
 
 

 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 ISBN: 978-1-61782-318-3 

8th Asia-Pacific Bioinformatics 
Conference 2010 
 
(APBC 2010) 

Bangalore, India 
18-21 January 2010 



Printed from e-media with permission by: 
 

Curran Associates, Inc. 
57 Morehouse Lane 

Red Hook, NY  12571 
 

 
 

Some format issues inherent in the e-media version may also appear in this print version. 
 
 
 
 
 
 
 
 
 
 
All papers Copyright© (2010) by their respective authors; licensee BioMed Central. These are Open  
Access articles distributed under the terms of the Creative Commons Attribution License 
(http://creativecommons.org/licenses/by/2.0), which permits unrestricted use, distribution, and reproduction 
in any medium, provided the original work is properly cited.  
 
Printed by Curran Associates, Inc. (2011) 
  
For further information, please contact BioMed Central Ltd 
at the address below. The collection is available online at http://www.biomedcentral.com/1471-
2105/11?issue=S1 
  
 
BioMed Central Ltd 
236 Gray’s Inn Road 
London WC1X 8HB 
UK 
 
 
Phone:  +44 (0)20 3192 2000 
Fax:  +44 (0)20 3192 2010 
 
Email:    info@biomedcentral.com 
Web:      www.biomedcentral.com 
 
 
Additional copies of this publication are available from: 
 
Curran Associates, Inc. 
57 Morehouse Lane 
Red Hook, NY 12571 USA 
Phone:  845-758-0400 
Fax:      845-758-2634 
Email:   curran@proceedings.com 
Web:     www.proceedings.com 



TABLE OF CONTENTS 
 
 
 

APBC 2010. The Eighth Asia Pacific Bioinformatics Conference Bangalore, India, 18-21 January 
2010 ......................................................................................................................................................................................... 1

Laxmi Parida, Gene Myers 
 

Nonnegative Principal Component Analysis for Mass Spectral Serum Profiles and Biomarker 
Discovery ................................................................................................................................................................................ 3

Henry Han 
 

PostMod: Sequence Based Prediction of Kinase-Specific Phosphorylation Sites with Indirect 
Relationship.......................................................................................................................................................................... 12

Inkyung Jung, Akihisa Matsuyama, Minoru Yoshida, Dongsup Kim 
 

Fast Motif Recognition Via Application of Statistical Thresholds................................................................................... 22
Christina Boucher, James King 

 

Short Clones or Long Clones? A Simulation Study on the Use of Paired Reads in Metagenomics .............................. 30
Suparna Mitra, Max Schubach, Daniel H. Huson 

 

In Silico Screening of Herbal and Nanoparticle Lead Compounds for Effectivity Against H5N1, H1N1 
Neuraminidase and Telomerase ......................................................................................................................................... 41

Sayak Ganguli, Manjita Mazumder, Protip Basu, Paushali Roy, Sayani Mitra, Abhijit Datta 
 

Prediction of Novel miRNAs and Associated Target Genes in Glycine Max .................................................................. 42
Trupti Joshi, Zhe Yan, Marc Libault, Dong-Hoon Jeong, Sunhee Park, Pamela J Green, D Janine Sherrier, 
Andrew Farmer, Greg May, Blake C Meyers, Dong Xu, Gary Stacey 

 

MrsRF: An Efficient MapReduce Algorithm for Analyzing Large Collections of Evolutionary Trees ....................... 51
Suzanne J Matthews, Tiffani L Williams 

 

Classification of Protein Sequences by Means of Irredundant Patterns ......................................................................... 60
Matteo Comin, Davide Verzotto 

 

Amino Acid Classification Based Spectrum Kernel Fusion for Protein Subnuclear Localization................................ 71
Suyu Mei, Wang Fei 

 

Identifying Main Effects and Epistatic Interactions from Large-Scale SNP Data Via Adaptive Group 
Lasso ..................................................................................................................................................................................... 79

Can Yang, Xiang Wan, Qiang Yang, Hong Xue, Weichuan Yu 
 

AntiBP2: Improved Version of Antibacterial Peptide Prediction ................................................................................... 90
Sneh Lata, Nitish K Mishra, Gajendra PS Raghava 

 

MTar: A Computational microRNA Target Prediction Architecture for Human Transcriptome .............................. 97
Vinod Chandra, Reshmi Girijadevi, Achuthsankar S Nair, Sreenadhan S Pillai, Radhakrishna M Pillai 

 

Predicting the Protein-Protein Interactions Using Primary Structures with Predicted Protein Surface................... 106
Darby Tien-Hao Chang, Yu-Tang Syu, Po-Chang Lin 

 

Better Score Function for Peptide Identification with ETD MS/MS Spectra............................................................... 116
Xiaowen Liu, Baozhen Shan, Lei Xin, Bin Ma 

 

A Multi-Filter Enhanced Genetic Ensemble System for Gene Selection and Sample Classification of 
Microarray Data ................................................................................................................................................................ 124

Pengyi Yang, Bing B Zhou, Zili Zhang, Albert Y Zomaya 
 

Genome-Wide Sequence-Based Prediction of Peripheral Proteins Using a Novel Semi-Supervised 
Learning Technique .......................................................................................................................................................... 136

Nitin Bhardwaj, Mark Gerstein, Hui Lu 
 

Molecular Dynamics Simulation Studies and in Vitro Site Directed Mutagenesis of Avian Beta-
Defensin Apl_AvBD2......................................................................................................................................................... 144

Soja Saghar Soman, Krishnankutty Chandrika Sivakumar, Easwaran Sreekumar 
 

Knowledge-Based Analysis of Microarrays for the Discovery of Transcriptional Regulation 
Relationships ...................................................................................................................................................................... 153

Junhee Seok, Amit Kaushal, Ronald W Davis, Wenzhong Xiao 
 

Prediction of Protein Structural Classes for Low-Homology Sequences Based on Predicted Secondary 
Structure............................................................................................................................................................................. 161

Jian-Yi Yang, Zhen-Ling Peng, Xin Chen 
 

Author Index 




