command line values:

configuration infos
source
filter
gca list
negative gca list
custom genomes
SSU rRNAs
dist metric
dist threshold
clustering mode
dividing scheme
kmer engine
kmer size
kmer canonical
priority gca list
ranking formula
stop conditions
other technical infos

stop conditions

—
N—

tgmd_cluster command prep >(

source, filter, gca list, negative gca list,
custom genomes, SSU rRNAs

creation of genomes
working list

(

!

dividing scheme

Dividing scheme:
Random or
Taxonomic

!

other technical infos: Pack size

>

Division in

packs

v

configuration infos,
other technical infos: max array

Packs handling
in parallel: N packs

!

tgmd_cluster command calc (Nx)
transmission of all infos

!

Retrieval of pack's genomes

'

ranking formula

>

Retrieval of rankings metrics |«€

Genomes with
computed metrics

TQMD
DB

:

ranking

lgenome working order

dist metric, dist threshold, clustering mode,
kmer engine, kmer size, kmer canonical

>

info retrieval

kmer engine

metrics values

Jellyfish

single linkage
clustering

!

Mash

kmer index |«

all command line values

Merge of N results of

tgmd_cluster command calc

list of representative genomes




