery 
 

37 Roy E. Welsch 
(Adjunct) 

MIT Computational and Systems Biology; Gene and Protein 
Microarray Analysis; Robust Statistical Analysis for Optical 
Imaging 
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b. AFFILIATES 
 

No Name School Research Expertise 
1 Choi Koon Kau Byron SCE XML Storage; Main-Memory Query Processing; Data 

Transformations; Data Structures and Algorithms 
 

2 Deepu Rajan SCE Image/Video Processing; Computer Vision; Medical 
Imaging; Image/Video Compression; Multimedia Signal 
Processing 
 

3 Fong Cheuk Ming SCE Communications; Internet and Multimedia Technologies 
 

4 Hsu Wen-Jing SCE Algorithms; Computer Architectures; Parallel and 
Distributed Systems; Networks 
 

5 Lee Keok Kee SCE Computer Architecture; Parallel Disk System 
 

6 Lim Ee Peng SCE Web Computing; Multi databases; Digital Libraries; Data 
Warehousing 
 

7 Michel Pasquier  SCE Artificial Intelligence; Soft Computing; Robotics and 
Automation; Software Engineering; Distributed Computing 
 

8 Ng Wee Keong SCE Web Warehouse; Web Data Mining; Electronic Commerce; 
Software Agents; Internet/WWW Computing 
 

9 Tay Leng Phuan, Alex SCE Computer Vision; Neural Networks; Genetic Algorithms; 
Autonomous Vehicle Navigation 
 

10 Yow Kin Choong SCE Computer Vision; Human Computer Interaction; Bio-
Medical Imaging 
 

11 Curt Alexander Davey SBS DNA recognition in cellular regulation 
 

12 Julien Lescar SBS Structural virology 
 

13 Lun Kwok Chan SBS Biomedical informatics 
 

14 Yoon Ho Sup, Joe SBS Molecular mechanism of signaling molecules in apoptosis 
through structural, biophysical, and biochemical studies 
 

15 Chen Chung Kit, George EEE Thermal Conductivity Measurement and Modeling of Thin 
Film; Optical Design; Diffused Infrared Wireless 
Communication; Nano-scale imaging 
 

16 Saman S. Abeysekera EEE Underwater Acoustic Communications & Signal 
Processing; Efficient Frequency Estimation techniques; 
Applications of time-frequency signal analysis in bio-
medicine and audio processing; Synchronization aspects 
in Digital Communications; Sigma Delta Modulators and 
FPGA Implementations 
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17 Ma Yongsheng MAE CAD/CAM; Collaborative Intelligent Design; CIM; 

Engineering IT; Machine Tool Design 
 

18 Ng Wan Sing MAE Medical Robotics; Computer Assisted Surgery 
 

19 Ng Yin Kwee MAE Computational fluid dynamics in bio-heat transfer, 
microscale cooling and rotating machineries 
 

20 Li Changming SCBE Bio/chemical array sensors; Biomems and drug delivery 
systems; Bioelectronics; Organic transistor and it 
applications; Portable fuel cells; Nanoelectrochemistry  
 

21 Wang Kean SCBE Separation & purification processes with adsorption and 
membrane technologies; Synthesis, characterization, and 
modification of adsorbent materials; Modeling of mass 
transfer processes; Gas adsorption & storage; Molecular 
simulation; Chiral Separation 
  

22 Chia Tet Fatt  NSSE Molecular genetics 
 

  
 

VIII. CURRENT RESEARCH STAFF 
 

No Name Supervisor Research Project 
1 Cheng Jierong Jagath C. Rajapakse Data Mining & Microscopic Image Analysis 

 
2 Duan Kaibo Jagath C. Rajapakse Computational Methods for Cancer 

classification with Proteomic  
 

3 Ho Sy Loi Jagath C. Rajapakse Recognition of Translation Initiation Sites (TIS) 
and Alternate TIS (ATIS) in eukaryotes 
 

4 Ma Jianmin Jagath C. Rajapakse Molecular evolution studies by codon usage 
and promoter analysis of MHC genes in 
mammals 
 

5 Nguyen Ngoc Minh Jagath C. Rajapakse Protein Structures and Interactions Prediction 
 

6 Pooja Jagath C. Rajapakse Comparison Genomics on the Grid 
 

7 Zhou Juan Jagath C. Rajapakse Fusion of functional and structural MR images  
 

8 Zheng Xuebin Jagath C. Rajapakse Modeling language system with functional MR 
imaging 
 

9 Erwin Leonard Sourav Bhowmick Da Vinci's Notebook 
 

10 Klarinda Gunadi W. Sourav Bhowmick Advanced Imaging Informatics Technologies 
 

11 Wu Lin Ang Lay Kee First principle and multi-scale modeling of high 
current stable electron emission from carbon 
nanotube 
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12 Zhang Jian Ang Lay Kee Development of Quantum PIC Code 
 

13 Zhang Peng Ang Lay Kee Coherent radiation sources and system 
 

 
 

IX. POSTGRADUATE STUDENTS 
 

a. PHD STUDENTS 
 

No Name Supervisor Research Project 
1 Zhou Deyu Asst/P He Yulan Extraction of protein and gene interactions from 

the MEDLINE database 
 

2 Arun Kumar Jagath C. Rajapakse fMRI Signal Analysis 
 

3 Iti Chaturvedi Jagath C. Rajapakse Gene Regulatory & Protein Interaction 
Networks 
 

4 Kavuri Swathi Jagath C. Rajapakse ICA-R 
 

5 Lee Seow Eng Jagath C. Rajapakse Analysis of Gene Expression time-series using 
GA to infer Gene Regulatory Networks 
 

6 Liu Song Jagath C. Rajapakse Analysis of cellular images 
 

7 Merlin Veronika Jagath C. Rajapakse Cell cycle and gene regulatory network 
modeling 
 

8 Mundra Piyushkumar Jagath C. Rajapakse Gene Expression Data Analysis 
 

9 Nai Hong Hwa Francis Jagath C. Rajapakse Highly accurate & fast novel docking algorithms 
 

10 Ng Yu-Jin Alvin Jagath C. Rajapakse Modeling spatial dynamics of cytoskeletal 
systems 
 

11 Zheng Bo  Jagath C. Rajapakse Functional Imaging 
 

12 Adrianto Wirawan Kwoh Chee Keong Whole Genome Discovery of Transcriptional 
Regulatory 
 

13 Cheong Lee Sing Lin Feng Structural Analysis of Genomic Sequences 
Using Digital Signal Processing Technology 
 

14 Zhu Zexuan Ong Yew Soon Soft Computing for Bio-Data-Mining 
 

15 Lakhsmi V. Sourav Bhowmick Mathematical Predictive Model of Transforming 
Growth Factor-Beta Activation and Resolution 
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16 Seah Boon Siew Sourav Bhowmick Ontology-conscious BioImaging Data 

Management 
 

17 Yu Renjun Tan Eng Chong Biomedical signal processing based on TFD 
analysis 

18 Pang Chee Hwa Ang Lay Kee JC2 Law in open drict tube 
 

19 William Chandra Ang Lay Kee First Principle Simulation on GOX BD 
 

20 
 

Xiao Shi Xiao Gaoxi Attack, protection and decentralised search in 
complex systems 

 
 

b. MENG STUDENT 
 

1 Maria Stepanova Lin Feng In Silico Modeling of Hormone-Regulated Gene 
Expression Network 
 

 
 

X. EXTERNAL RESEARCH FUNDING 
 

Research 
Value (S$) 

Sponsor Title PI(s) Start / end 
dates 

$80,000 CoE at NTU Start Up Grant 
 

Su Haibin 2006 

$316,000 A*STAR Spintronics based on tunable 
highly spin polarized systems 
 

Co-PI: Su Haibin Oct 2006 

$50,000 STMicroelectronic
s Pte Ltd  

Speech Recognition on 
SpeechDat-Car Database 
 

He Yulan Mar 2005 - 
Mar 2007 

$285,000 AcRF SBS Start-up grant 
 

Christian Schönbach 2006 

$50,000 Centre of Signal 
Processing 

Development of 
Photothermal Imaging 
System  
 

George Chung Kit 
Chen 

May 2005 – 
May 2007 

US$25,000 USA-AFOSR Quantum theory of collective 
electron-structure interaction 
in vacuum nano-electronics, 
 

Ang Lay Kee Jun 2006 - 
Jun 2007 

$90,000 NTU RGM5/05 Analysis and Development of 
free-electron based compact 
coherent THz source 
 

Ang Lay Kee Dec 2005 - 
Dec 2008 

$550,0000 ASTAR, SERC, 
NTU RG100/05 

High current carbon 
nanotube cathode for 
miniature high power 
terahertz source applications 
 

Ang Lay Kee Jan 2005 – 
Jan 2008 
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$2.32 
million with 
cash 
contribution 
of $470,000 

NTU-Atomistix Bridging Bottom-up Atomic 
Models with Top-down 
Compact Modeling for Future 
Generation Nanoelectronics 
Circuit Simulation 
 

Co-PI: Ang Lay Kee 
PI: Zhou Xing 

Feb 2006 –
Jan 2009. 

$223,000 SMA2-CSB 
program 

Advanced Analysis of 
Cellular Images 
 

Jagath Rajapakse/  
Roy E. Welsch, MIT, 
USA 
 

Aug 2005 – 
Aug 2008 

$143,200 A*Star BMRC 
Grant through 
National Grid 
Office 

Grid-based comparative 
genomic pipeline for 
detecting conserved non-
coding functional regions 
 

Jagath C. Rajapakse 
(PI), Miao Chun Yan, 
Vivek 
Gopalkrishnan, Yang 
Zhonghua 
 

Sep 2005 – 
Sep 2007 
 

$140,000 RGM 7/05 
Academic 
Research Fund, 
Ministry of 
Education, 
Singapore 
 

Grid-based comparative 
genomics  
 

Jagath Rajapakse  Dec 2005 – 
Dec 2007 

$850,000 Inter-University 
(IU) project grant, 
Singapore-MIT 
Alliance – 
Computational 
and Systems 
Biology program 
 

Advanced image informatics 
  

Sourav Bhowmick / 
Forbes Dewey Jr., 
MIT 

Aug 2005 – 
Aug 2008 

$780,000 SERC/A*STAR Bio Visualization and Bio 
Virtual Reality 
 

Cai Yiyu  Apr 2002 – 
Mar 2006 

$50,000 
 
 
$21,000 

Singapore Bio-
imaging 
Consortium & 
SEP/NTU 
 

3D Cellular Confocal Image 
Processing 

Cai Yiyu  Jan 2006 - 
Dec 2007 

$92,000 Ministry of 
Education, 
Academic 
Research Fund 

Dynamically Adaptable 
Neurocomputer and Its 
Application to Recognition of 
Steroid Hormone Response 
Elements 

Lin Feng  2006-2008 
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XI. AWARDS 

 
a. STAFF AWARDS 
 

No. Staff Awards 
1 Su Haibin Marquis Who’s Who in Science and Engineering, Edition 2006-2007. 

 
2 Jagath C. Rajapakse Guest Editor, Special Issue in Computational Intelligence in 

Bioinformatics and Computational Biology, IEEE Transactions on 
Computational Biology and Bioinformatics (Issue to appear in early 2007) 
 

3 Jagath C. Rajapakse Chair, IAPR Technical Committee (TC-20) on Pattern Recognition for 
Bioinformatics 
 

4 Jagath C. Rajapakse Associate Editor, IEEE Transactions on Computational Biology and 
Bioinformatics 
 

5 Jagath C. Rajapakse Marquis Who’s Who in Medicine and Healthcare 
 

6 Jagath C. Rajapakse Most cited scientist in psychology/psychiatry, 1996 - 2006 
Most cited scientist in all fields in past decade, 1996 - 2006  
Thompson ISI Essential Science Indicators 
 

7 Jagath C. Rajapakse Asian/American Who’s Who, 2003 onwards 
 

8 Jagath C. Rajapakse Who’s Who in American Education, 2003 onwards 
 

9 Jagath C. Rajapakse Visiting Professor, Biological Engineering Division, Massachusetts of 
Technology (MIT) 
 

10 Ang Lay Kee Visiting Scientist, Los Alamos National Laboratory, Mexico (2003-2007) 
 

11 Ang Lay Kee Visiting Scientist, University of Michigan, USA (2007) 
 

12 Wong Lim Soon 2003 FEER Asian Innovation Gold Award 
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b. STUDENT AWARDS 
 
No. Student / 

Supervisor 
Awards 

1 Arun Kumar /  
Jagath C. Rajapakse 

Runner-up for the best student paper award, 13th International 
Conference on Neural Information Processing (ICONIP 2006)  
 

2 Yang Xiao / 
Jagath C. Rajapakse 

Nominee for the Best Paper Award, International Conference of Genomic 
Informatics (GIW2004), Yokohama, Dec. 2004 
 

3 Ho Sy Loi /  
Jagath C. Rajapakse 

Best Overall Paper Award, IEEE Symposium on Computational 
Intelligence in Bioinformatics and Computational Biology, San Diego, Oct 
2004 
 

4 Ho Sy Loi /  
Jagath C. Rajapakse 

Best Student Paper Award, IEEE Symposium on Computational 
Intelligence in Bioinformatics and Computational Biology, San Diego, Oct 
2004 
 

5 Ho Sy Loi /  
Jagath C. Rajapakse 

50,000 yen by Japanese Bioinformatics Society for the work presented at 
GIW2003 Splice site detection with a higher-order Markov model 
implemented on a neural network. 
 

6 Minh Nguyen Ngoc / 
Jagath C. Rajapakse 

50,000 yen by Japanese Bioinformatics Society for the work presented at 
GIW2003: Multi-class Support Vector Machines for Protein Secondary 
Structure Prediction.   
 

7 Guan Yunqing /  
Cai Yiyu 

Awarded the 2006 Andrew Fraser Prize from the Institution of Engineers 
of Singapore. 
 

8 Wong Chia Sern / 
Lin Feng 

Industrial Attachment student working on Advanced Planning and 
Decision System and Multiple Path Finder, won the Silver Award at the 
DSTA Best Projects Competition, 2005. 
 

 
 

XII. PRESTIGE 
 

a. PROFESSIONAL ACTIVITIES 
 
No. Title Staff Name Organization 
1 Steering 

Committee 
Jagath C. 
Rajapakse 

European Conference on Evolutionary Computations 
and Machine Learning in Biology (EvoBIO),  
(April 2005 - present) 
 

2 Committee 
Member  

Jagath C. 
Rajapakse 

IEEE Singapore Chapter, Engineering in Medicine and 
Biology Society, 2004 – present. 
 

3 Technical 
Committee 

Jagath C. 
Rajapakse 

Bioinformatics and Bioengineering (BBTC), IEEE 
Computational Intelligence Society,  
Nov. 2004 – present. 
 

4 Vice Chair, 
Technical 
Committee 

Jagath C. 
Rajapakse 

Pattern Recognition for Bioinformatics, International 
Association of Pattern Recognition (IAPR),  
Nov. 2004 – Nov. 2006. 
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No. Title Staff Name Organization 
5 Senior Member Jagath C. 

Rajapakse 
 

Institute of Electrical and Electronic Engineers (IEEE) 

6 Governing Board 
Member 

Jagath C. 
Rajapakse 
 

Asia Pacific Neural Network Assembly (APNNA) 

7 Technical 
Committee on 
Neural Networks 

Jagath C. 
Rajapakse 
 
 

The International Association of Science and 
Technology for Development (IASTED) (2003 - 2006) 

8 International 
Advisory Board 

Jagath C. 
Rajapakse 
 

Knowledge Engineering and Discovery Research 
Institute, Auckland University of Technology 

9 Steering 
Committee 

Jagath C. 
Rajapakse 
 

Independent Component Analysis (ICA) 
Conferences 

10 Management 
Committee 

Wong Lim Soon National University of Singapore Institute of 
Engineering Science (2004-2005) 
 

11 Committee 
Member 

Wong Lim Soon Tan Kah Kee-DSTA Defense Science Award 
Committee (2003) 
 

12 Board of 
Directors 
 

Wong Lim Soon Association of Asian Societies for Bioinformatics (2003) 

13 Board of directors Wong Lim Soon Molecular Connections, Bangalore, India 
 

14 SAB  Wong Lim Soon geneticXchange inc, California, USA 
 

15 Chairman Wong Lim Soon A*STAR Tech Scan Panel on Information Management 
 

16 Member  Salil K Bose New York Academy of Sciences 
 

17 Coordinator Lars 
Nordenskiold 

25% joint appointment with Division of Bioengineering, 
coordinator for SBS teaching in the Bioengineering 
course, 2004 
 

18 Member Lars 
Nordenskiold 

NTU Working Group on Quality Assurance in Teaching, 
2003 
 

19 Senior Member Huang Guangbin Institute of Electrical and Electronic Engineers (IEEE) 
 

20 Member Liu Jianjun Domain-Specific Review Board C, National Health 
Group, Singapore 
 

21 Member Liu Jianjun Peripheral, Central, Sensory & Cellular Nervous 
System/Mental Health Subcommittee, National Medical 
Research Council, Singapore 
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b. CONFERENCE ACTIVITIES 
 
No. Title Staff Name Activity 
1 General Co-Chair  

 
Jagath C. 
Rajapakse 

IEEE Symposium on Bioinformatics and Computational 
Biology (CBB) Honolulu, Hawaii, April, 2007. 
 

2 Program Co-
Chair  

Jagath C. 
Rajapakse 

First International Workshop on Pattern Recognition in 
Bioinformatics (PRIB’06), Hong Kong, August 2006. 
 

3 Program Co-
Chair 

Jagath C. 
Rajapakse 

Fourth European Workshop on Evolutionary 
Computation in Bioinformatics (EvoBio’07), Valencia, 
Spain, April 10 – 12, 2007. 
 

4 Publicity Co-Chair Jagath C. 
Rajapakse 

IEEE Symposium on Computational Intelligence in 
Bioinformatics and Computational Biology, San Diego, 
November, 2005 
 

5 Advisory 
Committee 

Jagath C. 
Rajapakse 

12th International Conference on Neural Information 
Processing ICONIP2005, Taipei, Taiwan, November 
2005. 
 

6 Regional Chair Ng See Kiong BIOINFO2005 (a joint event comprising INCOB2005, 
AASBi2005 and KSBi2005) in Busan, South Korea, 
September 22-24, 2005. 
 

7 Best Paper Judge Ng See Kiong 15th International Conference on Genome Informatics 
(GIW-2004), Yokohama, Japan, December 13-15, 2004.
 

