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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 application, software resource

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: 20260805T044357+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/SCR_016634/resolver
https://www.ncbi.nlm.nih.gov/sites/batchentrez
https://dknet.org/rin/sources/SCR_005400

Usage and Citation Metrics
We found 60 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET .
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Cui Y, et al. (2025) Bacterial Hachiman complex executes DNA cleavage for antiphage
defense. Nature communications, 16(1), 2604.
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