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Proper Citation

KGGSeq (RRID:SCR_005311)

Resource Information

URL.: http://statgenpro.psychiatry.hku.hk/limx/kggseq/

Proper Citation: KGGSeq (RRID:SCR_005311)

Description: A biological Knowledge-based mining platform for Genomic and Genetic
studies using Sequence data. The software platform, constituted of bioinformatics and
statistical genetics functions, makes use of valuable biologic resources and knowledge for
seqguencing-based genetic mapping of variants / genes responsible for human diseases /
traits. It facilitates geneticists to fish for the genetic determinants of human diseases / traits in
the big sea of DNA sequences. KGGSeq has paid attention to downstream analysis of
genetic mapping. The framework was implemented to filter and prioritize genetic variants
from whole exome sequencing data.

Abbreviations: KGGSeq

Synonyms: KGGSeq: A biological Knowledge-based mining platform for Genomic and
Genetic studies using Sequence data

Resource Type: software resource

Defining Citation: PMID:22241780

Keywords: genomic, genetic, sequence, mutation, exome sequencing, disease, gene,
variant, bio.tools

Related Condition: Monogenic disorder, Cancer

Funding:



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_005311/resolver
http://statgenpro.psychiatry.hku.hk/limx/kggseq/
https://pubmed.ncbi.nlm.nih.gov/22241780

Resource Name: KGGSeq

Resource ID: SCR_005311

Alternate IDs: biotools:kggseq, OMICS_ 02260
Alternate URLSs: https://bio.tools/kggseq

Record Creation Time: 20220129T080229+0000

Record Last Update: 20250420T014248+0000

Ratings and Alerts

No rating or validation information has been found for KGGSeq.

No alerts have been found for KGGSeq.

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 NIF.
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