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Overview of Wekemo Bioincloud

The Wekemo Bioincloud comprises two main components: the workflows and the tools.
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Figure 1. The framework of 22 analysis workflows for Wekemo Bioincloud.
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Figure 2. Example outputs generated by Wekemo Bioincloud Tools.
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Case 1. Metagenomic data analysis workflows
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Figure 3. Metagenomic data analyses using Wekemo Bioincloud platform.
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Case 2: Metabolomics data analysis workflow
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Figure 4. Metabolomic data analyses using Wekemo Bioincloud platform.



Summary

A In this study, we introduced Wekemo Bioincloud, a user-friendly platform for
meta-omics data analyses.

J Currently, the platform is equipped with 22 cloud workflows and 65 graphical
tools, with ongoing updates planned to satisfy users' needs for standardized
and personalized meta-omics data analysis.

J The platform offers features such as online vector graphic editing, one-click
execution, email reminders, tool popularity analysis, video tutorials, aiming to
facilitate user access and utilization.

d Website: https://www.bioincloud.tech/
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