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SURPI

RRID:SCR_003071
Type: Tool

Proper Citation

SURPI (RRID:SCR_003071)

Resource Information

URL: http://chiulab.ucsf.edu/surpi/

Proper Citation: SURPI (RRID:SCR_003071)

Description: Software providing a computational pipeline for pathogen identification from
complex metagenomic next-generation sequencing (NGS) data generated from clinical
samples.

Abbreviations: SURPI
Synonyms: Sequence-based Ultra-Rapid Pathogen Identification
Resource Type: software resource

Defining Citation: PMID:24899342

Keywords: pipeline, cloud based pipeline, pathogen identification
Resource Name: SURPI

Resource ID: SCR_003071

Alternate IDs: OMICS 04623

Alternate URLSs: https://github.com/chiulab/surpi

License: BSD license

Record Creation Time: 20220129T080217+0000

Record Last Update: 20260725T190537+0000

Ratings and Alerts


https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_003071/resolver
http://chiulab.ucsf.edu/surpi/
https://pubmed.ncbi.nlm.nih.gov/24899342

No rating or validation information has been found for SURPI.

No alerts have been found for SURPI.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 13 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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https://scicrunch.org/sawg/rin/sources/SCR_005400
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_003071/resolver/mentions

Greninger AL, et al. (2015) Rapid metagenomic identification of viral pathogens in clinical
samples by real-time nanopore sequencing analysis. Genome medicine, 7, 99.

Forster M, et al. (2015) Vy-PER: eliminating false positive detection of virus integration
events in next generation sequencing data. Scientific reports, 5, 11534.




