Permuted Index: Titles i

Scale Genome Annotation with 123D using Multiprocessor 98 In-Silico Study of the 16S Ribosomal RNA Gene of 67 of Gene Names in Medline Abstracts 141 Fragment Assembly Consensus Accuracies: SeqManII, Phrap, 2 Evaluation of the Alignment Accuracy of a Number of 152 Examination of Amino Acid Sequence Rules for a Helix 59 System based on Software Agents 22 Transduction Using Process Algebra 123 FramePlus - A Sensitive Algorithm for Aligning DNA to 55 An Algorithmic Approach to Protein 1 of Ab Initio Gene Prediction Algorithms against Biologically 21 Comparison of Commonly used Algorithms for Clustering Gene 7 - A Sensitive Algorithm for Aligning DNA to Protein 55 Handel Operatics for Alignment, Phylogeny and 61 An Evaluation of the Alignment Accuracy of a Number 152 PACK and STACK Sequence Tag Alignment and Consensus 28 Pairwise Alignment and Parametric 74 BAliBASE: A Benchmark Alignment Database for the 150 the Evaluation of Multiple Alignment Programs 150 for Local Multiple Sequence Alignment 62 Processing Local Alignments 47 in Bacterial Genomes Reveal Alternative Evolutionary 130 Intelligent Alternatives for Searching the 138 Examination of Amino Acid Sequence Rules for a 59 Reticulum associated Amyloid Beta-peptide Binding 108 The Use of Artemis for the Analysis and Annotation of 131 the Visualization of Genomic Analysis and Comparisons of one 48 Triplex DNA Analysis and Probe Design Using 26 Environment for Sequence Analysis and Visualisation 116 Identification and Analysis by Mass Spectrometry 16 Pathway Analysis in Metabolic Databases 78 Systematic Functional Analysis of Bacillus Subtilis 8 A Comprehensive Analysis of C. Elegans Protein 146 of a Service for the Analysis of Disease Genes 56 Generation and Database Analysis of ESTs 100 Towards A Fully Automated Analysis of Hybridization Spot 18 Structural Analysis of Microarray Data 128 Comparative Analysis of Mouse and Human 89 WebPACADE: A Service for the Analysis of Protein Structure 133 Feedback Circuit Analysis of the Genetic Network 97 Evolutionary Analysis of Virus Based on 148 The UCSC Kestrel Sequence Analysis Server 29 and Consensus Generation and Analysis System Providing 28 Integration of Databases and Analysis Tools 3 Large Scale Sequence Analysis with DoPrimer 73 for High Throughput Sequence Analysis 153 Likelihood Phylogenetic Analysis 137 Tool Invoking Comparative Analysis 5 Melanogaster: A Logical Analysis 132 Software for Phylogenetic Analysis 64 Network Models for mRNA Analysis 43 against Biologically Annotated Sequences 21 Classification for Sequence Annotation and Genome Research 164 for Novel Sequences by Annotation Clustering 126 for Querying and Assisting Annotation of a Metabolic and 157 Artemis for the Analysis and Annotation of 131 GeneWeaver: A novel Genome Annotation System based on 22 Large Scale Genome Annotation with 123D using 98 Multiple Streams for Gene Annotation 4 Dotlet: a Java Applet for Sequence Comparisons 112 - Integrating External Applications and Databases 103 W2H: a WWW Interface to Applications in Bioinformatics 36 Matrices and their Applications 120 A Threading Approach for EST Data 167 An Error-tolerant Approach for Prediction of the 139 A Divide & Conquer Approach for the Ring Closure 151 An Algorithmic Approach to Protein Folding 1 An Approach to the Determination o 15 Computational Approaches for Structural 20 Flower Morphogenesis in Arabidopsis thaliana 97 Helicobacters and Arcobacters 67 MINAREA II: A Minimum Area Metric for the Structural 25 of Hybridization Spot Array Images 18 Virtual Expression Arrays 163 on High-Density cDNA Arrays 84 The Use of Artemis for the Analysis and 131 Design Tools for Artificial DNA Structures 162 Artificial Neural Network used 140

Permuted Index: Titles ii

Binding Sequences using Artificial Neural Networks and 142 of the Peptide Implied by Assembled EST Consensi 139 A Comparison of DNA Fragment Assembly Consensus Accuracies: 2 Knowledge Assisted Assembly of Genomic Sequences 27 Performance Assessment and Optimization of 21 Assigning Protein Function by 92 Automatic Function Assignment for Novel Sequences 126 Assignment of P–element 52 Fast Assignment of Protein 149 by Computation of Automatic Assignments 83 Knowledge Assisted Assembly of Genomic 27 Tools for Querying and Assisting Annotation of a 157 Towards A Fully Automated Analysis of 18 Strategy for an Automated Evaluation of Protein 82 Derived by Computation of Automatic Assignments 83 Automatic Function Assignment 126 Evolutionary Mechanisms in Bacillus Subtilis and other 130 Functional Analysis of Bacillus Subtilis with Micado, 8 Long Repeats in Bacterial Genomes Reveal 130 BAliBASE: A Benchmark Alignment 150 Ballast: A Motif oriented Blast 115 Chains from the Protein Data Bank PDB 106 Chains from the Protein Data Bank PDB 107 Gene Mining in Barley: Generation and Database 100 From Bayesian Networks to Gene 41 BAliBASE: A Benchmark Alignment Database 150 Reticulum associated Amyloid Beta-peptide Binding Protein 108 BIKMAS: A Bioinformatics 94 Local Main-chain Binding Motif and an 68 Amyloid Beta-peptide Binding Protein ERAB 108 Predicting SH3 Domain Binding Sequences using 142 Modelling Receptor Binding Sites 135 and Properties of Lipase Binding Sites 38 SSBM-Software solution for Bio-Medicine 14 BioBibliometrics: Information 141 The University of Minnesota Biocatalysis/Biodegradation 34 The University of Minnesota Biocatalysis/Biodegradation 76 and Optimization of Biochemical Kinetics 96 for the Representation of Biochemical Networks 90 Electronic Biochemical Pathways 72 Biocomputing Resources at the 35 XML and BioDOM - Structured Documents i 102 Database at the European Bioinformatics Institute EBI 79 BIKMAS: A Bioinformatics Knowledge 94 Bioinformatics of Sequence 85 a Web-based Integration of Bioinformatics Resources 113 Database Management and Bioinformatics Tool Integration 134 Interface to Applications in Bioinformatics 36 Viability of Public Biological Data 33 Tools for the Extraction of Biological Information from 11 and Reuse of Molecular Biological Information 124 Algorithms against Biologically Annotated 21 The European Molecular Biology Open Software Suite 127 Environment for Molecular Biology 57 BioSim - A Semi-Quantitative, 57 Ballast: A Motif oriented Blast Results Post-processing 115 in Predicting the Disulfide Bonding State of Cysteine in 37 Genome Builder - Integrating External 103 Protein Families in Caenorhabditis Elegans and 125 Information Processing via Calcium Ions 80 16S Ribosomal RNA Gene of Campylobacters, Helicobacters 67 Carbohydrate Modeling by 17 CASP3 Prediction Results for 160 Non-genomic Evolution of Catalytic Peptides in 117 Profiling on High-Density cDNA Arrays 84 Environment for Whole Cell Simulation 147 of Representative Protein Chains from the Protein Data 106 of Representative Protein Chains from the Protein Data 107 Oligonucleotide Sets for DNA Chips 15 Feedback Circuit Analysis of the Genetic 97 Protein Family Classification for Sequence 164 through Family-based Classification of EST Sequences 54 A Unified Sequence-Structure Classification of Protein 166 Classification of Transmembrane 125 Preselection of Shotgun Clones by Oligonucleotide 145 Approach for the Ring Closure Problem 151 Hierarchical EST Clustering and Consensus 28 of Trees: Phylogenetic Tree Clustering for Consensus and 143

