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Proper Citation

H-InvDB (RRID:SCR_013265)

Resource Information

URL: http://www.h-invitational.jp/

Proper Citation: H-InvDB (RRID:SCR_013265)

Description: H-Invitational Database (H-InvDB) is an integrated database of human
genes and transcripts. By extensive analyses of all human transcripts, we provide curated
annotations of human genes and transcripts that include gene structures, alternative
splicing isoforms, non-coding functional RNAs, protein functions, functional domains, sub-
cellular localizations, metabolic pathways, protein 3D structure, genetic polymorphisms
(SNPs, indels and microsatellite repeats) , relation with diseases, gene expression
profiling, and molecular evolutionary features , protein-protein interactions (PPIs) and
gene families/groups. This database is produced by the Genome Information Integration
Project (2005-) based upon the annotation technology established in the H-Invitational
Project for annotation of human full-length cDNAs.

Abbreviations: H-InvDB, H-InvDB cDNA, H-InvDB locus

Synonyms: H-Invitational Database, H-InvDB cDNA, H-InvDB locus, H-InvDB: Annotated
Human Gene Database

Resource Type: database, data or information resource
Keywords: human gene, human genome, transcripts, bio.tools
Resource Name: H-InvDB

Resource ID: SCR_013265

Alternate IDs: nif-0000-02936, biotools:h-invdb

Alternate URLSs: https://bio.tools/h-invdb

Record Creation Time: 20220129T080315+0000

Record Last Update: 20260725T191205+0000
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Ratings and Alerts
No rating or validation information has been found for H-InvDB.

No alerts have been found for H-InvDB.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 24 mentions in open access literature.
Listed below are recent publications. The full list is available at nidm-terms .
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