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Proper Citation

Pennsylvania State University Huck Institutes of the Life Sciences Genomics Core Facility
(RRID:SCR_023645)

Resource Information

URL: https://www.huck.psu.edu/core-facilities/genomics-core-facility

Proper Citation: Pennsylvania State University Huck Institutes of the Life Sciences
Genomics Core Facility (RRID:SCR_023645)

Description: Genomics Core Facility provides services including Whole-genome and
transcriptome sequencing of non-model organisms, Amplicon sequencing for
metagenomic studies, Differential expression analysis of mRNA and miRNA, Degradome
sequencing, ChIP and RIP sequencing.

Synonyms: PennState UHC Genomics, Huck Institutes of the Life Sciencies Genomics
Core Facility, PennState Huck Institutes of the Life Sciencies Genomics Core Facility,
HUC-Genomics, PennState UHC Genomics Core Facility, Huck Institutes Genomics Core
Facility

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

Keywords: USEDit, ABRF, Whole-genome and transcriptome sequencing of non-model
organisms, Amplicon sequencing for metagenomic studies, Differential expression
analysis of mRNA and miRNA, Degradome sequencing, ChIP and RIP sequencing,

Resource Name: Pennsylvania State University Huck Institutes of the Life Sciences
Genomics Core Facility

Resource ID: SCR_023645

Alternate IDs: ABRF_1779

Alternate URLs: https://coremarketplace.org/?FacilityID=1779&citation=1

Record Creation Time: 20230602T050209+0000

https://rrid.site
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_023645/resolver
https://rrid.site/data/record/nlx_144509-1/RRID:SCR_023645/resolver
https://www.huck.psu.edu/core-facilities/genomics-core-facility


Record Last Update: 20260807T043010+0000

Ratings and Alerts

No rating or validation information has been found for Pennsylvania State University Huck
Institutes of the Life Sciences Genomics Core Facility.

No alerts have been found for Pennsylvania State University Huck Institutes of the Life
Sciences Genomics Core Facility.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 40 mentions in open access literature.

Listed below are recent publications. The full list is available at RRID .
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the preprint server for biology.
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Akinniyi OT, et al. (2026) Degradation factor 1, Def1, regulates mRNA translation and
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32(6), 930.

Okoye IC, et al. (2026) ATAD3 megadalton complex in Plasmodium falciparum is essential
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Kenney SM, et al. (2026) Draft genomes of Salmonella Dublin from North Dakota State
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host-to-vector transmission event. PLoS pathogens, 21(1), e1012823.
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Forkhead Box A1 and Drives a Basal Transcriptional State in Muscle-Invasive Bladder
Cancer. The American journal of pathology, 195(5), 1013.

Bresnahan ST, et al. (2025) Intragenomic conflict associated with extreme phenotypic
plasticity in queen-worker caste determination in honey bees (Apis mellifera). Genome
biology, 26(1), 171.
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Bumble Bee Conservation. Molecular ecology, 34(3), e17626.