8 Track chair Huang Guangbin The 5th International Conference on Information, 
Communications and Signal Processing (ICICS 2005), 
Bangkok, Thailand, 6-9 December, 2005 
 

9 Scientific 
Committee 
 

Shu Jian Jun The 1st International Conference “From Scientific 
Computing to Computational Engineering” Athens, 
Greece (8  –  10 September 2004) 
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c. EDITORIAL SERVICES 
 
No. Title Staff Name Activity 
1 Associate Editor Jagath C. Rajapakse IEEE Transactions on Computational Biology and 

Bioinformatics 
 

2 Guest Co-Editor Jagath C. Rajapakse Special Issue on “Computational Intelligence 
Approaches in Computational Biology and 
Bioinformatics”, IEEE Transactions on 
Computational Biology and Bioinformatics 
 

3 Guest Co-Editor  
 

Jagath C. Rajapakse Special Issue on “Softcomputing in Bioinformatics 
and Medical Informatics”, Softcomputing, Springer 
(to appear in late 2005) 
 

4 Editorial Board 
Member 
 

Jagath C. Rajapakse International Journal of Computational Intelligence 

5 Editorial Board 
Member 

Jagath C. Rajapakse Neural Information Processing - Letters and 
Reviews 
 

6 Guest Editor Sourav Bhowmick Special Issue, Data and Knowledge Engineering 
Journal, Elsevier Science 
 

7 Associate Editor Wang Lipo IEEE Transactions on Neural Networks  
 

8 Editorial Board 
Member 
 

Wang Lipo Soft Computing 

9 Associate Editor Wang Lipo IEEE Transactions on Evolutionary Computation, 
2003 
 

10 Editorial Board 
Member 

Wang Lipo Neural Information Processing – Letters and 
Reviews, 2003 
 

11 Associate Editor Lars Nordenskiold Biophysical reviews and Letters 
 

12 Series Editor Wong Lim Soon Advances in Bioinformatics & Computational 
Biology (book series) (2004) 
 

13 Editor Wong Lim Soon International Journal of Information Technology 
  

14 Managing Editor Wong Lim Soon Journal of Bioinformatics & Computational Biology 
 

15 Advisor Salil K. Bose Editorial Board of Journal of Biology Education, 
UK 
 

16 Associate Editor Ng See Kiong Advances in Bioinformatics and Computational 
Biology” (ABCB) book series, Imperial College 
Press, London, 2004. 
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d. INVITED TALKS 
 

1 Schönbach C., “The RIKEN mouse transcriptome: lessons learned and implications for the 
regulation of immune reactions”, Novartis Symposium NF281 Decoding the genomic control of 
immune reactions, Canberra, Australia, Mar 7-9, 2006  
 

2 Schönbach C., “Canonical and Non-canonical Mechanisms in Generating Protein Diversity”, 
European Inaugural of the International PostGenetics Society at the International Congress of 
Immunogenomics and Immunomics, Budapest, Hungary, Oct 8-12, 2006  
 

3 Jagath C. Rajapakse, “Neural systems modeling with functional MRI with Bayesian networks,” 
A*Star TSRP Workshop on Cognitive Systems,  Singapore, February 15, 2006 
 

4 Jagath C. Rajapakse, “Exploratory analysis of effective brain connectivity from functional MRI”, 
Neuropediatric Unit, Department of Women and Health Care, Karolinska Institute, Stockholm, 
Sweden, May 8, 2006  
 

5 Jagath C. Rajapakse, “Exploratory analysis of effective brain connectivity from functional MRI”, 
Department of Medical Physics, University of Freiburg, Freiburg, Germany, June 8, 2006 
 

6 Jagath C. Rajapakse, “Exploratory analysis of brain connectivity from functional MR images”, 
Singapore Bioimaging Consortium Workshop 2006. Aug 8, 2006 
 

7 Ang Lay Kee, Quantum Vacuum Nanoelectronics organized by Air Force Office of Scientific 
Research (AFOSR), USA in Virginia on Sept 13, 2006.  
 

8 Jagath C. Rajapakse, “Neural systems biology”, Workshop on Artificial Neural Networks, 
Bioinformatics, and Neuroinformatics – A Synergistic Approach, International Joint Conference 
on Neural Networks (IJCNN), Montreal, August 4, 2005 
 

9 Jagath C. Rajapakse, “Two-stage support vector machines for protein solvent accessibility 
prediction,” Academia Sinica, Taipei, Nov 7, 2005 
 

10 Cai Yiyu, “Virtual Reality Fluorescent Histochemistry”, Focus on Imaging Workshop, Organized 
by the HSC and Canadian Health Institute of Research, Toronto, Canada, Nov. 15, 2005. 
  

11 Ang Lay Kee, the 47th Annual Meeting of the American Physical Society-Division of Plasma 
Physics (APS-DPP) in Colorado, USA, October 24-28, 2005.  
 

12 Jagath C. Rajapakse, “Computational approaches to signal detection in genomic sequences”, 
KIT Bioinformatics Symposium, Kyushu Institute of Technology, Fukuoka, Japan, December 11, 
2004 
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XIII. POSTGRADUATE STUDENTS COMPLETED 
 

a. Ph.D AWARDED 
 
No Name Supervisor Year Graduated 

1 Zhou Juan Jagath C. Rajapakse 2006 

2 Zheng Xuebin Jagath C. Rajapakse 2006 

3 Zheng Yun Kwoh Chee Keong 2006 

4 Chen Ling Sourav Bhowmick 2006 

5 Erwin Leonardi Sourav Bhowmick 2006 

6 Zhao Qiankun Sourav Bhowmick 2006 

7 Yu Renjun Tan Eng Chong 2006 

8 Cheng Yuhua Lars Nordenskiold 2006 

9 Zhou Xin Mao Kezhi 2006 

10 Jia Hui Li Jinming 2006 

11 Zhang Runxuan Narasimhan Sundararajan 2006 

12 Nguyen Ngoc Minh Jagath C. Rajapakse 2005 

13 Ho Sy Loi Jagath C. Rajapakse 2005 

14 Qi Yutao Lin Feng 2005 

15 Shen Li Tan Eng Chong 2005 

16 Chen Jinmiao Shivaji Chaudhari 2005 

17 Palasingam Paaventhan  Prasanna Kolatkar 2005 

18 R. G. N. Meegama Jagath C. Rajapakse 2004 

19 Tan Choong Leong  Jagath C. Rajapakse 2004 

20 Lu Wei Jagath C. Rajapakse 2003 

 
b. MEng AWARDED 

 
No Name Supervisor Year Graduated 
1 Yang Kanyan Jagath C. Rajapakse 2005 
2 Yan Rian Lin Feng 2005 
3 Feng Yuan Ng See Kiong 2005 
4 For Wei Khing Ng See Kiong 2005 
5 Sandeep Prakasash Sourav Bhowmick 2005 
6 Jia Yiyu Kwoh Chee Keong 2004 
7 Zhao Ying   Kwoh Chee Keong 2004 
8 V. Venkatraman Jagath C. Rajapakse 2003 
9 H. P. Ong Jagath C. Rajapakse 2003 

10 Denis A. Shestakov Sourav Bhowmick 2003 
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XIV. PUBLICATIONS 
 

a. JOURNALS 
                                                                                                                                                                    

1 J. Zhou and J. C. Rajapakse, “Contextual modeling of brain activation on subcortical structures 
using a fuzzy framework,” Neurocomputing (accepted) 
 

2 C. Chen and J. C. Rajapakse, “Grid-enabled BLASTZ: applications to comparative genomics,” 
Journal of VLSI Signal Processing Systems for Signal, Image, and Video Technology, 
(accepted) 
 

3 A. Kumar and J. C. Rajapakse, “Detection of activation in functional MR experiments based on 
power spectral density and HMM,” Neural Computing and Applications (accepted)  
 

4 J. Zhou and J. C. Rajapakse, “Modeling hemodynamic variability using fuzzy features for 
detecting brain activation from fMR time-series,” Neural Computing and Applications (accepted) 
 

5 M. N. Nguyen and J. C. Rajapakse, “Two stage support vector machines for protein secondary 
structure prediction,” International Journal of Data Mining and Bioinformatics, Vol. 1, No. 3, 
January 2007, pp. 248-269 
 

6 X.S. Du, Q.X. Li, H.B. Su, and J.L. Yang, “Electronic and magnetic properties of V-doped 
anatase TiO2 from first principles”, Phys. Rev. B 74, 233201 (2006) 
  

7 J. Huang, Q.X. Li, R. Hao, H.B. Su, and J.L. Yang, “Single quintuple bond [PhCrCrPh] molecule 
as a possible molecular switch”, J. Chem. Phys. 125, 184713 (2006) 
 

8 H.B. Su, William A. Goddard, III, and Y. Zhao, “Dynamic friction force in a carbon peapod 
oscillator”, Nanotechnology 17, 5691 (2006)  
 

9 Z.F.Wang, Qunxiang Li, H.B. Su, Xiaoping Wang, Q.W.Shi, Jie Chen, J.L. Yang, and J.G.Hou 
“Electronic Structure of Bilayer Graphene: A Real-space Green's Function Study”, Phys. Rev. B 
75 (cond-mat/0612483) 
 

10 G.B. Huang, K.-Z. Mao, C.-K. Siew and D.-S. Huang, “Fast Modular Network Implementation 
for Support Vector Machines”, IEEE Transactions on Neural Networks, vol. 17, no. 1, 2006. 
 

11 H. Dong, S.C. Hui and Y. He., “Structural Analysis of Chat Messages for Topic Detection”, 
Online Information Review, Vol. 30, No. 5, pp. 496-516, 2006. 
  

12 Y. He and S.J. Young,  “Spoken Language Understanding using the Hidden Vector State 
Model”, Speech Communication Special Issue on Spoken Language Understanding for 
Conversational Systems, Vol. 48, No. 3-4, pp. 262-275, 2006.  
 

13 Brahmachary M*, C. Schönbach*, Yang L, Huang, Tan SL, Chowdhary R, Krishnan SPT, Lin 
C-Y, Hume DA, Kai C, Kawai J, Carninci P, Hayashizaki Y, Bajic VB., “Computational promoter 
analysis of mouse, rat and human antimicrobial peptide-coding genes”, BMC Bioinformatics 
7:S8, 2006 (*equal contribution; corresponding authors are C. Schönbach and VB Bajic) 
 

14 Bajic V, Tan SL, Christoffels A, C. Schönbach*, Lipovich L, Yang L, Hofmann O, Kruger A, 
Winston H, Kai C, Kawai J, Hume D, Carninci P, Hayashizaki Y., “Mice and man: Their promoter 
properties”, PloS Genetics 2(4):e54, 2006. 
 

15 W. Lin, and L. K. Ang, Multipactor discharge in a dielectric-loaded accelerating structure”, 
Physics of Plasmas  
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16 W. S. Koh, and L. K. Ang, “Transition of field emission to space-charge-limited emission in a 
nano gap”, Appl. Phys. Lett. 89, 183107 (2006)  
 

17 W. Lin, and L. K. Ang, “Low temperature refrigeration by electron emission in a crossed-field 
gap”, Appl. Phys. Lett. 89,  133503 (2006) 
 

18 W. S. Koh, L. K. Ang, and T. J. T. Kwan, “Multi-dimensional short-pulse space-charge-limited 
flow”, Phys. Plasmas 13, 063102 (2006) 
 

19 INVITED (APS-DPP05): L. K. Ang, W. S. Koh, Y. Y. Lau, and T. J. T. Kwan, “Space-charge-
limited flows in the quantum regime”, Phys. Plasmas 13, 056701 (2006) 
 

20 K.Z. Mao, P.Zhao and P.-H Tan, “Learning-based Method for P53 Immunohistochemically 
Stained Cell Image Segmentation”, IEEE Transactions on Biomedical Engineering, USA, 53 (6), 
pp1153-1163, 2006. 
 

21 X. Zhou, K.Z. Mao, “The Ties Problem Resulting from Counting-based Error Estimators and its 
Impact on Gene Selection Algorithms”, Bioinformatics, UK, 22 (20), pp2507-2515, 2006. 
 

22 X. Zhou and K.Z. Mao, “Regularization Network-based Gene Selection for Microarray Data 
Analysis”, International Journal of Neural Systems, 16 (5), pp341-352, 2006. 
 

23 W. Tang and K.Z. Mao, “Feature Selection Algorithm for Data with Both Nominal and 
Continuous Features”, Pattern Recognition Letter, 2006. 
 

24 X. Zhou and K.Z. Mao, “Regularization Network-based Gene Selection for Microarray Data 
Analysis”, International Journal of Neural Systems, 16 (5), pp341-352, 2006.  
 

25 W. Tang and K.Z. Mao, “Feature Selection Algorithm for Data with Both Nominal and 
Continuous Features”, Pattern Recognition Letter, 2006.  
 

26 Loke, Y.-C., Tan, S.-B., Y.Y Cai, Machin, D., “A Bayesian dose finding design for dual endpoint 
phase I trials”, Statistics in Medicine 25 (1), pp. 3-22, 2006 
 

27 YQ Guan, Y.Y Cai, Y.T.Lee and M Opas (2006), “An Automatic Method for Identifying 
Appropriate Gradient Magnitude for 3D Boundary Detection of Confocal Image Stacks”, Journal 
of Microscopy, Blackwell Publishing, Vol. 223, Pt 1 July 2006, pp. 66–72 . 
 

28 Loke, Y.-C., Tan, S.-B., Y.Y Cai, Machin, D., “A Bayesian dose finding design for dual endpoint 
phase I trials”, Statistics in Medicine 25 (1), pp. 3-22, 2006 
 

29 YQ Guan, Y.Y Cai, M Opas, ZW Xiong, and YT Lee (2006), “A VR Enhanced Collaborative 
System for 3D Confocal Microscopic Image Processing and Visualization”, International Journal 
of Images and Graphics, World Scientific Publishing, Vol. 6, No. 2, pp. 231-250. 
 

30 J. C. Rajapakse, C. L. Tan, X. Zheng, S. Mukhopadyay, and K. Yang, “Exploratory analysis of 
brain connectivity with ICA,” IEEE Engineering in Medicine and Biology Magazine, March/April 
Issue, Vol. 25, No. 2, 2006, pp. 102-111 
 

31 W. Lu and J. C. Rajapakse, “ICA with Reference,” Neurocomputing, 69, Issues 16-19, pp. 2244 
– 2257, Oct 2006 
 

32 X. Zheng and J. C. Rajapakse, “Learning functional structure from fMR images,” NeuroImage, 
Vol. 31, No. 4, pp. 1601-1613, July 2006 
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33 Y. Wang and J. C. Rajapakse, “Contextual modeling of functional MR images with conditional 
random fields,” IEEE Transactions on Medical Imaging, Vol. 25, No. 6, pp. 804-812, June 2006 
 

34 R. G. N. Meegama and J. C. Rajapakse, “NURBS-based visualization of age-related diversity in 
cortical morphology,” Journal of Visualization, Vol. 9, No. 1, 2006, pp. 9-11, January 2006. 
 

35 M. N. Nguyen and J. C. Rajapakse, “Two-stage support vector regression approach for 
predicting accessible surface areas of amino acids,” PROTEINS: Structure, Function, and 
Bioinformatics, 63, May 2006, pp. 542-550   
 

36 L. S. Ho, and J. C. Rajapakse, “Input encoding method for identifying transcription start sites in 
RNA polymerase II promoters by neural networks,” Soft Computing, Vol. 10, No. 4, Feb 2006, 
pp. 331-337 
 

37 J. C. Rajapakse, S. J. R. Liow, K.-Happuch E., W. E. H. Lim, X. Zheng, L. G. Ho, W. W. P. 
Tham, and C. L. Tan, “Strong vs. weak lexicalization: letter search in high and low frequency 
words,” NeuroImage, Volume 31, Sup. 1, S39, June 2006 (abstract) 
 

38 J. C. Rajapakse, S. J. R. Liow, K.-Happuch E., Winston E. H. Lim, X. Zheng, L. G. Ho, W. W. P. 
Tham, and C. L. Tan, “Orthographic processing: letter search in legal and illegal nonwords,” 
NeuroImage, Volume 31, Sup. 1, S56, June 2006 (abstract) 
 

39 J. Zhou, K.-Happuch E., Y. Y. Sitoh, W. L. Lee, J. J. Chin, and M. S. Chong, and J. C. 
Rajapakse, “Differences in neural correlates of visual spatial and visual object working memory: 
an fMRI study,”  NeuroImage, Volume 31, Sup. 1, S59, June 2006 (abstract) 
 

40 X. Zheng, W. E. H. Lim, S. J .R. Liow, and J. C. Rajapakse, “Modeling functional connectivity of 
brain for lesion study,” NeuroImage, Volume 31, Sup. 1, S62, June 2006 (abstract) 
 

41 K.-Happuch E., J. Zhou, Y. Y. Sitoh, W. L. Lee, J. J. Chin, M. S. Chong, and J. C. Rajapakse, 
“Attentional network involving dorsal ACC: digit-based counting Sroop fMR study,”  NeuroImage, 
Volume 31, Sup.1, S102, June 2006 (abstract) 
 

42 Stepanova, M., F. Lin, Lin C. L. Valerie, A. Hopfield, “Neural Classifier and Its FPGA 
Implementation for Identification of Symmetrically Structured DNA Motifs”, The Journal of VLSI 
Signal Processing Systems for Signal, Image, and Video Technology 
 

43 Xu, H., Sung, W. K., F. Lin., “Identifying Differentially Expressed Genes in Time-course 
Microarray Experiment without Replicate”, Journal of Bioinformatics and Computational Biology, 
Vol. 5. 
 

44 Stepanova, M., F. Lin., Lin C. L. Valerie, “In Silico Modelling for Hormone Response Elements”, 
BMC Bioinformatics, Vol. 7, No. 4 (S27), 2006. 
 

45 Stepanova, M., F. Lin, Lin C. L. Valerie, “Establishing a Statistic Model for Recognition of 
Hormone Response Elements”, Computational Biology and Chemistry, Vol. 30, No. 5, 2006, 
pp339-347 
 

46 Du, Z. H. and F. Lin, “pNJTree: A Parallel Program for Reconstruction of Neighbor-Joining Tree 
and Its Application in ClustalW”, Parallel Computing, Vol. 32, No. 5-6, 2006, pp441-446 
 

47 Du, Z. H., F. Lin and Schmidt, B., “Accomplishments and Challenges in High Performance 
Computing for Computational Biology”, Current Bioinformatics, Vol. 1, No. 2, 2006, pp185-195 
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48 Q Zhao, Ling Chen, S S Bhowmick, S K Madria, “XML Structural Delta Mining: Issues and 

Challenges”, Data and Knowledge Engineering Journal (DKE),59(3): pp. 627-651, Elsevier 
Science Dec 2006 
 

49 E Leonardi, S S Bhowmick, “XANDY: A Scalable Change Detection Technique for Ordered 
XML Documents Using Relational Databases”, Data and Knowledge Engineering Journal (DKE), 
59(2); pp. 476-502, Elsevier Science, Nov 2006 
 

50 Ling Chen, S S Bhowmick, L-T Chia, “FRACTURE-Mining: Mining Frequently and Concurrently 
Mutating Structures from Historical XML Documents”, Data and Knowledge Engineering Journal 
(DKE), 59(2); pp. 320-347, Elsevier Science Nov 2006. 
 

51 Sandeep Prakash, S S Bhowmick,  S K Madria, “Efficient Recursive XML Query Processing 
Using Relational Database Systems”, Data and Knowledge Engineering Journal (DKE), Special 
Issue of Best Papers of ER 2004,58(3); pp. 207-242, Elsevier Science, Oct 2006 
 

52 Haiquan Li, Jinyan Li, and Limsoon Wong, “Discovering motif pairs at interaction sites from 
protein sequences on a proteome-wide scale”, Bioinformatics, April, 2006, volume 22: 989-996. 
 

53 Boon Chuan Pang, Vellaisamy Kuralmani, Tze Yun Leong, Rohit Joshi, Yin Hongli, Kah Keow 
Lee, Jinyan Li, and Ivan Ng, “A hybrid outcome prediction model for severe traumatic brain 
injury”, Journal of Neurotrauma, September, 2006. 
 

54 J. Chen, N.S. Chaudhari, ''Cascaded Bidirectional Recurrent Neural Networks for Protein 
Secondary Structures,'' IEEE/ACM Transactions on Computational Biology and Bioinformatics, 
Nov. 2006 
 

55 D. Wang, N.S. Chaudhari, ''A Fast modified constructive-covering algorithm for multi-layer 
Binary Neural Networks,'' Neurocomputing, Vol 70, Nos. 1-3, pp. 445-461, Dec. 2006. 
 

56 S. Jain, N.S. Chaudhari, “Learning DFA from characteristic sample using prefix tree 
automaton,” Computer Science and Informatics: Journal of Computer Society of India,  Vol. 36, 
No. 3, pp. 50-59, July-Sept. 2006. 
 

