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alignments of proteins. Bioinformatics, 17(4):377–378, 2001.

[71] Leo Goodstadt and Chris P. Ponting. Chroma: Consensus-based
colouring of multiple alignments for publication. Bioinformatics,
17(9):845–846, 2001.

[72] J. Gorodkin, C. Zwieb, and B. Knudsen. Semi-automated update
and cleanup of structural rna alignment databases. Bioinformatics,
17(7):642–645, 2001.

[73] Debraj GuhaThakurta and Gary D. Stormo. Identifying target sites
for cooperatively binding factors. Bioinformatics, 17(7):608–621, 2001.

7



[74] David Hall, Suchendra M. Bhandarkar, Jonathan Arnold, and
Tongzhang Jiang. Physical mapping with automatic capture of hy-
bridization data. Bioinformatics, 17(3):205–213, 2001.

[75] Jochen Hampe, Andreas Wollstein, Timothy Lu, Hans-Jürgen Frevel,
Marcus Will, Carl Manaster, and Stefan Schreiber. An integrated sys-
tem for high throughput taqmantexttrademark based snp genotyping.
Bioinformatics, 17(7):654–655, 2001.

[76] Sridhar Hannenhalli and Samuel Levy. Promoter prediction in the
human genome. Bioinformatics, 17(S1):90–96, 2001.

[77] Eric Harley, Anthony Bonner, and Nathan Goodman. Uniform integra-
tion of genome mapping data using intersection graphs. Bioinformatics,
17(6):487–494, 2001.

[78] Artemis G. Hatzigeorgiou, Petko Fiziev, and Martin Reczko. Diana-est:
A statistical analysis. Bioinformatics, 17(10):913–919, 2001.

[79] Vasileios Hatzivassiloglou, Pablo A. Duboué, and Andrey Rzhetsky.
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[151] Steffen Möller, Jaak Vilo, and Michael D.R. Croning. Prediction of the
coupling specificity of g protein coupled receptors to their g proteins.
Bioinformatics, 17(S1):174–181, 2001.

[152] Bernard M.E. Moret, Li-San Wang, Tandy Warnow, and Stacia K.
Wyman. New approaches for reconstructing phylogenies from gene
order data. Bioinformatics, 17(S1):165–173, 2001.

[153] Ralf Mrowka. A java applet for visualizing protein-protein interaction.
Bioinformatics, 17(7):669–671, 2001.

[154] Tobias Müller, Sven Rahmann, and Marc Rehmsmeier. Non-symmetric
score matrices and the detection of homologous transmembrane pro-
teins. Bioinformatics, 17(S1):182–189, 2001.

[155] Ekaterina Myasnikova, Anastassia Samsonova, Konstantin Kozlov,
Maria Samsonova, and John Reinitz. Registration of the expression
patterns of drosophila segmentation genes by two independent meth-
ods. Bioinformatics, 17(1):3–12, 2001.

[156] Luay Nakhleh, Usman Roshan, Katherine St. John, Jerry Sun, and
Tandy Warnow. Designing fast converging phylogenetic methods.
Bioinformatics, 17(S1):190–198, 2001.

15



[157] P.C. Ng, J.G. Henikoff, and S. Henikoff. Erratum to ”phat:
A transmembrane-specific substitution matrix”. Bioinformatics,
17(3):290–290, 2001. Originally in Bioinformatics, Vol. 16, 2000, No.
9, 760-766.

[158] Hiromi Nishida. Distribution of genes for lysine biosynthesis through
the aminoadipate pathway among prokaryotic genomes. Bioinformat-

ics, 17(2):189–191, 2001.

[159] Hiromi Nishida. Evolution of amino acid biosynthesis and enzymes with
broad substrate specificity. Bioinformatics, 17(12):1224–1225, 2001.

[160] T. Nishikawa, T. Ota, and T. Isogai. Erratum to ”prediction whether a
human cdna sequence contains initiation codon by combining statistical
information and similarity with protein sequences”. Bioinformatics,
17(3):290–290, 2001. Originally in Bioinformatics, Vol. 16, 2000, No.
11, 960-967.

