Interactive Visualization of HMMER Models

Robin Dowell and Sean R. Eddy Department of Genetics, Washington University, St. Louis, MO 63110 USA (e-mail: robin@genetics.wustl.edu, eddy@genetics.wustl.edu)

Abstract

Profile hidden Markov models (profile HMMs) use position specific probabilities to align and score potential homologous sequences. Consequently, typical models may contain thousands of relevant parameters. Efficient visualization of the parameters of a profile HMM is sometimes useful, especially if an HMM is to be manually edited. Two of the popular profile HMM packages, SAM (UC Santa Cruz) and HMMpro (NetID), include visualization tools. We have developed a freely available interactive visualization tool for HMMER, written in Perl/Tk.

References

Durbin, R., Eddy, S.R., Krogh, A. & Mitchison, G.J. (1998). Biological Sequence Analysis: Probabilistic Models of Proteins and Nucleic Acids. Cambridge University Press, Cambridge UK.

HMMER 2.1.1, Sean R. Eddy. http://hmmer.wustl.edu/

HMMpro 2.2, Net-ID, Inc. http://www.netid.com/

Sequence Alignment and Modeling System (SAM) v2.2, U.C. Santa Cruz.

http://www.cse.ucsc.edu/research/compbio/sam.html

Wall, L., Christiansen, T., & Schwartz, R.L. (1996). Programming Perl, 2nd ed. O’Reilly & Associates, Inc.

Walsh, N. (1999). Learning Perl/Tk. O’Reilly & Associates, Inc.