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	Project title 
	     


Principal Investigator
	Name:
	     

	Title:
	     

	Department:
	     

	Institution:
	 FORMCHECKBOX 
 UCSF    FORMCHECKBOX 
 Gladstone    FORMCHECKBOX 
 Other (Please specify):      

	Address:
	     

	E-mail:
	     
	Telephone:
	     


Co-investigator(s) and Other Personnel Involved in Project
	Name
	Role in project
	E-mail
	Telephone

	     
	     
	     
	     

	     
	     
	     
	     

	     
	     
	     
	     

	     
	     
	     
	     


Project Information (check all that apply; this information may help you qualify for extra support from the cores and the biostatistics/informatics group)
	 FORMCHECKBOX 
 This is clinical research (as defined by the NIH)
	 FORMCHECKBOX 
 This is translational research


The UCSF Genomics Core Laboratories are not HIPAA compliant and cannot accept samples with identifying patient information.

One or more of the investigators is affiliated with: 

 FORMCHECKBOX 
 The Gladstone Institutes
 FORMCHECKBOX 
 UCSF Cancer Center
 FORMCHECKBOX 
 UCSF Immunology Program


 FORMCHECKBOX 
 UCSF Strategic Asthma Basic Research (SABRE) Center
This project is funded by: 

 FORMCHECKBOX 
 NIH (grant number(s):      )


 FORMCHECKBOX 
 SABRE
 FORMCHECKBOX 
 Other (agency and grant number(s):      

 FORMTEXT 
)


Assay(s) (check all that apply)
	 FORMCHECKBOX 
 Transcript expression analysis
 FORMCHECKBOX 
 Microarray

 FORMCHECKBOX 
 RNA-seq
	 FORMCHECKBOX 
 Small RNA expression
 FORMCHECKBOX 
 Microarray

 FORMCHECKBOX 
 Sequencing

	 FORMCHECKBOX 
 Chromatin immunoprecipitation

 FORMCHECKBOX 
 ChIP-chip

 FORMCHECKBOX 
 ChIP-seq
	 FORMCHECKBOX 
 Gene copy number analysis (CGH)
 FORMCHECKBOX 
 Microarray

 FORMCHECKBOX 
 Exome sequencing

 FORMCHECKBOX 
 DNA Sequencing

 FORMCHECKBOX 
  Whole Genome
 FORMCHECKBOX 
  Targeted (specify)

	 FORMCHECKBOX 
 Other (specify      )

	


Platform(s) (check all that apply)
	 FORMCHECKBOX 
 Affymetrix
	 FORMCHECKBOX 
 Agilent

	 FORMCHECKBOX 
 Exiqon
 FORMCHECKBOX 
 Nimblegen
 FORMCHECKBOX 
 Other (core staff are happy to advise)
	 FORMCHECKBOX 
 Illumina
 FORMCHECKBOX 
 SOLiD4 sequencing

	
	


If you know the array type (e.g., Gene 1.0 ST), please specify:      
Sequencing

 FORMCHECKBOX 
 Fragment read

 FORMCHECKBOX 
 Mate Pair

 FORMCHECKBOX 
 Paired End

Requested Read Length:       
Samples

	Species:  FORMCHECKBOX 
 Human    FORMCHECKBOX 
 Mouse    FORMCHECKBOX 
 Other (please specify:     )

RNA/DNA source(s) (tissue/cell type):      

	Number of samples including replicates (we recommend a minimum of 3 biological replicates per experimental condition):      

	Estimated RNA/DNA yield (per sample):       units:  FORMCHECKBOX 
µg    FORMCHECKBOX 
ng    FORMCHECKBOX 
pg
Kind of sample:

 FORMCHECKBOX 
 Total RNA

 FORMCHECKBOX 
 mRNA

 FORMCHECKBOX 
 small RNA

 FORMCHECKBOX 
 ChIP DNA (specify antibody used):      
 FORMCHECKBOX 
 Genomic DNA

 FORMCHECKBOX 
 Other (specify):      

	 FORMCHECKBOX 
 Unable to estimate yield




Timetable
 FORMCHECKBOX 

Samples are already available and we are ready to start as soon as possible.

 FORMCHECKBOX 

We expect to be ready to start on       (specify estimated date)
Comment:      
Services Requested (check all that apply)

	 FORMCHECKBOX 
 RNA extraction (whole tissue or cell pellet only)
	 FORMCHECKBOX 
 RNA QC (Nanodrop, Bioanalyzer, Qubit)

	 FORMCHECKBOX 
 RNA amplification and labeling 
 FORMCHECKBOX 
 SOLiD Library preparation

 FORMCHECKBOX 
 Illumina Library preparation
	 FORMCHECKBOX 
 Hybridization and scanning 
 FORMCHECKBOX 
 DNA Sequencing

	 FORMCHECKBOX 
 Data analysis 
	 FORMCHECKBOX 
 Not sure (core staff are happy to advise)


 FORMCHECKBOX 
 Other (please specify):      
PROJECT DESCRIPTION

Please insert brief statements below each of the following headings. 

Hypothesis(es)/Specific Aims Background and Significance (One paragraph maximum please.) 
Preliminary Studies (Optional. If your prior studies identify certain genes that could serve as positive and negative controls for the array study, please discuss this.) 

Experimental Design (required)
List the factors that characterize the experimental groups (e.g., genotype, treatments, age, time, cell lines, tissue type, etc.)
Fill out the following table (see example below). 
	Group
	Group Description
	# Samples 

	A
	 
	 

	B
	 
	 

	C
	 
	 

	D
	 
	 

	E
	 
	 

	F
	 
	 

	G
	 
	 

	H
	 
	 

	I
	 
	 

	J
	 
	 

	K
	 
	 


	Total Number of Samples
	 


Example:

	Group
	Group Description
	# Samples 

	A
	 Wild type mice, no treatment
	 4

	B
	 Transgenic mice, no treatment
	 4

	C
	 Wild type mice, treated
	 4

	D
	 Transgenic mice, treated
	 4


	Total Number of Samples
	 16


Analysis (required)
What analyses are of interest? (e.g., compare Group A to Group B, determine the effects of the transgene, analyze the interaction between the transgene and the treatment)
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