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In the fields of molecular biology and genetics, a pan-
genome is the entire set of genes from all strains within
a clade. More generally, it is the union of all the
genomes of a clade.
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Genome analysis of multiple pathogenic
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Pan-genome ] LI 70 NiZ 0z FEFIZH (core pangenome) , HI#%03EF (core genes) #4i%; shell
pangenome, M dispensable genes #J¥%; cloud pangenome, HMAERE (unique gene) K.

The pan-genome can be broken down into a “core pangenome” that contains genes present in all individuals
(core genes), a "shell pangenome" that contains genes present in two or more strains (dispensable genes),
and a "cloud pangenome" that contains genes only found in a single strain (unique gene).
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Table 1. Main software used for pan-genomic analysis and their respective algorithms.

SOFTWARE
BPGA
EDGAR and

EDGAR 2.0

GET_
HOMOLOGUES

PanDelos
Panseq
PanWeb
PanX
PGAP

PGAT

PGAweb

Piggy®
Roary

ORTHOLOGY ANALYSIS

USEARCH, CD-HIT and
OrthoMCL

Score ratio values
Bidirectional best-hit,
COGtriangles, or OrthoMCL
Dictionary-based method
MUMmer and BLASTn
PGAP

Diamond and MCL

Inparanoid, MultiParanoid and
Gene Family

BLASTp (sequence alignment
of >80% and sequence
identity >91%-92%)

PGAP and PGAP-x modules

Roary
CD-HIT, BLAST and MCL

aNot mentioned in manuscript.
bPan-genome analysis of intergenic regions.

PAN-GENOME
DEVELOPMENT

Power-law regression

Heaps' law

plot_pancore_matrix.pl

Heaps' law

PGAP and PGAP-x
modules

a

— |

CORE GENOME
DEVELOPMENT

Exponential curve fit

Exponential curve fit

plot_pancore_matrix.pl

Exponential curve fit

PGAP and PGAP-x
modules

a

J— |
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SOFTWARE

BPGA
EDGAR and
EDGAR 2.0

GET_
HOMOLOGUES

PanDelos
Panseq
PanWeb
PanX
PGAP

PGAT

PGAweb

Piggy®
Roary

ORTHOLOGY ANALYSIS

USEARCH, CD-HIT and
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Score ratio values
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COGtriangles, or OrthoMCL
Dictionary-based method
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Gene Family
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aNot mentioned in manuscript.
bPan-genome analysis of intergenic regions.
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Cellulosilyticum sp. (strain WCF-2) isolated from cow feces
(GCA_003990395.1)
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