References

[1] Evrim Acar, Canan Aykut-Bingol, Haluk Bingol, Rasmus Bro, and Bülent Yener. Multiway analysis of epilepsy tensors. Bioinformatics, 23(13):10–18, 2007.

[2] Guillaume Achaz, Frédéric Boyer, Eduardo P.C. Rocha, Alain Viari, and Eric Coissac. Repseek, a tool to retrieve approximate repeats from large dna sequences. Bioinformatics, 23(1):119–121, 2007.

[3] Alexander V. Alekseyenko and Christopher J. Lee. Nested containment list (nclist): A new algorithm for accelerating interval query of genome alignment and interval databases. Bioinformatics, 23(11):1386–1393, 2007.

[4] Bill Andreopoulos, Aijun An, Xiaogang Wang, Michalis Faloutsos, and Michael Schroeder. Clustering by common friends finds locally significant proteins mediating modules. Bioinformatics, 23(9):1124–1131, 2007.

[5] Mirela Andronescu, Anne Condon, Holger H. Hoos, David H. Mathews, and Kevin P. Murphy. Efficient parameter estimation for rna secondary structure prediction. Bioinformatics, 23(13):19–28, 2007.

[6] T. Antao, A. Beja-Pereira, and G. Luikart. Modeler4simcoal2: A userfriendly, extensible modeler of demography and linked loci for coalescent simulations. Bioinformatics, 23(14):1848–1850, 2007.

[7] A. Antofie, M. Lateur, R. Oger, A. Patocchi, C.E. Durel, and W.E.

Van de Weg. A new versatile database created for geneticists and breeders to link molecular and phenotypic data in perennial crops: The applebreed database. Bioinformatics, 23(7):882–891, 2007.

[8] John Archer and David L. Robertson. Ctree: Comparison of clusters between phylogenetic trees made easy. Bioinformatics, 23(21):2952– 2953, 2007.

[9] Mehdi Poursheikhali Asgary, Samad Jahandideh, Parviz Abdolmaleki, and Anoshirvan Kazemnejad. Analysis and identification of β-turn types using multinomial logistic regression and artificial neural network. Bioinformatics, 23(23):3125–3130, 2007.

[10] Sitaram Asur, Duygu Ucar, and Srinivasan Parthasarathy. An ensemble framework for clustering protein-protein interaction networks. Bioinformatics, 23(13):29–40, 2007.

[11] Pascal Auffinger and Yaser Hashem. Sws: A solvation web service for nucleic acids. Bioinformatics, 23(8):1035–1037, 2007.

[12] Yurii S. Aulchenko, Stephan Ripke, Aaron Isaacs, and Cornelia M. van Duijn. Genabel: An r library for genome-wide association analysis. Bioinformatics, 23(10):1294–1296, 2007.

[13] Iliana Avila-Campillo, Kevin Drew, John Lin, David J. Reiss, and Richard Bonneau. Bionetbuilder: Automatic integration of biological networks. Bioinformatics, 23(3):392–393, 2007.

[14] Seung-Hee Bae, Haixu Tang, Jing Wu, Jun Xie, and Sun Kim.

dpattern: Transcription factor binding site (tfbs) discovery in human genome using a discriminative pattern analysis. Bioinformatics, 23(19):2619–2621, 2007.

[15] Jangsun Baek, Young Sook Son, and Geoffrey J. McLachlan. Segmentation and intensity estimation of microarray images using a gamma-t mixture model. Bioinformatics, 23(4):458–465, 2007.

[16] Neda Bagheri, Jörg Stelling, and Francis J. Doyle III. Quantitative performance metrics for robustness in circadian rhythms. Bioinformatics, 23(3):358–364, 2007.

[17] Ganesh Bagler and Somdatta Sinha. Assortative mixing in protein contact networks and protein folding kinetics. Bioinformatics, 23(14):1760–1767, 2007.

[18] Matthew N. Bainbridge, René L. Warren, An He, Mikhail Bilenky, A. Gordon Robertson, and Steven J.M. Jones. Thor: Targeted highthroughput ortholog reconstructor. Bioinformatics, 23(19):2622–2624, 2007.

[19] Abha Singh Bais, Steffen Grossmann, and Martin Vingron. Simultaneous alignment and annotation of cis-regulatory regions. Bioinformatics, 23(2):44–49, 2007.

[20] Sanghamitra Bandyopadhyay, Anirban Mukhopadhyay, and Ujjwal Maulik. An improved algorithm for clustering gene expression data. Bioinformatics, 23(21):2859–2865, 2007.

[21] Daniel Barker, Andrew Meade, and Mark Pagel. Constrained models of evolution lead to improved prediction of functional linkage from correlated gain and loss of genes. Bioinformatics, 23(1):14–20, 2007.

[22] Aaron Barsky, Jennifer L. Gardy, Robert E.W. Hancock, and Tamara Munzner. Cerebral: A cytoscape plugin for layout of and interaction with biological networks using subcellular localization annotation. Bioinformatics, 23(8):1040–1042, 2007.

[23] Ali Bashir, Yu-Tsueng Liu, Benjamin J. Raphael, Dennis Carson, and Vineet Bafna. Optimization of primer design for the detection of variable genomic lesions in cancer. Bioinformatics, 23(21):2807–2815, 2007.

[24] Alex Bateman and Robert D. Finn. Scoop: A simple method for identification of novel protein superfamily relationships. Bioinformatics, 23(7):809–814, 2007.

[25] Grégory Batt, Boyan Yordanov, Ron Weiss, and Calin Belta. Robustness analysis and tuning of synthetic gene networks. Bioinformatics, 23(18):2415–2422, 2007.

[26] Jr. Baumgartner, William A., K. Bretonnel Cohen, Lynne M. Fox, George Acquaah-Mensah, and Lawrence Hunter. Manual curation is not sufficient for annotation of genomic databases. Bioinformatics, 23(13):41–48, 2007.

[27] John E. Beasley and Francisco J. Planes. Recovering metabolic pathways via optimization. Bioinformatics, 23(1):92–98, 2007.

[28] Francois Beaussart, January Weiner 3rd, and Erich Bornberg-Bauer.

Automated improvement of domain annotations using context analysis of domain arrangements (aidan). Bioinformatics, 23(14):1834–1836, 2007.

[29] Emmanuelle Becker, Aurélie Cotillard, Vincent Meyer, Hocine Madaoui, and Raphaël Guérois. Hmm-kalign: A tool for generating sub-optimal hmm alignments. Bioinformatics, 23(22):3095–3097, 2007.

[30] Robert G. Beiko and Robert L. Charlebois. A simulation test bed for hypotheses of genome evolution. Bioinformatics, 23(7):825–831, 2007.

[31] Nicolás Bellora, Domènec Farré, and M. Mar Albà. Peaks: Identification of regulatory motifs by their position in dna sequences. Bioinformatics, 23(2):243–244, 2007.

[32] Seth I. Berger, Ravi Iyengar, and Avi Ma’ayan. Avis: Ajax viewer of interactive signaling networks. Bioinformatics, 23(20):2803–2805, 2007.

[33] Tanya Y. Berger-Wolf, Saad I. Sheikh, Bhaskar DasGupta, Mary V.

Ashley, Isabel C. Caballero, Wanpracha Chaovalitwongse, and S. Lahari Putrevu. Reconstructing sibling relationships in wild populations. Bioinformatics, 23(13):49–56, 2007.

[34] J. Bernauer, J. Azé, J. Janin, and A. Poupon. A new protein-protein docking scoring function based on interface residue properties. Bioinformatics, 23(5):555–562, 2007.

[35] Matthias Bernt, Daniel Merkle, and Martin Middendorf. Using median sets for inferring phylogenetic trees. Bioinformatics, 23(2):129–135, 2007.

[36] Matthias Bernt, Daniel Merkle, Kai Ramsch, Guido Fritzsch, Marleen Perseke, Detlef Bernhard, Martin Schlegel, Peter F. Stadler, and Martin Middendorf. Crex: Inferring genomic rearrangements based on common intervals. Bioinformatics, 23(21):2957–2958, 2007.

[37] Nitin Bhardwaj, Robert V. Stahelin, Guijun Zhao, Wonhwa Cho, and Hui Lu. Metador: A comprehensive resource for membrane targeting domains and their host proteins. Bioinformatics, 23(22):3110–3112, 2007.

[38] Ashwini Bhasi, Ram Vinay Pandey, Suriya Prabha Utharasamy, and Periannan Senapathy. Eusplice: A unified resource for the analysis of splice signals and alternative splicing in eukaryotic genes. Bioinformatics, 23(14):1815–1823, 2007.