[161] Cédric Notredame. Mocca: Semi-automatic method for domain hunt-
ing. Bioinformatics, 17(4):373–374, 2001.

[162] P.S. Novichkov, M.S. Gelfand, and A.A. Mironov. Gene recognition in
eukaryotic dna by comparison of genomic sequences. Bioinformatics,
17(11):1011–1018, 2001.

[163] Uwe Ohler, Heinrich Niemann, Guo-chun Liao, and Gerald M. Rubin.
Joint modeling of dna sequence and physical properties to improve eu-
karyotic promoter recognition. Bioinformatics, 17(S1):199–206, 2001.

[164] Toshihide Ono, Haretsugu Hishigaki, Akira Tanigami, and Toshihisa
Takagi. Automated extraction of information on protein-protein inter-
actions from the biological literature. Bioinformatics, 17(2):155–161,
2001.

[165] Giulio Pavesi, Giancarlo Mauri, and Graziano Pesole. An algorithm for
finding signals of unknown length in dna sequences. Bioinformatics,
17(S1):207–214, 2001.

[166] William R. Pearson. Training for bioinformatics and computational
biology. Bioinformatics, 17(9):761–762, 2001.

16



[167] Dana Pe’er, Aviv Regev, Gal Elidan, and Nir Friedman. Infer-
ring subnetworks from perturbed expression profiles. Bioinformatics,
17(1):215–224, 2001.

[168] Jimin Pei and Nick V. Grishin. Al2co: Calculation of positional conser-
vation in a protein sequence alignment. Bioinformatics, 17(8):700–712,
2001.

[169] Pavel A. Pevzner and Haixu Tang. Fragment assembly with double-
barreled data. Bioinformatics, 17(S1):225–233, 2001.

[170] Vinhthuy T. Phan and Steven S. Skiena. Dealing with errors in in-
teractive sequencing by hybridization. Bioinformatics, 17(10):862–870,
2001.

[171] W.R. Pitt, M.A. Williams, M. Steven, B. Sweeney, A.J. Bleasby, and
D.S. Moss. The bioinformatics template library — generic components
for biocomputing. Bioinformatics, 17(8):729–737, 2001.

[172] Raf M. Podowski and Erik L.L. Sonnhammer. Medusa: Large scale
automatic selection and visual assessment of pcr primer pairs. Bioin-

formatics, 17(7):656–657, 2001.

[173] Gianluca Pollastri, Pierre Baldi, Pietro Fariselli, and Rita Casadio.
Improved predication of the number of residue contacts in proteins by
recurrent neural networks. Bioinformatics, 17(S1):234–242, 2001.

[174] Ponraj Prabakaran, Jianghong An, M. Michael Gromiha, Samuel Sel-
varaj, Hatsuho Uedaira, Hidetoshi Kono, and Akinori Sarai. Thermo-
dynamic database for protein-nucleic acid interactions (pronit). Bioin-
formatics, 17(11):1027–1034, 2001.

[175] Dong Qi and A. Jamie Cuticchia. Compositional symmetries in com-
plete genomes. Bioinformatics, 17(6):557–559, 2001. see Erratum in
Bioinformatics, Vol. 18, 2002, No. 4, 648-648.

[176] Günter Raddatz, Michaela Dehio, Thomas F. Meyer, and Christoph
Dehio. Primearray: Genome-scale primer design for dna-microarray
construction. Bioinformatics, 17(1):98–99, 2001.

17



[177] Vasily E. Ramensky, Vsevolod Ju. Makeev, Mikhail A. Roytberg, and
Vladimir G. Tumanyan. Segmentation of long genomic sequences into
domains with homogeneous composition with basio software. Bioinfor-
matics, 17(11):1065–1066, 2001.

