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Proper Citation

Conserved Domains Search (RRID:SCR_018729)

Resource Information

URL: https://www.nchi.nlm.nih.gov/Structure/cdd/wrpsb.cqi

Proper Citation: Conserved Domains Search (RRID:SCR_018729)

Description: Web tool for conserved domains searching within protein or coding nucleotide
sequence.

Synonyms: CD-search

Resource Type: software resource, service resource, data access protocol, data or
information resource, web service

Keywords: Conserved domain, protein, coding nucleotide sequence, domain search,
domain, nucleotide sequence

Funding:

Availability: Free, Freely available

Resource Name: Conserved Domains Search
Resource ID: SCR_018729

Record Creation Time: 20220129T080341+0000

Record Last Update: 20250428T054140+0000

Ratings and Alerts



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/RRID:SCR_018729/resolver
https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi

No rating or validation information has been found for Conserved Domains Search.

No alerts have been found for Conserved Domains Search.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 1067 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF.

Yan XC, et al. (2025) Single-cell transcriptomic profiling of maize cell heterogeneity and
systemic immune responses against Puccinia polysora Underw. Plant biotechnology journal,
23(2), 549.
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20(1), 2451700.

Bende G, et al. (2025) The Neosartorya (Aspergillus) fischeri antifungal protein NFAP2 has
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distinct lineage of flavi-like viruses infecting plants. Virus evolution, 11(1), veaf001.

Debat H, et al. (2025) RNA Virus Discovery Sheds Light on the Virome of a Major Vineyard
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