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oz Highlights

© The treeio and ggtree packages significantly improve the comprehensive

parsing and visualization of phylogenetic placement data.

© Utilizing treeio and ggtree, researchers can perform a range of sophisticated
analysis tasks, including filtering specific phylogenetic placements and

assessing the confidence levels of different placement positions.

© The advanced features of these tools enhance the understanding of

evolutionary connections within metagenomic datasets.



4.

Overview of Workflow

The treeio-ggtree method supports placement filtration,

uncertainty exploration, and customized visualization.
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Case 1: Parsing Phylogenetic Placement Data
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Case 2: Exploring Placement Uncertainty

Extracting a subtree
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Case 3: Merging Placement Information
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Summary

 In this study, We demonstrated the effectiveness of this method using three
datasets, showcasing placement uncertainty visualization capabilities.

1 Our pacakges provide highly customizable visualization options, supporting
various annotation patterns.

J Lab Website: https://yulab-smu.top/
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