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A
Upgrade and integration of BnPIR, BnTIR and BnVIR

BnIR
Portal New dataset Improved function

Data source

Optimized user experience and

BnPIR +20 genome assemblies. Totally, 2,290,519| response speed
9 genome assemblies Genome | genes; 88,423 gene in.Qex; 21,508 gene New funct.ion: Gene search,
clusters; 179 gene families; 58 TF families | Gene family, Gene cluster,
Transcription factor.

+2,700 RNA-seq libraries, including 192 Greatly improved response speed

from ZS11 at 7 hormone treatments, 345  |of eFP (9.348 s to 0.0611 s)
BnTIR Transcriptome| from ZS11 at B abiotic stress treatments  |New function: Meta-library,
91 RNA-seq libraries and 978 from population-level accessions of |Population expression, eFP

3 tissues and 1,185 from other studies (multi-gene module).
BnVIR Population,
. W New function: Phenotype search,
szégoaggjssmnsv Variation, +97 phenotypes of 2,512 accessions eQTL, TWAS, SMR,
090,561 variations Phenotype, Colocalization analysis.
21 phenotypes Multiomics yele:
New Portal New dataset Function description
99 ChiP-seq libraries; 8 ATAC-seq libraries; Searching the peaks of ChIP-seq and ATAC-seq, the CG,

Epigenome CHG and CHH methylation levels, Hi-C contact frequencies
and features; Browse epigenetic signals in Jorowser

266 ites of 2 i Searching metabolite contents
GWAS, eQTL, TWAS, SMR and colocalization
Multiomics |analysis results using 55 phenotypes of 2,311
accessions

12 WGBS-seq libraries; 3 Hi-C libraries

Browse the signals of GWAS, eQTL, TWAS, SMR and
colocalization analysis results

Comparison of BnIR with the published B. napus database

Datab Major function
BnlR Genome information, gene expression, epigenetic signal, metabolite content, phenotype, multi-omics
association information, analysis and visualization tools.

BrassicaEDB Comprehensive gene expression profile information and a user-friendly visualization interface.

An interactive web-based platform and set of analytic tools for efficient retrieve and analysis of SNPs
BnaSNPDB :
among 1,007 accessions.
A large number of variations and search tools for accelerating studies on the functional genomics and
BnaGVD i
the screening of molecular markers.

Transcriptome Transcriptome

Database Genome (meta-library)  (population) Epigenome Variation Phenotype Metabolome
Unit genome libraries libraries libraries

BnIR 29 2,791 978 128
BrassicaEDB i
BnaSNPDB
BnaGVD

Variation- Variation- Network S .
Database Phenotype _Expression tys Association analysis
BnIR N + v GWAS, eQTL, TWAS, SMR, colocalization analysis
BrassicaEDB
BnaSNPDB

BnaGVD
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