
Plan OverviewPlan Overview

A Data Management Plan created using DMPTool

DMP ID: DMP ID: https://doi.org/10.48321/D1K33D

Title: Title: Murine scrub typhus models for assessing skin alarmins and innate responses

Creator:Creator: Yuejin Liang - ORCID:ORCID: 0000-0002-9557-1847

Affiliation: Affiliation: The University of Texas Medical Branch at Galveston (utmb.edu)

Funder: Funder: National Institutes of Health (nih.gov)

Template: Template: NIH-GEN DMSP (2023)

Start date: Start date: 08-31-2023

End date: End date: 08-29-2025

Last modified: Last modified: 02-03-2023

Copyright information:Copyright information:

The above plan creator(s) have agreed that others may use as much of the text of this plan as they

would like in their own plans, and customize it as necessary. You do not need to credit the

creator(s) as the source of the language used, but using any of the plan's text does not imply that

the creator(s) endorse, or have any relationship to, your project or proposal

Created using DMPTool. Last modified 03 February 2023 1 of 7

https://doi.org/10.48321/D1K33D
https://orcid.org/0000-0002-9557-1847


Murine scrub typhus models for assessing skin alarmins and innate responsesMurine scrub typhus models for assessing skin alarmins and innate responses

Data TypeData Type

Types and amount of scientific data expected to be generated in the project: Types and amount of scientific data expected to be generated in the project: Summarize theSummarize the
types and estimated amount of scientific data expected to be generated in the projecttypes and estimated amount of scientific data expected to be generated in the project..

Describe data in general terms that address the type and amount/size of scientific dataDescribe data in general terms that address the type and amount/size of scientific data
expected to be collected and used in the project (e.g., 256-channel EEG data and fMRIexpected to be collected and used in the project (e.g., 256-channel EEG data and fMRI
images from ~50 research participants). Descriptions may indicate the data modality (e.g.,images from ~50 research participants). Descriptions may indicate the data modality (e.g.,
imaging, genomic, mobile, survey), level of aggregation (e.g., individual, aggregated,imaging, genomic, mobile, survey), level of aggregation (e.g., individual, aggregated,
summarized), and/or the degree of data processing that has occurred (i.e., how raw orsummarized), and/or the degree of data processing that has occurred (i.e., how raw or
processed the data will be)processed the data will be)

As detailed in the proposal, this project will produce data of Nanostring gene expression, flow

cytometry, qRT-PCR/qPCR, ELISA/Bio Plex assay, animal/tissue images and western blot. 

We will generate Nanostring gene expression data from primary macrophages infected with Orientia

and treated with IFN-g or IFNb using the NanoString nCounter platform and the Nanostring Host

Response Panel kit. The raw data will be normalized based on housekeeping gene expression and

analyzed using the nSolver Software Version 4 and Advanced Analysis Version 2.0 as per the

manufacturer's instructions (NanoString Technologies). Our primary output will be a table in .CSV

format that includes gene IDs and expression values, along with a comprehensive metadata table

containing detailed information for each sample, including cell preparation protocol, multiplicity of

infection, doses of IFN-g or IFNb, culturing times, and quality control metrics (such as RNA

sample, imaging, binding density, positive control linearity, limit of detection, technical variability,

and assay input variability). The data output from each sample will be contingent upon the results

from the bacterial load measurement. We plan to update the data sharing plan as appropriate, most

likely at the start of year 2 of the grant award. The estimated data size is less than 1 GB.

We will utilize flow cytometry to assess immune cell activation and differentiation in the skin and

draining lymph nodes. In Aim 1, we anticipate generating 1344 flow cytometry samples, with data

format being .FCS. The Flowjo software-analyzed data in .WSP format will also be made available

for sharing. Given the limited cell numbers in the skin and draining lymph nodes, we plan to harvest

a minimum of one million events per sample. As a result, the total data size is estimated to be around

80 GB. In addition, we will generate data from tissue and animal images, including

immunofluorescent/H&E staining and eschar lesions, with 1104 tissue samples and 480 animals

being analyzed. These data will be collected in TIFF format, with an estimated size of 15 GB. We

will also generate Western blot data from infected neutrophils of 108 samples, which will be
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collected as TIFF files and have an estimated size of 1 GB. To evaluate inflammation and measure

bacterial loads, we will use ELISA/Bio-Plex assay and qRT-PCR/qPCR. The ELISA/Bio-Plex assay

data will be generated from 240 tissue samples and 108 cell culture supernatants, while the qRT-

PCR/qPCR data will be generated from approximately 2,500 tissue and cell samples. All data will be

in .CSV format and have an estimated size of 1 GB. Finally, statistical analysis data will be

generated using Graphpad Prism and shared as .pzfx files, with an estimated size of less than 1 GB.

