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American Brain Tumor Association (ABTA) Data Management and Sharing Plan Template 

INSTRUCTIONS: 

A Data Management and Sharing Plan is required for all ABTA Research Collaboration Grant, Discovery 
Grant, and Basic Research Fellowship applications, and is encouraged for all Jack & Fay Netchin Medical 
Student Summer Fellowship applications. For applicants who include data sharing costs in the proposed grant 
budget, the data sharing plan must reflect the expenses proposed.  

Reviewers will be able to review and comment on the Data Management and Sharing Plan but are asked not 
consider the merits of the plan when scoring the application.  

The completed form should be upload as a PDF into the proposal attachments section of the application in the 
ABTA grant portal. 

 

Applicant/Principal Investigator:             

Project Title:                

Briefly describe the data to be shared. Include species, sample type(s) (tumor tissue, normal tissue, blood, 
CSF, etc.), number of samples, the type of data that will be shared (whole genome sequencing, RNA 
sequencing, MR images, etc.), and any metadata that will be shared. 

 

 

 

 

 

 

 

 

 

 

 

 

Where will the data be deposited? Please refer to the ABTA’s list of approved repositories. If the repository 
your preferred repository is not found on the list, contact grants@abta.org. 

 

 

 

 

  

https://www.abta.org/wp-content/uploads/2019/01/Approved-Repositories-list_2019.pdf
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Approximate date when the data will be deposited: 

Will there be any restrictions on access to the data or embargo periods? If so, please describe. 

Who will be responsible for managing the data prior to and after the data has been deposited? 


	ApplicantPrincipal Investigator: Paul Castillo
	Project Title: Targeting Primary CNS B cell Lymphoma Unique Antigens with Novel Immunotherapy
	Text1: Data to be shared will include: 1) Mouse models:- Murine backgrounds: Mice will be required for evaluation of immunogenicity of IgH clonotype mRNA NPs in non-tumor bearing mice and tumor bearing mice of Balb/c background. - Tumor models: a) transplantable tumors, and b) genetically engineered murine tumor models (GEMMs). Transplantable tumors include BAL17 PCNSBL and A20 PCNSBL. GEMM model will include hTS/Ink4a/Arf that is expected to develop B cell lymphomas with CNS involvement. - To determine statistical differences, we will locate at least 10 mice per experimental group.  2) Type of samples:- 2.a. Tissue samples will be obtained from tumor, lungs, liver, lymph nodes and spleen from tumor-bearing mice and non-tumor-bearing mice. Tissue samples will be obtained from every single mouse enrolled in each experimental group at serial time points per experimental approach.  - 2.b. Blood samples: Blood samples will also be drawn biweekly up to 200ul to evaluate cytokine and chemokines as well different immune cell subtypes in circulating blood. Blood samples will be obtained from every single mouse enrolled in each experimental group at serial time points per experimental approach.  3) Type of data:- RNA and DNA sequencing of tumor cells and non-tumor cells to determine IgH clonotypes and immune gene expression. Format: FASTA, and GenBank. - Elisa and/or luminex multiplex cytokine bead array to assess cytokine and chemokyne profiles. Format: .xlsx, .pdf, and GraphPad Prism.- Multi-parameter flow cytometry to evaluate immunophenotyping of different cell subsets within myeloid compartment and lymphoid compartment. Format: .wsp, .fcs, .xlsx, .csv.- Confocal microscopy to evaluate localization of myeloid cells and lymphoid cells after RNA-NP treatments compared with relevant controls. - RNA sequencing of tumor samples to determine genetic signatures in tissues samples of treated animals compared with control groups. Format: .csv, FASTA and GenBank. - Standard H&E histology and immunohistochemistry/immunofluorescence. Format: .pdf, .tiff, and .jpeg,   
	Text2: We will deposit our data in NCBI BioProject. NCBI BioProject is a collection of biological data related to a single initiative, originating from a single organization or from a consortium. A BioProject record provides users a single place to find links to the diverse data types generated for that project.The reason of using this data repository is because it allows us to store genomic data and non-genomic data. 
	Text3: Upon completion of data analysis which would happen by the end of the grant period. Timelines for distribution of data, however, may vary depending on any required restrictions such as intellectual property restrictions, filed patents or pending patents. 
	Text4: The University of Florida is committed to the development of novel immunotherapeutic strategies that engenders anti-tumor immunity against refractory brain tumors. We recognize that the sharing of our scientific results facilitates the creation of collaborative efforts, with outside investigators playing an important role in the translation of our promising pre-clinical data. Research data will be shared according to the most recent NIH guidelines ((http://grants.nih.gov/grants/policy/data_sharing/). We are committed to the sharing of final research data, being mindful that the generated data by our research must be protected at all times, that there is the need to protect patentable and other proprietary data, and that restrictions on data sharing may be imposed by agreements with third parties. Additionally, secured research data will be stored in the University of Florida Research Vault.  
	Text5: The PI, Paul Castillo, is responsible for data deposit. Also, the UF George A. Smathers Data Management Librarian will assist in data lifecycle management of the research data as needed, particularly making data findable, accessible, interoperable, reusable (FAIR). The data management support will be provided prior to and after data is deposited.  


