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Proper Citation

DBM-DB (RRID:SCR_006258)

Resource Information

URL: http://iae.fafu.edu.cn/DBM/

Proper Citation: DBM-DB (RRID:SCR_006258)

Description: Database storing and integrating genomic data of diamondback moth (DBM), 
Plutella xylostella (L.). It provides comprehensive search tools and downloadable datasets 
for scientists to study comparative genomics, biological interpretation and gene annotation of 
this insect pest. DBM-DB contains assembled transcriptome datasets from multiple DBM 
strains and developmental stages, and the annotated genome of P. xylostella (version 2). 
They have also integrated publically available ESTs from NCBI and a putative gene set from 
a second DBM genome (KONAGbase) to enable users to compare different gene models. 
DBM-DB was developed with the capacity to incorporate future data resources, and will 
serve as a long-term and open-access database that can be conveniently used for research 
on the biology, distribution and evolution of DBM. This resource aims to help reduce the 
impact DBM has on agriculture using genomic and molecular tools.

Abbreviations: DBM-DB

Synonyms: Diamondback moth Genome Database

Resource Type: data or information resource, database

Defining Citation: PMID:24434032

Keywords: genome, rna-seq, gene expression profiling, micrornas, metagenomics, blast, 
gbrowse, FASEB list

Funding:

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_006258/resolver
http://iae.fafu.edu.cn/DBM/
https://pubmed.ncbi.nlm.nih.gov/24434032


Availability: Free, Public

Resource Name: DBM-DB

Resource ID: SCR_006258

Alternate IDs: OMICS_02235

Alternate URLs: http://59.79.254.1/DBM/

Record Creation Time: 20220129T080235+0000

Record Last Update: 20250429T055041+0000

Ratings and Alerts

No rating or validation information has been found for DBM-DB.

No alerts have been found for DBM-DB.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 30 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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