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The problem

A long-standing challenge for bioinformatics has been to publish software tools that prioritize
portability across compute environments, and increase accessibility to a wide range of
researchers, enabling genomic analyses conducted directly by the labs and scientists that are
producing the data and samples, all within a data environment they fully control and own.
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In our experience, cloud compute
platforms facilitate much faster
adoption of the analysis work
by local research staff with less
Informatic resources or experience.
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Enabled local investigations:
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of viral reads
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How we achieve cross platform portability

Aggressively adopt existing interop standards
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General design patterns

Modular

Open
Community-driven
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Write pipelines in GA4GH Workflow Execution Standard
(WES) compliant language

e.g. Workflow Description Language
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assemble_denovo_with_deplete {
taxon_filter.deplete_taxa
taxon_filter.filter_to_taxon {

reads_unmapped_bam = deplete_taxa.cleaned_bam

assemble.contigs_fasta,
taxon. taxfilt_bam
assembly.refine_2x_and_plot {

input:
assembly_fasta = scaffold.scaffold_fasta,
reads_unmapped_bam = deplete_taxa.cleaned_bam

Distribute pipelines via GA4GH Tool Registry Service
(TRS) compliant service

e.g. dockstore.org

e 1-click launch on many
cloud platforms

e Or run locally

e (Collections can be
curated by independent
groups (e.g. PHA4AGE)
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Start Discussion
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Recent Versions

) lies Source Repositories

And achieve true pipeline portability

GA4GH compute APIs: federation that works today
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