Permuted Index: Titles iii

Commonly used Algorithms for Clustering Gene Expression Data 7 Clustering of Proteins from 77 Sequences by Annotation Clustering 126 and Visualization from Co-occurrence of Gene Names in 141 CoDe Consensus Formation by 99 Functions and Property Codes of Different Proteomes 159 CRITICA: Coding Region Identification 5 A User-Orienttaed System for Collecting and Structuring 30 of Protein Sequences: Combining Sequence and 166 Comparison of Commonly used Algorithms for 7 Comparative Analysis of Mouse 89 Identification Tool Invoking Comparative Analysis 5 Comparative Studies of Neural 43 Protein Function by Comparing Genomes 92 Comparison of Commonly used 7 A Comparison of DNA Fragment 2 Metric for the Structural Comparison of Proteins 25 of a Number of Sequence Comparison Techniques 152 Protein Structure Comparison Using Computational 155 Clustering for Consensus and Comparison 143 of Genomic Analysis and Comparisons of one or more 48 a Java Applet for Sequence Comparisons using the Dot 112 Bacillus Subtilis and other Competent Prokaryotes 130 of Maximal Repeats in Complete Genomes 81 Completed Genomes Give Insight 114 Switching from Simple to Complex Oscillations in the 80 Knowledgebase): A Novel, Comprehensive, Hierarchical EST 28 A Comprehensive Analysis of C. 146 HGBASE: A Comprehensive Database of Human 13 Elements, Derived by Computation of Automatic 83 REPuter: Fast Computation of Maximal Repeats 81 Computational Approaches for 20 Structure Comparison Using Computational Geometry Methods 155 Computer Model of Human 104 PROSPECT: A Computer System for 165 Using Parallel Computing for Maximum 137 Inference by Minimum Conflict 42 A Divide & Conquer Approach for the Ring 151 Implied by Assembled EST Consensi 139 of DNA Fragment Assembly Consensus Accuracies: SeqManII, 2 Tree Clustering for Consensus and Comparison 143 CoDe Consensus Formation by Decision 99 EST Clustering and Consensus Generation and 28 Sequence Tag Alignment and Consensus Knowledgebase): A 28 Learning) A New Method for Consensus Protein Secondary 99 Residue Conservation at Protein-Protein 156 Evolutionary Conservation of Interfaces of 50 Alignment and Parametric Consistency 74 Virtual Sequence Database: A Constraint Logic Database for 88 and Probe Design Using Constraint Logic Programming 26 Quality Control in the Pfam Database 6 of Metabolic Network Control 40 of the Genetic Network Controlling Flower 97 and Databases using CORBA 103 Correcting Large Distances for 65 Correlation Functions and 159 The Coverage of Protein Fold 75 CRITICA: Coding Region 5 Current Status of WebPACADE: A 133 Disulfide Bonding State of Cysteine in Proteins 37 Thieftest: A Data-mining Program for 121 Chains from the Protein Data Bank PDB 106 Chains from the Protein Data Bank PDB 107 Leveraging EST Data for Marker and Target 60 A Data Mining Tool for 69 Analysis of Microarray Data Using Singular Value 128 A Threading Approach for EST Data 167 in DNA Sequence Raw Data 140 of Public Biological Data 33 Understanding Expression Data 41 Clustering Gene Expression Data 7 Virtual Sequence Database: A Constraint Logic 88 Biocatalysis/Biodegradation Database: A Pathway/Genome 34 Biocatalysis/Biodegradation Database: Developing a Formal 76 in Barley: Generation and Database Analysis of ESTs 100 The EMBL Nucleotide Sequence Database at the European 79 with Micado, an Integrative Database for Microbes 8 Database: A Constraint Logic Database for Storage of DNA 88

