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[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.

12



[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 multi-
level 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.
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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 Gorod-
kin, 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 Lorenze,
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,
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Peter Lichter, Roland Eils, Ralf Küppers, Michael Hummel, Wolfram Klapper, Philip Rosen-
stiel, 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 Bioin-
formatics, 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.
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ments. 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.
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Romero Marroqúın, 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, Vic-
tor 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 Back-
ofen, 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.
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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.
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[566] Fabian Gärtner, Christian Höner zu Siederdissen, Lydia Müller, and Peter F. Stadler. Coor-
dinate systems for supergenomes. Alg. Mol. Biol., 13:15, 2018.

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

46



[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 mech-
anisms. PLoS Comp. Biol., 14:e1006363, 2018. arXiv: 1704.02379.
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[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 Pe-
ter 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.
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Pisanski, Nancy Retzlaff, Peter Stadler, and Sara S. Zemljič. Convexity deficit of benzenoids.
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der Bartholomäus, João Pedro Saraiva, Sandra Godinho Silva, Tina Keller-Costa, Newton
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von Löhneysen, and Peter F. Stadler. Local RNA folding revisited. J. Bioinf. Comp. Biol.,
21:2350016, 2023.
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Brizola Toscan, Polanca Štefanič, Marcos Fleming Bicalho, Felipe Borim Correa, Merve Nida
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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
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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. Haema-

tologica, 102:1091–1098, 2017. as member of ICGC MMML-Seq.

1
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