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[9] A.F. Bompfünewerer, C. Flamm, C. Fried, G. Fritzsch, I.L. Hofacker, J.
Lehmann, K. Missal, A. Mosig, B. Müller, S.J. Prohaska, B.M.R. Stadler,
P.F. Stadler, A. Tanzer, S. Washietl, Ch. Witwer. Evolutionary Patterns

of Non-Coding RNAs. Th. Biosci., 123: 301-369, 2005.

[10] R. R. Stocsits, I. L. Hofacker, C. Fried, P. F. Stadler. Multiple Se-

quence Alignments of Partially Coding Nucleic Acid Sequences.

BMC Bioinformatics, 6: 160 [epub], 2005.

[11] G. P. Wagner, K. Takahashi, V. Lynch, S. J. Prohaska, C. Fried, P.
F. Stadler, C. T. Amemiya. Molecular Evolution of Duplicated Ray

Finned Fisch HoxA Clusters: Increased synonymous substitution

rate and asymmetrical co-divergence of coding and non-coding se-

quences. J. Mol. Evol., 60: 665-676, 2005.

[12] J. Hertel, M. Lindemeyer, K. Missal, C. Fried, A. Tanzer, C. Flamm,
I. L. Hofacker, P. F. Stadler, and The Students of Bioinformatics Computer
Labs 2004 and 2005. The Expansion of the Metazoan MicroRNA

Repertoire. BMC Genomics 2006, 7:25 [epub], 2006.
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