Peter F. Stadler: List of Publications

[1] Peter F Stadler and Peter Schuster. Dynamics of small autocatalytic reaction networks I:

Bifurcations, permanence and exclusion. Bull. Math. Biol., 52:485–508, 1990.

[2] Peter F Stadler. Dynamics of small autocatalytic reaction network IV: Inhomogeneous replicator equations. BioSystems, 26:1–19, 1991.

[3] Peter F Stadler. Complementary replication. Math. Biosc., 107:83–109, 1991.

[4] Walter Fontana, Thomas Griesmacher, Wolfgang Schnabl, Peter F Stadler, and Peter Schuster. Statistics of landscapes based on free energies, replication and degradation rate constants of RNA secondary structures. Monatsh. Chem., 122:795–819, 1991.

[5] Wolfgang Schnabl, Peter F Stadler, Christian V Forst, and Peter Schuster. Full characterization of a strange attractor. chaotic dynamics in low dimensional replicator systems. Physica D, 48:65–90, 1991.

[6] Bärbel M R Stadler and Peter F Stadler. Dynamics of small autocatalytic reaction networks III: Monotonous growth functions. Bull. Math. Biol., 53:469–485, 1991.

[7] Peter F Stadler and Peter Schuster. Mutation in autocatalytic networks — an analysis based on perturbation theory. J. Math. Biol., 30:597–631, 1992.

[8] Peter F Stadler and Wolfgang Schnabl. The landscape of the travelling salesman problem.

Phys. Lett. A, 161:337–344, 1992.

[9] Peter F Stadler and Robert Happel. Correlation structure of the landscape of the graphbipartitioning-problem. J. Phys. A:Math. Gen., 25:3103–3110, 1992.

[10] Peter F Stadler. Correlation in landscapes of combinatorial optimization problems. Europhys.

Lett., 20:479–482, 1992.

[11] Peter F Stadler and Robert Happel. The probability for permanence. Math. Biosc., 113:25–50, 1993.

[12] Peter F Stadler, Walter Fontana, and John H Miller. Random catalytic reaction networks.

Physica D, 63:378–392, 1993.

[13] Peter F Stadler and Walter Grüner. Anisotropy in fitness landscapes. J. Theor. Biol., 165:373– 388, 1993.

[14] Sebastian Bonhoeffer, John S McCaskill, Peter F Stadler, and Peter Schuster. RNA multistructure landscapes. a study based on temperature dependent partition functions. Eur. Biophys. J., 22:13–24, 1993.

[15] Sebastian Bonhoeffer and Peter F Stadler. Errorthreshold on correlated fitness landscapes.

J. Theor. Biol., 164:359–372, 1993.

[16] Walter Fontana, Peter F Stadler, Erich G Bornberg-Bauer, Thomas Griesmacher, Ivo L.

Hofacker, , Thomas Griesmacher, Manfred Ivo L Tacker, Pedro Tarazona, Edward D Weinberger, and Peter Schuster. RNA folding landscapes and combinatory landscapes. Phys. Rev. E, 47:2083–2099, 1993.

[17] Walter Fontana, Daniella A M Konings, Peter F Stadler, and Peter Schuster. Statistics of RNA secondary structures. Biopolymers, 33:1389–1404, 1993.

[18] Edward D Weinberger and Peter F Stadler. Why Some fitness landscapes are fractal. J.

Theor. Biol., 163:255–275, 1993.

[19] Peter F Stadler. Linear operators on correlated landscapes. J. Phys. I France, 4:681–696, 1994.

[20] Peter F Stadler and Juan Carlos Nuño. The influence of mutation on autocatalytic reaction networks. Math. Biosci., 122:127–160, 1994.

[21] Peter F Stadler, Peter Schuster, and Alan S Perelson. Immune networks modelled by replicator equations. J. Math. Biol., 33:111–137, 1994.

[22] Ivo L Hofacker, Walter Fontana, Peter F Stadler, L Sebastian Bonhoeffer, Manfred Tacker, and Peter Schuster. Fast folding and comparison of RNA secondary structures. Monatsh. Chem., 125:167–188, 1994.

[23] Peter Schuster, Walter Fontana, Peter F Stadler, and Ivo L Hofacker. From sequences to shapes and back: A case study in RNA secondary structures. Proc. Roy. Soc. Lond. B, 255:279–284, 1994.

[24] Peter Schuster and Peter F Stadler. Landscapes: Complex optimization problems and biopolymer structures. Computers & Chem., 18:295–314, 1994.

[25] Manfred Tacker, Walter Fontana, Peter F Stadler, and Peter Schuster. Statistics of RNA melting kinetics. Eur. Biophys. J., 23:29–38, 1994.

[26] Catherine A. Macken and Peter F. Stadler. Evolution on fitness landscapes. In L. Nadel and D. L. Stein, editors, 1993 Lectures in Complex Systems, volume VI of SFI Studies in the Sciences of Complexity, pages 43–86. Addison-Wesley, Reading MA, 1995.

[27] Manfred Tacker and Peter F. Stadler. RNA: Genotype and phenotype. In L. Nadel and D. L.

Stein, editors, 1993 Lectures in Complex Systems, volume VI of SFI Studies in the Sciences of Complexity, pages 579–589. Addison-Wesley, Reading MA, 1995.

[28] Peter F Stadler, Wolfgang Schnabl, Christian V Forst, and Peter Schuster. Dynamics of small autocatalytic reaction networks II: Replication, mutation, and catalysis. Bull. Math. Biol., 57:21–61, 1995.

[29] Peter F Stadler. Random walks and orthogonal functions associated with highly symmetric graphs. Discr. Math., 145:229–238, 1995.

[30] Peter F. Stadler. Towards a theory of landscapes. In R. Lopéz-Peña, R. Capovilla, R. García- Pelayo, H. Waelbroeck, and F. Zertuche, editors, Complex Systems and Binary Networks, volume 461 of Lecture Notes in Physics, pages 77–163, Berlin, New York, 1995. Springer Verlag. SFI preprint 95-03-030.

[31] Peter F. Stadler. RNA: Genotype and phenotype. In Julian Chela-Flores, Mohindra Chadha, Alicia Negron-Mendoza, and Tairo Oshima, editors, Chemical Evolution: Self-Organization of the Macromolecules of Life, pages 159–176. A. Deepak Publishing, 1995. Proceedings of the Second Trieste Conference on Chemical Evolution: Self Organization of the Macromolecules of Life 25-29 October 1993.

[32] Walter Gruener, Robert Giegerich, Dirk Strothmann, Christian Reidys, Jacqueline Weber, Ivo L. Hofacker, Peter F. Stadler, and Peter Schuster. Analysis of RNA sequence structure maps by exhaustive enumeration. I. neutral networks. Monath. Chem., 127:355–374, 1996. SFI preprint 95-10-099.

[33] Walter Gruener, Robert Giegerich, Dirk Strothmann, Christian Reidys, Jacqueline Weber, Ivo L. Hofacker, Peter F. Stadler, and Peter Schuster. Analysis of RNA sequence structure maps by exhaustive enumeration. II. structures of neutral networks and shape space covering. Monath. Chem., 127:375–389, 1996. SFI preprint 95-10-099.

[34] Christian Reidys and Peter F. Stadler. Bio-molecular shapes and algebraic structures. Computers & Chem., 20:85–94, 1996. SFI preprint 95-10-098.

[35] Andreas Schwienhorst, Andreas Schober, Rolf Guenther, and Peter F. Stadler. Hamming chromatography. Molecular Diversity, 1:187–192, 1996. SFI preprint 95-10-090.

[36] Ivo L. Hofacker, Martijn A. Huynen, Peter F. Stadler, and Paul E. Stolorz. Knowledge discovery in RNA sequence families of HIV using scalable computers. In Evangelos Simoudis, Jiawei Han, and Usama Fayyad, editors, Proceedings of the 2nd International Conference on Knowledge Discovery and Data Mining, Portland, OR, pages 20–25, Menlo Park, CA, 1996. AAAI Press.

[37] Subbiah Baskaran, Peter F. Stadler, and Peter Schuster. Approximate scaling properties of RNA free energy landscapes. J. Theor. Biol., 181:299–310, 1996. SFI preprint 95-10-083.

[38] Peter F. Stadler and Bärbel Krakhofer. Local minima of p-spin models. Rev. Mex. Fis., 42:355–363, 1996. SFI preprint 95-09-076.

[39] Peter F. Stadler. Landscapes and their correlation functions. J. Math. Chem., 20:1–45, 1996.

SFI preprint 95-07-067.

[40] Robert Happel and Peter F. Stadler. Canonical approximation of fitness landscapes. Complexity, 2:53–58, 1996. SFI preprint 95-07-068.

[41] Robert Happel, Robert Hecht, and Peter F. Stadler. Autocatalytic networks with translation.

Bull. Math. Biol., 58:877–905, 1996. SFI preprint 95-07-063.

[42] Martijn A. Huynen, Peter F. Stadler, and Walter Fontana. Smoothness within ruggedness:

the role of neutrality in adaptation. Proc. Natl. Acad. Sci. (USA), 93:397–401, 1996. SFI preprint 95-01-006, LAUR-94-3763.

[43] Martijn A. Huynen, Alan S. Perelson, Wayne A. Vieira, and Peter F. Stadler. Base pairing probabilities in a complete HIV-1 RNA. J. Comp. Biol., 3:253–274, 1996. SFI preprint 95-07-057, LAUR-95-1613.

[44] Peter F. Stadler and Peter Schuster. Permanence of sparse autocatalytic networks. Math.

Biosc., 131:111–134, 1996. SFI Preprint 94-05-028.

[45] Bärbel Krakhofer and Peter F. Stadler. Local minima in the graph bipartitioning problem.

Europhys. Lett., 34:85–90, 1996. SFI preprint 96-02-005.

[46] Manfred Tacker, Peter F. Stadler, Erich G. Bornberg-Bauer, Ivo L. Hofacker, and Peter Schuster. Algorithm independent properties of RNA structure prediction. Eur. Biophy. J., 25:115–130, 1996. Santa Fe Institute Preprint 96-04-016.

[47] Jan Cupal, Ivo L. Hofacker, and Peter F. Stadler. Dynamic programming algorithm for the density of states of RNA secondary structures. In R. Hofstädt, T. Lengauer, M. Löffler, and D. Schomburg, editors, Computer Science and Biology 96 (Prooceedings of the German Conference on Bioinformatics), pages 184–186, Leipzig, Germany, 1996. Universität Leipzig.

[48] Jan Cupal, Christoph Flamm, Alexander Renner, and Peter F. Stadler. Density of states, metastable states, and saddle points. Exploring the energy landscape of an RNA molecule. In T. Gaasterland, P. Karp, K. Karplus, Ch. Ouzounis, Ch. Sander, and A. Valencia, editors, Proceedings of the ISMB-97, pages 88–91, Menlo Park, CA, 1997. AAAI Press.

[49] Robert Hecht, Robert Happel, Peter Schuster, and Peter F. Stadler. Autocatalytic networks with intermediates I: Irreversible reactions. Math. Biosc., 140:33–74, 1997. Santa Fe Institute preprint 96-05-024.

[50] Christian Reidys, Peter F. Stadler, and Peter Schuster. Generic properties of combinatory maps: Neutral networks of RNA secondary structures. Bull. Math. Biol., 59:339–397, 1997. SFI preprint 95-07-058.

[51] Peter Schuster, Peter F. Stadler, and Alexander Renner. RNA structures and folding: From conventional to new issues in structure predictions. Curr. Opinions Structural Biol., 7:229– 235, 1997.

[52] Ricardo García-Pelayo and Peter F. Stadler. Correlation length, isotropy, and meta-stable states. Physica D, 107:240–254, 1997. Santa Fe Institute Preprint 96-05-034.

[53] Susanne Rauscher, Christph Flamm, Christian Mandl, Franz X. Heinz, and Peter F. Stadler.

Secondary structure of the 3’-non-coding region of flavivirus genomes: Comparative analysis of base pairing probabilities. RNA, 3:779–791, 1997. Santa Fe Institute Preprint 97-02-010.

[54] Aderonke Babajide, Ivo L. Hofacker, Manfred J. Sippl, and Peter F. Stadler. Neutral networks in protein space: A computational study based on knowledge-based potentials of mean force. Folding & Design, 2:261–269, 1997. Santa Fe Institute Preprint 96-12-085.

[55] Peter Schuster and Peter F. Stadler. Sequence redundancy in biopolymers: A study on RNA and protein structures. In Gerald Myers, editor, Viral Regulatory Structures, volume XXVIII of Santa Fe Institute Studies in the Sciences of Complexity, pages 163–186. Addison-Wesley, Reading MA, 1998. Santa Fe Institute Preprint 97-07-67.

[56] Peter F. Stadler and Günter P. Wagner. The algebraic theory of recombination spaces. Evol.

Comp., 5:241–275, 1998. Santa Fe Institute Preprint 96-07-046.

[57] Christian W. Mandl, Heidemarie Holzmann, Tamara Meixner, Susanne Rauscher, Peter F.

Stadler, Steven L. Allison, and Franz X. Heinz. Spontaneous and engineered deletions in the 3’-noncoding region of tick-borne encephalitis virus: Construction of highly attenuated mutants of flavivirus. J. Virology, 72:2132–2140, 1998.

[58] Josef Leydold and Peter F. Stadler. Minimal cycle basis of outerplanar graphs. Elec. J.

Comb., 5:R16, 1998.

[59] Ivo L. Hofacker, Martin Fekete, Christoph Flamm, Martijn A. Huynen, Susanne Rauscher, Paul E. Stolorz, and Peter F. Stadler. Automatic detection of conserved RNA structure elements in complete RNA virus genomes. Nucl. Acids Res., 26:3825–3836, 1998. Santa Fe Institute Preprint 98-03-020.

[60] Wim Hordijk and Peter F. Stadler. Amplitude spectra of fitness landscapes. J. Complex Systems, 1:39–66, 1998. Santa Fe Institute Preprint 98-03-021.

[61] Peter F. Stadler. Generic properties of the sequence-structure relations of biopolymers. In Julian Chela-Flores and F. Raulin, editors, Exobiology: Matter, Energy, and Information in the Origin of Life in the Universe, pages 149–156, Dordrecht, 1998. Kluwer.

[62] John H. Miller and Peter F. Stadler. The dynamics of adaptive parties under spatial voting.

J. Econ. Dyn. & Control, 171–189:23, 1998. Santa Fe Institute Preprint 94-06-042.

[63] Robert Happel and Peter F. Stadler. The evolution of diversity in replicator networks. J.

Theor. Biol., 195:329–338, 1998. Santa Fe Preprint 97-07-61.

[64] Peter R. Wills, Stuart A. Kauffman, Bärbel M.R. Stadler, and Peter F. Stadler. Selection dynamics in autocatalytic systems: Templates replicating through binary ligation. Bull. Math. Biol., 60:1073–1098, 1998. Santa Fe Institute Preprint 97-07-065.

[65] Ivo L. Hofacker, Peter Schuster, and Peter F. Stadler. Combinatorics of RNA secondary structures. Discr. Appl. Math., 88:207–237, 1998. SFI preprint 94-04-026.

[66] Peter F. Stadler. Fitness landscapes arising from the sequence-structure maps of biopolymers.

J. Mol. Struct. (THEOCHEM), 463:7–19, 1999. Santa Fe Institute Preprint 97-11-082.

[67] Ivo L. Hofacker and Peter F. Stadler. Automatic detection of conserved base pairing patterns in RNA virus genomes. Comp. & Chem., 23:401–414, 1999. Santa Fe Institute preprint 98-06-058.

[68] Christoph Flamm, Ivo L. Hofacker, and Peter F. Stadler. RNA in silico: The computational biology of RNA secondary structures. Adv. Complex Syst., 2:65–90, 1999.

[69] Robert Happel and Peter F. Stadler. Autocatalytic replication in a CSTR and constant organization. J. Math. Biol., 38:422–434, 1999. SFI preprint 95-07-062.

[70] Peter F. Stadler and Robert Happel. Random field models for fitness landscapes. J. Math.

Biol., 38:435–478, 1999. SFI preprint 95-07-069.

[71] Christian Haslinger and Peter F. Stadler. RNA structures with pseudo-knots: Graphtheoretical and combinatorial properties. Bull. Math. Biol., 61:437–467, 1999. Santa Fe Institute Preprint 97-03-030.

[72] Peter Schuster and Peter F. Stadler. Nature and evolution of early replicons. In E. Domingo, R. Webster, and J. Holland, editors, Origin and Evolution of Viruses, pages 1–24. Academic Press, London, UK, 1999. Santa Fe Preprint 98-11-098.

[73] Andreas Wagner and Peter F. Stadler. Viral RNA and evolved mutational robustness. J.

Exp. Zool./ MDE, 285:119–127, 1999. Santa Fe Institute preprint 99-02-010.

[74] Günter P. Wagner and Peter F. Stadler. Complex adaptations and the structure of recombination spaces. In Chrystopher Nehaniv and Misami Ito, editors, Algebraic Engineering, pages 96–115, Singapore, 1999. World Scientific. (Proceedings of the Conference on Semi-Groups and Algebraic Engineering, University of Aizu, Japan; doi: 10.1142/9789814527958); Santa Fe Institute Preprint 97-03-029.

[75] Jan Cupal, Peter Schuster, and Peter F. Stadler. Topology in phenotype space. In Computer Science in Biology, pages 9–15, Bielefeld, D, 1999. Univ. Bielefeld. Proceedings of the GCB’99, Hannover, D.

[76] Roman Stocsits, Ivo L. Hofacker, and Peter F. Stadler. Conserved secondary structures in hepatitis B virus RNA. In Computer Science in Biology, pages 73–79, Bielefeld, D, 1999. Univ. Bielefeld. Proceedings of the GCB’99, Hannover, D.

[77] Günter Weberndorfer, Ivo L. Hofacker, and Peter F. Stadler. An efficient potential for protein sequence design. In Computer Science in Biology, pages 107–112, Bielefeld, D, 1999. Univ. Bielefeld. Proceedings of the GCB’99, Hannover, D.

[78] Peter F. Stadler and Gottfried Tinhofer. Equitable partitions, coherent algebras and random walks: Applications to the correlation structure of landscapes. MATCH, 40:215–261, 1999.

[79] Viviane M. de Oliveira, José Fernando Fontanari, and Peter F. Stadler. Metastable states in high order short-range spin glasses. J. Phys. A: Math. Gen., 32:8793–8802, 1999. SFI preprint 99-09-62; xxx.lanl.gov/abs/physics/9908439/.

[80] Paulo Roberto Araújo Campos, José Fernando Fontanari, and Peter F. Stadler. Error propagation in the hypercycle. Phys. Rev. E, 61:2996–3002, 2000. SFI preprint 99-09-63;

xxx.lanl.gov/abs/physics/9907049/.

[81] Petra M. Gleiss, Josef Leydold, and Peter F. Stadler. Interchangeability of relevant cycles in graphs. Elec. J. Comb., 7:R16 [16pages], 2000. Santa Fe Institute preprint 99-07-046.

[82] Katharina Wimmer, Markus Eckart, Peter F. Stadler, Helga Rehder, and Christa Fonatsch.

Three different premature stop codones lead to skipping of exon 7 in Neurofibromatosis type I patients. Human Mutation, 16:90–91, 2000. Mutations in Brief #341.

[83] Peter F. Stadler, Rudi Seitz, and Günter P. Wagner. Evolvability of complex characters:

Population dependent Fourier decomposition of fitness landscapes over recombination spaces. Bull. Math. Biol., 62:399–428, 2000. Santa Fe Institute Preprint 99-01-001.

[84] Martin Fekete, Ivo L. Hofacker, and Peter F. Stadler. Prediction of RNA base pairing probabilities using massively parallel computers. J. Comp. Biol., 7:171–182, 2000. Santa Fe Institute preprint 98-06-057.

[85] Jan Cupal, Stefan Kopp, and Peter F. Stadler. RNA shape space topology. Alife, 6:3–23, 2000. SFI Preprint 99-03-022.

[86] Bärbel M. R. Stadler, Peter F. Stadler, and Peter Schuster. Dynamics of autocatalytic replicator networks based on higher order ligation reactions. Bull. Math. Biol., 62:1061–1086, 2000. SFI preprint 99-09-65.

[87] Fernando F. Ferreira, José F. Fontanari, and Peter F Stadler. Landscape statistics of the low autocorrelated binary string problem. J. Phys. A: Math. Gen., 33:8635–8647, 2000. Santa Fe Institute Preprint 00-07-033.

[88] Christian M. Reidys and Peter F. Stadler. Neutrality in fitness landscapes. Appl. Math. & Comput., 117:321–350, 2001. Santa Fe Institute preprint 98-10-089.

[89] Christoph Flamm, Ivo L. Hofacker, Sebastian Maurer-Stroh, Peter F. Stadler, and Martin Zehl. Design of multi-stable RNA molecules. RNA, 7:254–265, 2000. Santa Fe Institute Preprint 00-05-027.

[90] Aderonke Babajide, Robert Farber, Ivo L. Hofacker, Jeff Inman, Alan S. Lapedes, , and Peter F. Stadler. Exploring protein sequence space using knowledge based potentials. J. Theor. Biol., 212:35–46, 2001. Santa Fe Preprint 98-11-103.

[91] E. Brian Davies, Graham M. L. Gladwell, Josef Leydold, and Peter F. Stadler. Discrete nodal domain theorems. Lin. Alg. Appl., 336:51–60, 2001. ArXiv: math.SP/0009120.

[92] Petra M. Gleiss, Peter F. Stadler, Andreas Wagner, and David A. Fell. Relevant cycles in chemical reaction network. Adv. Complex Syst., 4:207–226, 2001.

[93] Bärbel M. R. Stadler, Peter F. Stadler, Günter Wagner, and Walter Fontana. The topology of the possible: Formal spaces underlying patterns of evolutionary change. J. Theor. Biol., 213:241–274, 2001. SFI preprint 00-12-070.

[94] Christina Witwer, Susanne Rauscher, Ivo L. Hofacker, and Peter F. Stadler. Conserved RNA secondary structures in picornaviridae genomes. Nucleic Acids Res., 29:5079–5089, 2001. SFI preprint 01-08-040.

[95] Peter F. Stadler, Anita Mehta, and Jean-Marc Luck. Glassy states in a shaken sandbox.

Adv. Complex Syst., 4:429–439, 2001. Presented at the research workshop on Challenges in Granular Physics, ICTP Trieste, Italy, Aug 07-11 (2001).

[96] Peter F. Stadler, Anita Mehta, and Jean-Marc Luck. Shaking a box of sand. Europhys. Lett., 57:46–52, 2002.

[97] Dan Rockmore, Peter Kostelec, Wim Hordijk, and Peter F. Stadler. Fast Fourier transform for fitness landscapes. Appl. Comput. Harmonic Anal., 12:57–76, 2002. Santa Fe Institute preprint 99-10-068.

[98] Bärbel M. R. Stadler, Peter F. Stadler, and Peter R. Wills. Evolution in systems of ligationbased replicators. Z. Phys. Chem., 21-33:216, 2001.

[99] Bärbel M. R. Stadler, Peter F. Stadler, Max Shpak, and Günter P. Wagner. Recombination spaces, metrics, and pretopologies. Z. Phys. Chem., 216:217–234, 2002. SFI preprint 01-02- 011.

[100] Christoph Flamm, Ivo L. Hofacker, Peter F. Stadler, and Michael T. Wolfinger. Barrier trees of degenerate landscapes. Z. Phys. Chem., 216:155–173, 2002.

[101] José Fernando Fontanari and Peter F. Stadler. Fractal geometry of spin-glass models. J. Phys.

A: Math. Gen., 35:1509–1516, 2002. SFI preprint 01-06-034, arXiv: cond-mat/0106366.

[102] Christian M. Reidys and Peter F. Stadler. Combinatorial landscapes. SIAM Review, 44:3–54, 2002. SFI preprint 01-03-14.

[103] Bärbel M. R. Stadler and Peter F. Stadler. Generalized topological spaces in evolutionary theory and combinatorial chemistry. J. Chem. Inf. Comput. Sci., 42:577–585, 2002. Proceedings MCC 2001, Dubrovnik.

[104] Peter F. Stadler. Fitness landscapes. In Michael Lässig and Angelo Valleriani, editors, Biological Evolution and Statistical Physics, volume 585 of Lect. Notes Phys., pages 187–207, Berlin, 2002. Springer-Verlag.

[105] Ivo L. Hofacker, Martin Fekete, and Peter F. Stadler. Secondary structure prediction for aligned RNA sequences. J. Mol. Biol., 319:1059–1066, 2002. SFI Preprint 01-11-067.

[106] Oliver Bastert, Dan Rockmore, Peter F. Stadler, and Gottfried Tinhofer. Landscapes on spaces of trees. Appl. Math. Comput., 131:439–459, 2002. SFI preprint 01-01-006.

[107] Wilfried Imrich and Peter F. Stadler. Minimal cycle bases of product graphs. Australasian J. Comb., 26:233–244, 2002. SFI preprint 01-08-044.

[108] Ulrike Mückstein, Ivo L. Hofacker, and Peter F. Stadler. Stochastic pairwise alignments.

Bioinformatics, S153-S160:18, 2002. ECCB 2002.

[109] Peter F. Stadler. Spectral landscape theory. In J. P. Crutchfield and P. Schuster, editors, Evolutionary Dynamics—Exploring the Interplay of Selection, Neutrality, Accident, and Function, pages 231–272. Oxford University Press, 2002.

[110] Peter Schuster and Peter F. Stadler. Networks in molecular evolution. Complexity, 8:34–42, 2002.

[111] Peter F. Stadler and Christoph Flamm. Barrier trees on poset-valued landscapes. Genetic Prog. Evolv. Mach., 7-20:4, 2003.

[112] Günter Wagner and Peter F. Stadler. Quasi-independence, homology and the unity of type:

A topological theory of characters. J. Theor. Biol., 220:505–527, 2003.

[113] Wim Hordijk, José F. Fontanari, and Peter F. Stadler. Shapes of tree representations of spin-glass landscapes. J. Phys. A: Math. Gen., 36:3671–3681, 2003.

[114] Peter F. Stadler. Minimal cycle bases of Halin graphs. J. Graph Theory, 43:150–155, 2003.

[115] Peter F. Stadler, Wim Hordijk, and José F. Fontanari. Phase transition and landscape statistics of the number partitioning problem. Phys. Rev. E, 67:056701,1–6, 2003.

[116] Stefan Wuchty and Peter F. Stadler. Centers of complex networks. J. Theor. Biol., 223:45–53, 2003.

[117] Bärbel M. R. Stadler and Peter F. Stadler. Molcular replicator dynamics. Adv. Complex Syst., 6:47–77, 2003. presented at Emergence in Chemical Systems, Anchorage AK, June 2002; SFI # 02-09-049.

[118] Petra M. Gleiss, Josef Leydold, and Peter F. Stadler. Circuit bases of strongly connected digraphs. Discussiones Mathematicae: Graph Theory, 23:241–260, 2003. Presented at: Recent Trends in Graph Theory, Algebraic Combinatorics, and Graph Algorithms, Bled (Slovenia) Sep 24-27 2001.

[119] Gil Benkö, Christoph Flamm, and Peter F. Stadler. A graph-based toy model of chemistry.

J. Chem. Inf. Comput. Sci., 43:1085–1093, 2003. presented at MCC 2002, Dubrovnik CRO, June 2002; SFI # 02-09-045.

[120] Peter F. Stadler and Christopher R. Stephens. Landscapes and effective fitness. Comments on Theoretical Biology, 8:389–431, 2003.

[121] Günter Weberndorfer, Ivo L. Hofacker, and Peter F. Stadler. On the evolution of primitive genetic codes. Origins Life Evol. Biosph., 33:491–514, 2003. SFI preprint #02-08-034.

[122] Gil Benkö, Christoph Flamm, and Peter F. Stadler. Generic properties of chemical networks:

Artificial chemistry based on graph rewriting. In W. Banzhaf, T. Christaller, P. Dittrich, J. T. Kim, and J. Ziegler, editors, Advances in Artificial Life, volume 2801 of Lecture Notes in Computer Science, pages 10–20, Heidelberg, Germany, 2003. Springer-Verlag. 7th European Conference, ECAL 2003, Dortmund, Germany, September 14-17, 2003, Proceedings.

[123] Claudia Fried, Sonja J. Prohaska, and Peter F. Stadler. Independent Hox-cluster duplications in lampreys. J. Exp. Zool., Mol. Dev. Evol, 299B:18–25, 2003.

[124] Ingrid Abfalter, Christoph Flamm, and Peter F. Stadler. Design of multi-stable nucleic acid sequences. In H.-W. Mewes, V. Heun, D. Frishman, and S. Kramer, editors, Proceedings of the German Conference on Bioinformatics. GCB 2003, volume 1, pages 1–7, München, D, 2003. belleville Verlag Michael Farin.

[125] Ivo L. Hofacker, Roman Stocsits, and Peter F. Stadler. Conserved RNA secondary structures in viral genomes: A survey. Bioinformatics, 20:1495–1499, 2004. also: Proceedings of the German Conference on Bioinformatics. GCB 2003 vol. 1; Mewes, H.-W., Heun, V., Frishman, D. and Kramer, S. (eds.); belleville Verlag Michael Farin, München, D (2003), pp. 57-62.

[126] Lukas C. Faulstich, Peter F. Stadler, Caroline Thurner, and Christina Witwer. litsift:

Automated text categorization in bibliographic search. In Tobias Scheffer and Ulf Leser, editors, Data Mining and Text Mining for Bioinformatics at ECML/PKDD, pages 20–25, Berlin, 2003. Humboldt University. urn:nbn:de:bsz:15-qucosa2-325971.

[127] Bärbel M. R. Stadler and Peter F. Stadler. Higher separation axioms in generalized closure spaces. Ann. Soc. Math. Polonae: Commentationes Math., 43:257–273, 2003.

[128] Chi-Hua Chiu, Ken Dewar, Günter P. Wagner, Kazuhiko Takahashi, Frank Ruddle, Christina Ledje, Peter Bartsch, Jean-Luc Scemama, Edmund Stellwag, Claudia Fried, Sonja J. Prohaska, Peter F. Stadler, and Chris T. Amemiya. Bichir HoxA cluster sequence reveals surprising trends in ray-finned fish genomic evolution. Genome Res., 14:11–17, 2004.

[129] Steen Rasmussen, Liaohai Chen, Bärbel M. R. Stadler, and Peter F. Stadler. Proto-organism kinetics: Evolutionary dynamics of lipid aggregates with genes and metabolism. Orig. Life Evol. Biosph., 34:171–180, 2004.

[130] Ivo L. Hofacker, Barbara Priwitzer, and Peter F. Stadler. Prediction of locally stable RNA secondary structures for genome-wide surveys. Bioinformatics, 20:191–198, 2004.

[131] Steen Rasmussen, Liaohai Chen, David Deamer, David C. Krakauer, Norman H. Packard, Peter F. Stadler, and Mark A. Bedau. Transitions from nonliving to living matter. Science, pages 963–965, 2004. Perspectives.

[132] Sonja J. Prohaska, Claudia Fried, Chris T. Amemiya, Frank H. Ruddle, Günter P. Wagner, and Peter F. Stadler. The shark HoxN cluster is homologous to the human HoxD cluster. J. Mol. Evol., 58:212–217, 2004.

[133] Claudia S. Copeland, Oliver Heyers, Bernd H. Kalinna, Andreas Bachmair, Peter F. Stadler, Ivo L. Hofacker, and Paul J. Brindley. Structural and evolutionary analysis of the transcribed sequence of Boudicca, a Schistosoma mansoni retrotransposon. Gene, 329:103–114, 2004.

[134] Franziska Berger, Christoph Flamm, Petra M. Gleiss, Josef Leydold, and Peter F. Stadler.

Counterexamples in chemical ring perception. J. Chem. Inf. Comput. Sci., 44:323–331, 2004.

[135] Claudia Fried, Wim Hordijk, Sonja J. Prohaska, Claus R. Stadler, and Peter F. Stadler. The footprint sorting problem. J. Chem. Inf. Comput. Sci., 44:332–338, 2004.

[136] Claudia Fried, Sonja J. Prohaska, and Peter F. Stadler. Exclusion of repetitive DNA elements from gnathostome Hox clusters. J. Exp. Zool., Mol. Dev. Evol, 302B:165–173, 2004.

[137] Sonja Prohaska, Claudia Fried, Christoph Flamm, Günter Wagner, and Peter F. Stadler. Surveying phylogenetic footprints in large gene clusters: Applications to Hox cluster duplications. Mol. Phyl. Evol., 31:581–604, 2004.

[138] Michael T. Wolfinger, W. Andreas Svrcek-Seiler, Christoph Flamm, Ivo L. Hofacker, and Peter F. Stadler. Efficient computation of RNA folding dynamics. J. Phys. A: Math. Gen., 37:4731–4741, 2004.

[139] Martin Beck, Gil Benkö, Gunther Eble, Christoph Flamm, Stefan Müller, and Peter F.

Stadler. Graph grammars as models for the evolution of developmental pathways. In H. Schaub, F. Detje, and U. Brüggemann, editors, The Logic of Artificial Life: Abstracting and Synthesizing the Principles of Living Systems, pages 8–15, Berlin, 2004. IOS Press, Akademische Verlagsgesellschaft. presented at GWAL, Bamberg 14-16 April 2004.

[140] Gil Benkö, Christoph Flamm, and Peter F. Stadler. Multi-phase artificial chemistry. In H. Schaub, F. Detje, and U. Brüggemann, editors, The Logic of Artificial Life: Abstracting and Synthesizing the Principles of Living Systems, pages 16–22, Berlin, 2004. IOS Press, Akademische Verlagsgesellschaft. presented at GWAL, Bamberg 14-16 April 2004.

[141] Caroline Thurner, Christine Witwer, Ivo Hofacker, and Peter F. Stadler. Conserved RNA secondary structures in Flaviviridae genomes. J. Gen. Virol., 85:1113–1124, 2004.

[142] Andrea Tanzer and Peter F. Stadler. Molecular evolution of a microRNA cluster. J. Mol.

Biol., 339:327–335, 2004.

[143] Ivo L. Hofacker and Stadler Peter F. The partition function variant of Sankoff’s algorithm.

In Marian Bubak, Geert Dick van Albada, Peter M. A. Sloot, and Jack J. Dongarra, editors, Computational Science - ICCS 2004, volume 3039 of Lecture Notes in Computer Science, pages 728–735, 2004. Kraków, June 6-9, 2004.

[144] Christoph Flamm, Ivo L. Hofacker, and Peter F. Stadler. RNA folding in silico. In Susanne Brakmann and Andreas Schwienhost, editors, Evolutionary Methods in Biotechnology, pages 177–190. Wiley-VCH, Weinheim, Germany, 2004.

[145] Bärbel M. R. Stadler and Peter F. Stadler. The topology of evolutionary biology. In G. Ciobanu and G. Rozenberg, editors, Modeling in Molecular Biology, Natural Computing Series, 267-286, 2004. Springer Verlag.

[146] Max Shpak, Peter F. Stadler, Günter P. Wagner, and Joachim Hermisson. Aggregation of variables and system decomposition: Applications to fitness landscape analysis. Th. Biosci., 123:33–68, 2004.

[147] Sonja J. Prohaska and Peter F. Stadler. The duplication of the Hox gene clusters in teleost fishes. Th. Biosci., 123:89–110, 2004.

[148] Peter F. Stadler, Claudia Fried, Sonja J. Prohaska, Wendy J. Bailey, Bernhard Y. Misof, Frank H. Ruddle, and Günter P. Wagner. Evidence for independent Hox gene duplications in the hagfish lineage: A PCR-based gene inventory of Eptatretus stoutii. Mol. Phylog. Evol., 32:686–692, 2004.

[149] Christoph Flamm, Ivo L. Hofacker, and P̃eter F. Stadler. Computational chemistry with RNA secondary structures. Kemija u industriji, 53:315–322, 2004. (Proceedings CECM-2 Varaždin 2003).

[150] Max Shpak, Peter F. Stadler, Günter P. Wagner, and Lee Altenberg. Simon Ando decomposability and fitness landscapes. Th. Biosci., 123:139–180, 2004.

[151] Paulo R. A. Campos, Viviane M. de Olivera, Günter P. Wagner, and Peter F. Stadler. Gene phylogenies and protein-protein interactions: Possible artifacts resulting from shared protein interaction partners. J. Theor. Biol., 231:197–202, 2004.

[152] Türker Bıyıkoğlu, Wim Hordijk, Josef Leydold, Tomaž Pisanski, and Peter F. Stadler. Graph laplacians, nodal domains, and hyperplane arrangements. Lin. Alg. Appl., 390:155–174, 2004.

[153] Ivo L. Hofacker, Stephan H. F. Bernhart, and Peter F. Stadler. Alignment of RNA base pairing probability matrices. Bioinformatics, 20:2222–2227, 2004.

[154] Burkhard Morgenstern, Sonja J. Prohaska, Nadine Werner, Jan Weyer-Menkhoff, Isabelle Schneider, Amarendran R. Subramanian, and Peter F. Stadler. Multiple sequence alignment with user-defined constraints. In Robert Giegerich and Jens Stoye, editors, Proceedings of the GCB 2004 (Bielefeld), volume P-53 of Lecture Notes in Informatics, pages 25–36, 2004.

