
NGS 

Next-Generation Sequencing Unit 
The Next-Generation Sequencing (NGS) unit, established in 2015, is part of the DNA 
Sequencing Facility (DSF) at the Institute of Molecular and Cell Biology (IMCB). We support 
IMCB researchers with their diverse NGS projects, all the way from initially planning a 
project together to finally receiving sequencing data. Our mission is to provide high quality 
NGS service and cost- and time-efficient solutions to every project. 
 
Current standard protocols include: 
·  RNA-Seq (rRNA-depletion/mRNA enrichment) 
·  Low-input and single cell RNA-Seq 
·  Chromatin-IP (ChIP)-Seq 
·  ATAC-Seq  
·  16S rDNA-Seq 
 
Furthermore, we develop customized solutions and methods for individual applications. 
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Heike obtained her PhD from the University of Tuebingen, Germany, studying miRNAs and 
post-transcriptional regulation in plants at the nearby Max Planck Institute for Developmental 
Biology. She moved to Singapore in 2009 to join Temasek Life Sciences Laboratory, shifting 
her research towards epigenetic regulatory mechanisms and the role of histone variants in 
plant chromatin architecture. After a brief interval at the Genome Institute of Singapore, 
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focusing on single cell RNA-Sequencing, Heike started at IMCB in 2015 to establish and 
manage the NGS Unit, under the umbrella of the DNA Sequencing Facility. 
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