Contents continued from outside back cover

Genetics and population analysis

quantiNemo: an individual-based program to simulate
quantitative traits with explicit genetic architecture in
a dynamic metapopulation

S.Neuenschwander, FHospital, FGuillaume

and J.Goudet

Systems biology
A Bayesian estimator of protein-protein association
probabilities

J.M.Gilmore, D.L.Auberry, J.L.Sharp, A.M.White,
K.K.Anderson and D.S.Daly

Data and text mining
DANTE: a statistical tool for quantitative analysis
of -omics data

A.D.Polpitiya, W.-J.Qian, N.Jaitly, V.A.Petyuk, J.N.Adkins,
D.G.Camp Il, G.A.Anderson and R.D.Smith

The Sleipnir library for computational functional
genomics

C.Huttenhower, M.Schroeder, M.D.Chikina and
0.G.Troyanskaya

ERRATUM

ISMB 2008 CONFERENCE PROCEEDINGS
19-23 JULY 2008, TORONTO

These are online only papers and are freely available as
part of Issue 13 online

Please visit the journal’s World Wide Web site http://bioinformatics.oxfordjournals.org.


http://bioinformatics.oxfordjournals.org

OXFORD JOURNALS

OXFORD UNIVERSITY PRESS

Bioinformatics

VOLUME 24 NUMBER 13 JULY 1 2008
ORIGINAL PAPERS

Sequence analysis

Characterization and prediction of
residues determining protein functional
specificity

J.A.Capra and M.Singh

Phylogenetics

A distance metric for a class of tree-
sibling phylogenetic networks
G.Cardona, M.Llabrés, F.Rossell6 and
G.Valiente

Structural bioinformatics

HSEpred: predict half-sphere exposure
from protein sequences
J.Song, H.Tan, K.Takemoto and T.Akutsu

Gene expression

High-performance hardware
implementation of a parallel database
search engine for real-time peptide mass
fingerprinting

I.A.Bogdan, J.Rivers, R.J.Beynon and
D.Coca

Systems biology

A support vector machine model for the
prediction of proteotypic peptides for
accurate mass and time proteomics
B.-J.M.Webb-Robertson, W.R.Cannon,
C.S.0ehmen, A.R.Shah, V.Gurumoorthi,
M.S.Lipton and K.M.Waters

Discerning static and causal interactions
in genome-wide reverse engineering
problems

M.Zampieri, N.Soranzo and C.Altafini

Evolutionary design principles of modules
that control cellular differentiation:
consequences for hysteresis and
multistationarity

J.Kim, T.-G.Kim, S.H.Jung, J.-R.Kim, T.Park,
PHeslop-Harrison and K.-H.Cho

Data and text mining

Microbial genotype—phenotype mapping
by class association rule mining
M.Tamura and PD’haeseleer

continued inside back cover

APPLICATIONS NOTE

Sequence analysis

PatMaN: rapid alignment of short
sequences to large databases
K.Prifer, U.Stenzel, M.Dannemann,
R.E.Green, M.Lachmann and J.Kelso

FunSiP: a modular and extensible
classifier for the prediction of functional
sites in DNA

M.Van Bel, Y.Saeys and Y.Van de Peer

ProBias: a web-server for the
identification of user-specified types of
compositionally biased segments in
protein sequences

|.B.Kuznetsov

Swelfe: a detector of internal repeats
in sequences and structures
A.-L.Abraham, E.PC.Rocha and J.Pothier

Phylogenetics

Malin: maximum likelihood analysis
of intron evolution in eukaryotes
M.Cslr6s

DupTree: a program for large-scale
phylogenetic analyses using gene tree
parsimony

A.Wehe, M.S.Bansal, J.G.Burleigh and
O.Eulenstein

Gene expression

An overview of the wed EST clustering
tool

S.Hazelhurst, W.Hide, Z.Lipték, R.Nogueira
and R.Starfield

lumi: a pipeline for processing lllumina
microarray
PDu, W.A.Kibbe and S.M.Lin

gpcR: an R package for sigmoidal
model selection in quantitative
real-time polymerase chain
reaction analysis

C.Ritz and A.-N.Spiess



