
Dohm J, Lottaz C, Borodina T, and Himmelbauer H (2008). 

Substantial biases in ultra-short read data sets from high-throughput DNA sequencing. 
Nucleic Acids Res, 36(16):e105. 

Lottaz C, Kostka D, Markowetz F, and Spang R (2008). 

Computational diagnostics with gene expression profiles. 
Methods Mol Biol, 453:281–296. 

Bullinger L, Rücker F, Kurz S, Du J, Scholl C, Sander S, Corbacioglu A, Lottaz C, Krauter J, 

Fröhling S, Ganser A, Schlenk R, Döhner K, Pollack J, and Döhner H (2007). 

Gene-expression profiling identifies distinct subclasses of core binding factor acute 

myeloid leukemia. 
Blood, 110(4):1291–1300. 

Dohm J, Lottaz C, Borodina T, and Himmelbauer H (2007). 

SHARCGS, a fast and highly accurate short-read assembly algorithm for de novo 

genomic sequencing. 
Genome Res, 17(11):1697–1706. 

Hoffmann R, Lottaz C, Kühne T, Rolink A, and Melchers F (2007). 

Neutrality, compensation, and negative selection during evolution of B-cell development 

transcriptomes. 
Mol Biol Evol, 24(12):2610–2618. 

Lottaz C, Kostka D, and Spang R (2007). 

Classification of Patients. 
In: Genomes to Therapies, ed. by Lengauer, T. Wiley-VCH, vol. 2, chap. Classification of 

Patient, pp. 957-991. 

Lottaz C, Toedling J, and Spang R (2007). 

Annotation-based distance measures for patient subgroup discovery in clinical 

microarray studies. 
Bioinformatics, 23(17):2256–2264. 

Kirschner-Schwabe R, Lottaz C, Tödling J, Rhein P, Karawajew L, Eckert C, Stackelberg Av, 

Ungethüm U, Kostka D, Kulozik A, Ludwig WD, Henze G, Spang R, Hagemeier C, and 

Seeger K (2006). 

Expression of late cell cycle genes and an increased proliferative capacity characterize 

very early relapse of childhood acute lymphoblastic leukemia. 
Clin Cancer Res, 12(15):4553–4561. 

Lottaz C, Yang X, Scheid S, and Spang R (2006). 

OrderedList - a bioconductor package for detecting similarity in ordered gene lists. 
Bioinformatics, 22(18):2315–2316. 

Kostka D, Lottaz C, and Spang R (2005). 

Traces of molecular disease mechanisms on microarrays. 
In: Statistische Methoden in der empirischen Forschung. J. Kauffmann, Schering, Berlin, 

chap. Traces of molecular disease mechanisms on microarrays, pp. 231–236. 

http://genomics.uni-regensburg.de/site/publications/Dohm2008
http://genomics.uni-regensburg.de/site/publications/Lottaz2008
http://genomics.uni-regensburg.de/site/publications/Bullinger2007
http://genomics.uni-regensburg.de/site/publications/Bullinger2007
http://genomics.uni-regensburg.de/site/publications/Dohm2007
http://genomics.uni-regensburg.de/site/publications/Dohm2007
http://genomics.uni-regensburg.de/site/publications/Hoffmann2007
http://genomics.uni-regensburg.de/site/publications/Hoffmann2007
http://genomics.uni-regensburg.de/site/publications/LottazEtAl2007
http://genomics.uni-regensburg.de/site/publications/Lottaz2007
http://genomics.uni-regensburg.de/site/publications/Lottaz2007
http://genomics.uni-regensburg.de/site/publications/Kirschner-Schwabe2006
http://genomics.uni-regensburg.de/site/publications/Kirschner-Schwabe2006
http://genomics.uni-regensburg.de/site/publications/Lottaz2006
http://genomics.uni-regensburg.de/site/publications/KostkaEtAl2005


Lottaz C, and Spang R (2005). 

Molecular decomposition of complex clinical phenotypes using biologically structured 

analysis of microarray data. 
Bioinformatics, 21(9):1971–1978. 

Lottaz C, and Spang R (2005). 

stam - a Bioconductor compliant R package for structured analysis of microarray data. 
BMC Bioinformatics, 6:211. 

Wellmann S, Guschmann M, Griethe W, Eckert C, Stackelberg Av, Lottaz C, Moderegger E, 

Einsiedel HG, Eckardt KU, Henze G, Seeger K, and Stackelberg A (2004). 

Activation of the HIF pathway in childhood ALL, prognostic implications of VEGF. 
Leukemia, 18(5):926–933. 

Lottaz C, Iseli C, Jongeneel CV, and Bucher P (2003). 

Modeling sequencing errors by combining Hidden Markov models. 
Bioinformatics, 19 Suppl 2:ii103–ii112. 

 

http://genomics.uni-regensburg.de/site/publications/Lottaz2005b
http://genomics.uni-regensburg.de/site/publications/Lottaz2005b
http://genomics.uni-regensburg.de/site/publications/Lottaz2005
http://genomics.uni-regensburg.de/site/publications/Wellmann2004
http://genomics.uni-regensburg.de/site/publications/Lottaz2003

