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in swine chromosome
7 (Smith et al.), 259-
271
human 2p, 6q, 8q, 12q, and
18q telomeres (Macina
et al.), 225-232
human OB gene (Green et
al.), 5-12
optical (Samad et al.), 1-4
physical, Ig A gene locus
(Kawasaki et al.), 125-
135
polyploid radiation hybrid,
statistical methods for
(Lange et al.), 136-150
use of exon library, human
chromosome 22 (Tro-
fatter et al.), 214-224
use of human chromo-
some-specific cDNA li-
braries (Del Mastro et
al.), 185-194
Maps, restriction enzyme,
with optical technique
(Samad et al.), 1-4
Markers, selectable, integra-
tion in somatic cell hy-
brids (Watson et al.),
444-452. See also Ge-
netic markers
Markov chain, hidden. See
Hidden Markov chain
MDR. See Multidrug resistance
Mental retardation WAGR
syndrome, candidate

genes (Rosier et al.),
60-70
Mismatch repair detection,
DNA sequence varia-
tion (Faham and Cox),
474-482
Mispriming, reduction in am-
plification reactions
with restricted PCR
(Puskas and Bottka),
309-311
Mitochondrial DNA
diversity in European popu-
lations (Sajantila et al.),
42-52
human, heteroplasmy in
control region (Comas
et al.), 89-90
Saami-specific motif (Sajan-
tila et al.), 42-52
MRD. See Mismatch repair de-
tection
mRNA expression, quantifica-
tion with RT-PCR and
electrochemilumines-
cence (Vandevyver et
al.), 195-201
mtDNA. See Mitochondrial
DNA
Multidrug resistance gene re-
gion, human, YAC
contig spanning and
determination of ex-
tent of amplification
unit in (Torigoe et al.),
233-244
Multidrug resistance genes,
human, and YAC ex-
pression in mouse cells
(Kusaka et al.), 245-
258
Multiplex polymerase chain
reactions, simplified
procedure for (Shuber
et al.), 488-493
Mutagenesis, site-specific, of
full-length plasmids
using Vent DNA poly-
merase (Byrappa et al.),
404-407
Mutation detection, use of
mismatch repair detec-
tion for (Faham and
Cox), 474-482

SUBIECT INDEX

o

OB gene. See Obese gene, hu-
man
Obese gene
human
characterization (Green
et al.), 5-12
comparative mapping
with mouse ob gene
(Green et al.), 5-12
mouse, human homolog
(Green et al.), 5-12
Optical mapping
electronic supplement,
http://www.cshl.org/
genomic analysis (Samad et
al), 1-4
ORW gene, mapping of sec-
ond locus to chromo-
some 12 (Johnson et
al.), 21-28
ORW. See Osler-Rendu-Weber
disease
Osler-Rendu-Weber disease.
See Hereditary hemor-
rhagic telangiectasia

P

Papillomavirus, human, gen-
eration of entire ge-
nomes with long PCR
(Stewart et al.), 79-88

Phage clones, generation of
optical maps (Samad et
al.), 1-4

Phenotypic traits, use of ge-
netic analyses to iden-
tify loci involved in
modifying severity of
(Pavan et al.), 29-41

