JCVI: A versatile toolkit for comparative genomics analysis
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Introduction

JCVI:The integrated suite of tools
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Case I: Synteny inference and visualization with MCscan

(A) Inter-genomic comparlson grape vs peach (14,279 gene palrs)
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Case I1: Map-based assembly and alignment with ALLMAPS
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Case I11: Genome features and landscape plotting

(A)

Arabidopsis genome features
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Case IV: Genome build quality control

>>>pre-assembly genome survey<<< post-assembly quality control
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Case V: Pedigree and genome diversity
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{: Conclusion

 JCVI offers powerful tools for synteny analysis, chromosome mapping,
and other visual representations. It is a comprehensive toolkit specifically
designed for comparative genomics.

 The synteny inference in JCVI is based on adaptive seeds via LAST, which
avolds artificial factors from repeats, and ALLMAPS employs a more
complex approach to reconcile differences between different data types,
enabling iterative sorting and orienting of the genome.

 The combined use of ALLMAPS, ALLHIC, MCscan, and genome build
quality control tools within JCVI provides a more thorough approach.

J Website: https://github.com/tanghaibao/jcvi
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