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Nebula

RRID:SCR_001516
Type: Tool

Proper Citation

Nebula (RRID:SCR_001516)

Resource Information

URL: http://nebula.curie.fr/

Proper Citation: Nebula (RRID:SCR_001516)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on
September 23,2022. Web portal that allows users to analyze ChlP-seq data., THIS
RESOURCE IS NO LONGER IN SERVICE. Documented on September 16,2025.

Synonyms: Nebula - A web-server for advanced ChlP-seq data analysis

Resource Type: data analysis software, data access protocol, software application,
software resource, sequence analysis software, data processing software, web service

Defining Citation: PMID:22829625

Keywords: web portal, chip-seq data, online analysis tool
Availability: THIS RESOURCE IS NO LONGER IN SERVICE
Resource Name: Nebula

Resource ID: SCR_001516

Alternate IDs: OMICS 00424

Record Creation Time: 20220129T080208+0000

Record Last Update: 20260801T190131+0000

Ratings and Alerts
No rating or validation information has been found for Nebula.

No alerts have been found for Nebula.



https://scicrunch.org/precise-tbi
https://scicrunch.org/precise-tbi/data/record/nlx_144509-1/RRID:SCR_001516/resolver
http://nebula.curie.fr/
https://pubmed.ncbi.nlm.nih.gov/22829625

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.

Listed below are recent publications. The full list is available at PRECISE-TBI .
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