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In 2024 the spatial innovation initiative was formed to make spatial transcriptomic data |
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This initiative focuses on providing analysis-ready datasets by ensuring consistency Email [ SIS Ty
and harmonization of metadata in computational format. This includes alignment of < Authors @ "G
metadata to an expanded data model, built upon our existing transcriptomic data {
models, adding spatially relevant terms and concepts.
Three charter members kicked off this initiative with a meeting to prioritize technology, Spatlal Transc”ptomlc Data MOdeI
workflow, and format requirements. As part of this meeting members have also
. . . Study Donor —z Sample —< Cell Derived
deSIQnated 10 datasets to begln proceSS|ng_ :tu(:y_id J ] study_id. stud;ll_i(.id samplle_preserv::i.ont_.met:od N stu:ly_idd y j barctod:e_i(tcl
Rt e e percantbo
sty dosaition donor sge samle tssus uboror mame | samplonsument | |sthor ool tyve coll ontlogy.rame
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repository donor_age_unit sample_pathology sample_reference_genome
repository_identifier donor_disease sample_treatment sample_other_information

repository_url donor_disease_doid_id — sample_treatment_mesh sample_experiment_platform
sample_number donor_disease doid_name sample_treatment_dose sample_library_selection
donor_disease _duration sample_treatment_dose_unit sample_technology_type
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overlaid onto spatial the processing workflow and provide deliverable
As an emerging technology, many technology solutions exist. The main types are defined as ISrEg\?Ven Sir?(t:::gqisésﬁse ;‘(')?; ;‘z coniirm suitability of object features and
either sequencing or imaging-based techniques. In sequencing types, traditional high- mage. high '
thrc?ughp.ut sequencing IS performed on RNA Iocateq in a definec! physicql location which expres,sion regions This pilot analysis included:
typically includes multiple cells. Imaging-based spatial technologies localize and enumerate | (red) are highly- - 10x Visium and Nanostring CosMx datasets.
gene-specific probes to a high degree of resolution but are limited to fewer genes than whole localized. - Multiple healthy and diseased tissue samples.
transcriptome. - Delivery in both Seurat and scanpy formats.
- Additional files with spatially variable gene
B} I } tables and QC plots.
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Rancho used their DataCrawler to identify publicly available spatial datasets. A., the number of Sl sRage-  SPression
publications is rapidly increasing each year. B., a majority of public spatial data is found in ! —
NCBI's Gene Expression Omnibus (GEOQO) repository C., 10x Visium is the most popular 9 y

platform for spatial data.

Rancho Initiatives and Consortia

As experienced consortium organizers Rancho plays a dynamic
and rewarding role that requires leadership, organization, and a
passion for bringing people together towards a shared vision.

Next steps  Deliverables

Seurat object (RDS file)

After finalizing process requirements and Python anndata object (h5ad file)
deliverable format we are now working on the
main ingestion phase. This aims to deliver 10

Metadata by entity (xlIsx)

priority datasets defined by each member. Spatially variable gene table (csv)
Rancho collaborates with Members to identify their goals and find When additional members join this initiative, their QC plots (png)
solutions to ensure we are delivering in line with consortium needs. prioritized datasets will be ingested and added as
Through strong planning and communication, we collectively plan, deliverables for all initiative members.

manage timelines, budgets and the logistics for the consortium to

keep everything running smoothly.

Ultimately, our goal is to see the collective efforts of the consortium
produce impactful results, drive innovation of our Members, and

save lives through data.
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