Physical mapping

human chromosome 21q in
YACs (Korenberg et
al.), 427-443
large-scale, statistical model
for random subcloning
(Roach), 464-473
piebald mice, identification of
loci that modify sever-
ity of spotting in (Pa-
van et al.), 29-41
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Plants, QTL mapping (Pater-
son), 321-333
Plasmids, full-length, site-
specific mutagenesis of
using Vent DNA poly-
merase (Byrappa et al.),
404-407
Ploidy. See Polyploid radia-
tion hybrid mapping
Polygenic traits, blood pres-
sure regulation (Schork
et al.), 164-172
Polymerase chain reaction
competitive, practical ap-
plications (Raeymaek-
ers), 91-94
long, generation of entire
papillomavirus ge-
nomes and frequency
of errors (Stewart et
al.), 79-88
multiplex, simplified proce-
dure for (Shuber et al.),
488-493
quantification of product
formation by RT-PCR
and electrochemilumi-
nescence (Vandevyver
et al.), 195-201
restricted, and reduction of
mispriming in amplifi-
cation reactions (Pus-
kas and Bottka), 309-
311
reverse transcriptase
and electrochemilumi-
nescence, quantifica-
tion of cytokine mRNA
expression (Van-
devyver et al.), 195-
201
and HPLC, quantitative
measurement of gene
expression (Hayward-
Lester et al.), 494-499
RNA-primed (Shibata et al.),
400-403
Polyploid data, statistical
methods for radiation
hybrid mapping of
(Lange et al.), 136-150
Polyploid radiation hybrid
mapping, experimen-
tal design and error de-
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tection (Lunetta et al.),
151-163
Populations, European,
mtDNA diversity in
(Sajantila et al.), 42-52
Primers, boxA-based, for mi-
croorganism finger-
printing (Koeuth et
al.), 408-418
Primers
chimeric, use for multiplex
PCR (Shuber et al.),
488-493
use of RNA as in PCR (Shi-
bata et al.), 400-403
Promoter analysis, DvI-1 gene,
murine (Lijam and
Sussman), 116-124

Q

QTL analysis. See Quantitative
trait loci analysis
Quantitative trait loci
analysis, identification of
loci modifying severity
of spotting in piebald
mice (Pavan et al.), 29~
41
blood pressure regulation
(Schork et al.), 164-172
cloning (Paterson), 321-
333
molecular dissection (Pater-
son), 321-333
Quantitative variation, ge-
netic basis (Paterson),
321-333

R

Radiation hybrid map, 40 loci
on distal long arm of
human chromosome 8
(Lewis et al.), 334-341

Radiation hybrid mapping,
polyploid

experimental design and er-
ror detection (Lunetta
et al.), 151-163

statistical methods for

(Lange et al.), 136-150

Random subcloning, statisti-
cal model (Roach),
464-473

RARE. See RecA-assisted re-
striction endonuclease
cleavage analysis

RecA-assisted restriction en-
donuclease cleavage
analysis, mapping of
2p, 6q, 8q, 12q, and
18q telomeres (Macina
et al.), 225-232

Receptor tyrosine kinase. See
also TIE gene

Recombination events, hu-
man-specific, direction
by LINE1 repeat ele-
ments (Watson et al.),
444-452

Restricted polymerase chain
reaction, and reduc-
tion of mispriming in
amplification reactions
(Puskas and Bottka),
309-311

Restriction map construction,
optical mapping tech-
nique (Samad et al.),
1-4

Reverse transcriptase poly-
merase chain reaction.
See Polymerase chain
reaction, reverse tran-
scriptase

RH mapping. See Radiation
hybrid mapping

RHMAP, version 2.01, for
polyploid radiation hy-
brid mapping (Lange et
al.), 136-150; (Lunetta
et al.), 136-163

RNA expression pattern, hu-
man OB gene (Green et
al.), 5-12

RNA virus genome, method
for determination of
terminal sequences
(Weng and Xiong),
202-207

RNA-primed polymerase
chain reaction (Shibata
et al.), 400-403



S

Saami population, character-
ization of mtDNA (Sa-
jantila et al.), 42-52

Saguaro cactus virus, RNA,
method for determina-
tion of terminal se-
quences (Weng and
Xiong), 202-207

Schizophrenia, integrated
map of human chromo-
some 6p23 region im-
plicated in (Olavesen et
al.), 342-358

SCV. See Saguaro cactus virus

Sequence similarity searches,
BEAUTY (Worley et al.),
173-184

Sequence tagged site markers,
expressed, assigned to
human chromosome
11 by Genexpress pro-
gram (Rosier et al.), 60—
70

Sequence tagged sites, in YAC
contig containing hu-
man OB gene (Green et
al.), 5-12

Sequencing, status of C. ele-
gans project (Berks et
al.), 99-104

Shotgun sequencing, statisti-
cal model (Roach), 464—
473

Site-specific mutagenesis, full-
length plasmids, use of
Vent DNA polymerase
(Byrappa et al.), 404-
407