57 A. Tiwari, and N.S. Chaudhari, “Design of output codes for Fast Covering Learning using basic 
Decomposition Techniques,” Journal of Computer Science, (Science Publications, NY, USA),  
Vol. 2, No. 7, pp. 565-571, July 2006. 
 

58 M.U. Kharat, and N.S. Chaudhari, “Efficient Caching Proxy Server parameters: An Integrated 
Approach,” Information Technology Journal, Vol. 5, No. 2, pp. 300-304, June 2006. 
 

59 Z. Z. Zhou, Y. S. Ong, M. H. Lim and B. S. Lim, "Memetic Algorithm using Multi-Surrogates for 
Computationally Expensive Optimization Problems", Soft Computing Journal, 2006.  
 

60 Y. S. Ong, K. Y. Lum and P. B. Nair, “Evolutionary Algorithm with Hermite Radial Basis Function 
Interpolants for Computationally Expensive Adjoint Solvers”, Computational Optimization and 
Applications, 2006. 
 

61 D. Lim, Y. S. Ong, Y. Jin, B. Sendhoff, and B. S. Lee, “Inverse Multi-objective Robust 
Evolutionary Design”, Genetic Programming and Evolvable Machines Journal, Vol. 7, No. 4, pp. 
383-404, December, 2006 
 

62 J. Tang, M. H. Lim and Y. S. Ong, "Diversity-Adaptive Parallel Memetic Algorithm for Solving 
Large Scale Combinatorial Optimization Problems", Soft Computing Journal, 2006. 
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63 J. Tang, M. H. Lim and Y. S. Ong, “Parallel Memetic Algorithm with Selective Local Search for 
Large Scale Quadratic Assignment Problems”, International Journal of Innovative Computing, 
Information and Control, Vol. 2, No 6, pp. 1399-1416, Dec 2006. 
 

64 Y. S. Ong, P. B. Nair and K. Y. Lum, “Max-Min Surrogate-Assisted Evolutionary Algorithm for 
Robust Aerodynamic Design”, IEEE Transactions on Evolutionary Computation, Vol. 10, No. 4, 
pp. 392-404, August 2006.  
 

65 Q. Cao, M. H. Lim, J. H. Li, Y. S. Ong, W. L. Ng, “A Context Switchable Fuzzy Inference Chip”, 
IEEE Transactions on Fuzzy Systems, Vol. 14,  No. 4, pp. 552- 567, August 2006. 
 

66 C. W. Yeu , M. H. Lim, G. B. Huang, A. Agarwal and Y. S. Ong, “A New Machine Learning 
Paradigm for Terrain Reconstruction”, IEEE Geoscience and Remote Sensing Letters, Vol. 3, 
No. 3, July 2006, pp. 382-386.  
 

67 Y. S. Ong, M. H. Lim, N. Zhu and K. W. Wong, “Classification of Adaptive Memetic Algorithms: 
A Comparative Study”, IEEE Transactions On Systems, Man and Cybernetics - Part B, Vol. 36, 
No. 1, pp. 141-152, February 2006. 
 

68 Nikolay Korolev, Alexander P. Lyubartsev and Lars Nordenskiöld, “Computer simulations 
modelling electrostatic attraction of nucleosomal DNA mediated by charged histone tails”, 
Biopysical J., 90, 4305-4316, 2006  
 

69 Yuguang Mu, Lars Nordenskiöld and James P Tam, “Folding, misfolding and amyloid 
protofibril formation of WW domain FBP28”, Biophys. J., 90, 4305-4316, 2006  
 

70 Cheng Yuhua, Nikolay Korolev and Lars Nordenskiöld, “Similarities and differences in 
interaction of K+ and Na+ with condensed ordered DNA. A molecular dynamics simulation 
study”, Nucleic Acids Res., 34 (2), 686-696, 2006 
 

71 J.C. Patra, E.L.Ang, A.Das, N.S. Chaudhari, “Auto calibration/compensation nonlinear influence 
of environmental parameters of sensors using neural networks,” The Instrumentation, Systems, 
and Automation Society - ISA Transactions (USA), Vol. 44, pp. 165-176, 2005.   
 

72 J. C. Rajapakse, C. L. Tan, X. Zheng, S. Mukhopadhay and K. Yang, “Exploratory analysis of 
brain connectivity with ICA,” IEEE Engineering in Medicine and Biology Magazine, 2005. 
 

73 J. C. Rajapakse, K.-B. Duan, and W. K. Yeo, “Proteomic cancer classification with mass 
spectra data”, American Journal of Pharmacology, 5 (5), October 2005, pp. 281-292. 
 

74 J. Zhou and J. C. Rajapakse, “Segmentation of subcortical brain structures using fuzzy 
templates,” NeuroImage, Vol. 28, No. 4, Nov. 2005, pp. 915-925 
 

75 W. W. P. Tham, S. J. R. Liow, J. C. Rajapakse, C. L. Tan, S. E. S. Ng, W. E. H. Lim, and L. G. 
Ho, “Phonological processing in Chinese-English bilingual biscriptals: an fMRI study, “, 
NeuroImage, Vol. 28, No. 3, Nov. 2005, pp. 579-587 
 

76 L. S. Ho, and J. C. Rajapakse, “Input encoding method for identifying transcription start sites in 
RNA polymerase II promoters by neural networks,” Soft Computing, 2005. 
 

77 W. Lu and J. C. Rajapakse, “ICA with Reference,” Neurocomputing, 2005. 
 

78 K.-B. Duan, J. C. Rajapakse, H. Wang, and F. Azuaje, “Multiple SVM-RFE for gene selection in 
cancer classification with expression data,” IEEE Transactions on Nanobioscience, Vol. 4, No. 
3, September, 2005, pp. 228-234 
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79 J. C. Rajapakse and L. S. Ho, "Markov encoding for detecting signals in genomic sequences,", 
IEEE/ACM Transactions on Computational Biology and Bioinformatics, Vol. 2, No. 2, April – 
June, 2005, pp. 1-12. 
 

80 M. N. Nguyen and J. C. Rajapakse, “Prediction of protein relative solvent accessibility with a 
two-stage SVM approach,” PROTEINS: Structure, Function, and Bioinformatics, Vol. 59, Issue 
1, April 2005, pp. 30-37. 
 

81 W. Lu and J. C. Rajapakse, “Approach and applications of constrained ICA”, IEEE Transactions 
on Neural Networks, Vol. 16, No. 1, January, 2005, pp. 203-212. 
 

82 YQ Guan, Y.Y Cai, M Opas and YT Lee (2005), “Virtual Reality Enhanced Volumetric Cellular 
Visualization”, Current Issues in Multidisciplinary Microscopy Research and Education, 
FORMATEX Microscopy Book Series. 
 

83 Vladimir Kovalev, S S Bhowmick, S K Madria, “HW-STALKER: A Machine Learning-based 
System for Transforming QURE-Pagelets to XML”, Data and Knowledge Engineering Journal 
(DKE), 54(2); pp. 241-276, Elsevier Science, Aug 2005 
 

84 Denis Shestakov, S S Bhowmick, E-P Lim, “DEQUE: Querying the Deep Web”, Data and 
Knowledge Engineering Journal (DKE), 52(3): pp. 273-311, Elsevier Science, 14 Mar 2005 
 

85 Yang Song, S S Bhowmick, S K Madria, “Bio2X: A Rule-based Approach to Semi-automatic 
Transformation of Semistructured Biological Data to XML”, Data and Knowledge Engineering 
Journal (DKE), 52(2): pp. 249-271, Elsevier Science, 13 Feb 2005 
 

86 Jinyan Li, Qiang Yang and Limsoon Wong, “Guest Editors' Introduction: Data Mining in 
Bioinformatics”, IEEE Intelligent Systems, Page 16-18, Volume 20, Number 6, 
November/December 2005.  
 

87 Jinyan Li and Limsoon Wong. Structural Geography of the space of emerging patterns. 
Intelligent Data Analysis (IDA): An International Journal, Volume 9, pages 567-588, November 
2005. 
 

88 Huiqing Liu, Jinyan Li and Limsoon Wong, “Use of Extreme Patient Samples for Outcome 
Prediction from Gene Expression Data”, Bioinformatics, 21(16), pp 3377-3384, August, 2005. 
  

89 Jinyan Li and Haiquan Li, “Using Fixed Point Theorems to Model the Binding in Protein-Protein 
Interactions”, IEEE Transactions on Knowledge and Data Engineering, vol. 17, no. 8, pp.1079-
1087, August 2005. 
 

90 Guozhu Dong, Jinyan Li, “Mining Border Descriptions of Emerging Patterns from Dataset Pairs” 
Knowledge and Information Systems: An International Journal, 8(2): 178- 202, August, 2005. 
 

91 Di Huang, Tommy W.S. Chow, Eden W.M. Ma, and Jinyan Li, “Efficient selection of 
discriminative genes from microarray gene expression data for cancer diagnosis”, IEEE 
Transactions on Circuits and Systems I: Regular Papers, Volume 52, number 9: 1909--1918, 
September, 2005. 
 

92 Haiquan Li and Jinyan Li, “Discovery of Stable and Significant Binding Motif Pairs from PDB 
Complexes and Protein Interaction Datasets”, Bioinformatics, 21: 314-324, 2005.  
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93 Xu Peng, R. Krishna Murthy Karuturi, Lance D. Miller, Kui Lin, Yonghui Jia, Pinar Konda, Long 

Wang, Limsoon Wong, Edison T. Liu, Mohan K. Balasubramanian, Jianhua Liu, “Identification 
of Cell Cycle-regulated Genes in Fission Yeast”, Molecular Biology of the Cell, 16(3):1026--
1042, March 2005. 
 

94 Huiqing Liu, Hao Han, Jinyan Li, Limsoon Wong, “DNAFSMiner: A Web-Based Software 
Toolbox to Recognize Two Types of Functional Sites in DNA Sequences”, Bioinformatics, 
21:671--673, March 2005. 
 

95 J. Torres, Wang, J., Parthasarathy, K. and Liu, D.X., “The transmembrane oligomers of 
coronavirus protein E”, Biophys. J. 88:1283-1290, 2005 
 

96 Wei-Ping Yu, Jeanne M.M. Tan, Katherine C.M. Chew, Tania Oh, Prasanna Kolatkar, Byrappa 
Venkatesh, Ted M. Dawson, Kah Leong Lim, “The 350-fold compacted Fugu parkin gene is 
structurally and functionally similar to human parkin”, Gene, 346,97-104. 2005 
 

97 Blinova K, Carroll S, S. Bose, Smirnov AV, Harvey JJ, Knutson JR, Balaban RS, “Distribution of 
mitochondrial NADH fluorescence lifetimes, Biochemistry, 2005 Feb 22; 44(7) 2585-94 
 

98 Zdravko Kutnjak, Gojmir Lahajnar, and Cene Filipic, Rudolf Podgornik, Nordenskiöld, L., 
Nikolay Korolev, and Allan Rupprecht, “Electrical conduction in macroscopically oriented 
deoxyribonucleic and hyaluronic acid samples”, Physical Review E, 71, 041901 (1-8), 2005 
 

99 Du, Z. H., F. Lin, and Roshan, U. W., “Reconstruction of Large Phylogenetic Trees: A Parallel 
Approach”, Computational Biology and Chemistry, 2005  
 

100 Du, Z. H. and F. Lin, “Pattern-constrained Multiple Polypeptide Sequence Alignment”, 
Computational Biology and Chemistry, 2005  
 

101 Qi, Y. T. and F. Lin, “Parallelisation Of Blast Algorithm”, Cellular & Molecular Biology Letters, 
Vol. 10, No. 2, 2005, pp281-285 
 

102 Du, Z. H. and F. Lin, “A Novel Parallelization Approach for Hierarchical Clustering”, Parallel 
Computing, Vol. 31, No. 5, 2005, pp523-527 
 

103 G.B. Huang, P. Saratchandran, and N. Sundararajan, “A Generalized Growing And Pruning 
RBF (GGAP-RBF) Neural Network for Function Approximation”,  IEEE Transactions on Neural 
Networks, vol. 16, no. 1, pp. 57--67, 2005. 
 

104 M.-B. Li, G.B. Huang, P. Saratchandran, and N. Sundararajan, “Fully Complex Extreme 
Learning Machine”, Neurocomputing, 2005. 
 

105 K. Z. Mao and G.B. Huang, “Neuron Selection for RBF neural Network Classifier Based on Data 
Structure Preserving Criterion”, IEEE Transactions on Neural Networks, 2005. 

106 Q.-Y. Zhu, A. K. Qin, P. N. Suganthan, and G.B. Huang, “Evolutionary Extreme Learning 
Machine”, Pattern Recognition, 2005. 
 

107 J Chen, W Huang, J Gui, S Yang, F Zhou, Q Xiong, H Wu, Y Cui, M Gao, W Li, J Li, K Yan, W 
Yuan, S Xu, J Liu, X Zhang, “A Novel Linkage to Generalized Vitiligo On 4q13-q21 Identified in 
a Genome-wide Linkage Analysis of Chinese Families”,  Am J Hum Genet. 76(6): 1057 – 65. 
2005. 

page 26 
 



 
108 X-L. Li, S.-H. Tan, See-Kiong Ng, “Protein Interaction Prediction using Inferred Domain 

Interactions and Biologically-Significant Negative Dataset”, in Proceedings of the International 
Conference on Computational Science and Its Applications (ICCSA-2005), Lecture Notes in 
Computer Science, Vol 3482, Apr 2005, Pages 318-326. 
 

109 T. Oliver, B. Schmidt, D. Nathan, R. Clemens, D. Maskell, Using reconfigurable hardware to 
accelerate multiple sequence alignment with ClustalW, Bioinformatics. 
 

110 T. Liu, B. Schmidt, “Parallel RNA Secondary Structure Prediction using Stochastic Context-
Free Grammars”, Concurrency and Computation: Practice and Experience. 
 

111 Shen, L. and E. C. Tan, “Dimension Reduction-Based Penalized Logistic Regression for Cancer 
Classification Using Microarray Data”, IEEE/ACM Transactions on Computational Biology and 
Bioinformatics, vol.2, No.2, pp.166-175, April-June 2005. 
 

112 Shen, L. and E. C. Tan, “Combining kernel dimension-reduction with regularized classifiers for 
tissue categorization”, Online Journal of Bioinformatics, vol.6, No.1, pp.91-98, 2005. 
 

113 D. Wang, N.S. Chaudhari, ''An Approach for Construction of Boolean Neural Networks based 
on Geometrical Expansion,'' Neurocomputing, vol. 57, no. 4, pp. 455-461, (2004). 
 

114 Ying Gao, Jinming Li, Sujun Hua, Hongyu Zhao, Zhangliang Chen, Lijia Qu, and Xing Wang 
Deng,  “An Arabidopsis Promoter Microarray and Its Initial Usage in the Identification of HY5 
Binding Targets in vitro”, Plant Molecular Biology, 2004. 
 

115 W. Lu and J. C. Rajapakse, “Approach and applications of constrained ICA”, IEEE Transactions 
on Neural Networks. 
 

116 Y. Kanyan and J. C. Rajapakse, “ICA gives higher-order connectivity of the brain”, Neural 
Information Processing: letters and reviews vol. 2, no. 2, February 2004. 
 

117 R. G. N. Meegama and J. C. Rajapakse, “Fully Automated Peeling Technique for T1-Weighted 
High Quality MR Head Scans," International Journal of Image and Graphics, World Scientific, 
vol 4, no. 2, 2004, pp. 141-154 
 

118 S. L. Ho, and J. C. Rajapakse, “Input encoding method for identifying transcription start sites in 
RNA polymerase II promoters by neural networks,” Soft Computing. 
 

119 Bramachary M., Krishnan S.P.T., Koh J.L.Y., Seah SH., Tan T.W., Brusic V., Bajic V.B., 
“ANTIMIC: a database of antimicrobial sequences”, Nucleic Acids Research 32, D586-589. 
 

120 V. Brusic and Flower D.R., “Bioinformatics tools for identifying T-cell epitopes”, Drug Discovery 
Today: Biosilico 2, 18-23. 
 

121 V. Brusic, Takagi Y. and Nakamura H., “Bioinformatics in Asia (in Japanese)”, Tanpakushitsu 
kakusan koso (Protein, nucleic acid, enzyme) 49, 74-83. 
 

122 Tan P.T.J., Srinivasan K.N., Seah S.H., Koh J.L.Y., Tan T.W., Shoba Ranganathan S. and V. 
Brusic, “Accurate prediction of scorpion toxin functional properties from primary sequences”, 
Journal of Molecular Graphics and Modelling. 
 

123 T.J. and V. Brusic, “Prediction of class I T-cell epitopes: evidence of presence of immunological 
hot spots inside antigens”, Bioinformatics (ISMB/ECCB 2004 issue).  
 

page 27 
 



124 Jinyan Li, Guozhu Dong, Kotagiri Ramamohanarao, Limsoon Wong, “DeEPs: A New Instance-
based Discovery and Classification System”, Machine Learning, 54(2): 99--124, 2004. 
 

125 Shao-Wu Meng, Zhuo Zhang, Jinyan Li and Limsoon Wong, “A +1 programmed ribosomal 
frameshifting in a human C2H2 zinc finger gene”, Bioinformatics, 2004. 
 

126 See-Kiong Ng, Limsoon Wong, “Accomplishments and Challenges in Bioinformatics”, IEEE IT 
Professional Magazine, 6(1): 44-50, January/February 2004. 
 

127 Srinivasan K.N., Zhang G., Khan A.M., Huiqing Liu, Hao Han, Jinyan Li, Limsoon Wong, 
“Using Amino Acid Patterns to Accurately Predict Translation Initiation Sites”, In silico Biology, 
4:0022, August 2004. 
 

128 Xiaolei Li, Lu Zheng, Chunguang Kong, Prasanna R. Kolatkar and Maxey C.M. Chung, 
“Purpureotin: A novel didimeric C-type lectin like protein (CLP) from Trimeresurus 
purpureomaculatus venom is stabilized by noncovalent interactions”, Archives of Biochemistry 
and Biophysics, 2004. 424:53-62. 
 

129 Yang Song, S S Bhowmick, S K Madria, “Bio2X: A Rule-based Approach to Semi-automatic 
Transformation of Semistructured Biological Data to XML”, Data and Knowledge Engineering 
Journal (DKE), Elsevier Science, 2004. 
 

130 Xiangrui Wang, and N.S. Chaudhari, “Recurrent Neural Networks for recognition of sequence 
patterns”, International Journal of System Modeling and Simulation (special issue on 
advancement in algorithms), Vol. 2, No. 1 pp. 1-6 (Jan. 2004). 
 

131 SHU Jian Jun, L. S. Ouw, 2004, “Pairwise alignment of the DNA sequence using hypercomplex 
number representation”, Bulletin of Mathematical Biology, Vol. 66, pp 1423-1438. 
 

132 Wu, Z. K., F. Lin, Seah, H. S. and Chan, K. Y., “Evaluation of Difference Bounds for Computing 
Rational Bezier Curves and Surfaces”, Computers & Graphics, Vol. 28, No. 4, 2004, pp551-558. 
 

133 B. Schmidt, F. Lin, Amey Laud, Yusdi Santoso, “Development of Distributed Bioinformatics 
Applications with gMP”, Concurrency and Computation: Practice and Experience, Vol. 16, 2004, 
pp945-959. 
 

134 J. Liu, L. Chen, L. Li, X. Hu and Y.Y Cai, "Steady-state fluorescence study on release of 
camptothecin from agar hydrogel", International Journal of Pharmaceutics, 2004. 
 

