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Core genome concept

Core genome
| (mainly vertically transferred)

Purpose: to identify the core structure of moderately related genomes
using the information of synteny conservation

Genome alignment
based on gene order conservation
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Neighborhood

graph
Each edge represents a neighborhood pair of genes that are located
within 20 genes in at least 50% of the genomes




CoreAligner algorithm

Dataset

+» Bacillaceae + Enterobacteriaceae

x Bacillus subtilis 1 x Escherichia coli K-12 MG1655 #
x Bacillus licheniformis 1 + Salmonella enterica CT18 4

x Bacillus halodurans 2 « Enterobacter sp. 638 4

x Bacillus clausii 2 « Erwinia carotovora

x Bacillus anthrasis Ames 3 x Photorhabdus luminescens

+ Bacills cereus 14579 3 x Sodalis glossinidius

+ Geobacillus kaustophilus + Serratia proteamaculans

+ Oceanobacillus iheyensis + Yersinia pestis CO92
(outgroup) (outgroup)

x Staphylococcus aureus N315 + Viblio cholerae




MBGD (Microbial genome database for
comparative analysis)




