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SegWare

RRID:SCR_005289
Type: Tool

Proper Citation

SeqWare (RRID:SCR_005289)

Resource Information

URL: http://seqware.github.io/

Proper Citation: SeqWare (RRID:SCR_005289)

Description: A portable software infrastructure designed to analyze massive genomics
datasets produced by contemporary and emerging technologies, in particular Next
Generation Sequencing (NGS) platforms. It consists of a comprehensive suite of
infrastructure tools focused on enabling the end-to-end analysis of sequence data ? from
from raw base calling to analyzed variants ready for interpretation by users. SeqWare is
tool agnostic, it is a framework for building analysis workflows and does not provide
specific implementations out-of-the-box. You use SeqWare to create high-throughput
infrastructure for NGS analysis using whatever analysis tools you like. SeqWare currently
provides 5 main tools specifically designed to support massively parallel sequencing
technologies. All tools can be used together or separately: * MetaDB: provides a common
database to store metadata used by all components. * Portal: a LIMS-like web application
to manage samples, record computational events, and present results back to end users. *
Pipeline: a workflow engine that is capable of wrapping and combining other tools
(BFAST, BWA, SAMtools, etc) into complex pipelines, recording metadata about the
analysis, and facilitates automation of pipelines based on metadata. * Web Service: a
programmatic API that lets people build new tools on top of the project * Query Engine: a
NoSQL database designed to store and query variants and other events inferred from
sequence data.

Abbreviations: SeqWare
Synonyms: SolexaTools
Resource Type: software resource

Defining Citation: PMID:21210981

Keywords: mapreduce/hadoop, next generation sequencing, genomics
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Availability: Acknowledgement requested, GNU General Public License, v3
Resource Name: SeqWare

Resource ID: SCR_005289

Alternate IDs: OMICS 01221

Record Creation Time: 20220129T080229+0000

Record Last Update: 20260725T190602+0000

Ratings and Alerts
No rating or validation information has been found for SeqWare.

No alerts have been found for SeqWare.

Data and Source Information

Source: SciCrunch Registry

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