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Galaxy Workflow (json) 

tool_script.sh 

steps: { 
  00: { 
     inputs: [ ], 
     output: [ ], 
     tool_id: "rRNAdust", 
      ... 
   }, 
 
  11: { 
       ... 
  }, 
 
  22: { 
       ... 
  }, 
 
  33: { 
       ... 
  }, 
 
  ... 
} 
 
 

tool_script.sh 
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tool_script.sh 

proc0 = Process( 
    cmdline = """ 
 
""") 
 
task = SequencialTask( 
    processes = [ proc0 ] 
    resources = Resource(cpu, ram, disk) 
 
job = Job( 
    name = ...., 
    task = task, 
    Container = Container(docker = ...) 
) 
 
jobs = [ job ] 

Aurora Job Config (python) 
JobRunner  JobRunner  
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Aurora Job Config (python) 
proc0 = Process( ... ) 
task = SimpleTask( ... ) 
job = Job( ... ) 
jobs = [ job ] 

Aurora Job Config 
 

Aurora Job Config 
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