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Type: Tool

Proper Citation

OHSU Massively Parallel Sequencing Shared Resource Core Facility
(RRID:SCR_009984)

Resource Information

URL: https://www.ohsu.edu/research-cores/massively-parallel-sequencing-shared-
resource-mpssr

Proper Citation: OHSU Massively Parallel Sequencing Shared Resource Core Facility
(RRID:SCR_009984)

Description: As of January 1, 2024, the Integrated Genomics Laboratory is one shared
resource comprising the former Massively Parallel Sequencing Shared Resource, the
Gene Profiling Shared Resource, and the DNA Services Core. Please be aware that the
reorganization is an ongoing process, particularly regarding our iLab integration.Provides
RNA-sequencing for gene expression analysis, DNA resequencing for single nucleotide
polymorphism discovery, DNA resequencing for copy number variation discovery, ChiP-
sequencing for promoter analysis, DNA methylation analysis, De novo sequencing for
unique genomes, Sequence capture service. Offers sequencing including genome
resequencing, transcriptome analysis, miRNA analysis, and prometer analysis via ChlP-
seq.

Abbreviations: MPSSR
Synonyms: OHSU Massively Parallel Sequencing Shared Resource
Resource Type: access service resource, service resource, core facility

Keywords: RNA-sequencing for gene expression analysis, DNA resequencing for single
nucleotide polymorphism discovery, DNA resequencing for copy number variation
discovery, ChiP-sequencing for promoter analysis, DNA methylation analysis, De novo
sequencing for unique genomes, USEDit

Resource Name: OHSU Massively Parallel Sequencing Shared Resource Core Facility
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Ratings and Alerts

No rating or validation information has been found for OHSU Massively Parallel
Sequencing Shared Resource Core Facility.

No alerts have been found for OHSU Massively Parallel Sequencing Shared Resource
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 T1D .
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