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Max Planck Institute of Biochemistry NGS Core
Facility
RRID:SCR_025746
Type: Tool

Proper Citation

Max Planck Institute of Biochemistry NGS Core Facility (RRID:SCR_025746)

Resource Information

URL: https://www.biochem.mpg.de/ngs

Proper Citation: Max Planck Institute of Biochemistry NGS Core Facility
(RRID:SCR_025746)

Description: Facility for high-throughput sequencing. Provides Next-Generation
Sequencing services, supports library preparation and quality control for various
applications including RNA-Seq: rRNA depletion-total RNA, mRNAseq; DNA-Seq: ChIP-
Seq, Cut andTag seq, Hi-Cseq, Micro-Cseq, WGS; Single Cell: scRNAseq, scATACseq,
snRNAseq, seRNAseq.

Abbreviations: MPIB-NGS

Synonyms: NGS Core Facility, Max Planck Institute of Biochemistry NGS Core Facility

Resource Type: access service resource, core facility, service resource

Keywords: Next-Generation Sequencing services, high-throughput sequencing, library
preparation, quality control

Availability: Restricted

Resource Name: Max Planck Institute of Biochemistry NGS Core Facility

Resource ID: SCR_025746

Record Creation Time: 20240918T053245+0000

Record Last Update: 20260728T043729+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_025746/resolver
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_025746/resolver
https://www.biochem.mpg.de/ngs


No rating or validation information has been found for Max Planck Institute of Biochemistry
NGS Core Facility.

No alerts have been found for Max Planck Institute of Biochemistry NGS Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 8 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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