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Generates One-Third
of the World’s Data



80% Of This Data Is Lost






Orphaned Data

Custody begins with capture and linkage —

trust ends without them
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Data Lineage

Automating provenance — preserves trust
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quencing Quality (FASTQC)
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ChiP-seq (nf-core/chipseq)

Pipeline Catalog

Derived Data

Data, Code, Config,
Compute

Observational Notes

Da

FFPE Human Ovarian Cancer with 5K Human Pan Tissue and Pathways Panel plus 100 C

Dataset Description

map/align_pangenome)

Prevents cels from having disconnected voxels

Enforce Connectivity

Run Proseg in 2D mode ignoring z-coordinate of transcripts

Status Completed
Type Differential Expression Analysis
Pipeline Identify Differentially
Expressed Genes
3y mzager@cirro.bio
1 On 1/17/2025, 12:57:09 PM
Dataset Size 6.5 MiB
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More Documentation

Prose: atial Transcriptomics

Data Type Single-Cell Seq

One of the biggest challenges in the analysis of spatial transcriptomics data is how to best identify the

location of single cells within the tissue. Proseg (Probabilistic Segmentation) is a deep learning-based
method for the identification of cells from in situ spatial transcriptomics, developed by the Newell L
the Fred Hutch Cancer Center. The Cirro workflow for running Proseg is provided by the Setty Lab.
Xenium, CosMx, and MERSCOPE platforms are currently supported.
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Data Silos

Without a common catalog and classification,
federation becomes fragmentation

Central Catalog
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Data Accessibility

Bridging diverse audiences and purposes

Last login: Sat Oct 11 10:23:14 on ttyse1s

(base) mzager@MacBook-Pro-4 ~ % cirro
Usage: cirro [OPTIONS] COMMAND [ARGS]...

Sample Molecular & Laboratory Report @’ Cirro
Gonerste: 20261011 173 UTC

Patient (DEMO): MRN: DEMO-000(
oo 008: 1 ex: Fomalo (fctional) . ‘ s 2 ' Cirro CLI - Tool for interacting with datasets

Options
--version Show the version and exit.
--help Show this message and exit.
Key Laboratory Resuits (Fictional) ! - s e : 4 A K5 ) Commands :
Tost Reference Range e 5 " configure Configure authentication
Homogiobin (Hgb) 135 g/l 120- 160 g4l ¢ L create-pipeline-config Create pipeline configuration files
pos e _— — £ download Download dataset files
Creatinine o mgidl. - i ¥ “ 4 - list-datasets List datasets
A " v . X = upload Upload and create a dataset
A28 umor mare) i (eatec) . upload-reference Upload a reference to a project
e Oncology Panel (ictonal orc SRS . Sk (base) mzager@MacBook-Pro-4 ~ % |

s (dom
No Tir 1 actonable somatic varians idoni
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Runinfo.xml

\ Applications
© Downloads

RunParameters.xm

[0 MiSeq demo (2025-09-23 222412)
BB test

7 test (2025-09-11171345)

7 test (2025-09-23 222438)
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Data Interoperability

Bridging diverse audiences and purposes

(Im] Gene expression in diabetes research v

Cirro Data“

@ predictive biomarkers prediabetes Type 2 diabetes progression blood transcriptome

Synthesized gene expression insights for diabetes progression prediction.

Based on recent research, several gene expression signatures in peripheral blood cells
cirro

@’'Cirro ...

Helper func: «ploring

_ billing Dataportavase.u s = Nane,
. Submodules

Latiil Setup the biect, establish

Bt/ it Q=T API Documentation

show promise for predicting progression from prediabetes to Type 2 diabetes (T2D). Here's
what current evidence reveals:

Key Gene Expression Signatures

1. Inflammatory and Inmune Response Pathways

ot provided, it uses the

Peripheral blood mononuclear cells (PBMCs) from T2DM patients show altered expression

figured client
Dataportal

cirro 1.9.0 patterns in genes associated with fatty acid metabolism and protection against lipid-

pip install cirro @ induced oxidative stress (up-regulated), while genes involved in suppression of pro-

inflammatory cytokines production and DNA *~nair are down-regulated
v
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Data Financial Management

Cost Optimization

Predictable Costs

.’ Cirro @ Help © Account

Costs | Pipeline Development
Welcome | Pir p / Edit Budget
X " A i
Dataset | Cost Estimation & Projects
for this pipeline
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Total Cost Project Month to Date

$24.72

S—— @ overview

costs may be lo

2 Discussions
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Total Project Cost

otal Project Storage
Bg Samples Total Project Storage

$1,063.78 10.8 TB

The amount the project has cost over its entire lifetime
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Thank youl!

Michael Zager

mzager@cirro.bio
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