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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., THIS RESOURCE IS NO LONGER IN
SERVICE. Documented on September 16,2025.

Synonyms: Genomics Core Facility

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

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

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: University of Warsaw Center of New Technologies Genomics Core
Facility

Resource ID: SCR_022718

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_022718/resolver
https://scicrunch.org/sawg/data/record/nlx_144509-1/RRID:SCR_022718/resolver
https://cent.uw.edu.pl/en/core-facilities/genomics-core-facility/


Alternate IDs: ABRF_1520

Alternate URLs: https://coremarketplace.org/?FacilityID=1520&citation=1

Record Creation Time: 20220901T050155+0000

Record Last Update: 20260808T190655+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 22 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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Popek M, et al. (2026) Astrocytic TCF7L2 Impacts Brain Osmoregulation and Restricts
Neuronal Excitability. Glia, 74(2), e70103.
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muscle phenotype in vitro. Scientific reports, 16(1).
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RNA. The FEBS journal, 293(3), 729.
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Czarnocka-Cieciura A, et al. (2025) Comprehensive analysis of poly(A) tails in mouse
testes and ovaries using Nanopore Direct RNA Sequencing. Scientific data, 12(1), 43.

Santaeufemia S, et al. (2025) Transcriptomics Reveals an Energy-Saving Metabolic
Switch in an Extremophilic Red Microalga Cyanidioschyzon merolae Under Nickel Stress.
International journal of molecular sciences, 26(10).

Wang C, et al. (2025) UBA2A regulates seed dormancy and the stability of chromatin-
retained DOG1 messenger RNA. Journal of integrative plant biology, 67(12), 3109.

Buka K, et al. (2025) Improved cohesin HiChIP protocol and bioinformatic analysis for
robust detection of chromatin loops and stripes. Communications biology, 8(1), 437.

Krawczyk PS, et al. (2025) Re-adenylation by TENT5A enhances efficacy of SARS-CoV-2
mRNA vaccines. Nature, 641(8064), 984.

Drazkowska K, et al. (2025) Effective recognition of double-stranded RNA does not
require activation of cellular inflammation. Science advances, 11(15), eads6498.
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Escherichia coli isolated from dairy cattle feces in Poland. Microbiology spectrum, 12(8),
e0087724.
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science and pollution research international, 31(35), 47727.

Hollender M, et al. (2024) Single-cell genomics revealed Candidatus Grellia alia sp. nov.
as an endosymbiont of Eutreptiella sp. (Euglenophyceae). Protist, 175(2), 126018.

Nguyen NL, et al. (2024) Taxonomic and abundance biases affect the record of marine
eukaryotic plankton communities in sediment DNA archives. Molecular ecology resources,
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