SLA, porcine MHC, spans cen-
tromere in chromo-
some 7 (Smith et al.),
259-271

Somatic cell hybrids, repeat-
mediated integration of
selectable markers into
(Watson et al.), 444-
452

Sorsby’s fundus dystrophy,
caused by mutations in
TIMP3 gene (Stohr et
al.), 483-487

Statistical methods, polyploid

radiation hybrid map-
ping (Lange et al.), 136—
150

Statistical model, for random
subcloning (Roach),
464-473

Streptococcus pneumoniae, sub-
sequence conservation
of interspersed repeti-
tive BOX elements in
diverse bacteria (Koeuth
et al.), 408-418

STS. See Sequence tagged sites

Swine, chromosome 7, physi-
cal and genetic mpas
show SLA spans the
centromere of (Smith et
al.), 259-271

T

Tag DNA polymerase, non-
templated nucleotide
addition by, correction
of genotyping errors as
result of (Smith et al.),
312-317

Targeting vectors, construc-
tion by repeat-mediated
integration of selectable
markers into somatic
cell hybrids (Watson et
al.), 444-452

Telomere yeast artificial chro-
mosomes (Macina et
al.), 225-232

Telomeres, human 2p, 6q, 8q,
12q, and 18q, cloning
and RARE cleavage
mapping (Macina et
al.), 225-232

Terminal sequences, RNA vi-
rus genome, method
for determination
(Weng and Xiong),
202-207

Testing, genetic, and privacy
(Andrews), 209-213

Thymus, adult human, chro-
mosomal localization
of ESTs from cDNA li-
brary from (Lamerdin et
al.), 359-367

SUBJECT INDEX

TIE gene, refined localization
with FISH using
stretched chromosomes
(Laan et al.), 13-20

TIMP3. See Tissue inhibitor of
metalloproteinase-3

Tissue inhibitor of metallo-
proteinase-3 gene, hu-
man, genomic organi-
zation (Stohr et al.),
483-487

Traits, complex, analysis with
QTL mapping (Pater-
son), 321-333

A"

Vectors, targeting, construc-
tion by repeat-mediated
integration of selectable
markers into somatic
cell hybrids (Watson et
al.), 444-452

Vent DNA polymerase, and
site-specific mutagene-
sis of full-length plas-
mids (Byrappa et al.),
404-407

Virus genome, RNA, method
for determination of
terminal sequences
(Weng and Xiong),
202-207

Voluntariness, policy for ge-
netic testing (Andrews),
209-213

w

WAGR mental retardation
syndrome, candidate
gene for (Rosier et al.),
60-70

weaver mutation, mutation
in HS domain of
Girk2 as candidate for
(Mjaatvedt et al.), 453-
463

Wilms’ tumor, aniridia, geni-
tourinary abnormali-
ties, and mental retar-
dation syndrome. See

GENOME RESEARCH @ 711



SUBJECT INDEX

WAGR mental retarda-
tion syndrome

World-Wide Web, BEAUTY
searches (Worley et al.),
173-184

X

X chromosome, predisposing
locus to bipolar disor-
der in Finnish pedigree
(Pekkarinen et al.), 105-
115

Y

YAC. See Yeast artifical chro-
mosome
Yeast, SGS1 gene muta-
tions confer hyper-
recombination pheno-
type (Rothstein and
Gangloff), 421-426. See
also Bloom’s syndrome
Yeast artificial chromosome
contig
containing human OB gene
and microsatellite mark-
ers (Green et al.), 5-12
of Lurcher locus on mouse
chromosome 6 (Zuo et
al.), 381-392
spanning MDR gene region
(Torigoe et al.), 233-
244
Yeast artifical chromosomes
high-fidelity physical map
of human chromosome
21q in (Korenberg et
al.), 427-443
Yeast artificial chromosome-
human multidrug resis-
tance genes, functional
expression in mouse cells
(Kusaba et al.), 245-258
Yeast artificial chromosomes
optical mapping of (Samad
et al.), 1-4
telomeric (Macina et al.),
225-232
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The complete software solution for sequencing DNA

SEQUENCHER™ 3.0 on your Mac goes beyond incredibly fost and accurate frogment assembly
and efficient contig editing. You also get:

« Vecor and transposon screening

« ORF analysis

« Profein translations

« Resiriction maps

« A fantostic interface to automated sequencers
« And much more!