[39] J.R. Bilbao-Castro, I. García, and J.J. Fernández. Egeetomo: A userfriendly, fault-tolerant and grid-enabled application for 3d reconstruction in electron tomography. Bioinformatics, 23(24):3391–3393, 2007.

[40] Fabian Birzele, Jan E. Gewehr, Gergely Csaba, and Ralf Zimmer.

Vorolign — fast structural alignment using voronoi contacts. Bioinformatics, 23(2):205–211, 2007.

[41] Thomas Bittner and Louis J. Goldberg. The qualitative and timedependent character of spatial relations in biomedical ontologies. Bioinformatics, 23(13):1674–1682, 2007.

[42] Kathe E. Bjork and Karen Kafadar. Systematic order-dependent effect in expression values, variance, detection calls and differential expression in affymetrix genechips^® . Bioinformatics, 23(21):2873–2880, 2007.

[43] Kevin Bleakley, Gérard Biau, and Jean-Philippe Vert. Supervised reconstruction of biological networks with local models. Bioinformatics, 23(13):57–65, 2007.

[44] Evert-Jan Blom, Dinne W.J. Bosman, Sacha A.F.T. van Hijum, Rainer Breitling, Lars Tijsma, Remko Silvis, Jos B.T.M. Roerdink, and Oscar P. Kuipers. Fiva: Functional information viewer and analyzer extracting biological knowledge from transcriptome data of prokaryotes. Bioinformatics, 23(9):1161–1163, 2007.

[45] Sebastian Böcker. Simulating multiplexed snp discovery rates using base-specific cleavage and mass spectrometry. Bioinformatics, 23(2):5– 11, 2007.

[46] Istvan Bogdan, Daniel Coca, Jenny Rivers, and Robert J. Beynon.

Hardware acceleration of processing of mass spectrometric data for proteomics. Bioinformatics, 23(6):724–731, 2007.

[47] Kirill Borziak and Igor B. Zhulin. Fist: A sensory domain for diverse signal transduction pathways in prokaryotes and ubiquitin signaling in eukaryotes. Bioinformatics, 23(19):2518–2521, 2007.

[48] Anne-Laure Boulesteix. Wilcoxcv: An r package for fast variable selection in cross-validation. Bioinformatics, 23(13):1702–1704, 2007.

[49] H.M. Bøvelstad, S. Nygård, H.L. Størvold, M. Aldrin, Ø. Borgan, A. Frigessi, and O.C. Lingjærde. Predicting survival from microarray data — a comparative study. Bioinformatics, 23(16):2080–2087, 2007.

[50] Peter J. Bradbury, Zhiwu Zhang, Dallas E. Kroon, Terry M.

Casstevens, Yogesh Ramdoss, and Edward S. Buckler. Tassel: Software for association mapping of complex traits in diverse samples. Bioinformatics, 23(19):2633–2635, 2007.

[51] Robert K. Bradley and Ian Holmes. Transducers: An emerging probabilistic framework for modeling indels on trees. Bioinformatics, 23(23):3258–3262, 2007.

[52] Markus Brameier, Andrea Krings, and Robert M. MacCallum.

Nucpred — predicting nuclear localization of proteins. Bioinformatics, 23(9):1159–1160, 2007.

[53] Matteo Brilli, Renato Fani, and Pietro Lió. Motifscorer: Using a compendium of microarrays to identify regulatory motifs. Bioinformatics, 23(4):493–495, 2007.

[54] Andrzej K. Brodzik. Quaternionic periodicity transform: An algebraic solution to the tandem repeat detection problem. Bioinformatics, 23(6):694–700, 2007.

[55] Mark P. Brynildsen, Tung-Yun Wu, Shi-Shang Jang, and James C.

Liao. Biological network mapping and source signal deduction. Bioinformatics, 23(14):1783–1791, 2007.

[56] Patricia Buendia and Giri Narasimhan. Sliding minpd: Building evolutionary networks of serial samples via an automated recombination detection approach. Bioinformatics, 23(22):2993–3000, 2007.

[57] Andreas Buness, Ruprecht Kuner, Markus Ruschhaupt, Annemarie Poustka, Holger Sültmann, and Achim Tresch. Identification of aberrant chromosomal regions from gene expression microarray studies applied to human breast cancer. Bioinformatics, 23(17):2273–2280, 2007.

[58] Mark F. Burkart, Jonathan D. Wren, Jason I. Herschkowitz, Charles M.

Perou, and Harold R. Garner. Clustering microarray-derived gene lists through implicit literature relationships. Bioinformatics, 23(15):1995– 2003, 2007.

[59] Xiaohui Cai, Haiyan Hu, and Xiaoman Shawn Li. Tree gibbs sampler:

Identifying conserved motifs without aligning orthologous sequences. Bioinformatics, 23(15):2013–2014, 2007.

[60] Yizhi Cai, Brian Hartnett, Claes Gustafsson, and Jean Peccoud. A syntactic model to design and verify synthetic genetic constructs derived from standard biological parts. Bioinformatics, 23(20):2760–2767, 2007.

[61] Ali Cakmak and Gultekin Ozsoyoglu. Mining biological networks for unknown pathways. Bioinformatics, 23(20):2775–2783, 2007.

[62] Isabelle Callebaut, Jean-Paul Mornon, and Philippe Monget. Isolated zp-n domains constitute the n-terminal extensions of zona pellucida proteins. Bioinformatics, 23(15):1871–1874, 2007.

[63] Stephen Cammer. Schism2: Creating interactive web page annotations of molecular structure models using jmol. Bioinformatics, 23(3):383– 384, 2007.

[64] J. Gregory Caporaso, Jr. Baumgartner, William A., David A. Randolph, K. Bretonnel Cohen, and Lawrence Hunter. Mutationfinder: A high-performance system for extracting point mutation mentions from text. Bioinformatics, 23(14):1862–1865, 2007.

[65] John A. Capra and Mona Singh. Predicting functionally important residues from sequence conservation. Bioinformatics, 23(15):1875– 1882, 2007.

[66] Andrea Caprera, Barbara Lazzari, Alessandra Stella, Ivan Merelli, Alexandre R. Caetano, and Paola Mariani. Gosh: A web-based database for goat and sheep est sequences. Bioinformatics, 23(8):1043– 1045, 2007.

[67] E. Capriotti and R. Casadio. K-fold: A tool for the prediction of the protein folding kinetic order and rate. Bioinformatics, 23(3):385–386, 2007.

[68] Matthew A. Care, Chris J. Needham, Andrew J. Bulpitt, and David R.

Westhead. Deleterious snp prediction: Be mindful of your training data! Bioinformatics, 23(6):664–672, 2007.

[69] Vincent J. Carey, Martin Morgan, Seth Falcon, Ross Lazarus, and Robert Gentleman. Ggtools: Analysis of genetics of gene expression in bioconductor. Bioinformatics, 23(4):522–523, 2007.

[70] Ross Carlson. Erratum to ”metabolic systems cost-benefit analysis for interpreting network structure and regulation”. Bioinformatics, 23(16):2202–2202, 2007. Originally in Bioinformatics, Vol. 23, 2007, No. 10, 1258-1264.

[71] Ross P. Carlson. Metabolic systems cost-benefit analysis for interpreting network structure and regulation. Bioinformatics, 23(10):1258– 1264, 2007. see Erratum in Bioinformatics, Vol. 23, 2007, No. 16, 2202-2202.

[72] Hyrum Carroll, Wesley Beckstead, Timothy O’Connor, Mark Ebbert, Mark Clement, Quinn Snell, and David McClellan. Dna reference alignment benchmarks based on tertiary structure of encoded proteins. Bioinformatics, 23(19):2648–2649, 2007.

[73] Reed A. Cartwright. Ngila: Global pairwise alignments with logarithmic and affine gap costs. Bioinformatics, 23(11):1427–1428, 2007.

[74] F. Castiglione, F. Pappalardo, M. Bernaschi, and S. Motta. Optimization of haart with genetic algorithms and agent-based models of hiv infection. Bioinformatics, 23(24):3350–3355, 2007.

[75] Filippo Castiglione, Karen Duca, Abdul Jarrah, Reinhard Laubenbacher, Donna Hochberg, and David Thorley-Lawson. Simulating epstein-barr virus infection with c-immsim. Bioinformatics, 23(11):1371–1377, 2007.

[76] R. Cathelin, F. Lopez, and Ch. Klopp. Agscan: A pluggable microarray image quantification software based on the imagej library. Bioinformatics, 23(2):247–248, 2007.

[77] Duccio Cavalieri, Cinzia Castagnini, Simona Toti, Karolina Maciag, Thomas Kelder, Luca Gambineri, Samuele Angioli, and Piero Dolara.

Eu.gene analyzer a tool for integrating gene expression data with pathway databases. Bioinformatics, 23(19):2631–2632, 2007.

