Entrez-PubMed

<> NCBI

PubMed Nucleotide

PubMed

About Entrez

Text Version

Entrez PubMed
Overview

Help | FAQ
Tutorial
New/Noteworthy
E-Utilities

PubMed Services
Journal Browser

MeSH Browser

Single Citation Matcher
Batch Citation Matcher
Clinical Queries
LinkOut

Cubby

Related Resources
Order Documents

NLM Gateway
TOXNET
Consumer Health
Clinical Alerts
ClinicalTrials.gov
PubMed Central

Privacy Policy

National >3
Library FZII
of Medicine ExLSL

Protein Genome Structure PopSet Taxonomy OMIM Books
for Go || Clear
Limits Preview/Index History Clipboard Details
Display IIAbstract ||Sort Save I Text Clip Add || Order

[]1: Genetics 1999 Aug;152(4):1711-22

Related Articles, Links

FREE full rext article at
www.genetics.org

A scan for linkage disequilibrium across the human
genome.

Huttley GA, Smith MW, Carrington M, O'Brien SJ.

Laboratory of Genomic Diversity, National Cancer Institute, Frederick,
Maryland 21702, USA. gavin.huttley@anu.edu.au

Linkage disequilibrium (LD), the tendency for aleles of linked loci to co-
occur nonrandomly on chromosomal haplotypes, is an increasingly useful
phenomenon for (1) revealing historic perturbation of populations including
founder effects, admixture, or incomplete selective sweeps; (2) estimating
elapsed time since such events based on time-dependent decay of LD; and
(3) disease and phenotype mapping, particularly for traits not amenable to
traditional pedigree analysis. Because few descriptions of LD for most
regions of the human genome exist, we searched the human genome for the
amount and extent of LD among 5048 autosomal short tandem repesat
polymorphism (STRP) loci ascertained as specific haplotypes in the
European CEPH mapping families. Evidence is presented indicating that
approximately 4% of STRP loci separated by <4.0 cM arein LD. The
fraction of locus pairs within these intervals that display small Fisher's exact
test (FET) probabilitiesis directly proportional to the inverse of
recombination distance between them (1/cM). The distribution of LD is
nonuniform on a chromosomal scale and in amarker density-independent
fashion, with chromosomes 2, 15, and 18 being significantly different from
the genome average. Furthermore, a stepwise (locus-by-locus) 5-cM dliding-
window analysis across 22 autosomes revealed nine genomic regions (2.2-
6.4 cM), where the frequency of small FET probabilities among loci was
greater than or equal to that presented by the HLA on chromosome 6, a

http://www.ncbi.nIm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=10430595&dopt=Abstract (1 of 2) [9/24/02 11:54:23 AM]


http://www.ncbi.nlm.nih.gov/
http://www.nlm.nih.gov/
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Nucleotide
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Protein
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Genome
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Structure
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Popset
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Taxonomy
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=OMIM
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=Books
javascript:Go('Limits')
javascript:Go('Index')
javascript:Go('History')
javascript:Go('Clipboard')
javascript:Go('Details')
http://www.ncbi.nlm.nih.gov/Database/index.html
http://www.ncbi.nlm.nih.gov/entrez/queryd.fcgi
http://www.ncbi.nlm.nih.gov/entrez/query/static/overview.html
http://www.ncbi.nlm.nih.gov/entrez/query/static/help/pmhelp.html
http://www.ncbi.nlm.nih.gov/entrez/query/static/faq.html
http://www.nlm.nih.gov/bsd/pubmed_tutorial/m1001.html
http://www.ncbi.nlm.nih.gov/entrez/query/static/new.html
http://www.ncbi.nlm.nih.gov/entrez/query/static/eutils_help.html
http://www.ncbi.nlm.nih.gov/entrez/jrbrowser.cgi
http://www.ncbi.nlm.nih.gov/entrez/meshbrowser.cgi
http://www.ncbi.nlm.nih.gov/entrez/query/static/citmatch.html
http://www.ncbi.nlm.nih.gov/entrez/getids.cgi
http://www.ncbi.nlm.nih.gov/entrez/query/static/clinical.html
http://www.ncbi.nlm.nih.gov/entrez/linkout
http://www.ncbi.nlm.nih.gov/entrez/cubby.fcgi?call=QueryExt.Query.last.Show&call=QueryExt.CubbyQuery..ShowAll
http://www.nlm.nih.gov/loansomedoc/loansome_home.html
http://gateway.nlm.nih.gov/gw/Cmd
http://toxnet.nlm.nih.gov/
http://www.nlm.nih.gov/medlineplus/
http://www.nlm.nih.gov/databases/alerts/clinical_alerts.html
http://clinicaltrials.gov/ct/gui
http://www.pubmedcentral.nih.gov/
http://www.ncbi.nlm.nih.gov/entrez/query/static/privacy.html
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?db=PubMed&cmd=Display&dopt=pubmed_pubmed&from_uid=10430595
javascript:window.showMenu(window.Menu10430595);
http://www.ncbi.nlm.nih.gov/entrez/utils/fref.fcgi?http://www.genetics.org/cgi/pmidlookup?view=full&pmid=10430595

Entrez-PubMed

region known to have extensive LD. Although the spatial heterogeneity of
LD we detect in Europeans is consistent with the operation of natural
selection, absence of aformal test for such genomic scale data prevents
eliminating neutral processes as the evolutionary origin of the LD.
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