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Gilbert Deléage. Mpsa: Integrated system for multiple protein sequence
analysis with client/server capabilities. Bioinformatics, 16(3):286–287,
2000.

[24] Simon Blomberg. Fels-rand: An xlisp-stat program for the compara-
tive analysis of data under phylogenetic uncertainty. Bioinformatics,
16(11):1010–1013, 2000.

[25] Matthew Boone and Chris Upton. Blast search updater: A notification
system for new database matches. Bioinformatics, 16(11):1054–1055,
2000.

[26] John Bouck, Michael P. McLeod, Kim Worley, and Richard A. Gibbs.
The human transcript database: A catalogue of full length cdna inserts.
Bioinformatics, 16(2):176–177, 2000.

[27] Philip E. Bourne and Michael Gribskov. Ismb-2000: Bioinformatics
enters a new millennium. Bioinformatics, 16(9):749–749, 2000.

[28] Christopher M.L.S. Bouton and Jonathan Pevsner. Dragon: Database
referencing of array genes online. Bioinformatics, 16(11):1038–1039,
2000.

[29] Andy Brass. Bioinformatics education — a uk perspective. Bioinfor-

matics, 16(2):77–78, 2000.

[30] David F. Burke, Charlotte M. Deane, and Tom L. Blundell. Browsing
the sloop database of structurally classified loops connecting elements
of protein secondary structure. Bioinformatics, 16(6):513–519, 2000.

[31] Deyou Cai, Arthur Delcher, Ben Kao, and Simon Kasif. Modeling
splice sites with bayes networks. Bioinformatics, 16(2):152–158, 2000.

3



[32] Andrea Califano. Splash: Structural pattern localization analysis by
sequential histograms. Bioinformatics, 16(4):341–357, 2000.

[33] Stephen A. Cammer. Schism: Creating interactive web page anno-
tations of molecular structure models using chime. Bioinformatics,
16(7):658–659, 2000.

[34] F. Campagne. Clustalnet: The joining of clustal and corba. Bioinfor-
matics, 16(7):606–612, 2000.

[35] G. Cannarozzi, M.T. Hallett, J. Norberg, and X. Zhou. A cross-
comparison of a large dataset of genes. Bioinformatics, 16(7):654–655,
2000.

[36] Ting Chen and Steven S. Skiena. A case study in genome-level fragment
assembly. Bioinformatics, 16(6):494–500, 2000.

[37] Wooyoung Choe, Okan K. Ersoy, and Minou Bina. Neural network
schemes for detecting rare events in human genomic dna. Bioinformat-

ics, 16(12):1062–1072, 2000.

[38] Jeong-Hyeon Choi, Ho-Youl Jung, Hye-Sun Kim, and Hwan-Gue Cho.
Phylodraw: A phylogenetic tree drawing system. Bioinformatics,
16(11):1056–1058, 2000.
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