
Harmonized Metadata
Our proprietary curation models provide 
rich & harmonised metadata 
annotations with scientific context at an 
accuracy matching that of human 
experts. This depth of metadata curation 
enables intuitive point & click filtering 
capabilities, allowing users to find 
datasets most relevant to their research.

1 Consistent Schema
All AML datasets are processed 
(identifier mapping, normalization, 
quality check) through a standard 
pipeline and made available 
in consistent tabular formats. 
This data is readily usable for 

downstream analyses.

Raw Data Processing
Raw Data from the AML OmixAtlas can 
be processed through an expert 
vetted workflow on Polly or a custom 
workflow of your choice. The resultant 
data can be utilised for seamless 
comparison with your proprietary 
data or data from other sources

AML OmixAtlas on Polly

Why Access AML Data on Polly?

Acute myeloid leukemia (AML), a malignant disease of the hematopoietic system myeloid lineage, is 
characterized by complex mutational patterns within and across patients. The AML OmixAtlas on Polly captures 
these heterogenous mutational events and provides access to 12,000 + curated multi -omics datasets from a 
variety of sources - cBioPortal, GEO, TCGA, CCLE, GDC etc. It features datasets spanning 12 data types allowing 
users to perform integrative data analysis and drive their drug discovery initiatives faster than ever before.

Use Cases

Create a custom reference atlas 

A curated collection of normal and AML 
hematopoiesis multi-omics datasets on Polly can 
be queried to understand genomic, transcriptomic, 
and metabolic signatures underlying normal & 
malignant hematopoietic development. Identify 
targets and pathways that promote the next stage of 
differentiation in each cell type in hematopoiesis.
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Proprietary transcriptomics-based classifier 
models on Polly can be employed to classify 
patients into specific subsets within AML, based 
on a comparison of these cohorts to datasets 
from different stages of differentiation in 
normal hematopoiesis. Develop custom 
multi-omics pipelines to identify targets across 
AML cohorts with the poorest clinical outcome.

Patient Stratification & Target Identification
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AML DATA ON POLLY: AN OVERVIEW



https://www.nc-
bi.nlm.nih.gov/taxono-

my

https://www.nc-
bi.nlm.nih.gov/mesh/

https://web.ex-
pasy.org/cellosaurus/

https://ww-
w.ebi.ac.uk/chebi/

https://ww-
w.ebi.ac.uk/ols/ontolo-

gies/bto

Metadata Fields 

The AML OmixAtlas comprises 12,000 + curated 
multi-omics datasets stored in GCT format 
(Gene Cell Cluster format from Broad Institute). 
90% of this data is derived from human studies, 
& provides comprehensive information on 
1050 drugs, 391 cell lines, 119 tissue types and 
106 cell types related to AML. 

Ontology Mapping
Each dataset is mapped to terms in biomedical 
ontologies. Currently, 6 types of mappings are 
used for metadata fields.

AML OmixAtlas: Summary

Organism
NCBI Taxonomy

Disease
MeSH: Medical Subject 

Headings

Tissue
BRENDA Tissue Ontology

Cell type
Cell Ontology

Cell line
The Cellosaurus

Drug
ChEBI:Chemical Entities 

of Biological Interest
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