
Input = 
demultiplexed 

bam file 
containing 

pacbio long 
reads

Use Canu - de novo 
assembly of reads into 

contigs, without 
reference

View 
mutations in 

IGV and 
Ribbon

Use sniffles and SVIM 
to identify structural 

variants (vcf files)

Map reads to 
reference genome 

using minimap2 (bam 
file format)

Sort and 
index 

mapped 
bam files

Use bam2fastq 
to split bam file 
by barcode tags 
into fastq files 

Plot mapping 
quality

Analyze 
validated mutations 

from biological 
point of view

Use SURVIVOR to 
compare SVs from 
different SV callers
and merge vcf files 

Use mummer to 
call SNPs

Unveiling mutants in 
experimental evolution

Sequence 
data

Filtered 
reads

Assembled 
genomes Mutations

Use our custom 
GUI to 

accept/reject 
mutations
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