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Resource Information

URL: http://analysis2.bio-x.cn/myAnalysis.php

Proper Citation: SHEsis: Analysis Tools For Random Samples (RRID:SCR_002958)

Description: A powerful web-based platform for analyses of linkage disequilibrium,
haplotype construction, and genetic association at polymorphism loci.

Abbreviations: SHEsis

Resource Type: analysis service resource, data analysis service, production service
resource, service resource

Defining Citation: PMID:19290020, PMID:15740637

Keywords: analysis, disequilibrium, haplotype, genetic, association, polymorphism, locus,
linkage disequilibrium

Funding: Major State Basic Research Development program of China ;
National High Technology Research and Development Program of China

Availability: Acknowledgement requested
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Alternate IDs: nif-0000-30105

Old URLSs: http://analysis.bio-x.cn/myAnalysis.php



https://dknet.org
https://dknet.org/data/record/nlx_144509-1/SCR_002958/resolver
http://analysis2.bio-x.cn/myAnalysis.php
https://pubmed.ncbi.nlm.nih.gov/19290020
https://pubmed.ncbi.nlm.nih.gov/15740637

Record Creation Time: 20220129T080216+0000

Record Last Update: 20250430T055159+0000

Ratings and Alerts

No rating or validation information has been found for SHEsis: Analysis Tools For Random
Samples.

No alerts have been found for SHEsis: Analysis Tools For Random Samples.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 77 mentions in open access literature.
Listed below are recent publications. The full list is available at dkNET.
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