Permuted Index: Titles iv

A Benchmark Alignment Database for the Evaluation of 150 Database Integration for the 40 File Servers for Sequence Database Management and 134 HGBASE: A Comprehensive Database of Human Intra-Genic 13 PDB-REPRDB: An Interactive Database of Representative 106 PDB-REPRDB: An Interactive Database of Representative 107 The Eukaryotic Promoter Database 119 Quality Control in the Pfam Database 6 KIND - A Nonredundant Database 70 for Searching the PRINTS Database 138 in the Mouse Genome Database 10 Pfam Protein Domain Families Database 63 and Regulatory Pathway Database 157 Genomic and EST Sequence Database 146 Querying Heterogeneous Databases: A User-Orienttaed 30 in Integration of Databases and Analysis Tools 3 External Applications and Databases using CORBA 103 Analysis in Metabolic Databases via Differential 78 Database: A Pathway/Genome Dataset and System 34 Matrices of Very Large Datasets 32 dbMTN: A Human Gene Expression 158 - A Web based Tool for Decision Support in 16 CoDe Consensus Formation by Decision Tree Learning) A New 99 Data Using Singular Value Decomposition 128 Short-chain and Medium-chain Dehydrogenases/reductases 114 Ontological Design Patterns: Flexibility 124 Design Tools for Artificial DNA 162 DNA Analysis and Probe Design Using Constraint Logic 26 Neural Network used for the Detection of Mutations in DNA 140 Significant for the Detection of Noncoding RNAs 129 for Horizontal Gene Transfer Detection 121 An Approach to the Determination of Optimized 15 Database: Developing a Formal 76 MEDSEQ: Development of a Service for 56 Implications for Software Development 89 SRS - New Developments in Integration of 3 Methods for Protein Topology Diagrams 49 and Property Codes of Different Proteomes 159 in Metabolic Databases via Differential Metabolic Display 78 Pattern Discovery Methods for Protein 49 Data for Marker and Target Discovery 60 Service for the Analysis of Disease Genes 56 via Differential Metabolic Display DMD 78 Correcting Large Distances for Phylogenetic 65 in Predicting the Disulfide Bonding State of 37 A Divide & Conquer Approach for 151 Resources at the DKFZ 35 Metabolic Display DMD 78 of Human Intra-Genic DNA-Polymorphisms 13 Triplex DNA Analysis and Probe Design 26 Database for Storage of DNA based HLA Typing Results 88 Oligonucleotide Sets for DNA Chips 15 A Comparison of DNA Fragment Assembly Consensus 2 Detection of Mutations in DNA Sequence Raw Data 140 Design Tools for Artificial DNA Structures 162 Algorithm for Aligning DNA to Protein Sequences 55 XML and BioDOM - Structured Documents in Molecular Science 102 Predicting SH3 Domain Binding Sequences using 142 Managing the Pfam Protein Domain Families Database 63 Resource of Protein Domains and Functional Sites 71 and Prediction of Structural Domains in Multidomain Proteins 53 Tree for Zinc Finger Domains 144 of Interaction of Protein Domains 19 Scale Sequence Analysis with DoPrimer 73 Comparisons using the Dot Matrix Method 112 Dotlet: a Java Applet for 112 The Formation of Segments in Drosophila Melanogaster: A 132 Genes Sequences in Drosophila 52 The E-CELL Simulation System: 147 Human Erythrocyte using the E-CELL Simulation System 104 Translation Initiation in E.coli K-12 95 Bioinformatics Institute EBI 79 Electronic Biochemical Pathways 72 Families in Caenorhabditis Elegans and Identification of 125 Comprehensive Analysis of C. Elegans Protein Kinases from 146 of Secondary Structure Elements, Derived by 83 of Secondary Structural Elements in Proteins shown for 50 of Secondary Structure Elements Lengthening/shortening 83

Permuted Index: Titles v

The EMBL Nucleotide Sequence 79 EMBOSS: The European Molecular 127 Homology Modelling of Endoplasmic Reticulum 108 Lazy Parsing” of SWISS-PROT Entries 58 Qualitative Simulation Environment for Molecular 57 A Flexible Environment for Sequence 116 Simulation System: Software Environment for Whole Cell 147 Binding Motif and an Environmental Profile 68 Beta-peptide Binding Protein ERAB 108 framefinder: An Error-tolerant Approach for 139 Computer Model of Human Erythrocyte using the E-CELL 104 Comprehensive, Hierarchical EST Clustering and Consensus 28 Peptide Implied by Assembled EST Consensi 139 Leveraging EST Data for Marker and Target 60 A Threading Approach for EST Data 167 Kinases from Genomic and EST Sequence Database 146 Classification of EST Sequences 54 Estimating the Probability of a 118 Estimation of the Number of 23 and Database Analysis of ESTs 100 Eukaryotic Functional Families 44 The Eukaryotic Promoter Database 119 Stochastic Segment Models of Eukaryotic Promoter Regions 109 Sequence Database at the European Bioinformatics 79 EMBOSS: The European Molecular Biology Open 127 Alignment Database for the Evaluation of Multiple 150 Strategy for an Automated Evaluation of Protein Structure 82 An Evaluation of the Alignment 152 Non-genomic Evolution of Catalytic Peptides 117 Genomes Give Insight in the Evolution of Short-chain and 114 Evolutionary Analysis of Virus 148 Evolutionary Conservation of 50 The Role of Evolutionary Information in 37 Genomes Reveal Alternative Evolutionary Mechanisms in 130 A Prototyp-based Evolutionary Tree for Zinc 144 Examination of Amino Acid 59 Genomic Sequence Tags to Expressed Genes Sequences in 52 Virtual Expression Arrays 163 for Clustering Gene Expression Data 7 Gene Networks: Understanding Expression Data 41 Signals Derived from Expression Profiling on 84 dbMTN: A Human Gene Expression Reference Set 158 Genome Builder - Integrating External Applications and 103 Tools for the Extraction of Biological 11 Eukaryotic Functional Families based on Prokaryotic 44 the Pfam Protein Domain Families Database 63 of Transmembrane Protein Families in Caenorhabditis 125 Gene Identification through Family-based Classification of 54 Integration of Gene Family and Protein Family 10 Protein Family Classification for 164 of Gene Family and Protein Family Information in the Mouse 10 Fast Assignment of Protein 149 REPuter: Fast Computation of Maximal 81 Modeling by Internet: New Features of W3-SWEET 17 Feedback Circuit Analysis of 97 Virtual Network File Servers for Sequence 134 The Financial Viability of Public 33 Evolutionary Tree for Zinc Finger Domains 144 Clones by Oligonucleotide Fingerprinting 145 Ontological Design Patterns: Flexibility and Reuse of 124 A Flexible Environment for 116 Oasis: A Flexible Framework for High 153 Genetic Network Controlling Flower Morphogenesis in 97 of a Protein to have a New Fold based on a Map of all 118 Prediction Results for the Fold Recognition Tool ProFIT 160 The Coverage of Protein Fold Recognition 75 Prediction: Modeling the Folding Kinetics 66 Packing Problems in Protein Folding 86 Approach to Protein Folding 1 by Multi-dimensional Mean Force Potentials 110 Database: Developing a Formal Representation for the 76 CoDe Consensus Formation by Decision Tree 99 The Formation of Segments in 132 A Comparison of DNA Fragment Assembly Consensus 2 A Data Mining Tool for Frame-Shift Smith-Waterman 69 framefinder: An Error-tolerant 139 FramePlus - A Sensitive 55 Oasis: A Flexible Framework for High Throughput 153

