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Hosting group information for applicants  
 
Name of DKFZ research division/group:  
Applied Functional Genomics (B290) 
 
Contact person: Prof. Dr. Claudia Scholl (claudia.scholl@nct-heidelberg.de, +49 6221/42-
1636) 
 
Group homepage:  https://www.dkfz.de/en/angewandte-funktionelle-genomik/index.php 
 
Please visit our website for further information on our research and recent publications. 
 
 
RESEARCH PROFILE AND PROJECT TOPICS: 
 
The overall mission of our laboratory is to find and understand molecular and functional 
alterations in cancers, particularly rare malignancies, and to use the knowledge acquired to 
develop individualized, biology-guided therapies. Why are we interested in studying rare 
cancers? Compared to common cancers, such as breast or lung carcinomas, fewer patients 
with rare malignancies are available to study disease biology, discover recurrent cancer driver 
genes, and conduct large clinical trials. This ultimately results in poorer survival and quality of 
life. Another argument for studying these diseases is that rare cancers are not so rare when 
considered together. Around 25% of all cancers diagnosed each year in Europe are rare, that 
is, one out of five cancer patients. For these and many other reasons, we aim to better 
understand the biology of these cancer types and identify their vulnerabilities, which could 
then be used as targets for improved therapies. Currently, we are studying various soft-tissue 
sarcoma subtypes, chordoma, and mediastinal germ cell tumors. 
 
Postdocs will have the opportunity to work as part of an interdisciplinary and international 
team of scientists to mechanistically characterize genetic alterations that have been 
discovered in the NCT/DKFZ/DKTK MASTER program (https://www.nct-
heidelberg.de/master), one of the most comprehensive precision oncology programs 
worldwide, with which we collaborate very closely. In addition, projects on identifying cancer 
type-specific vulnerabilities using CRISPR screening and the subsequent functional and 
mechanistic analysis of discovered dependencies are possible. For example, genome-wide 
CRISPR knockout screening data from myxoid liposarcoma models are available in our 
laboratory that revealed candidate essential genes to be explored in further studies. 
 
Frequently used methods in the lab (in addition to standard molecular biology, cellular, and 
protein biochemistry methods) include, for example, CRISPR and other lentiviral gene 
manipulations, next-generation sequencing, automated microscopy, diverse mechanism-
directed analyses, mouse modeling (genetically engineered mice, xenotransplantations), and 
bioinformatic analyses. 


