Botrytis cinerea Expression Browser (BEB) Data Processing Flow Chart

Ignored entry

No No No No
i B. cinerea entries
RNA-seq Yes H'D“'q”a”“"n';‘a:gfa‘""d Yes Quality assessment Yes | well-annotated FASTQ [ Yes | (in vitro axenic cultures RNA-seq data
(Kallisto) J I files (MRNA only} and during plant (e.g., NCBI SRA)
(EEuE) infection)
RNA-seq pre-processing RNA-seq datasets
Yes L e e e e e e e e e e e e e e e e e enaensesseseesseeesseaanaes
Gene quantification : [ BEB's gene-level ”
(tximport) ' [ count matrix file BEB's metadata file
E ) Input B. cinerea
RNA-seq mapping and : BEB's DB files gene IDs
quantification :
: i Outcome
Gene n levels s app
2 0§ BEB's code efault" onl
(DESeq2 written in |4 framework + (Pythen libiraries) p—
'thon) (BEB's GUI) g

Custom-made data
(e.g.. in-house RNA-seq
or a different organism)|

Custom-made gene-
level count matrix

Custor
metadata

online implementation of BEB

+ Default options plus
the ability to analyze any
RNA-seq file(s), including
your-favorite-data in a
dedicated computer
lacal implementation of BEB

<.=..tart< I Software ] I Database ] [\npu( (and o(hers)] -

Local installation of

BEB GUI on Linux-

based computer(s)
ing D

Processing

Legend:

« Average expression values
« Genes or experiments
clusterization

* Number of clusters

* Continous or categorized
expression values

* PDF download

* Selection of factors (e.qg.,
strains, tissue, media, plant,
others)

* Download DBs, format, and
upload into iDEP [62] for
differential expression analysis

http://beb.canessalab.arg/