Seeing is believing! Request your free SEQUENCHER 3.0 demo kit today (includes free restriction
mapping software).
800.497.4939 (USA) +1.313.769.7249 (elsewhere) +1.313.769.7074 (fox)

NOW ACCELERATED FOR POWER MACINTOSH!
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1996 Meeting

May 8 - 12

Organized by: David Bentley, Sanger Centre
Enc Green, National Institutes of Heaith
Phil Hieter, Johns Hopkins University

Abstract Deadline: February 21, 1996
Other 1996 Spring Meetings

* The Cell Cycle = May 15- 189

* Retroviruses * May 21 - 26
* 61st Symposium: Function & Dysfunction
in the Nervous System * May 29 - June 5

+ Zebrafish Development Genetics + April 24 -
* Molecular Chaperones and the Heat Shock Response * May1-5

1996 Course

Genome Mapping & Sequencing Advanced Genome Sequence Analysis

March 20 - April 2

Instructors:
Elison Y. Chen, Perkin Elmer Corporation
Richard Gibbs, Baylor College of Medicine
W. Richard McCombie, Cold Spring Harbor Laboratory

Keynote speaker: Shirley Tilghman, Princeton University Richard K. Wilson, Washington University
Topics include: » Mapping methods and technologies Spring Course Application Deadline: January 15, 1996
« Biological insights from multi-organismal genomics
* Human genetics and biology = Physical mapping Other 1996 Spring Courses
* Informatics * Gene discovery and transcript mapping « Protein Purification & Characterization * April 10 - 23
« Interactive demonstrations of genomic computation tools and « Cloning & Analysis of Large DNA Molecules * April 10 - 23
databases * Large-scale DNA sequencing projects » Early Development of Xenopus Laevis + April 12 - 21

For additional information, please contact:

Cold Spring Harbor Laboratory

Meetings & Courses Office .
{ ! 1 Bungtown Road, PO Box 100 1}

28

Cold Spring Harbor, N.Y. 11724-2213
Email: meetings@cshl.org Fax: 516-367-8845
Phone: 516-367-8346  w’ site http://www.cshl.org/
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Research Genetics
1-800-533-4363

150 Mewarial Mowy SW, Hunseville, Al

MAarPAIRS™

Privers ror
Generic MappiNg oF
THE Humaxn Genome

New Genome-Wide MAPPAIRS ™
Screening Sets

Research Genetics is pleased to announce the availability of the
newly released linkage screening sets from the Cooperative
Human Linkage Center (CHLC). These sets, also known as the
version 6 & 6a sets, are available unlabeled, or with a variety of
different labels attached. The larger of the two sets (version 6)
contains 391 markers with an average heterozygosity of 76%.
The average spacing for this set is 10.0 ¢cM and it contains 86%
tri- and tetranucleotide markers. The subset (version 6a) contains
169 markers with an average heterozygosity of 78%. The average
spacing for this set is 24.4 ¢cM and it contains 90% tri- and
tetranucleotide markers.

All of the markers are available for $20 per unlabeled pair or $60
per dye-labeled pair. An M13 label and an infrared-dye label are
also available. The version 6 set can be multiplexed with an
average of 6-9 markers per lane, and the all of the version 6a
markers are available labeled with FAM, HEX or TET. Please
contact the MAPPAIRS™ department at Research Genetics for
additional information on these new sets.

*The use of microsatellite markers for genetic analysis is covered by United States and foreign patents. The exclusive right 1o manufacture and sell these markers has
been licensed to Research Genetics.

Research Genetics, Inc.

2130 Memorial Pkwy, SW « Huntsville, AL * 35801
U.S. or Canada 800-533-4363 « U.K. 0-800-89-1393 « FAX 205-536-9016
URL http:/www.resgen.com
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