[178] Chenna Ramu. Sir: A simple indexing and retrieval system for biolog-
ical flat file databases. Bioinformatics, 17(8):756–758, 2001.

[179] William C. Ray and Charles J. Daniels. The pacrat system: An exten-
sible www-based system for correlated sequence retrieval, storage and
analysis. Bioinformatics, 17(1):100–104, 2001.

[180] William C. Ray, Jr. Munson, Robert S., and Charles J. Daniels. Tri-
cross: Using dot-plots in sequence-id space to detect uncataloged in-
tergenic features. Bioinformatics, 17(12):1105–1112, 2001.

[181] Pentti Riikonen, Jorma Boberg, Tapio Salakoski, and Mauno Vihi-
nen. Biowap, mobile internet service for bioinformatics. Bioinformat-

ics, 17(9):855–856, 2001.

[182] Igor B. Rogozin, Alexey V. Kochetov, Fyodor A. Kondrashov, Eu-
gene V. Koonin, and Luciano Milanesi. Presence of atg triplets in
5’ untranslated regions of eukaryotic cdnas correlates with a ”weak”
context of the start codon. Bioinformatics, 17(10):890–900, 2001.

[183] T. Andrew Ronneberg, Stephen J. Freeland, and Laura F. Landweber.
Genview and gencode: A pair of programs to test theories of genetic
code evolution. Bioinformatics, 17(3):280–281, 2001.

[184] Leszek Rychlewski. Toolshop: Prerelease inspections for protein struc-
ture prediction servers. Bioinformatics, 17(12):1240–1241, 2001.

[185] Andrey Rzhetsky and Shawn M. Gomez. Birth of scale-free molecu-
lar networks and the number of distinct dna and protein domains per
genome. Bioinformatics, 17(10):988–996, 2001.

[186] Meena K. Sakharkar, Tin Wee Tan, and Sandro J. de Souza. Generation
of a database containing discordant intron positions in eukaryotic genes
(midb). Bioinformatics, 17(8):671–675, 2001.

18



[187] John J. Salama, Howard J. Feldman, and Christopher W.V. Hogue.
Vistraj: Exploring protein conformational space. Bioinformatics,
17(9):851–852, 2001.

[188] Chris Sander. Bioinformatics — challenges in 2001. Bioinformatics,
17(1):1–2, 2001.

[189] Frank Schacherer, Claudia Choi, Ulrike Götze, Mathias Krull, Su-
sanne Pistor, and Edgar Wingender. The transpath signal transduction
database: A knowledge base on signal transduction networks. Bioin-

formatics, 17(11):1053–1057, 2001.

[190] David B. Searls. Reading the book of life. Bioinformatics, 17(7):579–
580, 2001.

[191] Eran Segal, Ben Taskar, Audrey Gasch, Nir Friedman, and Daphne
Koller. Rich probabilistic models for gene expression. Bioinformatics,
17(1):243–252, 2001.

[192] J.N. Selley, J. Swift, and T.K. Attwood. Easy — an expert analy-
sis system for interpreting database search outputs. Bioinformatics,
17(1):105–106, 2001.

[193] Bruce A. Shapiro, Jin Chu Wu, David Bengali, and Mark J. Potts.
The massively parallel genetic algorithm for rna folding: Mimd imple-
mentation and population variation. Bioinformatics, 17(2):137–148,
2001.

[194] Hidetoshi Shimodaira and Masami Hasegawa. Consel: For assessing the
confidence of phylogenetic tree selection. Bioinformatics, 17(12):1246–
1247, 2001.

[195] Elizabeth Shoop, Kevin A.T. Silverstein, James E. Johnson, and
Ernest F. Retzel. Metafam: A unified classification of protein fami-
lies. ii. schema and query capabilities. Bioinformatics, 17(3):262–271,
2001.

[196] Asim S. Siddiqui, Uwe Dengler, and Geoffrey J. Barton. 3dee: A
database of protein structural domains. Bioinformatics, 17(2):200–201,
2001.

