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Background

In the fields of molecular biology and genetics, 

a pan-genome is the union of all the genomes of 

a clade.

Pan-genome analysis has been shown to be an 

effective approach to better understand a clade of 

pathogenic bacteria because it helps developing 

various and tailored therapeutic strategies on the 

basis of their biological similarities and differences.
Kim Y, et al. Current opinion in biotechnology, 2020



Methods

Costa S S et al. Bioinformatics and Biology Insights, 2020
IPGA workflow

Evaluation procedure
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Features

Pan-genome analysis module and the scoring system 

in IPGA for selecting the best pan-genome profile. 
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(A) The performance evaluation on nine different data sets. (B) The 

number of shared core gene links among four different softwares..



Results
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Thanks!

Contacts:

shiwy@cau.edu.cn

ma@im.ac.cn

https://doi.org/10.1002/imt2.55

	幻灯片 1
	幻灯片 2
	幻灯片 3
	幻灯片 4
	幻灯片 5
	幻灯片 6
	幻灯片 7
	幻灯片 8