[78] Alessio Ceroni, Fabrizio Costa, and Paolo Frasconi. Classification of small molecules by two- and three-dimensional decomposition kernels. Bioinformatics, 23(16):2038–2045, 2007.

[79] Arijit Chakravarty, Jonathan M. Carlson, Radhika S. Khetani, Charles E. DeZiel, and Robert H. Gross. Spacer: Identification of cis-regulatory elements with non-contiguous critical residues. Bioinformatics, 23(8):1029–1031, 2007.

[80] John-Marc Chandonia. Strbiolib: A java library for development of custom computational structural biology applications. Bioinformatics, 23(15):2018–2020, 2007.

[81] James J. Chen, Taewon Lee, Robert R. Delongchamp, Tao Chen, and Chen-An Tsai. Significance analysis of groups of genes in expression profiling studies. Bioinformatics, 23(16):2104–2112, 2007.

[82] Jianping Chen, Xi Zhang, and Ariel Fernández. Molecular basis for specificity in the druggable kinome: Sequence-based analysis. Bioinformatics, 23(5):563–572, 2007.

[83] Jiusheng Chen, Haoran Zheng, Haiyan Liu, Junqing Niu, Jianping Liu, Tie Shen, Bin Rui, and Yunyu Shi. Improving metabolic flux estimation via evolutionary optimization for convex solution space. Bioinformatics, 23(9):1115–1123, 2007.

[84] Jonathan H. Chen, Erik Linstead, S. Joshua Swamidass, Dennis Wang, and Pierre Baldi. Chemdb update — full-text search and virtual chemical space. Bioinformatics, 23(17):2348–2351, 2007.

[85] Ke Chen and Lukasz Kurgan. Pfres: Protein fold classification by using evolutionary information and predicted secondary structure. Bioinformatics, 23(21):2843–2850, 2007.

[86] Pao-Yang Chen, Charlotte M. Deane, and Gesine Reinert. A statistical approach using network structure in the prediction of protein characteristics. Bioinformatics, 23(17):2314–2321, 2007.

[87] Shann-Ching Chen, Ting Zhao, Geoffrey J. Gordon, and Robert F.

Murphy. Automated image analysis of protein localization in budding yeast. Bioinformatics, 23(13):66–71, 2007.

[88] Xiaoyu Chen, Timothy R. Hughes, and Quaid Morris. Rankmotif++:

A motif-search algorithm that accounts for relative ranks of k-mers in binding transcription factors. Bioinformatics, 23(13):72–79, 2007.

[89] Zhongxue Chen, Monnie McGee, Qingzhong Liu, and Richard H.

Scheuermann. A distribution free summarization method for affymetrix genechip^® arrays. Bioinformatics, 23(3):321–327, 2007.

[90] Haitao Cheng, Taner Z. Sen, Robert L. Jernigan, and Andrzej Kloczkowski. Consensus data mining (cdm) protein secondary structure prediction server: Combining gor v and fragment database mining (fdm). Bioinformatics, 23(19):2628–2630, 2007.

[91] K.O. Cheng, N.F. Law, W.C. Siu, and T.H. Lau. Bivisu: Software tool for bicluster detection and visualization. Bioinformatics, 23(17):2342– 2344, 2007.

[92] Wai-Ki Ching, Shuqin Zhang, Michael K. Ng, and Tatsuya Akutsu. An approximation method for solving the steady-state probability distribution of probabilistic boolean networks. Bioinformatics, 23(12):1511– 1518, 2007.

[93] Hon Nian Chua, Wing-Kin Sung, and Limsoon Wong. An efficient strategy for extensive integration of diverse biological data for protein function prediction. Bioinformatics, 23(24):3364–3373, 2007.

[94] Ho-Ryun Chung, Dennis Kostka, and Martin Vingron. A physical model for tiling array analysis. Bioinformatics, 23(13):80–86, 2007.

[95] Jo-Lan Chung, John E. Beaver, Eric D. Scheeff, and Philip E. Bourne.

Con-struct map: A comparative contact map analysis tool. Bioinformatics, 23(18):2491–2492, 2007.

[96] Yujin Chung, Seung Yeoun Lee, Robert C. Elston, and Taesung Park.

Odds ratio based multifactor-dimensionality reduction method for detecting gene-gene interactions. Bioinformatics, 23(1):71–76, 2007.

[97] José C. Clemente, Kenji Satou, and Gabriel Valiente. Phylogenetic reconstruction from non-genomic data. Bioinformatics, 23(2):110–115, 2007.

[98] Simon J. Cockell, Baldo Oliva, and Richard M. Jackson. Structurebased evaluation of in silico predictions of protein-protein interactions using comparative docking. Bioinformatics, 23(5):573–581, 2007.

[99] Avril Coghlan and Richard Durbin. Genomix: A method for combining gene-finders’ predictions, which uses evolutionary conservation of sequence and intron-exon structure. Bioinformatics, 23(12):1468–1475, 2007.

[100] Sarah Cohen-Boulakia, Olivier Biton, Susan Davidson, and Christine Froidevaux. Bioguidesrs: Querying multiple sources with a user-centric perspective. Bioinformatics, 23(10):1301–1303, 2007.

[101] Gabriela V. Cohen Freue, Zsuzsanna Hollander, Enqing Shen, Ruben H. Zamar, Robert Balshaw, Andreas Scherer, Bruce McManus, Paul Keown, W. Robert McMaster, and Raymond T. Ng. Mdqc: A new quality assessment method for microarrays based on quality control reports. Bioinformatics, 23(23):3162–3169, 2007.

[102] Bruno Contreras-Moreira, Pierre-Alain Branger, and Julio Collado- Vides. Tfmodeller: Comparative modelling of protein-dna complexes. Bioinformatics, 23(13):1694–1696, 2007.

[103] Colleen E. Crangle, J. Michael Cherry, Eurie L. Hong, and Alex Zbyslaw. Mining experimental evidence of molecular function claims from the literature. Bioinformatics, 23(23):3232–3240, 2007.

[104] Miklós Csűrös, J. Andrew Holey, and Igor B. Rogozin. In search of lost introns. Bioinformatics, 23(13):87–96, 2007.

[105] Xuefeng Cui, Tomás Vinař, Brona Brejová, Dennis Shasha, and Ming Li. Homology search for genes. Bioinformatics, 23(13):97–103, 2007.

[106] Manhong Dai, Pinglang Wang, Elvis Jakupovic, Stanley J. Watson, and Fan Meng. Web-based genechip analysis system for large-scale collaborative projects. Bioinformatics, 23(16):2185–2187, 2007.

[107] James A.R. Dalton and Richard M. Jackson. An evaluation of automated homology modelling methods at low target-template sequence similarity. Bioinformatics, 23(15):1901–1908, 2007.

[108] Samuel A. Danziger, Jue Zeng, Ying Wang, Rainer K. Brachmann, and Richard H. Lathrop. Choosing where to look next in a mutation sequence space: Active learning of informative p53 cancer rescue mutants. Bioinformatics, 23(13):104–114, 2007.

[109] Antonis Daskalakis, Dionisis Cavouras, Panagiotis Bougioukos, Spiros Kostopoulos, Dimitris Glotsos, Ioannis Kalatzis, George C. Kagadis, Christos Argyropoulos, and George Nikiforidis. Improving gene quantification by adjustable spot-image restoration. Bioinformatics, 23(17):2265–2272, 2007.

[110] Robert Davey, George Savva, Jo Dicks, and Ian N. Roberts. Mpp:

A microarray-to-phylogeny pipeline for analysis of gene and marker content datasets. Bioinformatics, 23(8):1023–1025, 2007.

[111] J.R. Davies, R.M. Jackson, K.V. Mardia, and C.C. Taylor. The poisson index: A new probabilistic model for protein-ligand binding site similarity. Bioinformatics, 23(22):3001–3008, 2007.

[112] Matthew N. Davies, Andrew Secker, Alex A. Freitas, Miguel Mendao, Jon Timmis, and Darren R. Flower. On the hierarchical classification of g protein-coupled receptors. Bioinformatics, 23(23):3113–3118, 2007.

[113] Gihan Dawelbait, Christof Winter, Yanju Zhang, Christian Pilarsky, Robert Grützmann, Jörg-Christian Heinrich, and Michael Schroeder. Structural templates predict novel protein interactions and targets from pancreas tumour gene expression data. Bioinformatics, 23(13):115–124, 2007.

[114] Nathan Day, Andrew Hemmaplardh, Robert E. Thurman, John A.

Stamatoyannopoulos, and William S. Noble. Unsupervised segmentation of continuous genomic data. Bioinformatics, 23(11):1424–1426, 2007.

