References

[1] G.L. Atkins. Nonlinear regression on a microcomputer: Which program?

Bioinformatics, 1(2):79–82, 1985.

[2] R.J. Beynon. Computing in the biological sciences — a survey. Bioinformatics, 1(1):7–9, 1985.

[3] R.J. Beynon. A general purpose non-linear curve fitting program for the british broadcasting corporation microcomputer. Bioinformatics, 1(2):111–115, 1985.

[4] T.N. Bryant, A.G. Capey, and R.C. Berkeley. Microcomputer assisted identification of bacillus species. Bioinformatics, 1(1):23–27, 1985.

[5] C. Burks, J.W. Fickett, W.B. Goad, M. Kanehisa, F.I. Lewitter, W.P.

Rindone, C.D. Swindell, C.S. Tung, and H.S. Bilofsky. The genbank nucleic acid sequence database. Bioinformatics, 1(4):225–233, 1985.

[6] L. Burnett, A. Basten, and W.J. Hensley. The seqanal and seqtalk programs: A new method of access to high-resolution nucleotide sequence comparison and analysis programs from a remote laboratory mini- or microcomputer. Bioinformatics, 1(4):241–247, 1985.

[7] L .and A. Basten Burnett and W.J. Hensley. An exhaustive treesearching algorithm for high-resolution computer-assisted nucleotide sequence analysis. Bioinformatics, 1(3):153–160, 1985.

[8] J.M. Claverie and I. Sauvaget. Assessing the biological significance of primary structure consensus patterns using sequence databanks — i. heat-shock and glucocorticoid control elements in eukaryotic promoters. Bioinformatics, 1(2):95–104, 1985.

[9] F. Dardel. A microcomputer program for comparison and alignment of dna sequence gel readings. Bioinformatics, 1(3):173–175, 1985.

[10] F. Dardel. Pegase: A machine language program for dna sequence analysis on apple ii microcomputer using a binary coding of nucleotides. Bioinformatics, 1(1):19–22, 1985.

[11] R. Franco and E.I. Canela. Computer-based learning of cooperativity and allostery. Bioinformatics, 1(3):161–165, 1985.

[12] P.J. Fraser. Microcomputers and neurobiology: A short review. Bioinformatics, 1(4):219–224, 1985.

[13] M. Gouy, C. Gautier, M. Attimonelli, C. Lanave, and G. di Paola. Acnuc — a portable retrieval system for nucleic acid sequence databases: Logical and physical designs and usage. Bioinformatics, 1(3):167–172, 1985.

[14] G.J. Hannon and J.E. Jentoft. Molecular-designer: An interactive program for the display of protein structure on the ibm-pc. Bioinformatics, 1(3):177–181, 1985.

[15] M.R. Kibby. The electronic spreadsheet as a general-purpose programming tool. Bioinformatics, 1(2):73–78, 1985.

[16] G.G. Kneale and M.J. Bishop. Nucleic acid and protein sequence databases. Bioinformatics, 1(1):11–17, 1985.

[17] T.J. Lott, J.H. Yang, J.H. Ye, and D.C. Wallace. The use of microcomputers for the quantitation of light intensity patterns using digitized video signals. Bioinformatics, 1(4):249–252, 1985.

[18] A.C. Maan. Data transfer from beckman ls 5800 liquid scintillation counters to ibm personal computers. Bioinformatics, 1(3):183–184, 1985.

[19] D. Myers and G. Palmer. Microcomputer tools for steady-state enzyme kinetics. Bioinformatics, 1(2):105–110, 1985.

[20] M.T. Nilsson and G.O. Klein. Seq-ed: An interactive computer program for editing, analysis and storage of long dna sequences. Bioinformatics, 1(1):29–34, 1985.

[21] G. Paolella. A fast dna sequence handling program for apple ii computer in basic and 6502 assembler. Bioinformatics, 1(1):43–49, 1985.

[22] G. Paolella and T. Russo. A microcomputer program for the identification of trna genes. Bioinformatics, 1(3):149–151, 1985.

[23] J.A. Peterson. The ibm-pc network: A review of the network and associated programs. Bioinformatics, 1(3):143–148, 1985.

[24] J.A. Peterson. A microcomputer network for biochemistry. Bioinformatics, 1(1):3–5, 1985.

[25] Jr. Roome, P.W., C. Brewer, and J.A. Peterson. An approach to the collection and manipulation of time-based data using the ibm pc and basica. Bioinformatics, 1(1):51–54, 1985.

[26] Manesh Shah, Sergei Passovets, Dongsup Kim, Kyle Ellrott, Li Wang, Inna Vokler, Philip LoCascio, Dong Xu, and Ying Xu. A computational pipeline for protein structure prediction and analysis at genome scale. Bioinformatics, 19(15):1985–1996, 2003.

[27] P.A. Stockwell. Vtutin: A full screen gel management editor. Bioinformatics, 1(4):253–259, 1985.

[28] K. Stuber. Visualization of nucleic acid sequence structural information.

Bioinformatics, 1(1):35–42, 1985.

[29] K. Watanabe, Y. Urano, and T. Tamaoki. Optimal alignments of biological sequences on a microcomputer. Bioinformatics, 1(2):83–87, 1985.

[30] M. Wulkan and T.J. Lott. Computer-aided construction of nucleic acid restriction maps using defined vectors. Bioinformatics, 1(4):235–239, 1985.

[31] K. Yamamoto and H. Yoshikura. Computer program for prediction of the optimal and suboptimal secondary structures of long rna molecules. Bioinformatics, 1(2):89–94, 1985.