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How will | handle my
new data??!!

| don't want to wait for
my bioinformatician
forever. | want my

f _life is more than
> == computers, R, and
¢ 2 data processing!
» if Restarting R session...

Loading required package: rClr

> m <- ggplot(proteins, aes(treatments, fill=class))
Error: could not find function "ggplot"

> m + geom bar ()

Error: could not find function "geom bar"

> library (ggplot2)

> m <- ggplot(proteins, aes(treatment, fill-class))

> m + geom bar ()

Error in .call("loop apply", as.integer(n), £, env):
"loop apply" not resolved from current namespace

= Frustration!!
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Someone should tell my pal about

PR cess |
mICS N

It has all we need to process our datasets
in a way we can understand

But | do need a state-of-the-art
pipeline for my research

. a ysi
made easi'r a

ore powerful than -~
never before Key Features of pRocessomics:

— N -Guided analysis and data preprocessing steps
-Possibility of integrative analysis of multiple omics

-Powerful statistical capabilities: exploratory, uni- and
multivariate analyses. Dimensionality reduction
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Meaningful representation of data:
univariate, heatmaps, Venn, ...
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Integration of different omic levels, Circos,
Networks... Cytoscape ready exports
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