[115] John Day-Richter, Midori A. Harris, Melissa Haendel, The Gene Ontology OBO-Edit Working Group, and Suzanna Lewis. Obo-edit — an ontology editor for biologists. Bioinformatics, 23(16):2198–2200, 2007.

[116] Tijl De Bie, Léon-Charles Tranchevent, Liesbeth M.M. van Oeffelen, and Yves Moreau. Kernel-based data fusion for gene prioritization. Bioinformatics, 23(13):125–132, 2007.

[117] Charlotte M. Deane, Mingqiang Dong, Fabien P.E. Huard, Braddon K.

Lance, and Graham R. Wood. Cotranslational protein folding — fact or fiction? Bioinformatics, 23(13):142–148, 2007.

[118] Arthur L. Delcher, Kirsten A. Bratke, Edwin C. Powers, and Steven L.

Salzberg. Identifying bacterial genes and endosymbiont dna with glimmer. Bioinformatics, 23(6):673–679, 2007.

[119] Wenjie Deng, David C. Nickle, Gerald H. Learn, Brandon Maust, and James I. Mullins. Viroblast: A stand-alone blast web server for flexible queries of multiple databases and user’s datasets. Bioinformatics, 23(17):2334–2336, 2007.

[120] Thomas Derrien, Catherine André, Francis Galibert, and Christophe Hitte. Autograph: An interactive web server for automating and visualizing comparative genome maps. Bioinformatics, 23(4):498–499, 2007.

[121] Chris Deutsch and Bala Krishnamoorthy. Four-body scoring function for mutagenesis. Bioinformatics, 23(22):3009–3015, 2007.

[122] Thomas Dhollander, Qizheng Sheng, Karen Lemmens, Bart De Moor, Kathleen Marchal, and Yves Moreau. Query-driven module discovery in microarray data. Bioinformatics, 23(19):2573–2580, 2007.

[123] E. Dicks, J.W. Teague, P. Stephens, K. Raine, A. Yates, C. Mattocks, P. Tarpey, A. Butler, A. Menzies, D. Richardson, A. Jenkinson, H. Davies, S. Edkins, S. Forbes, K. Gray, C. Greenman, R. Shepherd, M.R. Stratton, P.A. Futreal, and R. Wooster. Autocsa, an algorithm for high throughput dna sequence variant detection in cancer genomes. Bioinformatics, 23(13):1689–1691, 2007.

[124] Alexander D. Diehl, Jamie A. Lee, Richard H. Scheuermann, and Judith A. Blake. Ontology development for biological systems: Immunology. Bioinformatics, 23(7):913–915, 2007.

[125] Johannes Dietter, Manuel Mattheisen, Robert Fürst, Franz Rüschendorf, Thomas F. Wienker, and Konstantin Strauch. Linkage analysis using sex-specific recombination fractions with genehuntermodscore. Bioinformatics, 23(1):64–70, 2007.

[126] Diego Diez, Rebeca Alvarez, and Ana Dopazo. Codelink: An r package for analysis of ge healthcare gene expression bioarrays. Bioinformatics, 23(9):1168–1169, 2007.

[127] Frank DiMaio, Dmitry A. Kondrashov, Eduard Bitto, Ameet Soni, Craig A. Bingman, Jr. Phillips, George N., and Jude W. Shavlik. Creating protein models from electron-density maps using particle-filtering methods. Bioinformatics, 23(21):2851–2858, 2007.

[128] Holger Dinkel and Heinrich Sticht. A computational strategy for the prediction of functional linear peptide motifs in proteins. Bioinformatics, 23(24):3297–3303, 2007.

[129] Richard J. Dixon, Ian C. Eperon, and Nilesh J. Samani. Complementary intron sequence motifs associated with human exon repetition: A role for intragenic, inter-transcript interactions in gene expression. Bioinformatics, 23(2):150–155, 2007.

[130] Maciej Dobrzyński, Jordi Vidal Rodríguez, Jaap A. Kaandorp, and Joke G. Blom. Computational methods for diffusion-influenced biochemical reactions. Bioinformatics, 23(15):1969–1977, 2007.

[131] Francisco S. Domingues, Jörg Rahnenführer, and Thomas Lengauer.

Conformational analysis of alternative protein structures. Bioinformatics, 23(23):3131–3138, 2007.

[132] M. Doran, D.S. Raicu, J.D. Furst, R. Settimi, M. Schipma, and D.P. Chandler. Oligonucleotide microarray identification of bacillus anthracis strains using support vector machines. Bioinformatics, 23(4):487–492, 2007.

[133] Dikla Dotan-Cohen, Avraham A. Melkman, and Simon Kasif. Hierarchical tree snipping: Clustering guided by prior knowledge. Bioinformatics, 23(24):3335–3342, 2007.

[134] Liping Du, Hongxia Zhou, and Hong Yan. Omwsa: Detection of dna repeats using moving window spectral analysis. Bioinformatics, 23(5):631–633, 2007.

[135] Peicheng Du, Rajagopalan Sudha, Michael B. Prystowsky, and Ruth Hogue Angeletti. Data reduction of isotope-resolved lc-ms spectra. Bioinformatics, 23(11):1394–1400, 2007.

[136] Mark J. Dunning, Mike L. Smith, Matthew E. Ritchie, and Simon Tavaré. beadarray: R classes and methods for illumina bead-based data. Bioinformatics, 23(16):2183–2184, 2007.

[137] B.E. Dutilh, V. van Noort, R.T.J.M. van der Heijden, T. Boekhout, B. Snel, and M.A. Huynen. Assessment of phylogenomic and orthology approaches for phylogenetic inference. Bioinformatics, 23(7):815–824, 2007.

[138] Janusz Dutkowski and Jerzy Tiuryn. Identification of functional modules from conserved ancestral protein-protein interactions. Bioinformatics, 23(13):149–158, 2007.

[139] Debojyoti Dutta and Ting Chen. Speeding up tandem mass spectrometry database search: Metric embeddings and fast near neighbor search. Bioinformatics, 23(5):612–618, 2007.

[140] Matthew D. Dyer, T.M. Murali, and Bruno W. Sobral. Computational prediction of host-pathogen protein-protein interactions. Bioinformatics, 23(13):159–166, 2007.

[141] Mohamed Elati, Pierre Neuvial, Monique Bolotin-Fukuhara, Emmanuel Barillot, François Radvanyi, and Céline Rouveirol. Licorn: Learning cooperative regulation networks from gene expression data. Bioinformatics, 23(18):2407–2414, 2007.

[142] Laura L. Elo, Henna Järvenpää, Matej Orešič, Riitta Lahesmaa, and Tero Aittokallio. Systematic construction of gene coexpression networks with applications to human t helper cell differentiation process. Bioinformatics, 23(16):2096–2103, 2007.

[143] François Enault, Romain Fremez, Eric Baranowski, and Thomas Faraut. Alvira: Comparative genomics of viral strains. Bioinformatics, 23(16):2178–2179, 2007.

[144] Sangeeta B. English and Atul J. Butte. Evaluation and integration of 49 genome-wide experiments and the prediction of previously unknown obesity-related genes. Bioinformatics, 23(21):2910–2917, 2007.

[145] Angela Enosh, Sarel J. Fleishman, Nir Ben-Tal, and Dan Halperin. Prediction and simulation of motion in pairs of transmembrane α-helices. Bioinformatics, 23(2):212–218, 2007.

[146] Steven A. Eschrich and Andrew M. Hoerter. Libaffy: Software for processing affymetrix(r) genechip(r) data. Bioinformatics, 23(12):1562– 1564, 2007.

[147] Jesús K. Estrada-Gil, Juan C. Fernández-López, Enrique Hernández- Lemus, Irma Silva-Zolezzi, Alfredo Hidalgo-Miranda, Gerardo Jiménez- Sánchez, and Edgar E. Vallejo-Clemente. Gpdti: A genetic programming decision tree induction method to find epistatic effects in common complex diseases. Bioinformatics, 23(13):167–174, 2007.

[148] Eran Eyal, Chakra Chennubhotla, Lee-Wei Yang, and Ivet Bahar.

Anisotropic fluctuations of amino acids in protein structures: Insights from x-ray crystallography and elastic network models. Bioinformatics, 23(13):175–184, 2007.

[149] Eran Eyal, Shmuel Pietrokovski, and Ivet Bahar. Rapid assessment of correlated amino acids from pair-to-pair (p2p) substitution matrices. Bioinformatics, 23(14):1837–1839, 2007.

[150] S. Falcon and R. Gentleman. Using gostats to test gene lists for go term association. Bioinformatics, 23(2):257–258, 2007.

[151] J.A. Falkner, J.W. Falkner, and P.C. Andrews. Proteomecommons.org io framework: Reading and writing multiple proteomics data formats. Bioinformatics, 23(2):262–263, 2007.

