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Proper Citation

PathSeq (RRID:SCR_005203)

Resource Information

URL: http://www.broadinstitute.org/software/pathseq/

Proper Citation: PathSeq (RRID:SCR_005203)

Description: A computational tool for the identification and analysis of microbial sequences 
in high-throughput human sequencing data that is designed to work with large numbers of 
sequencing reads in a scalable manner. This process is composed of a subtractive phase in 
which input reads are subtracted by alignment to human reference sequences, and an 
analytic phase in which the remaining reads are aligned to microbial reference sequences 
(viral, fungal, bacterial, archaeal) and de novo assembled. PathSeq is currently available in a 
cloud computing environment via Amazon Web Services The typical approach one would 
take to pathogen discovery with PathSeq: RNA or DNA is extracted from the tissue of 
interest and sequencing libraries are constructed to be run on the next-generation DNA 
sequencing platform of choice. The resulting sequence data is run through the PathSeq 
pipeline in a cloud computing environment. PathSeq reports potential microbes in the 
sequence data as well as the complete set of reads that could not be identified as human or 
microbial sequences.

Abbreviations: PathSeq

Synonyms: PathSeq: Pathogen Discovery

Resource Type: software resource

Defining Citation: PMID:21552235

Keywords: virus, microbe, pathogen, dna, rna, next-generation sequencing

Funding:

https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_005203/resolver
http://www.broadinstitute.org/software/pathseq/
https://pubmed.ncbi.nlm.nih.gov/21552235


Availability: Acknowledgement requested, Account required, (for Amazon Web Services 
and you will need to pay for the AWS resource time)

Resource Name: PathSeq

Resource ID: SCR_005203

Alternate IDs: OMICS_00221

Record Creation Time: 20220129T080228+0000

Record Last Update: 20250420T014246+0000

Ratings and Alerts

No rating or validation information has been found for PathSeq.

No alerts have been found for PathSeq.

Data and Source Information

Source:  SciCrunch Registry 

Usage and Citation Metrics

We found 52 mentions in open access literature.

Listed below are recent publications. The full list is available at dkNET.
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Huang KK, et al. (2023) Spatiotemporal genomic profiling of intestinal metaplasia reveals 
clonal dynamics of gastric cancer progression. Cancer cell, 41(12), 2019.

Galeano Niño JL, et al. (2023) INVADEseq to identify cell-adherent or invasive bacteria and 
the associated host transcriptome at single-cell-level resolution. Nature protocols, 18(11), 
3355.

Tran TDB, et al. (2023) The microbial community dynamics of cocaine sensitization in two 
behaviorally divergent strains of collaborative cross mice. Genes, brain, and behavior, 
e12845.

Wu X, et al. (2023) Taxonomic and functional profiling of fecal metagenomes for the early 
detection of colorectal cancer. Frontiers in oncology, 13, 1218056.



Binh Tran TD, et al. (2023) Microbial glutamate metabolism predicts intravenous cocaine self-
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