19



[197] A. Siepel, A. Farmer, A. Tolopko, M. Zhuang, P. Mendes, W. Beavis,
and B. Sobral. Isys: A decentralized, component-based approach to the
integration of heterogeneous bioinformatics resources. Bioinformatics,
17(1):83–94, 2001.

[198] Kevin A.T. Silverstein, Elizabeth Shoop, James E. Johnson, and
Ernest F. Retzel. Metafam: A unified classification of protein fami-
lies. i. overview and statistics. Bioinformatics, 17(3):249–261, 2001.

[199] Kim Lan Sim, Tomoyuki Uchida, and Satoru Miyano. Proddo: A
database of disordered proteins from the protein data bank (pdb).
Bioinformatics, 17(4):379–380, 2001.

[200] Harpreet Singh and G.P.S. Raghava. Propred: Prediction of hla-dr
binding sites. Bioinformatics, 17(12):1236–1237, 2001.

[201] Steven S. Skiena. Designing better phages. Bioinformatics, 17(S1):253–
261, 2001.

[202] Rainer Spang and Martin Vingron. Limits of homology detection by
pairwise sequence comparison. Bioinformatics, 17(4):338–342, 2001.

[203] David States. Time to defend what we have won. Bioinformatics,
17(4):299–299, 2001.

[204] David J. States, Volker Nowotny, and Thomas W. Blackwell. Prob-
abilistic approaches to the use of higher order clone relationships in
physical map assembly. Bioinformatics, 17(S1):262–269, 2001.

[205] Matthias Steinfath, Wasco Wruck, Henrik Seidel, Hans Lehrach, Uwe
Radelof, and John O’Brien. Automated image analysis for array hy-
bridization experiments. Bioinformatics, 17(7):634–641, 2001.

[206] Robert Stevens, Carole Goble, Patricia Baker, and Andy Brass. A
classification of tasks in bioinformatics. Bioinformatics, 17(2):180–188,
2001.

[207] C. Stoeckert, A. Pizarro, E. Manduchi, M. Gibson, B. Brunk, J. Crab-
tree, J. Schug, S. Shen-Orr, and G.C. Overton. A relational schema for
both array-based and sage gene expression experiments. Bioinformat-

ics, 17(4):300–308, 2001.

20



[208] Christian E.V. Storm and Erik L.L. Sonnhammer. Nifas: Visual anal-
ysis of domain evolution in proteins. Bioinformatics, 17(4):343–348,
2001.

[209] P.M. Stothard. Combosa3d: Combining sequence alignments with
three-dimensional structures. Bioinformatics, 17(2):198–199, 2001.

[210] Shih-Chieh Su, C.-C. Jay Kuo, and Ting Chen. Inference of miss-
ing snps and information quantity measurements for haplotype blocks.
Bioinformatics, 21(9):2001–2007, 2005.

[211] S. Sujatha, S. Balaji, and N. Srinivasan. Pali: A database of align-
ments and phylogeny of homologous protein structures. Bioinformat-

ics, 17(4):375–376, 2001.

[212] Baris E. Suzek, Maria D. Ermolaeva, Mark Schreiber, and Steven L.
Salzberg. A probabilistic method for identifying start codons in bacte-
rial genomes. Bioinformatics, 17(12):1123–1130, 2001.

[213] Yoshiyuki Suzuki, Takashi Gojobori, and Masatoshi Nei. Adaptsite:
Detecting natural selection at single amino acid sites. Bioinformatics,
17(7):660–661, 2001.

[214] Jack E. Tabaska, Ramana V. Davuluri, and Michael Q. Zhang. Identify-
ing the 3’-terminal exon in human dna. Bioinformatics, 17(7):602–607,
2001.

[215] Amos Tanay and Ron Shamir. Cmputational expansion of genetic
networks. Bioinformatics, 17(S1):270–278, 2001.

[216] Gert Thijs, Magali Lescot, Kathleen Marchal, Stephane Rombauts,
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