[155] Caroline Thurner, Ivo L. Hofacker, and Peter F. Stadler. Conserved RNA pseudoknots. In Robert Giegerich and Jens Stoye, editors, Proceedings of the GCB 2004 (Bielefeld), volume P-53 of GI-Edition: Lecture Notes in Informatics, pages 207–216, 2004.

[156] Günter P. Wagner, Claudia Fried, Sonja J. Prohaska, and Peter F. Stadler. Divergence of conserved non-coding sequences: Rate estimates and relative rate tests. Mol. Biol. Evol., 21:2116–2121, 2004.

[157] Christina Witwer, Ivo L. Hofacker, and Peter F. Stadler. Prediction of consensus RNA secondary structures including pseudoknots. IEEE/ACM Trans. Comp. Biol. Bioinf., 1:65– 77, 2004.

[158] Hans Binder, Toralf Kirsten, Markus Löffler, and Peter F. Stadler. The sensitivity of microarray oligonucleotide probes — variability and the effect of base composition. J. Phys. Chem., 108:18003–18014, 2004.

[159] Hans Binder, Toralf Kirsten, Ivo L. Hofacker, Peter F. Stadler, and Markus Löffler. Interactions in oligonucleotide hybrid duplexes on microarrays. J. Phys. Chem., 108:18015–18025, 2004.

[160] Allan Force, Cooduvalli Shashikant, Peter F. Stadler, and Chris T. Amemiya. Comparative genomics, cis-regulatory elements, and gene duplication. In H. Detrich III, Leonard Zon, and Monte Westerfield, editors, The Zebrafish, volume 77 of Methods in Cell Biology, pages 545–561. Elsevier, New York, 2004.

[161] Peter Schuster and Peter F. Stadler. Discrete models of biopolymers. In M. James C. Crabbe and Andrzej Konopka, editors, Handbook of Computational Chemistry and Biology, pages 187–221. Marcel Dekker, New York, 2004.

[162] Andrea Tanzer, Chris T. Amemiya, Chang-Bae Kim, and Peter F. Stadler. Evolution of microRNAs located within Hox gene clusters. J. Exp. Zool.: Mol. Dev. Evol., 304B:75–85, 2005.

[163] Jörg Hackermüller, Nicole-Claudia Meisner, Manfred Auer, Markus Jaritz, and Peter F.

Stadler. The effect of RNA secondary structures on RNA-ligand binding and the modifier RNA mechanism: A quantitative model. Gene, 345:3–12, 2005.

[164] Stefan Washietl, Ivo L. Hofacker, and Peter F. Stadler. Fast and reliable prediction of noncoding RNAs. Proc. Natl. Acad. Sci. USA, 102:2454–2459, 2005.

[165] Burkhard Morgenstern, Nadine Werner, Sonja J. Prohaska, Rasmus Steinkamp, Isabelle Schneider, Amarendran R. Subramanian, Peter F. Stadler, and Jan Weyer-Menkhoff. Multiple sequence alignment with user-defined constraints gobics. Bioinformatics, 7:1271–1273, 2004.

[166] Christoph Dieterich, Steffen Grossmann, Andrea Tanzer, Stefan Ropcke, Peter F Arndt, Peter F Stadler, and Martin Vingron. Comparative promoter region analysis powered by

CORG. BMC Genomics, 6:24, 2005.

[167] Athanasius F. Bompfünewerer, Christoph Flamm, Claudia Fried, Guido Fritzsch, Ivo L. Hofacker, Jörg Lehmann, Kristin Missal, Axel Mosig, Bettina Müller, Sonja J. Prohaska, Bärbel M. R. Stadler, Peter F. Stadler, Andrea Tanzer, Stefan Washietl, and Christina Witwer. Evolutionary patterns of non-coding RNAs. Th. Biosci., 123:301–369, 2005.

[168] Günter P. Wagner, Kazuhiko Takahashi, Vincent Lynch, Sonja J. Prohaska, Claudia Fried, Peter F. Stadler, and Chris T. Amemiya. Molecular evolution of duplicated ray finned fisch hoxa clusters: Increased synonymous substitution rate and asymmetrical co-divergence of coding and non-coding sequences. J. Mol. Evol., pages 665–676, 2005.

[169] Gudrun Böhmdorfer, Ivo L. Hofacker, Srecko Garber, Karin Jelenic, Viktoria Nizhynska, Hirohiko Hirochika, Peter F. Stadler, and Andreas Bachmair. Unorthodox mRNA start site to extend the highly structured leader of retrotransposon Tto1 mRNA increases transposition rate. RNA, 11:1181–1191, 2005.

[170] Roman R. Stocsits, Ivo L. Hofacker, Claudia Fried, and Peter F. Stadler. Multiple sequence alignments of partially coding nucleic acid sequences. BMC Bioinformatics, 6:160, 2005.

[171] Petra M. Gleiss, Josef Leydold, and Peter F. Stadler. Minimum path bases and relevant paths.

Networks, 46:119–123, 2005. Recent Trends in Graph Theory, Algebraic Combinatorics, and Graph Algorithms, Bled (Slovenia) Sep 24-27 2001; SFI Preprint 01-10-056.

[172] Camille Stephan-Otto Attolini, Peter F. Stadler, and Christoph Flamm. CelloS: a multilevel approach to evolutionary dynamics. In Mathieu S. Capcarrere, Alex A. Freitas, Peter J. Bentley, Colin G. Johnson, and Jon Timmis, editors, Advances in Artificial Life: 8th European Conference, ECAL 2005, volume 3630 of Lect. Notes Comp. Sci., pages 500–509. Springer Verlag, 2005. Canterbury, UK, September 5-9, 2005.

[173] Gil Benkö, Christoph Flamm, and Peter F. Stadler. Explicit collision simulation of chemical reactions in a graph based artifical chemistry. In Mathieu S. Capcarrere, Alex A. Freitas, Peter J. Bentley, Colin G. Johnson, and Jon Timmis, editors, Advances in Artificial Life: 8th European Conference, ECAL 2005, volume 3630 of Lect. Notes Comp. Sci., pages 725–733. Springer Verlag, 2005. Canterbury, UK, September 5-9, 2005.

[174] Ivo L. Hofacker and Peter F. Stadler. RNA secondary structures. In Robert A. Meyers, editor, Encyclopedia of Molecular Cell Biology and Molecular Medicine, volume 12, pages 581–603. Wiley-VCH, Weinheim, 2nd edition, 2005.

[175] Ulrike Mückstein, Hakim Tafer, Jör Hackermüller, Stephan Bernhard Bernhard, Peter F.

Stadler, and Ivo L Hofacker. Thermodynamics of RNA-RNA binding. Bioinformatics, 22:1177–1182, 2006. Earlier version in: German Conference on Bioinformatics 2005, Torda, Andrew and Kurtz, Stefan and Rarey, Matthias (eds.), Lecture Notes in Informatics P-71, pp 3-13, Gesellschaft f. Informatik, Bonn 2005.

[176] Ivo L. Hofacker and Peter F. Stadler. Memory efficient folding algorithms for circular RNA secondary structures. Bioinformatics, 22:1172–1176, 2006. Earlier version in: German Conference on Bioinformatics 2005, Torda, Andrew and Kurtz, Stefan and Rarey, Matthias (eds.), Lecture Notes in Informatics P-71, pp 3-13, Gesellschaft f. Informatik, Bonn 2005.

[177] Kristin Missal, Dominic Rose, and Peter F. Stadler. Non-coding RNAs in Ciona intestinalis.

Bioinformatics, 21:ii77–ii78, 2005. Proceedings ECCB/JBI’05, Madrid.

[178] Stefan Washietl, Ivo L. Hofacker, Melanie Lukasser, Alexander Hüttenhofer, and Peter F.

Stadler. Mapping of conserved RNA secondary structures predicts thousands of functional non-coding RNAs in the human genome. Nature Biotech., 23:1383–1390, 2005.

[179] Türker Bıyıkoğlu, Josef Leydold, and Peter F. Stadler. Nodal domain theorems and bipartite subgraphs. Elec. J. Lin. Algebra, 13:344–351, 2005.

[180] Camille Stephan-Otto Attolini and Peter F. Stadler. Neutral networks of interacting RNA secondary structures. Adv. Complex Syst., 8:275–284, 2005.

[181] Karen D. Crow, Peter F. Stadler, Vincent J. Lynch, Chris T. Amemiya, and Günter P.

Wagner. The fish specific Hox cluster duplication is coincident with the origin of teleosts. Mol. Biol. Evol., 23:121–136, 2006.

[182] Wei-Che Hsu, Hsien-Da Huang, Sheng-Da Hsu, Li-Zen Lin, Ann-Ping Tsou, Ching-Ping Tseng, Peter F. Stadler, Stefan Washietl, and Ivo L. Hofacker. miRNAMap: Genomic maps of microRNA genes and their target genes in mammalian genomes. Nucl. Acids Res., 34:D135– D139, 2006.

[183] Jana Hertel, Manuela Lindemeyer, Kristin Missal, Claudia Fried, Andrea Tanzer, Christoph Flamm, Ivo L. Hofacker, Peter F. Stadler, and The Students of Bioinformatics Computer Labs 2004 and 2005. The expansion of the metazoan microRNA repertoire. BMC Genomics, 7:15, 2006.

[184] Christian V. Forst, Christoph Flamm, Ivo L. Hofacker, and Peter F. Stadler. Algebraic comparison of metabolic networks, phylogenetic inference, and metabolic innovation. BMC Bioinformatics, 7:67, 2006.

[185] Konstantin Klemm and Peter F. Stadler. Statistics of cycles in large networks. Phys. Rev.

E, 73:025101, 2006. arXiv: cond-mat/0506493.

[186] Stephan Bernhart, Ivo L. Hofacker, and Peter F. Stadler. Local RNA base pairing probabilities in large sequences. Bioinformatics, 22:614–615, 2006.

[187] Wilfried Imrich and Peter F. Stadler. A prime factor theorem for a generalized direct product.

Discussiones Math. Graph Th., 26:135–140, 2006.

[188] Stephan H. Bernhart, Hakim Tafer, Ulrike Mückstein, Christoph Flamm, Peter F. Stadler, and Ivo L. Hofacker. Partition function and base pairing probabilities of RNA heterodimers. Algorithms Mol. Biol., 1:3, 2006.

[189] Ivo L. Hofacker and Peter F. Stadler. Modeling RNA folding. In Thomas S. Deisboeck and J. Yasha Kresh, editors, Complex Systems Science in BioMedicine, pages 227–245. Springer, New York, 2006.

[190] Axel Mosig, Katrin Sameith, and Peter F. Stadler. fragrep: Efficient search for fragmented patterns in genomic sequences. Geno. Prot. Bioinfo., 4:56–60, 2006.

[191] Burkhard Morgenstern, Sonja J Prohaska, Dirk Pohler, and Peter F Stadler. Multiple sequence alignment with user-defined anchor points. Algo. Mol. Biol., 1:6, 2006. Updated version of the GCB contribution [154].

[192] Michael T. Wolfinger, Sebastian Will, Ivo L. Hofacker, Rolf Backofen, and Peter F. Stadler.

Exploring the lower part of discrete polymer model energy landscapes. Europhys. Lett., 74:726–732, 2006.

[193] Guido Fritzsch, Martin Schlegel, and Peter F. Stadler. Alignments of mitochondrial genome arrangements: Applications to metazoan phylogeny. J. Theor. Biol., 240:511–520, 2006.

[194] Camille Stephan-Otto Attolini and Peter F. Stadler. Evolving towards the hypercycle: A spatial model of molecular evolution. Physica D, 217:134–141, 2006.

[195] Kirstin Missal, Xiaopeng Zhu, Dominic Rose, Wei Deng, Geir Skogerbø, Runsheng Chen, and Peter F. Stadler. Prediction of structured non-coding RNAs in the genome of the nematode Caenorhabitis elegans. J. Exp. Zool.: Mol. Dev. Evol., 306B:379–392, 2006.

[196] Jana Hertel and Peter F. Stadler. Hairpins in a haystack: Recognizing microRNA precursors in comparative genomics data. Bioinformatics, 22:e197–e202, 2006. ISMB 2006 contribution.

[197] Andrea Tanzer and Peter F. Stadler. Evolution of microRNAs. In Shao Yao Ying, editor, MicroRNA Protocols, volume 342 of Methods in Molecular Biology, pages 335–350. Humana Press, Totowa, NJ, 2006.

[198] Sonja J. Prohaska and Peter F. Stadler. Evolution of the vertebrate parahox clusters. J. Exp.

Zool.: Mol. Dev. Evol., 306B:481–487, 2006.

[199] Christian Heine, Gerik Scheuermann, Christoph Flamm, Ivo L. Hofacker, and Peter F.

Stadler. Visualization of barrier tree sequences. IEEE Trans. Vis. Comp. Graphics, 12:781– 788, 2006. Info-Vis 2006 contribution.

[200] Sebastian Pötzsch, Gerik Scheuermann, Michael T. Wolfinger, Christoph Flamm, and Peter F.

Stadler. Visualization of lattice-based protein folding simulations. In Ebad Banissi, editor, Tenth International Conference on Information Visualization (IV’06)a, pages 89–94, Los Alamitos, CA, 2006. IEEE Computer Society Press.

[201] Axel Mosig, Ivo L. Hofacker, and Peter F. Stadler. Comparative analysis of cyclic sequences:

Viroids and other small circular RNAs. In Robert Giegerich and Jens Stoye, editors, Proceedings GCB 2006, volume P-83 of Lecture Notes in Informatics, pages 93–102, 2006.

[202] Peter F. Stadler and Bärbel M. R. Stadler. Genotype phenotype maps. Biological Theory, 3:268–279, 2006. Konrad Lorenz Institute Workshop on Biological Information organized by Werner Callebaut in 2002.

[203] Gavin C. Conant, Günter P. Wagner, and Peter F. Stadler. Patterns of amino acid substitution in orthologous and paralogous genes. Mol. Phylog. Evol., 42:298–307, 2007.

[204] Sonja J. Prohaska, Peter F. Stadler, and Günter P. Wagner. Evolutionary genomics of Hox gene clusters. In Spyros Papageorgiou, editor, HOX Gene Expression, pages 68–90. Landes Bioscience & Springer, New York, 2007.

[205] The Athanasius F. Bompfünewerer RNA Consortium:, Rolf Backofen, Christoph Flamm, Claudia Fried, Guido Fritzsch, Jörg Hackermüller, Jana Hertel, Ivo L. Hofacker, Kristin Missal, Sonja J. Mosig, Axel Prohaska, Domininc Rose, Peter F. Stadler, Andrea Tanzer, Stefan Washietl, and Will Sebastian. RNAs everywhere: Genome-wide annotation of structured RNAs. J. Exp. Zool. B: Mol. Dev. Evol., 308B:1–25, 2007.

[206] Ivo L. Hofacker and Peter F. Stadler. RNA secondary structures. In Thomas Lengauer, editor, Bioinformatics: From Genomes to Therapies, volume 1, pages 439–489. Wiley-VCH, Weinheim, Germany, 2007.

[207] Michael D. Woodhams, Peter F. Stadler, David Penny, and Lesley J. Collins. RNAse MRP and the RNA processing cascade in the eukaryotic ancestor. BMC Evol. Biol., 7:S13, 2007.

[208] Sebastian Will, Kristin Missal, Ivo L. Hofacker, Peter F. Stadler, and Rolf Backofen. Inferring non-coding RNA families and classes by means of genome-scale structure-based clustering. PLoS Comp. Biol., 3:e65, 2007.

[209] Jing Luo, Peter F. Stadler, Shunping He, and Axel Meyer. PCR survey of Hox genes in the Goldfish Carassius auratus auratus. J. Exp. Zool. B: (Mol. Devel. Evol.), 308B:250–258, 2007.

[210] Axel Mosig, Meng Guofeng, Bärbel M. R. Stadler, and Peter F. Stadler. Evolution of the vertebrate Y RNA cluster. Th. Biosci., 126:9–14, 2007.

[211] Madleen Perseke, Thomas Hankeln, Bettina Weich, Guido Fritzsch, Peter F. Stadler, Detlef Bernhard, and Martin Schlegel. The mitochondrial DNA of Xenoturbella bocki: Genomic architecture and phylogenetic analysis. Th. Biosci., 126:35–42, 2007.

[212] P Kapranov, J Cheng, S. Dike, D Nix, R. Duttagupta, A. T. Willingham, P. F. Stadler, J. Hertel, J. Hackermüller, I. L. Hofacker, I. Bell, E. Cheung, J. Drenkow, E. Dumais, S. Patel, G. Helt, G. Madhavan, A Piccolboni, V Sementchenko, H. Tammana, and T. R. Gingeras. RNA maps reveal new RNA classes and a possible function for pervasive transcription. Science, 316:1484–1488, 2007.

[213] Kristin Reiche and Peter F. Stadler. RNAstrand: Reading direction of structured RNAs in multiple sequence alignments. Alg. Mol. Biol., 1:6, 2007.

[214] Stefan Washietl, Jakob S. Pedersen, Jan O. Korbel, Andreas Gruber, Jörg Hackermüller, Jana Hertel, Manja Lindemeyer, Kristin Reiche, Claudia Stocsits, Andrea Tanzer, Catherine Ucla, Carine Wyss, Stylianos E. Antonarakis, France Denoeud, Julien Lagarde, Jorg Drenkow, Philipp Kapranov, Thomas R. Gingeras, Roderic Guigó, Michael Snyder, Mark B. Gerstein, Alexandre Reymond, Ivo L. Hofacker, and Peter F. Stadler. Structured RNAs in the ENCODE selected regions of the human genome. Gen. Res., 17:852–864, 2007.

[215] The ENCODE Project Consortium. Identification and analysis of functional elements in 1% of the human genome by the ENCODE pilot project. Nature, 447:799–816, 2007.

[216] Günter P. Wagner, Wolfgang Otto, Vincent Lnych, and Peter F. Stadler. A stochastic model for the evolution of transcription factor binding site abundance. J. Theor. Biol., 247:544–553, 2007.

[217] Stephan Steigele, Wolfgang Huber, Claudia Fried, Peter F. Stadler, and Kay Nieselt. Comparative analysis of structured RNAs in S. cerevisiae indicates a multitude of different functions. BMC Biology, 5v:25, 2007.

[218] Dennis Löffler, Katja Brocke-Heidrich, Gabriele Pfeifer, Claudia Stocsits, Jörg Hackermüller, Antje Kretzschmar, Renate Burger, Martin Gramatzki, Conny Blumert, Kay Bauer, Helena Cvijic, Kerstin Ullmann, Peter F. Stadler, and Friedemann Horn. Interleukin-6 dependent survival of multiple myeloma cells involves the Stat3-mediated induction of microRNA-21 through a highly conserved enhancer. Blood, 110:1330–1333, 2007.

[219] Matthias Kruspe and Peter F. Stadler. Progressive multiple sequence alignments from triplets.

BMC Bioinformatics, 8:254, 2007.

[220] Christoph Flamm, Bärbel M. R. Stadler, and Peter F. Stadler. Saddles and barrier in landscapes of generalized search operators. In C. R. Stephens, M. Toussaint, D. Whitley, and P. F. Stadler, editors, Foundations of Genetic Algortithms IX, volume 4436 of Lecture Notes Comp. Sci., pages 194–212, Berlin, Heidelberg, 2007. Springer. 9th International Workshop, FOGA 2007, Mexico City, Mexico, January 8-11, 2007.

[221] Peter Schuster and Peter F. Stadler. Modeling conformational flexibility and evolution of structure: RNA as an example. In Ugo Bastolla, Markus Porto, H. Eduardo Roman, and Michele Vendruscolo, editors, Structural Approaches to Sequence Evolution: Molecules, Networks, Populations, pages 3–36. Springer Verlag, Berlin, 2007.

[222] Axel Mosig, Julian L. Chen, and Peter F. Stadler. Homology search with fragmented nucleic acid sequence patterns. In R. Giancarlo and S. Hannenhalli, editors, Algorithms in Bioinformatics (WABI 2007), volume 4645 of Lecture Notes in Computer Science, pages 335–345, Berlin, Heidelberg, 2007. Springer Verlag.

[223] Sonja J. Prohaska, Axel Mosig, and Peter F. Stadler. Regulatory signals in genomic sequences.

In Jianfeng Feng, Jürgen Jost, and Minping Qian, editors, Networks: From Biology to Theory, pages 191–220. Springer, New York, 2007.

[224] Peter Menzel, Peter F. Stadler, and Axel Mosig. Tanimoto’s Best Barbecue: Discovering regulatory modules using tanimoto scores. In Claudia Falter, Alexander Schliep, Joachim Selbig, Martin Vingron, and Dirk Walther, editors, German Conference on Bioinformatics (GCB 2007), volume 115 of Lecture Notes in Informatics, pages 68–77, Bonn, 2007. Gesellschaft f. Informatik.

[225] Stefan E. Seemann, Michael J. Gilchrist, Ivo L. Hofacker, Peter F. Stadler, and Jan Gorodkin.

Detection of RNA structures in porcine EST data and related mammals. BMC Genomics, 8:316, 2007.

[226] Matthias Bernt, Daniel Merkle, Kai Rasch, Guido Fritzsch, Marleen Perseke, Detlef Bernhard, Martin Schlegel, Peter F. Stadler, and Martin Middendorf. CREx: Inferring genomic rearrangements based on common intervals. Bioinformatics, 23:2957–2958, 2007.

[227] Dominic Rose Rose, Jörg Hackermüller, Stefan Washietl, Sven Findeiß, Kristin Reiche, Jana Hertel, Peter F. Stadler, and Sonja J. Prohaska. Computational RNomics of drosophilids. BMC Genomics, 8:406, 2007.

[228] Manja Marz, Axel Mosig, Bärbel M. R. Stadler, and Peter F. Stadler. U7 snRNAs: A computational survey. Geno. Prot. Bioinf., 5:187–195, 2007.

[229] Christian Heine, Gerik Scheuermann, Christoph Flamm, Ivo Hofacker, and Peter F. Stadler.

Visualization of barrier tree sequences revisited. In Lars Linsen, Hans Hagen, and Bernd Hamann, editors, Visualization in Medicine and Life Sciences, pages 275–290. Springer, Berlin, Heidelberg, 2008.

[230] Athanasius F. Bompfünewerer, Rolf Backofen, Stephan H. Berhart, Jana Hertel, , Ivo L.

Hofacker, Peter F. Stadler, and Sebastian Will. Variations on RNA folding and alignment: Lessons from Benasque. J. Math. Biol., 56:129–144, 2008.

[231] Jana Hertel, Ivo L. Hofacker, and Peter F. Stadler. snoReport: Computational identification of snoRNAs with unknown targets. Bioinformatics, 24:158–164, 2008.

[232] Mingyi Xie, Axel Mosig, Xiaodong Qi, Yang Li, Peter F. Stadler, and Julian J.-L. Chen.

Structure and function of the smallest vertebrate telomerase RNA from teleost fish. J. Biol. Chem., 283:2049–2059, 2008.

[233] Andreas R. Gruber, Dorota Koper-Emde, Manja Marz, Hakim Tafer, Stephan Bernhart, Gregor Obernosterer, Axel Mosig, Ivo L. Hofacker, Peter F. Stadler, and Bernd-Joachim Benecke. Invertebrate 7SK snRNAs. J. Mol. Evol., 107-115:66, 2008.

[234] Guido Fritzsch, Manja U. Böhme, Mike Thorndyke, Hiroaki Nakano, Olle Israelsson, Thomas Stach, Martin Schlegel, Thomas Hankeln, and F. Stadler, Peter. A PCR survey of Xenoturbella bocki Hox genes. J. Exp. Zool: Mol. Dev. Evol., 310B:278–284, 2008.

[235] Veiko Krauss, Christian Thümmler, Franziska Georgi, Jörg Lehmann, Peter F. Stadler, and Carina Eisenhardt. Near intron positions are reliable phylogenetic markers: An application to Holometabolous Insects. Mol. Biol. Evol., 25:821–830, 2008.

[236] Marleen Perseke, Guido Fritzsch, Kai Ramsch, Matthias Bernt, Daniel Merkle, Martin Middendorf, Detlef Bernhard, Peter F. Stadler, and Martin Schlegel. Evolution of mitochondrial gene orders in echinoderms. Mol. Phylog. Evol., 47:855–864, 2008.

[237] Christoph Jöchl, Mathieu Rederstorff, Jana Hertel, Peter F. Stadler, Ivo L. Hofacker, Markus Schrettl, Hubertus Haas, and Alexander Hüttenhofer. Small ncRNA transcriptome analysis from Aspergillus fumigatus suggests a novel mechanism for regulation of protein-synthesis. Nucleic Acids Res., 36:2677–2689, 2008.

[238] Michael Geis, Christian Flamm, Michael T. Wolfinger, Andrea Tanzer, Ivo L. Hofacker, Martin Middendorf, Christian Mandl, Peter F. Stadler, and Caroline Thurner. Folding kinetics of large RNAs. J. Mol. Biol., 379:160–173, 2008.

[239] Sonja J. Prohaska, Guido Fritzsch, and Peter F. Stadler. Rate variations, phylogenetics, and partial orders. In Miika Ahdesmäki, Korbinian Strimmer, Nicole Radde, Jörg Rahnenführer, Konstantin Klemm, Harri Lähdesmäki, and Olli Yli-Harja, editors, Fifth International Workshop on Computational Systems Biology, WCSB 2008, pages 133–136, Tampere, FI, 2008. TU Tampere.

[240] Chris T Amemiya, Sonja J Prohaska, Alicia Hill-Force, April Cook, Jessica Wasserscheid, Juan Ferrier David E. K., Pascual-Anaya, Jordi Garcia-Fernàndez, Ken Dewar, and Peter F. Stadler. The amphioxus Hox cluster: characterization, comparative genomics, and evolution. J. Exp. Zool. B: Mol. Dev. Evol., 310B:465–477, 2008.

[241] Dominic Rose, Jana Hertel, Kristin Reiche, Peter F. Stadler, and Jörg Hackermüller.

NcDNAlign: Plausible multiple alignments of non-protein-coding genomic sequences. Ge-

nomics, 92:65–74, 2008.

[242] Konstantin Klemm, Christoph Flamm, and Peter F. Stadler. Funnels in energy landscapes.

Eur. Phys. J. B, 63:387–391, 2008.

[243] Andreas W. M. Dress, Christoph Flamm, Guido Fritzsch, Stefan Grünewald, Matthias Kruspe, Sonja J. Prohaska, and Peter F. Stadler. Noisy: Identification of homoplastic characters in multiple sequence alignments. Alg. Mol. Biol., 3:7, 2008. extended abstract accepted at ICMSB 2008.

[244] Sonja J. Prohaska and Peter F. Stadler. A story of growing confusion: Genes and their regulation. In Rubem P. Mondaini and Rui Dilão, editors, BIOMAT-2007: International Symposium on Mathematical and Computational Biology, pages 325–345, Singapore, 2007. World Scientific.

[245] Sonja J. Prohaska and Peter F. Stadler. “Genes”. Th. Biosci., 127:215–221, 2008.

[246] Steve Hoffmann, Sabine Cepok, Klaus Lehmann-Horn, Jörg Hackermüller, Peter F. Stadler, Hans-Peter Hartung, Achim Berthele, Florian Deisenhammer, Ralf Wasmuth, and Bernhard Hemmer. HLA-DRB1*0401 and HLA-DRB1*0408 are strongly associated with the development of antibodies against interferon-beta therapy in multiple sclerosis. Amer. J. Hum. Genet., 83:219–227, 2008. Erratum: Amer. J. Hum. Genet. 83: 541 (2008).

[247] Andreas Gruber, Carsten Kilgus, Axel Mosig, Ivo L. Hofacker, Wolfgang Hennig, and Peter F.

Stadler. Arthropod 7SK RNA. Mol. Biol. Evol., 1923-1930:25, 2008.

[248] Jörg Lehmann, Peter F. Stadler, and Sonja J. Prohaska. SynBlast: Assisting the analysis of conserved synteny information. BMC Bioinformatics, 9:351, 2008.

[249] Ulrike Mückstein, Hakim Tafer, Stephan H. Bernhard, Maribel Hernandez-Rosales, Jörg Vogel, Peter F. Stadler, and Ivo L. Hofacker. Translational control by RNA-RNA interaction: Improved computation of RNA-RNA binding thermodynamics. In Mourad Elloumi, Josef Küng, Michal Linial, Robert F. Murphy, Kristan Schneider, and Cristian Toma Toma, editors, BioInformatics Research and Development — BIRD 2008, volume 13 of Comm. Comp. Inf. Sci., pages 114–127, Berlin, 2008. Springer.

[250] Peter Schuster and Peter F. Stadler. Early replicons: Origin and evolution. In E. Domingo, C. R. Parrish, and J. Holland, editors, Origin and Evolution of Viruses, pages 1–41. Academic Press, London, UK, 2nd edition, 2008. completely rewritten from [72].

[251] Elisabeth Sonnleitner, Theresa Sorger-Domenigg, Monika J. Madej, Sven Findeiß, Jörg Hackermüller, Alexander Hüttenhofer, Peter F. Stadler, Udo Bläsi, and Isabella Moll. Detection of small non-coding RNAs in Pseudomonas aeruginosa by RNomics and structure-based bioinformatics tools. Microbiology, 154:3175–3187, 2008.

[252] Peter F. Stadler and Bärbel M. R. Stadler. Replicator dynamics in protocells. In Steen Rasmussen, Mark A. Bedau, Liaohai Chen, David Deamer, David C. Krakauer, Norman H. Packard, and Peter F. Stadler, editors, Protocells: Bridging Nonliving and Living Matter, pages 317–336. MIT Press, 2008.

[253] Andreas Heffel, Peter F. Stadler, Sonja J. Prohaska, Gerhard Kauer, and Jens-Peer Kuska.

Process flow for classification and clustering of fruit fly gene expression patterns. In Proceedings of the 15’th IEEE International Conference on Image Processing, ICIP 2008, pages 721–724. IEEE, 2008.

[254] Dominic Rose, Julian Jöris, Jörg Hackermüller, Kristin Reiche, Qiang Li, and Peter F. Stadler.

Duplicated RNA genes in teleost fish genomes. J. Bioinf. Comp. Biol., 6:1157–1175, 2008.

[255] Stephan H Bernhart, Ivo L Hofacker, Sebastian Will, Andreas R Gruber, and Peter F Stadler.

RNAalifold: improved consensus structure prediction for RNA alignments. BMC Bioinfor-

matics, 9:474, 2008.

[256] Manuela Marz, Toralf Kirsten, and Peter F. Stadler. Evolution of spliceosomal snRNA genes in metazoan animals. J. Mol. Evol., 67:594–607, 2008.

[257] Gil Benkö, Florian Centler, Peter Dittrich, Christoph Flamm, Bärbel M. R. Stadler, and Peter F. Stadler. A topological approach to chemical organizations. Alife, 15:71–88, 2009.

[258] Frank Jühling, Mario Mörl, Roland K Hartmann, Mathias Sprinzl, Peter F Stadler, and Jörn Pütz. tRNAdb 2009: compilation of tRNA sequences and tRNA genes. Nucleic Acids Res., 37:D159–D162, 2009.

[259] Thomas A. Jones, Wolfgang Otto, Manja Marz, Sean R Eddy, and Peter F Stadler. A survey of nematode SmY RNAs. RNA Biol., 6:5–8, 2009.

[260] Bogumil Kaczkowski, Elfar Torarinsson, Kristin Reiche, Jakob Hull Havgaard, Peter F.

Stadler, and Jan Gorodkin. Structural profiles of miRNA families from pairwise clustering. Bioinformatics, 25:291–294, 2009.

[261] Jana Hertel, Danielle de Jong, Manja Marz, Dominic Rose, Hakim Tafer, Andrea Tanzer, Bernd Schierwater, and Peter F. Stadler. Non-coding RNA annotation of the genome of Trichoplax adhaerens. Nucleic Acids Res., 37:1602–1615, 2009.

[262] Karsten Scheibye-Alsing, Steve Hoffmann, Annett M. Frankel, Peter Jensen, Peter F. Stadler, Yuan Mang, Niels Tommerup, Mike J Gilchrist, Ann-Britt N. Hillig, Susanna Cirera, Claus B Jørgensen, Merete Fredholm, and Jan Gorodkin. Sequence assembly. Comp. Biol. Chem., 33:121–136, 2009.

[263] Andreas Heffel, Sonja J. Prohaska, Peter F. Stadler, Gerhard Kauer, and Jens-Peer Kuska.

Automatic classification of embryonic fruit fly gene expression patterns. In H.-P. Meinzer, Th. M. Deserno, H. Handels, and Th. Tolxdorff, editors, Bildverarbeitung für die Medizin 2009: Algorithmen – Systeme – Anwendungen, Informatik aktuell, pages 415–419, Heidelberg, 2009. Springer.

[264] Marc Hellmuth, Wilfried Imrich, Werner Klöckl, and Peter F. Stadler. Approximate graph products. Eur. J. Comb., 30:1119–1133, 2009.

[265] Karen E Chambers, Ryan McDaniell, Jeremy D Raincrow, Maya Deshmukh, Peter F Stadler, and Chi-hua Chiu. Hox cluster duplication in the basal teleost Hiodon alosoides (Osteoglossomorpha). Theory Biosci., 128:109–120, 2009.

[266] Gavin C. Conant and Peter F. Stadler. Solvent exposure imparts similar selective pressures across a range of yeast proteins. Mol. Biol. Evol., 26:1155–1161, 2009.

[267] Konstantin Klemm and Peter F. Stadler. A note on fundamental, non-fundamental, and robust cycle bases. Discr. Appl. Math., 157:2432–2438, 2009.

[268] Axel Mosig, Türker Bıyıkoğlu, Sonja J. Prohaska, and Peter F. Stadler. Discovering cisregulatory modules by optimizing barbecues. Discr. Appl. Math., 157:2458–2468, 2008.

[269] Wolfang Otto, Peter F. Stadler, Francesc López-Gialdéz, Jeffrey P. Townsend, Vincent J.

Lynch, and Günter P. Wagner. Measuring transcription factor binding site turnover: A maximum likelihood approach using phylogenies. Genome Biol. Evol., 1:85–98, 2009.

[270] Michael Hiller, Sven Findeiß, Sandro Lein, Manja Marz, Claudia Nickel, Dominic Rose, Christine Schulz, Rolf Backofen, Sonja J. Prohaska, Gunter Reuter, and Peter F. Stadler. Conserved introns reveal novel transcripts in Drosophila melanogaster. Genome Res., 19:1289–1300, 2009.

[271] Markus Riester, Peter F. Stadler, and Konstantin Klemm. FRANz: Fast reconstruction of wild pedigrees. Bioinformatics, 25:2134–2139, 2009. Preliminary version in: German Conference on Bioinformatics GCB 2008, A. Beyer and M. Schroeder (eds.), Ges. f. Informatik, Bonn, Lect. Notes Inf. 136, pp. 168-177.

[272] Peter F. Stadler, Julian J.-L. Chen, Jörg Hackermüller, Steve Hoffmann, Friedemann Horn, Phillip Khaitovich, Antje K. Kretzschmar, Axel Mosig, Sonja J. Prohaska, Xiaodong Qi, Katharina Schutt, and Kerstin Ullmann. Evolution of vault RNAs. Mol. Biol. Evol., 26:1975– 1991, 2009.

[273] David Langenberger, Clara Bermudez-Santana, Jana Hertel, Steve Hoffmann, Steve Khaitovich, and Peter F. Stadler. Evidence for human microRNA-offset RNAs in small RNA sequencing data. Bioinformatics, 25:2298–2301, 2009.

[274] Andreea Munteanu and Peter F. Stadler. Mutate now, die later: Evolutionary dynamics with delayed selection. J. Theor. Biol., 260:412–421, 2009.

[275] Steve Hoffmann, Christian Otto, Stefan Kurtz, Cynthia Sharma, Philipp Khaitovich, Jörg Vogel, Peter F. Stadler, and Jörg Hackermüller. Fast mapping of short sequences with mismatches, insertions and deletions using index structures. PLoS Comp. Biol., 5:e1000502, 2009.

[276] Peter Menzel, Jan Gorodkin, and Peter F. Stadler. Maximum likelihood estimation of weight matrices for targeted homology search. In Ivo Grosse, Steffen Neumann, Stefan Posch, Falk Schreiber, and Peter F. Stadler, editors, German Conference on Bioinformatics 2009, volume 157 of Lecture Notes in Informatics, pages 211–220, Bonn, 2009. Gesellschaft f. Informatik.

[277] Axel Mosig, Liang Zhu, and Peter F. Stadler. Customized strategies for discovering distant ncRNA homologs. Brief. Funct. Genomics Proteomics, 8:451–460, 2009.

[278] Manja Marz, Alexander Donath, Nina Verstaete, Van Trung Nguyen, Peter F. Stadler, and Olivier Bensaude. Evolution of 7SK RNA and its protein partners in metazoa. Mol. Biol. Evol., 26:2821–2830, 2009.

