
Short reads
Long reads

Assembled sequences

Genome bins

Multiple
parallel
options

Single 
choice

Implemented

Not implemented

S
T
A

R
T

Nanoplot chopper
(Human)

chopper
(QC)

FastQC
(Cleaned)

FastQC BBMap
(Human)

BBMap
(rRNA)

BBNorm

BBTools
(QC) 

fasfastq

fasfastq

1

2

MetaBat2

7

Short-read QC and analysis

Long-read QC and analysis

Bacterial Contig binning/MAG QC/MAG taxonomy

GOTTCHA2/
Kraken2/
EsViritu

Krona viz

metaSPAdes

Opera-MS
(hybrid)

4 Assembly
Bowtie2 (Contigs) 

BBMap
(rRNA)

Nanoplot
(Cleaned)

metaMDGB

5 Assembly QC

8 Viral Contig QC/taxonomy

GeNomad/
checkV/
Chimera_cutter

BBMap
(PhiX)

CheckM

BUSCO

GUNC

GTDB-Tk
8 Generate summary files

Bacterial MAG information

Viral MAG information

Compiled metadata

Minimap2 (Contigs) 

Output visualization

metaQUAST

Align contigs vs ref
(Minimap2)

6 Contig alignment

Spike-in only

SNP calculation
(bcftools)

Map vs ref
(Bowtie2)

SNP calculation
(bcftools)

Map vs ref
(Minimap2)

GOTTCHA2/
Kraken2/
EsViritu

Krona viz


