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All result folders

LR LRGF B9 o ) STk

8@_VIBRANT input_metageome_stem_name : the virus identification result (would be
"00_VirSorter_input_metageome_stem_name"”, "00_DeepVirFinder_input_metageome_stem_name”,
"00_VIBRANT VirSorter_input_metageome_stem_name", or

"00_VIBRANT VirSorter DeepVirfFinder input_metageome_stem_name")

@1_Mapping_result_outdir : the reads mapping result

02 vRhyme_outdir : vRhyme binning result

83_vConTACT2_outdir : vConTACT2 classifying result
@4_Nlinked_viral_gn_dir : N-linked viral genome as CheckV inputs
85_CheckV_outdir : CheckV result

@6_dRep_outdir : dRep clustering result

87_iPHoP outdir : iPHOP result for host prediction
88_Villrap_summary_outdir : Summarized results

89 Virus_statistics_visualization : Visualized statistics of viruses

ViWrap_run.log : running log file containing the issued command and time log

@8_ViWrap_summary_outdir

ViWrap B & Xk BEENER

- Genus_cluster_info.txt # Virus genus clusters
- Species_cluster_info.txt # Virus species clusters
- Host_prediction_to_genome_m9@.csv # Host prediction result at genome level
- Host_prediction_to_genus_m9@.csv # Host prediction result at genus level
- Sample2read_info.txt # Reads counts and bases
- Tax_classification_result.txt # Virus taxonomy result
- Virus_annotation_results.txt # Virus annotation result
> Virus_genomes_files # Contains all fasta, fza, ffn files for virus genomes
- vRhyme*.fasta
- wRhyme*.faa
- VvRhyme*.ffn
> Virus_ncrmalized_abundance.txt # Necrmalized virus gencme abundance (normalized by 18eM reads/sample)
> Virus_raw_abundance.txt # Raw virus genome zbundance
> Virus_summary_info.txt # Summarized property for all virus genomes

> @9 _Virus_statistics wisualization
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» Result_wvisualization_inputs

virus_statistics.txt
virus_family_relative sbundance.txt
KO_ID relative_abundance.txt

KO _metabolism_relative_abundance.txt

» Result_wisualization_outputs

virus_statiztic=.png # the 1=t bar-chart
virus_family_relative sbundance.png # the lst pie-chart
KO_ID_relative_abundance.png # the 2Znd bar-chart

KO _metabolism_relative_abundance.png # the 2Znd pie-chart
virus_statistics.pdf
virus_family_relative_sbundance.pdf
KO_ID_relative_abundance.pdf

KO _metabolism_relative_abundance.pdf
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ta/yml_environments/ViWrap python=3.8 biopython mamba numpy pandas pyfastx [

# A\ condaZiiE
zhichao@sulfur:/storagel/datall/ViWraps

slowdata/yml_environments/ViWrap)
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(/slowdata/yml_environments/ViWrap) zhichao@sulfur:/storagel/datall/ViWrap$ ViWrap set up env --conda env dir /slowdata/yml_environments/|}

# Set up conda env #i#

022- 19:36:16 Looks like the input parameter is correct

022 - 19:37:38 ViWrap-VIBRANT conda env has been installed
022 - 9:38:18 ViWrap-vRhyme conda env has been installed
022 - 19:39:15 ViWrap-vContact2 conda env has been installed
022 - 19:39:47 ViWrap-CheckV conda env has been installed

19:40:38 v
19:460:55
19:43:50
19:44:07
19:44:34
022- 19:44:56
022-10-30 19:45:59 ViWrap-DVF conda env has been installed
iWrap-VIBRANT conda env path has been checked
ViWrap-vRhyme conda env path has been checked
ViWrap-vContact2 conda env path has been checked
ViWrap-CheckV conda env path has been checked
ViWrap-dRep conda env path has been checked
ViWrap-Tax conda env path has been checked
ViWrap-iPHoP conda env path has been checked
ViWrap-GTDBTK conda env path has been checked
ViWrap-vs2 conda env path has been checked
ViWrap-DVF conda env path has been checked
ViWrap-Mapping conda env path has been checked
The total running time is 0:09:48 (in "hr:min:sec

]

]

]

]

]

] ViWrap-dRep conda env has been installed
] ViWrap-Tax conda env has been installed
]

]

]

]

]

022 -
022 -
022 -
022 -
022 -

ViWrap-iPHoP conda env has been installed
ViWrap-GTDBTK conda env has been installed
ViWrap-vs2 conda env has been installed
ViWrap-Mapping conda env has been installed
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MK Viwrap

(/slowdata/yml _environments/ViWrap) zhichao@sulfur:/storagel/datall/ViWrap$ ViWrap -h

&

iWrap ul.Z.E:_éralyz;rg wrapper for virus from metagenome

Usage: ViWrap <task> [options]

and chara
and chara

s without metagenomic reads

rap da%abas%
all scripts
result direc

show this help message and exit

R ViWrap run

YEXT
v LY

(/slowdata/yml _environments/ViWrap) zhichao@sulfur:/storagel/datall/ rap$ ./ViWrap run

Run the full wrapper for identifying, class;fy;rq; and characterizing virus genomes from metagenomes
Usage: ViWrap run --input metagenome <input metagenome assemblies> --input reads <input metagenomic reads> --out_dir <output directory= [options]

Example 1: ViWrap run --input o/Lake 01 assemblies.fasta \
1 T1 1.fastq,/path/to

tdir \

/path/to/Lake_01 T2 2.fastq \

Example 2: ViWrap run

1 Tl 1.fastqg,/path/to/Lake 01 T1 2.fastq,/path/to/Lake 01 T2 1.fastq,/path/to/Lake 01 T2 2.fastqg \

ir \

od vb-vs \
- /path/to/ViWrap conda environments \

custom MAGs_dir
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1

vdata/yml_environments/ViWrap) zhichao@sulfur:, "agel/datall/ViWraps vi run ViWrap2.

ViWrap run

caffolds _minl

mas_final r

aymas/Guaymas final reads.subsetlC _2.fastq,/storag

c_2.fastqg ;

el/Reads/HydroPlume/Guaymas /Gt

tdir_vb vs
data/yml ¢

Wrap pipeline

o QC and trim, and KEGG, Pfam, and VOG HMMs t

I
]
3]
]

1
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ViWrap_run.log

ViWrap summary outdir$ 1s

Virus normalized abundance.txt
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