[152] Jianqing Fan and Yue Niu. Selection and validation of normalization methods for c-dna microarrays using within-array replications. Bioinformatics, 23(18):2391–2398, 2007.

[153] Fang Fang, Jing Ding, Vladimir N. Minin, Marc A. Suchard, and Karin S. Dorman. cbrother: Relaxing parental tree assumptions for bayesian recombination detection. Bioinformatics, 23(4):507–508, 2007.

[154] T. Faraut, S. de Givry, P. Chabrier, T. Derrien, F. Galibert, C. Hitte, and T. Schiex. A comparative genome approach to marker ordering. Bioinformatics, 23(2):50–56, 2007.

[155] Michael Farrar. Striped smith-waterman speeds database searches six times over other simd implementations. Bioinformatics, 23(2):156–161, 2007.

[156] Jian Feng, Daniel Q. Naiman, and Bret Cooper. Probability-based pattern recognition and statistical framework for randomization: Modeling tandem mass spectrum/peptide sequence false match frequencies. Bioinformatics, 23(17):2210–2217, 2007.

[157] Shengzhong Feng and Elisabeth R.M. Tillier. A fast and flexible approach to oligonucleotide probe design for genomes and gene families. Bioinformatics, 23(10):1195–1202, 2007.

[158] Narcis Fernandez-Fuentes, Brajesh K. Rai, Carlos J. Madrid-Aliste, J. Eduardo Fajardo, and András Fiser. Comparative protein structure modeling by combining multiple templates and optimizing sequenceto-structure alignments. Bioinformatics, 23(19):2558–2565, 2007.

[159] A. Ferro, R. Giugno, G. Pigola, A. Pulvirenti, D. Skripin, G.D. Bader, and D. Shasha. Netmatch: A cytoscape plugin for searching biological networks. Bioinformatics, 23(7):910–912, 2007.

[160] Robert D. Finn, James W. Stalker, David K. Jackson, Eugene Kulesha, Jody Clements, and Roger Pettett. Proserver: A simple, extensible perl das server. Bioinformatics, 23(12):1568–1570, 2007.

[161] Markus Fischer, Michael Knoll, Demet Sirim, Florian Wagner, Sonja Funke, and Juergen Pleiss. The cytochrome p450 engineering database: A navigation and prediction tool for the cytochrome p450 protein family. Bioinformatics, 23(15):2015–2017, 2007.

[162] Irit Fishel, Alon Kaufman, and Eytan Ruppin. Meta-analysis of gene expression data: A predictor-based approach. Bioinformatics, 23(13):1599–1606, 2007.

[163] Christopher D. Fjell, Robert E.W. Hancock, and Artem Cherkasov.

Amper: A database and an automated discovery tool for antimicrobial peptides. Bioinformatics, 23(9):1148–1155, 2007.

[164] Paul Fogel, S. Stanley Young, Douglas M. Hawkins, and Nathalie Ledirac. Inferential, robust non-negative matrix factorization analysis of microarray data. Bioinformatics, 23(1):44–49, 2007.

[165] Yves Fomekong-Nanfack, Jaap A. Kaandorp, and Joke Blom. Efficient parameter estimation for spatio-temporal models of pattern formation: Case study of drosophila melanogaster. Bioinformatics, 23(24):3356– 3363, 2007.

[166] T. Fournier, J.P. Gabriel, C. Mazza, J. Pasquier, J.L. Galbete, and N. Mermod. Steady-state expression of self-regulated genes. Bioinformatics, 23(23):3185–3192, 2007.

[167] Romain Fremez, Thomas Faraut, Gwennaele Fichant, Jérôme Gouzy, and Yves Quentin. Phylogenetic exploration of bacterial genomic rearrangements. Bioinformatics, 23(9):1172–1174, 2007.

[168] Jan Freudenberg, Ying-Hui Fu, and Louis J. Ptáček. Human recombination rates are increased around accelerated conserved regions — evidence for continued selection? Bioinformatics, 23(12):1441–1443, 2007.

[169] Eva Freyhult, Vincent Moulton, and Peter Clote. Boltzmann probability of rna structural neighbors and riboswitch detection. Bioinformatics, 23(16):2054–2062, 2007.

[170] Tancred Frickey and Georg Weiller. Analyzing microarray data using clans. Bioinformatics, 23(9):1170–1171, 2007.

[171] Tancred Frickey and Georg Weiller. Mclip: Motif detection based on cliques of gapped local profile-to-profile alignments. Bioinformatics, 23(4):502–503, 2007.

[172] Iddo Friedberg, Tim Harder, Rachel Kolodny, Einat Sitbon, Zhanwen Li, and Adam Godzik. Using an alignment of fragment strings for comparing protein structures. Bioinformatics, 23(2):219–224, 2007.

[173] Angelika Fuchs, Antonio J. Martin-Galiano, Matan Kalman, Sarel Fleishman, Nir Ben-Tal, and Dmitrij Frishman. Co-evolving residues in membrane proteins. Bioinformatics, 23(24):3312–3319, 2007.

[174] Wataru Fujibuchi, Larisa Kiseleva, Takeaki Taniguchi, Hajime Harada, and Paul Horton. Cellmontage: Similar expression profile search server. Bioinformatics, 23(22):3103–3104, 2007. see Erratum in Bioinformatics, Vol. 24, 2008, No. 9, 1223-1223.

[175] A. Fujita, J.R. Sato, H.M. Garay-Malpartida, P.A. Morettin, M.C.

Sogayar, and C.E. Ferreira. Time-varying modeling of gene expression regulatory networks using the wavelet dynamic vector autoregressive method. Bioinformatics, 23(13):1623–1630, 2007.

[176] Lisa Fukui and Yuan Chen. Nvmap: Automated analysis of nmr chemical shift perturbation data. Bioinformatics, 23(3):378–380, 2007.

[177] Katrin Fundel, Robert Küffner, and Ralf Zimmer. Relex — relation extraction using dependency parse trees. Bioinformatics, 23(3):365– 371, 2007.

[178] D. Fusco, B. Bassetti, P. Jona, and M. Cosentino Lagomarsino. Diamcis: An importance sampling network randomizer for network motif discovery and other topological observables in transcription networks. Bioinformatics, 23(24):3388–3390, 2007.

[179] Matthias E. Futschik, Gautam Chaurasia, and Hanspeter Herzel. Comparison of human protein-protein interaction maps. Bioinformatics, 23(5):605–611, 2007.

[180] Monika Fuxreiter, Peter Tompa, and István Simon. Local structural disorder imparts plasticity on linear motifs. Bioinformatics, 23(8):950– 956, 2007.

[181] Bruno A. Gaëta, Harald R. Malming, Katherine J.L. Jackson, Michael E. Bain, Patrick Wilson, and Andrew M. Collins. ihmmunealign: Hidden markov model-based alignment and identification of germline genes in rearranged immunoglobulin gene sequences. Bioinformatics, 23(13):1580–1587, 2007.

[182] Pedro A.F. Galante, Jeff Trimarchi, Constance L. Cepko, Sandro J.

de Souza, Lucila Ohno-Machado, and Winston P. Kuo. Automatic correspondence of tags and genes (actg): A tool for the analysis of sage, mpss and sbs data. Bioinformatics, 23(7):903–905, 2007.

[183] Giacomo Gamberoni, Evelina Lamma, Gianluca Lodo, Jlenia Marchesini, Nicoletta Mascellani, Simona Rossi, Sergio Storari, Luca Tagliavini, and Stefano Volinia. Fun&co: Identification of key functional differences in transcriptomes. Bioinformatics, 23(20):2725–2732, 2007.

[184] Anna Gambin and Piotr Wojtalewicz. Ctx-blast: Context sensitive version of protein blast. Bioinformatics, 23(13):1686–1688, 2007.

[185] Madhavi Ganapathiraju, Christopher Jon Jursa, Hassan A. Karimi, and Judith Klein-Seetharaman. Tmpro web server and web service: Transmembrane helix prediction through amino acid property analysis. Bioinformatics, 23(20):2795–2796, 2007.

[186] Feng Gao and Chun-Ting Zhang. Doric: A database of oric regions in bacterial genomes. Bioinformatics, 23(14):1866–1867, 2007.

[187] Shouguo Gao and Xujing Wang. Tappa: Topological analysis of pathway phenotype association. Bioinformatics, 23(22):3100–3102, 2007.

[188] Olivier Garcia, Cosmin Saveanu, Melissa Cline, Micheline Fromont- Racine, Alain Jacquier, Benno Schwikowski, and Tero Aittokallio. Golorize: A cytoscape plug-in for network visualization with gene ontology-based layout and coloring. Bioinformatics, 23(3):394–396, 2007.

