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Hereditary Hearing Loss Homepage

RRID:SCR_006469
Type: Tool

Proper Citation

Hereditary Hearing Loss Homepage (RRID:SCR_006469)

Resource Information

URL: http://hereditaryhearingloss.org/

Proper Citation: Hereditary Hearing Loss Homepage (RRID:SCR_006469)

Description: Overview of the genetics of hereditary hearing impairment for researchers
and clinicians. The site lists data and references for all known gene localizations and
identifications for nonsyndromic hearing impairment, and several for syndromic hearing
loss. For syndromic hearing impairment, only a few of the most frequent forms are
covered. An atlas of cochlea with genes listed can be accessed from this site.

Abbreviations: Hereditary Hearing Loss
Resource Type: data or information resource, database, atlas, topical portal, portal

Keywords: cochlea, syndromic, nonsyndromic, gene, genetics, hearing impairment,
hearing, ear, FASEB list

Related Condition: Hereditary hearing impairment, Hearing impairment
Resource Name: Hereditary Hearing Loss Homepage

Resource ID: SCR_006469

Alternate IDs: nif-0000-00075, OMICS 01542

Record Creation Time: 20220129T080236+0000

Record Last Update: 20260729T044136+0000

Ratings and Alerts

No rating or validation information has been found for Hereditary Hearing Loss
Homepage.
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No alerts have been found for Hereditary Hearing Loss Homepage.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 455 mentions in open access literature.
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