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Major focus in Year 1

* Our major focus in the first year has been on:
- Pipelines for processing HUBMAP data
- Working on the data portal and website
- Connecting with other efforts (mainly HCA)
* Most important issues we have addressed so far:

- Establishing and working with the DRT’s to fully define the set of pipeline
needed for the initial release

- Initial implementation and testing of containerized pipelines for sequencing
and imaging data

- Imaging data workshop
- Minimizing redundancy with work at HCA
- Initial development and discussions about the HUBMAP portal
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The Human BioMolecular Atlas Program

The vision for the Human BioMolecular Atlas Program (HUBMAP) is to catalyze development of a framework for mapping of the human body at

high resolution to transform our understanding of tissue organization and function.

HuBMAP@mail.nih.gov GD https://commonfund.nih.gov/hubmap
,‘
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HuBMAP Analysis Pipelines

HuBMAP

Analysis pipelines developed by the Human BioMolecular ,s
Atlas Program
The overall goals of the NIH Common Fund Human Biomolecular Atlas Program
(HuBMAP) are to (1) accelerate development of the next generation of tools and
. 2 techniques for constructing high-resolution spatial tissue maps that quantify multiple
HCA Skylab Pipelines
. types of biomolecules; (2) generate foundational 3D tissue maps using validated high-
Secondary analysis pipelines for the Human Cell Atlas. /
content, high-throughput imaging and omics assays; (3) establish an open data platform
that will develop novel approaches to integrating, visualizing, and modeling imaging and
. - omics data to build multidimensional maps, and making data rapidly findable,
nf-core Pipelines
accessible, interoperable, and reusable by the global research community; (4)
Bioinformatics analysis pipelines used for RNA sequencing )
/7 coordinate and collaborate with other funding agencies, programs, and the biomedical

data
research community to build the architecture and tools for mapping the human body
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Analysis pipelines developed by the Human BioMolecular Atlas Program
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Deliverable for Year 2

Goals for Year 2:

- We will work with the TMCs to make sure that pipelines needed to
process HUBMAP data are available

- We will containerized pipelines for processing HUBMAP sequencing,
imagining and mass spec data

- We will attempt to standardize pipelines currently used by the different
groups

- We will work with others to make sure that the HUBMAP data is
accessible, searchable and downloadable

- We will attempt to test joint analysis pipelines for HUBMAP data
* Current needs
- Cooperation from TMCs and DRTs
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Collaborations

* We are starting to work on a project for the analysis of spatial
transcriptomics and proteomics data

* Very early stages, no updates yet
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What should HUuBMAP Do ?

e Upload sample data for all expected modalities in the initial release
ASAP

* Make sure that all the data you expect to provide is covered by one
of the DRTs

* Better discussion and collaboration with external efforts (NIH or
others)

 Start uploading actual data collected
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