[279] Claudia S. Copeland, Manja Marz, Dominic Rose, Jana Hertel, Paul J. Brindley, Clara Bermudez Santana, Stephanie Kehr, Camille Stephan-Otto Attolini, and Peter F. Stadler. Homology-based annotation of non-coding RNAs in the genomes of Schistosoma mansoni and Schistosoma japonicum. BMC Genomics, 10:464, 2009.

[280] Roman R. Stocsits, Harald Letsch, Jana Hertel, Berhard Misof, and Peter F. Stadler. Accurate and efficient reconstruction of deep phylogenies from structured RNAs. Nucleic Acids Res., 37:6184–6193, 2009.

[281] Peter F. Stadler, Sonja J. Prohaska, Christian V. Forst, and David C. Krakauer. Defining genes: A computational framework. Th. Biosci., 128:165–170, 2009.

[282] Fenix W. D. Huang, Jing Qin, Christian M. Reidys, and Peter F. Stadler. Partition function and base pairing probabilities for RNA-RNA interaction prediction. Bioinformatics, 25:2646– 2654, 2009.

[283] Peter Menzel, Jan Gorodkin, and Peter F. Stadler. The tedious task of finding homologous non-coding RNA genes. RNA, 15:2075–2082, 2009.

[284] Jens-Philipp Ostermeier, Marc Helmuth, Konstantin Klemm, Josef Leydold, and Peter F.

Stadler. A note on quasi-robust cycle bases. Acta Math. Contemp., 2:231–240, 2009.

[285] Manja Marz and Peter F. Stadler. Comparative analysis of eukaryotic U3 snoRNAs. RNA Biol., 6:503–507, 2009.

[286] Marc Hellmuth, Wilfried Imrich, Werner Klöckl, and Peter F. Stadler. Local algorithms for the prime factorization of strong product graphs. Math. Comp. Sci., 2:653–682, 2009.

[287] Fenix W. D. Huang, Jing Qin, Christian M. Reidys, and Peter F. Stadler. Target prediction and a statistical sampling algorithm for RNA-RNA interaction. Bioinformatics, 26:175–181, 2010.

[288] David Langenberger, Clara Bermudez-Santana, Peter F. Stadler, and Steve Hoffmann. Identification and classification of small RNAs in transcriptome sequence data. Pac. Symp. Biocomput., 15:80–87, 2010.

[289] Andreas R. Gruber, Sven Findeiß, Stefan Washietl, Ivo L. Hofacker, and Peter F. Stadler.

RNAz 2.0: improved noncoding RNA detection. Pac. Symp. Biocomput., 15:69–79, 2010.

[290] Manja Marz, Nathalie Vanzo, and Peter F. Stadler. Temperature-dependent structural variability of RNAs: spliced leader RNAs and their evolutionary history. J. Bioinf. Comp. Biol., 8:1–17, 2010.

[291] Chris T. Amemiya, Thomas P. Powers, Sonja J. Prohaska, Jane Grimwood, Jeremy Schmutz, Mark Dickson, Tsutomu Miyake, Michael A. Schoenborn, Richard M. Myers, Francis H. Ruddle, and Peter F. Stadler. Complete HOX cluster characterization of the coelacanth provides further evidence for slow evolution of its genome. Proc. Natl. Acad. Sci., 107:3622– 3627, 2010.

[292] Hakim Tafer, Stephanie Kehr, Jana Hertel, and Peter F. Stadler. RNAsnoop: Efficient target prediction for box H/ACA snoRNAs. Bioinformatics, 26:610–616, 2010.

[293] Cynthia M. Sharma, Steve Hoffmann, Fabien Darfeuille, Jérémy Reignier, Sven Findeiß, Alexandra Sittka, Sandrine Chabas, Kristin Reiche, Jörg Hackermüller, Richard Reinhardt, Peter F. Stadler, and Jörg Vogel. The primary transcriptome of the major human pathogen Helicobacter pylori. Nature, 464:250–255, 2010.

[294] Sonja J Prohaska, Peter F. Stadler, and David C. Krakauer. Innovation in gene regulation:

The case of chromatin computation. J. Theor. Biol., 265:27–44, 2010.

[295] Alexander Donath, Sven Findeiß, Jana Hertel, Manja Marz, Wolfgang Otto, Christine Schulz, Peter F. Stadler, and Stefan Wirth. Non-coding RNAs. In Gustavo Caetano-Anolles, editor, Evolutionary Genomics and Systems Biology, pages 251–293. Wiley-Blackwell, Hoboken, NJ, 2010.

[296] Andrea Tanzer, Markus Riester, Jana Hertel, Clara Isabel Bermudez-Santana, Jan Gorodkin, Ivo L. Hofacker, and Peter F. Stadler. Evolutionary genomics of microRNAs and their relatives. In Gustavo Caetano-Anolles, editor, Evolutionary Genomics and Systems Biology, pages 295–327. Wiley-Blackwell, Hoboken, NJ, 2010.

[297] Ilenia Boria, Andreas R. Gruber, Andrea Tanzer, Stephan Bernhart, Ronny Lorenz, Michael M. Mueller, Ivo L. Hofacker, and Peter F. Stadler. Nematode sbRNAs: homologs of vertebrate Y RNAs. J. Mol. Evol., 70:346–358, 2010.

[298] Sven Findeiß, Cornelius Schmidtke, Peter F. Stadler, and Ulla Bonas. A novel family of plasmid-transferred anti-sense ncRNAs. RNA Biology, 7:120–124, 2010.

[299] Marleen Perseke, Detlef Bernhard, Guido Fritzsch, Franz Brümmer, Peter F. Stadler, and Martin Schlegel. Mitochondrial genome evolution in Ophiuroidea, Echinoidea, and Holothuroidea: Insights in phylogenetic relationships of Echinodermata. Mol. Phylog. Evol., 56:201–211, 2010.

[300] Ivo L. Hofacker, Christoph Flamm, Christian Heine, Michael T. Wolfinger, Gerik Scheuermann, and Peter F. Stadler. BarMap: RNA folding on dynamics energy landscapes. RNA, 16:1308–1316, 2010.

[301] Mario Fasold, Peter F. Stadler, and Hans Binder. G-stack modulated probe intensities on expression arrays — sequence corrections and signal calibration. BMC Bioinformatics, 11:207, 2010.

[302] Clara Bermudez-Santana, Camille Stephan-Otto Attolini, Toralf Kirsten, Jan Engelhardt, Sonja J. Prohaska, Stephan Steigele, and Peter F. Stadler. Genomic organization of eukaryotic tRNAs. BMC Genomics, 11:270, 2010.

[303] Jörg Lehmann, Carina Eisenhardt, Peter F. Stadler, and Veiko Krauss. Some novel intron positions in conserved drosophila genes are caused by intron sliding or tandem duplications. BMC Evol. Biol., 10:156, 2010.

[304] Dilmurat Yusuf, Manja Marz, Peter F. Stadler, and Ivo L. Hofacker. Bcheck: a wrapper tool for detecting RNase P RNA genes. BMC Bioinformatics, 11:432, 2010.

[305] Markus Riester, Peter F. Stadler, and Konstantin Klemm. Reconstruction of pedigrees in clonal plant populations. Theor. Pop. Biol., 78:109–117, 2010.

[306] Christian Arnold and Peter F. Stadler. Polynomial algorithms for the maximal pairing problem: efficient phylogenetic targeting on arbitrary trees. Alg. Mol. Biol., 5:25, 2010.

[307] Christoph Flamm, Alexander Ullrich, Heinz Ekker, Martin Mann, Daniel Högerl, Markus Rohrschneider, Sebastian Sauer, Gerik Scheuermann, Konstantin Klemm, Ivo L. Hofacker, and Peter F. Stadler. Evolution of metabolic networks: A computational framework. J. Syst. Chem., 1:4, 2010.

[308] P. F. Stadler. Evolution of the long non-coding RNAs MALAT1 and MENβ/ϵ. In Carlos Eduardo Ferreira, Satoru Miyano, and Peter F. Stadler, editors, Advances in Bioinformatics and Computational Biology, 5th Brazilian Symposium on Bioinformatics, volume 6268 of Lecture Notes in Computer Science, pages 1–12, Heidelberg, 2010. Springer Verlag.

[309] Rami A. Dalloul, Julie A. Long, Aleksey V. Zimin, Luqman Aslam, Kathryn Beal, Le Ann Blomberg, Pascal Bouffard, David W. Burt, Oswald Crasta, Richard P. M. A. Crooijmans Crooijmans, Kristal Cooper, Roger A. Coulombe, Supriyo De, Mary E. Delany, Jerry B. Dodgson, Jennifer J. Dong, Clive Evans, Karin M. Frederickson, Paul Flicek, Liliana Florea, Otto Folkerts, Martien A. M. Groenen, Tim T. Harkins, Javier Herrero, Steve Hoffmann, Hendrik-Jan Megens, Andrew Jiang, Pieter de Jong, Pete Kaiser, Heebal Kim, Kyu-Won Kim, Sungwon Kim, David Langenberger, Mi-Kyung Lee, Taeheon Lee, Shrinivasrao Mane, Guillaume Marcais, Manja Marz, Audrey P. McElroy, Thero Modise, Mikhail Nefedov, Cédric Notredame, Ian R. Paton, William S. Payne, Geo Pertea, Dennis Prickett, Daniela Puiu, Dan Qioa, Emanuele Raineri, Magali Ruffier, Steven L. Salzberg, Michael C. Schatz, Chantel Scheuring, Carl J. Schmidt, Steven Schroeder, Stephen M. Searle, Edward J. Smith, Jacqueline Smith, Tad S. Sonstegard, Peter F. Stadler, Hakim Tafer, Zhijian (Jake) Tu, Curtis P. Van Tassel, Albert J. Vilella, Kelly P. Williams, James A. Yorke, Liqing Zhang, Hong-Bin Zhang, Xiaojun Zhang, Yang Zhang, and Kent M. Reed. Multi-platform next-generation sequencing of the domestic turkey (Meleagris gallopavo): Genome assembly and analysis. PLoS Biology, 8:e1000475, 2010.

[310] Arli A. Parikesit, Peter F. Stadler, and Sonja J. Prohaska. Quantitative comparison of genomic-wide protein domain distributions. In D. Schomburg and A. Grote, editors, German Conference on Bioinformatics 2010, volume P-173 of Lecture Notes in Informatics, pages 93–102, Bonn, 2010. Gesellschaft für Informatik. Extended Abstract: Detection of Protein Domains in

Eukaryotic Genome Sequences in Advances in Bioinformatics and Computational Biology, 5th Brazilian Symposium

on Bioinformatics, Ferreira, C. E., Miyano, S, and Stadler, P. F. (eds.), Springer, Heidelberg (2010), Lect. Notes Comp.

Sci. 6268, pp. 71-74..

[311] Alexander Ullrich, Peter F. Stadler, Markus Rohrschneider, and Peter F. Stadler. In silico evolution of early metabolism. In Harold Fellermann, Mark Dörr, Martin M. Hanczyc, Lone Ladegaard Laursen, Sarah Maurer, Daniel Merkle, Pierre-Alain Monnard, Kasper Stoy, and Steen Rasmussen, editors, Artificial Life XII: Proceedings of the Twelfth International Conference on the Synthesis and Simulation of Living Systems, pages 57–64, Cambridge, MA, 2010. MIT Press.

[312] Bärbel M. R. Stadler and Peter F. Stadler. Combinatorial vector fields and the valley structure of fitness landscapes. J. Math. Biol., 61:877–898, 2010.

[313] Stefan Jänicke, Christian Heine, Marc Hellmuth, Peter F. Stadler, and Gerik Scheuermann.

Visualization of graph products. IEEE Trans. Vis. Comput. Graph., 16:1082–1089, 2010.

[314] Markus Rohrschneider, Alexander Ullrich, Andreas Kerren, Peter F. Stadler, and Gerik Scheuermann. Visual network analysis of dynamic metabolic pathways. In George Bebis, Richard Boyle, Bahram Parvin, Darko Koracin, Ronald Chung, Riad Hammoud, Muhammad Hussain, Tan Kar-Han, Roger Crawfis, Daniel Thalmann, David Kao, and Lisa Avila, editors, Advances in Visual Computing (ISVC 2010), volume 6453 of Lect. Notes Comp. Sci., pages 316–327, Berlin, 2010. Springer.

[315] Stephan A. Müller, Tibor Kohajda, Sven Findeiß, Peter F. Stadler, Stefan Washietl, Manolis Kellis, Martin von Bergen, and Stefan Kalkhof. Optimization of parameters for coverage of low molecular weight proteins. Anal. Bioanal. Chem., 398:2867–2881, 2010.

[316] Stephanie Kehr, Sebastian Bartschat, Peter F. Stadler, and Hakim Tafer. PLEXY: Efficient target prediction for box C/D snoRNAs. Bioinformatics, 27:279–280, 2011.

[317] Peter Menzel, Peter F. Stadler, and Jan Gorodkin. maxAlike: Maximum-likelihood based sequence reconstruction with application to improved primer design for unknown sequences. Bioinformatics, 27:317–325, 2011.

[318] Sven Findeiß, David Langenberger, Peter F. Stadler, and Steve Hoffmann. Traces of posttranscriptional RNA modifications in deep sequencing data. Biol. Chem., 392:305–313, 2011.

[319] Stefan Washietl, Sven Findeiß, Stephan Müller, Stefan Kalkhof, Martin von Bergen, Ivo L.

Hofacker, Peter F. Stadler, and Nick Goldman. RNAcode: robust prediction of protein coding regions in comparative genomics data. RNA, 17:578–594, 2011.

[320] Axel Mosig and Peter F. Stadler. Evolution of vault RNAs. In N.N., editor, Encyclopedia of Life Sciences, page a0022883. Wiley-Blackwell, Hoboken, NJ, 2011.

[321] Andrea Tramontano, Alexander Donath, Stephan H. Bernhart, Kristin Reiche, Gudrun Böhmdorfer, Peter F. Stadler, and Andreas Bachmair. Deletion analysis of the 3’ long terminal repeat sequence of plant retrotransposon Tto1 identifies 125 base pairs redundancy as sufficient for first strand transfer. Virology, 75-82:412, 2011.

[322] David C Krakauer, James P Collins, Douglas Erwin, Jessica C Flack, Walter Fontana, Manfred D Laubichler, Sonja J Prohaska, Geoffrey B West, and Peter F Stadler. The challenges and scope of theoretical biology. J. Theor. Biol., 276:269–276, 2011.

[323] Sonja J. Prohaska and Peter F. Stadler. The use and abuse of -omes. In Bernd Mayer, editor, Bioinformatics for Omics Data: Methods and Protocols, volume 719, pages 173–196. Humana Press, New York, NY, 2011.

[324] Christian Otto, Steve Hoffmann, Jan Gorodkin, and Peter F. Stadler. Fast local fragment chaining using sum-of-pair gap costs. Alg. Mol. Biol., 6:4, 2011.

[325] Christian M. Reidys, Fenix W. D. Huang, Jørgen E. Andersen, Robert C. Penner, Peter F.

Stadler, and Markus E. Nebel. Topology and prediction of RNA pseudoknots. Bioinformatics, 27:1076–1085, 2011. Addendum in: Bioinformatics 28:300 (2012).

[326] Marcus Lechner, Sven Findeiß, Lydia Steiner, Manja Marz, Peter F. Stadler, and Sonja J.

Prohaska. Proteinortho: detection of (co-)orthologs in large-scale analysis. BMC Bioinformatics, 12:124, 2011.

[327] Alexander Ullrich, Markus Rohrschneider, Gerik Scheuermann, Peter F. Stadler, and Christoph Flamm. In silico evolution of early metabolism. ALife, 17:87–108, 2011.

[328] Christian Höner zu Siederdissen, Stephan H. Berhart, Peter F. Stadler, and Ivo L. Hofacker.

A folding algorithm for extended RNA secondary structures. Bioinformatics, 27:i129–i137, 2011.

[329] Marleen Perseke, Joerg Hetmank, Matthias Bernt, Peter F. Stadler, Martin Schlegel, and Detlef Bernhard. The enigmatic mitochondrial genome of Rhabdopleura compacta (PPterobranchia) reveals insights into selection of an efficient tRNA system and supports monophyly of Ambulacraria. BMC Evol. Biol., 11:134, 2011.

[330] Lydia Steiner, Peter F. Stadler, and Michael Cysouw. A pipeline for computational historical linguistics. Language Dynamics & Change, 1:89–127, 2011.

[331] Dominic Rose, Michael Hiller, Katharina Schutt, Jörg Hackermüller, Rolf Backofen, and Peter F. Stadler. Computational discovery of human coding and non-coding transcripts with conserved splice sites. Bioinformatics, 27:1894–1900, 2011.

[332] Hakim Tafer, Fabian Ammann, Florian Eggenhoffer, Peter F. Stadler, and Ivo L. Hofacker.

Fast accessibility-based prediction of RNA-RNA interactions. Bioinformatics, 27:1934–1940, 2011.

[333] Wolfgang Otto, Peter F. Stadler, and Sonja J. Prohaska. Phylogenetic footprinting and consistent sets of local aligments. In R. Giancarlo and G. Manzini, editors, CPM 2011, volume 6661 of Lecture Notes in Computer Science, pages 118–131, Heidelberg, Germany, 2011. Springer-Verlag.

[334] Jeremy D. Raincrow, Ken Dewar, Claudia Stocsits, Sonja J. Prohaska, Chris T. Amemiya, Peter F. Stadler, and Chi-hua Chiu. Hox clusters of the bichir (Actinopterygii, Polypterus senegalus) highlight unique patterns of sequence evolution in gnathostome phylogeny. J. Exp. Zool., 316:451–464, 2011.

[335] David Langenberger, Sebastian Bartschat, Jana Hertel, Steve Hoffmann, Hakim Tafer, and Peter F. Stadler. MicroRNA or not MicroRNA? In Osmar Norberto de Souza, Guilherme P. Telles, and Mathew J. Palakal, editors, Advances in Bioinformatics and Computational Biology, 6th Brazilian Symposium on Bioinformatics, BSB 2011, volume 6832 of Lecture Notes in Computer Science, pages 1–9, Berlin, Heidelberg, 2011. Springer.

[336] Michael B. Clark, Paulo P. Amaral, Felix J. Schlesinger, Marcel E. Dinger, Ryan J. Taft, John L. Rinn, Chris P. Ponting, Peter F. Stadler, Kevin J. Morris, Antonin Morillon, Joel S. Rozowsky, Mark Gerstein, Claes Wahlestedt, Yoshihide Hayashizaki, Piero Carninci, Thomas R. Gingeras, and John S. Mattick. The reality of pervasive transcription. PLoS Biology, 9:e1000625, 2011.

[337] Mario Fasold, David Langenberger, Hans Binder, Peter F. Stadler, and Steve Hoffmann.

DARIO: A ncRNA detection and analysis tool for next-generation sequencing experiments. Nucleic Acids Res., 39:W112–W117, 2011.

[338] Florian Eggenhofer, Hakim Tafer, Peter F. Stadler, and Ivo L. Hofacker. RNApredator: Fast accessibility-based prediction of sRNA targets. Nucleic Acids Res., 39:W149–W154, 2011.

[339] Manja Marz and Peter F. Stadler. RNA interactions. In Lesley J. Collins, editor, RNA Infrastructure and Networks, volume 722 of Advances in Experimental Medicine and Biology, pages 20–38. Landes Biosciences, Springer-Verlag, Berlin, 2011.

[340] Sven Findeiß, Jan Engelhardt, Sonja P. Prohaska, and Peter F. Stadler. Protein-coding structured RNAs: A computational survey of conserved RNA secondary structures overlapping coding regions in drosophilids. Biochimie, 93:2019–2023, 2011.

[341] Dominic Rose and Peter F. Stadler. Molecular evolution of the non-coding eosinophil granule ontogeny transcript EGOT. Front. Gene., 2:69, 2011.

[342] A Bateman, S Agrawal, E Birney, E A Bruford, J M Bujnicki, G Cochrane, J R Cole, M E Dinger, A J Enright, P P Gardner, D Gautheret, S Griffiths-Jones, J Harrow, J Herrero, I H Holmes, H D Huang, K A Kelly, P Kersey, A Kozomara, T M Lowe, M Marz, S Moxon, K D Pruitt, T Samuelsson, P F Stadler, A J Vilella, J H Vogel, K P Williams, M W Wright, and C Zwieb. RNAcentral: A vision for an international database of RNA sequences. RNA, 17:1941–1946, 2011.

[343] Arli A. Parikesit, Peter F. Stadler, and J. Prohaska, Sonja. Evolution and quantitative comparison of genome-wide protein domain distributions. Genes, 2:912–924, 2011.

[344] Manja Marz, Andreas R. Gruber, Christian Höner zu Siederdissen, Fabian Amman, Stefan Badelt, Sebastian Bartschat, Stephan H. Bernhart, Stephanie Beyer, Wolfgangq Kehr, Ronny Lorenz, Andrea Tanzer, Dilmurat Yusuf, Hakim Tafer, Ivo L. Hofacker, and Peter F. Stadler. Animal snoRNAs and scaRNAs with exceptional structures. RNA Biology, 8:938–946, 2011.

[345] Ronny Lorenz, Stephan H Bernhart, Christian Höner zu Siederdissen, Hakim Tafer, Christoph Flamm, Peter F. Stadler, and Ivo L. Hofacker. ViennaRNA Package 2.0. Alg. Mol. Biol., 6:26, 2011.

[346] Irma Lozada-Chávez, Peter F. Stadler, and Sonja J. Prohaska. “hypothesis for the modern RNA world”: a pervasive non-coding RNA-based genetic regulation is a prerequisite for the emergence 2 of multicellular complexity. Orig. Life Evol. Biosph., 41:587–607, 2011.

[347] Ivo L. Hofacker, Christian M. Reidys, and Peter F. Stadler. Symmetric circular matchings and RNA folding. Discr. Math., 312:100–112, 2012.

[348] Marc Hellmuth, Lydia Ostermeier, and Peter F. Stadler. Diagonalized cartesian products of S-prime graphs are S-prime. Discr. Math., 312:74–80, 2012.

[349] Catherine Florentz, Frank Jühling, Joern Pütz, Claude Sauter, Peter F. Stadler, and Richard Giegé. Structure of transfer RNAs: a function-driven refined view. Wiley Interdiscip Rev RNA, 3:37–61, 2012.

[350] David Langenberger, Sachin Pundhir, Claus T. Ekstrøm, Peter F. Stadler, Steve Hoffmann, and Jan Gorodkin. deepBlockAlign: A tool for aligning RNA-seq profiles of read block patterns. Bioinformatics, 28:17–24, 2012.

[351] Marc Hellmuth, Philipp-Jens Ostermeier, and Peter F. Stadler. Minimum cycles bases of lexicographic products. Ars Math. Comptemp., 5:219–230, 2012.

[352] Cornelius Schmidtke, Sven Findeiß, Cynthia M. Sharma, Juliane Kuhfuß, Steve Hoffmann, Jörg Vogel, Peter F. Stadler, and Ulla Bonas. Genome-wide transcriptome analysis of the plant pathogen Xanthomonas identifies sRNAs with putative virulence functions. Nucleic Acids Res., 40:2020–2031, 2012.

[353] Marc Hellmuth, Lydia Ostermeier, and Peter F. Stadler. A survey on hypergraph products.

Math. Comp. Sci., 6:1–32, 2012.

[354] Konstantin Klemm, Anita Mehta, and Peter F. Stadler. Landscape encodings enhance optimization. PLoS ONE, 7:e34780, 2012.

[355] Lydia Ostermeier, Marc Hellmuth, and Peter F. Stadler. The cartesian product of hypergraphs. J. Graph Th., 70:180–196, 2012.

[356] Jan Engelhardt and Peter F. Stadler. Hidden treasures in unspliced EST data. Th. Biosci., 131:49–57, 2012. Preliminary version in Proceedings of HIBIT 2011, Izmir TR.

[357] Frank Jühling, Joern Pütz, Matthias Bernt, Alexander Donath, Martin Middendorf, Catherine Florentz, and Peter F. Stadler. Improved systematic tRNA gene annotation allows new insights into the evolution of mitochondrial tRNA structures and into the mechanisms of mitochondrial genome rearrangements. Nucleic Acids Res., 40:2833–2845, 2012.

[358] Sebastian Will, Tejal Joshi, Ivo L. Hofacker, Peter F. Stadler, and Rolf Backofen. LocARNA- P: Accurate boundary prediction and improved detection of structured RNAs for genome-wide screens. RNA, 18:900–914, 2012.

[359] Jana Hertel, Sebastian Bartschat, Axel Wintsche, Christian Otto, The Students of the Bioinformatics Computer Lab 2011, and Peter F. Stadler. Evolution of the let-7 microRNA family. RNA Biology, 9:231–241, 2012.

[360] Stefan Washietl, Ivo L. Hofacker, Peter F. Stadler, and Manolis Kellis. RNA folding with soft constraints: Reconciliation of probing data and thermodynamic secondary structure prediction. Nucleic Acids Res., 40:4261–4272, 2012.

[361] Ronny Lorenz, Stephan H. Bernhart, Fabian Externbrink, Jing Qin, Christian Höner zu Siederdissen, Fabian Amman, Ivo L. Hofacker, and Peter F. Stadler. RNA folding algorithms with G-quadruplexes. In M. C. P. de Souto and M. G. Kann, editors, BSB 2012, volume 7409 of Lect. Notes Bioinf., pages 49–60, Heidelberg, 2012. Springer.

[362] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F Stadler. Maximizing output and recognizing autocatalysis in chemical reaction networks is NP-complete. J. Syst. Chem., 3:1, 2012.

[363] Christian Otto, Peter F Stadler, and Steve Hoffmann. Fast and sensitive mapping of bisulfitetreated sequencing data. Bioinformatics, 28:1698–1704, 2012.

[364] Felipe A. Lessa, Tainá Raiol, Marcelo M. Brígido, Daniele S. B. Martins Neto, Maria Emília M. T. Walter, and Peter F. Stadler. Clustering Rfam 10.1: Clans, families, and classes. Genes, 3:378–390, 2012.

[365] Oliver Niehuis, Gerrit Hartig Hartig, Sonja Garth, Hans Pohl, Jörg Lehmann, Hakim Tafer, Alexander Donath, Veiko Krauss, Carina Eisenhardt, Jana Hertel, Malte Petersen, Christoph Mayer, Karin Meusemann, Ralph S. Peters, Peter F. Stadler, Rolf G. Beutel, Erich Bornberg- Bauer, Duane D. McKenna, and Bernhard Misof. Genomic and morphological evidence converge to resolve the enigma of Strepsiptera. Current Biol., 22:1309–1313, 2012.

[366] Sylvia C Tippmann, Robert Ivanek, Dimos Gaidatzis, Anne Schöler, Leslie Hoerner, Erik van Nimwegen, Peter F. Stadler, Michael B. Stadler, and Dirk Schübeler. Chromatin measurements reveal contributions of synthesis and decay to steady-state mRNA levels. Mol. Systems Biol., 8:593, 2012.

[367] Martin Mann, Heinz Ekker, Peter F. Stadler, and Christoph Flamm. Atom mapping with constraint programming. In R. Backofen and S. Will, editors, Proceedings of the Workshop on Constraint Based Methods for Bioinformatics WCB12, pages 23–29, Freiburg, 2012. Uni Freiburg. http://www.bioinf.uni-freiburg.de/Events/WCB12/proceedings.pdf.

[368] Frank Jühling, Joern Pütz, Catherine Florentz, and Peter F. Stadler. Armless mitochondrial tRNAs in Enoplea (Nematoda). RNA Biology, 9:1161–1166, 2012.

[369] Markus Rohrschneider, Peter F. Stadler, and Gerik Scheuermann. A visual cross-database comparison of metabolic networks. In George Bebis, Richard Boyle, Bahram Parvin, Darko Koracin, Charless Fowlkes, Sen Wang, Min-Hyung Choi, Stephan Mantler, Jürgen Schulze, Daniel Acevedo, Klaus Mueller, and Michael Papka, editors, Advances in Visual Computing, ISVC 2012. Part II, volume 7432 of Lect. Notes Comp. Sci., pages 678–687, Berlin, 2012. Springer.

[370] Martien A. M. Groenen, Alan L. Archibald, Hirohide Uenishi, Christopher K. Tuggle, Yasuhiro Takeuchi, Max F. Rothschild, Claire Rogel-Gaillard, Chankyu Park, Denis Milan, Shengting Megens, Hendrik-Jan andLi, Denis M. Larkin, Heebal Kim, Laurent A. F. Frantz, Mario Caccamo, Hyeonju Ahn, Bronwen L. Alken, Anna Anselmo, Christian Anthon, Loretta Auvil, Bouabid Badaoui, Craig W. Beattie, Christian Bendixen, Daniel Berman, Frank Blecha, Jonas Blomberg, Lars Bolund, Mirte Bosse, Sara Botti, Zhan Bujie, Megan Bystrom, Boris Capitanu, Denise Carvalho-Silva, Patrick Chardon, Celine Chen, Ryan Cheng, Sang- Haeng Choi, William Chow, Richard C. Clark, Christopher Clee, Richard P. M. A. Crooijmans, Harry D. Dawson, Patrice Dehais, Fioravante De Sapio, Bert Dibbits, Nizar Drou,

Zhi-Qiang Du, Kellye Eversole, João Fadista, Susan Fairley, Thomas Faraut, Geoffrey J. Faulkner, Katie E Fowler, Merete Fredholm, Eric Fritz, James G. R. Gilbert, Elisabetta Giuffra, Jan Gorodkin, Darren Griffin, Jennifer L. Harrow, Alexander Hayward, Kerstin Howe, Zhi-Liang Hu, Sean J. Humphray, Toby Hunt, Henrik H. Jensen, Jin-Tae Jeon, Patric Jern, Matthew Jones, Jerzy Jurka, Hiroyuki Kanamori, Ronan Kapetanovic, Jaebum Kim, Jae-Hwan Kim, Kyu-Won Kim, Tae-Hun Kim, Greger Larson, Kyooyeol Lee, Kyung-Tai Lee, Richard Leggett, Harris A. Lewin, Yingrui Li, Wansheng Liu, Jane E. Loveland, Yao Lu, Joan K. Lunney, Jian Ma, Ole Madsen, Katherine Mann, Lucy Matthews, Stuart McLaren, Takeya Morozumi, Michael P. Murtaugh, Jitendra Narayan, Dinh Truong Nguyen, Peixiang Ni, Song-Jung Oh, Suneel Onteru, Frank Panitz, Eung-Woo Park, Hong-Seog Park, Geraldine Pascal, Yogesh Paudel, Miguel Perez-Enciso, Ricardo Ramirez-Gonzalez, James M. Reecy, Sandra Rodriguez-Zas, Gary A. Rohrer, Lauretta Rund, Yongming Sang, Kyle Schachtschneider, Joshua G. Schraiber, John Schwartz, Linda Scobie, Carol Scott, Stephen Searle, Bertrand Servin, Bruce R. Southey, Goran Sperber, Peter F. Stadler, Jonathan V. Sweedler, Hakim Tafer, Bo Thomsen, Rashmi Wali, Jian Wang Wang, Jun Wang, Simon White, Xun Xu, Martine Yerle, Guojie Zhang, Jianguo Zhang, Jie Zhang, Shuhong Zhao, Jane Rogers, Carol Churcher, and Lawrence B. Schook. Analyses of pig genomes provide insight into porcine demography and evolution. Nature, 491:393–398, 2012.

[371] Julia Richter, Matthias Schlesner, Steve Hoffmann, Markus Kreuz, Ellen Leich, Birgit Burkhardt, Maciej Rosolowski, Ole Ammerpohl, Rabea Wagener, Stephan H. Bernhart, Dido Lenze, Monika Szczepanowski, Maren Paulsen, Simone Lipinski, Robert B. Russell, Sabine Adam-Klages, Gordana Apic, Alexander Claviez, Dirk Hasenclever, Volker Hovestadt, Nadine Hornig, Jan Korbel, Dieter Kube, David Langenberger, Chris Lawerenz, Jasmin Lisfeld, Katharina Meyer, Simone Picelli, Jordan Pischimarov, Bernhard Radlwimmer, Tobias Rausch, Marius Rohde, Markus Schilhabel, René Scholtysik, Rainer Spang, Heiko Trautmann, Thorsten Zenz, Arndt Borkhardt, Hans G. Drexler, Peter Möller, Roderick A. F. MacLeod, Christiane Pott Pott, Stephan Schreiber, Lorenz Trümper, Markus Löffler, Peter F. Stadler, Peter Lichter, Roland Eils, Ralf Küppers, Michael Hummel, Wolfram Klapper, Philip Rosenstiel, Andreas Rosenwald, Benedikt Brors, and Reiner Siebert. Recurrent mutation of the ID3 gene in Burkitt Lymphoma identified by integrated genome, exome and transcriptome sequencing. Nature Gen., 44:1316–1320, 2012.

[372] Maribel Hernandez-Rosales, Marc Hellmuth, Nick Wieseke, Katharina T. Huber, Vincent Moulton, and Peter F. Stadler. From event-labeled gene trees to species trees. BMC Bioinformatics, 13(Suppl. 19):S6, 2012.

[373] Christoph Dieterich and P. F. Stadler. Computational biology of RNA interactions. Wiley Interdiscip. Rev. RNA, 4:107–120, 2013.

[374] David Langenberger, M. Volkan Çakir, Steve Hoffmann, and Peter F. Stadler. Dicer-processed small RNAs: Rules and exceptions. J. Exp. Zool: Mol. Dev. Evol., 320:35–46, 2012.

[375] Xiaodong Qi, Yang Li, Shinji Honda, Steve Hoffmann, Manja Marz, Axel Mosig, Joshua D.

Podlevskya, Peter F. Stadler, Eric U. Selker, and Julian J. L. Chen. The common ancestral core of vertebrate and fungal telomerase RNAs. Nucleic Acids Res., 41:450–462, 2013.

[376] Marc Hellmuth, Maribel Hernandez-Rosales, Katharina T. Huber, Vincent Moulton, Peter F.

Stadler, and Nicolas Wieseke. Orthology relations, symbolic ultrametrics, and cographs. J. Math. Biol., 66:399–420, 2013.

[377] Jan Hubička, Jürgen Jost, Yangjing Long, Peter F. Stadler, and Ling Yang. Relations between graphs. Ars Math. Contemp., 6:323–350, 2013.

[378] Jörg Lehmann, Peter F. Stadler, and Veiko Krauss. Near intron pairs and the metazoan tree.

Mol. Phylog. Evol, 66:811–823, 2012.

[379] Markus Lechner, Manja Marz, Christian Ihling, Peter F. Sinz, Andrea Stadler, and Veiko Krauss. The correlation of genome size and DNA methylation rate in metazoans. Th. Biosci., 132:47–60, 2013.

[380] Manja Wachsmuth, Sven Findeiß, Nadine Weissheimer, Peter F. Stadler, and Mario Mörl.

De novo design of a synthetic riboswitch that regulates transcription termination. Nucleic Acids Res., 41:2541–2551, 2013.

[381] Radhakrishnan Sabarinathan, Hakim Tafer, Stefan E. Seemann, Ivo L. Hofacker, Peter F.

Stadler, and Jan Gorodkin. RNAsnp: Efficient detection of local RNA secondary structure changes induced by SNPs. Hum. Mut., 34:546–556, 2013.

[382] Chris T. Amemiya, Jessica Alföldi, Alison P. Lee, Shaohua Fan, Hervé Philippe, Iain Mac- Callum, Ingo Braasch, Tereza Manousaki, Igor Schneider, Nicolas Rohner, Chris Organ, Domitille Chalopin, Jeramiah J. Smith, Mark Robinson, Rosemary A. Dorrington, Marco Gerdo, Bronwen Aken, Maria Assunta Biscotti, Marco Barucca, Denis Baurain, Aaron M. Berlin, Gregory L. Blatch, Francesco Buonocore, Thorsten Burmester, Michael S. Campbell, Adriana Canapa, John P. Cannon, Alan Christoffels, Gianluca De Moro, Adrienne L. Edkins, Lin Fan, Anna Maria Fausto, Nathalie Feiner, Mariko Forconi, Junaid Gamieldien, Sante Gnerre, Andy Gnirke, Jared V. Goldstone, Wilfried Haerty, Mark E. Hahn, Uljana Hesse, Steve Hoffmann, Jeremy Johnson, Sibel I. Karchner, Shigehiru Kuraku, Marcia Lara, Joshua Z. Levin, Gary W. Litman, Evan 3 Mauceli, Tsutomu Miyake, M. Gail Mueller, David R. Nelson, Anne Nitsche, Ettore Olmo, Tatsuya Ota, Alberto Pallavicini, Sumir Panji, Barbara Picone, Chris P. Ponting, Sonja J. Prohaska, Dariusz Przybylski, Nil Ratan Saha, Vydianathan Ravi, Filipe J. Ribeiro, Tatjana Sauka-Spengler Sauka-Spengler, Giuseppe Scapigliati, Stephen M. J. Searle, Ted Sharpe, Oleg Simakov, Peter F. Stadler, John J. Stegeman, Kenta Sumiyama, Hakim Tafer Tafer, Jason Turner-Maier, Peter van Heusden, Simon White, Louise Williams, Mark Yandell, Henner Brinkmann, Jean-Nicolas Volff, Clifford J. Tabin, Neil Shubin, Manfred Schartl, David Jaffe, John H. Postlethwait, Byrappa Venkatesh, Federica Di Palma, Eric S. Lander, Axel Meyer, and Kerstin Lindblad-Toh. The african coelacanth genome provides insights into tetrapod evolution. Nature, 496:311–316, 2013.

