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Proper Citation

Database of Human Hemoglobin Variants and Thalassemias (RRID:SCR_007084)

Resource Information

URL: http://globin.cse.psu.edu/globin/hbvar

Proper Citation: Database of Human Hemoglobin Variants and Thalassemias
(RRID:SCR_007084)

Description: HbVar is a relational database of information about hemoglobin variants and
mutations that cause thalassemia. The initial data came from Syllabi authored by Prof.
Titus H.J. Huisman, Mrs. Marianne F.H. Carver, Dr. Erol Baysal, and Prof. Georgi D.
Efremov. This information was converted to a database, and now new entries are added
and old entries are corrected by curators. HbVar results from a collaboration among
several investigators at Penn State University (USA), INSERM Creteil (France), and
Boston University Medical Center (USA). Visit our query page or summary page to see the
types of information available.

Synonyms: HbVar

Resource Type: data or information resource, database

Keywords: hemoglobin, hemoglobin mutation, hemoglobin variant, thalassemia
Resource Name: Database of Human Hemoglobin Variants and Thalassemias
Resource ID: SCR_007084

Alternate IDs: nif-0000-02942

Record Creation Time: 20220129T080239+0000

Record Last Update: 20260729T044143+0000

Ratings and Alerts
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No rating or validation information has been found for Database of Human Hemoglobin
Variants and Thalassemias.

No alerts have been found for Database of Human Hemoglobin Variants and
Thalassemias.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 21 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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