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New advances in sequencing technology allow longer
reads and higher through-put, but poor quality template
can hold you back. QIAGEN Anion-Exchange Resin gives
you the template quality you want, in a format to suit your

needs.
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For larger sample numbers, the QlAwell system combines

QIAGEN Anion-Exchange Resin with Empore® membrane
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Proven Performance

QIAGEN  Plasmid Mini  Kits  offer
consistently high yields of ultrapure DNA
from convenient gravity flow columns. Each column is

packed with QIAGEN Anion-Exchange Resin, the most
widely used plasmid purification resin in the world.
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QIAGEN Inc.
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Chatsworth, CA 91311, USA

Toll-free  (800) 426 8157
Technical (800) 362 7737
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used on the QIAGEN BioRobot 9600
automated workstation.

—a— Silica preparation

Don't let template purification hold you
back from long reads and high throughput. Upgrade to
ultrapure mini-preps from QIAGEN — the leaders in
nucleic acid purification.

QIAGEN

Reader Service No. 235



Editors

ReEsSeENRCH

Volume 6 Number 8
August 1996

Managing Editor

Mark Boguski
National Center for Biotechnology
Information, NIH
Aravinda Chakravarti
Case Western Reserve University
Richard Gibbs
Baylor College of Medicine

Editorial Board

Eric Green

National Center for Human Genome
Research, NIH

Richard Myers

Stanford University School of Medicine

Judy Cuddihy
Cold Spring Harbor Laboratory

News and Reviews Editor

Alison Stewart
Cambridge, U.K.

Rakesh Anand
Zeneca Pharmaceuticals
Stylianos Antonarakis
University of Geneva
Charles Auffray
CNRS
Philip Avner
Institut Pasteur
Andrea Ballabio
Telethon Institute of Genetics and
Medicine
David Bentley
The Sanger Centre
Bruce Birren
Whitehead Institute/MIT Center for
Genome Research
Michael Boehnke
University of Michigan School of
Public Health
Anne Bowcock
University of Texas Southwestern
Medical Center
David Burke
University of Michigan Medical School
Jeffrey Chamberlain
University of Michigan Medical School
Ellson Chen
Perkin-Elmer Corporation
David R. Cox
Stanford University School of Medicine
Ronald W. Davis
Stanford University School of Medicine
Richard Durbin
Sanger Centre, UK
Joseph Ecker
University of Pennsylvania
Beverly S. Emanuel
Children’s Hospital of Philadelphia
Raymond Fenwick
Biodale Laboratories
Chris Fields
National Center for Genome Resources
Simon Foote
Walter and Eliza Hall Institute of
Medical Research

Editorial Office

Phil Green
University of Washington
Kenshi Hayashi
Kyushu University
Philip Hieter
The Johns Hopkins University School
of Medicine
Clare Huxley
St. Mary’s Hospital Medical School
Howard J. Jacob
Massachusetts General Hospital-East
Alec Jeffreys
University of Leicester
Mark Johnston
Washington University School of
Medicine
Mary-Claire King
University of Washington
Ben Koop
University of Victoria
Pui-Yan Kwok
Washington University School of
Medicine
Ulf Landegren
Uppsala Biomedical Center
Mark Lathrop
The Wellcome Trust Centre
Michael Lovett
University of Texas Southwestern
Medical Center
Jen-i Mao
Genome Therapeutics Corporation
Douglas Marchuk
Duke University Medical Center
Thomas Marr
Cold Spring Harbor Laboratory
W. Richard McCombie
Cold Spring Harbor Laboratory
Susan Naylor
University of Texas Health Science
Center
David Nelson
Baylor College of Medicine

