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Proper Citation

PDBTM (RRID:SCR_011962)

Resource Information

URL: http://pdbtm.enzim.hu/

Proper Citation: PDBTM (RRID:SCR_011962)

Description: Comprehensive and continuously updated transmembrane protein database
of the Protein Data Bank (PDB) created by scanning all PDB entries with the TMDET
algorithm. Resource for transmembrane proteins and their structures., THIS RESOURCE
IS NO LONGER IN SERVICE. Documented on September 16,2025.

Abbreviations: PDBTM

Synonyms: PDBTM, Protein Data Bank of Transmembrane Proteins

Resource Type: data or information resource, database

Defining Citation: PMID:23203988

Keywords: FASEB list

Funding: Hungarian Scientific Research Fund ;
Hungarian Academy of Sciences

Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: PDBTM

Resource ID: SCR_011962

Alternate IDs: OMICS_01613

Record Creation Time: 20220129T080307+0000

Record Last Update: 20260729T044301+0000

Ratings and Alerts

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_011962/resolver
http://pdbtm.enzim.hu/
https://pubmed.ncbi.nlm.nih.gov/23203988


No rating or validation information has been found for PDBTM.

No alerts have been found for PDBTM.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 49 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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Kulandaisamy A, et al. (2021) MPTherm-pred: Analysis and Prediction of Thermal Stability
Changes upon Mutations in Transmembrane Proteins. Journal of molecular biology,
433(11), 166646.

Sun J, et al. (2021) Improved sequence-based prediction of interaction sites in ?-helical
transmembrane proteins by deep learning. Computational and structural biotechnology
journal, 19, 1512.

Qu J, et al. (2021) Prediction of Metal Ion Binding Sites of Transmembrane Proteins.
Computational and mathematical methods in medicine, 2021, 2327832.

Liu Z, et al. (2020) TMPSS: A Deep Learning-Based Predictor for Secondary Structure
and Topology Structure Prediction of Alpha-Helical Transmembrane Proteins. Frontiers in
bioengineering and biotechnology, 8, 629937.
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American Chemical Society, 142(33), 14150.

Fang C, et al. (2020) IMPContact: An Interhelical Residue Contact Prediction Method.
BioMed research international, 2020, 4569037.
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Advanced science (Weinheim, Baden-Wurttemberg, Germany), 7(19), 2001314.
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transmembrane domain interfaces. Computational and structural biotechnology journal,
18, 3230.

Mesdaghi S, et al. (2020) In silico prediction of structure and function for a large family of
transmembrane proteins that includes human Tmem41b. F1000Research, 9, 1395.


