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Resource Information

URL: http:/lyanglab.hzau.edu.cn/BnTIR

Proper Citation: BnTIR (RRID:SCR_023021)

Description: Searchable database of Brassiceae genomic data hosted on the website.
Synonyms: Brassica napus Transcriptome Information Resource

Resource Type: database, data or information resource

Keywords: Brassica napus, transcriptome information, Brassiceae genomic data
Funding: National Key Research and Development Plan of China

Availability: Free, Freely available

Resource Name: BnTIR

Resource ID: SCR_023021

Record Creation Time: 20221130T050154+0000

Record Last Update: 20260808T190445+0000

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

No alerts have been found for BnTIR.

Data and Source Information

Source: SciCrunch Registry
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Usage and Citation Metrics
We found 23 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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