[383] Gero Doose, Maria Alexis, Rebecca Kirsch, Sven Findeiß, David Langenberger, Rainer Machné, Mario Mörl, Steve Hoffmann, and Peter F. Stadler. Mapping the RNA-seq trash bin: Unusual transcripts in prokaryotic transcriptome sequencing data. RNA Biology, 10:1204– 1210, 2013.

[384] Stephan A. Müller, Sven Findeiß, Sandy R. Pernitzsch, Peter F. Stadler, Ivo L. Hofacker, Cynthia M. Sharma, Martin von Bergen, and Stefan Kalkhof. Identification of new protein coding sequences and signal peptidase cleavage sites of Helicobacter pylori strain 26695 by proteogenomics. J. Proteomics, 86:27–42, 2013.

[385] Yang Li, Manja Marz, Xiaodong Qi, Joshua D. Podlevsky, Steve Hoffmann, Peter F. Stadler, and Julian J.-L. Chen. Identification of purple sea urchin telomerase RNA using a nextgeneration sequencing based approach. RNA, 19:852–860, 2013.

[386] Radhakrishnan Sabarinathan, Hakim Tafer, Stefan Seemann, Ivo L. Hofacker, Peter F.

Stadler, and Jan Gorodkin. The RNAsnp Web Server: Predicting SNP effects on local RNA secondary structure. Nucleic Acids Res., 41:W475–W479, 2013.

[387] Yinhua Huang, Yingrui Li, David W Burt, Hualan Chen, Yong Zhang, Wubin Qian, Heebal Kim, Shangquan Gan, Yiqiang Zhao, Jianwen Li, Kang Yi, Huapeng Feng, Pengyang Zhu, Bo Li, Qiuyue Liu, Suan Fairley, Katharine E Magor, Zhenlin Du, Xiaoxiang Hu, Laurie Goodman, Hakim Tafer, Alain Vignal, Taeheon Lee, Kyu-Won Kim, Zheya Sheng, Yang An, Steve Searle, Javier Herrerol, Martien A M Groenen, Richard P M A Crooijmans, Thomas Faraut, Qingle Cai, Robert G Webster, Jerry R Aldridge, Wesley C Warren, Sebastian Bartschat, Stephanie Kehr, Manja Marz, Peter F Stadler, Jacqueline Smith, Robert H S Kraus, Yaofeng Zhao, Liming Ren, Jing Feil, Mireille Morisson, Pete Kaiser, Darren K Griffin, Man Rao, Frederique Pitel, Jun Wang, and Ning Li. The duck genome and transcriptome provide insight into an avian influenza virus reservoir species. Nature Genetics, 45:776–783, 2013.

[388] Lesca M. Holdt, Steve Hoffmann, Kristina Sass, David Langenberger, Markus Scholz, Knut Krohn, Knut Finstermeier, Anika Stahringer, Wolfgang Wilfert, Frank Beutner, Stephan Gielen, Gerhard Schuler, Gabor Gäbel, Hendrick Bergert, Ingo Bachmann, Peter F. Stadler, Joachim Thiery, and Daniel Teupser. Alu elements in ANRIL non-coding RNA at chromosome 9p21 modulate atherogenic cell functions through trans-regulation of gene networks. PLoS Genet., 9:e1003588, 2013.

[389] Christian Arnold, Peter F. Stadler, and Sonja J. Prohaska. Chromatin computation: Epigenetic inheritance as a pattern reconstruction problem. J. Theor. Biol., 336:61–74, 2013.

[390] Rolf Backofen, Markus Fricke, Manja Marz, Jing Qin, and Peter F. Stadler. Distribution of graph-distances in Boltzmann ensembles of RNA secondary structures. In Aaron Darlin and Jens Stoye, editors, Algorithms in Bioinformatics: WABI 2013, volume 8126 of Lect. Notes Comp. Sci., pages 112–125, Heidelberg, 2013. Springer.

[391] Sebastian Will, Michael F. Siebauer, Steffen Heyne, Jan Engelhardt, Peter F. Stadler, Kristin Reiche, and Rolf Backofen. LocARNAscan: Incorporating thermodynamic stability in sequence and structure-based RNA homology search. Alg. Mol. Biol., 8:14, 2013.

[392] Jakob L Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Inferring chemical reaction patterns using graph grammar rule composition. J. Syst. Chem., 4:4, 2013.

[393] Martin Mann, Feras Nahar, Heinz Ekker, Rolf Backofen, Peter F. Stadler, and Christoph Flamm. Atom mapping with constraint programming. In Christian Schulte, editor, Principles and Practice of Constraint Programming, volume 8124 of Lect. Notes Comp. Sci., pages 805– 822, Berlin, Heidelberg, 2013. Springer-Verlag.

[394] Matthias Bernt, Alexander Donath, Frank Jühling, Fabian Externbrink, Catherine Florentz, Guido Fritzsch, Jörn Pütz, Martin Middendorf, and Peter F. Stadler. MITOS: Improved de novo metazoan mitochondrial genome annotation. Mol. Phylog. Evol., 69:313–319, 2013.

[395] Matthias Bernt, Anke Braband, Martin Middendorf, Bernhard Misof, Omar Rota-Stabelli, and Peter F. Stadler. Bioinformatics methods for the comparative analysis of metazoan mitochondrial genome sequences. Mol. Phylog. Evol., 69:320–327, 2013.

[396] Matthias Bernt, Anke Braband, Bernd Schierwater, and Peter F. Stadler. Genetic aspects of mitochondrial genome evolution. Mol. Phylog. Evol., 69:328–338, 2013.

[397] Matthias Bernt, Christoph Bleidorn, Anke Braband, Johannes Dambach, Alexander Donath, Guido Fritzsch, Anja Golombek, Heike Hadrys, Frank Jühling, Karen Meusemann, Martin Middendorf, Bernhard Misof, Marleen Perseke, Lars Podsiadlowski, Björn von Reumont, Bernd Schierwater, Martin Schlegel, Michael Schrödl, Sabrina Simon, Peter F. Stadler, Isabella Stöger, and Torsten H. Struck. A comprehensive analysis of metazoan mitochondrial genomes and animal phylogeny. Mol. Phylog. Evol., 69:352–364, 2013.

[398] Catherine Florentz, Joern Pütz, Frank Jühling, H. Schwenzer, Peter F. Stadler, Bernard Lorber, Claude Sauter, and Marie Sissler. Translation in mammalian mitochondria: Order and disorder linked to tRNAs and aminoacyl-tRNA synthetases. In Anne-Marie Duchêne, editor, Translation in Mitochondria and Other Organelles, pages 55–83. Springer, Heidelberg, 2013.

[399] Jakob L. Andersen, Tommy Andersen, Christoph Flamm, Martin Hanczyc, Daniel Merkle, and Peter F. Stadler. Navigating the chemical space of HCN polymerization and hydrolysis: Guiding graph grammars by mass spectrometry data. Entropy, 15:4066–4083, 2013.

[400] Martin A. Smith, Tanja Gesell, Peter F. Stadler, and John S. Mattick. Widespread purifying selection on RNA structure in mammals. Nucleic Acids Res., 41:8220–8236, 2013.

[401] Christian Höner zu Siederdissen, Stefan Hammer, Ingrid Abfalter, Ivo L. Hofacker, Christoph Flamm, and Peter F. Stadler. Computational design of RNAs with complex energy landscapes. Biopolymers, 99:1124–1136, 2013.

[402] Matthias Bernt, Rainer Machné, Abdullah H. Sahyoun, Martin Middendorf, and Peter F.

Stadler. Mitochondrial genome evolution. In N.N., editor, eLS, page A25142. Wiley-Blackwell, 2013. Article ID: A25142.

[403] Fabian Amman, Stephan H. Bernhart, Gero Doose, Ivo L. Hofacker, Jing Qin, Peter F.

Stadler, The Students of the Bioinformatics II Lab Class 2013, and Sebastian Will. The trouble with long-range base pairs in RNA folding. In João C. Setubal and Nalvo F. Almeida, editors, Advances in Bioinformatics and Computational Biology, 8th BSB, volume 8213 of Lect. Notes Comp. Sci., pages 1–11, 2013.

[404] Christian Höner zu Siederdissen, Ivo L. Hofacker, and Peter F. Stadler. How to multiply dynamic programming algorithms. In João C. Setubal and Nalvo F. Almeida, editors, Advances in Bioinformatics and Computational Biology, 8th BSB, volume 8213 of Lect. Notes Comp. Sci., pages 82–93, 2013.

[405] Wosley Arruda, Célia G. Ralha, Tainá Raiol, Marcelo M. Brígido, Maria Emília M. T. Walter, and Peter F. Stadler. ncRNA-Agents: A multiagent system for non-coding RNA annotation. In João C. Setubal and Nalvo F. Almeida, editors, Advances in Bioinformatics and Computational Biology, 8th BSB, volume 8213 of Lect. Notes Comp. Sci., pages 136–147, 2013.

[406] Rolf Fagerberg, Christoph Flamm, Daniel Merkle, Philipp Peters, and Peter F. Stadler. On the complexity of reconstructing chemical reaction networks. Math. Comp. Sci., 7:275–292, 2013.

[407] Ronny Lorenz, Stephan H. Bernhart, Jing Qin, Christian Höner zu Siederdissen, Andrea Tanzer, Fabian Amman, Ivo L. Hofacker, and Peter F. Stadler. 2D meets 4G: G-quadruplexes in RNA secondary structure prediction. IEEE Trans. Comp. Biol. Bioinf., 10:832–844, 2013.

[408] Marc Hellmuth, Josef Leydold, and Peter F. Stadler. Convex cycle bases. Acta Math. Contemp., 7:123–140, 2014. Bled’11 contribution.

[409] Arli A. Parikesit, Lydia Steiner, Peter F. Stadler, and Sonja J. Prohaska. Pitfalls of ascertainment biases in genome annotations — computing comparable protein domain distributions in eukarya. Malaysian J. Fund. Appl. Sci., 10:65–75, 2014.

[410] Sebastian Bartschat, Stephanie Kehr, Hakim Tafer, Peter F. Stadler, and Jana Hertel. snoStrip: A snoRNA annotation pipeline. Bioinformatics, 30:115–116, 2014.

[411] Stephanie Kehr, Sebastian Bartschat, Hakim Tafer, Peter F. Stadler, and Jana Hertel. Matching of soulmates: Coevolution of snoRNAs and their targets. Mol. Biol. Evol., 31:455–467, 2014.

[412] Marc Hellmuth, Lydia Ostermeier, and Peter F. Stadler. Unique square property, equitable partitions, and product-like graphs. Discrete Math., 320:92–103, 2014.

[413] Juliane C. Dohm, André E. Minoche, Daniela Holtgräwe, Salvador Capella-Gutiérrez, Falk Zakrzewski, Hakim Tafer, Oliver Rupp, Thomas Rosleff Sörensen, Ralf Stracke, Richard Reinhardt, Alexander Goesmann, Thomas Kraft, Britta Schulz, Peter F. Stadler, Thomas Schmidt, Toni Gabaldón, Hans Lehrach, Bernd Weisshaar, and Heinz Himmelbauer. The genome of the recently domesticated crop plant sugar beet (Beta vulgaris). Nature, 505:546– 549, 2014.

[414] Maribel Hernandez-Rosales, Nicolas Wieseke, Marc Hellmuth, and Peter F. Stadler. Simulation of gene family histories. BMC Bioinformatics, 15:S3–A8, 2014.

[415] Steve Hoffmann, Christian Otto, Gero Doose, Andrea Tanzer, David Langenberger, Sabina Christ, Manfred Kunz, Lesca M. Holdt, Daniel Teupser, Jörg Hackermüller, and Peter F. Stadler. A multi-split mapping algorithm for circular RNA, splicing, trans-splicing, and fusion detection. Genome Biology, 15:R34, 2014.

[416] Konstantin Klemm and Peter F. Stadler. Rugged and elementary landscapes. In Yossi Borenstein and Alberto Moraglio, editors, Theory and Principled Methods for Designing Metaheustics, Natural Computing Series, pages 41–61. Springer, Berlin, 2014.

[417] Konstantin Klemm, Jing Qin, and Peter F. Stadler. Geometry and coarse-grained representations of landscapes. In Andries Engelbrecht and Hendrik Richter, editors, Recent advances in the theory and application of fitness landscapes, volume 6 of Emergence, Complexity, and Computation, pages 153–176. Springer-Verlag, Berlin, 2014.

[418] Peter F. Stadler. Class-specific prediction of ncRNAs. In Jan Gorodkin and Larry Ruzzo, editors, RNA Sequence, Structure, and Function: Computational and Bioinformatic Methods, volume 1097 of Meth. Mol. Biol., pages 199–214. Humana Press, New York, 2014.

[419] Jana Hertel, David Langenberger, and Peter F. Stadler. Computational prediction of microRNA genes. In Jan Gorodkin and Larry Ruzzo, editors, RNA Sequence, Structure, and Function: Computational and Bioinformatic Methods, volume 1097 of Meth. Mol. Biol., pages 437–456. Humana Press, New York, 2014.

[420] Sandra Wende, Edward G. Platzer, Frank Jühling, Joern Pütz, Catherine Florentz, Peter F.

Stadler, and Mario Mörl. Biological evidence for the worlds smallest tRNAs. Biochimie, 100:151–158, 2014.

[421] Fabian Amman, Michael T Wolfinger, Ronny Lorenz, Ivo L Hofacker, Peter F Stadler, and S. Findeiß. TSSAR: TSS annotation regime for dRNA-seq data. BMC Bioinformatics, 15:89, 2014.

[422] Lorena Rivarola-Duarte, Christian Otto, Daria Bedulina, Frank Jühling, Stephan Schreiber, Lena Jakob, Anton Gurkov, Denis Axenov-Gribanov, Abdullah H. Sahyoun, Magnus Lucassen, Jörg Hackermüller, Steve Hoffmann, Franz Sartoris, Hans-Otto Pörtner, Maxim Timofeyev, Till Luckenbach, and Peter F. Stadler. A first glimpse at the genome of the baikalian amphipod Eulimnogammarus verrucosus. J. Exp. Zool. B: Mol. Dev. Evol., 322:177–189, 2014.

[423] Manja Marz, Stefanie Wehner, and Peter F. Stadler. Homology search for small structured ncRNAs. In Roland Hartmann, Albrecht Bindereif, Astrid Schön, and Eric Westhof, editors, Handbook of RNA Biochemistry, pages 619–632. Wiley VCH, Weinheim, D, 2nd edition, 2013.

[424] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Generic strategies for chemical space exploration. Int. J. Comp. Biol. Drug Design, 7:225–258, 2014. ICIBM 2013 contribution.

[425] Martin Schlegel, Michael Weidhase, and Peter F. Stadler. Deuterostome phylogeny – a molecular perspective. In J. Wolfgang Wägele and Thomas Bartolomaeus, editors, Deep Metazoan Phylogeny: The Backbone of the Tree of Life. New insights from analyses of molecules, morphology, and theory of data analysis, chapter 17, pages 414–424. de Gruyter, Berlin, 2014.

[426] Matthias Bernt, Daniel Merkle, Martin Middendorf, Bernd Schierwater, Martin Schlegel, and Peter F Stadler. Computational methods for the analysis of mitochondrial genome rearrangements. In J. Wolfgang Wägele and Thomas Bartolomaeus, editors, Deep Metazoan Phylogeny: The Backbone of the Tree of Life. New insights from analyses of molecules, morphology, and theory of data analysis, chapter 22, pages 515–530. de Gruyter, Berlin, 2014.

[427] Roman R. Stocsits, Harald Letsch, Karen Meusemann, Björn M. von Reumont, Bernhard Misof, Jana Hertel, Hakim Tafer, and Peter F. Stadler. RNA in phylogenetic reconstruction. In J. Wolfgang Wägele and Thomas Bartolomaeus, editors, Deep Metazoan Phylogeny: The Backbone of the Tree of Life. New insights from analyses of molecules, morphology, and theory of data analysis, chapter 23, pages 531–538. de Gruyter, Berlin, 2014.

[428] Jörg Lehmann, Carina Eisenhardt, Veiko Krauss, and Peter F. Stadler. Intron positions and near intron pairs. In J. Wolfgang Wägele and Thomas Bartolomaeus, editors, Deep Metazoan Phylogeny: The Backbone of the Tree of Life. New insights from analyses of molecules, morphology, and theory of data analysis, chapter 24, pages 539–548. de Gruyter, Berlin, 2014.

[429] Alexander Donath and Peter F. Stadler. Molecular morphology: Higher order characters derivable from sequence information. In J. Wolfgang Wägele and Thomas Bartolomaeus, editors, Deep Metazoan Phylogeny: The Backbone of the Tree of Life. New insights from analyses of molecules, morphology, and theory of data analysis, chapter 25, pages 549–562. de Gruyter, Berlin, 2014.

[430] Marcel Kucharík, Ivo L. Hofacker, Peter F. Stadler, and Jing Qin. Basin hopping graph: A computational framework to characterize RNA folding landscapes. Bioinformatics, 30:2009– 2017, 2014.

[431] Abdullah H. Sahyoun, Matthias Bernt, Peter F. Stadler, and Kifah Tout. GC skew and mitochondrial origins of replication. Mitochondrion, 17:56–66, 2014.

[432] Jörg Hackermüller, Kristin Reiche, Christian Otto, Nadine Hösler, Conny Blumert, Katja Brocke-Heidrich, Levin Böhlig, Anne Nitsche, Katharina Kasack, Peter Ahnert, Wolfgang Krupp, Kurt Engeland, Peter F Stadler, and Friedemann Horn. Cell cycle, oncogenic and tumor suppressor pathways regulate numerous long and macro non-protein coding RNAs. Genome Biol., 15:R48, 2014.

[433] Manja Marz, Niko Beerenwinkel, Christian Drosten, Markus Fricke, Dmitrij Frishman, Ivo L.

Hofacker, Dieter Hoffmann, Martin Middendorf, Thomas Rattei, Peter F. Stadler, and Armin Töpfer. Challenges in RNA virus bioinformatics. Bioinformatics, 1793-1799:30, 2014.

[434] Christian Otto, Peter F. Stadler, and Steve Hoffmann. Lacking alignments? The versatile and accurate next generation sequencing mapper segemehl revisited. Bioinformatics, 30:1837– 1843, 2014.

[435] Anne Nitsche, Gero Doose, Hakim Tafer, Mark Robinson, Nil Ratan Saha, Marco Gerdol, Adriana Canapa, Steve Hoffmann, Chris T. Amemiya, and Peter F. Stadler. Atypical RNAs in the coelacanth transcriptome. J. Exp. Zool. B: Mol. Dev. Evol., 322:342–351, 2014.

[436] Christian Anthon, Hakim Tafer, Jakob H Havgaard, Bo Thomsen, Jakob Hedegaard, Stefan E Seemann, Sachin Pundhir, Stephanie Kehr, Sebastian Bartschat, Mathilde Nielsen, Rasmus O Nielsen, Merete Fredholm, Peter F Stadler, and Jan Gorodkin. Structured RNAs and synteny regions in the pig genome. BMC Genomics, 15:459, 2014.

[437] Marcus Lechner, Maribel Hernandez-Rosales, Daniel Doerr, Nicolas Wieseke, Annelyse Thévenin, Jens Stoye, Roland K. Hartmann, Sonja J. Prohaska, and Peter F. Stadler. Orthology detection combining clustering and synteny for very large datasets. PLoS ONE, 9:e105015, 2014.

[438] Rolf Backofen, Fabian Amman, Fabrizio Costa, Sven Findeiß, Andreas S. Richter, and Peter F. Stadler. Bioinformatics of prokaryotic RNAs. RNA Biology, 11:470–483, 2014.

[439] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. 50 shades of rule composition: From chemical reactions to higher levels of abstraction. In François Fages and Carla Piazza, editors, Formal Methods in Macro-Biology, volume 8738 of Lect. Notes Comp. Sci., pages 117–135, 2014.

[440] Sebastian Will and Peter F. Stadler. A common framework for linear and cyclic multiple sequence alignment problems. In D. Brown and B. Morgenstern, editors, WABI 2014, volume 8701 of Lect. Notes Comp. Sci., pages 135–147, 2014.

[441] Gerd A. Müller, Axel Wintsche, Konstanze Stangner, Sonja J. Prohaska, Peter F. Stadler, and Kurt Engeland. The CHR site: definition and genome-wide identification of a cell cycle transcriptional element. Nucleic Acids Res., 42:10331–10350, 2014.

[442] Jing Qin, Markus Fricke, Manja Marz, Peter F. Stadler, and Rolf Backofen. Graph-distance distribution of the Boltzmann ensemble of RNA secondary structures. Alg. Mol. Biol., 9:19, 2014.

[443] Bernhard Misof, Karen Meusemann, Björn M. von Reumont, Patrick Kück, Sonja J. Prohaska, and Peter F. Stadler. A priori assessment of data quality in molecular phylogenetics. Alg. Mol. Biol., 9:22, 2014.

[444] Christian Höner zu Siederdissen, Sonja J. Prohaska, and Peter F. Stadler. Dynamic programming for set data types. In Sérgio Campos, editor, Advances in Bioinformatics and Computational Biology: BSB 2014, volume 8826 of Lect. Notes Comp. Sci., pages 57–64, 2014.

[445] Hugo W. Schneider, Sebastian Bartschat, Gero Doose, Lucas Maciel, Erick Pizani, Marcelo Bassani, Fernando Araripe Torres, Sebastian Will, Tainá Raiol, Marcelo M. Brigido, Maria Emilia Telles Walter, and Peter F. Stadler. Genome-wide identification of non-coding RNAs in Komagatella pastoris str. gs115. In Sérgio Campos, editor, Advances in Bioinformatics and Computational Biology: BSB 2014, volume 8826 of Lect. Notes Comp. Sci., pages 115–122, 2014.

[446] Tainá Raiol, João Victor A. Oliveira, Helena Schubert da Incarnação Lima Silva, Juliana Capella de Orem, Danilo Andrade Cavalcante, Nalvo F. Almeida jr., Guilherme P. Telles, João Carlos Setubal, Marcelo M. Brígido, Fernando A. Torres, Peter F. Stadler, Maria Emília M. T. Walter, Marlene Teixeira De-Souza, and Lídia M. P. Moreas. Draft genome sequence of FT9, a novel Bacillus cereus strain isolated from a Brazilian thermal spring. Genome Announc., 2:e01027–14, 2014.

[447] Martin Machyna, Stephanie Kehr, Korinna Straube, Dennis Kappei, Falk Butter, Jernej Ule, Jana Hertel, Peter F. Stadler, and Karla Neugebauer. The coilin interactome identifies hundreds of small noncoding RNAs that traffic through Cajal bodies. Mol. Cell, 56:389–399, 2014.

[448] Martin Mann, Feras Nahar, Norah Schnorr, Rolf Backofen, Peter F. Stadler, and Christoph Flamm. Atom mapping with constraint programming. Alg. Mol. Biol., 9:23, 2014.

[449] Deblina Patra, Mario Fasold, David Langenberger, Gerhard Steger, Ivo Grosse, and Peter F.

Stadler. plantDARIO: Web-based quantitative and qualitative analysis of small RNA-seq data in plants. Frontiers Plant Sci., 5:708, 2014.

[450] Guojie Zhang, Cai Li, Qiye Li, Bo Li, Denis M. Larkin, Chu Lee, Jay F. Storz, Agostinho Antunes, Matthew J. Greenwold, Robert W. Meredith, Anders Ödeen, Jie Cui, Qi Zhou, Luohai Xu, Hailin Pan, Zongji Wang, Lijun Jin, Pei Zhang, Haofu Hu, Wei Yang, Jiang Hu, Jin Xiao, Zhikai Yang, Yang Liu, Qiaolin Xie, Hao Yu, Jinmin Lian, Ping Wen, Fang Zhang, Hui Li, Yongli Zeng, Shiping Liu, Long Zhou, Zhiyong Huang, Na An, Jie Wang, Qiumei Zheng, Yingqi Xiong, Guangbiao Wang, Bo Wang, Jingjing Wang, Yu Fu, Rute R. da Fonseca, Alonzo Alfaro-Núñez, Mikkel Schubert, Ludovic Orlando, Tobias Mourier, Jason T. Howard, Ganeshkumar Ganapathy, Andreas Pfenning, Osceola Whitney, Miriam V. Rivas, Erina Hara, Julia Smith, Marta Farré, Jitendra Narayan, Gancho Slavov, Michael N Romanov, Rui Borges, João Paulo Machado, Imran Khan, Mark S. Springer, John Gatesby, Federico G. Hoffmann, Juan C. Opazo, Olle Håstad, Roger H. Sawyer, Heebal Kim, Kyu-Won Kim, Hyeon Jeong Kim, Seoae Cho, Ning Li, Yinhua Huang, Michael W. Bruford, Xiangjiang

Zhan, Andrew Dixon, Mads F. Bertelsen, Elizabeth Derryberry, Wesley Warren, Richard K Wilson, Shengbin Li, David A. Ray, Richard E. Green, Stephen J. OBrien, Darren Griffin, Warren E. Johnson, David Haussler, Oliver A. Ryder, Eske Willerslev, Gary R. Graves, Per Alström, Jon Fjeldså, David P. Mindell, Scott V. Edwards, Edward L. Braun, Carsten Rahbek, David W. Burt, Peter Houde, Yong Zhang, Huanming Yang, Jian Wang, Avian Genome Consortium, Erich D. Jarvis, M. Thomas P. Gilbert, and Jun Wang. Comparative genomics reveals insights into avian genome evolution and adaptation. Science, 346:1311–1320, 2014.

[451] Christian Höner zu Siederdissen, Sarah Berkemer, Fabian Amman, Axel Wintsche, Sebastian Will, Sonja J. Prohaska, and Peter F. Stadler. Comparative detection of processed small RNAs in Archaea. In IWBBIO 2014, pages 286–297. Univ. Granada, 2014.

http://iwbbio.ugr.es/2014/papers/IWBBIO 2014 paper 33.pdf.

[452] Xiaodong Qi, Dustin P Rand, Joshua D Podlevsky, Yang Li, Axel Mosig, Peter F Stadler, and Julian J.-L. Chen. Prevalent and distinct spliceosomal 3’-end processing mechanisms for fungal telomerase RNA. Nat Commun., 6:6105, 2015.

[453] Sven Findeiß, Manja Wachsmuth, Mario Mörl, and Peter F. Stadler. Design of transcription regulating riboswitches. Methods Enzymol., 550:1–22, 2014.

[454] Marc Hellmuth, Nicolas Wieseke, Marcus Lechner, Hans-Peter Lenhof, Martin Middendorf, and Peter F. Stadler. Phylogenetics from paralogs. Proc. Natl. Acad. Sci. USA, 112:2058– 2063, 2015.

[455] Lydia Ostermeier and Peter F. Stadler. The grid-property and product-like hypergraphs.

Graphs Combinatorics, 31:757–770, 2015. presented at IndoSlov 2013.

[456] Jana Hertel and Peter F. Stadler. The expansion of animal microRNA families revisited. Life, 5:905–920, 2015.

[457] Christoph Flamm, Bärbel M. R. Stadler, and Peter F. Stadler. Generalized topologies: hypergraphs, chemical reactions, and biological evolution. In Subhash C. Basak, Guillermo Restrepo, and Jose Luis Villaveces, editors, Advances in Mathematical Chemistry: With applications to chemoinformatics, bioinformatics, drug discovery, and Predictive toxicology, volume 2, pages 300–327. Bentham, Sharjah, UAE, 2013.

[458] Anne Nitsche, Dominic Rose, Mario Fasold, Kristin Reiche, and Peter F. Stadler. Comparison of splice sites reveals that long non-coding RNAs are evolutionarily well conserved. RNA, 21:801–812, 2015.

[459] Manja Wachsmuth, Gesine Domin, Ronny Lorenz, Robert Serfling, Sven Findeiß, Peter F Stadler, and Mario Mörl. Design criteria for synthetic riboswitches acting on transcription. RNA Biology, 12:221–231, 2015.

[460] Xuanshi Liu, Markus Scholz, Anke Tönjes, Michael Stumvoll, Peter F. Stadler, and Yvonne Böttcher. Indications for potential parent of origin effects within the FTO gene. PLoS ONE, 10:e0119206, 2015.

[461] Steve Hoffmann, Peter F. Stadler, and Korbinian Strimmer. A simple data-adaptive probabilistic variant calling model. Alg. Mol. Biol., 10:10, 2015.

[462] Paul P. Gardner, Mario Fasold, Sarah W. Burge, Maria Ninova, Jana Hertel, Stephanie Kehr, Tammy E. Steeves, Sam Griffiths-Jones, and Peter F. Stadler. Conservation and losses of non-coding RNAs in avian genomes. PLoS One, 10:e0121797, 2015.

[463] Alberto Angrisani, Hakim Tafer, Peter F Stadler, and Maria Furia. Developmentally regulated expression and expression strategies of Drosophila snoRNAs. Insect Biochem Mol Biol, 61:69– 78, 2015.

[464] Marc Hellmuth, Tilen Marc, Lydia Ostermeier, and Peter F. Stadler. The relaxed square property. Australasian J. Comb., 62:240–270, 2015.

[465] Diana Le Duc, Gabriel Renaud, Arunkumar Krishnan, Markus Sällman Almén, Leon Huynen, Sonja J. Prohaska, Matthias Ongyerth, Bárbara D. Bitarello, Helgi B. Schiöth, Michael Hofreiter, Peter F. Stadler, Kay Prüfer, David Lambert, Janet Kelso, and Torsten Schöneberg. Kiwi genome provides insights into nocturnal adaptation. Genome Biology, 16:147, 2015.

[466] Alberto Angrisani, Hakim Tafer, Peter F. Stadler, and Maria Furia. Unusual novel snoRNAlike RNAs in drosophila melanogaster. ncRNA, 1:139–150, 2015.

[467] Christian Höner zu Siederdissen, Ivo L. Hofacker, and Peter F. Stadler. Product grammars for alignment and folding. IEEE/ACM Trans. Comp. Biol. Bioinf., 12:507–519, 2015.

[468] Jakob L. Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. In silico support for Eschenmoser’s glyoxylate scenario. Israel J. Chem., 55:919–933, 2015.

[469] Heike Betat, Tobias Mede, Sandy Tretbar, Lydia Müller, Peter F. Stadler, Mario Mörl, and Sonja J. Prohaska. The ancestor of modern Holozoa acquired the CCA-adding enzyme from Alphaproteobacteria by horizontal gene transfer. Nucleic Acids Res., 43:6739–6746, 2015.

[470] M Schmid, J Smith, D W Burt, B L Aken, P B Antin, AL Archibald, C Ashwell, P J Blackshear, C Boschiero, CT Brown, S C Burgess, H H Cheng, W Chow, D J Coble, A Cooksey, R P Crooijmans, J Damas, R V Davis, D J de Koning, M E Delany, T Derrien, T T Desta, I C Dunn, M Dunn, H Ellegren, L Eöry, I Erb, M Farré, M Fasold, D Fleming, P Flicek, K E Fowler, L Frésard, D P Froman, V Garceau, P P Gardner, A A Gheyas, D K Griffin, M A Groenen, T Haaf, O Hanotte, A Hart, J Häsler, S B Hedges, J Hertel, K Howe, A Hubbard, D A Hume, P Kaiser, D Kedra, S J Kemp, C Klopp, K E Kniel, R Kuo, S Lagarrigue, S J Lamont, D M Larkin, R A Lawal, S M Markland, F McCarthy, H A McCormack, M C McPherson, A Motegi, S A Muljo, A Münsterberg, R Nag, I Nanda, M Neuberger, A Nitsche, C Notredame, H Noyes, R O’Connor, EA O’Hare, A J Oler, S C Ommeh, H Pais, M Persia, F Pitel, L Preeyanon, P Prieto, Barja, E M Pritchett, D D Rhoads, C M Robinson, M N Romanov, M Rothschild, P F Roux, C J Schmidt, A S Schneider, M G Schwartz, S M Searle, M A Skinner, C A Smith, P F Stadler, T E Steeves, C Steinlein, L Sun, M Takata, I Ulitsky, Q Wang, Y Wang, W C Warren, J M Wood, D Wragg, and H Zhou. Third report on chicken genes and chromosomes 2015. Cytogenet Genome Res, 145:78–179, 2015.

[471] Jan Engelhardt and Peter F. Stadler. Evolution of the unspliced transcriptome. BMC Evol Biol, 15:166, 2015.

[472] Helene Kretzmer, Stephan H. Bernhart, Wei Wang, Andrea Haake, Marc A. Weniger, Anke K.

Bergmann, Matthew J. Betts Betts, Enrique Carrillo-de Santa-Pau, Gero Doose, Jana Gutwein, Julia Richter, Volker Hovestadt, Bingding Huang, Daniel Rico, Frank Jühling, Julia Kolarova, Qianhao Lu, Christian Otto, Rabea Wagner, Judith Arnolds, Birgit Burkhardt,

Alexander Claviez, Hans G. Drexler, Sonja Eberth, Roland Eils, Paul Flicek, Siegfried Haas, Michael Hummel, Dennis Karsch, Hinrik H. D. Kerstens, Wolfram Klapper, Markus Kreuz, Chris Lawerenz, Dido Lenze, Markus Löffler, Cristina López, Roderick A. F. MacLeod, Joost H. A. Martens Martens, José Ignacio Martín-Subero, Peter Möller, Inga Nagel, Simone Picelli, Inga Vater, Marius Rohde, Philip Rosenstiel, Maciej Rosolowski, Robert B. Russell, Markus Schilhabel, Matthias Schlesner, Peter F. Stadler, Monika Szczepanowski, Lorenz Trümper, Hendrik G. Stunnenberg, Ralf Küppers, Ole Ammerpohl, Peter Lichter, Reiner Siebert, Steve Hoffmann, and Bernhard Radlwimmer. Linking differential DNA methylation in gene regions with the mutational landscape of Burkitt lymphoma. Nature Gen., 47:1316–1325, 2015.

[473] Abdullah H. Sahyoun, Martin Hölzer, Frank Jühling, Christian Höner zu Siederdissen, Marwa Al-Arab, Kifah Tout, Manja Marz, Martin Middendorf, Peter F. Stadler, and Matthias Bernt. Towards a comprehensive picture of alloacceptor tRNA remolding in metazoan mitochondrial genomes. Nucleic Acids Res., 43:8044–8056, 2015.

[474] Nikolai Hecker, Mikkel Christensen-Dalsgaard, Stefan E. Seemann, Jakob Hull Havgaard, Peter F. Stadler, Ivo L. Hofacker, Henrik Nielsen, and Jan Gorodkin. Improvement of RNA structure probabilities by sequence extensions using RNAcop. Nucleic Acids Res., 43:8135– 8145, 2015.

[475] Sarah J. Berkemer, Christian Höner zu Siederdissen, Fabian Amman, Axel Wintsche, Sebastian Will, Ivo L. Hofacker, Sonja J. Prohaska, and Peter F. Stadler. Processed small RNAs in Archaea and BHB elements. Genomics Comp. Biol., 1:e18, 2015.

[476] Bärbel M. R. Stadler and Peter F. Stadler. Connectivity spaces. Math. Comp. Sci, 9:409–436, 2015.

[477] Sarah Berkemer, Ricardo Chaves, Adrian Fritz, Marc Hellmuth, Maribel Hernandez-Rosales, and Peter F. Stadler. Spiders can be recognized by counting their legs. Math. Comp. Sci., 9:437–441, 2015.

[478] Christian Höner zu Siederdissen, Sonja J. Prohaska, and Peter F. Stadler. Algebraic dynamic programming over general data structures. BMC Bioinformatics, 16:19:S2, 2015.

[479] Manfred D. Laubichler, Peter F. Stadler, Sonja J. Prohaska, and Katja Nowick. The relativity of biological function. Th. Biosci., 143:143–147, 2015.

[480] Wosley C Arruda, Daniel S. Souza, Célia G Ralha, Maria Emila M. T. Walter, Tainá Raiol, Marcelo M. Brigido, and Peter F. Stadler. Knowledge-based reasoning to annotate noncoding RNA using multi-agent system. J. Bioinf. Comp. Biol., 13:1550021, 2015.

[481] Jiao Gu, Jürgen Jost, Shiping Liu, and Peter F. Stadler. Spectral classes of regular, random, and empirical graphs. Linear Alg. Appl., 489:30–49, 2016.

[482] Ronny Lorenz, Dominik Luntzer, Ivo L. Hofacker, Peter F. Stadler, and Michael T. Wolfinger.

SHAPE directed RNA folding. Bioinformatics, 32:145–147, 2016.

[483] Marcel Kucharík, Ivo L. Hofacker, Peter F. Stadler, and Jing Qin. Pseudoknots in RNA folding landscapes. Bioinformatics, 32:187–194, 2016.

