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UniGene

RRID:SCR_004405
Type: Tool

Proper Citation

UniGene (RRID:SCR_004405)

Resource Information

URL: http://www.ncbi.nlm.nih.gov/unigene

Proper Citation: UniGene (RRID:SCR_004405)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January 11,
2023. Web tool for an organized view of the transcriptome. Collection of the computationally
identified transcripts from the same locus. Information on protein similarities, gene
expression, cDNA clones, and genomic location. System for automatically partitioning
GenBank sequences into a non redundant set of gene oriented clusters.

Abbreviations: UniGene
Synonyms: NCBI UniGene, Organized View of the Transcriptome, UniGene
Resource Type: data or information resource, service resource, database

Keywords: colleciton, data, information, organized, view, transcriptome, locus, protein,
similarity, gene, expression,

Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: UniGene

Resource ID: SCR_004405

Alternate IDs: nilx_41571, OMICS 01663

Alternate URLSs: http://www.ncbi.nIlm.nih.gov/sites/entrez?db=unigene

Ratings and Alerts


https://scicrunch.org/scicrunch
https://scicrunch.org/scicrunch/data/record/nlx_144509-1/SCR_004405/resolver
http://www.ncbi.nlm.nih.gov/unigene

No rating or validation information has been found for UniGene.

No alerts have been found for UniGene.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1136 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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10(2).

Han B, et al. (2024) Integrated multi-omics reveal gut microbiota-mediated bile acid
metabolism alteration regulating immunotherapy responses to anti-?4?7-integrin in Crohn's
disease. Gut microbes, 16(1), 2310894.
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