135 Y.Y Cai, CK Chui, XZ Ye, et al, “Simulation-based Virtual Prototyping of Customized 
Catheterization Devices”, ASME Transaction Journal of Computing and Information Science in 
Engineering, Vol. 4, No. 2, pp. 132-139, 2004. 
 

136 Zonglin Zhou, C.K. Kwoh, Stan Z. Li, “The Nearest Feature Midpoints - a Novel Approach for 
Pattern Classification”, International Journal of Information Technology. 
 

137 S.-H. Tan, Z. Zhang, See-Kiong. Ng, “ADVICE: Web Service for Automated Detection and 
Validation of Interaction by Co-Evolution”, Nucleic Acids Research.  
 

138 Z. Zhang, See-Kiong. Ng, “InterWeaver: Interaction Reports for Discovering Potential 
Interaction Partners with Online Evidence”, Nucleic Acids Research. 
 

139 Palasingam Paaventhan, Chunguang Kong, Jeremiah S. Joseph, Max C. M. Chung and 
Prasanna R Kolatkar, “Structure of rhodocetin reveals non-covalently bound heterodimer 
interface”, Protein Science, 2004. 

page 28 
 



140 Vinsensius B Vega, Yijun Ruan, Jianjun Liu, Wah Heng Lee, Chia Lin Wei, Se Thoe Su Yun, 
Kin Fai Tang, Tao Zhang, Su Lin, Prasanna R Kolatkar, Ooi Eng Eong, Ling Ai Ee, Lawrence 
W. Stanton, Philip M. Long, and Edison T. Liu, “Mutational Dynamics of the SARS Corona Virus 
in cell culture and human population”, BMC Infectious Diseases, 2004.4:32. 
 

141 Jer-ming Chia and Prasanna R Kolatkar, “Implications for domain fusion protein-protein 
interactions based on structural information”, BMC Bioinformatics, 5:161, 2004. 
 

142 Korolev, N.; Lyubartsev, A. P.; Laaksonen, A.; Lars Nordenskiöld, “A molecular dynamics 
simulation study of polyamine- and Na-DNA crystals. Interplay between the DNA structure and 
cation binding”, European Biophysics Journal, 33(8), 671-682, 2004 
 

143 Korolev, N.; Lyubartsev, A. P.; Laaksonen , A.;  Lars Nordenskiöld,“A molecular dynamics 
simulation study of oriented polyamine and Na-DNA: Sequence specific interactions and effects 
on DNA structure”, Biopolymers, 73, 542–555 (2004) 
 

144 Du, Z. H. and F. Lin, “A Hierarchical Clustering Algorithm for MIMD Architecture”, 
Computational Biology and Chemistry, Vol. 28, No. 5-6, December 2004, pp417-419 
 

145 Jinyan Li, Thomas Manoukian, Guozhu Dong, Kotagiri Ramamohanarao. Incremental 
Maintenance on the Border of the Space of Emerging Patterns. Data Mining and Knowledge 
Discovery. Volume 9, issue 1, pages 89-116, 2004.  
 

146 Huiqing Liu, Hao Han, Jinyan Li, Limsoon Wong. Using Amino Acid Patterns to Accurately 
Predict Translation Initiation Sites. In silico Biology, 4:0022, 2004.  
 

147 Jinyan Li, Guozhu Dong, Kotagiri Ramamohanarao, Limsoon Wong. “DeEPs: A New Instance-
based Discovery and Classification System” Machine Learning, 54(2): 99--124, 2004.  
 

148 Jinyan Li, Hwee-Leng Ong, “Feature Space Transformation for Better Understanding Bio-
Medical Classifications”, Journal of Research and Practice in Information Technology, 36(3): 
131-144, August 2004.  
 

149 Shao-Wu Meng, Zhuo Zhang, Jinyan Li, “Twelve C2H2 Zinc Finger Genes on Human 
Chromesone 19 can Be Each Translated into the Same Type of Protein after Frameshifts”, 
Bioinformatics. 20(1): 1--4, 2004. 
 

150 Corona, T., Bao, Q., Christ, N., Schwartz, T., Jinming Li and Droge, P., “Activation of site-
specific integration in human cells by a single chain integration host factor”, Nucleic Acid 
Research, Vol 31, No 17 (2003). 
 

151 Korolev, N.; Lyubartsev, A. P.; Laaksonen , A.; and Lars Nordenskiöld, “A Molecular Dynamics 
Simulation Study of Oriented DNA with Polyamine and Sodium Counterions. Diffusion and 
Averaged Binding of Water and Cations”, Nucl. Acid Res., 31 (20) 5971-5981, 2003. 
 

152 Korolev, N., Lyubartsev, A., and Lars Nordenskiöld, “Application of the Poisson Boltzmann 
Polyelectrolyte Model for Analysis of Thermal Denaturation of DNA in the Presence of Na+ and 
Polyamine Cations”, Biophys. Chem., 104, 55-66, 2003. 
 

154 R. G. N. Meegama and J. C. Rajapakse, “NURBS-based segmentation of the brain in medical 
images,” International Journal of Pattern Recognition and Artificial Intelligence, vol. 17, no. 6, pp 
995-1009, 2003. 
 

155 R.G. N. Meegama and J. C. Rajapakse, "NURBS snakes," Image and Vision Computing, 21 
(2003) pp. 551-562. 

page 29 
 



156 W. Lu and J. C. Rajapakse, ''Eliminating indeterminacy in ICA'', Neurocomputing, 50, (2003), 
pp. 271 – 290. 
 

157 M. N. Nguyen and J. C. Rajapakse, "Two-stage support vector machines for protein secondary 
structure prediction", Neural, Parallel, and Scientific Computing, Vol. 11, Issue 1 & 2, 2003. 
 

158 J. C. Rajapakse and M. N. Nguyen, "General framework for two-stage approaches to protein 
secondary structure prediction", Asia Pacific Biotech News, vol. 7, no.3, 2003, pp. 122 – 128. 
 

159 J. C. Rajapakse, “Book review: adaptive blind signal and image processing,” IEEE Transactions 
on Neural Networks, vol. 14, no. 6, Nov. 2003, pp. 1580-1580. 
 

160 G.B. Huang, “Learning Capability and Storage Capacity of Two-Hidden-Layer Feedforward 
Networks”, IEEE Transactions on Neural Networks, vol. 14, no. 2, pp. 274--281, 2003. 
 

161 Wu, Z. K., F. Lin, and Seah, H. S., “Topology Preserving Voxelisation of Rational Bezier and 
NURBS Curves”, Computers & Graphics, Vol. 27, No. 1, 2003. 
 

162 Wu, Z. K., F. Lin, and Seah, H. S., “Tunnel-free Voxelisation of Rational Bezier Surfaces”,  The 
Visual Computer journal, 2003. 
 

163 Qi, Y. T., F. Lin, and Wong, K. K., “High Performance Computing in PSSP”, WSEAS 
Transactions on Circuits and Systems, No. 3, Vol. 2, July 2003, ISSN 1109-2734, pp616-618. 
 

164 B. Schmidt, H. Schroder, M. Schimmler, "A hybrid Architecture for Bioinformatics", Future 
Generation Computer Systems, Vol. 18, 855-862. 
 

165 Jinyan Li, Huiqing Liu, James R. Downing, Allen Eng-Juh Yeoh, Limsoon Wong, “Simple Rules 
Underlying Gene Expression Profiles of More than Six Subtypes of Acute Lymphoblastic 
Leukemia (ALL) Patients”, Bioinformatics. 19:71--78, 2003. 
 

166 Huiqing Liu, Limsoon Wong, “Data Mining Tools for Biological Sequences”, Journal of 
Bioinformatics & Computational Biology, 1(1): 139--168, April 2003. 
 

167 Jinyan Li, Huiqing Liu, See-Kiong Ng, Limsoon Wong, “Discovery of Significant Rules for 
Classifying Cancer Diagnosis Data”, Bioinformatics, 19(suppl. 2): ii93--ii102, September 2003. 
 

168 Fong B, Hong GY, Rapajic PB, and Fong ACM, “A continuous phase modulation scheme for 
telemedicine systems”, WSEAS Transactions on Communications, Vol. 2/4, pp. 382-386, Oct 
2003. 

169 Di Wang, and N.S. Chaudhari, “Binary neural network training algorithms based on linear 
sequential learning”, International Journal of Neural Systems, Vol. 13, No. 5, pp. 333-351, 2003. 
 

170 Chen Chunxi, B. Schmidt, “Computing Large-Scale Alignments on a Multi-Cluster”, IEEE 
Cluster Computing, 2003. 
 

171 Liu Weiguo, B. Schmidt, ''Parallel Design Pattern for Computational Biology and Scientific 
Computing'', IEEE Cluster Computing, 2003. 
 

172 S. Bose, S. French, F.J. Evans, F. Joubert, and R.S. Balaban, “Metabolic network control of 
oxidative phosphorylation: multiple role of inorganic phosphate”, J. Biol. Chem 278: 39155-65, 
2003. 
 

173 Hendler, R.W. and S. Bose, “Interconversions among four M-intermediatesin the 
bacteriorhodopsin photocycle”, Eur. J. Biochem 270: 3518-24, 2003. 

page 30 
 



174 Hendler, R.W., S.M. Bennet, S. Dracheva, S. Bose, and I.W. Levin, “Purple membrane lipid 
control of bacteriorhodopsin conformational flexibility and photocycle activity”, Eur. J. Biochem 
270:1920-25, 2003. 
 

175 Balaban, R.S., S.Bose, S. French, and P. R. Territo, “Role of calcium in metabolic signaling 
between cardiac sarcoplasmic reticulum and mitochondria in vitro”, Am. J. Physiol. Cell Physiol 
284:C285-C293, 2003. 
 

176 Devanshu Dhyani, S S Bhowmick, W K Ng, “Deriving and Verifying Statistical Distribution of a 
Hyperlink-based Web Page Quality”, Data and Knowledge Engineering Journal (DKE), 46(3): 
pp. 291-315, Elsevier Science. Sep 2003 
 

177 S S Bhowmick, A K Khiong, S K Madria, “Formulating Disjunctive Coupling Queries in 
WHOWEDA”, Data and Knowledge Engineering Journal (DKE), 46(1): pp. 1- 40, Elsevier 
Science, Jul 2003 
 

178 S S Bhowmick, S K Madria, W K Ng, “Representation of Web Data in a Web Warehouse”, The 
Computer Journal, 46(3), Oxford Press, May 2003 
 

179 S S Bhowmick, S K Madria, W K Ng, “Constraint-driven Join Processing in a Web 
Warehouse”, Data and Knowledege Engineering (DKE), 45(1): pp. 33-78, Elsevier Science, Apr 
2003 
 

180 S S Bhowmick, S K Madria, W K Ng, “Detecting and Representing Relevant Web Deltas in 
WHOWEDA”, IEEE Transactions on Knowledge and Data Engineering (IEEE TKDE), 15(2): pp- 
423-441, Mar 2003 

 
 

b. CONFERENCE 
 

1 Pooja and J. C. Rajapakse, “Comparison of human and mouse pseudogenes,” IEEE 
Symposium on Computational Intelligence in Bioinformatics and Computational Biology (CIBCB 
2007), Hawaii, April 1-5, 2007. 
 

2 M. N. Nguyen and J. C. Rajapakse, “Protein-protein interface residue prediction with SVM using 
evolutionary profiles and accessible surface areas,” 2006 IEEE Symposium on Bioinformatics 
and Computational Biology (CIBCB 2006), Toronto, September 2006 
 

3 C. Chen and J. C. Rajapakse, “Grid-enabled BLASTZ,” The 3rd International Life Science Grid 
Workshop (LSGrid 2006), Yokohama, October 2006 
 

4 J. Ma, M. N. Nguyen, G. B. Fogel, and J. C. Rajapakse, “Determination of the relative 
importance of gene function or taxonomic grouping to codon usage bias using cluster analysis 
and SVM,” 2006 IEEE Symposium on Bioinformatics and Computational Biology (CIBCB 2006), 
Toronto, September 2006 
 

5 J. C. Rajapakse and C. Chen, “ Computational grid for comparative genomics to identify 
conserved non-coding regions,” The 3rd International Life Science Grid Workshop (LSGrid 
2006), Yokohama, October 2006 
 

6 D. Zhou, Y. He and C.K. Kwoh, “Validating Text Mining Results on Protein-Protein Interactions 
using Gene Expression Profiles”, International Conference on Biomedical and Pharmaceutical 
Engineering, Singapore, Dec. 2006. 
 

page 31 
 



7 Y. He, S.C. Hui and Y. Sim, “A Novel Ant-Based Clustering Approach for Document Clustering”, 
Asia Information Retrieval Symposium, Singapore, LNCS 4182, Springer 2006, pp. 537-544. 
 

8 D. Zhou, Y. He and C. K. Kwoh, “An Improved Hidden Vector State Model Approach and its 
Adaptation in Extracting Protein Interaction Information from Biomedical Literature”, International 
Conference on Computational System Biology, Shanghai, China, July 20-23, 2006. 
 

9 D. Zhou, Y. He and C. K. Kwoh, “Extracting Protein-Protein Interactions from the Literature 
using the Hidden Vector State Model”, 2nd International Workshop on Bioinformatics Research 
and Applications, University of Reading, UK, May 28-31, 2006. 
 

10 Y. He, T.T. Quan and S.C. Hui, “A Multimodal Restaurant Finder for Semantic Web”, 4th IEEE 
International Conference on Computer Science RIVF2006, Ho Chi Minh City, Vietnam, Feb, 
2006. 
 

11 Y. Li, SHU Jian Jun, 2006, “Cross-correlation of DNA sequences using hypercomplex number 
encoding”, International Conference on Biomedical and Pharmaceutical Engineering. 
 

12 SHU Jian Jun, “On detection of wide linear features”, International Conference on Mathematical 
Modelling and Computation, 2006. 
 

13 Herberth M, C. Schönbach, “Detection of peroxisomal protein candidates using motif search, 
co-expression and promoter content”, The Fourth Asia Pacific Bioinformatics Conference 
(APBC2006), Taipei, Taiwan Feb 13-16, 2006, P008 (poster). 
 

14 Mizuno Y, Kurochkin IV, C. Schönbach, Okazaki C., “Confocal microscopy analysis of new 
mouse peroxisomal protein candidates indicates variable subcellular localization”, 20th IUBMB 
International Congress of Biochemistry and Molecular Biology and 11th FAOBMB Congress, 
Kyoto, Japan, Jun 18-23, 2006, 5P-C-189 (Poster). 
 

15 Brahmachary M*, C. Schönbach*, Yang L, Huang, Tan SL, Chowdhary R, Krishnan SPT, Lin C-
Y, Hume DA, Kai C, Kawai J, Carninci P, Hayashizaki Y, Bajic VB., “Ab-initio Identification of 
Promoter Elements in Antimicrobial Peptide-Coding Genes”, The 17th International Conference 
on Genome Informatics (GIW2006), Yokohama, Japan, P060 1-2, Dec 18-20, 2006. 
 

16 W.S. Koh, and L.K. Ang, "Transition from Fowler Nordheim Emission to Child-Langmuir law in 
quantum regime", 19th International Vacuum Nanoelectronics Conference (IVNC), Technical 
Digest, O6TH8886, OE04, page 13, (July 17-20, 2006). 
 

17 W.S. Koh, L.K. Ang, L. Sun, and X. Hua, "Two-dimensional limiting current in a crossed-field 
gap", 19th International Vacuum Nanoelectronics Conference (IVNC), Technical Digest, 
O6TH8886, PE03, page 197, (July 17-20, 2006). 
 

18 W. Lin, and L.K. Ang, "Low temperature cooling by thermal-field emission in a crossed field 
gap", 19th International Vacuum Nanoelectronics Conference (IVNC), Technical 
Digest, O6TH8886, PE19, page 229, (July 17-20, 2006). 
 

19 W. Lin, and L.K. Ang, "Multipactor discharge in a dielectric-loaded accelerating structure", 19th 
International Vacuum Nanoelectronics Conference (IVNC), Technical Digest,  O6TH8886, 
PE137, page 467, (July 17-20,  2006). 
 

20 Cheong Lee Sing, Seah Hock Soon, F. Lin, Yu Chin-Wen Kenneth, Qian Kemao, Soo Khee 
Chee, Patricia Thong, Malini Olivo, “FPGA Implementation of Real-time Fluorescence 
Endoscopy Imaging Algorithms”, The International Conference on Biomedical and 
Pharmaceutical Engineering 2006 (ICBPE06), Singapore, 11-15 December, 2006 

page 32 
 



 
21 Cheong Lee Sing, Seah Hock Soon, F. Lin, Yu Chin-Wen Kenneth, Qian Kemao, Soo Khee 

Chee, Patricia Thong, Malini Olivo, “Towards In Vivo Navigational Cellular Imaging”, 
Singaporean-French Biomedical Imaging Workshop (SFBI06), Singapore, 12-13 November, 
2006 
 

22 Du, Z. H., Ji, Z., F. Lin, “Parallel Computing for Optimal Genomic Sequence Alignment”, The 
Second International Conference on Natural Computation (ICNC'06) and the Third International 
Conference on Fuzzy Systems and Knowledge Discovery (FSKD'06), Xi'an, China, 24-28 
September, 2006 
 

23 Stepanova, M., F. Lin, Lin C. L. Valerie, “A Profile HMM for Recognition of Hormone Response 
Elements”, The 2006 Workshop on Pattern Recognition in Bioinformatics (PRIB06), Hong Kong, 
China, 20 Aug, 2006 
 

24 Xu H., Sung W. K., F. Lin, “PEM: A General Statistical Approach for Identifying Differentially 
Expressed Genes in Time-course cDNA Microarray Experiment without Replicate”, 2006 LSS 
Computational Systems Bioinformatics Conference (CSB06), Stanford University, California, 
USA, August 14-18, 2006 
 

25 Cheong, L. S., F. Lin, Seah H. S., “Frequency-Domain Algorithms for Visual Analysis on 
Genomic Structures in Prokaryotes”, The 3rd International Conference on Computer Graphics, 
Imaging and Visualization (CGIV06), Sydney, Australia, 25-28 July, 2006 
 

26 Stepanova, M., F. Lin, Lin C. L. Valerie, “Tiger HRE Finder – A Tool for Identification of 
Hormone Receptor Binding Sites in Query Sequences”, The International Multi-Symposiums on 
Computer and Computational Sciences (IMSCCS06), Hangzhou, China, 22-26 June, 2006 
 

27 YQ Guan, M Opas, YT Lee, and Y.Y Cai, “3D Boundary Reconstruction of Mouse Brain Cells”, 
9th International Conference on Automation, Robotics, Vision and Control (ICARVC2006), Dec 
5-8, 2006, Singapore. 
 