[484] Alexander J. Westermann, Konrad U. Förstner, Fabian Amman, Lars Barquist, Yanjie Chao, Leon Schulte, Lydia Müller, Richard Reinardt, Peter F. Stadler, and Jörg Vogel. Dual RNAseq unveils noncoding RNA functions in host-pathogen interactions. Nature, 529:496–501, 2016.

[485] Bernd Schierwater, Peter W H Holland, David John Miller, Peter F Stadler, Brian M. Wiegmann, Gert Wörheide, Gregory Wray, and Rob DeSalle. Never ending analysis of a century old evolutionary debate: “unringing” the urmetazoon bell. Front. Ecol. Evol., 4:5, 2016.

[486] Henrike Indrischek, Nicolas Wieseke, Peter F. Stadler, and Sonja J. Prohaska. The paralogto-contig assignment problem: High quality gene models from fragmented assemblies. Alg. Mol. Biol., 11:1, 2016.

[487] Sebastian Canzler, Peter F. Stadler, and Jana Hertel. U6 snRNA intron insertion occurred multiple times during fungi evolution. RNA Biol., 13:119–127, 2016.

[488] Frank Jühling, Helene Kretzmer, Stephan H. Bernhart, Christian Otto, Peter F. Stadler, and Steve Hoffmann. metilene: Fast and sensitive calling of differentially methylated regions from bisulfite sequencing data. Genome Res., 26:256–262, 2016.

[489] Peter F. Stadler. Evolution of RNA-based networks. In Esteban Domingo and Peter Schuster, editors, Quasispecies: From Theory to Experimental Systems, volume 392 of Curr. Topics Microbiol. Immun., pages 43–59. Springer, Berlin, Heidelberg D, 2016.

[490] Ingo Braasch, Andrew R. Gehrke, Jeramiah J. Smith, Kazuhiko Kawasaki Kawasaki, Tereza Manousaki, Jeremy Pasquier, Angel Amores, Thomas Desvignes, Peter Batzel, Julian Catchen, Aaron Berlin, Michael Campbell, Daniel Barrell, Kyle J. Martin, John Mulley, Vydianathan Ravi, Alison Lee, Tetsuya Nakamura, Domitille Chalopin, Shaohua Fan, Dustin Wcisel, Cristian Cañestro, Jason Sydes, Felix Beaudry, Yi Sun, Jana Hertel, Michael J. Beam, Federica Di Palma, Mario Fasold, Mikio Ishiyama, Jeremy Johnson, Stephanie Kehr Kehr, Marcia Lara, John Letaw, Gary Litman, Ronda Litman, Masato Mikami, Tatsuya Ota, Nil Ratan Saha, Louise Williams, Peter F. Stadler, Han Wang, John S. Taylor, Quenton Fontenot, Allyse Ferrara, Stephen M. J. Searle, Bronwen Aken, Mark Yandell, Igor Schneider, Jeffrey Yoder, Jean-Nicolas Volff, Chris T. Meyer, Axel amd Amemiya, Byrappa Venkatesh, Peter W. H. Holland, Yann Guiguen, Julien Bobe, Neil H. Shubin, Jessica Alföldi, Kerstin Lindblad-Toh, and John H. Postlethwait. The spotted gar genome illuminates vertebrate evolution and facilitates human-to-teleost comparisons. Nature Gen., 48:427–437, 2016. Corrigendum: Nature Gen. 48: 700 (2016); doi:10.1038/ng0616-700c.

[491] Guillermo Restrepo and Peter F. Stadler. Assessing greenness of chemical reactions and synthesis plans through posetic landscapes. ACS Sustainable Chem. Eng., 4:21912199, 2016.

[492] Ronny Lorenz, Ivo L. Hofacker, and Peter F. Stadler. RNA folding with hard and soft constraints. Alg. Mol. Biol., 11:8, 2016.

[493] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. A software package for chemically inspired graph transformation. In Rachid Echahed and Mark Minas, editors, Graph Transformation, ICGT 2016, volume 9761 of Lecture Notes Comp. Sci., pages 73–88, Berlin, Heidelberg, D, 2016. Springer Verlag.

[494] Christoph Flamm, Daniel Merkle, Peter F. Stadler, and Uffe Thorsen. Automatic inference of graph rewriting rules using the cyclic nature of chemical reactions. In Rachid Echahed and Mark Minas, editors, Graph Transformation, ICGT 2016, volume 9761 of Lecture Notes Comp. Sci., pages 208–222, Berlin, Heidelberg, D, 2016. Springer Verlag.

[495] Hadi Jorjani, Stephanie Kehr, Dominik J. Jedlinski, Rafal Gumienny, Jana Hertel, Peter F.

Stadler, Mihaela Zavolan, and Andreas R. Gruber. An updated human snoRNAome. Nucleic Acids Res, 44:5068–5082, 2016.

[496] Maik Riechert, Christian Höner zu Siederdissen, and Peter F. Stadler. Algebraic dynamic programming for multiple context-free grammars. Theor. Comp. Sci., 639:91–109, 2016.

[497] Francesco Righetti, Aaron Mischa Nuss, Christian Twittenhoff, Sascha Beele, Kristina Urban, Sebastian Will, Stephan H. Bernhart, Peter F Stadler, Petra Dersch, and Franz Narberhaus. The temperature-responsive RNA structurome of Yersinia pseudotuberculosis. Proc. Natl. Acad. Sci. USA, 113:7237–7242, 2016.

[498] Cristian A Velandia-Huerto, Adriaan Gittenberger, Federico D Brown, Peter F. Stadler, and Clara I Bermúdez-Santana. Automated detection of ncRNAs in the draft genome sequence of a basal chordate: The carpet sea squirt Didemnum vexillum. BMC Genomics, 17:591, 2016.

[499] Cristian A Velandia-Huerto, Sarah J Berkemer, Anne Hoffmann, Nancy Retzlaff, Liliana C Romero Marroquín, Maribel Hernández Rosales, Peter F Stadler, and Clara I Bermúdez- Santana. Orthologs, turn-over, and remolding of tRNAs in primates and fruit flies. BMC Genomics, 17:617, 2016.

[500] Damián Blasi, Morten H. Christiansen, Harald Hammarström, Peter F. Stadler, and Soeren Wichmann. Sound-meaning association biases evidenced across thousands of languages. Proc. Natl. Acad. Sci. USA, 113:10818–10823, 2016.

[501] Martin Hölzer, Verena Krähling, Fabian Amman, Emanuel Barth, Stephan H Bernhart, Victor A O Carmelo, Maximilian Collatz, Gero Doose, Florian Eggenhofer, Jan Ewald, Jörg Fallmann, Lasse M Feldhahn, Markus Fricke, Juliane Gebauer, Andreas J Gruber, Franziska Hufsky, Henrike Indrischek, Sabina Kanton, Jörg Linde, Nelly Mostajo, Roman Ochsenreiter, Konstantin Riege1, Lorena Rivarola-Duarte, Abdullah Sahyoun, Sita J Saunders, Stefan E Seemann, Andrea Tanzer, Bertram Vogel, Stefanie Wehner, Michael T Wolfinger, Rolf Backofen, Jan Gorodkin, Ivo Grosse, Ivo Hofacker, Steve Hoffmann, Cristoph Kaleta, Peter F Stadler, Stephan Becker, and Manja Marz. Differential transcriptional responses to Ebola and Marburg virus infection in bat and human cells. Sci. Rep., 6:34589, 2016. Corrigendum Sci. Rep. 7:39421 (2017) doi: 10.1038/srep39421.

[502] Marwa Al Arab, Christian Höner zu Siderdissen, Kifah Tout, Abdullah H. Sahyoun, Peter F.

Stadler, and Matthias Bernt. Accurate annotation of protein-coding genes in mitochondrial genomes. Mol. Phylog. Evol., 106:209–216, 2016.

[503] Richard H. Hammack, Marc Hellmuth, Lydia Ostermeier, and Peter F. Stadler. Associativity and non-associativity of some hypergraph products. Math. Comp.Sci., 10:403–408, 2016. arXiv 1511.07162.

[504] Stephan H Bernhart, Helene Kretzmer, Lesca M Holdt, Frank Jühling, Ole Ammerpol, Anke K. Bergmann, Bernd Northoff, Gero Doose, Rainer Siebert, Peter F. Stadler, and Steve

Hoffmann. Hypermethylation of bivalent chromatin coincides with increased expression of developmental genes in cancer. Sci. Rep., 6:37393, 2016.

[505] Deblina Patra Bhattacharya, Sebastian Canzler, Stephanie Kehr, Jana Hertel, Ivo Grosse, and Peter F Stadler. Phylogenetic distribution of plant snoRNA families. BMC Genomics, 17:969, 2016.

[506] K Hezaveh, A Kloetgen, S H Bernhart, K D Mahapatra, D Lenze, J Richter, A Haake, A K Bergmann, B Brors, B Burkhardt, A Claviez, H G Drexler, R Eils, S Haas, S Hoffmann, D Karsch, W Klapper, K Kleinheinz, J Korbel, H Kretzmer, M Kreuz, R Kppers, C Lawerenz, E Leich, M Loeffler, L Mantovani-Loeffler, C López, A C McHardy, P Möller, M Rohde, P Rosenstiel, A Rosenwald, M Schilhabel, M Schlesner, I Scholz, P F Stadler, S Stilgenbauer, S Sungalee, M Szczepanowski, L Trümper, M A Weniger, R Siebert, A Borkhardt, M Hummel, and J I Hoell. Alterations of miRNAs and miRNA-regulated mRNA expression in GC B cell lymphomas determined by integrative sequencing analysis. Haematologica, 1380-1389:101, 2016.

[507] David C. Krakauer, Lydia Müller, Sonja J. Prohaska, and Peter F. Stadler. Design specifications for cellular regulation. Th. Biosci., 135:231–240, 2016.

[508] Anne Nitsche and Peter F. Stadler. Evolutionary clues in lncRNAs. Wiley Interdiscip Rev RNA, 8:1, 2017.

[509] João Victor de Araujo Oliveira, Fabrizio Costa, Rolf Backofen, Peter F. Stadler, Maria Emília Machado Telles Walter, and Jana Hertel. SnoReport 2.0: new features and a refined Support Vector Machine to improve snoRNA identification. BMC Bioinformatics, 17 Suppl. 18:464, 2016.

[510] Sebastian Canzler, Peter F. Stadler Stadler, and Jana Hertel. Evolution of fungal U3 snoR- NAs: Structural variation and introns. Non-Coding RNA, 3:3, 2017.

[511] Sree Rohit Kolora, Rui Faria, Anne Weigert, Stefan Schaffer, Annegret Grimm, Klaus Henle, Abdullah H. Sahyoun, Peter F. Stadler, Katja Nowick Nowick, Christoph Bleidorn, and Martin Schlegel. The complete mitochondrial genome of Lacerta bilineata and comparison with its closely related congener L. Viridis. Mitochondrial DNA, A DNA Mapp Seq Anal, 2017:116–118, 2017.

[512] Gesine Domin, Sven Findeiß, Manja Wachsmuth, Sebastian Will, Peter F Stadler, and Mario Mörl. Applicability of a computational design approach for synthetic riboswitches. Nucleic Acids Res., 45:4108–4119, 2017.

[513] Ferhat Alkan, Anne Wenzel, Oana Palasca, Peter Kerpedjiev, Anders F. Rudebeck, Peter F.

Stadler, Ivo L. Hofacker, and Jan Gorodkin. RIsearch2: suffix array-based large-scale prediction of RNA–RNA interactions and siRNA off-targets. Nucleic Acids Res., 45:e60, 2017.

[514] Rituparno Sen, Gero Doose, and Peter F. Stadler. Rare splice variants in long non-coding RNAs. Non-coding RNA, 3:23, 2017.

[515] Henrike Indrischek, Sonja J. Prohaska, Vsevolod Gurevich, Eugenia Gurevich, and Peter F.

Stadler. Uncovering missing pieces: Duplication and deletion history of arrestins in Deuterostomes. BMC Evol. Biol., 17:163, 2017.

[516] Marc Hellmuth, Peter F. Stadler, and Nicolas Wieseke. The mathematics of xenology: Dicographs, symbolic ultrametrics, 2-structures and tree-representable systems of binary relations. J. Math. Biol., 75:199–237, 2017.

[517] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Chemical graph transformation with stereo-information. In Juan de Lara and Detlef Plump, editors, 10th International Conference on Graph Transformation (ICGT 2017), volume 10373 of Lect. Notes Comp. Sci., pages 54–69, Heidelberg, 2017. Springer.

[518] Sven Findeiß, Maja Etzel, Sebastian Will, Mario Mörl, and Peter F. Stadler. Design of artificial riboswitches as biosensors. Sensors, 17:1990, 2017.

[519] Rolf Backofen, Jan Engelhardt, Anika Erxlebena, Jörg Fallmann, Björn Grüning, Uwe Ohler, Nikolaus Rajewsky, and Peter F. Stadler. RNA-bioinformatics: Tools, services and databases for the analysis of RNA-based regulation. J. Biotechnology, 261:76–84, 2017.

[520] Jörg Fallmann, Sebastian Will, Jan Engelhardt, Björn Grüning, Rolf Backofen, and Peter F.

Stadler. Recent advances in RNA folding. J. Biotech., 261:97–104, 2017.

[521] Stefanie Binder, Nadine Hösler, Diana Riedel, Ivonne Zipfel, Tilo Buschmann, Christoph Kämpf, Kristin Reiche, Renate Burger, Martin Gramatzki, Jörg Hackermüller, Peter F. Stadler, and Friedemann Horn. STAT3-induced long noncoding RNAs in multiple myeloma cells display different properties in cancer. Sci. Rep., 7:7976, 2017.

[522] Bärbel M. R. Stadler and Peter F. Stadler. Oriented components and their separations. Appl.

Gen. Topology, 18:255–275, 2017. SFI preprint 2016.04.007.

[523] Marwa Al Arab, Matthias Bernt, Christian Höner zu Siederdissen, Kifah Tout, and Peter F.

Stadler. Partially local three-way alignments and the sequence signatures of mitochondrial genome rearrangements. Alg. Mol. Biol., 12:22, 2017. 10.1186/s13015-017-0113-0.

[524] Ali M. Yazbeck, Kifah R. Tout, Peter F. Stadler, and Jana Hertel. Towards a consistent, quantitative evaluation of microRNA evolution. J. Integrative Bioinf., 14:20160013, 2017.

[525] Rainer Machné, Douglas B. Murray, and Peter F. Stadler. Similarity-based segmentation of multi-dimensional signals. Sci. Rep., 7:12355, 2017.

[526] Björn A. Grüning, Jörg Fallmann, Dilmurat Yusuf, Sebastian Will, Anika Erxleben, Torsten Houwaart, Bérénice Batut, Pavankumar Videm, Andrea Bagnacani, Markus Wolfien, Florian Eggenhofer, Steffen Lott, Youri Hoogstrate, Wolfgang Hess, Olaf Wolkenhauer, Altuna Akalin, Steve Hoffmann, Uwe Ohler, Peter F. Stadler, and Rolf Backofen. The RNA workbench: Best practices for RNA and high-throughput sequencing bioinformatics in Galaxy. Nucleic Acids Res., 45:W650–W566, 2017.

[527] Nikolai Nøjgaard, Manuela Geiß, Daniel Merkle, Peter F. Stadler, Nicolas Wieseke, and Marc Hellmuth. Forbidden time travel: Characterization of time-consistent tree reconciliation maps. In Russell Schwartz and Knut Reinert, editors, 17th International Workshop on Algorithms in Bioinformatics (WABI 2017), volume 88 of Leibniz International Proceedings in Informatics (LIPIcs), pages 17:1–17:12, Dagstuhl, Germany, 2017. Schloss Dagstuhl–Leibniz- Zentrum fuer Informatik.

[528] Felix Kühnl, Peter F. Stadler, and Sebastian Will. Tractable analysis of RNA–ligand interaction kinetics. BMC Bioinformatics, 18(Suppl 12):424, 2017.

[529] Hugo W. Schneider, Taina Raiol, Marcelo M. Brigido, Maria Emilia M. T. Walter, and Peter F. Stadler. A support vector machine based method to distinguish long non-coding RNAs from protein coding transcripts. BMC Genomics, 18:804, 2017.

[530] Matus Valach, Sandrine Moreira, Steve Hoffmann, Peter F. Stadler, and Gertraud Burger.

Keeping it complicated: Mitochondrial genome plasticity in diplonemids. Sci. Rep., 7:14166, 2017.

[531] Sarah J. Berkemer, Anne Hoffmann, Cameron R. Murray, and Peter F. Stadler. SMORE:

Synyeny MOdulator of repetitive elements. LIFE, 7:42, 2017.

[532] Christina L. Richards, Conchita Alonso, Claude Becker, Oliver Bossdorf, Etienne Bucher, Maria Colomé-Tatché, Walter Durka, Jan Engelhardt, Bence Gaspar, Andreas Gogol-Döring, Ivo Grosse, Thomas P. van Gurp, Katrin Heer, Ilkka Kronholm, Latzel Lampei, Christian Vít, Marie Mirouze, Lars Opgenoorth, Ovidiu Paun, Sonja J. Prohaska, Stefan A. Rensing, Peter F. Stadler, Emiliano Trucchi, Kristian Ullrich, and Koen J. F. Verhoeven. Ecological plant epigenetics: Evidence from model and non-model species, and the way forward. Ecology Letters, 20:15761590, 2017.

[533] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. An intermediate level of abstraction for computational systems chemistry. Phil. Trans. R. Soc. A, 375:20160354, 2017.

[534] Halima Saker, Peter F. Stadler, and Ahmad M. Shahin. Multidimensional segmentation of heterogeneous data. In Mohamad Khalil, editor, Fourth International Conference on Advances in Biomedical Engineering (ICABME), pages 33–36, Piscataway, NJ, 2017. IEEE.

[535] Sarah J. Berkemer, Christian Höner zu Siederdissen, and Peter F. Stadler. Algebraic dynamic programming on trees. Algorithms, 10:135, 2017.

[536] Alexandre Rossi Paschoal, Irma Lozada-Chávez, Douglas Silva Domingues, and Peter F.

Stadler. ceRNAs in plants: computational approaches and associated challenges for Target Mimics research. Brief. Bioinf., 19:1273–1289, 2018.

[537] Manoj Changat, Ferdoos Hossein Nezhad, and Peter F. Stadler. Axiomatic characterization of transit functions of hierarchies. Ars Math. Contemp., 14:117–128, 2018.

[538] João C. Setubal and Peter F. Stadler. Gene phylogenies and orthologous groups. In João C.

Setubal, Peter F. Stadler, and Jens Stoye, editors, Comparative Genomics, volume 1704, pages 1–28. Springer, Heidelberg, 2018.

[539] Rolf Backofen, Jan Gorodkin, Ivo L. Hofacker, and Peter F. Stadler. Comparative RNA genomics. In João C. Setubal, Peter F. Stadler, and Jens Stoye, editors, Comparative Genomics, volume 1704, pages 363–400. Springer, Heidelberg, 2018.

[540] Maria Beatriz Walter Costa, Christian Höner zu Siederdissen, Dan Tulpan, Peter F. Stadler, and Katja Nowick. Temporal ordering of substitutions in RNA evolution: Uncovering the structural evolution of the human accelerated region 1. J. Theor. Biol., 438:143–150, 2018.

[541] Ali Yazbeck, Kifah R. Tout, and Peter F. Stadler. Detailed secondary structure models of invertebrate 7SK RNAs. RNA Biology, 15:158–164, 2018.

[542] Nikolai Nøjgaard, Manuela Geiß, Daniel Merkle, Peter F. Stadler, Nicolas Wieseke, and Marc Hellmuth. Time-consistent reconciliation maps and forbidden time travel. Alg. Mol. Biol., 13:2, 2018.

[543] Sebastian Canzler, Peter F. Stadler, and Jana Schoor. The fungal snoRNAome. RNA, 24:342–360, 2018.

[544] Marc Hellmuth, Yangjing Long, Manuela Geiß, and Peter F. Stadler. A short note on undirected Fitch graphs. Art Discr. Appl. Math., 1:P1.08, 2018.

[545] Manfred Laubichler, Sonja J. Prohaska, and Peter F. Stadler. Towards a mechanistic explanation of phenotypic evolution: The need for a theory of theory integration. J. Exp. Zool.: Mol. Dev. Evol., 330:5–14, 2018.

[546] Rolf Fagerberg, Christoph Flamm, Rojin Kianian, Daniel Merkle, and Peter F. Stadler. Finding the k best synthesis plans. J. Cheminformatics, 10:19, 2018.

[547] Alyssa D. Lokits, Henrike Indrischek, Jens Meiler, Heidi E. Hamm, and Peter F. Stadler.

Tracing the evolution of the heterotrimeric G protein α subunit in Metazoa. BMC Evolutionary Biology, 18:51, 2018.

[548] F X Reymond Sutandy, Stefanie Ebersberger, Lu Huang, Anke Busch, Maximilian Bach, Hyun Seo Kang, Jörg Fallmann, Daniel Maticzka, Rolf Backofen, Peter F. Stadler, Kathi Zarnack, Michael Sattler, Stefan Legewie, and Julian König. In vitro iCLIP-based modeling uncovers how splicing factor U2AF2 relies on regulation by cofactors. Genome Res., 28:699– 713, 2018.

[549] Nancy Retzlaff and Peter F. Stadler. Partially local multi-way alignments. Math. Comp. Sci., 12:207–234, 2018.

[550] Marc Hellmuth, Maribel Hernandez-Rosales, Yangjing Long, and Peter F. Stadler. Inferring phylogenetic trees from the knowledge of rare evolutionary events. J. Math. Biol., 76:1623– 1653, 2018.

[551] Anne Hoffmann, Jörg Fallmann, Elisa Vilardo, Mario Mörl, Peter F. Stadler, and Fabian Amman. Accurate mapping of tRNA reads. Bioinformatics, 34:1116–1124, 2018. Corrigendum: https://doi.org/10.1093/bioinformatics/bty118.

[552] Bärbel M. R. Stadler and Peter F. Stadler. Reachability, connectivity, and proximity in chemical spaces. MATCH Commun. Math. Comput. Chem., 80:639–659, 2018.

[553] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Rule composition in graph transformation models of chemical reactions. MATCH Commun. Math. Comput. Chem., 80:661–704, 2018.

[554] Jakob Lykke Andersen, Rolf Fagerberg, Christoph Flamm, Rojin Kianian, Daniel Merkle, and Peter F. Stadler. Towards mechanistic prediction of mass spectra using graph transformation. MATCH Commun. Math. Comput. Chem., 80:705–731, 2018.

[555] Konstantin Klemm, Anita Mehta, and Peter F. Stadler. Cover-encodings of fitness landscapes.

Bull. Math. Biol., 80:2154–2176, 2018.

[556] Alexander Donath and Peter F. Stadler. Split-inducing indels in phylogenomic analysis. Alg.

Mol. Biol., 13:12, 2018.

[557] Sonja J. Prohaska, Sarah J. Berkemer, Fabian Gärtner, Thomas Gatter, Nancy Retzlaff, The Students of the Graphs and Biological Networks Lab 2017, Christian Höner zu Siederdissen, and Peter F. Stadler. Expansion of gene clusters, circular orders, and the shortest Hamiltonian path problem. J. Math. Biol., 77:313–340, 2018.

[558] Kai Kamm, Hans-Jürgen Osigius, Peter F. Stadler, Rob DeSalle, and Bernd Schierwater.

Trichoplax genomes reveal profound admixture and suggest stable wild populations without bisexual reproduction. Sci. Rep., 11168:8, 2018.

[559] Maria Waldl, Bernhard Thiel, Roman Ochsenreiter, Alexander Holzenleiter, João Victor de Araujo Oliveira, Maria Emília M T Walter, Michael T Wolfinger, and Peter F Stadler. TERribly difficult: Searching for telomerase RNAs in Saccharomycetes. Genes, 9:372, 2018.

[560] Daniel Wiegreffe, Lydia Müller, Jens Steuck, Dirk Zeckzer, and Peter F. Stadler. The Sierra Platinum Service for generating peak-calls for replicated ChIP-seq experiments. BMC Res. Notes, 11:512, 2018.

[561] Aniela Skrzypczyk, Stephanie Kehr, Ilona Krystel, Stephan H. Bernhart, Shibashish Giri, Augustinus Bader, and Peter F. Stadler. Non-coding RNA transcripts during differentiation of human induced pluripotent stem cells into hepatocytes. Stem Cells Int., 2018:5692840, 2018.

[562] Tanmoy Bhattacharya, Damian Blasi, William Croft, Michael Cysouw, Daniel Hruschka, Ian Maddieson, Lydia Müller, Nancy Retzlaff, Eric Smith, Peter F. Stadler, George Starostin, and Hyejin Youn. Studying language evolution in the age of big data. J. Language Evol., 3:94–129, 2018.

[563] Cristian A. Velandia-Huerto, Federico D. Brown, Adriaan Gittenberger, Peter F. Stadler, and Clara I. Bermúdez-Santana. Nonprotein-coding RNAs as regulators of development in tunicates. In M. Kloc and J. Kubiak, editors, Marine Organisms as Model Systems in Biology and Medicine, volume 65 of Results Probl Cell Differ., pages 197–225. Springer, Cham, 2018.

[564] Melanie von Brandenstein, Stephan H. Bernhart, Andreas Pansky, Claudia Richter, Tobias Kohl, Martina Deckert, Axel Heidenreich, Peter F. Stadler, Manuel Montesinos-Rongen, and Jochen W. U. Fries. Beyond 3’UTR binding – microRNA-induced protein truncation via DNA-binding. OncoTarget, 9:32855–32867, 2018.

[565] Lisa K. Kutsche, Deisy M. Gysi, Jörg Fallmann, Kerstin Lenk, Rebecca Petri, Anka Swiersy, Simon D. Klapper, Karolina Pircs, Peter F. Stadler, Shahryar Khattak, Johan Jakobsson, Katja Nowick, and Volker Busskamp. Combined experimental and system-level analyses reveal the complex regulatory network of miR-124 during human neurogenesis. Cell Syst., 7:438–452, 2018.

[566] Fabian Gärtner, Christian Höner zu Siederdissen, Lydia Müller, and Peter F. Stadler. Coordinate systems for supergenomes. Alg. Mol. Biol., 13:15, 2018.

[567] Manuela Geiß, John Anders, Peter F. Stadler, Nicolas Wieseke, and Marc Hellmuth. Reconstructing gene trees from Fitch’s xenology relation. J. Math. Biol., 77:1459–1491, 2018. arxiv 1711.02152.

[568] Nancy Retzlaff and Peter F. Stadler. Phylogenetics beyond biology. Th. Biosci., 137:133–143, 2018.

[569] Haleh Ebadi, Michael Perry, Keith Short, Konstantin Klemm, Claude Desplan, Peter F.

Stadler, and Anita Mehta. Patterning the insect eye: from stochastic to deterministic mechanisms. PLoS Comp. Biol., 14:e1006363, 2018. arXiv: 1704.02379.

[570] Fabian Gärtner, Lydia Müller, and Peter F. Stadler. Superbubbles revisited. Alg. Mol. Biol., 13:16, 2018.

[571] Rebecca Kirsch, Stefan Ernst Seemann, Walter Larry Ruzzo, Stephen Michael Cohen, Peter F.

Stadler, and Jan Gorodkin. Identification and characterization of novel conserved RNA structures in Drosophila. BMC Genomics, 19:899, 2018.

[572] Manoj Changat, Prasanth G. Narasimha-Shenoi, and Peter F. Stadler. Axiomatic characterization of transit functions of weak hierarchies. Art Discr. Appl. Math., 2:P1.01, 2019.

[573] The RNA Central Consortium. RNAcentral: a hub of information for non-coding RNA sequences. Nucleic Acids Res., 47:D221–D229, 2019. Erratum in Nucleic Acids Res. 47: D1250-D1251 (2019), doi: 10.1093/nar/gky1206.

[574] Sree Rohit Raj Kolora, Anne Weigert, Amin Saffari, Stephanie Kehr, Maria Walter Costa, Cathrin Spröer, Henrike Indrischek, Manjusha Chintalapati, Konrad Lohse, Gero Doose, Jörg Overmann, Boyke Bunk, Christoph Bleidorn, Annegret Grimm-Seyfarth, Klaus Henle, Katja Nowick, Rui Faria, Peter F Stadler, and Martin Schlegel. Divergent evolution in the genomes of closely-related lacertids, Lacerta viridis and L. bilineata and implications for speciation. GigaScience, 8:giy160, 2019.

[575] Maria Beatriz Walter Costa, Christian Höner zu Siederdissen, Marko Dunjić, Peter F. Stadler, and Katja Nowick. SSS-test: A novel test for detecting positive selection on RNA secondary structure. BMC Bioinformatics, 20:151, 2019.

[576] Falco Kirchner, Nancy Retzlaff, and Peter F. Stadler. A general framework for exact partially local alignments. In Elisabetta De Maria, Ana Fred, and Hugo Gamboa, editors, Proceedings of the 12th International Joint Conference on Biomedical Engineering Systems and Technologies: Volume 3 Bioinformatics, pages 194–200, Setúbal, P, 2019. Scitepress.

[577] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Chemical transformation motifs — modelling pathways as integer hyperflows. IEEE/ACM Trans. Comp. Biol., 16:510–523, 2019.

[578] Cristina López, Kortine Kleinheinz, Sietse Aukema, Marius Rohde, Stephan H. Bernhart, Rabea Wagener, Daniel Hübschmann, Umut Toprak, Francesco Raimondi, Markus Kreuz, Sebastian Waszak, Zhiqin Huang, Lina Sieverling, Nagarajan Paramasivam, Julian Seufert, Stephanie Sungalee, Robert Russell, Julia Bausinger, Helene Kretzmer, Ole Ammerpohl, Anke Bergman, Hans Binder, Arndt Borkhardt, Benedikt Brors, Alexander Claviez, Gero Doose, Lars Feuerbach, Andrea Haake, Martin-Leo Hansmann, Jessica Höll, Michael Hummel, Jan Korbel, Christian Lawerenz, Dido Lenze, Bernhard Radlwimmer, Julia Richter, Philip Rosenstiel, Andreas Rosenwald, Markus Schilhabel, Harald Stein, Stephan Stilgenbauer, Peter F. Stadler, Monika Szczepanowski, Marc Weniger, Marc Zapatka, Roland Eils, Peter Lichter, Markus Loeffler, Peter Moeller, Trümper Lorenz, Wolfram Klapper, Steve Hoffmann, Ralf Kuppers, Birgit Burkhardt, Matthias Schlesner, and Reiner Siebert. Genomic and transcriptomic changes complement each other in the pathogenesis of sporadic Burkitt lymphoma. Nature Comm., 10:1459, 2019.

[579] Thomas Gatter and Peter F. Stadler. Ryūtō: network-flow based transcriptome reconstruction. BMC Bioinformatics, 20:190, 2019.

[580] Fabian Gärtner and Peter F. Stadler. Direct superbubble detection. Algorithms, 12:81, 2019.

[581] Waldeyr M. C. da Silva, Jakob Lykke Andersen, Maristela Holanda, Maria Emília M. T. Walter, Marcel M. Brigido, Peter F. Stadler, and Christoph Flamm. Exploring plant sesquiterpene diversity by generating chemical networks. Processes, 7:240, 2019.

[582] Manuela Geiß, Edgar Chávez, Marcos González Laffitte, Alitzel López Sánchez, Bärbel M R Stadler, Dulce I. Valdivia, Marc Hellmuth, Maribel Hernández Rosales, and Peter F Stadler. Best match graphs. J. Math. Biol., 78:2015–2057, 2019. arXiv:1803.10989.

[583] Polina Drozdova, Daria Bedulina, Ekaterina Madyarova, Lorena Rivarola-Duarte, Stephan Schreiber, Peter F. Stadler, Till Luckenbach, and Maxim Timofeyev. Description of strongly heat-inducible heat shock protein 70 transcripts from Baikal endemic amphipods. Sci. Rep., 9:8907, 2019. 10.1038/s41598-019-45193-0.

[584] Daniel Wiegreffe, Daniel Alexander, Peter F. Stadler, and Dirk Zeckzer. RNApuzzler: Efficient outerplanar drawing of RNA-secondary structures. Bioinformatics, 35:1342–1349, 2019.

[585] Jörg Fallmann, Pavankumar Videm, Andrea Bagnacani, Bérénice Batut, Maria Doyle, Tomas Klingström, Florian Eggenhofer, Peter F. Stadler, Rolf Backofen, and Björn Grüning. The RNA workbench 2.0: next generation RNA data analysis. Nucleic Acids Res., 47:W511– W515, 2019.

[586] Anton Gurkov, Lorena Rivarola-Duarte, Daria Bedulina, Irene Fernández Casas, Hendrik Michael, Polina Drozdova, Anna Nazarova, Ekaterina Govorukhina, Maxim Timofeyev, Peter F Stadler, and Till Luckenbach. Indication of ongoing amphipod speciation in Lake Baikal by genetic structures within endemic species. BMC Evol. Biol., 19:138, 2019.

[587] Eugenio J. Llanos, Wilmer Leal, Duc H. Luu, Jürgen Jost, Peter F. Stadler, and Guillermo Restrepo. The exploration of the chemical space and its three historical regimes. Proc. Natl. Acad. Sci. USA, 116:12660–12665, 2019.

[588] Isabel Garcia Sousa, Kelly Cristina Rodrigues Simi, Manuela Maragnó do Almo, Maryani Andressa Gomes Bezerra, Gero Doose, Tainá a Raiol, Peter F. Stadler, Steve Hoffmann, Andréa Queiroz Maranhão, and Marcelo Macedo Brigido. Gene expression profile of human T cells following a single stimulation of peripheral blood mononuclear cells with anti-CD3 antibodies. BMC Genomics, 20:593, 2019.

[589] Katja Nowick, Maria Beatriz Walter Costa, Christian Höner zu Siederdissen, and Peter F.

Stadler. Selection pressures on RNA sequences and structures. Evol. Bioinf., 15:1–4, 2019.

[590] Polina Drozdova, Lorena Rivarola-Duarte, Daria Bedulina, Stephan Schreiber, Denis Axenov- Gribanov, Anton Gurkov, Zhanna Shatilina, Kseniya Vereshchagina, Yulia Lubyaga, Ekaterina Madyarova, Christian Otto, Frank Jühling, Wibke Busch, Lena Jakob, Magnus Lucassen, Franz Josef Sartoris, Jörg Hackermüller, Steve Hoffmann, Hans-Otto Pörtner, Till Luckenbach, Maxim Timofeyev, and Peter F. Stadler. Comparison between transcriptomic responses to short-term stress exposures of a common holarctic and endemic Lake Baikal amphipods. BMC Genomics, 20:712, 2019.

[591] Rebecca Kirsch, Vanessa Janett Olzog, Sonja Bonin, Christina E Weinberg, Heike Betat, Peter F Stadler, and Mario Mörl. A streamlined protocol for the detection of mRNA-sRNA interactions using AMT-crosslinking in vitro. BioTechniques, 67:178–183, 2019.

[592] Sigrid Uxa, Stephan H Bernhart, Christina Mages, Martin Fischer, Robin Kohler, Steve Hoffmann, Peter F. Stadler, Kurt Engeland, and Gerd A. Müller. DREAM and RB cooperate to induce gene repression and cell-cycle arrest in response to p53 activation. Nucleic Acids Res., 47:9087–9103, 2019.

[593] Ali M. Yazbeck, Peter F. Stadler, Kifah Tout, and Jörg Fallmann. Automatic curation of large comparative animal microRNA data sets. Bioinformatics, 35:4553–4559, 2019.

[594] Alexander Donath, Frank Jühling, Marwa Al-Arab, Stephan H. Berhart, Franziska Reihardt, Peter F Stadler, Martin Middendorf, and Matthias Bernt. Improved annotation of proteincoding genes boundaries in metazoan mitochondrial genomes. Nucleic Acids Res., 47:10543– 10552, 2019.

[595] Kai Kamm, Hans-Jürgen Osigus, Peter F. Stadler, Rob DeSalle, and Bernd Schierwater.

Genome analyses of a placozoan rickettsial endosymbiont show a combination of mutualistic and parasitic traits. Sci. Rep., 9:17561, 2019.

[596] Joachim Ludwig, Christian Höner zu Siederdissen, Zishu Liu, Peter F. Stadler, and Susann Müller. flowEMMi: An automated model-based clustering tool for microbial cytometric data. BMC Bioinformatics, 20:643, 2019.

[597] Eugenio J. Llanos, Wilmer Leal, Andres Bernal, Guillermo Restrepo, Jürgen Jost, and Peter F. Stadler. A network model of the chemical space provides similarity structure to the system of chemical elements. In H. Cherifi, J. F. Mendes, Rocha L. M., S Gaito, E Moro, J Gonçalves-Sá, and F. Santos, editors, Complex networks 2019: 8th international conference on complex networks and their applications, pages 308–310, Lisbon, 2019. Complex Networks 2019.