Permuted Index: Titles vi

Towards A Fully Automated Analysis of 18 Automatic Function Assignment for Novel 126 Assigning Protein Function by Comparing Genomes 92 Predicting Function from Structure: Using 68 Systematic Functional Analysis of Bacillus 8 Eukaryotic Functional Families based on 44 of Protein Domains and Functional Sites 71 Correlation Functions and Property Codes of 159 of Jokinen’s and Ukkonen’s Fundamental q-gram Lemma 122 with Multiple Streams for Gene Annotation 4 Algorithms for Clustering Gene Expression Data 7 dbMTN: A Human Gene Expression Reference Set 158 Integration of Gene Family and Protein Family 10 Novel Gene Identification through 54 Gene Mining in Barley: 100 from Co-occurrence of Gene Names in Medline Abstracts 141 From Bayesian Networks to Gene Networks: Understanding 41 of the 16S Ribosomal RNA Gene of Campylobacters, 67 Optimization of Ab Initio Gene Prediction Algorithms 21 Gene Structure Prediction and 161 GENALYSER: An Integrated Gene Structure Visualisation 93 Program for Horizontal Gene Transfer Detection 121 A Generalization of Jokinen’s and 122 Secondary Structure is Generally Not Statistically 129 An Intelligent System For Generating Result Matrices of 32 EST Clustering and Consensus Generation and Analysis System 28 Gene Mining in Barley: Generation and Database 100 Sequence Tags to Expressed Genes Sequences in Drosophila 52 Estimation of the Number of Genes in the Human Genome 23 for the Analysis of Disease Genes 56 Circuit Analysis of the Genetic Network Controlling 97 GeneWeaver: A novel Genome 22 GeneWeaver: A novel Genome Annotation System based 22 Large Scale Genome Annotation with 123D 98 Genome Builder - Integrating 103 Information in the Mouse Genome Database 10 Collecting and Structuring Genome Information 30 for Sequence Annotation and Genome Research 164 Number of Genes in the Human Genome 23 Insight into the Human Genome 28 Completed Genomes Give Insight in the 114 Long Repeats in Bacterial Genomes Reveal Alternative 130 Function by Comparing Genomes 92 Maximal Repeats in Complete Genomes 81 for the Visualization of Genomic Analysis and 48 Elegans Protein Kinases from Genomic and EST Sequence 146 based on Prokaryotic Genomic Neighborhoods 44 Comparisons of one or more Genomic Segments 48 Assignment of P–element Genomic Sequence Tags to 52 Analysis of Mouse and Human Genomic Sequence: Implications 89 Assisted Assembly of Genomic Sequences 27 based on Homologous Genomic Sequences 161 Approaches for Structural Genomics 20 Selection for Structural Genomics 45 Using Computational Geometry Methods 155 Gepasi - Numerical Simulation 96 A Computer System for Globally-Optimal Threading 165 Tool for Decision Support in Glycopeptide Identification and 16 A Graphical Package for the 48 Handel Operatics for Alignment, 61 RNA Gene of Campylobacters, Helicobacters and Arcobacters 67 Acid Sequence Rules for a Helix Pairing in Proteins 59 Querying Heterogeneous Databases: A 30 A New Heuristic for Local Multiple 62 HGBASE: A Comprehensive 13 Learning Hidden Markov Model Topology 136 Hidden Markow Models with 4 A Novel, Comprehensive, Hierarchical EST Clustering and 28 from Expression Profiling on High-Density cDNA Arrays 84 A Flexible Framework for High Throughput Sequence 153 for Storage of DNA based HLA Typing Results 88 Interactive Visualization of HMMER Models 31 and Validation based on Homologous Genomic Sequences 161 Homology Modelling of 108 A Data-mining Program for Horizontal Gene Transfer 121 Computer Model of Human Erythrocyte using the 104 dbMTN: A Human Gene Expression Reference 158 f the Number of Genes in the Human Genome 23

Permuted Index: Titles vii

Unique Insight into the Human Genome 28 Analysis of Mouse and Human Genomic Sequence: 89 A Comprehensive Database of Human Intra-Genic 13 of Their Potential Human Orthologs 125 and Reliability of Hybridization Signals Derived 84 Fully Automated Analysis of Hybridization Spot Array Images 18 Support in Glycopeptide Identification and Analysis by 16 n Caenorhabditis Elegans and Identification of Their 125 Semi-Automated Polymorphism Identification System 111 Novel Gene Identification through 54 CRITICA: Coding Region Identification Tool Invoking 5 Identifying Proteins from 87 of Hybridization Spot Array Images 18 Ontology for Immunogenetics: IMGT-ONTOLOGY 51 Ontology for Immunogenetics: IMGT-ONTOLOGY 51 and Human Genomic Sequence: Implications for Software 89 Prediction of the Peptide Implied by Assembled EST 139 In-Silico Study of the 16S 67 Phylogeny Inference by Minimum Conflict 42 the Extraction of Biological Information from Text 11 The Role of Evolutionary Information in Predicting the 37 Family and Protein Family Information in the Mouse Genome 10 Complex Oscillations in the Information Processing via 80 A New Proteome Information Resource 154 BioBibliometrics: Information Retrieval and 141 of Molecular Biological Information 124 and Structuring Genome Information 30 Analysis of Virus Based on Inhomogeneous Markov Model 148 Vector Model for Translation Initiation in E.coli K-12 95 and Optimization of Ab Initio Gene Prediction 21 Ab Initio Protein Structure 9 Completed Genomes Give Insight in the Evolution of 114 System Providing Unique Insight into the Human Genome 28 the European Bioinformatics Institute EBI 79 GENALYSER: An Integrated Gene Structure 93 InterPro: Integrated Resource of Protein 71 Genome Builder - Integrating External 103 Database Integration for the Simulation 40 GICAS: Towards a Web-based Integration of Bioinformatics 113 SRS - New Developments in Integration of Databases and 3 Integration of Gene Family and 10 and Bioinformatics Tool Integration 134 Subtilis with Micado, an Integrative Database for 8 Intelligent Alternatives for 138 An Intelligent System For 32 o Predict the Specificity of Interaction of Protein Domains 19 PDB-REPRDB: An Interactive Database of 106 PDB-REPRDB: An Interactive Database of 107 Interactive Visualization of 31 W2H: a WWW Interface to Applications in 36 Evolutionary Conservation of Interfaces of Secondary 50 at Protein-Protein Interfaces 156 to Sequences using the Intermediate Sequence Library 149 Carbohydrate Modeling by Internet: New Features of 17 InterPro: Integrated Resource o 71 Database of Human Intra-Genic DNA-Polymorphisms 13 Targets using a Model of Intracellular Signals Mediated 24 Region Identification Tool Invoking Comparative Analysis 5 Processing via Calcium Ions 80 A Generalization of Jokinen’s and Ukkonen’s 122 Initiation in E.coli K-12 95 The UCSC Kestrel Sequence Analysis 29 of C. Elegans Protein Kinases from Genomic and EST 146 KIND - A Nonredundant Database 70 Modeling the Folding Kinetics 66 Optimization of Biochemical Kinetics 96 Knowledge Assisted Assembly of 27 BIKMAS: A Bioinformatics Knowledge Management System 94 Tag Alignment and Consensus Knowledgebase): A Novel, 28 Result Matrices of Very Large Datasets 32 Correcting Large Distances for 65 Large Scale Genome Annotation 98 Large Scale Sequence Analysis 73 Swissknife Lazy Parsing” of SWISS-PROT 58 Formation by Decision Tree Learning) A New Method for 99 Learning Hidden Markov Model 136 Ukkonen’s Fundamental q-gram Lemma 122 Secondary Structure Elements Lengthening/shortening in 83

