
Instructions to authors 

GENOME R E S E A R C H  welcomes high-quality research 
papers reporting new data in physical and genetic map- 
ping, DNA sequencing, gene discovery, informatics, sta- 
tistical and mathematical  methods, DNA-based technol- 
ogy development, gene function, genome structure and 
function, and h u m a n  disease. The journal also publishes 
review articles, short reports, and summaries of physical 
mapping and large-scale sequencing projects. All submis- 
sions to the journal will be peer-reviewed. 

Publication time from acceptance of manuscript is 
within two months.  For papers accepted subject to revi- 
sion, only one revised version will be considered; it must 
be submitted within two months  of the provisional ac- 
ceptance. 

The journal accepts papers that present original re- 
search that  has not previously been published. Subrhis- 
sion to the journal implies that a paper is not currently 
being considered for another journal or book. It is also 
understood that  researchers who submit papers to this 
journal are prepared to make available to researchers ma- 
terials needed to duplicate their work. Authors of ac- 
cepted manuscripts must  submit mapping and sequence 
data to the appropriate data bank and provide an acces- 
sion number  for this data at the page proof stage. 

Papers should be submitted to: 

Judy Cuddihy, Managing Editor 
Genome Research 
Cold Spring Harbor Laboratory Press 
One Bungtown Road 
Cold Spring Harbor, NY 11724 
e-mail: cuddihyj@cshl.org 

Manuscript preparation 
Five copies of the manuscript should be submitted; at 
least four of these copies should have original art. A cover 
letter should include: (a) name, address, telephone num- 
ber, FAX number, and e-mail address of author responsi- 
ble for correspondence regarding the manuscript; (b) 
statement that  the manuscript has been seen and ap- 
proved by all listed authors; (c) any specific requirements 
for reproduction of art; (d) status of any statements of 
personal communicat ion or other permissions needed; 
and (e) statement regarding databank submission of data. 

The following order of manuscript sections is pre- 
ferred: title page, abstract, introduction, results, discus- 
sion, methods, acknowledgments, references, tables, fig- 
ure legends. Compute r  pr in touts  of the manuscr ip t  
should be of letter quality, and each page should be la- 
beled with the first author's name and a page number. 
The methods presented should be detailed enough to al- 
low any qualified researcher to duplicate the results. 

References are name/date citations in text; please do 
not cite by number. Undated citations (unpublished, in 

preparation, personal communicat ion)  should include 
first initials and last names of authors. The reference list 
should be presented in alphabetical order. Bibliographic 
information should be supplied in the following order. 
For journal articles: Saiki, R.K., S. Scharf, F. Faloona, K.B. 
Mullis, G.T. Horn, H.A. Erlich, and N. Arnheim. 1985. 
Enzymatic amplification of [3-globin genomic sequences 
and restriction site analysis for diagnosis of sickle cell 
anemia. Science 230: 1350-1354. 
For books: Sambrook, J., E.F. Fritsch, and T. Maniatis. 
1989. Molecular cloning: A laboratory manual, 2nd edition. 
Cold Spring Harbor Laboratory Press, Cold Spring Harbor, 
New York. 
For book chapter: Miller, J.H. 1972. Generalized transduc- 
tion; use of P1 in strain construction. In Experiments in 
molecular genetics (ed. J.H. Miller), pp. 201-205. Cold 
Spring Harbor Laboratory, Cold Spring Harbor, New York. 

Figures should be supplied as high-quality, glossy 
prints. All figures should be labeled with the first author's 
name, the figure number, and an indication of the top of 
the figure. The size of the figures will be adjusted to fit the 
journal format; therefore, please try to keep labels, sym- 
bols, and other call-out-devices in proportion to the fig- 
ure size and detail. Authors wishing to publish four-color 
art must pay the associated publication costs; price esti- 
mates will be provided on acceptance of the paper. 

Accepted manuscripts 
Paper length in the journal is between 2 and 12 journal 
pages. A manuscript of 28-32 typed, double-spaced pages 
with 27 lines of 11 point text per page (a manuscript of 
63,000 characters) with 4-6 figures and 1 or 2 tables will 
translate to 12 printed pages in the journal. 

Accepted manusc r ip t s  should  be suppl ied as a 
printed-out manuscript and on a disc to expedite type- 
setting. Please supply the manuscript as an ASCII text file 
if possible. If a word-processing file is being sent, please 
do not include any underscoring, italic, or boldface; spell 
out special characters (Greek, math); use two carriage re- 
turns at the end of each paragraph, subheads, and list 
items. Indicate on the disc: computer brand name, type 
of file (text or word-processing), name of software, and 
disc format. Accepted manuscripts can be e-mailed to 
cuddihyj@cshl.org, but a confirming printout of the pa- 
per should to sent to the journal offices. 

Proofs are considered the final form of the paper and 
corrections can be made only in the case of factual errors. 
If additional information must be added at this stage, it 
should be in the form of "Note added in proof," subject 
to the approval of the Editors. 

To help defray the cost of publication, a charge of $ 20 
per page will be made for publication in Genome Research. 
Authors unable to meet these charges should include a 
letter of explanation upon acceptance for publication; in- 
ability to meet these charges will have no effect on ac- 
ceptance and publication of submitted papers. 
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Here's why: 
1.Genome Research publishes the 
best and most creative research on 
physical and genetic mapping, DNA 
sequencing, gene discovery, infor- 
matics, statistical and mathematical 
methods, technology development, 
and gene function. 