[598] Nino Bašić, Sarah Berkemer, Jörg Fallmann, Patrick W. Fowler, Thomas Gatter, Tomaž Pisanski, Nancy Retzlaff, Peter Stadler, and Sara S. Zemljič. Convexity deficit of benzenoids. Croat. Chim. Acta, 92:457–466, 2019. arXiv: 2003.09716.

[599] Maria Waldl, Sebastian Will, Michael Wolfinger, Hofacker Ivo L., and Peter F. Stadler. Bialignments as models of incongruent evolution and RNA sequence and structure. In Paolo Cazzaniga, Ivan Merelli, and Daniela Besozzi, editors, CIBB 2019 – 16th International Conference on Computational Intelligence methods for Bioinformatics and Biostatistics, page BioArxiv, 2019.

[600] Jakob Lykke Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Information processing in chemical systems. In David H Wolpert, Chris Kempes, Peter F. Stadler, and Joshua A. Grochow, editors, The Energetics of Computing in Life & Machines, pages 83–102. SFI Press, Santa Fe, 2019.

[601] Sonja J. Prohaska, Peter F. Stadler, and Manfred Laubichler. How and what does a biological system compute? In David H Wolpert, Chris Kempes, Peter F. Stadler, and Joshua A.

Grochow, editors, The Energetics of Computing in Life & Machines, pages 169–189. SFI Press, Santa Fe, 2019.

[602] Zhanna Shatilina, Polina Drozdova, Daria Bedulina, Lorena Rivarola-Duarte, Stephan Schreiber, Christian Otto, Frank Jühling, Silke Aulhorn, Wibke Busch, Yulia Lubyaga, Elizaveta Kondrateva, Tamara Pobezhimova, Lena Jakob, Magnus Lucassen, Franz J Sartoris, Jörg Hackermüller, Hans-Otto Pörtner, Till Luckenbach, Peter F. Stadler, and Maxim Timofeyev. Transcriptome-level effects of the model organic pollutant phenanthrene and its solvent acetone in three amphipods species. Comp Biochem Physiol Part D: Genomics Proteomics, 33:100630, 2020.

[603] Hannes Petruschke, John Anders, Peter F. Stadler, Nico Jehmlich, and Martin von Bergen.

Enrichment and identification of small proteins in a simplified human gut microbiome. J. Proteomics, 213:103604, 2020.

[604] Lieselotte Erber, Anne Hoffmann, Jörg Fallmann, Heike Betat, Peter F. Stadler, and Mario Mörl. LOTTE-seq (Long hairpin oligonucleotide based tRNA high-throughput sequencing): Specific selection of tRNAs with 3’-CCA end for high-throughput sequencing. RNA Biology, 17:23–32, 2020.

[605] Felipe Corrêa, João Pedro Saraiva, Peter F. Stadler, and Ulisses Rocha. Terrestrial- MetagenomeDB: a public repository of curated and standardized metadata for terrestrial metagenomes. Nucleic Acids Res., 48:D626–632, 2020.

[606] Wim Hordijk, Stuart A Kauffman, and Peter F Stadler. Average fitness differences on NK landscapes. Th. Biosci., 139:1–7, 2020.

[607] Manuela Geiß, Peter F. Stadler, and Marc Hellmuth. Reciprocal best match graphs. J. Math.

Biol., 80:865–953, 2020. arxiv q-bio 1903.07920.

[608] Marc Hellmuth, Manuela Geiß, and Peter F. Stadler. Complexity of modification problems for reciprocal best match graphs. Theor. Comp. Sci., 809:384–393, 2020. arxiv: 1907.08865.

[609] Stefanie Binder, Ivonne Zipfel, Maik Friedrich, Diana Riedel, Stefanie Ende, Christoph Kämpf, Karolin Wiedemann, Tilo Buschmann, Sven-Holger Puppel, Kristin Reiche, Peter F Stadler, and Friedemann Horn. Master and servant: LINC00152 – a STAT3-induced long noncoding RNA regulates STAT3 in a positive feedback in human multiple myeloma. BMC Medical Genomics, 13:22, 2020.

[610] Manuela Geiß, Marcos E. González Laffitte, Alitzel López Sánchez, Dulce I. Valdivia, Marc Hellmuth, Maribel Hernández Rosales, and Peter F. Stadler. Best match graphs and reconciliation of gene trees with species trees. J. Math. Biol., 80:1459–1495, 2020. earlier version in arXiv: 1904.12021.

[611] Ruth Seal, Ling-Ling Chen, Sam Griffiths-Jones, Todd Lowe, Michael Mathews, Dawn OReilly, Andrew Pierce, Peter F Stadler, Igor Ulitsky, Sandra Wolin, and Elspeth Bruford. A guide to naming human non-coding RNA genes. EMBO J., 39:e103777, 2020.

[612] Ronny Lorenz, Christoph Flamm, Ivo L. Hofacker, and Peter F. Stadler. Efficient computation of base-pairing probabilities in multi-strand RNA folding. In Elisabetta de Maria, Ana Fred, and Hugo Gamboa, editors, Proceedings of the 13th International Joint Conference on Biomedical Engineering Systems and Technologies – Volume 3: Bioinformatics, pages 23–31, Setúbal, P, 2020. Scitepress.

[613] Jana Breitfeld, Stephanie Kehr, Luise Müller, Peter F. Stadler, Yvonne Böttcher, Matthias Blüher, Michael Stumvoll, and Peter Kovacs. Developmentally driven changes in adipogenesis in different fat depots are related to obesity. Front. Endocrinol., 11:138, 2020.

[614] Sarah J Berkemer, Lisa-Katharina Maier, Fabian Amman, Stephan H. Bernhart, Julia Wörtz, Pascal Märkle, Friedhelm Pfeiffer, Peter F. Stadler, and Anita Marchfelder. Identification of RNA 3’ ends and termination sites in Haloferax volcanii. RNA Biology, 17:663–676, 2020. earlier version in bioRxiv: doi 10.1101/748780.

[615] Marc Hellmuth, Adrian Fritz, Nicolas Wieseke, and Peter F. Stadler. Techniques for the cograph editing problem: Module merge is equivalent to edit P_4’s. Art Discr. Appl. Math., 3:#P2.01, 2020. arXiv 1509.06983v2.

[616] Peter F Stadler, Manuela Geiß, David Schaller, Alitzel López, Marcos Gonzalez Laffitte, Dulce Valdivia, Marc Hellmuth, and Maribel Hernandez Rosales. From pairs of most similar sequences to phylogenetic best matches. Alg. Mol. Biol., 15:5, 2020. arXiv 2001.00958.

[617] Gábor Balogh, Stephan H. Bernhart, Peter F. Stadler, and Jana Schor. A probabilistic version of Sankoff’s maximum parsimony algorithm. J. Bioinf. Comput. Biol., 18:2050004, 2020.

[618] Yangjing Long and Peter F. Stadler. Exact-2-relation graphs. Discr. Appl. Math., 285:212– 226, 2020.

[619] Marc Hellmuth, Carsten R. Seemann, and Peter F. Stadler. Generalized Fitch graphs II: Sets of binary relations that are explained by edge-labeled trees. Discr. Appl. Math., 283:495–511, 2020.

[620] Pamela Arielle Nono Nankam, Matthias Blüher, Stephanie Kehr, Nora Klöting, Knut Krohn, Kevin Adams, Peter F Stadler, Amy E. Mendham, and Julia H. Goedecke. Distinct abdominal and gluteal adipose tissue transcriptome signatures are altered by exercise training in African women with obesity. Sci. Rep., 10:10240, 2020.

[621] Lieselotte Erber, Anne Hoffmann, Jörg Fallmann, Monica Hagedorn, Christian Hammann, Peter F Stadler, Heike Betat, Sonja J. Prohaska, and Mario Mörl. Unusual occurrence of two bona-fide CCA-adding enzymes in Dictyostelium discoideum. Int. J. Mol. Sci., 21:5210, 2020.

[622] José Antonio Corona-Gómez, Irving Jair Garcia-Lopez, Peter F. Stadler, and Selene L.

Fernandez-Valverde. Splicing conservation signals in plant long non-coding RNAs. RNA, 26:784–793, 2020. bioRxiv: 588954v1.

[623] Angel E. Rodriguez-Fernandez, Bernardo Gonzalez Torres, Ricardo Menchaca-Mendez, and Peter F. Stadler. Clustering improves the Goemans-Williamson approximation for the Max- Cut problem. Computation, 8:75, 2020.

[624] Manoj Changat, Prasanth G. Narasimha-Shenoi, Ferdoos Hossein Nezhad, Matjaž Kovše, Shilpa Mohandas, Abisha Ramachandran, and Peter F. Stadler. Transit sets of k-point crossover operators. AKCE Int. J. Graphs Comb., 17:519–533, 2020. arXiv 1712.09022.

[625] Thomas Gatter, Sarah von Loehneysen, Polina Drozdova, Tom Hartmann, and Peter F.

Stadler. Economic genome assembly from low coverage Illumina and Nanopore data. In Carl Kingsford and Nadia Pisanti Pisanti, editors, 20th International Workshop on Algorithms in Bioinformatics (WABI 2020), Leibniz International Proceedings in Informatics, page 10, Schloss Dagstuhl, 2020. Dagstuhl Publishing, German. bioRxiv: 939454.

[626] Jakob L. Andersen, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Defining autocatalysis in chemical reaction networks. J. Syst. Chem., 8:121–133, 2020.

[627] Maria Keller, Anat Yaskolka Meir, Stephan H. Bernhart, Yftach Gepner, Ilan Shelef, Dan Schwarzfuchs, Gal Tsaban, Hila Zelicha, Lydia Hopp, Luise Müller, Kerstin Rohde, Yvonne Böttcher, Peter F. Stadler, Michael Stumvoll, Matthias Blüher, Peter Kovacs, and Iris Shai. DNA methylation signature in blood mirrors successful weight-loss during lifestyle interventions: the CENTRAL trial. Genome Medicine, 12:97, 2020.

[628] Rituparno Sen, Jörg Fallmann, Maria Emília Machado Telles Walter, and Peter F. Stadler.

Are spliced ncRNA host genes distinct classes of lncRNAs? Th. Biosci., 139:349–359, 2020.

[629] Simon M. Hoser, Anne Hoffmann, Andreas Meindl, Maximilian Gamper, Jörg Fallmann, Stephan H. Bernhart, Lisa Müller, Melanie Ploner, Matthias Misslinger, Leopold Kremser, Herbert Lindner, Stephan Geley, Heiner Schaal, Peter F. Stadler, and Alexander Huettenhofer. Intronic tRNAs of mitochondrial origin regulate constitutive and alternative splicing. Genome Biology, 21:299, 2020.

[630] Maria Waldl, Sebastian Will, Michael Wolfinger, Ivo L. Hofacker, and Peter F. Stadler. Bialignments as models of incongruent evolution of RNA sequence and secondary structure. In Paolo Cazzaniga, Daniela Besozzi, Ivan Merelli, and Luca Manzoni, editors, Computational Intelligence Methods for Bioinformatics and Biostatistics, 16th International Meeting, CIBB’19, volume 12313 of Lect. Notes Comp. Sci., pages 159–170, Cham, CH, 2020. Springer Nature.

[631] Sarah J. Berkemer and Peter F. Stadler. Street name data as a reflection of migration and settlement history. Urban Sci., 4:74, 2020.

[632] Manuela M. do Almo, Isabel Garcia Sousa, Waldeyr Mendes Cordeiro da Silva, Thomas Gatter, Peter F Stadler, Steve Hoffmann, Andrea Queiroz Maranhão, and Marcelo M. Brigido. Anti-CD3 stimulated T cell transcriptome reveals novel ncRNAs and correlates with a suppressive profile. In João C. Setubal and Waldeyr Mendes da Silva, editors, Advances in Bioinformatics and Computational Biology: XIII Brazilian Symposium on Bioinformatics, volume 12558 of Lect. Notes Comp. Sci., pages 180–191, Berlin, Heidelberg, 2020. Springer.

[633] Waldeyr Mendes Cordeiro da Silva, Daniela P. de Andrade, Jakob Lykke Andersen, Maria Emília M. T. Walter, Marcelo M. Brigido, Peter F. Stadler, and Christoph Flamm. Computational simulations for cyclizations catalyzed by plant monoterpene synthases. In João C. Setubal and Waldeyr Mendes da Silva, editors, Advances in Bioinformatics and Computational Biology: XIII Brazilian Symposium on Bioinformatics, volume 12558 of Lect. Notes Comp. Sci., pages 247–258, Berlin, Heidelberg, 2020. Springer.

[634] Thandi S Schwarz, Sarah J Berkemer, Stephan Bernhart, Matthias Weiß, Sébastien Ferreira- Cerca, Peter F. Stadler, and Anita Marchfelder. The splicing endonuclease is an important player in rRNA and tRNA maturation in Archaea. Frontiers Microbiol., 11:594838, 2020.

[635] Ronny Lorenz and Peter F. Stadler. RNA secondary structures with limited base pair span:

Exact backtracking and an application. Genes, 12:14, 2021.

[636] Jonas Coelho Kasmanas, Alexander Bartholomäus, Felipe Borim Corrêa, Tamara Tal, Nico Jehmlich, Gunda Herberth, Martin von Bergen, Peter F. Stadler, André Carlos Ponce de Leon Ferreira de Carvalho, and Ulisses Nunes da Rocha. HumanMetagenomeDB: a public repository of curated and standardized metadata for human metagenomes. Nucleic Acids Res., 49:D743–D750, 2021.

[637] Manoj Changat, Ferdoos Hossein Nezhad, and Peter F. Stadler. Cut-vertex transit functions of a hypergraphs. In Apurva Mudgal and C. R. Subramanian, editors, CALDAM ’21. 7th Annual International Conference on Algorithms and Discrete Applied Mathematics, volume 12601 of Lecture Notes Comp. Sci., pages 222–233, Cham, 2021. Springer/Nature.

[638] Iwona Nowak, Boratyn Elżbieta, Sebastian Student, Stephan H Bernhart, Jörg Fallmann, Małgorzata Durbas, Peter F. Stadler, and Hanna Rokita. MCPIP1 ribonuclease can bind and cleave AURKA mRNA in MYCN-amplified neuroblastoma cells. RNA Biology, 18:144– 156, 2021.

[639] Daria Bedulina, Polina Drozdova, Anton Gurkov, Martin von Bergen, Peter F Stadler, Till Luckenbach, Maxim Timofeyev, and Stefan Kalkhof. Proteomics reveals sex-specific heat shock response of Baikal amphipod eulimnogammarus cyaneus. Sci. Total Environment, 763:143008, 2020.

[640] Fabian Gärtner, Felix Kühnl, Carsten R. Seemann, The Students of the Graphs and Networks Computer Lab 2018/19, Christian Höner zu Siederdissen, and Peter F. Stadler. Superbubbles as an empirical characteristic of directed networks. Network Science, 9:49–58, 2021. arXiv: 2001.03409.

[641] Halima Saker, Rainer Machné, Jörg Fallmann, Douglas B. Murray, Ahmad M. Shahin, and Peter F. Stadler. Weighted consensus segmentations. Computation, 9:17, 2021.

[642] Mirele C. S. F. Costa, Waldeyr M. C. Oliveira, João Victor A. da Silva, Rituparno Sen, Jörg Fallmann, Peter F. Stadler, and Walter Maria Emília. Machine learning studies of noncoding RNAs based on artificially constructed training data. In Ronny Lorenz, Ana Fred, and Hugo Gamboa, editors, Proceedings of the 14th International Joint Conference on Biomedical Engineering Systems and Technologies – BIOINFORMATICS 2021, volume 3, pages 176–183, 2021.

[643] David Schaller, Manuela Geiß, Peter F. Stadler, and Marc Hellmuth. Complete characterization of incorrect orthology assignments in best match graphs. J. Math. Biol., 82:20, 2021. arXiv: 2006.02249.

[644] Manoj Changat, Prasanth G. Narasimha-Shenoi, Ferdoos Hossein Nezhad, Matjaž Kovše, Shilpa Mohandas, Abisha Ramachandran, and Peter F. Stadler. Transit sets of two-point crossover. Art Discr. Appl. Math., 4:#P1.09, 2021.

[645] Lena Jakob, Kseniya Vereshchagina, Anette Tillmann, Lorena Rivarola-Duarte, Denis Axenov-Gribanov, Daria Bedulina, Anton Gurkov, Polina Drozdova, Maxim Timofeyev, Peter F. Stadler, Till Luckenbach, Hans-Otto Pörtner, Franz Sartoris, and Magnus Lucassen. Thermal reactions norms of key metabolic enzymes reflect divergent physiological and behavioral adaptations of closely related amphipod species. Sci. Rep., 11:4562, 2021.

[646] Nadezhda T. Doncheva, Oana Palasca, Reza Yarani, Thomas Litman, Christian Anthon, Martien A. M. Groenen, Peter F. Stadler, Flemming Pociot, Lars Juhl Jensen, and Jan Gorodkin. Human pathways in animal models: possibilities and limitations. Nucleic Acids Res., 49:1859–1871, 2021.

[647] Anna Ender, Maja Etzel, Stefan Hammer, Sven Findeiß, Peter F. Stadler, and Mario Mörl.

Ligand-dependent tRNA processing by a rationally designed rnase P riboswitch. Nucleic Acids Res., 49:1784–1800, 2021.

[648] Cristian Arley Velandia-Huerto, Jörg Fallmann, and Peter F. Stadler. miRNAture: Computational detection of microRNA candidates. Genes, 12:348, 2021.

[649] Christian Günzel, Felix Kühnl, Katharina Arnold, Sven Findeiß, Christina Weinberg, Peter F.

Stadler, and Mario Mörl. Beyond plug and pray: Context sensitivity and in silico design of artificial neomycin riboswitches. RNA Biology, 18:457–467, 2021.

[650] Anat Yaskolka Meir, Maria Keller, Stephan H. Bernhart, Ehud Rinott, Gal Tsaban, Hila Zelicha, Alon Kaplan, Dan Schwarzfuchs, Ilan Shelef, Yftach Gepner, Jun Li, Yifei Lin, Blüher Matthias, Uta Ceglarek, Michael Stumvoll, Peter F. Stadler, Meir J. Stampfer, Peter Kovacs, Liming Liang, and Iris Shai. Lifestyle weight-loss intervention may attenuate methylation aging: the CENTRAL MRI randomized controlled trial. Clinical Epigenetics, 13:48, 2021.

[651] David Schaller, Peter F Stadler, and Marc Hellmuth. Complexity of modification problems for best match graphs. Theor. Comp. Sci., 865:63–84, 2021. arxiv: 2006.16909.

[652] David Schaller, Manuela Geiß, Marc Hellmuth, and Peter F. Stadler. Arc-completion of 2-colored best match graphs to binary-explainable best match graphs. Algorithms, 14:110, 2021.

[653] David Schaller, Manuela Geiß, Edgar Chávez, Marcos González Laffitte, Alitzel López Sánchez, Bärbel M. R. Stadler, Dulce I. Valdivia, Marc Hellmuth, Maribel Hernández Rosales, and Peter F. Stadler. Corrigendum to “Best Match Graphs”. J. Math. Biol., 82:47, 2021.

[654] E. de Guillebon, M. Jimenez, L. Mazarella, F. Betsou, P. F. Stadler, I. Peták, E. Jeannot, L. Chanas, N. Servant, G. Marret, B. Achutti Duso, F. Legrand, K. Kornerup, Stephan H Berhardt, B. R. Dóczi, P. Filotás, G. Curigliano, I. Bieche, J. Guérin, A. Dirner, C. Neuzillet, N. Girard, E. Borcoman, L. Larbi Cherif, P Tresca1, D. Bello Roufai1, C. Dupain, S. Scholl, F. André, X. Fernandez, T Filleron, M. Kamal, and C Le Tourneau. Combining immunotherapy with an epidrug in squamous cell carcinomas of different locations: Rationale and design of the PEVO basket trial. ESMO Open, 6:100106, 2021. 10.1016/j.esmoop.2021.100106.

[655] Thomas Gatter, Sarah von Loehneysen, Jörg Fallmann, Polina Drozdova, Tom Hartmann, and Peter F. Stadler. LazyB: Fast and cheap genome assembly. Alg. Mol. Biol., 16:8, 2021.

[656] Anne Hoffmann, Lieselotte Erber, Heike Betat, Peter Stadler, Mario Mörl, and Jörg Fallmann. Changes of the tRNA modification pattern during the development of Dictyostelium discoideum. ncRNA, 7:32, 2021.

[657] John Anders, Hannes Petruschke, Nico Jehmlich, Sven-Bastiaan Haange, Martin von Bergen, and Peter F. Stadler. A workflow to identify novel proteins based on the direct mapping of Peptide-Spectrum-Matches to genomic locations. BMC Bioinformatics, 22:277, 2021.

[658] Marc Hellmuth, Carsten R. Seemann, and Peter F. Stadler. Generalized Fitch graphs III:

Symmetrized Fitch maps and sets of symmetric binary relations that are explained by unrooted edge-labeled trees. Discr. Math. Theor. Comp. Sci, 23(1):13, 2021. arXiv: 2001.05921.

[659] David Schaller, Manuela Geiß, Marc Hellmuth, and Peter F. Stadler. Best match graphs with binary trees. In Carlos Martín-Vide, Miguel A. Vega-Rodríguez, and Travis Wheeler, editors, Algorithms for Computational Biology, 8th AlCoB, volume 12715 of Lect. Notes Comp. Sci., pages 82–93, 2021. arXiv 2011.00511.

[660] Peter F. Stadler. Alignments of biomolecular contact maps. Interface Focus, 11:20200066, 2021. ICSBLA’20 contribution.

[661] Lucas Maciel Vieira, Natasha Andressa Nogueira Jorge, João Batista de Sousa, João Carlos Setubal, Peter F. Stadler, and Maria Emilia Machado Telles Walter. Competing endogenous RNA in colorectal cancer: An analysis for colon, rectum, and rectosigmoid junction. Front. Oncol., 11:681579, 2021.

[662] Daniel Hübschmann, Kortine Kleinheinz, Rabea Wagener, Stephan H Bernhardt, Cristina López, Umut H Toprak, Stephanie Sungalee, Naveed Ishaque, Helene Kretzmer, Markus Kreuz, Sebastian M Waszak, Nagarajan Paramasivam, Ole Ammerpohl, Sietse M Aukema, Renée Beekman, Anke K Bergmann, Matthias Bieg, Hans Binder, Arndt Borkhardt, Christoph Borst, Benedikt Brors Brors, Philipp Bruns, Enrique Carillo-de Santa Pau, Alexander Claviez, Gero Doose, Andrea Haake, Dennis Karsch, Siegfried Haas, Martin-Leo Hansmann, Jessica Hoell, Volker Hovestadt, Bingding Huang, Michael Hummel, Christina Jäger- Schmidt, Jules Kerssemakers, Jan O Korbel, Dieter Kube, Christian Lawerenz, Dido Lenze, Joost Martens, German Ott, Bernhard Radlwimmer, Eva Reisinger, Julia Richter, Daniel Rico, Philip Rosenstiel, Andreas Rosenwald, Markus Schilhabel, Stephan Stilgenbauer, Peter F. Stadler, José I Martín-Subero, Monika Szczepanowski, Gregor Warsow, Marc Andree Weniger, Marc Zapatka, Henk Stunnenberg, Peter Lichter, Peter Möller, Markus Löffler, Roland Eils, Wolfram Klapper, Steve Hoffmann, Lorenz Trümper, Ralf Kuppers, Matthias Schlesner, and Reiner Siebert. Mutational mechanisms shaping the coding and noncoding genome of B-cell lymphomas. Leukemia, 35:2002–2016, 2021.

[663] Anat Yaskolka Meir, Maria Keller, Louise Müller, Stephan H. Bernhart, Gal Tsaban, Hila Zelicha, Ehud Rinott, Alon Kaplan, Yftach Gepner, Ilan Shelef, Uta Schwarzfuchs, Dan Ceglarek, Peter F. Stadler, Matthias Blüher, Michael Stumvoll, Peter Kovacs, and Iris Shai. Effects of lifestyle interventions on epigenetic signatures of liver fat: CENTRAL randomized controlled trial. Liver International, 41:2101–2111, 2021.

[664] Sree Rohit Raj Kolora, Deisy Morselli Gysi, Stefan Schaffer, Annegret Grimm-Seyfarth, Márton Szabolcs, Rui Faria, Klaus Henle, Peter F Stadler, Martin Schlegel, and Katja Nowick. Accelerated evolution of tissue-specific genes mediates divergence amidst gene flow in European green lizards. Genome Biol. Evol., 13:evab109, 2021.

[665] David Schaller, Manuel Lafond, Peter F. Stadler, Nicolas Wiesecke, and Marc Hellmuth. Indirect identification of horizontal gene transfer. J. Math. Biol., 83:10, 2021. arXiv 2012.08897.

[666] Anna S. Kirstein, Stephanie Kehr, Michele Nebe, Judith Lorenz, Melanie Penke, Jana Breitfeld, Diana Le Duc, Peter Kovacs, Peter F. Stadler, Wieland Kiess, and Garten Antje. PTEN regulates adipocyte progenitor growth, differentiation and cellular aging. J. Biol. Chem., 297:100968, 2021.

[667] David Schaller, Manuela Geiß, Marc Hellmuth, and Peter F. Stadler. Heuristic algorithms for best match graph editing. Alg. Mol. Biol., 16:19, 2021. arXiv 2103.07280.

[668] João Pedro Saraiva, Alexandre Bartholomäus, René Kallies, Marta Gomes, Marcos Bicalho, Jonas Coelho Kasmanas, Carsten Vogt, Antonis Chatzinotas, Peter F Stadler, Oscar Dias, and Ulisses Nunes da Rocha. OrtSuite – from genomes to prediction of microbial interactions within targeted ecosystem processes. Life Science Alliance, 4:e202101167, 2021. bioRxiv: 10.1101/2021.06.04.447094.

[669] Sarah Berkemer, Christian Höner zu Siederdissen, and Peter F. Stadler. Compositional properties of alignments. Math. Comp. Sci., 15:609–630, 2021. arXiv:1810.07800.

[670] David Schaller, Manuela Geiß, Marc Hellmuth, and Peter F. Stadler. Least resolved trees for two-colored best match graphs. J. Graph Algo. Appl., 25:397–416, 2021. arXiv 2101.07000 [q-bio.PE].

[671] Wilmer Leal, Guillermo Restrepo, Peter F. Stadler, and Jürgen Jost. Forman-Ricci curvature for hypergraphs. Adv. Complex Syst., 24:2150003, 2021.

[672] Grover E. C. Guzman, Peter F. Stadler, and André Fujita. Efficient Laplacian spectral density computations for networks with arbitrary degree distributions. Network Sci., 9:312–327, 2021.

[673] Adam Nunn, Christian Otto, Peter F. Stadler, and David Langenberger. Comprehensive benchmarking of software for mapping whole genome bisulte data: from read alignment to DNA methylation analysis. Briefings Bioinf., 22:bbab021, 2021. Erratum: Briefings Bioinf. 22(5): bbab183 (2021); doi: 10.1093/bib/bbab183.

[674] Natasha Andressa Nogueira Jorge, Uwe Ueberham, Mara Knobloch, Peter F. Stadler, Jörg Fallmann, and Thomas Arendt. Disturbance of phylogenetic layer-specific adaptation of human brain gene expression in Alzheimer’s disease. Sci. Rep., 11:20200, 2021.

[675] Marc Hellmuth, Mira Michel, Nikolai N. Nøjgaard, David Schaller, and Peter F. Stadler.

Combining orthology and xenology data in a common phylogenetic tree. In Peter F. Stadler Stadler, Maria Emília M. T. Walter, Maribel Hernández-Rosales, and Marcelo M. Brigido, editors, Advances in Bioinformatics and Computational Biology, 14th BSB, volume 13063 of Lect. Notes Bioinf, pages 53–64, Cham, CH, 2021. Springer Nature.

[676] David Schaller, Marc Hellmuth, and Peter F. Stadler. A simpler linear-time algorithm for the common refinement of rooted phylogenetic trees on a common leaf set. Alg. Mol. Biol., 16:23, 2021.

[677] Ernesto Parra-Rincón, Cristian A. Velandia-Huerto, Jörg Fallmann, Adriaan Gittenberger, Federico D. Brown, Peter F. Stadler, and Clara I. Bermúdez-Santana. The genome of the “Sea Vomit” didemnum vexillum. Life, 11:1377, 2021.

[678] Thomas Gatter and Peter F. Stadler. Ryūtō: Improved multi-sample transcript assembly for differential transcript expression analysis. Bioinformatics, 37:4307–4313, 2021.

[679] Adam Nunn, Sultan Nilay Can, Christian Otto, Mario Fasold, Bárbara Díez Rodrígues, Noé Fernández-Pozo, Stefan A. Rensing, Peter F. Stadler, and David Langenberger. EpiDiverse Toolkit: a pipeline suite for the analysis of bisulfite sequencing data in ecological plant epigenetics. Nucleic Acids Res. Genom. Bioinf., 3:lqab106, 2021.

[680] Christopher Klapproth, Rituparno Sen, Peter F. Stadler, Sven Findeiss, and Jörg Fallmann.

Common features in lncRNA annotation and classification: A survey. ncRNA, 7:77, 2021. 10.3390/ncrna7040077.

[681] Ronny Lorenz, Christoph Flamm, Ivo L. Hofacker, and Peter F. Stadler. Efficient algorithms for co-folding of multiple RNAs. In Xuesong Ye, Filipe Soares, Elisabetta De Maria, Pedro Gómez Vilda, Federico Cabitza, Ana Fred, and Hugo Gamboa, editors, Biomedical Engineering Systems and Technologies. BIOSTEC 2020, volume 1400 of Comm. Comp. Inf. Sci., pages 193–214, Cham, 2021. Springer.

[682] Vanessa Janett Olzog, Christiane Gärtner, Peter F. Stadler, Jörg Fallmann, and Christina E.

Weinberg. cyPhyRNA-seq: A genome-scale RNA-seq method to detect active self-cleaving ribozymes by capturing RNAs with 2’,3’ cyclic phosphates and 5’ hydroxyl ends. RNA Biol., 18:818–831, 2021.

[683] Anne Nitsche, Christian Arnold, Uwe Ueberham, Kristin Reiche, Jörg Fallmann, Jörg Hackermüller, Friedemann Horn, Peter F Stadler, and Thomas Arendt. Alzheimer-related genes show accelerated evolution. Mol. Psychiatry, 26:5790–5796, 2021. bioRxiv doi: 10.1101/114108.

[684] Polina Lipaeva, Ksenya Vereshchagina, Polina Drozdova, Lena Jakob, Elizaveta Kondrateva, Magnus Lucassen, Daria S. Bedulina, Maxim A. Timofeyev, Peter F. Stadler, and Till Luckenbach. Different ways to play it cool: Transcriptomic analysis sheds light on different activity patterns of three amphipod species under longterm cold exposure. Molecular Ecology, 20:5735–5751, 2021.

[685] Cristian Arley Velandia Huerto, Ali M. Yazbeck, Jana Schor, and Peter F. Stadler. Evolution and phylogeny of microRNAs – protocols, pitfalls, and problems. In Jens Allmer and Malik Yousef, editors, miRNomics: MicroRNA Biology and Computational Analysis, volume 2257 of Methods in Molecular Biology, pages 211–233. Humana Press, New York, 2nd edition, 2022.

[686] Bünyamin Akgül, Peter F Stadler, Liam J. Hawkins, Hanane Hadj-Moussa, Kenneth B.

Storey, Kemal Ergin, Rahmi Çetinkaya, Alexandre R. Paschoal, Pedro G. Nachtingall, Yusuf Tutar, Malik Yousef, and Jens Allmer. 44 current challenges in miRNomics. In Jens Allmer and Malik Yousef, editors, miRNomics: MicroRNA Biology and Computational Analysis, volume 2257 of Methods in Molecular Biology, pages 423–438. Humana Press, New York, 2nd edition, 2022.

[687] Carmen Bruckmann, Peter F. Stadler, and Marc Hellmuth. From modular decomposition trees to rooted median graphs. Discr. Appl. Math., 310:1–9, 2022. arXiv 2103.06683.

[688] Christoph Flamm, Marc Hellmuth, Daniel Merkle, Nikolai Nøjgaard, and Peter F. Stadler.

Generic context-aware group contributions. IEEE/ACM Trans. Comp. Biol. Bioinf., 19:429– 442, 2022.

[689] Lummy Maria Oliveira Monteiro, Pedro João Saraiva, Rodolfo Brizola Toscan, Stadler Peter F., Rafael Silva-Rocha, and Ulisses Nunes da Rocha. PredicTF: prediction of bacterial transcription factors in complex microbial communities using deep learning. Environmental Microbiome, 17:7, 2022. preprint: BioRxiv doi: 10.1101/2021.01.28.428666.

[690] Jan Engelhardt, Oliver Scheer, Peter F. Stader, and Sonja J. Prohaska. Evolution of DNA methylation across Ecdysozoa. J. Mol. Evol., 90:56–72, 2022. bioRxiv doi: 10.1101/2021.07.15.452454.

[691] Anahy Santiago Arguello and Peter F. Stadler. Whitney’s connectivity inequalities for directed hypergraphs. Art Discr. Appl. Math., 5:P1.01, 2021.

[692] Michèle Nebe, Stephanie Kehr, Samuel Schmitz, Jana Breitfeld, Judith Lorenz, Diana Le Le Duc, Peter F. Stadler, Jens Meiler, Wieland Kiess, Antje Garten, and Anna S. Kirstein. Small integral membrane protein 10 like 1 enhances differentiation of adipose progenitor cells. Biochem. Biophys. Res. Comm., 604:57–62, 2022.

[693] Franziska Reinhardt and Peter F. Stadler. ExceS-A: An exon-centric split aligner. J. Integrative Bioinf., 19:20210040, 2021.

[694] Anna Ender, Nadine Grafl, Tim Kolberg, Sven Findeiß, Peter F. Stadler, and Mario Mörl.

Synthetic riboswitches for the analysis of tRNA processing by eukaryotic RNase P enzymes. RNA, 28:551–567, 2022.

[695] Marc Hellmuth, David Schaller, and Peter F. Stadler. Compatibility of partitions with trees, hierarchies, and split systems. Discr. Appl. Math., 314:265–283, 2022. preprint: arXiv 2104.14146.

[696] Peter F. Stadler and Sebastian Will. Bi-alignments with affine gaps costs. Alg. Mol. Biol., 17:10, 2022.

[697] Anna Ender, Peter F. Stadler, Mario Mörl, and Sven Findeiß. RNA design principles for riboswitches that regulate RNase P-mediated tRNA processing. In James Chappell and Melissa K. Takahashi, editors, Riboregulator Design and Analysis, volume 2518 of Methods Molecular Biology, pages 179–202. Springer, Cham, CH, 2022.

[698] Tom Hartmann, Max Bannach, Martin Middendorf, Peter F. Stadler, Nicolas Wieseke, and Marc Hellmuth. Complete edge-colored permutation graphs. Adv. Appl. Math., 139:102377, 2022. arXiv: 2004.07118.

[699] Julia Wörtz, Victoria Smith, Jörg Fallmann, Sabine König, Tharani Thuraisingam, Paul Walther, Henning Urlaub, Peter F. Stadler, Thorsten Allers, Frank Hille, and Anita Marchfelder. Cas1 and Fen1 display equivalent functions during archaeal DNA repair. Front. Microbiol., 13:822304, 2022.

[700] Irma Lozada-Chávez and Peter F. Stadler. El origen de la vida en la Tierra. In Lilia Montoya Lorenzana, María Guadalupe Cordero Tercero, and Sandra Ignacia Ramírez Jiménez, editors, Astrobiología: una visión transdiciplinaria de la vida en el Universo. Fondo de Cultura Económica, UNAM, Ciudad de México, 2022.

[701] Adam Nunn, Isaac Rodríguez-Arévalo, Zenith Tandukar, Katherine Frels, Adrián Contreras- Garrido, Pablo Carbonell-Bejerano, Panpan Zhang, Daniela Ramos-Cruz, Katharina Jandrasits, Christa Lanz, Anthony Brusa, Marie Mirouze, Kevin Dorn, David Galbraith, Brice A. Jarvis, John C. Sedbrook, Donald L. Wyse, Christian Otto, David Langenberger, Peter F. Stadler, Detlef Weigel, M. David Marks, James A. Anderson, Claude Becker, and Ratan Chopra. Chromosome-level Thlaspi arvense genome provides new tools for translational research and for a newly domesticated cash cover crop of the cooler climates. Plant Biotech. J., 20:944–963, 2022. preprint in BioRxiv, doi: 10.1101/2021.07.30.454478.

[702] Adam Nunn, Christian Otto, Mario Fasold, Peter F. Stadler, and David Langenberger. Manipulating base quality scores enables variant calling from bisulfite sequencing alignments using conventional bayesian approaches. BMC Genomics, 23:477, 2022.

[703] Robson P. Bonidia, Anderson P. Avila Santos, Breno L. S. de Almeida, Peter F. Stadler, Ulisses N. da Rocha, Danilo S. Sanches, and André C. P. L. F. de Carvalho. BioAutoML: Automated feature engineering and metalearning for the prediction of non-coding RNAs in bacteria. Briefings Bioinf., 23:bbac218, 2022.

