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This application should be used only for Human Cancer Panel Genotyping projects.  The following items 
should be provided to the CIDR Access Committee in a document not to exceed 10 pages (excluding 
appendices).  Text may be single-spaced but the type size must conform to NIH guidelines, i.e., letter 
height no smaller than 10 point, type density no greater than 15 characters per inch, and no more than 6 
lines within a vertical inch. Applications that do not conform to these guidelines will be returned.   

Extramural NIH grantees supported by a participating institute require prior approval from the institute 
liaison before submitting an application to CIDR.  Intramural NIH investigators should contact Dr. 
Camilla Day before preparing an application.  See CIDR web site for institute liaison contact information 
– www.cidr.jhmi.edu. 

Please address the following items in the order they are listed.   
 

Principal Investigator Information 
Provide contact information including: 

• Name 

• Institution and address 

• Telephone, fax and e-mail 

• Name and e-mail of contact person if other than PI 
 

Project Analyst Information 
Provide the name and affiliation of project analyst(s) 
 

Co-Investigator / Collaborator Information 
Provide the name and affiliation of major co-investigator(s) and collaborator(s) 
 

Project Information 
Provide information about the project including: 

• Project title 

• Whether the project has undergone previous peer review, and if so, by whom and the outcome of 
the review    

• Whether this is a resubmission to CIDR, and if so, attach a 1-2 page cover letter addressing the 
criticisms from the previous review.  Note: this cover letter does not count toward the page limit 

• Current and pending funding sources relevant to this project (provide NIH grant number if 
applicable) 

• If required, whether the project has been approved by the appropriate institute liaison 

• How genotyping costs will be paid if the project is not supported by one of the thirteen NIH 
supporting institutes 

 



 

Sample Information 
amples including: 

otyped.  Note: we strongly suggest submitting samples 
ples are used per plate 

mmended for whole genome 

• 

, and if so, briefly describe.  Note: previous 
ality control 

ard, 
uch approval. 

 

Provide information about the s

• Approximate number of samples to be gen
in multiples of 88 as 88 experimental sam

• Source of DNA and extraction method used.  Note: approximately 4 μg of DNA is required at a 
concentration of 75-150 ng/ul.  A higher concentration range is reco
amplified samples 

When samples will be available to ship to CIDR 

• Whether the samples been previously genotyped
genotyping is not required; this information is useful for internal qu

• Whether the project has human subjects protection by an appropriate Institutional Review Bo
and if so, attach a copy of approval; if no, whether plans been made to obtain s
Note: samples will not be accepted until IRB approval is received 

Proje
e project including: 

r typing the samples with the Human Cancer Panel of SNPs 

clude the following: 

typing of the traits used for this study 

•  is a sufficient genetic effect to support 
 studies for the traits 

• 
cts will generate a million or more genotypes 

• ext phase of the project.  If 
d 

 

ct Details 
Provide details about th

• Abstract  

• Specific aims 

• Rationale fo

• Study design - In
o Criteria for sample selection and power calculations 
o Detailed information on the pheno

Evidence of genetic etiology - Provide evidence that there
this approach, including a summary of prior published linkage or association
of interest 

Data management - Describe plans to manage the large number of genotypes.  Even modest 
sized proje

• Data analysis - Describe plans to analyze the SNP data, including software to be used   

Plans for next phase - Provide the plan/strategy for the n
collaborations will be established with molecular geneticists, identify those individuals an
describe how they will be involved. Attach biographical sketches and letters of collaboration from 
these individuals 

Appe
e the following documents in the Appendix: 

re cited  

rmat  

mmitment from major collaborators and/or co-investigators 

gram if DNA samples are available for 

• itute liaison approval     
 

ndix 
Includ

• Literatu

• CVs of key personnel in four-page, NIH fo

• Letters of support/co

• Pedigree diagrams, if appropriate (indicate on the dia
members of the pedigree) 

• Essential reprints or preprints 

If required, documentation of inst

 



Ap li
e complete copies, including appendices, to Dr. Camilla Day, 

e Director, CIDR Board of Governors, in the NHGRI Office of 

Center for Inherited Disease Research (CIDR) 
Suite 4076 M

Na h 

(Co 2) 

p cation Submission 
Submit one original application and thre
Scientific Review Officer and Executiv
Scientific Review: 

Camilla Day, Ph.D. 

SC 9306 
5635 Fishers Lane 

National Human Genome Research Institute 
tional Institutes of Healt

Bethesda, MD 20892-9306 
urier Services should use Rockville, MD 2085

Telephone: (301) 402-8837 
FAX: (301) 435-1580 
dayc@mail.nih.gov  

, please send Dr. Day

 

At the time that you mail in your application  an e-mail message so that she will be 
oking for the application and can confirm receipt.  

Last Updated 02/04/2008  
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