All genes:

SimBac parameters: genelen
genomeNum igrLen
idenOrtholog Backbone genes: Mobile genes:
rec, recLen nBackbone nMobile
pBackbone pMobile
iz.z Simulation of local trees and INDEL trees 2.1 Simulation of two gene classes
Reshaping branches with
;----Gocally distorted trees lipAccelerate
: Y Y
. backbone genes mobile genes
indel trees 9 ) 9
(ancestral) (|mpqrted)
1 \ |
Descendent genomes of a A block of genes with A block of genes with
branch of a random tree an mean size of deletionBlock an mean size of insertBlock
. . . . Simulating deletions until
2.3 Simulation of insertion the number of core genes <nCore

and deletion events

A

|
Simulating insertions until
the average number of
genes per genome 2aveSize

variably deleted variably inserted
( coré genes ) ( backbone genes ) ( mobile genes )

Concatenate and simulate trees for
paralogs (SimBac) idenParalog

2.4 Simulation of gene and
All genes

genomic sequences

Simulate sequences based on local trees
(INDELible) shortIndelRate, shortindellLen

simulated
pangenome

Supplemental Figure S2. The detailed workflow of SimPan. The operations initiated with 2.x and in bold
fonts are sub-titles that corresponds to sub-titles in Supplemental Text 2. The words in blue are the names of
the parameters to be specified by the users (Supplemental Table S1).




