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cd-hit-454

RRID:SCR_005541
Type: Tool

Proper Citation

cd-hit-454 (RRID:SCR_005541)

Resource Information

URL: http://weizhong-lab.ucsd.edu/public/?g=softwares/cd-hit-454

Proper Citation: cd-hit-454 (RRID:SCR_005541)

Description: A software program to identify artificial duplicates from raw 454 sequencing
reads, including exact duplicates and near identical duplicates.

Abbreviations: cd-hit-454
Resource Type: software resource

Defining Citation: PMID:20388221

Resource Name: cd-hit-454

Resource ID: SCR_005541

Alternate IDs: OMICS 01037

Record Creation Time: 20220129T080230+0000

Record Last Update: 20260725T190608+0000

Ratings and Alerts
No rating or validation information has been found for cd-hit-454.

No alerts have been found for cd-hit-454.

Data and Source Information

Source: SciCrunch Registry



https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_005541/resolver
http://weizhong-lab.ucsd.edu/public/?q=softwares/cd-hit-454
https://pubmed.ncbi.nlm.nih.gov/20388221
https://scicrunch.org/nidm-terms/rin/sources/SCR_005400

Usage and Citation Metrics
We found 16 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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Scientific reports, 9(1), 18116.
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Hospital Sewage and Other Environmental Metagenomes Deposited in Public Databases.
Frontiers in microbiology, 7, 1790.

Quigley KM, et al. (2014) Deep-sequencing method for quantifying background
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simus simus. BMC genomics, 14, 234.
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genomics, 14, 613.

Jacquiod S, et al. (2013) Soil bacterial community shifts after chitin enrichment: an
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(Pseudotsuga menziesii) based on 454 transcriptome sequencing of genetically diverse,
drought stressed seedlings. BMC genomics, 13, 673.
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Fouts DE, et al. (2012) Next generation sequencing to define prokaryotic and fungal
diversity in the bovine rumen. PloS one, 7(11), e48289.

Schwartz S, et al. (2012) A metagenomic study of diet-dependent interaction between gut
microbiota and host in infants reveals differences in immune response. Genome biology,
13(4), r32.