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

   

 

 

Scientific data that will be preserved and shared, and the rationale for doing so:Scientific data that will be preserved and shared, and the rationale for doing so: Describe Describe
which scientific data from the project will be preserved and shared and provide thewhich scientific data from the project will be preserved and shared and provide the
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rationale for this decision.rationale for this decision.

All scientific data including raw and analyzed data (as described in Section 1A) will be preserved

and shared, for the purposes of reproducibility and reusability.

Metadata, other relevant data, and associated documentation: Briefly list the metadata,Metadata, other relevant data, and associated documentation: Briefly list the metadata,
other relevant data, and any associated documentation (e.g., study protocols and dataother relevant data, and any associated documentation (e.g., study protocols and data
collection instruments) that will be made accessible to facilitate interpretation of thecollection instruments) that will be made accessible to facilitate interpretation of the
scientific data.scientific data.

In addition to a comprehensive Methods section for any publications related to this work, we will

provide a clear and concise step-by-step protocol for each technique in the maintained and shared

metadata repository. This metadata will include information on the experimental design, sample

collection and processing procedures, reagent resources and applications, instruments used, and key

sample information that is essential for understanding and utilizing the data. Other relevant metadata

will also be included as required.

 

Related Tools, Software and/or CodeRelated Tools, Software and/or Code

State whether specialized tools, software, and/or code are needed to access or manipulateState whether specialized tools, software, and/or code are needed to access or manipulate
shared scientific data, and if so, provide the name(s) of the needed tool(s) and software andshared scientific data, and if so, provide the name(s) of the needed tool(s) and software and
specify how they can be accessed.specify how they can be accessed.

The gene expression profiling data generated through NanoString will be accessible in CSV file

format and can be easily manipulated without the need for specialized tools. The raw data from the

NanoString gene expression profiling will be in RCC format and can be analyzed using the nSolver

Software Version 4 and Advanced Analysis Version 2.0, both of which are free and can be

downloaded from NanoString Technologies. The flow cytometry data, in .FCS file format, requires

the Flowjo software for processing and analysis. Immunofluorescence images can be viewed using

the Zeiss ZEN software, and Western blot data can be viewed and analyzed with the ImageJ

software, which is free for download. Other types of data, including CSV and TIFF files, can be

viewed using Microsoft Excel and Adobe Photoshop, respectively. The shared statistical analyses

data can be viewed using Graphpad Prism.
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StandardsStandards

State what common data standards will be applied to the scientific data and associatedState what common data standards will be applied to the scientific data and associated
metadata to enable interoperability of datasets and resources, and provide the name(s) ofmetadata to enable interoperability of datasets and resources, and provide the name(s) of
the data standards that will be applied and describe how these data standards will bethe data standards that will be applied and describe how these data standards will be
applied to the scientific data generated by the research proposed in this project. Ifapplied to the scientific data generated by the research proposed in this project. If
applicable, indicate that no consensus standards existapplicable, indicate that no consensus standards exist

We will use the standards that are adopted or defined by GEO to submit gene expression data of

NanoString. For flow cytometry data, we will follow the MIFlowCyt standard in FlowRepository.

For all other scientific data and associated metadata, we will follow universally accepted formats and

adhere to best known practices in the field.

 

 

 

Data Preservation, Access, and Associated TimelinesData Preservation, Access, and Associated Timelines

Repository where scientific data and metadata will be archived: Repository where scientific data and metadata will be archived: Provide the name of theProvide the name of the
repository(ies) where scientific data and metadata arising from the project will be archived;repository(ies) where scientific data and metadata arising from the project will be archived;
seesee Selecting a Data Repository Selecting a Data Repository))

The NanoString gene expression profiling data will be deposited in the NCBI Gene Expression

Omnibus (GEO) after initial processing. Upon publication, processed data and relevant metadata will

be made available as compressed archives for download on GEO and, when appropriate, as

supplementary information in journal publications. Flow cytometry data will be made available

through the FlowRepository repository. All other data will be shared through the ImmPort

repository. We will make the datasets generated from the proposed technological advances available

after protocols are established and initial analysis is performed. A preprint will be released along

with the data prior to manuscript submission.

