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Provide access to state-of-the-art technologies
 Mostly high-throughput / large scale / complex methods

 Simple access to expensive infrastructure

 For technologies requested in several groups at the DKFZ

Have skilled and dedicated personnel
 Reproducible data and high quality information

 Shortest possible turn-around times

 Advice and education to customers

 „first come first served“ access

Genomics and Proteomics Core Facility

Objectives
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Microarray Unit
Dr. Melanie Bewerunge-Hudler

Sequencing
Dr. Stefan Wolf

Quantitative Proteomics
Dr. Martina Schnölzer

Monoclonal Antibodies
Claudia Tessmer
Prof. Hanswalter Zentgraf

Isogenic Cell Lines 
Dr. Rainer Will

Genomics Proteomics Functional Genomics

Protein Protein
Interaction  Analysis
Dr. Frank Schwarz
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Units

Bioinformatics
Karl-Heinz Glatting

Phospho-Proteomics
Prof. Wolf-Dieter Lehmann

NMR
Dr. Karel Klika
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Genomics and Proteomics Core Facility
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Services

 mRNA Expression Profiling (human, mouse, rat, multiple 
species…….)

 miRNA Profiling (human, mouse, rat)
 Genotyping (human)
 Methylation Analysis  (human) 

Specials

 Profiling on formalin‐fixed tissue (FFPE)
 Small sample protocol 
 Central support for analysis software: Ingenuity, Metacore, Chipster
 Access to Roche Light Cycler 480 Real Time PCR‐System
 Courses and training (qPCR, Chipster, ArrayExpress)

• Genomics
– Microarray Unit

Dr. Melanie Bewerunge-Hudler

> 5,000 gene/miRNA expression
> 3,800 genotyping
> 3,700 methylation
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• Genomics
– Epigenome Profiling

Dr. Melanie Bewerunge-Hudler

450k Methylation arrays

Sturm Cancer Cell 2012
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Genomics and Proteomics Core Facility

Aim:
develop the technology as a 
tool for patient stratification
(in Glioblastoma)
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 Genome Sequencing – „Single nucleotide
variants“ (SNV), larger in/dels, rearrangements
 Exome sequencing – subgenome enrichment

(e.g., all exons), SNV analysis
 ChIP-seq – transcription factor binding sites
 Bisulfite Sequencing – methyl-C analysis

(„epigenetics“)
 mRNA-seq – „digital gene expression profiling“, 

splice varients, mutations, allele-specific
expression
 miRNA-seq – quantitative analysis of miRNA

expression and detection of „new“ miRNAs
 tRNA-seq – quantitative analysis of tRNAs

HiSeq2000

• Genomics
– Sequencing

Genomics and Proteomics Core Facility

Dr. Stephan Wolf
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• Genomics
– Sequencing

Genomics and Proteomics Core Facility
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in-house projects

clinical projects

Infrastructure: 14x Illumina HiSeq 2000/2500, 2x Illumina MiSeq, 1x Roche 454

2,900 samples
(~ 1,000 lanes WGS, ~ 400 lanes bisulfite-seq, 
~ 220 lanes exome-seq, ~ 190 lanes ChIP-seq, 
~ 250 lanes m/miRNA-seq)

Dr. Stephan Wolf
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Jones, Jäger Nature 2012

Genomics and Proteomics Core Facility
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• Genomics
– Sequencing

Dr. Stephan Wolf

whole-genome sequencing
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Genomics and Proteomics Core Facility
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• Bioinformatics
– Sequencing

NGS analysis pipelines:
 OnTarget (subgenomic enrichment, e.g., exome-seq)
 PeakDetector (peak detection for ChIP-Seq)
 ChiPeAn (peak analysis for ChIP-Seq)
 sRNAMapper (read mapper for sRNA-Seq)
 ncRNAAnnotator (annotation of sRNA

mappings)
 CompaRNA (comparison of annotated 

sRNA mappings)
 SplicingCompass (alternative splicing)
 Contaminator (analysis of unmapped reads)

Karl-Heinz Glatting

OnTarget Output
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Requirements for Research Infrastructures
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http://www.dfg.de/foerderung/programme/infrastruktur/wgi/stellungnahmen_informationen/index.html
http://www.dfg.de/download/pdf/foerderung/programme/wgi/basic_requirements_research_infrastructures.pdf http://www.esf.org/activities/mo-fora/research-infrastructures.html



Stefan Wiemann Division Molecular Genome AnalysisGenomics and Proteomics Core Facility

www.dkfz.de/gpcf/

PAGE 13



Stefan Wiemann Division Molecular Genome AnalysisGenomics and Proteomics Core Facility

Access to the GPCF Research Infrastructure
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the „AGB“ of the GPCF/DKFZ

http://www.dkfz.de/gpcf/terms_and_conditions.html special terms of the GPCF