28 Y.Y Cai, YQ Guan, M. Opas, and YT Lee, “Volumetric Confocal Image Processing”, Focus on 
Microscopy 2006, Perth, Australia, April, 2006 
 

29 E Leonardi, S S Bhowmick, “OXONE: A Scalable Solution for Detection Superior Quality 
Deltas on Ordered Large XML Documents”, In the Proceedings of the 25th International 
Conference on Conceptual Modelling (ER 2006), Springer Verlag, Tuscon, USA, Nov 2006 
 

30 Q Zhao, T-Y Liu, S S Bhowmick, W-Y Ma, ”Event Detection from Evolution of Click-Through 
Data’, In the Proceedings of the 12th ACM SIGKDD  International Conference on Knowledge 
Discovery and Data Mining (SIGKDD 2006), ACM Press, Philadelphia, USA, Aug 2006 
 

31 K Hagihara, K Yiu, S Zhang, K Stiel, S S Bhowmick, A Davis, J Evans, C F Dewey, Jr, “A 
Publicly Available Database for Biological Microscopy Images”, In World Congress on Medical 
Physics and Biomedical Engineering (WC 2006), Seoul, Korea (Abstract), Aug 2006 
 

32 C F Dewey, Jr, S Ayyadurai, V Rouilly, C L Poh, S S Bhowmick, J Evans, R I Kitney, 
“Footprints in the Sand: Supporting External Analysis of Medical and Biological Databases”, In 
World Congress on Medical Physics and Biomedical Engineering (WC 2006), Seoul, Korea 
(Abstract), Aug 2006 
  

page 33 
 



 
33 Sandeep Prakash, S S Bhowmick, “A Tale of Two Approaches: Query Performance Study of 

XML Storage Strategies in Relational Databases”, In the Proceedings of the 17th International 
Conference on Database and Expert Systems Applications (DEXA 2006), Springer Verlag, 
Krakow, Poland, Sept 2006 
 

34 Q Zhao, C-H Hoi, T-Y Liu, S S Bhowmick, M R Lyu, W-Y Ma, “Time-Dependent Semantic 
Similarity Measure of Queries Using Historical Click-Through Data”, In the Proceedings of the 
15th ACM International Conference on World Wide Web (WWW 2006), ACM Press, Edinburgh, 
Scotland, May 2006 
 

35 Q Zhao, S S Bhowmick, L Gruenwald, “CLEOPATRA: Evolutionary Pattern-based Clustering of 
Web Usage Data”, In the Proceedings of the 10th Pacific Asia Conference on Knowledge 
Discovery and Data Mining (PAKDD 2006), Springer-Verlag, Singapore, April 2006 
 

36 Q Zhao, S S Bhowmick, A Sun, “iWED: An Integrated Multigraph Cut-bases Approach for 
Detecting Events from a Web Site”, In the Proceedings of the 10th Pacific Asia Conference on 
Knowledge Discovery and Data Mining (PAKDD 2006), Springer-Verlag, Singapore, April 2006 
 

37 L Chen, S S Bhowmick, J Li, “Mining Temporal Indirect Associations”, In the Proceedings of the 
10th Pacific Asia Conference on Knowledge Discovery and Data Mining (PAKDD 2006), 
Springer-Verlag, Singapore, April 2006 
 

38 L Chen, S S Bhowmick, J Li, “COWES: Clustering Web Users Based on Historical Web 
Sessions”, In the Proceedings of the 11th International Conference on Database Systems for 
Advanced Applications (DASFAA 2006), Springer-Verlag, Singapore, April 2006 
 

39 E Leonardi, T Hoai, S S Bhowmick, S Madria, “DTD-Diff: A Change Detection Algorithm for 
DTDs”, In the Proceedings of the 11th International Conference on Database Systems for 
Advanced Applications (DASFAA 2006), Springer-Verlag, Singapore, April 2006 
 

40 S S Bhowmick, Sandeep Prakash, “Every Click You Make, I Will be Fetching it: Efficient XML 
Query Processing in RDBMS Using GUI-driven Prefetching”, In the Proceedings of the 22nd 
IEEE  International Conference on Data Engineering (IEEE ICDE 2006), IEEE Computer 
Society, Atlanta, USA (Poster  Paper), April 2006 
 

41 Jinyan Li, Qiang Yang and Ah Hwee Tan (Editors), “Data Mining for Biomedical Applications: 
Proceedings of PAKDD 2006 Workshop, BioDM 2006, Singapore. Lecture Notes in 
Bioinformatics, volume 3916 (LNBI 3916), April, 2006, Springer-Verlag. 
 

42 D. Lim, Y. S. Ong, Y. Jin and B. Sendhoff, “Trusted Evolutionary Algorithm”, IEEE Congress on 
Evolutionary Computation, July 16-21, CEC 2006, Sheraton Vancouver Wall Centre, 
Vancouver, BC, Canada. 
 

43 Y. S. Ong, Z. Z. Zong and D. Lim, “Curse and Blessing of Uncertainty in Evolutionary Algorithm 
Using Approximation”, IEEE Congress on Evolutionary Computation, July 16-21, CEC 2006, 
Sheraton Vancouver Wall Centre, Vancouver, BC, Canada. 
  

44 Y. S. Ong, Q. H Nguyen, M. H. Lim and T. Jing, “A Development Platform for Memetic Algorithm 
Design”, Joint 3rd International Conference on Soft Computing and Intelligent Systems and 7th 
International Symposium on Advanced Intelligent Systems, SCIS&ISIS 2006, 20-24 September , 
2006, O-okayama Campus West Bldg. 9, Tokyo Institute of Technology, Japan. 
 

page 34 
 



 
45 J. Tang, M. H. Lim and Y. S. Ong, "Adaptation for parallel memetic algorithm based on 

population entropy", Proceedings of the 8th annual conference on Genetic and Evolutionary 
Computation (GECCO), Seattle, Washington, USA, pp. 575 - 582, 2006. (Best paper Award 
Nomination) 
 

46 S. D. Handoko, C. K. Kwoh, Y. S. Ong, L. Z. Guang and B. Vladimir, "Extreme Learning 
Machine for Predicting HLA-Peptide Binding", Third International Symposium on Neural 
Networks, Lecture Notes in Computer Science, vol. 3973, pp.716-721, 2006, Springer-verlag. 
 

47 E Leonardi, S S Bhowmick, “Detecting Changes on XML Documents Using Relational 
Databases: A Schema-Conscious Approach”, In the Proceedings of the 14th ACM  International 
Conference on Information and Knowledge Management (ACM CIKM 2005), ACM Press, 
Bremen, Germany, Oct-Nov 2005 
 

48 Q Zhao, S S Bhowmick, L Gruenwald, “WAM-Miner: In the Search of Web Access Motifs from 
Historical Web Log Data”, In the Proceedings of the 14th ACM  International Conference on 
Information and Knowledge Management (ACM CIKM 2005), ACM Press, Bremen, Germany, 
Oct-Nov 2005 
 

49 Q Zhao, S S Bhowmick, L Gruenwald, “Mining Conserved XML Query Paths for  Dynamic-
Conscious Caching”, In the Proceedings of the 14th ACM  International Conference on 
Information and Knowledge Management (ACM CIKM 2005), ACM Press, Bremen, Germany 
(Poster Paper), Oct-Nov 2005 
 

50 E Leonardi,  S L Budiman, S S Bhowmick, “Detecting Changes to Hybrid XML Documents 
Using Relational Databases”, In the Proceedings of the 16th International Conference on 
Database and Expert Systems Applications (DEXA 2005), Springer Verlag, Copenhagen, 
Denmark, Aug 2005 
 

51 Yang Chu, C Chia, S S Bhowmick, “SM3: An XML Database Solution for the Management of 
MPEG-7 Descriptions”, In the Proceedings of the 16th International Conference on Database 
and Expert Systems Applications (DEXA 2005), Springer Verlag, Copenhagen, Denmark, Aug 
2005 
 

52 V Kovalev, S S Bhowmick, “Detecting  Semantically Correct Changes to Relevant Hidden Web 
Data”, In the Proceedings of the 16th International Conference on Database and Expert 
Systems Applications (DEXA 2005), Springer Verlag, Copenhagen, Denmark, Aug 2005 
 

53 M Mohania, D Swamini, S S Bhowmick, S K Gupta, T Dillon, “Event Composition and Detection  
in Data Stream Management Systems”, In the Proceedings of the 16th International Conference 
on Database and Expert Systems Applications (DEXA 2005), Springer Verlag, Copenhagen, 
Denmark, Aug 2005 
 

54 Ling Chen, S S Bhowmick, C Chia, “Mining Positive and Negative Association Rules from XML 
Query Patterns for Caching”, In the Proceedings of the 10th International Conference on 
Database Systems for Advanced Applications (DASFAA 2005), Springer Verlag, Beijing, China, 
Apr 2005 
 

55 Q Zhao, S S Bhowmick, “FASST Mining: Discovering Frequently Changing Semantic Structure 
from Versions of Unordered XML Documents”, In the Proceedings of the 10th International 
Conference on Database Systems for Advanced Applications (DASFAA 2005), Springer Verlag, 
Beijing, China, Apr 2005 
 

page 35 
 



56 E Leonardi, S S Bhowmick, S K Madria, “XANDY: Detecting Changes on Large Unordered 
XML Documents Using Relational Databases”, In the Proceedings of the 10th International 
Conference on Database Systems for Advanced Applications (DASFAA 2005), Springer Verlag, 
Beijing, China, Apr 2005 
 

57 Guozhu Dong, Chunyu Jiang, Jian Pei, Jinyan Li, Limsoon Wong. “Mining Succinct Systems of 
Minimal Generators of Formal Concepts”, Proceedings of 10th International Conference on 
Database Systems for Advanced Applications, pages 175--187, Beijing, China, April 2005. 
 

58 Li Lin, Limsoon Wong, Tzeyun Leong, Pohsan Lai, “Linkage Tracker: A Discriminative Pattern 
Tracking Approach to Linkage Disequilibrium Mapping”, Proceedings of 10th International 
Conference on Database Systems for Advanced Applications, pages 30--42, Beijing, China, 
April 2005. 
 

59 See-Kiong Ng “Smart Bio-Laboratories of the Future”, in Proceedings of the IEEE International 
Symposium on Circuits and Systems (ISCAS), Kobe, Japan, May 23-26, 2005, pages 4779-
4782. 
 

60 Z. Zhuo, S. Tang, See-Kiong Ng, “Toward Discovering Disease-Specific Gene Networks”, in 
Proceedings of the 3rd Asia-Pacific Bioinformatics Conference (APBC-2005), 17-21 January, 
Singapore, pages 161-170. 
 

61 W.-K. For, See-Kiong Ng, X. Bao, and W.-S. Gan, “Relative Proximity Estimation in a Confined 
Small-Scale Environment”, accepted for the 2005 International Workshop on Wireless Ad-Hoc 
Networks, London, UK, May 23-26, 2005. 
 

62 W.-K. For, X. Bao, W.-S. Gan, See-Kiong Ng, “Reconfigurable Context-Sensitive Bio-Bridge 
Middleware for Smart Bio-Laboratories”, in Proceedings of the 19th International Conference on 
Advanced Information Networking and Applications (AINA2005), 28-30 March 2005, Vol 2, 
pages 561-566. 
 

63 Shen L. and E. C. Tan, ‘Nonlinear kernel MSE methods for cancer classification’, International 
Conference on Natural Computation (ICNC’05) and International Conference on Fuzzy Systems 
and Knowledge Discovery (FSKD’05),  Changsha, China, 27-29 August 2005. 
 

64 Shen L. and E. C. Tan, ‘PLS and SVD based penalized logistic regression for cancer 
classification using microarray data’, The 3rd Asia-Pacific Bioinformatics Conference (APBC 
2005), Singapore, 17-21 January, 2005 
 

65 Du, Z. H., Stamatakis, A., F. Lin, Roshan, U. W., and Nakhleh, L., “Parallel Divide-and-Conquer 
Phylogeny Reconstruction by Maximum Likelihood”, The 2005 International Conference on High 
Performance Computing and Communications (HPCC-05), Capri-Sorrento Peninsular, Italy, 
September 21-24, 2005. 
 

66 D. Wang and G.B. Huang, “Protein Sequence Classification Using Extreme Learning Machine”, 
Proceedings of International Joint Conference on Neural Networks (IJCNN2005), Montreal, 
Canada, 31 July - 4 August, 2005. 
 

67 N.-Y. Liang, P. Saratchandran, G.B. Huang, and N. Sundararajan, “Cognitive mental task 
classification using a novel on-line learning algorithm”, 9th International conference on Cognitive 
and Neural Systems, Boston, May 18 – 21, 2005. 
 

68 X. Wei, Y. Li, and G.B. Huang, “Fault Diagnosis Based on Extreme Learning Machine and 
Support Vector Machines,” the IASTED International Conference on Computational Intelligence 
(CI 2005), Calgary, Canada, July 4-6, 2005. 

page 36 
 



67 D. Wang and G.B. Huang, “Protein Sequence Classification Using Extreme Learning Machine”, 
Proceedings of International Joint Conference on Neural Networks (IJCNN2005), Montreal, 
Canada, 31 July - 4 August, 2005. 
 

68 F. Han, D.-S. Huang, Y.-M. Cheung, and G.B. Huang, “A New Modified Hybrid Learning 
Algorithm for Feedforward Neural Networks,” the International Symposium on Neural Networks 
(ISNN2005), Chongqing, China, May 30 - June 1, 2005. 
 

69 Gavyn Pang, J. C. Rajapakse, “Comparative Genomic study of Parkinson’s disease candidate 
genes” for the International Joint Conference on Neural Networks (IJCNN2005), Montreal, 
Canada 
 

70 Gavyn Pang, J. C. Rajapakse, “Inferring Neutral Evolution from Parkinson’s Disease Genes” for 
the IEEE symposium on computational intelligence in Bioinformatics and computation biology. 
 

71 A. Kumar and J. C. Rajapakse, “Hidden Markov model based analysis of single trial functional 
MRI data,” 12th International Conference on BioMedical Engineering (ICBME 2005), Singapore, 
December, 2005. 
 

72 K. M. Abdul Baten, S. K. Halgamuge, N. Wickramarachchi, J. C. Rajapakse, “Splice site 
detection using a combination of Markov model and neural network,” BIOINFO2005 
(International Joint Conference of AASBi, InCoB, and KSBI), Busan, Korea, September 2005. 
 

73 M. N. Nguyen and J. C. Rajapakse, “Two-stage multi-class support vector machines for protein 
relative solvent accessibility prediction,” The 12 th International Conference on Neural 
Information Processing (ICONIP 2005), Taipei, Taiwan, November 2005, pp. 671 – 675 
 

74 J. Zhou and J. C. Rajapakse, “Decision-level fusion of structural and functional MR images,” 
The 12 th International Conference on Neural Information Processing (ICONIP 2005), Taipei, 
Taiwan, November 2005, pp. 264 – 269. 
  

75 W. L. Peng and J. C. Rajapakse, “Multi-class protein subcellular localization classification using 
support vector machines,” 2005 IEEE Symposium on Computational Intelligence in 
Bioinformatics and Computational Biology, La Jolla, USA, November, 2005, pp. 526 – 533. 
 

76 X. Yang and J. C. Rajapakse, “Robust algorithm for finding weak motifs,” 2005 IEEE 
Symposium on Computational Intelligence in Bioinformatics and Computational Biology, La 
Jolla, USA, November, 2005, pp. 414 – 419. 
 

77 J. Ma, M. N. Nguyen, G. W. L. Pang, and J. C. Rajapakse, “Gene classification using codon 
usage patterns and SVMs,” 2005 IEEE Symposium on Computational Intelligence in 
Bioinformatics and Computational Biology, La Jolla, USA, November, 2005, pp. 435 – 442. 
 

78 K. S. Toh, M. N. Nguyen, and J. C. Rajapakse, “LVQ approach using AA indices for protein 
subcellular localization prediction,” 2005 IEEE Symposium on Computational Intelligence in 
Bioinformatics and Computational Biology, La Jolla, USA, November, 2005, pp. 296 – 302. 
 

79 W. Yang and J. C. Rajapakse, “Detection of activation from functional MR images based on 
conditional random fields,” 12th International Conference on BioMedical Engineering (ICBME 
2005), Singapore, December, 2005. 
 

80 X. Zheng and J. C. Rajapakse, “Disconnectivity analysis of brain disease from fMR images,” 
12th International Conference on BioMedical Engineering (ICBME 2005), Singapore, December, 
2005. 

page 37 
 



81 Gavyn W. L. Pang, J. Ma, and J. C. Rajapakse, “Analysis of Parkin point mutations to establish 
genotype-phenotype relationships,” 12th International Conference on BioMedical Engineering 
(ICBME 2005), Singapore, December, 2005. 
 

82 J. Lau and J. C. Rajapakse, “Extraction of event-related potentials from EEG signals using ICA 
with Reference,” International Joint Conference on Neural Networks (IJCNN 2005), Montreal, 
August 2005. 
 

83 H.K. Ng, D. Lim, Y. S. Ong, B. S. Lee, L. Freund, S. Parvez and B. Sendhoff, “A Multi-Cluster 
Grid Enabled Evolution framework for Aerodynamic Airfoil Design Optimization”, International 
Conference on Natural Computing, 27-29 August 2005, Lecture Notes on Science 3611, pp. 
1112-1121, Springer-verlag, L. P. Wang, K. Chen and , Y. S. Ong, Eds.  
 

84 Z. Z. Zhou, Y. S. Ong, M. H. Nguyen and D. Lim, “A Study on Polynomial Regression and 
Gaussian Process Global Surrogate Model in Hierarchical Surrogate-Assisted Evolutionary 
Algorithm”, Special Session on Evolutionary Computation in Dynamic and Uncertain 
Environments (ECiDUE'05), IEEE Congress on Evolutionary Computation, Edinburgh, United 
Kingdom, September 2-5, 2005. 
 

85 D. Lim, Y. S. Ong and B. S. Lee, “Inverse Multi-Objective Robust Evolutionary Design 
Optimization in the Presence of Uncertainty”, GECCO 2005, Washington D.C. USA, June 25-29, 
2005.  
 

86 Q. T. Ho, W. T. Cai and Y. S. Ong, “Design and Implementation of An Efficient Multi-cluster 
GridRPC System”, IEEE Cluster Computing and Grid Conference, 9-12 May 2005. 
 

87 H. K. Ng, Y. S. Ong, T. Hung and B. S. Lee, “Grid Enabled Optimization”, European Grid 
Conference, 2005, Lecture Notes in Computer Science, vol. 3470, pp. 296-304, 2005. 
 

88 C. Chen, B. Schmidt, “Parallel Construction of Large Suffix Trees on a PC Cluster”, Euro-Par 
2005, Lisbon, Portugal, LNCS, Springer, 2005. 
 

89 M. Rajapakse, L. Wyse, B. Schmidt, V. Brusic, “Deriving Matrix of Peptide-MHC Interactions in 
Diabetic Mouse by Genetic Algorithm”, 6th International Conference on Intelligent Data 
Engineering and Automated Learning (IDEAL 2005), Brisbane, Australia, LNCS, Springer, 2005. 
 

90 T. Oliver, B. Schmidt, D. Nathan, R. Clemens, D. Maskell, “Multiple Sequence Alignment on an 
FPGA”, 11th International Conference on Parallel and Distributed Systems (ICPADS 2005) 
(Workshops), Fukuoka, Japan, 2005. 
 

91 T. Oliver, B. Schmidt, D. Maskell, A.P. Vinod, “A Reconfigurable Architecture for Scanning 
Biosequence Databases”, IEEE International Symposium on Circuits and Systems (ISCAS 
2005), Kobe, Japan, 2005. 
 

92 W. Liu, B. Schmidt, “A Case Study on Pattern-based Systems for High Performance 
Computational Biology”, 19th IEEE International Parallel & Distributed Processing Symposium 
(IPDPS 2005) (Workshops), Denver, CO. 
 

93 T. Oliver, B. Schmidt, D. Maskell, “Hyper Customized Processors for Bio-Sequence Database 
Scanning on FPGAs”, 13th ACM International Symposium on Field-Programmable Gate Arrays, 
(FPGA 2005), Monterrey, CA, 2005. 
 

94 T. Liu, B. Schmidt, “Optimal local alignment in RNA secondary structures”, IASTED 
International Conference on Biomedical Engineering (BioMED 2005), Innsbruck, Austria, 2005. 

page 38 
 



95 See Kiong Ng, S. P. Khadayate and Y. S. Ong, “Whole-Genome Functional Classification of 
Genes by Latent Semantic Analysis on Microarray Data”, 2nd Asia-Pacific Bioinformatics 
Conference (APBC2004), Dunedin, New Zealand, 18 - 22 Jan 2004. 
 