[189] José Ignacio Garzón, Julio Kovacs, Ruben Abagyan, and Pablo Chacón. Adp em: Fast exhaustive multi-resolution docking for highthroughput coverage. Bioinformatics, 23(4):427–433, 2007.

[190] José Ignacio Garzón, Julio Kovacs, Ruben Abagyan, and Pablo Chacón. Dfprot: A webtool for predicting local chain deformability. Bioinformatics, 23(7):901–902, 2007.

[191] Kyle J. Gaulton, Karen L. Mohlke, and Todd J. Vision. A computational system to select candidate genes for complex human traits. Bioinformatics, 23(9):1132–1140, 2007.

[192] Jean-Pierre Gauthier, Fabrice Legeai, Alain Zasadzinski, Claude Rispe, and Denis Tagu. Aphidbase: A database for aphid genomic resources. Bioinformatics, 23(6):783–784, 2007.

[193] Matan Gavish, Amnon Peled, and Benny Chor. Genetic code symmetry and efficient design of gc-constrained coding sequences. Bioinformatics, 23(2):57–63, 2007.

[194] Ivelin Georgiev and Bruce R. Donald. Dead-end elimination with backbone flexibility. Bioinformatics, 23(13):185–194, 2007.

[195] Jan E. Gewehr, Volker Hintermair, and Ralf Zimmer. Autoscop: Automated prediction of scop classifications using unique pattern-class mappings. Bioinformatics, 23(10):1203–1210, 2007.

[196] Jan E. Gewehr, Martin Szugat, and Ralf Zimmer. Bioweka — extending the weka framework for bioinformatics. Bioinformatics, 23(5):651–653, 2007.

[197] Charles Girardot, Oleg Sklyar, Sophie Grosz, Wolfgang Huber, and Eileen E.M. Furlong. Coco: A web application to display, store and curate chip-on-chip data integrated with diverse types of gene expression data. Bioinformatics, 23(6):771–773, 2007.

[198] Anna V. Glyakina, Sergiy O. Garbuzynskiy, Michail Yu. Lobanov, and Oxana V. Galzitskaya. Different packing of external residues can explain differences in the thermostability of proteins from thermophilic and mesophilic organisms. Bioinformatics, 23(17):2231–2238, 2007.

[199] Jelle J. Goeman and Peter Bühlmann. Analyzing gene expression data in terms of gene sets: Methodological issues. Bioinformatics, 23(8):980–987, 2007.

[200] Liang Goh, Susan K. Murphy, Sayan Muhkerjee, and Terrence S.

Furey. Genomic sweeping for hypermethylated genes. Bioinformatics, 23(3):281–288, 2007.

[201] Alexandra Goll and Peter Bauer. Two-stage designs applying methods differing in costs. Bioinformatics, 23(12):1519–1526, 2007.

[202] Juan R. González, Lluís Armengol, Xavier Solé, Elisabet Guinó, Josep M. Mercader, Xavier Estivill, and Víctor Moreno. Snpassoc: An r package to perform whole genome association studies. Bioinformatics, 23(5):644–645, 2007.

[203] Orland R. Gonzalez, Christoph Küper, Kirsten Jung, Jr. Naval, Prospero C., and Eduardo Mendoza. Parameter estimation using simulated annealing for s-system models of biochemical networks. Bioinformatics, 23(4):480–486, 2007.

[204] Matthew G. Goode and Allen G. Rodrigo. Squint: A multiple alignment program and editor. Bioinformatics, 23(12):1553–1555, 2007.

[205] Kreshna Gopal, Erik McKee, Tod Romo, Reetal Pai, Jacob Smith, James Sacchettini, and Thomas Ioerger. Crystallographic protein model-building on the web. Bioinformatics, 23(3):375–377, 2007.

[206] Paul M.K. Gordon, Quang Trinh, and Christoph W. Sensen. Semantic web service provision: A realistic framework for bioinformatics programmers. Bioinformatics, 23(9):1178–1180, 2007.

[207] Pawel Górecki and Jerzy Tiuryn. Inferring phylogeny from whole genomes. Bioinformatics, 23(2):116–122, 2007.

[208] Pawel Górecki and Jerzy Tiuryn. Urec: A system for unrooted reconciliation. Bioinformatics, 23(4):511–512, 2007.

[209] Mark M. Gosink, Howard T. Petrie, and Nicholas F. Tsinoremas. Electronically subtracting expression patterns from a mixed cell population. Bioinformatics, 23(24):3328–3334, 2007.

[210] Niels Grabe and Karsten Neuber. Simulating psoriasis by altering transit amplifying cells. Bioinformatics, 23(11):1309–1312, 2007.

[211] Niels Grabe, Thora Pommerencke, Thorsten Steinberg, Hartmut Dickhaus, and Pascal Tomakidi. Reconstructing protein networks of epithelial differentiation from histological sections. Bioinformatics, 23(23):3200–3208, 2007.

[212] Stefan Gräf, Fiona G.G. Nielsen, Stefan Kurtz, Martijn A. Huynen, Ewan Birney, Henk Stunnenberg, and Paul Flicek. Optimized design and assessment of whole genome tiling arrays. Bioinformatics, 23(13):195–204, 2007.

[213] Michelle L. Green and Peter D. Karp. Using genome-context data to identify specific types of functional associations in pathway/genome databases. Bioinformatics, 23(13):205–211, 2007.

[214] Dominik Gront and Andrzej Kolinski. T-pile — a package for thermodynamic calculations for biomolecules. Bioinformatics, 23(14):1840– 1842, 2007.

[215] Steffen Grossmann, Sebastian Bauer, Peter N. Robinson, and Martin Vingron. Improved detection of overrepresentation of gene-ontology annotations with parent-child analysis. Bioinformatics, 23(22):3024– 3031, 2007.

[216] Raik Grünberg, Michael Nilges, and Johan Leckner. Biskit — a software platform for structural bioinformatics. Bioinformatics, 23(6):769– 770, 2007.

[217] Shengyin Gu, Iain Anderson, Victor Kunin, Michael Cipriano, Simon Minovitsky, Gunther Weber, Nina Amenta, Bernd Hamann, and Inna Dubchak. Treeq-vista: An interactive tree visualization tool with functional annotation query capabilities. Bioinformatics, 23(6):764–766, 2007.

[218] Mainak Guharoy and Pinak Chakrabarti. Secondary structure based analysis and classification of biological interfaces: Identification of binding motifs in protein-protein interactions. Bioinformatics, 23(15):1909–1918, 2007.

[219] R. Guimerà, M. Sales-Pardo, and L.A.N. Amaral. A network-based method for target selection in metabolic networks. Bioinformatics, 23(13):1616–1622, 2007.

[220] Alexander P. Gultyaev, Hans A. Heus, and René C.L. Olsthoorn. An rna conformational shift in recent h5n1 influenza a viruses. Bioinformatics, 23(3):272–276, 2007.

[221] Zheng Guo, Yongjin Li, Xue Gong, Chen Yao, Wencai Ma, Dong Wang, Yanhui Li, Jing Zhu, Min Zhang, Da Yang, and Jing Wang. Edge-based scoring and searching method for identifying conditionresponsive protein-protein interaction sub-network. Bioinformatics, 23(16):2121–2128, 2007. see Erratum in Bioinformatics, Vol. 25, 2009, No. 12, 1574-1574.

[222] D. Guzman, D. Veit, V. Knerr, G. Kindle, B. Gathmann, A.M. Eades- Perner, and B. Grimbacher. The esid online database network. Bioinformatics, 23(5):654–655, 2007.

[223] Attila Gyenesei, Ulrich Wagner, Simon Barkow-Oesterreicher, Etzard Stolte, and Ralph Schlapbach. Mining co-regulated gene profiles for the detection of functional associations in gene expression data. Bioinformatics, 23(15):1927–1935, 2007.

[224] Farhat Habib, Andrew D. Johnson, Ralf Bundschuh, and Daniel Janies. Large scale genotype-phenotype correlation analysis based on phylogenetic trees. Bioinformatics, 23(7):785–788, 2007.

[225] Areum Han, Woo-Yeon Kim, and Seong-Min Park. Snp2nmd: A database of human single nucleotide polymorphisms causing nonsensemediated mrna decay. Bioinformatics, 23(3):397–399, 2007.

[226] Blaise Hanczar, Jean-Daniel Zucker, Corneliu Henegar, and Lorenza Saitta. Feature construction from synergic pairs to improve microarraybased classification. Bioinformatics, 23(21):2866–2872, 2007.

[227] Kristian Hanekamp, Uta Bohnebeck, Bánk Beszteri, and Klaus Valentin. Phylogena — a user-friendly system for automated phylogenetic annotation of unknown sequences. Bioinformatics, 23(7):793–801, 2007.

