Literatur

[Bai95] T. L. Bailey, C. Elkan: Unsupervised Learning of Multiple Motifs in Biopolymers Using Expectation Maximization, Mach. Learn., Bd. 21, Nr. 1-2, 1995, S. 51–80.

[Law90] C. E. Lawrence, A. A. Reilly: An expectation maximization (EM) algorithm for the identification and characterization of common sites in unaligned biopolymer sequences, Proteins: Structure, Function, and Genetics, Bd. 7, Nr. 1, 1990, S. 41–51.

[Law93] C. E. Lawrence, S. F. Altschul, M. S. Boguski, J. S. Liu, A. F.

Neuwald, J. C. Wootton: Detecting Subtle Sequence Signals: A Gibbs Sampling Strategy for Multiple Alignment, Science, Bd. 262, 1993, S. 208–214.

[Seg03] E. Segal, Y. Barash, I. Simon, N. Friedman, D. Koller: From Promoter Sequence to Expression: A Probabilistic Framework, in recomb, 2003, S. 28–37.