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(A)

$ cat /SV_procedure/test/config.ini

[database]

checkmdb = /opt/project/database/CheckM_db
gtdbtk = /opt/project/database/gtdbtk_db

sep_pep = /opt/project/database/kobas_db/seq_pep
sqlite3 = /opt/project/database/kobas_db/sqlite3

[fastq]

# file=XXXsamples.fastq.gz / XXXsamples_1.fastq.gz / XXXsamples_R2.fq.gz
# the table of sample information, including 4 rows

# (sample_IDs NGS_rawnames ONT_rawnames Groups)
datapath=/opt/project/data/

infotable=/opt/project/sample_info.txt

[par]
outdir=/opt/project/
multiprocessing=5

[faqc]
# metawrap (read_qc): version 1.3.2

[filter_host]

# minimap2: version 2.1

genome=none

bowtie2_threads=20

[assembly]

# SPAdes: version 3.13.0; Flye: version 2.9; OPERA-MS; Canu
# the options of method: Spades, Flye, OPERA-MS, MetaSpades
method=MetaSpades

# k-mer must be odd and less than 128

# default: MetaSpades 'auto’; OPERA-MS 60,

k-mer=default

assembly_threads=20

[binning]

# metawrap: version 1.3.2

# step1: metawrap binning (bin conti
# minimum contig length to bin (default
# step2: metawrap bin_refinement

# step3: metawrap reassemble_bins (Reassemble bins using metagenomic reads)
mini_completion=70

max_contamination=10

threads_bin=20 (B)

with metabat2, maxbin2 and concoct)
1000bp). Note: metabat2 will default to 1500bp minimum

[dereplicated_bin]

# dRep: version 3.4.3
primary_ANI=0.9
secondary_ANI=0.95
Min_overlap=0.30
coverage_method=larger
# choose total | larger
bins_samp=bins_samp

[bin_taxonomy]

# gtdbtk: version 1.7.0

[gene_model]

# prokka: version 1.13

[sv]

# mumandco: version 2.4.2

# the SV events within 10 bp of the start/end point of contigs in MAGs are not considered.
sv_loc=10

[circos]

# the name of control group which draw on the inside of the circos diagram
group_name=T1

#This parameter threshold is called only if the number of samples is greater than 10
threshold=30%
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$ python /SV_procedure/call_SVs_procedure.py -h

Usage: call_SVs_procedure.py [-h] ifile
Description: generate and run shell scripts for every step

positional arguments:
ifile config.ini
optional arguments:
-h, --help show this help message and exit

Example: python call_SVs_procedure.py config.ini

$ cd /SV_procedure/test/shell && Is step*

step0.change_name.sh
step1.qc.sh

step2 filter_host.sh run step*.sh

Results

step3.assembly.sh
step4.binning.sh
step5.drep_bins.sh
step6.taxonomy_bins.sh
step7.gene_model.sh
step8.detect_SVs.sh
step9.barplot_wilcox.sh
step10.run_circos.sh
step11.blast_ko_database.sh
step12.KEGG_enrichment.sh

Process

$ Is /SV_procedure/test

shell/
run step0.change_name.sh

rawdata_10ge/
run step1.qc.sh

qc/
run step?2 filter_host.sh clasiidata/
run step3.assembly.sh assembly/
run step4.binning.sh binning/
run step5.drep_bins.sh drep_bins/
run step6.taxonomy_bins.sh
taxonomy/

run step7.gene_model.sh gene_model/

SVs/

run step9.barplot_wilcox.sh ]___ result_stat/
run step10.run_circos.sh KEGG_enrichment/

sample_info.txt

run step8.detect_SVs.sh

run step11.blast_ko_database.sh ]/

run step12. KEGG_enrichment.sh e
config.ini

$ cd /SV_procedure/test/shell/run_step12. KEGG_enrichment.sh&& Is
step12.KEGG_enrichment.1.sh
step12.KEGG_enrichment.1.sh.1e1677762130

FAISE step12.KEGG_enrichment.1.sh.101677762130

step12.KEGG_enrichment.1.sh.2e1677766535
step12.KEGG_enrichment.1.sh.201677766535
step12.KEGG_enrichment.1.sh.3e1677762140
step12.KEGG_enrichment.1.sh.301677762140

ERROR AND EXIT

$ cd /SV_procedure/test/shell/run_step12. KEGG_enrichment.sh&& Is

TRUE step12.KEGG_enrichment.1.sh

step12.KEGG_enrichment.1.sh.1€1679045229
step12.KEGG_enrichment.1.sh.101679045229

step12.KEGG_enrichment.1.sh.Check

(B) =& (call_SVs_procedure.py); (C)F a4 Hiftshell
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