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Proper Citation

BioBERT (RRID:SCR_017547)

Resource Information

URL: https://github.com/dmis-lab/biobert

Proper Citation: BioBERT (RRID:SCR_017547)

Description: Pre-trained biomedical language representation model for biomedical text
mining. This repository provides fine-tuning codes of BioBERT, language representation
model for biomedical domain, especially designed for biomedical text mining tasks such as
biomedical named entity recognition, relation extraction, question answering, etc.

Synonyms: Bidirectional Encoder Representations from Transformers for Biomedical Text
Mining

Resource Type: software application, software resource

Defining Citation: DOI:10.1093/bioinformatics/btz682

Keywords: Pretrained, biomedical, language, representation, model, text, mining,
bio.tools

Funding: National Research Foundation of Korea

Availability: Free, Available for download, Freely available

Resource Name: BioBERT

Resource ID: SCR_017547

Alternate IDs: biotools:biobERt

Alternate URLs: https://github.com/naver/biobert-pretrained, https://bio.tools/BioBERT

License: Apache License

Record Creation Time: 20220129T080335+0000
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Record Last Update: 20260727T040706+0000

Ratings and Alerts

No rating or validation information has been found for BioBERT.

No alerts have been found for BioBERT.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 45 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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