http://globin.cse.psu.edu/globin/enterix/ http://genome.wustl.edu/gsc/bacterial/newlistdisplay.pl

References

[1] Selkov, Jr., E., Grechkin, Y., Mikhailova, N., Selkov, E. (1998) MPW: the Metabolic Pathways Database. Nucleic Acids Res 26, 43–45.

[2] Blattner, F. R., Plunkett, G., 3rd, Bloch, C. A., Perna, N. T., Burland, V., Riley, M., Collado-Vides, J., Glasner, J. D., Rode, C.

K., Mayhew, G. F., Gregor, J., Davis, N. W., Kirkpatrick, H. A., Goeden, M. A., Rose, D. J., Mau, B. and Shao, Y. (1997) The complete genome sequence of Escherichia coli K-12. Science 277, 1453–74.

[3] Salgado, H., Santos-Zavaleta, A., Gama-Castro, S., Millan-Zarate, D., Blattner, F. R., Collado-Vides, J. (2000) RegulonDB (version 3.0): transcriptional regulation and operon organization in Escherichia coli K-12. Nucleic Acids Res 28, 65–7.

[4] Stojanovic, N., Florea, L., Riemer, C., Gumucio, D., Slightom, J., Goodman, M., Miller, W. and Hardison, R. (1999) Comparison of five methods for finding conserved sequences in multiple alignments of gene regulatory regions. Nucleic Acids Res 27, 3899-910.

[5] McClelland, M. and Wilson, R. K. (1998) Comparison of sample sequences of the Salmonella typhi genome to the sequence of the complete Escherichia coli K-12 genome. Infect Immun 66, 4305–12.