Permuted Index: Titles viii

Leveraging EST Data for Marker 60 the Intermediate Sequence Library PDB-ISL 149 Computing for Maximum Likelihood Phylogenetic 137 Shape and Properties of Lipase Binding Sites 38 Processing Local Alignments 47 Using a Threedimensional Local Main-chain Binding Motif 68 A New Heuristic for Local Multiple Sequence 62 Database: A Constraint Logic Database for Storage of 88 Design Using Constraint Logic Programming 26 n Drosophila Melanogaster: A Logical Analysis 132 Logical Tools for Querying and 157 Long Repeats in Bacterial 130 123D using Multiprocessor Machines 98 Multigenome MAGPIE 46 a Threedimensional Local Main-chain Binding Motif and an 68 for Sequence Database Management and Bioinformatics 134 A Bioinformatics Knowledge Management System 94 New Software for Managing the Pfam Protein 63 o have a New Fold based on a Map of all Protein Sequences 118 Sequence and Structure in a Map of Protein Space 166 Leveraging EST Data for Marker and Target Discovery 60 Learning Hidden Markov Model Topology 136 Virus Based on Inhomogeneous Markov Model 148 Hidden Markow Models with Multiple 4 and Analysis by Mass Spectrometry 16 Structure based Substitution Matrices and their Applications 120 System For Generating Result Matrices of Very Large Datasets 32 Comparisons using the Dot Matrix Method 112 REPuter: Fast Computation of Maximal Repeats in Complete 81 Using Parallel Computing for Maximum Likelihood Phylogenetic 137 by Multi-dimensional Mean Force Potentials 110 Alternative Evolutionary Mechanisms in Bacillus Subtilis 130 of Intracellular Signals Mediated by Ras 24 Evolution of Short-chain and Medium-chain 114 of Gene Names in Medline Abstracts 141 MEDSEQ: Development of a 56 of Segments in Drosophila Melanogaster: A Logical 132 Assisting Annotation of a Metabolic and Regulatory 157 Pathway Analysis in Metabolic Databases via 78 Databases via Differential Metabolic Display DMD 78 for the Simulation of Metabolic Network Control 40 for the Prediction of Metabolic Pathways 76 Tree Learning) A New Method for Consensus Protein 99 SH3-spot: A new Method to Predict the 19 using the Dot Matrix Method 112 Pattern Discovery Methods for Protein Topology 49 Using Computational Geometry Methods 155 Neural Networks and other Methods 142 MINAREA II: A Minimum Area Metric for the Structural 25 of Bacillus Subtilis with Micado, an Integrative Database 8 Structural Analysis of Microarray Data Using Singular 128 an Integrative Database for Microbes 8 MINAREA II: A Minimum Area 25 The Mini-threading by 110 MINAREA II: A Minimum Area Metric for the 25 Phylogeny Inference by Minimum Conflict 42 Gene Mining in Barley: Generation 100 A Data Mining Tool for Frame-Shift 69 The University of Minnesota 34 The University of Minnesota 76 An Object-Oriented Model for the Representation of 90 Random Vector Model for Translation 95 Computer Model of Human Erythrocyte 104 Therapeutic Targets using a Model of Intracellular Signals 24 Learning Hidden Markov Model Topology 136 on Inhomogeneous Markov Model 148 Carbohydrate Modeling by Internet: New 17 Modeling Signal Transduction 123 RNA Structure Prediction: Modeling the Folding Kinetics 66 Homology Modelling of Endoplasmic 108 Modelling Receptor Binding 135 Studies of Neural Network Models for mRNA Analysis 43 Stochastic Segment Models of Eukaryotic Promoter 109 Hidden Markow Models with Multiple Streams 4 Visualization of HMMER Models 31 Flexibility and Reuse of Molecular Biological 124 EMBOSS: The European Molecular Biology Open Software 127 Simulation Environment for Molecular Biology 57

