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Introduction



Highlights

◆The second version of the microeco package integrates more method 

categories and algorithms.

◆The code has been refactored for a more logically sound architecture.

◆The package supports downstream analyses of complex 

metagenomic bioinformatics data.



Overview of microeco v2.0

Figure 1 A summary diagram of the main upgraded 

contents of the second version of the microeco package.



Design framework of microeco v2.0

Figure 2 Design framework and logic of the second version of the microeco package.
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Function system

Figure 3 Main functions in the second-version microeco package.



Flowchart: parsing MetaCyc pathway abundances

Figure 4 Flowchart for parsing the MetaCyc pathway abundance file with the file2meco and microeco packages.



Case: analysis workflow of multi-omics data

Figure 5 Schematic diagram of an exemplary analysis workflow based on actual experimental data.



Summary

❑ The microeco package version 2.0 represents a substantial update compared to its 
initial release, improving both design coherence and methodological coverage.

❑ Together with its extension packages, microeco offers a robust and integrated 
downstream analytical framework for omics data across diverse areas of 
microbiome research.

❑ We plan to develop an interactive analytical tool built upon the shiny package and 
microeco 2.0, designed to help beginners learn and apply the microeco package for 
omics analyses efficiently.

❑ Website: https://github.com/ChiLiubio/microeco
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