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ECSS Workflows

We provide expertise and assistance with scientific workflow
software tools that make challenging workflow problems
more efficiently executed, easier to manage, and easier to
reproduce.

https://www.xsede.org/ecss-workflows

XSEDE specific workflow tutorials and submit node:

https://sites.google.com/site/xsedeworkflows/
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iRods - Workflow input and output data
Can replicate data to servers at TACC
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Task Base Cores Memory
Code  (Threads)  (GB) combine_variants
Alignment_to_reference | BWA 7 8
Sort_sam Picard 1 21 @
Kzgffeplace E:z:[g 1 gi @
Realign_target_creator GATK 15 10
Indel_realign GATK 1 10
Haplotype_caller GATK 1 3
Genotype_gvcfs GATK 1 10
Merge gvcf GATK 10 20
Combine_variants GATK 1 10
Select_variants GATK 14 10
Filtering GATK 1 10




User defined tasks g merge_partition_1
and task relationships
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merge_partition_3

48 hour job runtime

Executable workflow

Width of job 1 and 2 is determined el el

by the number of input genomes. \\\ S
3rd job is only 1 node
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Pegasus MPI Cluster
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https://pegasus.isi.edu/wms/docs/latest/cli-pegasus-mpi-cluster.php

up_execution level 6.0
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TACC Wrangler as Execution Environment

Flash Storage
Switched to glideins (pilots)

Brings in remote compute nodes and joins them to the
HTCondor pool on in the submit host

Workflow runs at a finer granularity

Works well on Wrangler due to more cores and memory
per node (48 cores, 128 GB RAM)
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Conclusion
The SoyKB can efficiently map their

computations to XSEDE resources, and use
those resources in combination with iPlant.

Group has developed their own workflows




