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Abstract > Data processing nexciflow

>Functional Annotation of Animal Genomes (FAANG) 1S an EEEGE A oL Te Nelo iy Selel

open consortia gathermg genome regulation data in > ANextflow module do get metadata & download data
farmed anlmats w ﬁ @ A v > Fast RNA-seq quantification using Salmon

pseudo-aligner

>Raw genomic data and rlch sampte metadata are freely o Pearson correlation on log10(TPM + 1
available through a data portal hosted at EMBL-EBI:

> ChlIP-seq processing using bwa and macs2
o Jaccard index from bedtools

data.faang.org
>We aim to provide data visualisations of FAANG datasets J NI Y s Py sVt gere (1125

(RNA-seq, ChlP-seq, DNA methylation), embedded to Uniformly processed outputs on FAANG data.
the FAANG data pOrtaL > FastQC reports

>Visualisations will provide an overview of the available > Gene and transcript expression matrices (count & TPM)
data to foster data re-use > ChlP-seq peaks and bigwig tracks

> Sample-to-sample correlation heatmaps > Epigenetic profiles at TSS

By species and by experiment types (RNA-seq, ChIP-seq, DNA methylation)
> overview of available data

> visualising the relationships between samples

> outlier identification

Integrative analysis of RNA-seq and ChlP-seq / DNA
methylation data:

> data quality

> exploratory analysis
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> VizFaDa timeline > Web applications
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