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How Can We Use Database with Command Line? @ C

B
[Step 1: Create an environment ] DATA DOWNLOAD
4 \ % NOTICE |
s B S vV
WEEKLYfromuthedat::se.

> DOWNLOAD >>Term of use <<

O VFs description file e B COMMISRKR

and corrections. Please feel free to
- O Intra-genera VFs comparison tables contact us by
Virulence Factor Database At
0 DNA sequences of core dataset ’
. . ) § Data available only for non-profit
Maintained at: B Proscli sentenooe ol nte des et or authorized commercial users!

O DNA sequences of full dataset

Core set = comprehensive set (all organisms) -
Curated subset of VFDB with experimentally verified

o Protein sequences of full dataset

virulence factors from all bacterial species.

NOTE: core dataset includes representative genes
associated with experimentally verified VFs only,
whereas full dataset covers all genes related to
known and predicted VFs in the database.

Last update: Fri Mar 6 19:30:01 2026



https://www.mgc.ac.cn/VFs/
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Step 2: Download VFDB Step 3: Build the BLAST+ Database

p /fdatasSdatabases/Virulence/vfdb

fdata/sdatabases/Virulence/vTdb

in vfdb _setB pro.fas # Input: protein FASTA

dbtype prot
vTdb_setB_pro

fsSL https://www.mgc.ac.cn/VFs/Down/VFDB_setB_pro.fas.gz
o vfdb_setB _pro.fas.gz
vfdb_setB _pro.fas.gz

Step 4: Build the KMA Index

fs5L https:/ www.mgc.ac.cn/VFs,/Down/VFDB setB nt.fas.gz
o vfdb_setB_nt.fas.gz

vfdb_setB_nt.fas.gz

index
1 vfdb_setB_nt.Tas # Input: nucleotide FASTA
o vidb_setB nt_kma




How Can We Use Database with Command Line? ‘Eﬁﬁ&

Step 5: Run KMA on Reads] Step 6: Run BLASTx on Assembly ]

ipe sample R1 trimmed.fastg.gz sample_R2_trimmed.fastq.gz \
t db /data/databases/Virulence/vfdb/vfdb setB nt kma

0 Jdatafout/SAMPLE/vfdb_kma_reads \

query /data/out/SAMPLE/Assembly/shovill _spades/SAMPLE/contigs.fa \
db fdata/databases/Virulence/vfdb/vfdb_setB pro
outfmt "6 qseqid sseqid pident length evalue bitscore gstart qend sstart send stitle” \

max_target seqs 1
le-18

out  /data/out/SAMPLE/Virulence/SAMPLE/vfdb_blastx.tsv
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(Raw Reads (FastQ)W
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l QC & Trimming

KMA on reads Assembly (Shovill Spades)

BLASTx on Assembly

— — Validation & Cross-check -
|

Reads to confirm assembly hits

l

Final Virulence Report
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Advantages on Combining Read-Assembly?
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