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This volume presents selected papers from the International
Conference on Urban Intelligence and Applications (ICUIA), which took
place on May 10-12, 2019 in Wuhan, China. The goal of the conference
was to bring together researchers, industry leaders, policy makers, and
administrators to discuss emerging technologies and their applications
to advance the design and implementation of intelligent utilization and
management of urban assets, and thus contributing to the

autonomous, reliable, and efficient operation of modern, smart cities.
The papers are collated to address major themes of urban



3. Record Nr.

Titolo

Pubbl/distr/stampa

ISBN

Edizione
Descrizione fisica
Collana

Disciplina
Soggetti

Lingua di pubblicazione
Formato

Livello bibliografico
Note generali

Nota di bibliografia

sustainability, urban infrastructure and management, smart city
applications, image and signal processing, natural language
processing, and machine learning for monitoring and communications
applications. The book will be of interest to researchers and industrial
practitioners working on geospatial theories and tools, smatrt city
applications, urban mobility and transportation, and community well-
being and management.

UNISA996465958003316

Algorithms in Bioinformatics [[electronic resource] ] : Third International
Workshop, WABI 2003, Budapest, Hungary, September 15-20, 2003,
Proceedings / / edited by Gary Benson, Roderic Page

Berlin, Heidelberg : , : Springer Berlin Heidelberg : , : Imprint : Springer,
, 2003

3-540-39763-9

[1st ed. 2003.]

1 online resource (X, 534 p.)
Lecture Notes in Bioinformatics ; ; 2812

572.8/0285

Life sciences

Computer programming

Algorithms

Data structures (Computer science)
Computers

Computer science—Mathematics
Life Sciences, general
Programming Techniques
Algorithm Analysis and Problem Complexity
Data Structures

Computation by Abstract Devices
Mathematics of Computing

Inglese

Materiale a stampa

Monografia

Bibliographic Level Mode of Issuance: Monograph
Includes bibliographical references and index.



Nota di contenuto

Comparative Genomics -- A Local Chaining Algorithm and Its
Applications in Comparative Genomics -- Common Intervals of Two
Sequences -- A Systematic Statistical Analysis of lon Trap Tandem
Mass Spectra in View of Peptide Scoring -- Vector Seeds: An Extension
to Spaced Seeds Allows Substantial Improvements in Sensitivity and
Specificity -- Gene Finding and Expression -- A Stochastic Approach to
Count RNA Molecules Using DNA Sequencing Methods -- A Method to
Detect Gene Structure and Alternative Splice Sites by Agreeing ESTs to a
Genomic Sequence -- Optimal DNA Signal Recognition Models with a
Fixed Amount of Intrasignal Dependency -- Genome Mapping -- New
Algorithm for the Simplified Partial Digest Problem -- Noisy Data Make
the Partial Digest Problem NP-hard -- Pattern and Motif Discovery --
Pattern Discovery Allowing Wild-Cards, Substitution Matrices, and
Multiple Score Functions -- A Combinatorial Approach to Automatic
Discovery of Cluster-Patterns -- Dynamic Programming Algorithms for
Two Statistical Problems in Computational Biology -- Phylogenetic
Analysis -- Consensus Networks: A Method for Visualising
Incompatibilities in Collections of Trees -- Efficient Generation of
Uniform Samples from Phylogenetic Trees -- New Efficient Algorithm
for Detection of Horizontal Gene Transfer Events -- Ancestral

Maximum Likelihood of Evolutionary Trees Is Hard -- A Linear-Time
Majority Tree Algorithm -- Bayesian Phylogenetic Inference under a
Statistical Insertion-Deletion Model -- Better Hill-Climbing Searches for
Parsimony -- Computing Refined Buneman Trees in Cubic Time --
Distance Corrections on Recombinant Sequences -- Parsimonious
Reconstruction of Sequence Evolution and Haplotype Blocks --
Polymorphism -- Identifying Blocks and Sub-populations in Noisy SNP
Data -- Designing Optimally Multiplexed SNP Genotyping Assays --
Minimum Recombinant Haplotype Configuration on Tree Pedigrees --
Protein Structure -- Efficient Energy Computation for Monte Carlo
Simulation of Proteins -- Speedup LP Approach to Protein Threading via
Graph Reduction -- Homology Modeling of Proteins Using Multiple
Models and Consensus Sequence Alignment -- Side-Chain Structure
Prediction Based on Dead-End Elimination: Single Split DEE-criterion
Implementation and Elimination Power -- Sequence Alignment -- A
Large Version of the Small Parsimony Problem -- Optimal Multiple
Parsimony Alignment with Affine Gap Cost Using a Phylogenetic Tree --
Composition Alignment -- String Algorithms -- Match Chaining
Algorithms for cDNA Mapping -- Sequencing from Compomers: Using
Mass Spectrometry for DNA De-Novo Sequencing of 200+ nt -- Bounds
for Resequencing by Hybridization -- Selecting Degenerate Multiplex
PCR Primers.



