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Type: Tool

Proper Citation

Kyushu University Definitive Haplotype Database (RRID:SCR_013280)

Resource Information

URL: http://orca.gen.kyushu-u.ac.jp

Proper Citation: Kyushu University Definitive Haplotype Database (RRID:SCR_013280)

Description: D-HaploDB genome-wide definitive haplotypes, determined using a
collection of 100 Japanese complete hydatidiform moles (CHMs), each carrying a genome
derived from a single sperm. The haplotypes incorporate 281 k (D-Haplo Phase I: D1),
581k (D-Haplo Phase II: D2), or 1M (D-Haplo Phase III: D3) SNPs, genotyped with high
throughput array-based oligonucleotide hybridization techniques. The Definitive Haplotype
Browser can be used to view various information, such as SNP alleles, haplotype blocks,
LD-bins and extended shared haplotypes (ESHs) in our study.

Synonyms: D-HaploDB

Resource Type: database, data or information resource

Keywords: extended shared haplotype, haplotype, haplotype block, high throughput
array-based oligonucleotide hybridization, ld-bin, snp allele

Resource Name: Kyushu University Definitive Haplotype Database

Resource ID: SCR_013280

Alternate IDs: nif-0000-02717

Record Creation Time: 20220129T080315+0000

Record Last Update: 20260725T191204+0000

Ratings and Alerts

No rating or validation information has been found for Kyushu University Definitive
Haplotype Database.

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/RRID:SCR_013280/resolver
http://orca.gen.kyushu-u.ac.jp


No alerts have been found for Kyushu University Definitive Haplotype Database.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 7 mentions in open access literature.

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