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The Galaxy platform is being adopted by a growing body of Life Science 
communities. However, with its increasing number of tools, it becomes 
more difficult for users to make informed decisions about the selection of 
tools and implication of their parameterizations. For this reason, the 
Galaxy Training Network is organizing an extensive index of best-practice 
data analysis approaches. This material guides users through the 
construction of workflows for different tipes of analyses and experimental 
setups. However, the absence of a systematic overview of the alternative 
tools of a Galaxy instance does not train users on how to examine 
alternative best-practice algorithms and parameterizations.
  We address this problem by dividing a workflow into its tasks, and 
provide, for each of them, alternative implementations in the form of 
interactive Galaxy tours. We call these entities atoms. At the same time, we 
couple each atom with a help section, to assist users in the selection of 
the most suitable tool and parameterization. Finally, we reorganize the 
training material as a series of user-selectable strategies for the 
customization of their workflows (see Fkz 031L0106D). 
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