Permuted Index: Titles ix

- Structured Documents in Molecular Science 102 Structure Prediction with MOLEGO 9 Network Controlling Flower Morphogenesis in Arabidopsis 97 Local Main-chain Binding Motif and an Environmental 68 Ballast: A Motif oriented Blast Results 115 Comparative Analysis of Mouse and Human Genomic 89 Family Information in the Mouse Genome Database 10 of Neural Network Models for mRNA Analysis 43 The Mini-threading by Multi-dimensional Mean Force 110 of Structural Domains in Multidomain Proteins 53 Multigenome MAGPIE 46 for the Evaluation of Multiple Alignment Programs 150 Identifying Proteins from Multiple Peptide Sequences 87 A New Heuristic for Local Multiple Sequence Alignment 62 Hidden Markow Models with Multiple Streams for Gene 4 Annotation with 123D using Multiprocessor Machines 98 used for the Detection of Mutations in DNA Sequence Raw 140 from Co-occurrence of Gene Names in Medline Abstracts 141 based on Prokaryotic Genomic Neighborhoods 44 the Simulation of Metabolic Network Control 40 Analysis of the Genetic Network Controlling Flower 97 Virtual Network File Servers for 134 Studies of Neural Network Models for mRNA 43 Artificial Neural Network used for the Detection 140 Bayesian Networks to Gene Networks: Understanding 41 using Artificial Neural Networks and other Methods 142 From Bayesian Networks to Gene Networks: 41 of Biochemical Networks 90 Comparative Studies of Neural Network Models for mRNA 43 Artificial Neural Network used for the 140 Sequences using Artificial Neural Networks and other 142 Non-genomic Evolution of 117 for the Detection of Noncoding RNAs 129 KIND - A Nonredundant Database 70 Consensus Knowledgebase): A Novel, Comprehensive, 28 Novel Gene Identification 54 Function Assignment for Novel Sequences by Annotation 126 Vector NTI Suite: SSBM-Software 14 The EMBL Nucleotide Sequence Database at 79 Estimation of the Number of Genes in the Human 23 the Alignment Accuracy of a Number of Sequence Comparison 152 Gepasi - Numerical Simulation and 96 Oasis: A Flexible Framework for 153 An Object-Oriented Model for the 90 of Shotgun Clones by Oligonucleotide Fingerprinting 145 Determination of Optimized Oligonucleotide Sets for DNA 15 Ontological Design Patterns: 124 Ontology for Immunogenetics: 51 European Molecular Biology Open Software Suite 127 Handel Operatics for Alignment, 61 Performance Assessment and Optimization of Ab Initio Gene 21 - Numerical Simulation and Optimization of Biochemical 96 to the Determination of Optimized Oligonucleotide Sets 15 Organization and Prediction of 53 of Their Potential Human Orthologs 125 from Simple to Complex Oscillations in the Information 80 Frame-Shift Smith-Waterman Outputs 69 Assignment of P–element Genomic Sequence 52 STACK PACK and STACK Sequence Tag 28 A Graphical Package for the Visualization o 48 Packing Problems in Protein 86 Sequence Rules for a Helix Pairing in Proteins 59 Pairwise Alignment and 74 PUZZLE/PPUZZLE: Using Parallel Computing for Maximum 137 Pairwise Alignment and Parametric Consistency 74 Swissknife Lazy Parsing” of SWISS-PROT Entries 58 Patching Up X-Trees 12 Database: A Pathway/Genome Dataset and 34 Pathway Analysis in Metabolic 78 f a Metabolic and Regulatory Pathway Database 157 Electronic Biochemical Pathways 72 the Prediction of Metabolic Pathways 76 Pattern Discovery Methods for 49 Ontological Design Patterns: Flexibility and Reuse 124 Sequence Library PDB-ISL 149 PDB-REPRDB: An Interactive 106 PDB-REPRDB: An Interactive 107 from the Protein Data Bank PDB 106

Permuted Index: Titles x

from the Protein Data Bank PDB 107 for Prediction of the Peptide Implied by Assembled 139 Proteins from Multiple Peptide Sequences 87 Evolution of Catalytic Peptides in Protocells 117 Performance Assessment and 21 Quality Control in the Pfam Database 6 Software for Managing the Pfam Protein Domain Families 63 Accuracies: SeqManII, Phrap, TIGR, and Sequencher 2 for Maximum Likelihood Phylogenetic Analysis 137 New Software for Phylogenetic Analysis 64 Large Distances for Phylogenetic Reconstruction 65 Trees of Trees: Phylogenetic Tree Clustering 143 Operatics for Alignment, Phylogeny and Profiling 61 Phylogeny Inference by Minimum 42 SAPI: A Semi-Automated Polymorphism Identification 111 of Schizosaccharomyces Pombe 131 Motif oriented Blast Results Post-processing Program 115 and Identification of Their Potential Human Orthologs 125 Multi-dimensional Mean Force Potentials 110 SH3-spot: A new Method to Predict the Specificity of 19 Predicting Function from 68 Predicting SH3 Domain Binding 142 Evolutionary Information in Predicting the Disulfide 37 RNA Structure Prediction: Modeling the 66 Lengthening/shortening in Prediction of Secondary 83 of Ab Initio Gene Prediction Algorithms against 21 Gene Structure Prediction and Validation 161 Representation for the Prediction of Metabolic 76 Organization and Prediction of Structural 53 Error-tolerant Approach for Prediction of the Peptide 139 CASP3 Prediction Results for the Fold 160 Ab Initio Protein Structure Prediction with MOLEGO 9 Protein Secondary Structure Prediction 99 of Protein Structure Predictions 82 Preselection of Shotgun Clones 145 for Searching the PRINTS Database 138 Probabilities of Secondary 83 Estimating the Probability of a Protein to 118 Triplex DNA Analysis and Probe Design Using Constraint 26 for the Ring Closure Problem 151 Packing Problems in Protein Folding 86 Signal Transduction Using Process Algebra 123 Processing Local Alignments 47 in the Information Processing via Calcium Ions 80 Motif and an Environmental Profile 68 Derived from Expression Profiling on High-Density cDNA 84 for Alignment, Phylogeny and Profiling 61 the Fold Recognition Tool ProFIT 160 Thieftest: A Data-mining Program for Horizontal Gene 121 Results Post-processing Program 115 Using Constraint Logic Programming 26 of Multiple Alignment Programs 150 Progress in Protein 91 Subtilis and other Competent Prokaryotes 130 Functional Families based on Prokaryotic Genomic 44 The Eukaryotic Promoter Database 119 Segment Models of Eukaryotic Promoter Regions 109 Shape and Properties of Lipase Binding 38 Correlation Functions and Property Codes of Different 159 PROSPECT: A Computer System for 165 in Proteins shown for the Proteasomal Subunits 50 Residue Conservation at Protein-Protein Interfaces 156 A New Proteome Information Resource 154 Property Codes of Different Proteomes 159 of Catalytic Peptides in Protocells 117 A Prototyp-based Evolutionary 144 and Analysis System Providing Unique Insight into 28 The Financial Viability of Public Biological Data 33 PUZZLE/PPUZZLE: Using Parallel 137 - A Semi-Quantitative, Qualitative Simulation 57 Quality Control in the Pfam 6 Logical Tools for Querying and Assisting 157 Querying Heterogeneous 30 Random Vector Model for 95 Signals Mediated by Ras 24 of Mutations in DNA Sequence Raw Data 140 Modelling Receptor Binding Sites 135 Results for the Fold Recognition Tool ProFIT 160

