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MBGD and CGAT: resources and tools for large-scale microbial genome comparison Ikuo Uchiyama

TIGR's Annotation Engine Michelle Gwinn-Giglio

Chado XML-centralized streamlining of Drosophila database migration and integration at FlyBase Pinglei Zhou

Mouse Genome Informatics: An Integrated Resource For Mouse Biological Data T.B.K Reddy

Quantitative analysis of virulent bacteriophage transcription strategies Marko Djordjevic

Tutorial on TIGR's Annotation Engine Michelle Gwinn-Giglio

An alignment independent comparative method for the prediction of regulatory elements Arne Hauenschild

jPREdictor - a versatile tool for the prediction of cis-regulatory elements Thomas Fiedler

Secondary Structure of mRNAs Influence Training in a Neural Network Mandy Lucas

(Meta) Genome Properties: Assertion of Complex Biological Processes using Hierarchically Organized 
Component Sub-processes. Jeremy D. Selengut

Phylogenetic Profiling without Pre-calculated Protein Homology Clusters: The Partial Phylogenetic Profiling 
Method Jeremy D. Selengut

Exosortase and PEP-CTERM Domain Variants: Different Slimes for Different Times. Jeremy D. Selengut

Page 3 of 5



Analysis of 12 strains of Shewanella sp. using the GNARE system Natalia Maltsev

Computational Methodology developed for the Characterization of a gene and Site Specific Mutagenesis of its 
mutant to control its over expression. Samarendra K. Ray
Modules to extend the capabilities of the EnsEMBL automated annotation pipeline for its connection to 
Timelogic's decypher hardware accelerator engine and Xgrid computer clusters:  Application to the Alternaria 
genome sequencing project Mauricio La Rota

TransportDB: A Comprehensive Database Resource for Membrane Transporters and Outer Membrane 
Proteins QINGHU REN

Investigations of Cryptosporidium Genome Annotation Using Comparative Approaches Haiming Wang

Creating a Federation of Bioinformatics Databases in Oracle Zhiming Wang

The Genome Reverse Compiler Andrew Warren

Binding motifs of transcription factors modulating cell survival present on promoters of gene clusters over-
expressed in subgroups of head and neck cancer Bin Yan

An objective method for identifying natural grouping during agglomerative hierarchical clustering of influenza 
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