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W Introduction MapMan Cluster Edition gy B MapScavenger igs)
The MapMan family of software was first dev- ~ Within MapMan it is now possible to cluster data. The results of this PageMan has been extended to work with
eloped for the reference species Arabidopsis. biologically-abstract mathematical clustering procedures can be viewed in the annotation data coming from MIPS (FunCat),
In this poster we describe: context of our knowledge of the structure of biological processes via the Kegg (KeggOrthology and Pathways) and GO.
(i) How the flexibility and functions in the user MapMan functional annotation (BINS). Elements of the cluster or clusters of Existing annotations can be converted into
interface have been extended. interest can be highlighted in the pathway view by simply dragging them onto MapMan mapping files which are used by

(i) Extensions to crop plants. As crop specific the pathway. This allows interpretation of the clusters in the context of PageMan.
data has become available we have applied automated analysis and hand curated ontologies.
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followed by extensive manual checks. As profiling experiment using transcript data [squares] and metabolites [circles] (http://www.gabipd.org/projects/MapMan).
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Whereas MapMan -so far- can only display [ 4

one contrast (treatment vs. control) at a time,
the need to visualize several treatments (e.g.
a time series) has become pressing, as array
technology is used increasingly in the plant
field. It is not feasible to display both (almost)
all genes in all experiments. We used the
MapMan ontology to compress the data to
several hundred features, of which most have
a biological meaning. To do this, either an
enrichment analysis or a Wilcoxon test is
performed for every BIN. Thus the question
asked is, if there are more genes upregulated
within each BIN than expected by chance.

Figure 6: MapManWeb
Displayed is a medicago experiment viewed
in a webbrowser
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