
2006 – 2010 
 
 
Stegmaier, P., Krull, M., Voss, N., Kel, A. and Wingender, E. 
 Molecular mechanistic associations of human disease s 
 BMC Syst. Biol. 4, 1024 (2010). 
Demir, E., Cary, M. P., Paley, S., Fukuda, K., Lemer, C., Vastrik, I., Wu, G., D'Eustachio, P., Schaefer, 

C., Luciano, J., Schacherer, F., Martinez-Flores, I., Hu, Z., Jimenez-Jacinto, V., Joshi-Tope, 
G., Kandasamy, K., Lopez-Fuentes, A. C., Mi, H., Pichler, E., Rodchenkov, I., Splendiani, A., 
Tkachev, S., Zucker, J., Gopinath, G., Rajasimha, H., Ramakrishnan, R., Shah, I., Syed, M., 
Anwar, N., Babur, O., Blinov, M., Brauner, E., Corwin, D., Donaldson, S., Gibbons, F., 
Goldberg, R., Hornbeck, P., Luna, A., Murray-Rust, P., Neumann, E., Reubenacker, O., 
Samwald, M., van Iersel, M., Wimalaratne, S., Allen, K., Braun, B., Whirl-Carrillo, M., Cheung, 
K. H., Dahlquist, K., Finney, A., Gillespie, M., Glass, E., Gong, L., Haw, R., Honig, M., Hubaut, 
O., Kane, D., Krupa, S., Kutmon, M., Leonard, J., Marks, D., Merberg, D., Petri, V., Pico, A., 
Ravenscroft, D., Ren, L., Shah, N., Sunshine, M., Tang, R., Whaley, R., Letovksy, S., Buetow, 
K. H., Rzhetsky, A., Schachter, V., Sobral, B. S., Dogrusoz, U., McWeeney, S., Aladjem, M., 
Birney, E., Collado-Vides, J., Goto, S., Hucka, M., Le Novère, N., Maltsev, N., Pandey, A., 
Thomas, P., Wingender, E., Karp, P. D., Sander, C. and Bader, G. D. 

 BioPAX – A Community Standard for Pathway Data Sha ring 
 Nat. Biotechnol. 28,935-942 (2010). 
Goemann, B., Potapov, A. P., Ante, M. and Wingender, E. 

Comparative analysis of topological patterns in dif ferent mammalian networks 
Genome Inf. Ser. 23, 32-45 (2009). 

Goemann, B., Wingender, E. and Potapov, A. P. 
An approach to evaluate the topological significanc e of motifs and other patterns in 
regulatory networks 
BMC Syst. Biol. 3, 53 (2009). 

Michael, H., Hogan, J., Kel, A., Kel-Margoulis, O., Schacherer, F., Voss, N. and Wingender, E. 
Building a knowledge base for systems pathology 
Brief. Bioinform. 9, 518-531 (2008). 

Kel, A., Voss, N., Valeev, T., Stegmaier, P., Kel-Margoulis, O. and Wingender, E. 
ExPlain: finding upstream drug targets in disease g ene regulatory networks 
SAR QSAR Environ. Res. 19, 481-494 (2008). 

Potapov, A. P., Goemann, B. and Wingender, E. 
The pairwise disconnectivity index as a new metric for the topological analysis of 
regulatory networks 
BMC Bioinformatics 9, 227 (2008). 

Wingender, E. 
The TRANSFAC project as an example of framework tec hnology that supports the 
analysis of genomic regulation 
Brief. Bioinform. 9, 326-332 (2008). 

Zubarev, R. A., Nielsen, M. L., Fung, E. M., Savitski, M. M., Kel-Margoulis, O., Wingender, E. and Kel, 
A. 
Identification of dominant signaling pathways from proteomics expression data 
J. Proteom. 71, 89-96 (2008). 

Dönitz, J., Goemann, B., Lizé, M., Michael, H., Sasse, N., Wingender, E. and Potapov, A. P. 
EndoNet: An information resource about regulatory n etworks of cell-to-cell 
communication 
Nucleic Acids Res. 36, D689-D694 (2008). 

Wingender, E., Hogan, J., Schacherer, F., Potapov, A. P. and Kel-Margoulis, O. 
Integrating pathway data for systems pathology 
In Silico Biol. 7 S1, 03 (2007). 

Degenhardt, J., Haubrock, M., Wingender, E. and Crass, T. 
DEEP – A Tool for Differential Expression Effector Prediction 
Nucleic Acids Res. 35, W619-W624 (2007). 

Wingender, E., Crass, T., Hogan, J. D, Kel, A. E., Kel-Margoulis, O. V. and Potapov, A. P. 
Integrative content-driven concepts for bioinformat ics "beyond the cell" 
J. Biosci. 32, 169-180 (2007). 

Kel, A., Voss, N., Jauregui, R., Kel-Margoulis, O. and Wingender, E. 
Beyond microarrays: Find key transcription factors controlling signal transduction 



pathways 
BMC Bioinformatics 7 Suppl. 2, S13 (2006). 

Waleev, T. Shtokalo, D., Konovalova, T., Voss, N., Cheremushkin, E., Stegmaier, P., Kel-Margoulis, 
O., Wingender, E. and Kel, A. 
Composite Module Analyst: identification of transcription factor binding site combinations using 
genetic algorithm 
Nucleic Acids Res. 34, W541-W545 (2006). 

Kel, A., Konovalova, T., Waleev, T., Cheremushkin, E., Kel-Margoulis, O. and Wingender, E. 
Composite Module Analyst: a fitness-based tool for identification of transcription factor 
binding site combinations 
Bioinformatics 22, 1190-1197 (2006). 

Sauer, T., Shelest, E. and Wingender, E. 
Evaluating phylogenetic footprinting for human-rode nt comparisons 
Bioinformatics 22, 430-437 (2006). 

Krull, M., Pistor, S., Voss, N., Kel, A., Reuter, I., Kronenberg, D., Michael, H., Schwarzer, K., Potapov, 
A., Choi, C., Kel-Margoulis, O. and Wingender, E. 
TRANSPATH®: an Information resource for storing and visualizi ng signaling pathways 
and their pathological aberrations 
Nucleic Acids Res. 34, D546-D551 (2006). 

Potapov, A., Liebich, I., Dönitz, J., Schwarzer, K., Sasse, N., Schoeps, T., Crass, T. and Wingender, 
E. 
EndoNet: An information resource about endocrine ne tworks 
Nucleic Acids Res. 34, D540-D545 (2006). 

Matys, V., Kel-Margoulis, O. V., Fricke, E., Liebich, I., Land, S., Barre-Dirrie, A., Reuter, I., 
Chekmenev, D., Krull, M., Hornischer, K., Voss, N., Stegmaier, P., Lewicki-Potapov, B., Saxel, 
H., Kel, A. E. and Wingender, E. 
TRANSFAC® and its module TRANSCompel®: transcriptio nal gene regulation in 
eukaryotes 
Nucleic Acids Res. 34, D108-D110 (2006). 

Chen, X., Wu, J.-m., Hornischer, K., Kel, A. and Wingender, E. 
TiProD: The Tissue-specific Promoter Database 
Nucleic Acids Res. 34, D104-D107 (2006). 

 


