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Proper Citation

PubMatrix (RRID:SCR_008236)

Resource Information

URL: http://pubmatrix.grc.nia.nih.gov/

Proper Citation: PubMatrix (RRID:SCR_008236)

Description: PubMatrix is a web-based tool that allows simple text based mining of the
NCBI literature search service PubMed using any two lists of keywords terms, resulting in a
frequency matrix of term co-occurrence. PubMatrix is a simple way to rapidly and
systematically compare any list of terms against any other list of terms in PubMed. It reports
back the frequency of co-occurrence between all pairwise comparisons between the two lists
as a matrix table. Lists of terms can be anything; gene names, diseases, gene functions,
authors, etc. The user can then quickly sort or browse the frequency matrix table to do
individual searches independently. This allows the user to build up tables of word
relationships in PubMed in the context of your experiments or your scientific interests. This is
useful for analyzing combinatorial datasets, as found with multiplex experimental systems,
such as cDNA microarrays, genomic, proteomic, or other multiplex comparisons. The
PubMatrix database is an archive of previous searches on many topics. Sponsors: PubMatrix
is supported by the National Institutes of Health.

Synonyms: PubMatrix
Resource Type: software resource, software application, text-mining software

Keywords: experiment, function, gene, author, cdna, combinatorial, comparison, dataset,
disease, genomic, keyword, literature, matrix, medline interfaces, microarray, ncbi,
proteomic, pubmed, scientific, system, term, text mining, FASEB list

Funding:
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Resource Name: PubMatrix

Resource ID: SCR_008236

Alternate IDs: nif-0000-21348

Record Creation Time: 20220129T080246+0000

Record Last Update: 20250421T053636+0000

Ratings and Alerts

No rating or validation information has been found for PubMatrix.

No alerts have been found for PubMatrix.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 35 mentions in open access literature.

Listed below are recent publications. The full list is available at FDI Lab - SciCrunch.org.
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