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Proper Citation

Batch Entrez (RRID:SCR_016634)

Resource Information

URL: https://www.ncbi.nlm.nih.gov/sites/batchentrez

Proper Citation: Batch Entrez (RRID:SCR_016634)

Description: Software program for loading numbers of genome records. Allows the
retrieval of a large number of nucleotide sequences or protein sequences, in a batch
mode, by importing a file containing a list of the desired GI or accession numbers.

Resource Type: software resource, software application

Keywords: load, number, genome, record, retrieval, nucleotide, sequence, protein, batch,
mode

Availability: Public, Free, Freely available

Resource Name: Batch Entrez

Resource ID: SCR_016634

Record Creation Time: 20220129T080331+0000

Record Last Update: 20260731T043004+0000

Ratings and Alerts

No rating or validation information has been found for Batch Entrez.

No alerts have been found for Batch Entrez.

Data and Source Information

Source: SciCrunch Registry

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/RRID:SCR_016634/resolver
https://www.ncbi.nlm.nih.gov/sites/batchentrez
https://dknet.org/rin/sources/SCR_005400


Usage and Citation Metrics

We found 47 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Validation. Journal of inflammation research, 18, 5173.

Wang W, et al. (2025) Thlaspi arvense suppresses gut microbiota related TNF
inflammatory pathway to alleviates ulcerative colitis. Frontiers in immunology, 16,
1537325.
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Reglinski M, et al. (2025) A widely-occurring family of pore-forming effectors broadens the
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Databases. Microbiology spectrum, 11(3), e0500722.
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