Permuted Index: Titles xi

The Coverage of Protein Fold Recognition 75 Distances for Phylogenetic Reconstruction 65 A Human Gene Expression Reference Set 158 CRITICA: Coding Region Identification Tool 5 of Eukaryotic Promoter Regions 109 of a Metabolic and Regulatory Pathway Database 157 Significance and Reliability of Hybridization 84 Long Repeats in Bacterial Genomes 130 Fast Computation of Maximal Repeats in Complete Genomes 81 Developing a Formal Representation for the 76 Model for the Representation of Biochemical 90 An Interactive Database of Representative Protein Chains 106 An Interactive Database of Representative Protein Chains 107 REPuter: Fast Computation of 81 Annotation and Genome Research 164 Residue Conservation at 156 InterPro: Integrated Resource of Protein Domains and 71 A New Proteome Information Resource 154 Biocomputing Resources at the DKFZ 35 of Bioinformatics Resources 113 System For Generating Result Matrices of Very Large 32 CASP3 Prediction Results for the Fold 160 A Motif oriented Blast Results Post-processing Program 115 of DNA based HLA Typing Results 88 Modelling of Endoplasmic Reticulum associated Amyloid 108 Information Retrieval and Visualization 141 Patterns: Flexibility and Reuse of Molecular Biological 124 Repeats in Bacterial Genomes Reveal Alternative Evolutionary 130 In-Silico Study of the 16S Ribosomal RNA Gene of 67 & Conquer Approach for the Ring Closure Problem 151 Study of the 16S Ribosomal RNA Gene of Campylobacters, 67 RNA Structure Prediction: 66 the Detection of Noncoding RNAs 129 The Role of Evolutionary 37 of Amino Acid Sequence Rules for a Helix Pairing in 59 SAPI: A Semi-Automated 111 Large Scale Genome Annotation with 98 Large Scale Sequence Analysis with 73 Analysis and Annotation of Schizosaccharomyces Pombe 131 Documents in Molecular Science 102 Search of Therapeutic Targets 24 Intelligent Alternatives for Searching the PRINTS Database 138 of Interfaces of Secondary Structural Elements i 50 in Prediction of Secondary Structure Elements, 83 Probabilities of Secondary Structure Elements 83 Secondary Structure is 129 Method for Consensus Protein Secondary Structure Prediction 99 Stochastic Segment Models of Eukaryotic 109 The Formation of Segments in Drosophila 132 of one or more Genomic Segments 48 Target Selection for Structural 45 SAPI: A Semi-Automated Polymorphism 111 BioSim - A Semi-Quantitative, Qualitative 57 FramePlus - A Sensitive Algorithm for 55 Consensus Accuracies: SeqManII, Phrap, TIGR, and 2 Progress in Protein Sequence-Structure Threading? 91 A Unified Sequence-Structure 166 of Mouse and Human Genomic Sequence: Implications for 89 Heuristic for Local Multiple Sequence Alignment 62 A Flexible Environment for Sequence Analysis and 116 The UCSC Kestrel Sequence Analysis Server 29 Large Scale Sequence Analysis with DoPrimer 73 for High Throughput Sequence Analysis 153 Protein Sequences: Combining Sequence and Structure in a Map 166 Family Classification for Sequence Annotation and Genome 164 Accuracy of a Number of Sequence Comparison Techniques 152 Dotlet: a Java Applet for Sequence Comparisons using the 112 The EMBL Nucleotide Sequence Database at the 79 Network File Servers for Sequence Database Management 134 Virtual Sequence Database: A Constraint 88 Kinases from Genomic and EST Sequence Database 146 using the Intermediate Sequence Library PDB-ISL 149 of Mutations in DNA Sequence Raw Data 140 Examination of Amino Acid Sequence Rules for a Helix 59 STACK PACK and STACK Sequence Tag Alignment and 28 of P–element Genomic Sequence Tags to Expressed 52 Bioinformatics of Sequence Variation 85 Classification of Protein Sequences: Combining Sequence 166

Permuted Index: Titles xii

Assignment for Novel Sequences by Annotation 126 Tags to Expressed Genes Sequences in Drosophila 52 SH3 Domain Binding Sequences using Artificial 142 of Protein Structures to Sequences using the 149 Swaps in Protein Sequences 39 on a Map of all Protein Sequences 118 Biologically Annotated Sequences 21 based on Homologous Genomic Sequences 161 Classification of EST Sequences 54 Assisted Assembly of Genomic Sequences 27 from Multiple Peptide Sequences 87 for Aligning DNA to Protein Sequences 55 SeqManII, Phrap, TIGR, and Sequencher 2 Kestrel Sequence Analysis Server 29 Virtual Network File Servers for Sequence Database 134 Status of WebPACADE: A Service for the Analysis of 133 MEDSEQ: Development of a Service for the Analysis of 56 Gene Expression Reference Set 158 of Optimized Oligonucleotide Sets for DNA Chips 15 SH3-spot: A new Method to 19 Predicting SH3 Domain Binding Sequences 142 Shape and Properties of Lipase 38 Insight in the Evolution of Short-chain and Medium-chain 114 Preselection of Shotgun Clones by 145 Modeling Signal Transduction Using 123 The new SignalP 105 Reliability of Hybridization Signals Derived from Expression 84 a Model of Intracellular Signals Mediated by Ras 24 Significance and Reliability of 84 Generally Not Statistically Significant for the Detection o 129 Switching from Simple to Complex Oscillations 80 Gepasi - Numerical Simulation and Optimization of 96 Qualitative Simulation Environment for 57 Database Integration for the Simulation of Metabolic Network 40 The E-CELL Simulation System: Software 147 Erythrocyte using the E-CELL Simulation System 104 Environment for Whole Cell Simulation 147 of Microarray Data Using Singular Value Decomposition 128 Modelling Receptor Binding Sites 135 Domains and Functional Sites 71 Properties of Lipase Binding Sites 38 Mining Tool for Frame-Shift Smith-Waterman Outputs 69 Annotation System based on Software Agents 22 Sequence: Implications for Software Development 89 E-CELL Simulation System: Software Environment for Whole 147 New Software for Managing the Pfam 63 New Software for Phylogenetic 64 Molecular Biology Open Software Suite 127 in a Map of Protein Space 166 A new Method to Predict the Specificity of Interaction of 19 and Analysis by Mass Spectrometry 16 Analysis of Hybridization Spot Array Images 18 SRS - New Developments in 3 Vector NTI Suite: SSBM-Software solution for 14 STACK PACK and STACK Sequence 28 STACK PACK and STACK Sequence Tag Alignment 28 the Disulfide Bonding State of Cysteine in Proteins 37 Structure is Generally Not Statistically Significant for 129 Current Status of WebPACADE: A Service 133 Stochastic Segment Models of 109 Logic Database for Storage of DNA based HLA Typing 88 Strategy for an Automated 82 Markow Models with Multiple Streams for Gene Annotation 4 Structural Analysis of 128 Minimum Area Metric for the Structural Comparison of 25 and Prediction of Structural Domains in 53 of Interfaces of Secondary Structural Elements in Proteins 50 Computational Approaches for Structural Genomics 20 Target Selection for Structural Genomics 45 Predicting Function from Structure: Using a 68 New Structure based Substitution 120 Protein Structure Comparison Using 155 in Prediction of Secondary Structure Elements, Derived by 83 Probabilities of Secondary Structure Elements 83 Combining Sequence and Structure in a Map of Protein 166 Secondary Structure is Generally Not 129 Gene Structure Prediction and 161 Ab Initio Protein Structure Prediction with 9

