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Priorities for new users

e Provide optional tutorial on how to use each part
e Differentiate specific server’s capabilities/uses

e In-depth enough to get going, but not enough to get bored
o  More in-depth walkthroughs should go to Training

e Easily modifiable to update alongside new releases
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Default Welcome Includes:

e Data
o Upload
o Remote retrieval
o Sharing
o Modification
e Tools

o Standard tool form
o Visualizations

e \Workflows

o Extract
o Import
o Share



How to customize

e New variable in galaxy.yml: welcome_directory

e Create new subdirectory in the static folder

e File “topics.json” used as prop for
client/src/components/NewUserWelcome/newUserWelcome.vue

e Image files in subdirectories specified in the json file

e Can very easily clone and modify npm source repo as base for custom
welcome



Roadblocks:

e Dynamic imports
o Webpack 5 required (https://github.com/galaxyproject/galaxy/pull/11710)

Timeframe
e Deployable before GCC

Request:

e Suggestions for additional standard content?

Questions/Comments?


https://github.com/galaxyproject/galaxy/pull/11710