[228] K. Hao. Genome-wide selection of tag snps using multiple-marker correlation. Bioinformatics, 23(23):3178–3184, 2007.

[229] K. Hao, X. Di, and S. Cawley. Ldcompare: Rapid computation of single- and multiple-marker r^2 and genetic coverage. Bioinformatics, 23(2):252–254, 2007.

[230] Chris Harbron, Kai-Ming Chang, and Marie C. South. Refplus: An r package extending the rma algorithm. Bioinformatics, 23(18):2493– 2494, 2007.

[231] Jaroslaw Harezlak, Mike Wang, David Christiani, and Xihong Lin.

Quantitative quality-assessment techniques to compare fractionation and depletion methods in seldi-tof mass spectrometry experiments. Bioinformatics, 23(18):2441–2448, 2007.

[232] Ben J. Hayes, Kjetil Nilsen, Paul R. Berg, Eli Grindflek, and Sigbjørn Lien. Snp detection exploiting multiple sources of redundancy in large est collections improves validation rates. Bioinformatics, 23(13):1692– 1693, 2007.

[233] Marti A. Hearst, Anna Divoli, Harendra Guturu, Alex Ksikes, Preslav Nakov, Michael A. Wooldridge, and Jerry Ye. Biotext search engine: Beyond abstract search. Bioinformatics, 23(16):2196–2197, 2007.

[234] Andreas Heger, Swapan Mallick, Christopher Wilton, and Liisa Holm.

The global trace graph, a novel paradigm for searching protein sequence databases. Bioinformatics, 23(18):2361–2367, 2007.

[235] Garrett Hellenthal and Matthew Stephens. mshot: Modifying hudson’s ms simulator to incorporate crossover and gene conversion hotspots. Bioinformatics, 23(4):520–521, 2007.

[236] Snorre A. Helvik, Jr. Snøve, Ola, and Pål Sætrom. Reliable prediction of drosha processing sites improves microrna gene prediction. Bioinformatics, 23(2):142–149, 2007.

[237] S. Hengl, C. Kreutz, J. Timmer, and T. Maiwald. Data-based identifiability analysis of non-linear dynamical models. Bioinformatics, 23(19):2612–2618, 2007.

[238] Joan Hérisson, Guillaume Payen, and Rachid Gherbi. A 3d pattern matching algorithm for dna sequences. Bioinformatics, 23(6):680–686, 2007.

[239] Filip Hermans and Elena Tsiporkova. Merging microarray cell synchronization experiments through curve alignment. Bioinformatics, 23(2):64–70, 2007.

[240] Juan Hernandez-Toro, Carlos Prieto, and Javier De Las Rivas.

Apid2net: Unified interactome graphic analyzer. Bioinformatics, 23(18):2495–2497, 2007.

[241] Elizabeth A. Heron, Bärbel Finkenstädt, and David A. Rand. Bayesian inference for dynamic transcriptional regulation; the hes1 system as a case study. Bioinformatics, 23(19):2596–2603, 2007.

[242] Tomer Hertz and Chen Yanover. Identifying hla supertypes by learning distance functions. Bioinformatics, 23(2):148–155, 2007.

[243] Libi Hertzberg, Shai Izraeli, and Eytan Domany. Stop: Searching for transcription factor motifs using gene expression. Bioinformatics, 23(14):1737–1743, 2007.

[244] Csaba Hetényi, Uko Maran, Alfonso T. García-Sosa, and Mati Karelson. Structure-based calculation of drug efficiency indices. Bioinformatics, 23(20):2678–2685, 2007.

[245] Matthew A. Hibbs, David C. Hess, Chad L. Myers, Curtis Huttenhower, Kai Li, and Olga G. Troyanskaya. Exploring the functional landscape of gene expression: Directed search of large microarray compendia. Bioinformatics, 23(20):2692–2699, 2007.

[246] Roger Higdon and Eugene Kolker. A predictive model for identifying proteins by a single peptide match. Bioinformatics, 23(3):277–280, 2007.

[247] Atsushi Hijikata, Hiroshi Kitamura, Yayoi Kimura, Ryo Yokoyama, Yuichi Aiba, Yanyuan Bao, Shigeharu Fujita, Koji Hase, Shohei Hori, Yasuyuki Ishii, Osami Kanagawa, Hiroshi Kawamoto, Kazuya Kawano, Haruhiko Koseki, Masato Kubo, Ai Kurita-Miki, Tomohiro Kurosaki, Kyoko Masuda, Mitsumasa Nakata, Keisuke Oboki, Hiroshi Ohno, Mariko Okamoto, Yoshimichi Okayama, Jiyang O-Wang, Hirohisa Saito, Takashi Saito, Machie Sakuma, Katsuaki Sato, Kaori Sato, Kenichiro Seino, Ruka Setoguchi, Yuki Tamura, Masato Tanaka, Masaru Taniguchi, Ichiro Taniuchi, Annabelle Teng, Takeshi Watanabe, Hiroshi Watarai, Sho Yamasaki, and Osamu Ohara. Construction of an open-access database that integrates cross-reference information from the transcriptome and proteome of immune cells. Bioinformatics, 23(21):2934–2941, 2007.

[248] Andreas Hildebrandt, Ralf Blossey, Sergej Rjasanow, Oliver Kohlbacher, and Hans-Peter Lenhof. Electrostatic potentials of proteins in water: A structured continuum approach. Bioinformatics, 23(2):99–103, 2007.

[249] Shuichi Hirose, Kana Shimizu, Satoru Kanai, Yutaka Kuroda, and Tamotsu Noguchi. Poodle-l: A two-level svm prediction system for reliably predicting long disordered regions. Bioinformatics, 23(16):2046– 2053, 2007.

[250] Eitan Hirsh and Roded Sharan. Identification of conserved protein complexes based on a model of protein network evolution. Bioinformatics, 23(2):170–176, 2007.

[251] Sepp Hochreiter, Martin Heusel, and Klaus Obermayer. Fast modelbased protein homology detection without alignment. Bioinformatics, 23(14):1728–1736, 2007.

[252] Volker Hollich and Erik L.L. Sonnhammer. Pfamalyzer: Domaincentric homology search. Bioinformatics, 23(24):3382–3383, 2007.

[253] Jens Hollunder, Maik Friedel, Andreas Beyer, Christopher T. Workman, and Thomas Wilhelm. Dass: Efficient discovery and p-value calculation of substructures in unordered data. Bioinformatics, 23(1):77– 83, 2007.

[254] Ian Holmes. Phylocomposer and phylodirector: Analysis and visualization of transducer indel models. Bioinformatics, 23(23):3263–3264, 2007.

[255] Minmei Hou, Piotr Berman, Chih-Hao Hsu, and Robert S. Harris.

Homologminer: Looking for homologous genomic groups in whole genomes. Bioinformatics, 23(8):917–925, 2007.

[256] Jianhua Hu, Xuming He, Keith A. Baggerly, Kevin R. Coombes, Bryan T.J. Hennessy, and Gordon B. Mills. Non-parametric quantification of protein lysate arrays. Bioinformatics, 23(15):1986–1994, 2007.

[257] Min Hu, Junhui Wang, and Qunsheng Peng. Identification and visualization of cage-shaped proteins. Bioinformatics, 23(24):3400–3402, 2007.

[258] Dong Hua and Yinglei Lai. An ensemble approach to microarray databased gene prioritization after missing value imputation. Bioinformatics, 23(6):747–754, 2007.

[259] Jianping Hua, David W. Craig, Marcel Brun, Jennifer Webster, Victoria Zismann, Waibhav Tembe, Keta Joshipura, Matthew J. Huentelman, Edward R. Dougherty, and Dietrich A. Stephan. Sniper-hd: Improved genotype calling accuracy by an expectation-maximization algorithm for high-density snp arrays. Bioinformatics, 23(1):57–63, 2007.

[260] D. Huang and Tommy W.S. Chow. Identifying the biologically relevant gene categories based on gene expression and biological data: An example on prostate cancer. Bioinformatics, 23(12):1503–1510, 2007.

[261] Jian Huang, Arief Gusnanto, Kathleen O’Sullivan, Johan Staaf, Åke Borg, and Yudi Pawitan. Robust smooth segmentation approach for array cgh data analysis. Bioinformatics, 23(18):2463–2469, 2007.

[262] Jim C. Huang, Anitha Kannan, and John Winn. Bayesian association of haplotypes and non-genetic factors to regulatory and phenotypic variation in human populations. Bioinformatics, 23(13):212–221, 2007.

[263] Liang-Tsung Huang, M. Michael Gromiha, and Shinn-Ying Ho. iptreestab: Interpretable decision tree based method for predicting protein stability changes upon mutations. Bioinformatics, 23(10):1292–1293, 2007.