[704] Wilmer Leal, Eugenio J. Llanos, Andres Bernal, Peter F. Stadler, Jürgen Jost, and Guillermo Restrepo. The expansion of chemical space in 1826 and in the 1840s prompted the convergence to the periodic system. Proc. Natl. Acad. Sci. USA, 119:e2119083119, 2022. earlier versions in chemRxiv: 10.26434/chemrxiv.9698888.v1, 10.33774/chemrxiv-2021-2frpz.

[705] David Schaller, Marc Hellmuth, and Peter F. Stadler. AsymmeTree: A flexible python package for the simulation of complex gene family histories. Software, 1:276–298, 2022.

[706] Laura Krieg, D. Didt, Konrad, Isabel Karkossa, Stephan H. Bernhart, Stephanie Kehr, Shirin Tabei, Maria Keller, Michael Stumvoll, Martin Gericke, Arne Dietrich, Martin v. Bergen, Peter F. Stadler, Matthias Blüher, Kristin Schubert Schubert, Peter Kovacs, Rima Chakaroun, and Lucas Massier. Multi-omics reveal unique signatures of human epiploic adipose tissue related to systemic insulin resistance. Gut, 71:2179–2193, 2022.

[707] Robson P. Bonidia, Anderson P. Avila Santos, Breno L. S. Almeida, Peter F. Stadler, Ulisses Nunes da Rocha, Danilo S. Sanches, and André C. P. L. F. De Carvalho. Information theory for biological sequence classification: A novel feature extraction technique based on Tsallis entropy. Entropy, 24:1398, 2022.

[708] Stefan Müller, Christoph Flamm, and Peter F. Stadler. What makes a reaction network “chemical”? J. Cheminformatics, 14:63, 2022. arXiv 2201.01646.

[709] Grover E. C. Guzman, Peter F. Stadler, and André Fujita. Efficient eigenvalue counts for tree-like networks. J. Complex Networks, 10:cnac040, 2022.

[710] Sebastian Gornik, Victor Flores, Franziska Reinhardt, Lieselotte Erber, Olga Douvropoulou, Imen Lassadi, Elin Einarsson, Mario Mörl, Anna Git, Peter F. Stadler, Arnab Pain, and Walter F. Ross. Mitochondrial genomes in Perkinsus decode conserved frameshift in all genes. Mol. Biol. Evol., 39:msac191, 2022. preprint bioRxiv: doi: 10.1101/2022.02.17.480897.

[711] Muhammad Kabiru Nata’ala, Anderson Paulo Avila Santos, Jonas Coelho Kasmanas, Alexander Bartholomäus, João Pedro Saraiva, Sandra Godinho Silva, Tina Keller-Costa, Newton C. Marcial Costa, Rodrigo Gomes, André Carlos Ponce de Leon Ferreira Carvalho, Peter F. Stadler, Danilo Sipoli Sanches, , and Ulisses Nunes da Rocha. MarineMetagenomeDB: a public repository for curated and standardized metadata for marine metagenomes. Environmental Microbiome, 17:57, 2022. preprint doi: 10.21203/rs.3.rs-1431837.

[712] Dulce I. Valdivia, Manuela Geiß, Marc Hellmuth, Maribel Hernández Rosales, and Peter F.

Stadler. Hierarchical and modularly-minimal vertex colorings. Art Discr. Appl. Math, 6:P2.01, 2023. preprints: arXiv: 2004.06340; early version: arXiv 1906.10031.

[713] Peter Schuster and Peter F. Stadler. Virus evolution on fitness landscapes. In Esteban Domingo Solans, Peter Schuster, Santiago F. Elena, and Celia Perales, editors, Viral Fitness and Evolution – Population Dynamics and Adaptive Mechanisms, volume 439 of Current Topics in Microbiology and Immunology, pages 1–94. Springer, Berlin, Heidelberg, 2023.

[714] Juan José Montellano Ballesteros, Anahy Santiago Arguello, and Peter F. Stadler. Hamiltonicity in power graphs of a type of abelian groups. J. Algebraic Comb., 313-328:57, 2023.

[715] Annachiara Korchmaros, David Schaller, Marc Hellmuth, and Peter F. Stadler. Quasi-best match graphs. Discr. Appl. Math, 331:104–125, 2023. arXiv 2109.10235.

[716] Carsten R. Seemann, Vincent Moulton, Peter F. Stadler, and Marc Hellmuth. Planar median graphs and cubesquare-graphs. Discr. Appl. Math., 331:38–58, 2023. arXiv: math.CO/2110.09346.

[717] Marcos E. González Laffitte, Nora Beier, Nico Domschke, and Peter F. Stadler. Comparison of atom maps. MATCH: Comm. Math. Comp. Chem., 90:75–102, 2023.

[718] Andrés M. Bran, Peter F. Stadler, Jürgen Jost, and Guillermo Restrepo. The six stages of the convergence of the periodic system to its final structure. Comm. Chem., 6:87, 2023.

[719] Dustyn Eggers, Christian Höner zu Siederdissen, and Peter F. Stadler. Accuracy of RNA structure prediction depends on the pseudoknot grammar. In N. M. Scherer and R. C. de Melo-Minardi, editors, Advances in Bioinformatics and Computational Biology; BSB 2022, volume 13523 of Lecture Notes Comp. Sci., pages 20–31, Cham, CH, 2022. Springer.

[720] Christiane Gärtner, Jörg Fallmann, Peter F. Stadler, Thorsten Kaiser, and Sarah J. Berkemer.

Towards a systematic assessment of sex differences in cystic fibrosis. J. Pers. Med., 924:13, 2023.

[721] Lisa Fiedler, Matthias Bernt, Martin Middendorf, and Peter F. Stadler. Detecting gene breakpoints in noisy genome sequences using position-annotated colored de-Bruijn graphs. BMC Bioinformatics, 24:235, 2023.

[722] David Schaller, Manuela Geiß, Marc Hellmuth, and Peter F. Stadler. Best match graphs with binary trees. IEEE/ACM Trans. Comp. Biol. Bioinf., 20:1679–1690, 2022.

[723] Tim Kolberg, Sarah von Löhneysen, Iuliia Ozerova, Karolin Wellner, Roland K. Hartmann, Peter F. Stadler, and Mario Mörl. Led-seq – ligation-enhanced double-end sequence-based structure analysis of RNA. Nucleic Acids Res., 51:e63, 2023.

[724] Steffen Fuchs, Clara Danßmann, Filippos Klironomos, Annika Winkler, Jörg Fallmann, Louisa-Marie Kruetzfeldt, Annabell Szymansky, Julian Naderi, Stephan Bernhart, Laura Grunewald, Konstantin Helmsauer, Elias Rodriguez-Foz, Marieluise Kirchner, Philipp Mertins, Kathy Astrahantseff, Christin Suenkel, Joern Toedling, Fabienne Meggetto, Marc Remke, Peter F. Stadler, Patrick Hundsoerfer, Hedwig Deubzer, Annette Künkele, Peter Lang, Jörg Fuchs, Anton G. Henssen, Angelika Eggert, Nikolaus Rajewsky, Falk Hertwig, and Johannes Schulte. Defining the landscape of circular RNAs in neuroblastoma unveils a global suppressive function of MYCN. Nature Comm., 14:3936, 2023.

[725] Fatma Chafra, Felipe Borim Correa, Faith Oni, Özlen Kono Karakayalı, Peter F. Stadler, and Ulisses Nunes da Rocha. StandEnA: A customizable workflow for standardized annotation and generating a presence-absence matrix of proteins. Bioinformatics Advances, 3:vbad069, 2023.

[726] Katharina T. Huber, Marc Hellmuth, Guillaume E. Scholz, and Peter F. Stadler. Injective split systems. Graphs and Combinatorics, 39:65, 2023. arXiv: 2211.04322.

[727] Marieke Vromman, Jasper Anckaert, Stefania Bortoluzzi, Alessia Buratin, Chia-Ying Chen, Qinjie Chu, Trees-Juen Chuang, Roozbeh Dehghannasiri, Christoph Dieterich, Xin Dong, Paul Flicek, Enrico Gaffo, Wanjun Gu, Chunjiang He, Steve Hoffmann, Osagie Izuogu, Michael Jackson, Tobias Jakobi, Eric Lai, Justine Nuytens, Julia Salzman, Mauro Santibanez- Koref, Peter F. Stadler, Olivier Thas, Eveline Vanden Eynde, Kimberly Verniers, Guoxia Wen, Jakub Westholm, Li Yang, Chu-Yu Ye, Nurten Yigit, Guo-Hua Yuan, Jinyang Zhang, Fangqing Zhao, Jo Vandesompele, and Pieter-Jan Volders. Large-scale benchmarking of circRNA detection tools reveals large differences in sensitivity but not in precision. Nature Methods, 20:1159–1169, 2023. bioRxiv doi: 10.1101/2022.12.06.519083.

[728] Karl Kaether, Steffen Lemke, and Peter F. Stadler. Annotation-free identification of potential synteny anchors. In I. Rojas, O. Valenzuela, F. Rojas Ruiz, L. J. Herrera, and F. Ortuño, editors, International Work-Conference on Bioinformatics and Biomedical Engineering (IWW- BIO’23), volume 13919 of Lect. Notes Comp. Sci., pages 217–230, Cham, 2023. Springer.

[729] David Schaller, Marc Hellmuth, and Peter F. Stadler. Orientation of Fitch graphs and reconciliation-free inference of horizontal gene transfer in gene trees. SIAM J. Discrete Math., 37:2172–2207, 2023. arXiv: 2112.00403.

[730] Marc Hellmuth, David Schaller, and Peter F. Stadler. Clustering systems of phylogenetic networks. Th. Biosci., 142:301–358, 2023.

[731] Hua-Ting Yao, Ronny Lorenz, Ivo L. Hofacker, and Peter F. Stadler. Mono-valent salt corrections for RNA secondary structures in the ViennaRNA package. Alg. Mol. Biol., 18:8, 2023. bioRxiv doi: 10.1101/2023.04.07.536000.

[732] Maria Waldl, Thomas Spicher, Ronny Lorenz, Irene K Beckmann, Ivo L. Hofacker, Sarah von Löhneysen, and Peter F. Stadler. Local RNA folding revisited. J. Bioinf. Comp. Biol., 21:2350016, 2023.

[733] Christopher Klapproth, Siegfried Zöztsche, Felix Kühnl, Jörg Fallmann, Peter F. Stadler, and Sven Findeiss. Tailored machine learning models for functional RNA detection in genomewide screens. Nucleic Acids Res. Genom. Bioinf., 5:lqad072, 2023.

[734] Anderson Paulo Avila Santos, Muhammad Kabiru Nata’ala, Jonas Coelho Kasmanas, Alexander Bartholomäus, Tina Keller-Costa, Stephanie D. Jurburg, Tamara Tal, Amélia Camarinha- Silva, João Pedro Saraiva, André Carlos Ponce de Leon Ferreira de Carvalho, Peter F. Stadler, Danilo Sipoli Sanches, and Ulisses da Rocha. The AnimalAssociatedMetagenomeDB reveals a bias towards livestock and developed countries and blind spots in functional-potential studies of animal-associated microbiomes. Animal Microbiome, 5:48, 2023.

[735] Sarah von Löhneysen, Thomas Spicher, Yuliia Varenyk, Hua-Ting Yao, Ronny Lorenz, Ivo Hofacker, and Peter F. Stadler. Phylogenetic information as soft constraints in RNA secondary structure prediction. In X. Guo, S. Mangul, M. Patterson, and A. Zelikovsky, editors, ISBRA 2023: Bioinformatics Research and Applications, volume 14248 of Lect. Notes Comp. Sci., pages 267–279, Singapore, 2023. Springer.

[736] Jakob L. Andersen, Sissel Banke, Rolf Fagerberg, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. On the realisability of chemical pathways. In X. Guo, S. Mangul, M. Patterson, and A. Zelikovsky, editors, ISBRA 2023: Bioinformatics Research and Applications, volume 14248 of Lect. Notes Comp. Sci., pages 409–419, Singapore, 2023. Springer.

[737] David Schaller, Tom Hartmann, Manuel Lafond, Nicolas Wieseke, Marc Hellmuth, and Peter F. Stadler. Relative timing information and orthology in evolutionary scenarios. Alg. Mol. Biol., 18:16, 2023. arXiv preprint doi: 10.48550/arXiv.2212.02201.

[738] Konstantin Klemm, Anita Mehta, and Peter F. Stadler. Optimisation via encodings: a renormalisation group perspective. J. Phys. A, 56:485001, 2023. arXiv doi: 10.48550/arXiv.2303.16258.

[739] Richard A. Schäfer, Dominik Rabsch, Guillaume E. Scholz, Peter F. Stadler, Wolfgang R.

Hess, Rolf Backofen, Jörg Fallmann, and Björn Voß. RNA Interaction Format – a general data format for RNA interactions. Bioinformatics, btad665:39, 2023.

[740] John Anders and Peter F. Stadler. RNAcode Web – convenient identification of evolutionary conserved protein coding regions. J. Integrative Bioinf., 20:20220046, 2023.

[741] Paul M. J Klemm, Peter F. Stadler, and Markus Lechner. Proteinortho6: Pseudo-reciprocal best alignment heuristic for graph-based detection of (co-)orthologs. Frontiers Bioinf., 3:1322477, 2023.

[742] Marc Hellmuth, Peter F. Stadler, and Sandhya Thekkumpadan Puthiyaveedu. Fitch graph completion. In W. Wu and G. Tong, editors, International Computing and Combinatorics Conference COCCON ’23, Vol. 2, volume 14423 of Lecture Notes Comp. Sci., pages 225–237, Cham, CH, 2023. Springer. preprint: doi: 10.48550/arXiv.2306.06878.

[743] Jürgen Jost, Roberto Lalli, Manfred Laubichler, Eckehard Olbrich, Jürgen Renn, Guillermo Restrepo, Peter F. Stadler, and Dirk Wintergrün. Computational history: Challenges and opportunities of formal approaches. J. Social Computing, 4:232–242, 2023.

[744] Mark Helm, Markus T. Bohnsack, Thomas Carell, Alexander Dalpke, Karl-Dieter Entian, Ann Ehrenhofer-Murray, Ralf Ficner, Christian Hammann, Claudia Höbartner, Andres Jäschke, Albert Jeltsch, Stefanie Kaiser, Roland Klassen, Sebastian A. Leidel, Andreas Marx, Mario Mörl, Jochen C. Meier, Gunter Meister, Andrea Rentmeister, Marina Rodnina, Jean-Yves Roignant, Raffael Schaffrath, Peter F. Stadler, and Thorsten Stafforst. Experience with German Research Consortia in the field of Chemical Biology of native nucleic acid modifications. ACS Chemical Biology, 18:2441–2449, 2023.

[745] Polina Lipaeva, Isabel Karkossa, Daria Bedulina, Kristin Schubert, and Till Luckenbach.

Cold-adapted amphipod species upon heat stress: Proteomic responses and their correlation with transcriptomic responses. Comp. Biochem. Phys. D: Genomics Proteomics, 45:101048, 2023.

[746] Ameera Vaheeda Shanavas, Manoj Changat, Marc Hellmuth, and Peter F. Stadler. Unique least common ancestors and clusters in directed acyclic graphs. In S. Kalyanasundaram and A. Maheshwari, editors, Algorithms and Discrete Applied Mathematics. CALDAM 2024, volume 14508 of Lect. Notes Comp. Sci., pages 148–161, Cham, 2024. Springer.

[747] Ulisses Nunes da Rocha, Jonas Coelho Kasmanas, René Kallies, João Pedro Saraiva, Rodolfo Brizola Toscan, Polanca Štefanič, Marcos Fleming Bicalho, Felipe Borim Correa, Merve Nida Baştürk, Efthymios Fousekis, Luiz Miguel Viana Barbosa, Julia Plewka, Alexander J Probst, Petr Baldrian, Peter F. Stadler, and CLUE-TERRA Consortium. MuDoGeR: Multi-domain genome recovery from metagenomes made easy. Mol. Ecol. Resources, 24:e13904, 2024. bioRxiv doi: 10.1101/2022.06.21.496983.

[748] David Wolpert, Michael Price, Stefani A. Crabtree, Timothy A. Kohler, Jürgen Jost, James A.

Evans, Peter F. Stadler, Hajime Shimao, and Manfred Laubichler. The past as a stochastics process. J. Computer Appl. Archaelogy, 7:134–152, 2023. arXiv: 2112.05876.

[749] Grover E. C. Guzman, Peter F. Stadler, and André Fujita. Cavity approach for the approximation of spectral density of graphs with heterogeneous structures. Phys. Rev. E, 109:034303, 2024.

[750] Peter F Stadler, Sarah von Löhneysen, and Mario Mörl. Limits of experimental evidence in RNA secondary structure prediction. Frontiers Bioinf., 4:1346779, 2024.

[751] Nicola Vassena and Peter F. Stadler. Unstable cores are the source of instability in chemical reaction networks. Proc. Roy. Soc. A, 480:20230694, 2024. arXiv doi: 10.48550/arXiv.2308.11486.

[752] Marcos E. González Laffitte and Peter F. Stadler. Progressive multiple alignment of graphs.

Algorithms, 17(3):116, 2024.

[753] Anderson P. Avila Santos, Breno L S de Almeida, Robson P. Bonidia, Peter F. Stadler, Polonca Stefanic, Ines Mandic-Mulec, Ulisses Rocha, and André C. P. L. F. Sanches, Danilo S. de Carvalho. BioDeepfuse: a hybrid deep learning approach with integrated feature extraction techniques for enhanced non-coding RNA classification. RNA Biology, 21:1–12, 2024.

[754] José Antonio Ramírez-Rafael, Annachiara Korchmaros, Katia Aviña-Padilla, Alitzel López Sánchez, Andrea Arlette España-Tinajero, Marc Hellmuth, Peter F. Stadler, and Maribel Hernández-Rosales. REvolutionH-tl: Reconstruction of evolutionary histories tool. In Celine Scornavacca and Maribel Hernández-Rosales, editors, Comparative Genomics, volume 14616 of Lect. Notes Comp. Sci., pages 89–109, Cham, 2024. Springer Nature Switzerland.

[755] Jarkko Salojärvi, Aditi Rambani, Zhe Yu, Romain Guyot, Susan Strickler, Maud Lepelley, Cui Wang, Sitaram Rajaraman, Pasi Rastas, Chunfang Zheng, Daniella Santos Muñoz, João Meidanis, Alexandre Rossi Paschoal, Yves Bawin, Trevor Krabbenhoft, Zhen Qin Wang, Steven Fleck, Rudy Aussel, Laurence Bellanger, Aline Charpagne, Coralie Fournier, Mohamed Kassam, Gregory Lefebvre, Sylviane Mátairon, Déborah Moine, Michel Rigoreau, Jens Stolte, Perla Hamon, Emmanuel Couturon, Christine Tranchant-Dubreuil, Minakshi Mukherjee, Tianying Lan, Jan Engelhardt, Peter F. Stadler, Samara Mireza Correia De Lemos, Suzana Ivamoto Suzuki, Ucu Sumirat, Wai Ching Main, Nicolas Dauchot, Simon Orozco- Arias, Andrea Garavito, Catherine Kiwuka, Pascal Musoli, Anne Nalukenge, Erwan Guichoux, Havinga Reinout, Martin Smit, Lorenzo Carretero-Paulet, Oliveiro Guerreiro Filho, Masako Toma Braghini, Lilian Padilha, Gustavo Hiroshi Sera, Tom Ruttink, Robert Henry, Pierre Marraccini, Yves Van de Peer, Alan Andrade, Douglas Domingues, Giovanni Giuliano, Lukas Mueller, Luiz Filipe Pereira, Stephane Plaisance, Valerie Poncet, Stephane Rombauts, David Sankoff, Victor A. Albert, Dominique Crouzillat, Alexandre de Kochko, and Patrick Descombes. The genome and population genomics of allopolyploid coffea arabica reveal the diversification history of modern coffee cultivars. Nature Genetics, 56:721–731, 2024. bioRxiv, doi: 10.1101/2023.09.06.556570.

[756] Rolf Backofen, Jan Gorodkin, Ivo L. Hofacker, and Peter F. Stadler. Comparative RNA genomics. In João C. Setubal, Peter F. Stadler, and Jens Stoye, editors, Comparative Genomics, volume 2802 of Methods in Molecular Biology, pages 347–393. Springer Nature, Humana, New York, 2nd edition, 2024. update of [539].

[757] Marc Hellmuth and Peter F. Stadler. The theory of gene family histories. In João C. Setubal, Peter F. Stadler, and Jens Stoye, editors, Comparative Genomics, volume 2802 of Methods in Molecular Biology, pages 1–32. Springer Nature, Humana, New York, 2nd edition, 2024.

[758] Felix Kühnl, Peter F. Stadler, and Sven Findeiß. Assessing the quality of cotranscriptional folding simulations. In Ronny Lorenz, editor, RNA Folding: Methods and Protocols, volume 2726 of Methods in Molecular Biology, pages 347–376. Springer Nature, Humana, New York, 2024. Preprint bioRxiv: doi 10.1101/2020.01.06.895607.

[759] Angel Garcia-Chung, Marisol Bermúdez-Montaña, Peter F. Stadler, Jürgen Jost, and Guillermo Restrepo. Chemically inspired Erdős-Rényi hypergraphs. J. Math. Chem., 62:1357– 1383, 2024.

[760] Sarah von Löhneysen, Thomas Spicher, Yuliia Varenyk, Hua-Ting Yao, Ronny Lorenz, Ivo Hofacker, and Peter F. Stadler. Phylogenetic and chemical probing information as soft constraints in RNA secondary structure prediction. J. Comp. Biol., 31(6):549–563, 2024.

[761] Sandra Triebel, Kevin Lamkiewicz, Nancy Ontiveros, Blake Sweeney, Peter F. Stadler, Anton I Petrov, Michael Niepmann, and Manja Marz. Comprehensive survey of conserved RNA secondary structures in full-genome alignment of Hepatitis C Virus. Sci. Rep., 12:15145, 2024. bioRxiv: 10.1101/2023.11.15.567179.

[762] Manoj Changat, Ameera Vaheeda Shanavas, and Peter F. Stadler. Transit functions and pyramid-like binary clustering systems. Discr. Appl. Math., 357:365–384, 2024. preprint doi: 10.48550/arXiv.2212.08721; Corrigendum doi: 10.1016/j.dam.2025.04.041.

[763] Tieu-Long Phan, Klaus Weinbauer, Thomas Gärtner, Daniel Merkle, Jakob L. Andersen, Rolf Fagerberg, and Peter F. Stadler. Reaction rebalancing: A novel approach to curating reaction databases. J. Cheminf., 16:82, 2024. preprint doi: 10.26434/chemrxiv-2024-hltm9.

[764] Bruno J. Schmidt, Tom Hartmann, and Peter F. Stadler. Sorting signed permutations by tandem duplication random loss and inverse tandem duplication random loss. Adv. Appl. Math., 161:102757, 2024.

[765] Franziska Reinhardt, Anette Kaiser, Simone Prömel, and Peter F. Stadler. Evolution of neuropeptide Y/RFamide-like receptors in nematodes. Heliyon, 10(14):e34473, 2024.

[766] Anne Hoffmann, Christian Lorenz, Jörg Fallmann, Philippe Wolff, Anthony Lechner, Heike Betat, Mario Mörl, and Peter F. Stadler. Temperature-dependent tRNA modifications in Bacillales. Int. J. Mol. Sci., 25:8823, 2024.

[767] Marcos E. González Laffitte, Klaus Weinbauer, Tieu-Long Phan, Nora Beier, Nico Domschke, Christoph Flamm, Thomas Gatter, Daniel Merkle, and Peter F. Stadler. Partial ITS graphs: a formal framework for research and analysis of atom-to-atom-maps of unbalanced chemical reactions and their completions. Symmetry, 16(9):1217, 2024.

[768] Eugenio Llanos Ballestas, Wilmer Leal, Andrés Bernal, Jost Jürgen, and Peter F. Stadler.

Are the chemical families still there? Formal structure of similarity of elements and its thermochemical domain. Proc. Roy. Soc. A, 480(2298):20240165, 2024. Preprint: ChemRxiv doi: 10.26434/chemrxiv-2022-7b6hv.

[769] Anahy Santiago Arguello, Guillaume E. Scholz, and Peter F. Stadler. Core potentials: The consensus segmentation conjecture. Math. Comp. Sci., 18:19, 2024.

[770] Hossein Batebi, Guillermo Pérez-Hernández, Sabrina N. Rahman, Baoliang Lan, Anje Kamprad, Mingyu Shi, David Speck, Johanna K. S. Tiemann, Ramon Guixà-González, Franziska Reinhardt, Peter F. Stadler, Makaa Papasergi-Scott, Georgios Skiniotis, Patrick Scheerer, Brian K. Kobilka, Jesper Mosolff Mathiesen, Xiangyu Liu, and Peter W. Hildebrand. Mechanistic insights into G-protein coupling with an agonist-bound G protein-coupled receptor. Nature Struct. Mol. Biol., 31:1692–1701, 2024. preprint: ResearchSquare doi: 10.21203/rs.3.rs- 2851358.

[771] Iuliia Ozerova, Jörg Fallmann, Mario Mörl, Matthias Bernt, Sonja J. Prohaska, and Peter F.

Stadler. Aberrant mitochondrial tRNA genes appear frequently in animal evolution. Genome Biol. Evol., 16(11):evae232, 2024.

[772] Gabor Balogh, Natasha Jorge, Celia Dupain, Maud Kamal, Nicolas Servant, Christophe Le Tourneau, Peter F. Stadler, and Stephan H. Bernhart. TREMSUCS-TCGA – an integrated workflow for the identification of biomarkers for treatment success. J. Integ. Bioinf., 21:0240031, 2024.

[773] Ronny Lorenz and Peter Stadler. Squares in cycles: Prediction of G-quadruplexes in circular RNA secondary stuctures. In Marcelo S. Reis and Fabricio M. Lopes, editors, Anais do XVII Simpósio Brasileiro de Bioinformática, pages 47–58, Porto Alegre, RS, Brasil, 2024. SBC.

[774] Ameera Vaheeda Shanavas, Manoj Changat, and Peter F. Stadler. On the cut-vertex and the interval transit functions of hypergraphs. Graphs Combin., 41:4, 2025.

[775] Annika Freudiger, Vladimir M. Jovanovic, Yilei Huang, Noah Snyder-Mackler, Donald F.

Conrad, Brian Miller, Michael J. Montague, Hendrikje Westphal, Peter F. Stadler, Stefanie Bley, Julie E. Horvath, Lauren J. N. Brent, Michael L. Platt, Angelina Ruiz-Lambides, Jenny Tung, Katja Nowick, Harald Ringbauer, and Anja Widdig. Estimating realized relatedness in free-ranging macaques by inferring identity-by-descent segments. Proc. Natl. Acad. Sci. USA, 122:e2401106122, 2025. biorxiv; doi: /10.1101/2024.01.09.574911v1.

[776] Arun Anil, Manoj Changat, John J. Chavara, Lekshmi Kamal K. Sheela, Prasanth G.

Narasimha-Shenoi, Bruno Schmidt, Ameera Vaheeda Shanavas, and Peter F. Stadler. Directed transit functions. Results in Math., 80:45, 2025. preprint arxiv 2407.07741.

[777] Jakob Lykke Andersen, Sissel Banke, Rolf Fagerberg, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Pathway realizability in chemical networks. J. Comput. Biol., 32:164–187, 2025.

[778] Grover E. C. Guzman, Marcos E. González Laffitte, André Fujita, and Peter F. Stadler.

Primitive, edge-short, isometric, and pantochordal cycles. Art Discr. Appl. Math., 8:P2.01, 2025.

[779] Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Computation in chemical graph rewriting networks. J. Phys.: Complexity, 6:015014, 2025.

[780] Leonhard Sidl, Maximilian Faissner, Manuel Uhlir, Cristian A. Velandia-Huerto, Maria Waldl, Hua-Ting Yao, Ivo L. Hofacker, and Peter F. Stadler. Computational complexity, algorithmic scope, and evolution. J. Phys.: Complexity, 6:015013, 2025.

[781] Karl K. Käther, Andreas Remmel, Steffen Lemke, and Peter F. Stadler. Unbiased anchors for reliable genome-wide synteny detection. Alg. Mol. Biol., 20:5, 2025.

[782] Manoj Changat, Ameera Vaheeda Shanavas, and Peter F. Stadler. Transit functions and clustering systems. Art Discr. Appl. Math., 8:#P2.06, 2025. arXiv preprint: 10.48550/arXiv.2401.15662.

[783] Tieu-Long Phan, Klaus Weinbauer, Marcos E. González Laffitte, Yingjie Pan, Daniel Merkle, Jakob L. Andersen, Rolf Fagerberg, Christoph Flamm, and Peter F. Stadler. SynTemp: Efficient extraction of graph-based reaction rules from large-scale reaction databases. J. Chem. Inf. Model., 65(6):2882–2896, 2025. ChemRxiv preprint doi: 10.26434/chemrxiv-2024-tkm36.

[784] Patrick Schöfer, James Danckert, Peter F. Stadler, and Martin Bogdan. The regulatory character of boredom in AI – Towards a self-regulatingsystem based on spiking neural networks. In 33rd European Symposium on Artificial Neural Networks, Computational Intelligence and Machine Learning, pages 317–322. i6doc.com publ., 2025.

[785] Jonas Coelho Kasmanas, Stefana Magnúsdóttir, Junya Zhang, Kornelia Smalla, Michael Schloter, Peter F. Stadler, Andr’e Carlos Ponce de Leon Ferreira de Carvalho, and Ulisses Rocha. Integrating comparative genomics and risk classification by assessing virulence, antimicrobial resistance, and plasmid spread in microbial communities with gSpreadComp. Gigascience, 14:giaf072, 2025.

[786] Nico Domschke, Bruno Schmidt, Thomas Gatter, Richard Golnik, Paul Eisenhuth, Fabian Liessmann, Jens Meiler, and Peter F. Stadler. Crossover operators for molecular graphs with an application to virtual drug screening. J. Cheminf., 17:97, 2025. preprint 10.26434/chemrxiv-2024-41295.

[787] Brennica Marlow, Alexander Vogel, Georg Kuenze, Maik Pankonin, Franziska Reinhardt, Peter F Stadler, Peter W Hildebrand, and Jens Meiler. Cholesterol allosteric modulation of the oxytocin receptor. Biophys. J., 124:1930–1943, 2025.

[788] Marcos E. Gonzáles Laffitte, Tieu-Long Phan, and Stadler. Peter F. Extension of partial atom-to-atom maps: Uniqueness and algorithms. In Broňa Brejová and Rob Patro, editors, In 25th International Conference on Algorithms for Bioinformatics (WABI 2025), volume 344 of Leibniz International Proceedings in Informatics (LIPIcs), page 12, Dagstuhl, Germany, 2025. Schloss Dagstuhl–Leibniz-Zentrum fuer Informatik.

[789] Denis Skibinski, Thomas Spicher, Leonhard Sidl, Polína Holotová, Yingjie Pan, Maximilian Faissner, Cristian A. Velandia-Huerto, Ronny Lorenz, Maria Waldl, Hua-Ting Yao, and Peter F. Stadler. Integrating high-throughput RNA-RNA interaction data into RNA secondary structure prediction. In Jiang Tang, Xin Lai, Zhipeng Cai, Wei Peng, and Yangjie Wei, editors, Bioinformatics Research and Applications: 21st International Symposium, IS- BRA 2025, Proceedings, Part II, volume 15757 of Lect. Notes Comp. Sci., pages 151–162, Singapore, 2025. Springer Nature.

[790] Van-Thinh To, Phuoc-Chung Van-Nguyen, Gia-Bao Truong, Tuyet-Minh Phan, Tieu-Long Phan, Rolf Fagerberg, Peter F. Stadler, and Tuyen Truong. KGG: Knowledge-guided graph self-supervised learning to enhance molecular property predictions. J. Chem. Inf. Mod., 65(18):9443–9458, 2025.

[791] Christoph Flamm, Stefan Müller, and Peter F. Stadler. Every atom-atom map for neutral molecules can be explained by electron pair pushing diagrams. Discr. Math. Chem., 1:#1.01, 2025. arxiv doi: 10.48550/arXiv.2311.13492.

[792] Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Assembly in directed hypergraphs. Proc. Roy. Soc. A, 481:20250331, 2025. preprint: arxiv cs.DM 2505.22826, doi: 10.48550/arXiv.2505.22826.

[793] Nicolas Handke, Thomas Gatter, Franziska Reinhardt, and Peter F. Stadler. TRAMbio: A flexible Python package for graph rigidity analysis of macromolecules. BMC Bioinformatics, 26:266, 2025.

[794] Ulisses Rocha, Robson Bonidia, Jude Dzevela Kong, Mariana Dauhajre, Claudio Struchiner, Guilherme Goedert, Peter F. Stadler, Danilo Sanches, Troy Day, Marcia Castro, John Edmunds, Manuel Colomé-Hidalgo, Demian Arturo Herrera Morban, Edian F. Franco, Cesar Ugarte-Gil, Patricia Espinoza-Lopez, Gabriel Carrasco-Escobar, and André de Carvalho. Democratising artificial intelligence for pandemic preparedness and global governance in latin american and caribbean countries. Microbial Biotechnology, 18(10):e70256, 2025.

[795] Akiko Ogawa, Satoshi Watanabe, Iuliia Ozerova, Allen Yi-Lun Tsai, Yoshihiko Kuchitsu, Harrison Byron Chong, Tomoyoshi Kawakami, Jirio Fuse, Wei Han, Ryuhei Kudo, Tomoki Naito, Kota Sato, Toru Nakazawa, Yasunori Saheki, Akiyoshi Hirayama, Peter F Stadler, Mieko Arisawa, Kimi Araki, Liron Bar-Peled, Tomohiko Taguchi, Shinichiro Sawa, Kenji Inaba, and Fan-Yan Wei. Adenosine kinase and ADAL coordinate detoxification of modified adenosines to safeguard metabolism. Cell, 188:6151–6169, 2025.

[796] Andreas Remmel, Karl K. Käther, Peter F. Stadler, and Steffen Lemke. Recently evolved, stage-specific genes are enriched at life stage transitions in flies. J. Exp. Zool.: Mol. Dev. Evol., 344(7):428–441, 2025.

[797] Christoph Steinbeck, Nicole Jung, Felix Bach, Steffen Neumann, Sonja Herres-Pawlis, Johannes C. Liermann, Oliver Koepler, Christoph Bannwarth, Theo Bender, Thomas W. Bocklitz, Franziska Boehm, Christian Bonatto Minella, Frank Biedermann, Werner Brack, Ricardo Cunha, Paul Czodrowski, Franziska Eberl, Thomas Engel, Albert K. Engstfeld, Tillmann G. Fischer, Pascal Friedrich, Frank Glorious, Benjamin Golub, Christoph Grathwol, Rainer Haag, Johannes Hunold, Christoph R. Jacob, Jochen Johannsen, John D. Jollife, Stefan M. Kast, Carsten Kettner, Stefan Kuhn, Giacomo Lanza, Jan Lisec, Georg Manolikakes, Ricardo A. Mata, Jens Meiler, Matthias Müller, Ralph Müller-Pfefferkorn, Jochen Ortmeyer, Wendy Patterson, Jürgen Pleiss, Annalisa Riedel, Jens Riedel, Ulrich Schatzschneider, Leonie Schuster, Peter Seeberger, Johann-Nikolaus Seibert, Peter F. Stadler, Philip Strömert, Robert Strötgen, Patrick Théato, Nicolas Tielker, Pierre Tremouilhac, Hans-Georg Weinig, Wolfgang Wenzel, and Kirsten Zeitler. Proposal NFDI4Chem 2025-2030 in the National Research Data Infrastructure (NFDI) – Our vision: All chemists publish FAIR data. Research Ideas and Outcomes, 11:e177037, 2025.

[798] Lucas M. Vieira, Natasha A. N. Jorge, João B. Sousa, João Carlos Setubal, Peter F. Stadler, and Maria E. M. T. Walter. Machine learning-based survival prediction in colorectal cancer combining clinical and biological features. Oncotarget, 16:834–847, 2025.

[799] Tieu-Long Phan, Marcos E. González Laffitte, Klaus Weinbauer, Daniel Merkle, Jakob L.

Andersen, Rolf Fagerberg, Thomas Gatter, and Peter F. Stadler. SynKit: A graph-based python framework for rule-based reaction modeling and analysis. J. Chem. Inf. Mod., 65(24):1301213019, 2025. preprint ChemRxiv, doi: 10.26434/chemrxiv-2025-0rhb9.

[800] Mirele C. S. F. Costa, Célia C. Ralha, Marcelo M. Brigido, André C. P. L. F. Carvalho, Peter F. Stadler, and Maria Emília M. T. Walter. A multi-level approach using deep learning and transfer learning for classifying non-coding RNAs. In Anais do XVIII Simpósio Brasileiro de Bioinformática (BSB 2025), pages 13–24, Porto Alegre, 2025. Sociedade Brasileira de Computação.