 

How scientific data will be findable and identifiable: How scientific data will be findable and identifiable: Describe how the scientific data willDescribe how the scientific data will
be findable and identifiable, i.e., via a persistent unique identifier or other standardbe findable and identifiable, i.e., via a persistent unique identifier or other standard
indexing tools.indexing tools.
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All data generated in this study will be stored and made available in established data repositories that

meet the standards set by NIH. The NanoString gene expression data will be available through NCBI

GEO, where each sample will be assigned a persistent unique identifier (accession number) for easy

discovery and retrieval. The flow cytometry data will be stored in FlowRepository, where it will also

be assigned a persistent unique identifier (Repository ID). All other data will be shared in ImmPort,

where each sample will be assigned a persistent unique identifier (accession number). All data

repositories have robust search functionalities, making it easy for the research community to find the

data. Additionally, to facilitate cross-linking of related data across repositories, the persistent unique

identifiers will be included in the metadata for each repository and referenced in any associated

publications.

When and how long the scientific data will be made available: When and how long the scientific data will be made available: Describe when the scientificDescribe when the scientific
data will be made available to other users (i.e., no later than time of an associateddata will be made available to other users (i.e., no later than time of an associated
publication or end of the performance period, whichever comes first) and for how longpublication or end of the performance period, whichever comes first) and for how long
data will be available.data will be available.

All scientific data generated from this project will be promptly made available to other users, no later

than the time of an associated publication or the end of the funding period, whichever occurs first.

The preservation and sharing of this data will be maintained for a minimum of 10 years post the

conclusion of the funding period.

Access, Distribution, or Reuse ConsiderationsAccess, Distribution, or Reuse Considerations

Factors affecting subsequent access, distribution, or reuse of scientific dataFactors affecting subsequent access, distribution, or reuse of scientific data: NIH expects: NIH expects
that in drafting Plans, researchers maximize the appropriate sharing of scientific data.that in drafting Plans, researchers maximize the appropriate sharing of scientific data.
Describe and justify any applicable factors or data use limitations affecting subsequentDescribe and justify any applicable factors or data use limitations affecting subsequent
access, distribution, or reuse of scientific data related to informed consent, privacy andaccess, distribution, or reuse of scientific data related to informed consent, privacy and
confidentiality protections, and any other considerations that may limit the extent of dataconfidentiality protections, and any other considerations that may limit the extent of data
sharing. See sharing. See Frequently Asked QuestionsFrequently Asked Questions for examples of justifiable reasons for limiting for examples of justifiable reasons for limiting
sharing of data.sharing of data.

There are no special considerations related to accessing or distributing the mouse data to be

generated in this award. 

Whether access to scientific data will be controlled: Whether access to scientific data will be controlled: State whether access to the scientificState whether access to the scientific
data will be controlled (i.e., made available by a data repository only after approval).data will be controlled (i.e., made available by a data repository only after approval).

Controlled access will not be used. The data that is shared will be shared by unrestricted download.
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Protections for privacy, rights, and confidentiality of human research participants:Protections for privacy, rights, and confidentiality of human research participants:
If generating scientific data derived from humans, describe how the privacy, rights, andIf generating scientific data derived from humans, describe how the privacy, rights, and
confidentiality of human research participants will be protected (e.g., through de-confidentiality of human research participants will be protected (e.g., through de-
identification, Certificates of Confidentiality, and other protective measures).identification, Certificates of Confidentiality, and other protective measures).

N/A

Oversight of Data Management and SharingOversight of Data Management and Sharing

Describe how compliance with this Plan will be monitored and managed, frequency ofDescribe how compliance with this Plan will be monitored and managed, frequency of
oversight, and by whom at your institution (e.g., titles, roles).oversight, and by whom at your institution (e.g., titles, roles).

Dr. Liang (PI) will be responsible for data collection, management, storage, retention, and

dissemination of project data, including updating and revising the Data Management and Sharing

Plan when necessary.
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