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Type: Tool

Proper Citation

University of Warsaw Center of New Technologies Genomics Core Facility
(RRID:SCR_022718)

Resource Information

URL.: https://cent.uw.edu.pl/en/core-facilities/genomics-core-facility/

Proper Citation: University of Warsaw Center of New Technologies Genomics Core Facility
(RRID:SCR_022718)

Description: Core is dedicated to analysis of RNA and DNA sequence, structure and
interactions in biological and biochemical processes.Specializes in Genomics,
Metagenomics, Transcriptomics, Epigenomics, Interactomics, Oncogenomics, Structural
Genomics and other fields. Equippment includes NovaSeq 6000, NextSeq 500 and MiSeq
next generation sequencing systems and instruments for fractionation, quality and quantity
assessment. Services include consultation and assistance, preparation of libraries from DNA
(WGS, WES, Amp-seq, ATAC-Seq, ChIP-seq etc.) and RNA (different fractions: mRNA-seq,
MRNA-seq, total RNA-seq, miRNA-seq, RIP-seq etc.), sequence custom libraries and
conduct bioinformatic analysis.

Synonyms: Genomics Core Facility
Resource Type: service resource, core facility, access service resource

Keywords: USEDit, ABRF, RNA and DNA sequence, preparation of libraries from DNA and
RNA, Genomics, Metagenomics, Transcriptomics, Epigenomics, Interactomics,
Oncogenomics, Structural Genomics,

Funding:

Availability: open
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Resource Name: University of Warsaw Center of New Technologies Genomics Core Facility
Resource ID: SCR_022718

Alternate IDs: ABRF_1520

Alternate URLSs: https://coremarketplace.org/?FacilitylD=1520&citation=1

Record Creation Time: 20220901T050155+0000

Record Last Update: 20250514T061940+0000

Ratings and Alerts

No rating or validation information has been found for University of Warsaw Center of New
Technologies Genomics Core Facility.

No alerts have been found for University of Warsaw Center of New Technologies Genomics
Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 10 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID.
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