96 J. Chen, W. Hsu, M.L. Lee, See Kiong Ng, “Systematic Assessment of High-Throughput 
Experimental Data for Reliable Protein Interactions using Network Topology”, in Proceedings of 
the 16th IEEE International Conference on Tools with Artificial Intelligence (ICTAI 2004), 
November 15-17, Florida, pages 368-372. 
 

97 J. Jansson, See Kiong Ng, W.-K. Sung, H. Willy (2004) “A Faster and More Space-Efficient 
Algorithm for Inferring Arc-Annotations for RNA Sequences through Alignment”, in Springer-
Verlag Lecture Notes in Computer Science, Vol 3240/2004, Proceedings of the 4th Workshop on 
Algorithms in Bioinformatics (WABI 2004), September 14-17, Bergen, Norway, pages 302-313. 
 

98 S.-H. Tan, W.-K. Sung, See Kiong Ng, “An Automated Approach for Protein Interaction Motif 
Discovery”, in Proceedings of the 2nd International Conference on Computer Science and Its 
Applications, June 28-30, San Diego, USA, pages 224-232. 
 

99 S.-H. Tan, W.-K. Sung, See Kiong Ng, “Discovering Novel Interacting Motif Pairs from Large 
Protein-Protein Interaction Datasets”, in Proceedings of IEEE Fourth Symposium on 
Bioinformatics and Bioengineering (BIBE2004), pages 568-575, May 19-21 2004. 
 

100 H. Li, J. Li, S.-H. Tan, See Kiong Ng, “Binding Motif Pair Discovery from Protein Complex 
Structural Data and Protein Interaction Sequence Data”, in Proceedings of the 9th Pacific 
Symposium for Biocomputing PSB-2004, pages 312-323, January 2004. 
 

101 M. N. Nguyen and J. C. Rajapakse, “Two-stage support vector machines to protein relative 
accessibility prediction,” IEEE Symposium on Computational Intelligence in Bioinformatics and 
Computational Biology, San Diego, 2004, pp. 67-72. 
 

102 X. Yang, and J. C. Rajapakse, “Graphical approach for motif recognition in DNA sequences,” 
IEEE Symposium on Computational Intelligence in Bioinformatics and Computational Biology, 
San Diego, 2004. 
 

103 K. Duan and J. C. Rajapakse, “A variant of SVM-RFE for gene selection in cancer classification 
with expression data,” IEEE Symposium on Computational Intelligence in Bioinformatics and 
Computational Biology, San Diego, 2004. 
 

104 G. Pang and J. C. Rajapakse, “Inferring neutral evolution from Parkinson’s disease genes,” 
IEEE Symposium on Computational Intelligence in Bioinformatics and Computational Biology, 
San Diego, 2004. 
 

105 S. L. Ho and J. C. Rajapakse, “High sensitive technique for translation initiation site detection,” 
IEEE Symposium on Computational Intelligence in Bioinformatics and Computational Biology, 
San Diego, 2004. 
 

106 J. C. Rajapakse, D. Srinivasan, M. J. Er., G.-B. Huang, and L. Wang, “Excerpts of research in 
brain sciences and neural networks in Singapore,” International Joint Conference on Neural 
Networks (IJCNN2004), Budapest 2004, pp. 369-375 
 

107 X. Zheng and J. C. Rajapakse, “Graphical models for brain connectivity from functional imaging 
data,” International Joint Conference on Neural Networks (IJCNN2004), Budapest 2004, pp. 
531-536. 
 

page 39 
 



108 K. Yang and J. C. Rajapakse, “An exploratory approach to modeling effective connectivity,” 
IEEE International Symposium on Biomedical Imaging, Arlington, Virginia, April 2004, pp. 844-
847 
 

109 Jinyan Li, Huiqing Liu, Limsoon Wong, “Use of Built-in Features in the Interpretation of High-
dimensional Cancer Diagnosis Data”, Proceedings of 2nd Asia Pacific Bioinformatics 
Conference, pages 67--74, Dunedin, New Zealand, January 18-22, 2004. 
 

110 Huiqing Liu, Jinyan Li, Limsoon Wong, “Selection of Patient Samples and Genes for Outcome 
Prediction”, IEEE Bioinformatics Proceedings (CSB2004), Stanford, CA, August 2004. 
 

111 SHU Jian Jun, Ouw Li Shan, 2004, “Pairwise alignment of DNA sequence using hypercomplex 
number representation”, The 1st International Conference From Scientific Computing to 
Computational Engineering, Athens, Greece, 8–10 September 2004, Greece. 
 

112 Du, Z. H. and F. Lin, “Using Blocks+ Database in Needleman-Wunsch Algorithm”, The 23rd 
International Conference of the North American Fuzzy Information Processing Society (NAFIPS 
2004), Canada, June 2004.  
 

113 Du, Z. H. and F. Lin, “Improvement of the Needleman-Wunsch Algorithm”, Fourth International 
Conference on Rough Sets and Current Trends in Computing 2004 (RSCTC 2004), Sweden, 
June 2004. 
 

114 Du, Z. H. and F. Lin, “Using Prior Knowledge for Sequence Alignment, The 8th World 
Multiconference on Systemics”, Cybernetics and Informatics (SCI 2004), USA, 2004. 
 

115 Qi, Y. T. and F. Lin, “mpiPSSP: Parallelized Protein Secondary Structure Prediction”, IASTED 
International Conference on Biomedical Engineering (BioMED 2004), Canada, 2004. 
 

116 Yan, R. A., Cheang, P. and F. Lin, “Spline-based Volumetric Modeling and Printing for 
Bioceramic Implants”, (VRCAI 2004), Singapore, 16 – 18 June 2004. 
 

117 F. Lin, Du, Z. H. and Qi, Y. T., “HPTC for Sequence Analyses in Bioinformatics”, HP-CAST 
2004, Australia, 28-31 March 2004 
 

118 Qi, Y. T. and F. Lin, “Parallelized Protein Secondary Structure Prediction”, The 3rd International 
Conference on Machine Learning and Cybernetics (ICMLC 2004), China, 26-29 August 2004 
 

119 Yan, R. A., Cheang, P. and F. Lin, “Customized Body Parts: Computerized and Printing of 
Bioceramic Based Porous Scaffold for Clinical Implants”, The 6th Asia Symposium on 
Biomedical Materials (ASBM 2004), China, 19-22 July 2004. 
 

120 N.S. Chaudhari, and Nirmal Dagdee, “Turing Machine Simulation using Hard-limiter Neurons”, 
International Joint Conference on Neural Networks (IJCNN 2004), Budapest, Hungary (26-29 
July 2004). 
 

121 Jinmiao Chen, and N.S. Chaudhari, “Improvement of Bidirectional Recurrent Neural Network for 
Learning Long Term Dependencies”, International Conference on Pattern Recognition (ICPR-
2004), Cambridge, U.K. (23-26 Aug. 2004). 
 

122 Weiguo Liu, B. Schmidt, “A Generic Parallel Pattern-based System for Bioinformatics”, 
Proceedings of Euro-Par’04, 2004. 
 

123 Tong Liu, B. Schmidt, “Parallel RNA Sequence-Structure Alignment”, Proceedings of IPDPS’04, 
IEEE, 2004 

page 40 
 



124 Chen Chunxi, B. Schmidt, “Performance Analysis of Computational Biology Applications on 
Hierarchical Grid Systems”, Proceedings of CCGrid’04, IEEE, 2004 
 

125 SCH Wong, Y.Y Cai, et al, “Knowledge enhanced cellular visualization using 3D confocal 
images”, Focus on Microscopy 2004, Philadelphia, USA, 2004. 
 

126 Su Li, B Lu, and Y.Y Cai, “VR-enhanced Modeling and Visualization of Cystine Knot Proteins”, 
ACM SIGGRAPH International Conference on Virtual Reality Continnum and its Applications in 
industry, VRCAI 2004, 15-18 Jun 2004. 
 

127 Rickard Liow S. J., Tham W, Lim W.E.H, Ng S.E.S, Ho G. L., Tan K., “Neurolinguistic Correlates 
in Chinese-English Bilingual Biscriptals: An fMRI Study”, American Association for Applied 
Linguistics (AAAL), Portland, Oregon, 1-4 May 2004.  
 

128 Jianhui Zhao*, Ling Li*, C.K. Kwoh, ''A Model-based Approach for Human Motion 
Reconstruction from Monocular Images'', 2nd International Conference on Information 
Technology for Application (ICITA 2004). 
 

129 Zhang Yan, Jia Yiyu, C.K. Kwoh, Liu Jianjun*, ''Comparison of four algorithms for haplotype 
inference problem'', 2nd RECOMB satellite workshop on computational methods for SNPs and 
Haplotypes, 2004, pp. 113-123  
 

130 YY Jia, Y Zhang, C.K. Kwoh, V Gopalan, ''Length Distributions of Exons and Introns Imply the 
Evolutionary Constraints for Exon/Intron Length'', Conference on Research in Computational 
Molecular Biology (RECOMB 2004). 
 

131 ZL Zhou, C.K. Kwoh, ''The SVM Classification of Light Regulated Arabidopsis Genome 
Expression Profiles,'' Biotech China 2004. 
 

132 YY Jia, Y Zhang, C.K. Kwoh, M K Sundaram, ''Intron/exon: which one tells us more about 
coding of life? – evidence from statistical analysis of length distribution'', Genomic Signal 
Processing and Statistics (GENSIPS 2004).  
 

133 Y Zhang, JJ Liu, C.K. Kwoh, YY Jia, ''The sensitivity and rationality of pairwise linkage 
disequilibrium measures - a practical analysis,'' Genomic Signal Processing and Statistics 
(GENSIPS 2004). 
 

134 ZL Zhou, C.K. Kwoh, ''An evolutionary lineage for intron loss/gain in five eukaryotic genomes,'' 
The Fourth International Conference on Bioinformatics of Genome Regulation and Structure 
(BGRS'2004). 
 

135 Y Zheng, C.K. Kwoh, ''Dynamic Algorithm For Inferring Qualitative Models of Gene Regulatory 
Networks,'' IEEE Computer Society Bioinformatics Conference, CSB2004. 
 

136 Zhao Ying, C.K. Kwoh, ''Fast Leave-one-out Evaluation and Improvement on Inference for LS-
SVMs,'' International Conference on Pattern Recognition (ICPR), 2004 
 

137 Zhou Zonglin, C.K. Kwoh, ''The Pattern Classification Based on the Nearest Feature Midpoints,'' 
International Conference on Pattern Recognition (ICPR), 2004 
 

138 Yun Zheng , C.K. Kwoh, ''Reconstructing Boolean Networks from Noisy Gene Expression 
Data,'' Eighth International Conference on Control, Automation, Robotics and Vision (ICARCV 
2004). 
 

page 41 
 



139 Yang Song, S S Bhowmick, ''BioDiff: An Effective Fast Change Detection Algorithm for 
Genomic and Proteomic Data,'' Proceedings of the 13th ACM International Conference on 
Information and Knowledge Management (ACM CIKM 2004). 
 

140 Q Zhao, S S Bhowmick, M Mohania, Y Kambayashi, “Discovering Frequently Changing 
Structures from Historical Structural Deltas of Unordered XML”, In the Proceedings of the 13th 
ACM International Conference on Information and Knowledge Management (ACM CIKM 2004), 
ACM Press, Washington D.C, USA, Nov 2004 
 

141 Sandeep Prakash, S S Bhowmick, S K Madria “Efficient Recursive XML Query Processing 
Using Relational Database Systems”, In the Proceedings of the 23rd International Conference 
on Conceptual Modelling (ER 2004), Springer Verlag, Shanghai, China, Nov 2004  
 

142 K Passi, E Chaudhury, S K Madria, S S Bhowmick, “A Global-to-Local Rewriting Querying 
Mechanism using Semantic Mapping for XML Schema Integration”, In the Proceedings of the 
3rd International Conference on Ontologies, Databases, and Application of Semantics for Large 
Scale Information Systems (ODBASE 2004), Springer Verlag, Larnaca, Cyprus,  Oct 2004 
 

143 Q Zhao, S S Bhowmick, “Mining History of Changes to Web Access Patterns”, In the 
Proceedings of the 8th European Conference on Principles and Practice of Knowledge 
Discovery in Databases (PKDD 2004), Pisa, Italy (Poster Paper), Sep 2004 
 

144 Q Zhao, S S Bhowmick, Sanjay Madria, “Discovering Pattern-based Dynamic Structures from 
Versions of Unordered XML Documents”,  In the Proceedings of the 6th International 
Conference on Data Warehousing and Knowledge Discovery (DAWAK 2004), Springer-Verlag, 
Zaragoza, Spain, Sep 2004 
 

145 Ling Chen, S S Bhowmick, Clement Chia, “Mining Maximal Frequently Changing Subtree 
Pattern from XML Documents”, In the Proceedings of the 6th International Conference on Data 
Warehousing and Knowledge Discovery (DAWAK 2004), Springer-Verlag, Zaragoza, Spain, 
Sep 2004 
 

146 E Leonardi, S S Bhowmick, T S Dharma, Sanjay Madria, “Detecting Content Changes on 
Ordered XML Documents using Relational Databases”, In the Proceedings of the 15th 
International Conference on Database and Expert Systems Applications (DEXA 2004), 
Springer-Verlag, Zaragoza, Spain, Sep 2004 
 

147 V Kovalev, S S Bhowmick, Sanjay Madria, “HW-STALKER: A Machine Learning-based 
Approach to Transform Hidden Web Data to XML”, In the Proceedings of the 15th International 
Conference on Database and Expert Systems Applications (DEXA 2004), Springer-Verlag, 
Zaragoza, Spain,  Sep 2004 
 

148 Sandeep Prakash, S S Bhowmick, Sanjay Madria, “SUCXENT: An Efficient Path-based 
Approach to Store and Query XML Documents”, In the Proceedings of the 15th International 
Conference on Database and Expert Systems Applications (DEXA 2004), Springer-Verlag, 
Zaragoza, Spain,  Sep 2004 
 

149 Ling Chen, S S Bhowmick, C. Chia, “Association Rules from Structural Deltas of Historical 
XML Documents”, In the Proceedings of the 8th Pacific Asia Conference on Knowledge 
Discovery and Data Mining (PAKDD 2004), Springer Verlag, Sydney, Australia, May 2004 
 

150 Yan Chen, Sanjay Madria, S S Bhowmick, “DiffXML: Change Detection for XML Data”, In the 
Proceedings of the 9th International Conference on Database Systems for Advanced 
Applications (DASFAA 2004), Springer Verlag, Jeju Island, South Korea,  Mar 2004 
 

page 42 
 



151 Shen L. and E.C Tan, “Gene Selection for Cancer Classification from Microarray Data using 
PLS-RLSC”, 1st International BioEngineering Conference 2004 (IBEC 2004), 8-10 Sep 2004, 
Singapore. 
 

152 Shen L. and E.C Tan, “PLS and SVD based Penalized Logistic Regression for Cancer 
Classification using Microarray Data”, APBC 2004. 
 

153 Shen L. and E.C Tan, “Nonlinear Kernel MSE Methods for Cancer Classification”, ICARCV 
2004. 
 

154 Shen L. and E.C Tan, “Kernel PLS-SVM and Kernel SVD-SVM for Cancer Classification using 
Microarray Data”, ICMLC 2004. 
 

155 Shen L. and E.C Tan, “Efficient Algorithm for Gene Selection using PLS-RLSC”, BGRS 2004. 

156 R. Yu and E.C Tan, “Application of Time-Frequency Analysis in Exon Classification”. 10th 
International Symposium on Integrated Circuits, Devices & Systems (ISIC 2004), 8-10 Sep 
2004, Singapore. 
 

157 Bing Liu, Chunru Wan and Lipo Wang, "Unsupervised gene selection via spectral biclustering,” 
International Joint Conference on Neural Networks, Budapest, July, 2004. 
 

158 C. W. Ong and Tay Joc Cing, "A Robust Rule-based Event Management Architecture for Call-
Data Records," accepted for publication in the Eighth International Conference on Knowledge-
Based Intelligent Information and Engineering Systems 2004. 
 

159 Ho Nhu Binh and Tay Joc Cing, "GENACE: An Efficient Cultural Algorithm for solving the 
Flexible Job-Shop Problem", In Proceedings of the IEEE Congress on Evolutionary Computation 
2004, pp1759-1766. 
 

160 Tay Joc Cing and Djoko Wibowo, "An Effective Chromosome Representation for Evolving 
Flexible Job Shop Schedules", In Proceedings of AAAI Genetic and Evolutionary Computation 
2004, pp210-221. 
 

161 YQ Guan, M Opas, Y.Y Cai, X Zhang, S Wong, and YT Lee, “Application of Virtual Reality in 
Volumetric Cellular Visualization”, ACM SIGGRAPH International Conference on Virtual Reality 
Continuum and Its Applications In Industry, Singapore, June 16-18, 2004. 
 

162 Quan, T.T. & S.C. Hui, & Cao, T.H., “FOGA: A Fuzzy Ontology Generation Framework for 
Scholarly Semantic Web”, Knowledge Discovery and Ontologies (KDO-2004), Workshop at 
ECML/PKDD 2004. 
 

163 Thanh Tho Quan, S.C Hui, Tru Hoang Cao, “A Fuzzy FCA-based Approach to Conceptual 
Clustering for Automatic Generation of Concept Hierarchy on Uncertainty Data”, CLA 2004. 
 

164 Thanh Tho Quan, S.C. Hui, Alvis Cheuk M. Fong, Tru Hoang Cao, “Automatic Generation of 
Ontology for Scholarly Semantic Web”, International Semantic Web Conference 2004: 726-740. 
 

165 G.B. Huang, Q.-Y. Zhu and C.-K. Siew, “Extreme Learning Machine: A New Learning Scheme 
of Feedforward Neural Networks”, Proceedings of International Joint Conference on Neural 
Networks (IJCNN2004), 25-29 July, 2004, Budapest, Hungary. 
 

page 43 
 



 
166 R. Zhang, N. Sundararajan, G.B. Huang, and P. Saratchandran, “An Efficient Sequential RBF 

Network for Bio-medical Classification Problems”, Proceedings of International Joint Conference 
on Neural Networks (IJCNN2004), 25-29 July, 2004, Budapest, Hungary. 
 

167 G.B. Huang, Q.-Y. Zhu, and C.-K. Siew, “A Fast Constructive Learning Algorithm for Single-
Hidden-Layer Neural Networks”, Proceedings of the Eighth International Conference on Control, 
Automation, Robotics and Vision (ICARCV 2004), Dec 6-9, Kunming, China. 
 

168 G.B. Huang and C.-K. Siew, “Extreme Learning Machine: RBF Network Case”, Proceedings of 
the Eighth International Conference on Control, Automation, Robotics and Vision (ICARCV 
2004), Dec 6-9, Kunming, China. 
 

169 Q.-Y. Zhu, G.B. Huang, and C.-K. Siew, “A Fast Modular Implementation for Neural Networks”, 
Proceedings of the Eighth International Conference on Control, Automation, Robotics and Vision 
(ICARCV 2004), Dec 6-9, Kunming, China. 
 

170 M.-B. Li, P. Saratchandran, G.B. Huang, and N. Sundararajan, “A Complex-Valued Growing 
and Pruning RBF (CGAP-RBF) Neural Network for Communication Channel Equalization 
Problems”, the 2nd IASTED International Conference on Communication and Computer 
Networks (CCN 2004), November 8-10, MIT Cambridge, MA, USA. 
 

171 Q. Chen, S. Li, Y. Xi, and G.B. Huang, “Furnace Temperature Modeling for Continuous 
Annealing Process Based on Generalized Growing and Pruning RBF Neural Network,” 
Advances in Neural Networks - ISNN 2004: Proceedings of International Symposium on Neural 
Networks, Dalian, China, August 19-21, 2004. 
 

