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OLD Stack NEW Stack
Columbus + Acapella KNIME + KNIME Server
+
+
R/Matlab
N - R/Python/Java

ImageJ/Fiji Power Users Biologists

AHardware
A2 X 16-Core AMD, 256 GB RAM, 1.5 TB SAN, Windows Server 2012

A HPC Batch Cluster: Intel 28 Core (w/ HT), 256 GB, 4 K80 GPU, 800 GB SSD
A Batch Limit: 3072 CPUs, 32 GPUs, and 10 days
A Singularity (Container technology for HPC)

A Storage

A72 TB Tier2 I silon (Perkin EI meros
A 60 TB Tier3 for archiving

C «
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A Segmentation
A Bright-field cell segmentation
A Nucleus Segmentation
A Chromosome Territories
A FISH Spots/Transcription Sites

A Tracking (2D -t)
A Live cell imaging
A Tracking transcription site(s)

Chromosome Territories

A Registration (Affine) Spot(s) Intensity

A Phenotype/Outlier Detection

Fluorescence ( a.u.)
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Gene-Trap: Transcription Dynamics of Thousands of
Genes
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