Permuted Index: Titles xiii

RNA Structure Prediction: Modeling 66 Consensus Protein Secondary Structure Prediction 99 Evaluation of Protein Structure Predictions 82 An Integrated Gene Structure Visualisation Tool 93 for the Analysis of Protein Structure 133 XML and BioDOM - Structured Documents in 102 Fast Assignment of Protein Structures to Sequences using 149 Tools for Artificial DNA Structures 162 System for Collecting and Structuring Genome Information 30 Comparative Studies of Neural Network 43 In-Silico Study of the 16S Ribosomal RNA 67 New Structure based Substitution Matrices and their 120 Mechanisms in Bacillus Subtilis and other Competent 130 Analysis of Bacillus Subtilis with Micado, an 8 shown for the Proteasomal Subunits 50 Vector NTI Suite: SSBM-Software solution 14 Biology Open Software Suite 127 Web based Tool for Decision Support in Glycopeptide 16 Swaps in Protein Sequences 39 Clustering of Proteins from SWISS-PROT and TrEMBL 77 Swissknife Lazy Parsing” of SWISS-PROT Entries 58 Swissknife Lazy Parsing” of 58 Switching from Simple to 80 The E-CELL Simulation System: Software Environment 147 A novel Genome Annotation System based on Software Agents 22 Databases: A User-Orienttaed System for Collecting and 30 An Intelligent System For Generating Result 32 PROSPECT: A Computer System for Globally-Optimal 165 Generation and Analysis System Providing Unique Insight 28 Knowledge Management System 94 A Pathway/Genome Dataset and System 34 using the E-CELL Simulation System 104 Polymorphism Identification System 111 Systematic Functional Analysis 8 PACK and STACK Sequence Tag Alignment and Consensus 28 P–element Genomic Sequence Tags to Expressed Genes 52 EST Data for Marker and Target Discovery 60 Target Selection for Structural 45 Search of Therapeutic Targets using a Model of 24 of Sequence Comparison Techniques 152 Testset of Transmembrane 101 Biological Information from Text 11 Search of Therapeutic Targets using a 24 Thieftest: A Data-mining 121 n Protein Sequence-Structure Threading? 91 A Threading Approach for EST Data 167 System for Globally-Optimal Threading 165 from Structure: Using a Threedimensional Local 68 Flexible Framework for High Throughput Sequence Analysis 153 Accuracies: SeqManII, Phrap, TIGR, and Sequencher 2 GLYPEPS - A Web based Tool for Decision Support in 16 A Data Mining Tool for Frame-Shift 69 and Bioinformatics Tool Integration 134 Coding Region Identification Tool Invoking Comparative 5 for the Fold Recognition Tool ProFIT 160 Gene Structure Visualisation Tool 93 Design Tools for Artificial DNA 162 Logical Tools for Querying and 157 Tools for the Extraction of 11 of Databases and Analysis Tools 3 Methods for Protein Topology Diagrams 49 Learning Hidden Markov Model Topology 136 Modeling Signal Transduction Using Process 123 Program for Horizontal Gene Transfer Detection 121 Random Vector Model for Translation Initiation in 95 Classification of Transmembrane Protein Families 125 Testset of Transmembrane Proteins 101 Trees of Trees: Phylogenetic Tree Clustering for Consensus 143 Prototyp-based Evolutionary Tree for Zinc Finger Domains 144 Formation by Decision Tree Learning) A New Method for 99 Trees of Trees: Phylogenetic Tree 143 Trees of Trees: Phylogenetic 143 Proteins from SWISS-PROT and TrEMBL 77 Triplex DNA Analysis and Probe 26 for Storage of DNA based HLA Typing Results 88 The UCSC Kestrel Sequence Analysis 29 of Jokinen’s and Ukkonen’s Fundamental q-gram 122 Networks to Gene Networks: Understanding Expression Data 41

Permuted Index: Titles xiv

A Unified Sequence-Structure 166 Analysis System Providing Unique Insight into the Human 28 The University of Minnesota 34 The University of Minnesota 76 Heterogeneous Databases: A User-Orienttaed System for 30 Structure Prediction and Validation based on Homologous 161 Data Using Singular Value Decomposition 128 Bioinformatics of Sequence Variation 85 Random Vector Model for Translation 95 Vector NTI Suite: SSBM-Software 14 Result Matrices of Very Large Datasets 32 The Financial Viability of Public Biological 33 Virtual Expression Arrays 163 Virtual Network File Servers 134 Virtual Sequence Database: A 88 Evolutionary Analysis of Virus Based on Inhomogeneous 148 An Integrated Gene Structure Visualisation Tool 93 for Sequence Analysis and Visualisation 116 Information Retrieval and Visualization from 141 A Graphical Package for the Visualization of Genomic 48 Interactive Visualization of HMMER Models 31 W2H: a WWW Interface to 36 by Internet: New Features of W3-SWEET 17 GICAS: Towards a Web-based Integration of 113 GLYPEPS - A Web based Tool for Decision 16 Current Status of WebPACADE: A Service for the 133 Software Environment for Whole Cell Simulation 147 W2H: a WWW Interface to Applications i 36 Patching Up X-Trees 12 XML and BioDOM - Structured 102 Evolutionary Tree for Zinc Finger Domains 144