172 Q. T. Ho, Y. S. Ong, W. T. Cai, H. K. Ng, and B. S. Lee, “GAD Kit - A Toolkit for Gridifying 
Applications”, Fifth International Conference on Parallel and Distributed Computing, Applications 
and Technologies, December 2004. 
 

173 Zexuan Zhu, Y. S. Ong, K. W. Wong and K. T. Seow, “Experimental Condition Selection In 
Whole-Genome Functional Classification”, IEEE Conference on Cybernetic and Intelligent 
System, December 2004.  
 

174 W. B. Song, Y. S. Ong, H. K. Ng, A. J. Keane, S. Cox and B. S. Lee, “A Service-Oriented 
Approach for Aerodynamic Shape Optimization across Institutional Boundaries”, Eighth 
International Conference on Control, Automation, Robotics and Vision, ICARCV 2004, Special 
Session on Computational Intelligence on the Grid, December 6-9, 2004, Kunming, China. 
 

175 T. Jing, M. H. Lim and Y. S. Ong, “Study of Migration Topology in Island Model Parallel Hybrid-
GA for Large Scale Quadratic Assignment Problems”, Eighth International Conference on 
Control, Automation, Robotics and Vision, ICARCV 2004, Special Session on Computational 
Intelligence on the Grid, December 6-9, 2004, Kunming, China.  
 

176 Wong K.W., Y. S. Ong, Eren H. and Fung C.C., “Hybrid Fuzzy Modelling Using Memetic 
Algorithm for Hydrocyclone Control”, Proceedings of the 2004 International Conference on 
Machine learning and Cybernetics, pp. 4188-4192, 26-29 August 2004, Shanghai, China.  
 

177 H. K. Ng, Y. S. Ong, T. Hung and B. S. Lee, “Complex Engineering Design Problem Solving 
Environment Grid Portal”, 2nd International Conference on Scientific and Engineering 
Computation, July 2004, Singapore.  
 

page 44 
 



 
178 Z. Z. Zhou, Y. S. Ong and P. B. Nair, “Hierarchical Surrogate-Assisted Evolutionary 

Optimization Framework”, IEEE Congress on Evolutionary Computation, Special Session on 
Learning and Approximation in Design Optimization, Portland, USA, June 20-23, 2004.  
 

179 Q. T. Ho, Y. S. Ong, W. T. Cai, “Gridifying Aerodynamic Design Problem Using GridRPC”, 
Second Grid and Cooperative Computing: Second International Workshop, GCC 2003, 
Shanghai, China, December 7-10, 2003, Lecture Notes in Computer Science, Springer-Verlag 
Heidelberg, Part I, Subject: Computer Science, Volume 3032 / 2004, editors: Minglu Li, Xian-He 
Sun, Qianni Deng, et al., pp. 83 - 90, Online Date: April 2004.   
 

180 S. K. Ng, Z. X. Zhu and Y. S. Ong,  “Whole-Genome Functional Classification of Genes by 
Latent Semantic Analysis on Microarray  Data”, 2nd Asia-Pacific Bioinformatics Conference 
(APBC2004), Dunedin, New Zealand, 18 - 22 Jan 2004. 
 

181 R. G. N. Meegama and J.C. Rajapakse, ''Curvature-based rational surface model for the 
detection of age and gender-related diversity in cortical morphology'', 3rd International 
Symposium on Image and Signal Processing and Analysis (ISPA’03), September 2003, Rome, 
pp. 411-416. 
 

182 K. Yang and J. C. Rajapakse, “Denoising of functional MRI using ICA,” Proceedings of 3rd 
International Symposium on Image and Signal Processing and Analysis, (ISPA’03), September 
2003, Rome, pp. 561-566. 
 

183 L.Wei, J.C. Rajapakse, ''Eleminating indeterminacy in ICA'', Neurocomputing, 2003, vol. 50, pp. 
271-290. 
 

184 C.L. Tan and J. C. Rajapakse, “Tissue segmentation of multi-channel brain images with 
inhomogeneity correction,” Proceedings of 3rd International Symposium on Image and Signal 
Processing and Analysis, (ISPA’03), September 2003, Rome, pp. 571-576. 
 

185 S S Bhowmick, D T Singh*, A Laud*, ''Data Management Issues in Metaboloinformatics – 
Issues and Challenges'', 14th International Conference on Database and Expert Systems 
Applications (DEXA 2003), 2003. 
 

186 S S Bhowmick, Vivek Vedagiri, Amey Laud, “HyperThesis: The gRNA Spell on the Curse of 
Bioinformatics Applications Integration”, In the Proceedings of the 12th ACM International 
Conference on Information and Knowledge Management (ACM CIKM 2003), ACM Press, New 
Orleans, USA, Nov 2003. 
 

187 Y.T.Qi, F. Lin, ''Parallelisation of BLAST Algorithm'', International Conference on Bioinformatics 
2003 (InCoB2003), Malaysia, 8 – 10 September 2003. 
 

188 Z.H.Du, F. Lin, ''pClustalW: A Deployment of Parallel ClustalW'', International Conference on 
Bioinformatics 2003 (InCoB2003), Malaysia, 8 – 10 September 2003. 
 

189 P. Cheang, H. Chandra, R. A. Yan, F. Lin, R. Kumar, K. A. Khor, ''Three Dimensional Printing 
for Fabrication of Near Net Shape Bioceramic Implants'', 8th IUMRS International Conference 
on Advanced Materials (IUMRS-ICAM), Japan, 11 – 13 October 2003. 
 

190 Qi Yutao, F. Lin, ''CyberparaBLAST: A Parallelized BLAST Web Server,'' Cyberworlds 2003, 
Singapore, 3 – 5 December 2003. 
 

page 45 
 



 
191 Z.H.Du, F. Lin, ''Parallel Computation for Multiple Sequence Alignments'', IEEE Fourth 

International Conference on Information, Communications & Signal Processing and Fourth 
Pacific-Rim Conference on Multimedia (ICICS-PCM 2003), Singapore, 15 - 18 December 2003. 
 

192 B. Schmidt, F. Lin, A. Laud, Y. Santoso: "Parallel Detection of Regulatory Elements with gMP", 
International Parallel and Distributed Processing Symposium 2003. 
 

193 B. Schmidt, F. Lin, Amey Laud, Yusdi Santoso, “Parallel Detection of Regulatory Elements with 
gMP”, IEEE International Workshop on High Performance Computational Biology, France, 22 
April 2003. 
 

194 J. Chen, C. Narendra, ''Improvement of the Inside-Outside Algorithm using Prediction and 
application to RNA modeling'', The Second International Conference on Machine Learning and 
Cybernetics, 2003. 
 

195 J. Chen, C. Narendra, ''Protein family classification using second-order recurrent neural 
networks'', The 14th International Conference on Genome Informatics - GIW 2003, 2003. 
 

196 Yiyu Jia, C.K. Kwoh, Meena K. Sakharkar, Pandjassarame Kangueane, ''Statistical analysis of 
symmetric exon sets in eukaryotic genes'', GIW2003, 2003 (abstract) 
 

197 Z Zhou, J Li, K M Liew, C.K. Kwoh, T F Chia, ''The SVM classification of light regulated 
Arabidopsis genome expression profiles,'' Joint Singapore-CanadaWorkshop on The Interface of 
Biology with Information Technology, 2003. 
 

198 Jinyan Li, See-Kiong Ng, Limsoon Wong, “Bioinformatics Adventures in Database Research”, 
Proceedings of 9th International Conference on Database Theory, pages 31--46, Siena, Italy, 
January 2003. (Keynote paper.) 
 

199 Jinyan Li, Limsoon Wong, “Using Rules to Analyse Bio-medical Data: A Comparison between 
C4.5 and PCL”, Proceedings of 4th International Conference on Web-Age Information 
Management, pages 254--265, Chengdu, PRC, August 2003. 
 

200 Jinyan Li, Huiqing Liu, Limsoon Wong, “Mean-entropy discretized features are effective for 
classifying high-dimensional biomedical data”, Proceedings of 3rd ACM SIGKDD Workshop on 
Data Mining in Bioinformatics, pages 17--24, Washington, DC, August 2003. 
 

201 Huiqing Liu, Hao Han, Jinyan Li, Limsoon Wong, “An in silico method for prediction of 
polyadenylation signals in human sequences”, Proceedings of 14th International Conference on 
Genome Informatics, pages 84--93, Yokohama, December 2003. 
 

202 Vladimir Bajic, V. Brusic, Jinyan Li, See-Kiong Ng, Limsoon Wong. “From Informatics to 
Bioinformatics”, Proceedings of 1st Asia Pacific Bioinformatics Conference, pages 3--14, 
Adelaide, Australia, February 2003. (Keynote paper.) 
 

203 X.F.Liu, Z.H.Man, S. Kumar, Y.Y Cai, ''Video Analysis and Knowledge based Fire Detection,'' 
3rd IASTED International Conference- Visualization, Imaging, and Image Processing, 2003, vol. 
2, pp. 698-703 
 

204 Y.Y Cai, YT Lee and Tony Woo, “Knot Invariance and Protein Characterization”, 1st International 
Symposium on Geometric Representation and Processing in the Nano-Bio Scale, Hangzhou, 
China, Sept 2003 
 

page 46 
 



 
205 Y. M. Cheong and J. C. Tay, "Approximate String Matching for Multi-attribute, Large-scale 

Customer Address Databases," In LNCS 2911 Springer Verlag, Proceedings of the Sixth 
International Conference on Asian Digital Libraries, pp. 168-172, ICADL 2003. 
 

206 L. Adianto and J. C. Tay, "On the Implementation of Temporal Constraints in CSL," In 
Proceedings of the Third IASTED International Conference on Artificial Intelligence and 
Applications, p157-162, 2003.  
 

207 Thanh Tho Quan, S.C. Hui, Alvis Cheuk M. Fong, “Mining Multiple Clustering Data for 
Knowledge Discovery”, Discovery Science 2003: 452-459. 
 

208 L. Y. Tan and J. C. Tay, "A Graph-Oriented Measure of Rule Adaptivity and Flexibility," 
Proceedings of the Third IASTED International Conference on Artificial Intelligence and 
Applications, p178-185, 2003. 

 
 

c. BOOKS 
 

1 Y. Zhang and J. C. Rajapakse, (eds.) “Machine Learning in Bioinformatics”, Wiley and Sons, to 
appear in 2007 (in press) 
 

2 J. C. Rajapakse, L. Wong, and R. Acharya (eds.) “Pattern Recognition in Bioinformatics PRIB 
2006), Lecture Notes in Computer Science” (including sub-series of Lecture Notes in 
Bioinformatics), Springer-Verlag Berlin Heidelberg, August 2006, ISBN 3-540-37446-9, 186 
pages 
 

3 A. Omondi and J. C. Rajapakse, (eds.) “FPGA Implementations of Neural Networks”, Springer 
Dordrecht Netherlands, February 2006, Hardcover, ISBN: 0-387-28485-0, 365 pages 
 

4 J. C. Rajapakse and L. Wang, (eds.) “Neural Information Processing: Research and 
Development”, Springer - Verlag, March 2004, ISSN 1434-9922, pp. 478. 
 

5 Feng Chu and Lipo Wang, “Bio-medical data mining using neural networks”, in Encyclopedia of 
Data Warehousing and Mining, John Wang (Editor), Information Sciences Publishing, 2005. 
 

6 Yi-Ping Phoebe Chen, Limsoon Wong, editors, “Proceedings of the 3rd Asia-Pacific 
Bioinformatics Conference”, Imperial College Press, London, January 2005. 
 

7 Limsoon Wong, editor, “The Practical Bioinformatician”, World Scientific, New Jersey, May 
2004. 
 

8 Louxin Zhang, Limsoon Wong, editors. “Selected Topics in Post-Genome Knowledge 
Discovery”, Singapore University Press, Singapore, May 2004. 
 

9 Limsoon Wong, editor, “The Practical Bioinformatician”, Imperial College Press, London, 
December 2003. 

 

page 47 
 



d. BOOK CHAPTERS 
 

1 J. C. Rajapakse, M. N. Nguyen, S. L. Ho, and Y. Zhang, “Machine learning in bioinformatics: 
An introduction,” Machine Learning in Bioinformatics, Y. Zhang and J. C. Rajapakse (Eds.), 
John Wiley and Sons, 2007 (in press)  
 

2 J. C. Rajapakse and S. L. Ho, “Markov/neural model for eukaryotic promoter recognition,” 
Machine Learning in Bioinformatics, Y. Zhang and J. C. Rajapakse (Eds.), John Wiley and 
Sons, 2007 (in press)  
 

3 M. N. Nguyen, J. C. Rajapakse, and K.-B. Duan, “Amino acid features for prediction of protein-
protein interface residues with support vector machines,” E. Marchiori (Eds.) Evolutionary 
Computation, Machine Learning, and Data Mining in Bioinformatics, Lecture Notes of Computer 
Science, (in press) 
 

4 K.-B. Duan, J. C. Rajapakse, and M. N. Nguyen, “One-versus-one and one-versus-all 
multiclass SVM-RFE for gene selection in cancer classification,” E. Marchiori (Eds.) 
Evolutionary Computation, Machine Learning, and Data Mining in Bioinformatics, Lecture Notes 
of Computer Science, (in press) 
 

5 J. Zhou and J. C. Rajapakse, “Extraction of fuzzy features for detecting brain activation from 
functional MR time-series,” I. King et al., (Eds.), Neural Information Processing, Lecture Notes in 
Computer Science, LNCS 4234, pp. 983-992, Springer-Verlag Berlin Heidelberg, 2006 
 

6 N. Sinha, M. Saranathan, A. G. Ramakrishnan, J. Zhou, and J. C. Rajapakse, “Ultra-fast fMR 
imaging with high-fidelity activation map,” I. King et al. (Eds.) Neural Information Processing, 
Lecture Notes in Computer Science, LNCS 4233, pp. 361-368, Springer-Verlag Berlin 
Heidelberg, 2006 
 

7 B. Zheng and J. C. Rajapakse, “Effect of diffusion weighting and number of sensitizing 
directions on fiber tracking in DTI,” I. King et al. (Eds.), Neural Information Processing, Lecture 
Notes in Computer Science, LNCS 4234, pp. 102-109, Springer-Verlag Berlin Heidelberg, 2006 
 

8 J. C. Rajapakse, L. Wong, and R. Acharya, “Pattern recognition in bioinformatics: Introduction,” 
Jagath C. Rajapakse, Limsoon Wong, Raj Acharya (Eds.), Pattern Recognition in 
Bioinformatics, Lecture Notes in Computer Science (sub-series in Lecture Notes in 
Bioinformatics), LNCS  4146, pp. 1-3, Springer-Verlag, Berlin  Heidelberg, 2006 
 

9 S. L. Ho and J. C. Rajapakse, “Graphical approach to weak motif recognition in noisy datasets,” 
Jagath C. Rajapakse, Limsoon Wong, Raj Acharya (Eds.), Pattern Recognition in 
Bioinformatics, Lecture Notes in Computer Science (sub-series in Lecture Notes in 
Bioinformatics), LNCS  4146, pp. 23-31, Springer-Verlag, Berlin  Heidelberg, 2006 
 

10 A. R. Omondi, J. C. Rajapakse, and M. Bagjer, “FPGA Neurocomputers” A. Omondi and J. C. 
Rajapakse, (eds.) FPGA Implementation of Neural Networks, pp. 1-34, Kluwer Academic 
Publishers, Boston, 2006  
 

11 Zavolan M, C. Schönbach, “The contribution of alternative transcription and alternative splicing 
to the complexity of mammalian transcriptomes”, In Zhang W, Shmulevich I (eds) Computational 
and statistical approaches to genomics, 2nd edn, Springer Science+Business Media, Inc. New 
York, pp. 351-380, 2006 
 

page 48 
 



 
12 Guozhu Dong, Jinyan Li, Limsoon Wong, “The Use of Emerging Patterns in the Analysis of 

Gene Expression Profiles for the Diagnosis and Understanding of Diseases. New Generation of 
Data Mining Applications, edited by M. Kantardzic and J. Zurada, chapter 14, pages 331--354. 
John Wiley, April 2005. 
 

13 See-Kiong Ng, “Constructing Biological Networks of Protein-Protein Interactions”, in Information 
Processing and Living Systems, V.B. Bajic, T.W. Tan (Eds.), Chapter 11, pages 653-671, World 
Scientific Publishing, June 2005. 
 

14 J. C. Rajapakse and S. L. Ho, “Markov/neural model for eukaryotic promoter recognition,” 
Analysis of Biological Data: A Softcomputing Approach, S. Bandyopadhyay, U. Maulik, J. T. L. 
Wang (Eds.), Springer Verlag, London, 2005. 
 

15 A. R. Omondi, J. C. Rajapakse, and M. Bagjer, “FPGA implementation of neural networks,” A. 
Omondi and J. C. Rajapakse, (eds.) Implementing Neural Networks on FPGA, Kluwer Academic 
Publishers, Boston, 2005 
 

16 K. Pulasinghe and J. C. Rajapakse, “Syntactic approach to predict membrane spanning regions 
of transmembrane proteins,” Applications on Evolutionary Computing: EvoWorkkshops 2005: 
EvoBIO, EvoCOMNET, EvoHOT, EvoIASP, EvoMUSART, and EvoSTOC, F. Rothlauf, J. 
Branke, S. Cagnoni, et al. (eds.), Lecture Notes in Computer Science, Springer Verlag, Berlin, 
2005, pp. 95-104. 
 

17 K. Duan and J. C. Rajapakse, “SVM-RFE peak selection for cancer classification with mass 
spectrometry data,” Advances in Bioinformatics and Computational Biology: Proceedings of the 
3rd Asia-Pacific Bioinformatics Conference, P. Chen and L. Wong, (Eds.) ,  Imperial College 
Press, London, January, 2005, pp. 191-200. 
 

18 M. N. Nguyen and J. C. Rajapakse, “Two-stage multi-class support vector machines to protein 
secondary structure prediction,” Pacific Symposium on Biocomputing 2005, R. B. Altman, A. K. 
Dunker, L. Hunter, T. A. Jung, T. E. Klein, (eds.), World Scientific, New Jersey,  2005. 
 

19 Xiuju Fu and Lipo Wang, “Class-dependent feature selection using genetic algorithms”, in 
Evolutionary Computing in Data Mining, Ashish Ghosh and Lakhmi C. Jain, Editors, Springer-
Verlag, 2004. 
 

20 See-Kiong. Ng, “Molecular Biology for the Practical Bioinformatician”, in The Practical 
Bioinformatician, L. Wong (Ed.), Chapter 1, pages 1-30, World Scientific Publishing, May 2004. 
 

21 S.-H. Tan, See-Kiong Ng, “Discovering Protein-Protein Interactions”, in The Practical 
Bioinformatician, L. Wong (Ed.), Chapter 13, pages 293-318, World Scientific Publishing, May 
2004. 
 

22 X. Yang, and J. C. Rajapakse, “Graphical approach to weak motif recognition,” Genome 
Informatics, Vol. 15, No. 2, T. Akutsu, V. Brusic, M. Kanehisa, S. Miyano, T. Takagi (Eds.), 
Universal Academic Press Inc., Japan,  2004 pp. 52-62  
 

23 J. C. Rajapakse and S. L. Ho, “Markov/neural model for eukaryotic promoter recognition,” 
Advanced Methods for Knowledge Discovery from Complex Data, S. Bandyopadhyay, U. 
Maulik, L. Holder, and D. Cook, (Eds.), Springer Verlag, London. 
 

