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Proper Citation

YanHuang Project (RRID:SCR_006077)

Resource Information

URL: http://yh.genomics.org.cn

Proper Citation: YanHuang Project (RRID:SCR_006077)

Description: This database presents the entire DNA sequence of the first diploid genome
sequence of a Han Chinese, a representative of Asian population. The genome, named as
YH, represents the start of YanHuang Project, which aims to sequence 100 Chinese
individuals in 3 years. It was assembled based on 3.3 billion reads (117.7Gbp raw data)
generated by Illumina Genome Analyzer. In total of 102.9Gbp nucleotides were mapped
onto the NCBI human reference genome (Build 36) by self-developed software SOAP
(Short Oligonucleotide Alignment Program), and 3.07 million SNPs were identified. The
personal genome data is illustrated in a MapView, which is powered by GBrowse. A new
module was developed to browse large-scale short reads alignment. This module enabled
users track detailed divergences between consensus and sequencing reads. In total of
53,643 HGMD recorders were used to screen YH SNPs to retrieve phenotype related
information, to superficially explain the donor's genome. Blast service to align query
sequences against YH genome consensus was also provided.

Synonyms: YH1

Resource Type: database, data or information resource

Keywords: genome, genetic, adult, chromosome, clinical, control, genomic, human,
normal, FASEB list

Resource Name: YanHuang Project

Resource ID: SCR_006077

Alternate IDs: nif-0000-03654

Record Creation Time: 20220129T080234+0000

Record Last Update: 20260725T191141+0000

https://scicrunch.org/nidm-terms
https://scicrunch.org/nidm-terms/data/record/nlx_144509-1/SCR_006077/resolver
http://yh.genomics.org.cn


Ratings and Alerts

No rating or validation information has been found for YanHuang Project.

No alerts have been found for YanHuang Project.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 53 mentions in open access literature.

Listed below are recent publications. The full list is available at nidm-terms .
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in complicated pedigrees. Journal of translational medicine, 16(1), 145.
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familial adenomatous polyposis and a brief literature review. Molecular medicine reports,
18(2), 1423.
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Occult Macular Dystrophy in a Chinese Family. Frontiers in genetics, 8, 107.
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