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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.
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SOFTWARE

BPGA

EDGAR and
EDGAR 2.0

GET_
HOMOLOGUES

PanDelos
Panseq
PanWeb
PanX
PGAP

PGAT

PGAweb

Piggy®
Roary

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.
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0. Quick start

Home page Analysis Output query Download Manual Video Q&A 1. Overview Of IPGA

2, Instructions
2.1 Input reguirements
Public genome selection 2.1.1 Public genome selection
2.1.2 Private genome selection
2.1.3 Confirm the data
2.2 Analysis module and parameter selection
2.2.1 Quality control module
2.2.2 Pan-genome analysis module
Private genome submission
2.2.3 Target genome selection
2.2.4 Genome annotation module
Drag & Drop the FASTA file to hara! 2.2.5 Submission
3. Outputs

3.1 Qutput description

3.2 Analysis result data structure

User interface of IPGA
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Pan-genome analysis module and the scoring system

in IPGA for selecting the best

pan-genome profile.
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