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CFAR Bioinformatics Application Form
CFAR Bioinformatics RFA:
Deep Dive Collaboration Awards in Data Analysis, Integration, and Computational Tool Development 

APPLICATION FORM

Project Title:                                                                                                                                              
Current funding support: award number for parent/related project(s) if applicable:                                                                 
Current computational support under parent/related project if applicable: _____________________
Date: 				
Principal Investigator(s): 									   Department: 								
Phone: 						   Email: 						   

Lead Researcher:  										Department: 							 
|_|   Postdoc     |_|   Clinical Fellow     |_|   Graduate Student     |_|   Other:                                                   

UCSF Collaborators:                                                  External Collaborators:                                              

[bookmark: Check1]Project type (see guidelines):	|_|   Primary analysis	|_|   Methods or pipeline development



Project description (sections A – D) - not to exceed 2 pages, including figures
A. Provide a brief overview of the project:


B. Provide a brief summary of the project aims:



C. Describe any preliminary data/analyses that support the feasibility and goals of this project as proposed:


D. Hypotheses and expected results:


	E. Significance and innovation to advancing HIV/AIDS research: 


Additional study parameters: 
Please briefly describe the study design- in vitro, ex vivo, clinical (specify case-control, correlation, longitudinal, etc.).


Please provide the sample size for each project aim.


Please provide the predictor and outcome variable(s) for each aim, if applicable.



Please provide potential covariates (e.g., confounders) that might be important to adjust for in the analyses and whether the data are available.





Data types:                       	
Total number of samples per data type:                    			
Tissue types:                                          			 		
Non-tissue types:	|_|   PBMCs	    |_|   Plasma / Serum     |_|   Urine     |_|   Stool     |_|   Other:          	  	
Other:	|_|   Clinical data     |_|   Data library access
List data types that will be available for analysis:
Sample type (tissue type, blood): 												
|_|  Classical flow cytometry								
|_|  Spectral flow cytometry							
|_|  Mass cytometry (CyTOF)								
|_|  Bulk RNA-seq										
|_|  scRNA-seq											
|_|  scCITE-seq											
|_|  TCR/BCR repertoire									
|_|  snATAC-seq										
|_|  Whole-exome seq									
|_|  Multiplexed ion beam imaging (MIBI)					
|_|  Immunofluorescence
|_|	Organoids
|_|	16S rRNA seq
|_|	Shotgun metagenomics
|_|	Dual RNAseq – host + pathogen
|_|	Mass spec – targeted, semi-targeted, or untargeted 							
|_|  Other: 						
Describe and detail assays from which data is derived (a table with data types, specimen types, and conditions is permitted):



	
|_|   Check here if samples are from mouse or other animal model. Describe animal model samples

Describe the dataset timeline for its generation and availability (i.e., how much data is already generated, sample collection need, etc.): 
· Note: for any data that has yet to be generated, funding for the data generation must be already secured at the time of project submission. Please address here



Describe anticipated personnel need (i.e., 25% bioinformatician for 2 years)
· Note: minimum time requested - 6 months; maximum time requested - 3 years



Describe computational expertise in the PI’s lab and/or of the lead researcher (none required!) and any relevant goals of personnel in developing bioinformatics expertise as part of this project:








Will this project need to use or develop novel methods (e.g. statistical, modeling) or pipelines (QC, data processing, harmonization)? If so, please describe:



Is a conference abstract expected?    Yes      No	    Expected time frame:                 
Is a scientific paper expected?  |_|   Yes    |_|   No		Expected time frame:                 
Elaborate on what is anticipated (What results/findings are anticipated?):



Do you anticipate that this project will lead to independent funding at the end of the award period?  
|_|   Yes    |_|   No	Expected time frame:                 
Elaborate on what is anticipated (How will the current study lead to future funding?- what would be the primary hypothesis addressed in this study vs. a future grant?):


List any other projects with which you anticipate integrating data: 



Are the principal investigator(s) willing to share data to the UCSF Data Library?
|_|   Yes     |_|   No
If applicable, are the principal investigator(s) willing to share novel computational methods or pipelines developed under appropriate collaborations?
|_|   Yes     |_|   No     |_|   N/A
Is there an existing IRB for this project? (Please consult with the Office for Collaborative Research if there is no project-specific IRB.)
|_|   Yes     |_|   No        IRB Number:                                         
Does working on analyzing the described data require IRB approval? |_|   Yes    |_|   No	

Does the IRB include permission for data sharing? |_|   Yes    |_|   No	


Certification:
I understand that this application is to collaborate with the CFAR Bioinformatics Core personnel and does not result in funding routing to the PI lab. Initials:             
I understand that a lead researcher will be expected to work alongside the CFAR Bioinformatics Core personnel to accomplish the aims of this proposal, in addition to being an active member of the project’s home lab. Initials:             
I understand that I must offer co-authorship to CFAR personnel involved in the study and include them in good faith on any ongoing studies. Initials:             
I understand that I must acknowledge CFAR/ARI funding for all publications that use analysis or methods developed with the CFAR Bioinformatics Core. Initials:             

                                                                                  	                                       
Principal Investigator									Date


                                                                                  	                                       
Lead Researcher (if different)							Date	
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