[264] Yu Huang, Haifeng Li, Haiyan Hu, Xifeng Yan, Michael S. Waterman, Haiyan Huang, and Xianghong Jasmine Zhou. Systematic discovery of functional modules and context-specific functional annotation of human genome. Bioinformatics, 23(13):222–229, 2007.

[265] Heinrich J. Huber, Markus Rehm, Martin Plchut, Heiko Düssmann, and Jochen H.M. Prehn. Apopto-cell — a simulation tool and interactive database for analyzing cellular susceptibility to apoptosis. Bioinformatics, 23(5):648–650, 2007.

[266] Falk Hüffner, Sebastian Wernicke, and Thomas Zichner. Faspad: Fast signaling pathway detection. Bioinformatics, 23(13):1708–1709, 2007.

[267] Matthew R. Huska, Henrik Buschmann, and Miguel A. Andrade- Navarro. Biasviz: Visualization of amino acid biased regions in protein alignments. Bioinformatics, 23(22):3093–3094, 2007.

[268] Seungwoo Hwang, Zhenkun Gou, and Igor B. Kuznetsov. Dp-bind:

A web server for sequence-based prediction of dna-binding residues in dna-binding proteins. Bioinformatics, 23(5):634–636, 2007.

[269] Lucian Ilie and Silvana Ilie. Multiple spaced seeds for homology search.

Bioinformatics, 23(22):2969–2977, 2007.

[270] Christian R. Ingrell, Martin L. Miller, Ole N. Jensen, and Nikolaj Blom. Netphosyeast: Prediction of protein phosphorylation sites in yeast. Bioinformatics, 23(7):895–897, 2007.

[271] Supawadee Ingsriswang and Eakasit Pacharawongsakda. smol explorer:

An open source, web-enabled database and exploration tool for small molecules datasets. Bioinformatics, 23(18):2498–2500, 2007.

[272] Wataru Iwasaki and Toshihisa Takagi. Reconstruction of highly heterogeneous gene-content evolution across the three domains of life. Bioinformatics, 23(13):230–239, 2007.

[273] Lakshminarayan M. Iyer, Vivek Anantharaman, and L. Aravind. The domon domains are involved in heme and sugar recognition. Bioinformatics, 23(20):2660–2664, 2007.

[274] Edmund S. Jackson and William J. Fitzgerald. A sequential monte carlo em approach to the transcription factor binding site identification problem. Bioinformatics, 23(11):1313–1320, 2007.

[275] Etai Jacob, Amnon Horovitz, and Ron Unger. Different mechanistic requirements for prokaryotic and eukaryotic chaperonins: A lattice study. Bioinformatics, 23(13):240–248, 2007.

[276] Etai Jacob and Ron Unger. A tale of two tails: Why are terminal residues of proteins exposed? Bioinformatics, 23(2):225–230, 2007.

[277] Mattias Jakobsson and Noah A. Rosenberg. Clumpp: A cluster matching and permutation program for dealing with label switching and multimodality in analysis of population structure. Bioinformatics, 23(14):1801–1806, 2007.

[278] Joanna Jakubowska, Ela Hunt, Matthew Chalmers, Martin McBride, and Anna F. Dominiczak. Visgenome: Visualization of single and comparative genome representations. Bioinformatics, 23(19):2641–2642, 2007.

[279] K. Jaqaman, J.F. Dorn, E. Marco, P.K. Sorger, and G. Danuser. Phenotypic clustering of yeast mutants based on kinetochore microtubule dynamics. Bioinformatics, 23(13):1666–1673, 2007.

[280] William R. Jeck, Josephine A. Reinhardt, David A. Baltrus, Matthew T. Hickenbotham, Vincent Magrini, Elaine R. Mardis, Jeffery L. Dangl, and Corbin D. Jones. Extending assembly of short dna sequences to handle error. Bioinformatics, 23(21):2942–2944, 2007.

[281] Ian B. Jeffery, Stephen F. Madden, Paul A. McGettigan, Guy Perrière, Aedín C. Culhane, and Desmond G. Higgins. Integrating transcription factor binding site information with gene expression datasets. Bioinformatics, 23(3):298–305, 2007.

[282] Ekachai Jenwitheesuk and Ram Samudrala. Identification of potential hiv-1 targets of minocycline. Bioinformatics, 23(20):2797–2799, 2007.

[283] Bo Jiang, Michael Q. Zhang, and Xuegong Zhang. Oscar: Oneclass svm for accurate recognition of cis-elements. Bioinformatics, 23(21):2823–2828, 2007.

[284] Zhen Jiang and Robert Gentleman. Extensions to gene set enrichment.

Bioinformatics, 23(3):306–313, 2007.

[285] Guohua Jin, Luay Nakhleh, Sagi Snir, and Tamir Tuller. Efficient parsimony-based methods for phylogenetic network reconstruction. Bioinformatics, 23(2):123–128, 2007.

[286] Guohua Jin, Luay Nakhleh, Sagi Snir, and Tamir Tuller. Erratum to ”maximum likelihood of phylogenetic networks”. Bioinformatics,

23(8):1046–1047, 2007. Originally in Bioinformatics, Vol, 22, 2006, No. 21, 2604-2611.

[287] David T. Jones. Improving the accuracy of transmembrane protein topology prediction using evolutionary information. Bioinformatics, 23(5):538–544, 2007.

[288] Je-Gun Joung, Kyu-Baek Hwang, Jin-Wu Nam, Soo-Jin Kim, and Byoung-Tak Zhang. Discovery of microrna-mrna modules via population-based probabilistic learning. Bioinformatics, 23(9):1141– 1147, 2007.

[289] Lars Kaderali, Thomas Zander, Ulrich Faigle, Jürgen Wolf, Joachim L.

Schultze, and Rainer Schrader. Erratum to ”caspar: A hierarchical bayesian approach to predict survival times in cancer from gene expression data”. Bioinformatics, 23(2):266–266, 2007. Originally in Bioinformatics, Vol. 22, 2006, No. 12, 1495-1502.

[290] Mitsuhiro Kanazawa, Hisae Anyoji, Atsushi Ogiwara, and Umpei Nagashima. De novo peptide sequencing using ion peak intensity and amino acid cleavage intensity ratio. Bioinformatics, 23(9):1068–1072, 2007.

[291] Sungsoo Kang, Sung-Jin Yang, Sangsoo Kim, and Jong Bhak. Consorf: A consensus prediction system for prokaryotic coding sequences. Bioinformatics, 23(22):3088–3090, 2007.

[292] Miriam R. Kantorovitz, Gene E. Robinson, and Saurabh Sinha. A statistical method for alignment-free comparison of regulatory sequences. Bioinformatics, 23(13):249–255, 2007.

[293] Yuliya V. Karpievitch, Elizabeth G. Hill, Adam J. Smolka, Jeffrey S.

Morris, Kevin R. Coombes, Keith A. Baggerly, and Jonas S. Almeida. Prepms: Tof ms data graphical preprocessing tool. Bioinformatics, 23(2):264–265, 2007.

[294] Peter M. Kasson, Afra Zomorodian, Sanghyun Park, Nina Singhal, Leonidas J. Guibas, and Vijay S. Pande. Persistent voids: A new structural metric for membrane fusion. Bioinformatics, 23(14):1753– 1759, 2007.

[295] Kazutaka Katoh and Hiroyuki Toh. Parttree: An algorithm to build an approximate tree from a large number of unaligned sequences. Bioinformatics, 23(3):372–374, 2007.

[296] Evan Keibler, Manimozhiyan Arumugam, and Michael R. Brent. The treeterbi and parallel treeterbi algorithms: Efficient, optimal decoding for ordinary, generalized and pair hmms. Bioinformatics, 23(5):545– 554, 2007.

[297] Reagan J. Kelly, Douglas M. Jacobsen, Yan V. Sun, Jennifer A. Smith, and Sharon L.R. Kardia. Kgraph: A system for visualizing and evaluating complex genetic associations. Bioinformatics, 23(2):249–251, 2007.

[298] Daniel M. Kemp, N.R. Nirmala, and Joseph D. Szustakowski. Extending the pathway analysis framework with a test for transcriptional variance implicates novel pathway modulation during myogenic differentiation. Bioinformatics, 23(11):1356–1362, 2007.

[299] Arnaud Kerhornou and Roderic Guigó. Biomoby web services to support clustering of co-regulated genes based on similarity of promoter configurations. Bioinformatics, 23(14):1831–1833, 2007.

[300] Christina Kiel and Luis Serrano. Prediction of ras-effector interactions using position energy matrices. Bioinformatics, 23(17):2226– 2230, 2007.