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SoftBerry

RRID:SCR_000902
Type: Tool

Proper Citation

SoftBerry (RRID:SCR_000902)

Resource Information

URL: http://www.softberry.com/

Proper Citation: SoftBerry (RRID:SCR_000902)

Description: Developer of software tools for genomic research focused on computational
methods of high throughput biomedical data analysis, including software to support next
generation sequencing technologies, transcriptome analysis with RNASeq data, SNP
detection and selection of disease specific SNP subsets. Provides custom genome
annotation services.

Synonyms: Linux SoftBerry, Soft berry
Resource Type: data or information resource, software resource, portal

Keywords: genomic, analysis, computation, biomedical, data analysis, rnaseq, sna, snp,
transcriptome

Availability: Restricted

Resource Name: SoftBerry

Resource ID: SCR_000902

Alternate IDs: nIx_156881

Old URLSs: http://linux1.softberry.com/

Record Creation Time: 20220129T080204+0000

Record Last Update: 20260731T042605+0000

Ratings and Alerts


https://scicrunch.org/kravitz2
https://scicrunch.org/kravitz2/data/record/nlx_144509-1/RRID:SCR_000902/resolver
http://www.softberry.com/

No rating or validation information has been found for SoftBerry.

No alerts have been found for SoftBerry.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 356 mentions in open access literature.

Listed below are recent publications. The full list is available at kravitz2 .
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Dufresne K, et al. (2018) Functional Analysis of the Chaperone-Usher Fimbrial Gene
Clusters of Salmonella enterica serovar Typhi. Frontiers in cellular and infection
microbiology, 8, 26.

Mukhopadhya I, et al. (2018) Sporulation capability and amylosome conservation among
diverse human colonic and rumen isolates of the keystone starch-degrader Ruminococcus
bromii. Environmental microbiology, 20(1), 324.

Kohl C, et al. (2018) Hervey virus: Study on co-circulation with Henipaviruses in Pteropid
bats within their distribution range from Australia to Africa. PloS one, 13(2), e0191933.

Dong Y, et al. (2018) Evolution of Darwin's Peloric Gloxinia (Sinningia speciosa) Is
Caused by a Null Mutation in a Pleiotropic TCP Gene. Molecular biology and evolution,
35(8), 1901.

Salvador-Guirao R, et al. (2018) The Polycistronic miR166k-166h Positively Regulates
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