PMAT?2: an efficient graphical assembly toolkit for
comprehensive organellar genomes
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Introduction
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Highlights
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Results

B Assembly results of fungal mitochondrial genomes m  Assembly results of plant organelle genomes
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Results

B Assembly and collinearity analysis of multichromosomal mitochondrial genomes
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Summary

 In this study, we present PMAT2, a high-efficiency tool for organelle genome
assembly.

J PMAT?2 exhibits broad applicability, enabling accurate and efficient assembly
of mitochondrial genomes in animals, fungi, and plants, as well as chloroplast
genomes in plants.

J PMAT?2 provides an efficient solution to key technical challenges in organelle
genome assembly, offering high accuracy, completeness, and robustness
across diverse taxa.

J Website: https://github.com/aiPGAB/PMAT?2
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