A Novel In Vivo Method to Detect 
DNA Sequence Variation 
Malek Faham and David R. Cox 

The Genexpress Index: A Resource 
for Gene Discovery and the Genic 
Map of the Human Genome 
R~mi Houlgatte, R~gine Mariage-Samson, 
Simone Duprat, Anne Tessier, Simone Bentolila, 
Bernard Lamy, and Charles Auffray 

A Biometrical Genome Search in 
Rats Reveals the Multigenic Basis 
of Blood Pressure Variation 
Nichola J. Schork, Josa E. Krieger, Maria R. 
Trolliet, Klebber G. Franchini, George Koike, 
Eduardo M. Krieger, Eric S. Lander, Victor J. 
Dzau, and Howard I. Jacob 

Karyotype Distributions in a 
Stochastic Model of Reciprocal 
Translocation 
David Sankoff and Vincent Ferretti 

A Physical Map of Chromosome 2 
of Arabidopsis thaliana 
Eve Ann Zachgo, Ming Li Wang, Julia 
Dewdney, David Bouchez, Christine Camilleri, 
Stephen Belmonte, Lu Huang, Maureen Dolan, 
and Howard M. Goodman 

2.Genome Research supplements 
and enhances editorial content with 
electronic presentations on the World 
Wide Web. 

Check out the example at 
h t tp : / /www.csh l .o rg / j ou rna i s /g r / sup -  
plement/and on-line abstracts for 
1996 issues. 

3. Genome Research publishes review 
articles that put current research 
accomplishments into perspective. 

Hyper-recombination and Bloom's 
Syndrome: Microbes Again Provide 
Clues About Cancer 
Rodney Rothstein and Serge Gangloff 

Around the Genomes: The 
Drosophila Genome Project 
Gerald M. Rubin 

4. Genome Research is expanding the 
"PCR Methods and Applications" 
section to incorporate more meth- 
ods germane to genome research m 
henceforth, the "Genome Methods" 
section. 

Cross-screening: A New Method to 

Assemble Clones Rapidly and Un- 

ambiguously into Contigs 
John Locke, Greg Rairdan, Heather McDermid, 
David Nash, David Pilgrim, John Bell, Kenneth 
Roy, and Ross Hodgetts 

5. Genome Research has also begun 
publishing letters - -  concise reports 
describing the structure, sequence, 
expression, and/or other biologically 
relevant features of a gene, with 
supplementary data made available 
electronically. 

EDITORS 
Mark Boguski 
National Center for Biotechnotogy lnformation/NIH 
Aravinda Chakravarti 
Case Western Reserve University 
Richard Gibbs 
Baytor College of Medicine 
Eric Green 
Nationat Center for Human Genome Research N1H 
Richard Myers 
Stanford University School of Medicine 

Don't get left behind. Subscribe today! 
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Manuscripts may be 
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Spring Harbor, NY 11724 
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Accelerate Your Human Positional Cloning Project Using 

Radiation Hybrid Mapping 
Three Radiation Hybrid Mapping Panels provide the power and 
flexibility to not only map your sequence or genetic marker to a 
small region of a chromosome, but to help identify YAC clones 
containing and/or adjacent to your sequence. In addition, you can 
determine the order of PCR based markers and STSs in the region 
as well as estimate the distance between them. Finally, you can 
identify known genes or any I.M.A.G.E. Consortium cDNA clones 
that have been mapped to your region of interest. 

The Stanford G3 RH Panel is a medium resolution, 10,000 rad 
panel consisting of 83 clones and two controls. An e-mail server, operated by the Stanford Human 
Genome Center, will attempt to link your marker to framework markers they have already assayed, 
which includes about 2,000 polymorphic markers and 2,500 gene-specific STSs. CulTent details may 
be obtained from http://shgc-www.stanford.edu 

The GENEBRIDGE 4 Panel is a lower resolution, 3,000 rad panel consisting of 93 clones and two 
controls. An experimental e-mail server, operated by the Whitehead Institute/MIT Center for 
Genome Research will attempt to link you marker to their recently released Whitehead RH 
framework map containing 1339 markers. Linkage to this map will often identify putative YAC 
clones containing and/or surrounding your marker as well as position your marker relative to 
thousands of ESTs and other PCR based markers. Current details may be obtained from http://www- 
genome.wi.mit.edu 

The Stanford TNG Panel is a high resolution 50,000 rad panel consisting of 90 clones and two 

controls. This newly developed panel will be used to produce extremelv high 
resolution RH maps. Currently, you may use this panel to determine 
markers that are very close to each other, such as STSs derived from 

Catalog No. Description Quantity Price 
RH01.02 Stanford G3 2pg of each clone $450.00 
RH01.05 Stanford G3 5~g of each clone $800.00 
RH02.02 GENEBRIDCE 4 2pg of each clone $450.00 
RH02.05 GENEBRID~E 4 5pg of each clone $800.00 
RH03.02 Stanford TNG 2lag of each clone $450.00 
RH03.05 Stanford TNG 5pg of each clone $800.00 

P lease  inqui re  abou t  c u s t o m  Rad ia t i on  H y b r i d  M a p p i n g  o f  y o u r  sequence .  

Research Genetics, Inc. 
2130 Memorial Pkwy, SW • Huntsville, AL • 35801 

U.S. or Canada 800-533-4363 Worldwide 205-533-4363 
U.K. 0-800-89-1393 FAX 205-536-9016 

Homepage http ://www.resgen.com 
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