[801] Alitzel López Sánchez, Guillaume E. Scholz Scholz, Peter F. Stadler, and Manuel Lafond.

A Sankoff-Rousseau-like algorithm for minimizing lateral gene transfers and losses on single origin characters. In Giltae Song, editor, Comparative Genomics, 22nd RECOMB International Workshop, RECOMB-CG 2025, volume 15666 of Lect. Notes Comp. Sci., pages 69–86, Cham, CH, 2025. Springer.

[802] Richard Golnik, Thomas Gatter, and Peter F. Stadler. Atom transition networks and isotope labeling patterns in large chemical reaction networks. MATCH Commun. Math. Comput. Chem., 95:347–404, 2026.

[803] Grover Enrique Castro Guzman, Peter F. Stadler, and André Fujita. A message-passing approach to obtain the trace of matrix functions with applications to network analysis. Numerical Algorithms, 101:455–476, 2026.

[804] Phuoc-Chung Van Nguyen, Van-Thinh To, Ngoc-Vi Nguyen Tran, Tieu-Long Phan, Tuyen Ngoc Truong, Thomas Gärtner, Daniel Merkle, and Peter F. Stadler. SynCat: Molecule-level attention graph neural network for precise reaction classification. Digital Discovery, 5:241–253, 2026.

[805] Lekshmi Kamal K. Sheela, Manoj Changat, M. R. Chithra, and Peter F. Stadler. Directed weakly modular graphs and their directed interval functions. In N. Misra and A. Pandey, editors, Algorithms and Discrete Applied Mathematics: 12th International Conference, CAL- DAM 2026, volume 16445 of Lect. Notes Comp. Sci., pages 236–249, Cham, 2026. Springer.

[806] Grover E. C. Guzman, Peter F. Stadler, and André Fujita. Spectral densities approximations of incidence-based locally tree-like hypergraph matrices via the cavity method. Phys. Rev. E, 113:014309, 2026.

[807] Annachiara Korchmaros and Peter F. Stadler. Forbidden configurations and dominating bicliques in undirected 2-quasi best match graphs. Discr. Appl. Math., 383:308–314, 2026. preprint: doi 10.48550/arXiv.2502.11791.

[808] Nora Beier, Thomas Gatter, and Peter F. Stadler. Computing double-pushout graph transformation rules and atom-to-atom maps from KEGG RCLASS data. Alg. Mol. Biol., 21:3, 2026.

[809] Christopher Klapproth, Franziska Reinhardt, Peter F. Stadler, and Sven Findeiß. Computational analysis of telomerase RNA evolution in Caenorhabditis species. ncRNA, 12:6, 2026.

[810] Dulce I. Valdivia and Peter F. Stadler. Regulation of tRNA expression during the social cycle of the amoeba dictyostelium discoideum. BMC Mol. Cell Biol., 27:19, 2026.

[811] Patrick Schöfer, James Danckert, Peter F. Stadler, and Martin Bogdan. Boredom as homeostasis of cognitive resource utilization using spiking neural networks. Neurocomputing, 679:133203, 2026.

[812] Tieu-Long Phan, Nhu-Ngoc Nguyen Song, and Peter F. Stadler. SynRXN: An open benchmark and curated dataset for computational reaction modeling. Scientific Data, 13:625, 2026. arXiv, doi: 10.48550/arXiv.2601.01943.

[813] Alitzel López Sánchez, Guillaume E. Scholz, Peter F. Stadler, and Manuel Lafond. From small parsimony to HGT: Inferring horizontal transfer and gene loss for single-origin characters. J. Comp. Biol., 34(4):535–557, 2026.

[814] Tuyet-Minh Phan, Tieu-Long Phan, Phuoc-Chung Van-Nguyen, Hoang Son Lai Le, Van- Thinh To, Tuyen Truong, Daniel Merkle, and Peter F. Stadler. ProQSAR: A modular and reproducible framework for small-data QSAR modeling with fit-and-use models. J. Cheminf., 18:53, 2026.

[815] Richard Golnik, Thomas Gatter, Peter F. Stadler, and Nicola Vassena. Enumeration of autocatalytic subsystems in large chemical reaction networks. J Chem Theory Comput, 22(10):4888–4907, 2026. preprint doi: 10.48550/arXiv.2511.18883.

[816] Amos Onn, Tzipy Marz, Liming Tao, Tamir Biezuner, Ehud Shapiro, Christoph A. Klein, and Peter F. Stadler. Modeling the mutational dynamics of very short tandem repeats. In M. Lafond, editor, RECOMB International Workshop on Comparative Genomics, volume 16569 of Lect. Notes Comp. Sci., pages 106–118, Cham, 2026. Springer Nature.

[817] Marisol Bermúdez-Montaña, Angel Garcia-Chung, Peter F Stadler, Jürgen Jost, and Restrepo Guillermo. Global shifts in the geopolitics of chemical discovery: China’s rise and the decline of US influence. Quantitative Science Studies, 2026.

[818] Nico Domschke, Thomas Gatter, Richard Golnik, and Peter F. Stadler. A short note on relevant cuts. Art Discr. Appl. Math., 2025. pre-published.

[819] Manoj Changat, John J. Chavara, M. R. Chitra, Joseph Mathew, and Peter F. Stadler. Step systems on graphs. Vietnam J. Math., 2026.

[820] Maximilian Salomon, Maik Pankonin, Maeve Branwen Butler, Hossein Batebi, Peter F Stadler Stadler, Peter W Hildebrand, and Guillermo Pérez-Hernández. mdxplain: Scalable molecular dynamics analysis with machine learning-based feature selection and modular workflows. J. Mol. Biol., 2026.

[821] Alexander Blokhuis, Peter F. Stadler, and Nicola Vassena. Stoichiometric recipes for periodic oscillations in reaction networks. Proc. Roy. Soc. A, 2026. accepted.

[822] Klaus Weinbauer, Tieu-Long Phan, Peter F. Stadler, Thomas Gärtner, and Sagar Malhotra.

Prime implicant explanations for reaction feasibility prediction. Preprint arXiv:2510.09226, doi: 10.48550/arXiv.2510.09226.

[823] Rainer Machné, Douglas B. Murray, , Stephan H. Berhart, Ilka Maria Axmann, and Peter F.

Stadler. The cell growth cycle: resource allocation and subcellular pattern formation in budding yeast. 2021. submitted, preprint bioRxiv doi: 10.1101/2021.05.26.444658.

[824] Jörg Fallmann, Robin Goldmann, and Peter F. Stadler. MONSDA: Modular organizer of Nextflow and Snakemake driven HTS data analysis. 2022. submitted; OSF preprint doi: 10.31219/osf.io/jeqgr.

[825] José Antonio Corona-Gomez, Peter F. Stadler, and Selene L. Fernandez-Valverde. Evolutionary conservation of secondary structures in the lncRNAs of plants. 2023. submitted; bioRxiv doi: 10.1101/2023.08.13.553158.

[826] Marc Hellmuth, Annachiara Korchmaros, José Antonio Ramírez-Rafael, Bruno Schmidt, Peter F. Stadler, and Sandhya Thekkumpadan Puthiyaveedu. Partial Fitch graphs: Characterization, satisfiability and complexity. 2024. submitted; bioRxiv doi: 10.1101/2024.04.30.591842.

[827] Maria Waldl and Peter F. Stadler. Helix-shifts and incongruence in RNA evolution. 2024.

submitted.

[828] Grover E. C. Guzman, Peter F. Stadler, and André Fujita. Gaussian belief propagation for loopy graphs. 2025.

[829] Karl-Kristian Kaether, Gatter. Thomas, Steffen Lemke, and Peter F. Stadler. Anchors for homology-based scaffolding. 2025. in revision, preprint bioRxiv, doi: 10.1101/2025.04.28.650980.

[830] Anna Lindeberg, Bruno J. Schmidt, Manoj Changat, Ameera Vaheeda Shanavas, Marc Hellmuth, and Peter F. Stadler. Global least common ancestor (lca) networks. 2025. preprint: 10.48550/arXiv.2503.16186.

[831] Akbar Davoodi, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Edge-wise graph aligments. 2025. submitted.

[832] José Antonio Ramírez-Rafael, Annachiara Korchmaros, Katia Aviña-Padilla, Alitzel López Sánchez, Gabriel Martinez-Medina, Alfredo J. Hernández-Álvarez, Marc Hellmuth, Peter F. Stadler, and Maribel Hernández-Rosales. REvolutionH-tl: A fast and robust tool for decoding evolutionary gene histories. 2025. submitted, preprint bioRxiv doi: 10.1101/2025.04.03.646975.

[833] Arun Anil, Manoj Changat, Lekshmi Kamal K. Sheela, Prasanth G. Narasimha-Shenoi, Bruno Schmidt, and Peter F. Stadler. Directed interval transit functions. 2025. submitted.

[834] John J. Chavara, Manoj Changat, M. R. Chitra, Joseph Mathew, Prasanth G. Narasimha- Shenoi, Bruno J. Schmidt, and Peter F. Stadler. Step systems of Ptolemaic graphs and their prominent subclasses. 2025. submitted.

[835] Ulisses Nunes da Rocha, Stefania Magnusdottir, Sanchita Kamath, Breno Livio Silva de Almeida, Peter F. Stadler, André C P L F Carvalho, Jonas Kasmanas, and Anderson P. Avila Santos. N4M-GSMR-DB: a database of 68,679 metabolic models from environmental metagenome-assembled genomes reveals putative ecological strategy patterns in the tree of life. 2025.

[836] Marcos E. González Laffitte, Tieu-Long Phan, and Peter F. Stadler. Extension of partial atom-to-atom maps: Uniqueness and algorithms. 2025. arXiv, doi: 10.48550/arXiv.2601.01943.

[837] Richard Golnik, Thomas Gatter, Peter F. Stadler, and Nicola Vassena. Using MR-chordless circuits for efficient enumeration of autocatalytic cores in large chemical reaction networks. J. Cheminform., 2026. accepted; preprint Research Square doi: 10.21203/rs.3.rs-8659930/v1.

[838] Rebecca Holzschuh, Maria Waldl, and Peter F. Stadler. A systematic approach to disentangling complex discrete difference data.

[839] Boštjan Brešar, Prasanth G. Changat, Manoj amd Narasimha-Shenoi, Bruno J Schmidt, and Peter F. Stadler. Smooth graphs. 2026. arXiv preprint 2604.07115, doi: 10.48550/arXiv.2604.07115.

[840] Richard Golnik, Thomas Gatter, Peter F. Stadler, and Nicola Vassena. Autocatalytic cores in reaction networks with explicit catalysis. 2026. arxiv 2603.02770 doi: 10.48550/arXiv.2603.02770.

[841] Nico Domschke, Chen Wang, Richard Golnik, Ales Charvat, Anatolii Spesyvyi, Thomas Gatter, Bernd Abel, and Peter F Stadler. Fragment tree reconciliation (FTR) for space applications. 2026. Research Square /10.21203/rs.3.rs-8855497/v1.

[842] Alexandra Großjahn, Vincent Richter, Franziska Reinhardt, Marvin Hahmann, Ronja Badelt, Julian Kinnigkeit, Jana Breitfeld, Peter Kovacs, Peter F. Stadler, Irene Coin, and Andreas S. Thum. Octopamine receptors at a glance: from expression and anatomical maps to their role in development and behavior in the drosophila melanogaster larva. 2026. bioRxiv doi: 10.64898/2026.05.05.722892v1.

[843] Richard Golnik, Thomas Gatter, Wim Hordijk, Peter F. Stadler, and Nicola Vassena. Bridging two theoretical frameworks of autocatalysis: RAF sets and stoichiometric autocatalysis. 2026. preprint arXiv doi: 10.48550/arXiv.2605.25523.

[844] Breno L. S. de Alameida, Robson P. Bonidia, Martin Bole, Anderson P. Avila Santos, Peter F. Stadler, Ulisses N. da Rocha, and André C. P. L. F. de Carvalho. BioAutoML-FAST: an automated machine-learning platform for reusable and benchmarked biological sequence models. 2026. preprint: bioRxiv doi: 10.64898/2026.04.18.719383.

[845] Christopher Klapproth, Elias Israel, Abdullah Ahmed, Andreas Remmel, Karl K. Käther, Franziska Reihardt, Julian J-L Chen, Sonja J. Prohaska, Johannes Steidle, Steffen Lemke, Peter F. Stadler, and Sven Findeiß. Telomerase RNA gene duplications drive telomeric repeat diversity and evolution in andrena bees. 2026. preprint: bioRxiv doi: /10.1101/2025.04.29.651168.

[846] Richard Golnik, Thomas Gatter, Peter F. Stadler, and Nicola Vassena. BiRNe: Symbolic bifurcation analysis of reaction networks with Python. 2025. Applications of Computer Algebra 2025 in Crete, Session: Computer Algebra Applications in the Life Sciences.

[847] Erika M Herrera Machado, Jakob L. Andersen, Rolf Fagerberg, Christoph Flamm, Daniel Merkle, and Peter F. Stadler. Rule-based Gillespie simulation of chemical systems. 2026.

Peter F. Stadler: List of Publication

Publications as Member of Consortium

[1] L B Alexandrov, S Nik-Zainal, D C Wedge, S A Aparicio, S Behjati, A V Biankin, G R Bignell, N Bolli, A Borg, A L Børresen-Dale, S Boyault, B Burkhardt, A P Butler, C Caldas, H R Davies, C Desmedt, R Eils, J E Eyfjörd, J A Foekens, M Greaves, F Hosoda, B Hutter, T Ilicic, S Imbeaud, M Imielinski, N Jäger, D T Jones, D Jones, S Knappskog, M Kool, S R Lakhani, C López-Otn, S Martin, NC Munshi, H Nakamura, P A Northcott, M Pajic, E Papaemmanuil, A Paradiso, J V Pearson, X S Puente, K Raine, M Ramakrishna, A L Richardson, J Richter, P Rosenstiel, M Schlesner, T N Schumacher, P N Span, J W Teague, Y Totoki, A N Tutt, R Valdés-Mas, M M van Buuren, L van ’t Veer, A Vincent-Salomon, N Waddell, L R Yates, Australian Pancreatic Cancer Genome Initiative, ICGC Breast Cancer Consortium, ICGC MMML-Seq Consortium, ICGC PedBrain, J Zucman-Rossi, P A Futreal, U McDermott, P Lichter, M Meyerson, S M Grimmond, R Siebert, E Campo, T Shibata, S M Pfister, P J Campbell, and M R Stratton. Signatures of mutational processes in human cancer. Nature, 500:415–421, 2013. as member of ICGC MMML-Seq Consortium.

[2] Gero Doose, A Haake, Stephan H Bernhart, C López, S Duggimpudi, F Wojciech, A K Bergmann, A Borkhardt, B Burkhardt, A Claviez, L Dimitrova, S Haas, J I Hoell, M Hummel, D Karsch, W Klapper, K Kleo, Helene Kretzmer, M Kreuz, R Küppers, C Lawerenz, D Lenze, M Loeffler, L Mantovani-Löffler, P Müller, G Ott, J Richter, M Rohde, P Rosenstiel, A Rosenwald, M Schilhabel, M Schneider, I Scholz, S Stilgenbauer, H G Stunnenberg, M Szczepanowski, L Trümper, M A Weniger, ICGC MMML-Seq Consortium, S Hoffmann, R Siebert, and I Iaccarino. MINCR is a MYC-induced lncRNA able to modulate MYC’s transcriptional network in Burkitt lymphoma cells. Proc Natl Acad Sci USA, 112:E5261–E5270, 2015. as member of the ICGC MMML-Seq Consortium.

[3] R Wagener, S M Aukema, M Schlesner, A Haake, B Burkhardt, H G Claviez, A andDrexler, M Hummel, M Kreuz, M Loeffler, M Rosolowski, C López, P Möller, J Richter, M Rohde, M J Betts, R B Russell, Stephan H Bernhart, Steve Hoffmann, P Rosenstiel, M Schilhabel, M Szczepanowski, L Trümper, W Klapper, R Siebert, ICGC MMML-Seq-Project, and Molecular Mechanisms in Malignant Lymphomas Network Project of the Deutsch Krebshilfe. The PCBP1 gene encoding poly(rC) binding protein I is recurrently mutated in Burkitt lymphoma. Genes Chromosomes Cancer, 54:555–564, 2015. as member of ICGC MMML-Seq-Project.

[4] A Shostak, B Ruppert, N Ha, P Bruns, U H Toprak, ICGC MMML-Seq Project, R Eils, M Schlesner, A Diernfellner, and M Brunner. MYC/MIZ1-dependent gene repression inversely coordinates the circadian clock with cell cycle and proliferation. Nat Commun., 7:11807, 2016. as member of ICGC MMML-Seq-Project.

[5] M Rohde, BR Bonn, M Zimmermann, J Lange, A Möricke, W Klapper, I Oschlies, M Szczepanowski, I Nagel, M Schrappe, M Loeffler, R Siebert, A Reiter, B Burkhardt, ICGC- MMML-Seq, and MMML-MYC-SYS. Relevance of ID3-TCF3-CCND3 pathway mutations in pediatric aggressive B-cell lymphoma treated according to the NHL-BFM protocols. Haematologica, 102:1091–1098, 2017. as member of ICGC MMML-Seq.

[6] S N Gröbner, BC Worst, J Weischenfeldt, I Buchhalter, K Kleinheinz, V A Rudneva, P D Johann, G P Balasubramanian, M Segura-Wang, S Brabetz, S Bender, B Hutter, D Sturm, E Pfaff, D Hübschmann, G Zipprich, M Heinold, J Eils, C Lawerenz, S Erkek, S Lambo, S Waszak, C Blattmann, A Borkhardt, M Kuhlen, A Eggert, S Fulda, M Gessler, J Wegert, R Kappler, D Baumhoer, S Burdach, R Kirschner-Schwabe, U Kontny, A E Kulozik, D Lohmann, S Hettmer, C Eckert, S Bielack, M Nathrath, C Niemeyer, G H Richter, J Schulte, R Siebert, F Westermann, J J Molenaar, G Vassal, H Witt, ICGC PedBrain-Seq Project, ICGC MMML-Seq Project, B Burkhardt, C P Kratz, O Witt, C M van Tilburg, C M Kramm, G Fleischhack, U Dirksen, S Rutkowski, M Frühwald, K von Hoff, S Wolf, T Klingebiel, E Koscielniak, P Landgraf, J Koster, A C Resnick, J Zhang, Y Liu, X Zhou, A J Waanders, D A Zwijnenburg, P Raman, B Brors, U D Weber, P A Northcott, K W Pajtler, M Kool, R M Piro, J O Korbel, M Schlesner, R Eils, D T W Jones, P Lichter, L Chavez, M Zapatka, and S M Pfister. The landscape of genomic alterations across childhood cancers. Nature, 555:321–327, 2018. Author Correction. Nature doi: 10.1038/s41586-018-0167-2.

[7] The ICGC/TCGA Pan-Cancer Analysis of Whole Genomes Consortium. Pan-cancer analysis of whole genomes. Nature, 578:82–93, 2020.

[8] C H Li, S D Prokopec, R X Sun, F Yousif, N Schmitz, PCAWG Tumour Subtypes and Clinical Translation, P C Boutros, and PCAWG Consortium. Sex differences in oncogenic mutational processes. Nat Commun., 11:4330, 2020.

[9] M H Bailey, W U Meyerson, L J Dursi, L B Wang, G Dong, W W Liang, A Weerasinghe, S Li, S Kelso, MC3 Working Group, PCAWG novel somatic mutation calling methods working group, G Saksena, K Ellrott, M C Wendl, D A Wheeler, G Getz, J T Simpson, M B Gerstein, L Ding, and PCAWG Consortium. Retrospective evaluation of whole exome and genome mutation calls in 746 cancer samples. Nat Commun., 11:4748, 2020.

[10] Sergei Yakneen, Sebastian M Waszak, PCAWG Technical Working Group, Michael Gertz, Jan O Korbel, and PCAWG Consortium. Butler enables rapid cloud-based analysis of thousands of human genomes. Nat. Biotech., 38:288–292, 2020.

[11] B Rodriguez-Martin, E G Alvarez, A Baez-Ortega, J Zamora, F Supek, J Demeulemeester, M Santamarina, Y S Ju, J Temes, D Garcia-Souto, H Detering, Y Li, J Rodriguez-Castro, A Dueso-Barroso, A L Bruzos, S C Dentro, M G Blanco, G Contino, D Ardeljan, M Tojo, N D Roberts, S Zumalave, P A Edwards, J Weischenfeldt, M Puiggròs, Z Chong, K Chen, E A Lee, J A Wala, K M Raine, A Butler, S M Waszak, F C P Navarro, S E Schumacher, J Monlong, F Maura, N Bolli, G Bourque, M Gerstein, P J Park, D C Wedge, R Beroukhim, D Torrents, J O Korbel, I Martincorena, R C Fitzgerald, P Van Loo, H H Kazazian, K H Burns, PCAWG Structural Variation Working Group, P J Campbell, J M C Tubio, and PCAWG Consortium. Pan-cancer analysis of whole genomes identifies driver rearrangements promoted by LINE-1 retrotransposition. Nat Genet., 55:1080, 2023.

[12] J Radke, N Ishaque, R Koll, Z Gu, E Schumann, L Sieverling, S Uhrig, D Hübschmann, U H Toprak, C López, X P Hostench, S Borgoni, D Juraeva, F Pritsch, N Paramasivam, G P Balasubramanian, M Schlesner, S Sahay, M Weniger, D Pehl, H Radbruch, A Osterloh, A Korfel, M Misch, J Onken, K Faust, P Vajkoczy, D Moskopp, Y Wang, A Jödicke, L Trümper, I Anagnostopoulos, D Lenze, R Küppers, M Hummel, C A Schmitt, O D Wiestler, S Wolf, A Unterberg, R Eils, C Herold-Mende, B Brors, ICGC MMML-Seq Consortium, R Siebert,

S Wiemann, and F L Heppner. The genomic and transcriptional landscape of primary central nervous system lymphoma. Nat Commun, 13:2558, 2022.

Peter F. Stadler: List of Publications

Books

[1] Türker Bıyıkoğlu, Josef Leydold, and Peter F Stadler. Laplacian Eigenvectors of Graphs:

Perron-Frobenius and Faber-Krahn Type Theorems, volume 1915 of Lecture Notes in Mathematics. Springer Verlag, Heidelberg, 2007.

[2] C. R. Stephens, M. Toussaint, D. Whitley, and P. F. Stadler, editors. Foundations of Genetic Algortithms IX, volume 4436 of Lecture Notes Comp. Sci. Springer, Berlin, Heidelberg, 2007. 9th International Workshop, FOGA 2007, Mexico City, Mexico, January 8-11, 2007.

[3] Steen Rasmussen, Mark A. Bedau, Liaohai Chen, David Deamer, David C. Krakauer, Norman H. Packard, and Peter F. Stadler, editors. Protocells. MIT Press, Cambridge, MA, 2008.

[4] Ivo Grosse, Steffen Neumann, Stefan Posch, Falk Schreiber, and Peter F. Stadler, editors.

German Conference on Bioinformatics 2009, volume 157 of Lecture Notes in Informatics. Gesellschaft für Informatik, Bonn, 2009.

[5] Carlos Eduardo Ferreira, Satoru Miyano, and Peter F. Stadler, editors. Advances in Bioinformatics and Computational Biology, volume 6268 of Lecture Notes Comp. Sci. Springer, Berlin, Heidelberg, 2010. 5th Brazilian Symposium on Bioinformatics, BSB 2010, Rio de Janeiro, Brazil, August 31-September 3, 2010.

[6] João C. Setubal, Jens Stoye, and Peter F. Stadler, editors. Comparative Genomics: Methods and Protocols, volume 1704. Humana Press/Springer, Heidelberg, 2018.

[7] David H. Wolpert, Chris Kempes, Peter F. Stadler, and Joshua A. Grochow, editors. The Energetics of Computing in Life and Machines. SFI Press, Santa Fe, NM, 2019.

[8] Peter F. Stadler Stadler, Maria Emília M. T. Walter, Maribel Hernández-Rosales, and Marcelo M. Brigido, editors. Advances in Bioinformatics and Computational Biology, volume 13063 of Lect. Notes Bioinf. Springer Nature, Cham, CH, 2021. 14th Brazilian Symposium on Bioinformatics, BSB 2021, Virtual Event, November 2226, 2021, Proceedings.

1

Peter F. Stadler: List of Publications

Editorials

[1] Eric Bonabeau and Stadler Peter F. Call for proposals. Adv. Complex Syst., 2:195, 1999.

[2] Olaf Breidbach, Jürgen Jost, Peter F. Stadler, and M. Weingarten. Editorial. Th. Biosci., 123:1–2, 2004.

[3] Ante Graovac and Peter F. Stadler. MATH/CHEM/COMP 2004 contributions. Th. Biosci., 123:263–264, 2005.

[4] Burkhard Morgenstern and Peter F. Stadler. New journal: Algorithms for molecular biology.

Alg. Mol. Biol., 1:1, 2006.

[5] Olaf Breidbach, Jürgen Jost, and Peter F. Stadler. Towards theoretical formalisms. Th.

Biosci., 126:1–2, 2007.

[6] Andreas W. M. Dress, Bülent Karasözen, Peter F. Stadler, and Gerhard-Wilhelm Weber.

Preface. Discr. Appl. Math., 157:2217–2220, 2009. Networks in Computational Biology.

[7] Rolf Backofen, Hamidreza Chitsaz, Ivo L. Hofacker, S. C Sahinalp, and Peter F. Stadler.

Computational studies of non-coding RNAs — session introduction. Pac Symp Biocomput., 15:54–56, 2010.

[8] Bernd Schierwater, Peter F. Stadler, Robert De Salle, and Lars Podsiadlowski. Mitogenomics and metazoan evolution. Mol. Phylog. Evol., 69:311–312, 2013.

[9] Vassily Lyubetsky, William Piel, and Peter F. Stadler. Molecular phylogenetics 2014. BioMed Res. Intl., 2015:919251, 2015.

[10] Guillermo Restrepo, Peter F. Stadler, and Jürgen Jost. Proceedings of the “mathematics inchemistry meeting”, leipzig, germany,october 26-28, 2016. MATCH Commun. Math. Comput. Chem., 80:541–545, 2018.

[11] Peter F. Stadler Stadler, Maria Emília M. T. Walter, Maribel Hernández-Rosales, and Marcelo M. Brigido. Preface, volume 13063 of Lect. Notes Bioinf. Springer Nature, Cham, CH, 2021. 14th Brazilian Symposium on Bioinformatics, BSB.

1

Peter F. Stadler: List of Publications

Published Abstracts

References

[1] Erich G. Bornberg-Bauer and Peter F. Stadler. Random structures and evolution of biopolymers. Ber. Bunsenges. Phys. Chem., 98:1128, 1994.

[2] S. Cepok, S. Hoffmann, V. Grummel, K. Lehmann-Horn, Jörg Hackermüller, Peter F. Stadler, H.-P. Hartung, A. Berhele, F. Deisenhammer, R. Wassmuth, and B. Hemmer. HLA-DRB1 0401 and HLA-DRB1 0408 are strongly associated with the development of antibodies against interferon-beta therapy in multiple sclerosis. J. Neuroimmunology, 203:194, 2008. International Congress of Neuroimmunology (26-30 Oct 2008, Dallas-Ft.Worth).

[3] Peter F. Stadler. Computational discovery of non-coding RNAs. J. Neurochem., 110:98– 99, 2009. 4th European Society for Neurochemistry Conference on Advances in Molecular Mechanisms of Neurological Disorders (11-14 July 2009, Leipzig, Germany); Abstr. 260.

[4] Levin Böhling, Jörg Hackermüller, Dominic Rose, Kristin Reiche, Antje Kretzschmar, Peter F.

Stadler, Friedemann Horn, and Kurt Engeland. Transcriptome profiling reveals many novel p53-regulated human non-coding RNAs. J. Neurochem., 110:98–99, 2009. 4th European Society for Neurochemistry Conference on Advances in Molecular Mechanisms of Neurological Disorders (11-14 July 2009, Leipzig, Germany); Abstr. 263.

[5] Jörg Hackermüller, Katja Brocke-Heidrich, Kristin Reiche, Antje Kretzschmar, K. Schutt, Peter Ahnert, Levin Böhling, Peter F. Stadler, Kurt Engeland, and Friedemann Horn. Long non-protein coding RNAs in oncogenic pathways. J. Neurochem., 110:99–100, 2009. 4th European Society for Neurochemistry Conference on Advances in Molecular Mechanisms of Neurological Disorders (11-14 July 2009, Leipzig, Germany); Abstr. 266.

[6] Friedemann Horn, Katja Brocke-Heidrich, Jörg Hackermüller, and Peter F. Stadler. Regulation of non-protein-coding RNA genes by the Stat3 pathway. J. Neurochem., 110:98, 2009. 4th European Society for Neurochemistry Conference on Advances in Molecular Mechanisms of Neurological Disorders (11-14 July 2009, Leipzig, Germany); Abstr. 261.

[7] D. Buck, S. Cepok, S. Hoffmann, V. Grummel, K. Lehmann-Horn, Jörg Hackermüller, Peter F.

Stadler, H.-P. Hartung, A Berhele, F. Deisenhammer, R. Wassmuth, and B. Hemmer. HLAalleles determine the risk to develop antibodies against interferon-beta therapy in multiple sclerosis. Multiple sclerosis, 15:S183, 2009. 25th Congress of the European Committee for Treatment and Research in Multiple Sclerosis (9-12 Sep. 2009, Düsseldorf, Germany).

[8] A. A. Parikesit, S. J. Prohaska, and Peter F. Stadler. Protein domain co-occurrences reveal functional changes of regulatory mechanisms during evolution. New Biotechnology, 27:S44– S45, 2010. Abstracts of the 4th ESF Conference on Functional Genomics & Disease (1417 April 2010, Dresden, Germany); Poster P1.61.

[9] A. J. Westermann, L. N. Schulte, K. U. Förstner, S. Hoffmann, P. F. Stadler, and J. Vogel.

Transcriptomic analysis of host-pathogen interplay. Int. J. Med. Microbiol., 302:S1.42, 2012. 64. Jahrestagung der Deutschen Gesellschaft fur Hygiene und Mikrobiologie (DGHM); II.P37 poster abstract.

[10] Damián E Blasi, Morten H. Christiansen, Søren Wichman, and Harald Hammarström. Sound symbolism and the origins of language. In Erica A Cartmill, Seán Roberts, Heidi Lyn, and Hannah Cornish, editors, The Evolution of Language – Proceedings of the 10th International Conference, pages 391–392, Singapore, 2014. World Scientific.

[11] X Liu, M Scholz, A Tönjes, M Stumvoll, P F Stadler, and Y Böttcher. Analysis of parent of origin effects in Sorbs using long range phasing algorithms. Diabetologie und Stoffwechsel, 9:P176, 2014.

[12] Jan Engelhardt and Peter F Stadler. Evolution of 3’UTR-associated RNAs. BMC Bioinformatics, 16:A7, 2016.

[13] Jessica I Hoell, Kunal Das Mahapatra, Kebria Hezaveh, Andreas Kloetgen, Stephan Bernhart, Steve Hoffmann, Peter F. Stadler, Andrea Lenze, Dido Haake, Julia Richter, Birgit Truemper, Lorenz H. Burkhardt, Wolfram Klapper, Peter Moeller Moeller, Philip Rosenstiel, Chris Lawerenz, Roland Eils, Reiner Siebert, Michael Hummel, and Arndt Borkhardt. Identification of Blut, a novel long-noncoding RNA differentially expressed in Burkitt lymphoma. Blood, 126:3875, 2015.

[14] Felix Kühnl, Peter F. Stadler, and Sebastian Will. Tractable kinetics of RNA–ligand interaction. In Anu Bourgeois, Pavel Skums, Xiang Wan, and Alex Zelikovsky, editors, Bioinformatics Research and Applications, 12th International Symposium, ISBRA 2016, volume 9683, pages 337–338, Berlin, 2016. Springer Verlag.

[15] Vassily Lyubetsky, William H. Piel, and Peter F. Stadler. Molecular phylogenetics 2016.

Biomed Res Int, 2016:9029306, 2016.

[16] Guillermo Restrepo, Peter F. Stadler, and Jürgen Jost. Proceedings of the “mathematics in chemistry meeting”, leipzig, germany, october 26-28 2016. MATCH Commun. Math. Comput. Chem., 80:541–545, 2018.

[17] Irma Lozada-Chávez, A. N. Lozada-Chávez, P. F. Stadler, and S. J. Prohaska. The genomes of complex multicellular organisms on Earth are characterized by high intron-richness. Rev. Mex. Astronomia Astrophysica Conf. Ser., 55:56–58, 2023. III Congreso Latinoamericano de Astrobiología (2021).

Peter F. Stadler: List of Publication

Technical Reports

[1] Peter F. Stadler and Robert Happel. Canonical approximation of landscapes. Technical Report 94-09-051, Santa Fe Institute, 1399 Hyde Park Rd, Santa Fe, NM 87501, 1994.

[2] Ivo L. Hofacker, Martijn A. Huynen, Peter F. Stadler, and Paul E. Stolorz. RNA folding and parallel computers: The minimum free energy structures of complete HIV genomes. Technical Report 95-10-089, Santa Fe Institute, 1399 Hyde Park Rd, Santa Fe, NM 87501, 1995.

[3] Petra M. Gleiss and Peter F. Stadler. Relevant cycles in biopolymers and random graphs.

Technical Report 99-07-042, Santa Fe Institute, 1399 Hyde Park Rd, Santa Fe, NM 87501, 1999. Presented at the 4th Slovene conference in graph theory, Bled, SLO; Santa Fe Institute preprint.

[4] Petra M. Gleiss, Peter F. Stadler, Andreas Wagner, and David A. Fell. Small cycles in small worlds. Technical Report 00-10-058, Santa Fe Institute, 1399 Hyde Park Rd, Santa Fe, NM 87501, 2000. Also: cond-mat/0009124.

[5] Oliver Bastert, Dan Rockmore, Peter F. Stadler, and Gottfried Tinhofer. Some properties of robinson graphs. Technical Report TUM M0101, Techn. Univ. München, Fak. f. Math., München, Germany, 2001. (Blauer Bericht).

[6] Sonja J. Prohaska, Claudia Fried, Christoph Flamm, and Peter F. Stadler. Analysis of phylogenetic footprint patterns in large gene clusters. In H.-W. Mewes, V. Heun, D. Frishman, and S. Kramer, editors, Proceedings of the German Conference on Bioinformatics. GCB 2003, volume 2, pages 108–110, München, D, 2003. belleville Verlag Michael Farin. BIOINF 03-017.

[7] Claudia Fried, Peter Ahnert, and Peter F. Stadler. Correlation of SNPs with phylogenetic footprints. In H.-W. Mewes, V. Heun, D. Frishman, and S. Kramer, editors, Proceedings of the German Conference on Bioinformatics. GCB 2003, volume 2, pages 105–107, München, D, 2003. belleville Verlag Michael Farin. BIOINF 03-019.

[8] Martin Schlegel, Guido Fritzsch, and Peter F. Stadler. Metazoan deep phylogenies: can the cambrian explosion be resolved with molecular markers? In H.-W. Mewes, V. Heun, D. Frishman, and S. Kramer, editors, Proceedings of the German Conference on Bioinformatics. GCB 2003, volume 2, pages 205–207, München, D, 2003. belleville Verlag Michael Farin.

[9] Hans Binder, Toralf Kirsten, Markus Löffler, P. Richter, and Peter F. Stadler. Sequence specific sensitivity of oligonucleotide probes. In H.-W. Mewes, V. Heun, D. Frishman, and S. Kramer, editors, Proceedings of the German Conference on Bioinformatics. GCB 2003, volume 2, pages 145–147, München, D, 2003. belleville Verlag Michael Farin.

[10] Gil Benkö, Christoph. Flamm, and Peter F. Stadler. The ToyChem package: A computational toolkit implementing a realistic artificial chemistry model. Technical Report 05-002, Bioinformatics Group, Univ. Leipzig, 2005. http://www.bioinf.unileipzig.de/Publications/PREPRINTS/05-002.pdf.

[11] Peter F. Stadler and Stephan Steigele. Rna gene prediction. Technical report, U. Tübingen, 2008. EMBO Practical Course on Computational RNA Biology.

[12] Anke Busch and Peter F. Stadler. Intra-genic exon duplications in the human transcriptome.

Technical Report BIOINF 10-037, U. Leipzig, Bioinformatics, 2010.

[13] Jan Engelhardt, Toralf Kirsten, Peter F. Stadler, and Sonja J. Prohaska. Genome annotation without genes. Technical Report BIOINF 10-013, U. Leipzig, Bioinformatics, 2010.

[14] Arli A. Parikesit, Peter F. Stadler, and Sonja J. Prohaska. Large-scale evolutionary patterns of protein domain distributions in eukaryotes. Technical Report BIOINF 12-007, U. Leipzig, Bioinformatics, 2012.

[15] Jakob L. Andersen, Christoph Flamm, Daniel Merkle, and Peter F Stadler. Algorithmic Cheminformatics (Dagstuhl Seminar 17452). Dagstuhl Reports, 7:11, 2018.