Maynard Olson

University of Washington
Svante Paibo

University of Munich
Leena Peltonen

National Public Health Institute, Helsinki

David Porteous
MRC Human Genetics Unit
Western General Hospital, Edinburgh
Roger Reeves
Johns Hopkins University School of
Medicine
Bruce Roe
University of Oklahoma
Rodney Rothstein
Columbia University College of P&S
Gerald Rubin
University of California, Berkeley
Lloyd Smith
University of Wisconsin-Madison
Randall Smith
Baylor College of Medicine
Marcelo Bento Soares
Columbia University and the New
York State Psychiatric Institute
William Studier
Brookhaven National Laboratory
Grant Sutherland
Women'’s and Children’s Hospital,
Adelaide
Barbara Trask
University of Washington
Gert-Jan B. van Ommen
Leiden University
Robert B. Weiss
University of Utah
Jean Weissenbach
Genethon, CNRS
Richard Wilson
Washington University School of
Medicine
James Womack
Texas A&M University

Editorial / Production

Cold Spring Harbor Laboratory Press
1 Bungtown Road

Cold Spring Harbor, New York 11724
Phone (516) 367-8492

Fax (516) 367-8334
http://www.cshl.org

N. Dumser, Technical Editor

K. Kraus, Production Editor

C. Schneider, Production

D. Lawrence, Editorial Secretary



REVIEWS

RESERRCH

Volume 6 Number 8
August 1996

Perspectives: Sequence Data Base Searching in the
Era of Large-scale Genomic Sequencing

Around the Genomes

The Japanese Rice Genome Research Program

Randall F. Smith

Takuji Sasaki, Masahiro Yano, Nori
Kurata, and Kimiko Yamamoto

RESEARCH PAPERS

653

661

A Linkage Map of the Ovine X Chromosome

Direct cDNA Selection with DNA Microdissected
from Mouse Chromosome 16: Isolation of Novel
Clones and Construction of a Partial
Transcription Map of the C3-C4 Region

Characterization of the Mouse Histone Gene
Cluster on Chromosome 13: 45 Histone Genes in
Three Patches Spread over | Mb

Characterization of the 55-kb Mouse Histone
Gene Cluster on Chromosome 3

Isolation and Mapping of Novel Mouse Brain
¢DNA Clones Containing Trinucleotide Repeats,
and Demonstration of Novel Alleles in
Recombinant Inbred Strains

Susan M. Galloway, Vickie
Hanrahan, Ken G. Dodds, Michelle
D. Potts, Allan M. Crawford, and
Diana F. Hill

Jianjun Wei, M.E. Hodes, Yi Wang,
Yue Feng, Bernardino Ghetti, and
Stephen R. Dlouhy

Zeng-Feng Wang, Tatiana Krasikov,
Mark R. Frey, Jean Wang, A.
Gregory Matera, and William F.
Marzluff

Zeng-Feng Wang, Rich Tisovec, Ron
W. Debry, Mark R. Frey, A. Gregory
Matera, and William F. Marzluff

Doreen M. Chambers and
Catherine M. Abbott

(continued)

667

678

688

702

715



Evidence for Linkage of Regions on
Chromosomes 6 and 11 to Plasma Glucose
Concentrations in Mexican Americans

14-3-3e Has No Homology to LIS/ and Lies
Telomeric to It on Chromosome 17pl3.3 Outside
the Miller-Dieker Syndrome

Chromosome Region

Identification of a Novel Paternally Expressed
Transcript Adjacent to snRPN in the
Prader-Willi Syndrome Critical Region

Cloning of 559 Potential Exons of Genes of
Human Chromosome 21 by Exon Trapping

Hybrid Selection as a Method of Increasing
Mapping Power for Radiation Hybrids

Michael P. Stern, Ravindranath
Duggirala, Braxton D. Mitchell,
Laurie ). Reinhart, Sailaja
Shivakumar, Patricia A. Shipman,
Olga C. Uresandi, Edgardo
Benavides, John Blangero, and Peter
O’Connell

Samuel S. Chong, Akira Tanigami,
Anna V. Roschke, and David H.
Ledbetter

Yi Ning, Anna Roschke, Susan L.
Christian, Jennifer Lesser, James S.
Sutcliffe, and David H. Ledbetter

Haiming Chen, Roman Chrast,
Colette Rossier, Michael A. Morris,
Maria D. Lalioti, and Stylianos E.
Antonarakis

Hywel Bowden Jones

724

735

742

747

761

Product News

770

COVER Characterization of histone gene clusters in mouse. (For details, see Wang et al., pp. 688 and

702.)