24 R. G. N. Meegama and J. C. Rajapakse, “Fully Automated Peeling Technique for T1-Weighted 
High Quality MR Head Scans”, International Journal of Image and Graphics, World Scientific, vol 
4, no. 2, pp. 141-156, 2004. 

page 49 
 



25 Mohammed Zaki, Limsoon Wong, “Data Mining Techniques”. Selected Topics in Post-Genome 
Knowledge Discovery, edited by Limsoon Wong, Louxin Zhang, chapter 4, pages 125--163. 
National University of Singapore Press May 2004. 
  

26 Jinyan Li, Huiqing Liu, Anthony Tung, Limsoon Wong, “Data Mining Techniques for the 
Practical Bioinformatician”, The Practical Bioinformatician, edited by Limsoon Wong, chapter 3, 
pages 35--70, World Scientific, May 2004 
 

27 Jinyan Li, Huiqing Liu, Limsoon Wong, Roland Yap, “Techniques for Recognition of Translation 
Initiation Sites”, The Practical Bioinformatician, edited by Limsoon Wong, chapter 4, pages 71--
90, World Scientific, May 2004.  
 

28 Jinyan Li, Limsoon Wong, “Techniques for Analysis of Gene Expression”, The Practical 
Bioinformatician, edited by Limsoon Wong, chapter 14, pages 319--346, World Scientific, May 
2004.  
 

29 Limsoon Wong, “Technologies for Biological Data Integration”, The Practical Bioinformatician, 
edited by Limsoon Wong, chapter 17, pages 375--400, World Scientific, May 2004.  
 

30 Kui Lin, Jianhua Liu, Lance Miller, Limsoon Wong, “Genome-Wide cDNA Oligo Probe Design 
and its Applications in Schizosaccharomyces Pomb”,. The Practical Bioinformatician, edited by 
Limsoon Wong, chapter 15, pages 347--358, World Scientific, May 2004. 
 

31 Prasanna Kolatkar and Kui Lin, “Construction of Biological Databases: A Case Study on the 
Protein Phosphatase DataBase (PPDB)”, Chapter 18 (pp 401--416), Practical Bioinformatician 
chapter ed Limsoon Wong. 2004. 
 

32 Feng Chu and Lipo Wang, “Gene expression data analysis using support vector machine”, in 
Bioinformatics using Computational Intelligence Paradigms, Udo Seiffert and Lakhmi C. Jain 
(Editors), Springer-Verlag, 2003. 
 

33 M. N. Nguyen and J. C. Rajapakse, "Multi-class Support Vector Machines for Protein 
Secondary Structure Prediction", Genome Informatics 14, M. Gribskov, et al. (Eds.), Universal 
Academic Press Inc., Japan, pp. 218-227, 2003. 
 

34 S. L. Ho and J. C. Rajapakse, "Splice site detection with a higher-order Markov model 
implemented on a neural network", Genome Informatics 14, M. Gribskov, et al. (Eds.), Universal 
Academic Press Inc., Japan, pp. 64-72, 2003. 
 

35 Jing Chen, Su-Yun Chung, Limsoon Wong, “The Kleisli Query System as a Backbone for 
Bioinformatics Data Integration and Analysis”, Bioinformatics: Managing ScientificData, edited 
by Zoe Lacroix and Terence Critchlow, chapter 6, pages 147--187, Morgan Kaufmann, San 
Francisco, CA, 2003. 
 

36 Susan Davidson, Limsoon Wong, “The Kleisli Approach to Data Transformation and 
Integration”, The Functional Approach to Data Management: Modeling, Analyzing, and 
Integrating Heterogeneous Data, edited by Peter Gray, Larry Kerschberg, Peter King, Alex 
Poulovassilis, chapter 6, pages 135--165. Springer-Verlag, September 2003. 
 

37 Jinmiao Chen, and N.S. Chaudhari “Protein Family classification using second order recurrent 
neural networks”, Genome Informatics, Vol. 14, pp. 520-521 (2003). 

 

page 50 
 



 
XV. PATENTS AND COMMERCIAL PRODUCTS 

 
No. Staff Name Patents 
1 Christian Schönbach A pharmaceutical composition for treating and diagnosing a disorder 

associated with peroxisomal biogenesis and function. WO2006/132445 
A2, World Intellectual Property Organization. 

2 Fong Cheuk Ming International patents filed by the Motorola IP Law Department in 1999-
2000 for innovations incorporated into our Mobilepad TM range of 
handheld wireless communication products. 

3 Prasanna Kolatkar The use of a fungal immunomodulatory protein, Fve, for immunotherapy, 
against allergy, virus infection and cancer. 

 
No. Staff Name Commercial Products  
1 Sourav Bhowmick Research in biological data integration has been adopted and 

implemented in the commercial product gRNA now marketed by Genvea 
BioSciences, Singapore (previously marketed by HeliXense Pte Ltd, 
Singapore) 
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XVI. ROLE MODEL OF BIRC 
 

European Bioinformatics Institute (EBI) 
Focus areas: Sequence databases, pathways, annotation, functional genomics, molecular 
evolution, structural biology, transcription and translation analysis, computational neurobiology, 
high performance computing for bioinformatics, biological databases 
 
Over 300 staff members, premier bioinformatics research institute in Europe, primary aim is to 
develop tools and databases to facilitate bioinformatics researchers around the world. 
 
BIRC could be considered as a small scale of EBI and covers most research areas of EBI, 
perhaps more, but focuses only in niche projects. BIRC research is more basic and often leads 
to Graduate thesis and journal papers. Unlike EBI, BIRC does not put much emphasis on 
providing services to bioinformatics research community at large. Though small and with short 
history, BIRC researchers has been able to publish its research in same international journals 
as EBI researchers do. In other words, the research quality is as same. BIRC has the know-
how and critical mass to perform research at the same caliber of EBI and could do at the same 
level or even better with increasing student/researcher strength and additional funding.      
 
 
Computational Biology Centre (CBC) at IBM T. J. Watson Research Labs 
The center views bioinformatics and computational biology as a hybrid of biology, medicine, 
and computer science. It focuses upon work in pattern recognition, simulation science, 
databases, knowledge discovery, data mining, and statistics and information theory. 
 
Current focus areas: systems ranging from single protein molecules through to complex 
molecular interactions, interpretation and reverse-engineering of complex disease-lifestyle-
genomic interactions, Blue Gene petaflop computing initiative, medical informatics, computer-
and-genomics-based personalized medicine. 
 
IBM CBC involves in very focus areas, mainly in computational nature, and the methodologies 
are then efficiently implemented in high performance computing. CBC and BIRC publish 
research finding in same journals and the qualities of research are in par. IBM Watson centre is 
well established in many areas and CBC researchers are better experienced. BIRC covers a 
broader area of bioinformatics. 
 
 
BIRC     
The quality BIRC research is at par with that of research carried out at both EBI and CBC. PIs 
at both EBI and CBC are full-time researchers and research staff numbers are much bigger. 
BIRC on the other hand selects only niche topics in focus areas and involves in small scale 
projects.   
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XVII. METRICS FOR THE NEXT REVIEW PERIOD 
 

Strategic areas 
Systems biology of human diseases through development of pathways using gene regulatory 
networks and protein-protein interactions. 
Immune systems and drug targets for infectious disease. 
Neural systems biology. 
Molecular image informatics. 
Drug discovery through comparative genomic analysis. 
 
Other upgrades 
There is a need to bring instruments that does not need much of wet-lab expertise: electron 
microscopy, micro-array and sequence facility, EEG imaging. 
There is a need to upgrade the existing high performance computing servers. 
 
Sustainability of the center 
Naturally the emergence of bioinformatics is of critical importance due to huge volume of data 
flooding from biology from various experiments and literature. It is inherently multi-disciplinary 
with important applications in medicine, agriculture, chemistry, and nanotechnology. BIRC 
provides the necessary environment and facility for NTU faculty/students/researchers to engage 
in cutting and leading edge bioinformatics research and facilitates collaboration within 
Singapore, and world-renown researchers. Hence its sustainability is of paramount importance 
to NTU. Thus far, except for initial seed funding, there has not been direct funding for BIRC 
research. BIRC plans to tap on funding schemes such as NRF for funding to keep its research 
flourishing.  
 
It is also necessary to have a long term commitment of funding so that good staff can be 
retained at BIRC to continue to perform its research.  
 
Bioinformatics tends to grow in the coming decade because of the pouring of post-genomic life 
sciences data and the need of computational biologists to analyze and interpret such data. The 
personalized medicine best requires every individual genome sequenced and hence the need 
for computational biologists grow though the directions could change with the new findings.  
 
Impact 
BIRC research is internationally competent and up-to-date. BIRC publications have appeared in 
top high-impact journals. Some of its researchers are known internationally. 
 
Level of activities 
BIRC founded and currently runs IAPR TC-20 and PRIB conference series. This will continue for 
next couple of years until international steering committees for the TC-20 and PRIB are formed. 
BIRC will maintain its international exposure through IAPR TC-20 and PRIB. It will also involve 
in hosting other conferences too and plans to host short focus workshops with its collaborators 
and partners. 
 
Formal collaboration to be established 
Swiss Institute of Bioinformatics on plant protein annotation. 
MIT Centre for Cancer Research, National Cancer Institute on cancer systems biology. 
Center for Molecular Medicine, Singapore, and Whitehead Institute, MIT, on tissue image 
informatics. 
 
Income generation 
There is a need to get funding to sustain its activities. Forming interest groups and large scale 
projects and tapping in to funds available for local sources, such as NRF, as well as 
international pools are in the pipeline. 
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XVIII. INTERNATIONAL REFEREES 
 

Professor Sun-Yuan Kung 
Professor of Electrical Engineering, Princeton University.  
Website: http://www.ee.princeton.edu/~kung  
Email: kung@princeton.edu 
  
Professor S.Y. Kung received his Ph.D. Degree in Electrical Engineering from Stanford 
University in 1977. In 1974, he was an Associate Engineer of Amdahl Corporation, 
Sunnyvale, CA. From 1977 to 1987, he was a Professor of Electrical Engineering-
Systems of the University of Southern California, L.A. Since 1987, he has been a 
Professor of Electrical Engineering at the Princeton University. In addition, he held a 
Visiting Professorship at the Stanford University (1984); and a Visiting Professorship at 
the Delft University of Technology (1984); a Toshiba Chair Professorship at the Waseda 
University, Japan (1984); an Honorary Professorship at the Central China University of 
Science and Technology (1994); and a Distinguished Chair Professorship at the Hong 
Kong Polytechnic University since 2001. His research interests include VLSI array 
processors, system modelling and identification, neural networks, wireless 
communication, sensor array processing, multimedia signal processing, bioinformatic 
data mining and biometric authentication.  
 
Professor Kung has authored more than 400 technical publications and numereous 
textbooks, Professor Kung has co-authored more than 400 technical publications and 
numerous textbooks including "VLSI and Modern Signal Processing," with Russian 
translation, Prentice-Hall (1985), “VLSI Array Processors'', with Russian and Chinese 
translations, Prentice-Hall (1988); “Digital Neural Networks'', Prentice-Hall (1993); 
“Principal Component Neural Networks'', John-Wiley (1996); and “Biometric 
Authentication: A Machine Learning Approach'', Prentice-Hall (2004).  
 
Professor Kung is a Fellow of IEEE since 1988. He served as a Member of the Board of 
Governors of the IEEE Signal Processing Society (1989-1991). He was a founding 
member of several Technical Committees (TC) of the IEEE Signal Processing Society, 
including VLSI Signal Processing TC (1984), Neural Networks for Signal Processing TC 
(1991) and Multimedia Signal Processing TC (1998), and was appointed as the first 
Associate Editor in VLSI Area (1984) and later the first Associate Editor in Neural 
Network (1991) for the IEEE Transactions on Signal Processing. He presently serves on 
Technical Committees on Multimedia Signal Processing. Since 1990, he has been the 
Editor-In-Chief of the Journal of VLSI Signal Processing Systems.  
 
Professor Kung was a recipient of IEEE Signal Processing Society's Technical 
Achievement Award for his contributions on "parallel processing and neural network 
algorithms for signal processing" (1992); a Distinguished Lecturer of IEEE Signal 
Processing Society (1994); a recipient of IEEE Signal Processing Society's Best Paper 
Award for his publication on principal component neural networks (1996); and a recipient 
of the IEEE Third Millennium Medal (2000). 
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Professor Raj Acharya 
Department Head & Professor 
Computer Science & Engineering 
Director, Advanced Laboratory for Information Systems & Analysis 
The Pennsylvania State University 
Website: http://www.cse.psu.edu/~acharya 
Email: acharya@cse.psu.edu  
 
Professor Raj Acharya obtained his Ph.D from the Mayo Graduate School of 
Medicine/University of Minnesota in 1984. Since then, he has worked as a Research 
Scientist at Mayo Clinic and at GE (Thompson)-CGR in Paris, France. He has also been 
a Faculty Fellow at the Night Vision Laboratory in Fort Belvoir in Washington D.C. and 
has been a NASA-ASEE Faculty Fellow at the Johnson Space Center in Houston, Texas. 
He was the chair of the department of Computer Science and Engineering at SUNY-
Buffalo from Fall 1999 till Spring 2001. He is currently the department head of Computer 
Science and Engineering at the Pennsylvania State University and the director of the 
Advanced Laboratory for Information Systems & Analysis.  
 
He has been the Chair of Special Sessions in the IEEE International Conference on 
Multimedia and Expo (July-August, 2000). He is on the editorial board of the International 
Journal of Computerized Medical Imaging and Graphics. He has been a panel member of 
the National Institute of Health, BioImaging study section. He was on the scientific board 
of the IEEE Model Based 3D Biomedical Image Analysis. He was the Session Chair at 
the 1996 International SPIE Symposium. He was General Chair of 1994 SPIE 
International Conference on Physiology and Function from Multidimensional Images. He 
was also Co-Chair of 1994 IEEE Workshop in Biomedical Image Analysis. He was 
General Chair of SPIE Conference on Biomedical Image Processing (1992 and 1993).  
 
His research work has been featured among others in Businessweek, Mathematics 
Calendar, The Scientist, Diagnostic Imaging and Biomedical Engineering Newsletter and 
Drug Discovery. 
 
  
Dr. Jacek M. Zurada, Ph.D 
S. T. Fife Alumni Professor, IEEE Fellow 
Computational Intelligence Laboratory 
Electrical and Computer Engineering 
Website: ci.louisville.edu/zurada 
email: jacek.zurada@louisville.edu 
 
Dr. Jacek M. Zurada received his MS and PhD degrees (with distinction) in electrical 
engineering from the Technical University of Gdansk, Poland in 1968 and 1975, 
respectively. Since 1989 he has been a Professor, and since 1993 a  distinguished 
Samuel T. Fife Professor with the Electrical and Computer  Engineering Department at 
the University of Louisville, Kentucky. He was Department Chair from 2004 to 2006. 
  
He has published 280 journal and conference papers in the areas of neural networks,  
Northeastern, Auburn, and at foreign universities in Australia, Chile, China, France, 
Germany, Hong Kong, Italy, Japan, Poland, Singapore, Spain, South Africa and Taiwan. 
He has delivered numerous invited and plenary conference presentations and seminars 
throughout the world. 
  
Dr. Zurada was an Associate Editor of IEEE Transactions on Circuits and Systems, Part I 
and Part II, and served on the Editorial Board of the Proceedings of IEEE. From 1998 to 
2003 he was the Editor-in-Chief of IEEE Transactions on Neural Networks. He is an 
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Associate Editor of Neurocomputing, Schedae Informaticae, International Journal of 
Applied Mathematics and Computer Science, Advisory Editor of International Journal of 
Information Technology and Intelligent Computing, and Editor of Springer Natural 
Computing Book Series. 
  
He has served the profession and the IEEE in various elected capacities, including as 
President of IEEE Computational Intelligence Society in 2004-05. He has been member 
and Chair of various IEEE CIS and IEEE TAB committees, including the IEEE TAB 
Periodicals Committee and IEEE TAB Periodicals Review Committee. He was Chair of 
the Plenary Symposium on Critical and Emerging Issues in Computational Intelligence 
held at the IEEE WCCI in Orlando, Florida, and was the Founding Chair of the NNC 
Neural Networks Technical Committee. 
  
Dr. Zurada has received a number of awards for distinction in research, teaching, and 
service. In addition to several best paper awards, his honors include the 1993 
Presidential Award for Research, Scholarship and Creative Activity, 1997 Polish Ministry 
of National Education Award, 1999 IEEE Circuits and Systems Society Golden Jubilee 
Medal, and the 2001 Presidential Distinguished Service Award for Service to the 
Profession. He is a Distinguished Speaker of IEEE CIS and IEEE Fellow. 
  
In 2003 he was conferred the Title of National Professor by the President of Poland. In 
2004 and 2006, respectively, he received Honorary Professorships from Hebei 
University, and from the University of Electronic Science and Technology of China, 
Chengdu, both in China. Since 2005 he is a Member of the Polish Academy of Sciences, 
and serves as a Senior Fulbright Specialist in 2006-11. 
 
 
Professor Nikola Kasabov 
Director, The Knowledge Engineering and Discovery Research Institute (KEDRI) 
Email: nkasabov@aut.ac.nz 

 
Professor Nikola Kasabov is the Foundation Director of KEDRI, and a Chair of 
Knowledge Engineering at the School of Computer and Information Sciences at AUT, 
Fellow of the Royal Society of New Zealand, Fellow of the New Zealand Computer 
Society and a Senior Member of IEEE. He holds a MSc and PhD from the Technical 
University of Sofia. His main research interests are in the areas of: intelligent information 
systems, soft computing, neuro-computing, bioinformatics, brain study, speech and 
image processing, data mining and knowledge discovery. 

 
 
Professor Xin Yao 
The Centre of Excellence for Research in Computational Intelligence and Applications 
(CERCIA) 
School of Computer Science, The University of Birmingham 
Website: http://www.cs.bham.ac.uk/~xin  
Email: x.yao@cs.bham.ac.uk 
  
Professor Xin Yao is a professor of computer science in the School of Computer Science 
at the University of Birmingham and the Director of the Centre of Excellence for Research 
in Computational Intelligence and Applications (CERCIA). He is also a Fellow of IEEE, a 
Distinguished Lecturer of the IEEE Computational Intelligence Society, and a 
Distinguished Visiting Professor of University of Science and Technology of China, Hefei, 
China. 
He is the Editor-in-Chief of the IEEE Transactions on Evolutionary Computation. His 
research interests include evolutionary computation (evolutionary optimization, 
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evolutionary learning, evolutionary design), neural network ensembles and multiple 
classifiers (especially on the diversity issue), meta-heuristic algorithms, data mining, 
computational complexity of evolutionary algorithms, and various real-world applications. 

 
 
Professor Ernest Feytmans 
Director, Swiss Institute of Bioinformatics 
Email: Ernest.Feytmans@isb-sib.ch 
  
Prof. Ernest Feytmans graduated in cell biology and in statistics at the Catholic University 
of Louvain, Belgium. He received his PhD in 1973 for a thesis with Jacques Berthet and 
Christian de Duve and was a postdoctoral fellow with Christian de Duve at the 
Rockefeller University. He was professor at the Catholic University of Santiago, Chile 
until 1975 and then at Namur University, Belgium, where he headed the Department of 
Biology and the Unit of Structural Molecular Biology. From 1982 to 1987 he was 
Chancellor and from 1991 to 1997 Dean of the Faculty of Sciences. In 1997 he became 
Dean of the Faculty of Medical Sciences and Head of the Biochemistry Unit at the 
University of the West Indies. Lately his research interests focus on the prediction of 
protein 3D‑structures using atomic mean force potentials. In 2001, he was appointed 
Director of the Swiss Institute of Bioinformatics. He participated to the creation of the 
Bioinformatics core facility at ISREC and is now collaborating with it. 
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