PhyloDetect

PhyloDetect provides organism detection from diagnostic microarrays
The web application provides two main processing steps:

* Uploading a layout, which defines the probes present on a given type of
microarray

» Uploading hybridization results

Details of the processing algorithm are described in a paper accepted for publication in the
BIOINFORMATICS journal. We will provide the reference here as soon as it becomes available.

For more information on PhyloDetect please contact: Hubert.Rehrauer@fgcz.uzh.ch




Manage Layouts Page

After login you can:

Access data that you loaded
previously into your workspace

Load Layout files and define a
new layout in your workspace

Load example data into your
workspace



Creating a new layout

A new layout is created by
1. Giving it a Name

2. Providing a Probematch file that
defines which microarray probe
matches which organisms

3. Optionally, provide an Organism
annotation file that gives further
information on the organisms

View the Example files in order to learn
the format required for the
probematch and the organism
annotation file.



Browsing the organism tree

After the upload of the layout
information, PhyloDetect shows the
Probe-Organism Tree computed from
the probematch information.

The tree on the left shows the probes

with probes matching many organisms

being located closer to the root and

probes being specific for very few

organism located at the leaves. Click on All to get
details about the

The list on the right shows the :
organism group

organism IDs attached to each node of
the tree.

The tree can be expanded and
collapsed.

Click on a node
to see only this
node



Loading hybridization outcomes

Clicking on the Add hybridization outcomes link lets you load
the outcomes of a hybridizations of know or unknown
organisms.

A hybridization outcome is loaded by:
1. Giving it a Name
2. Providing a data file holding the outcomes

3. Providing an estimate of the false negative rate of
individual probes in your hybridizations. The choice of this
parameter influences likelihoods computed for each
organism.



Inspecting detection results

For each loaded hybridization the
detection scores for all the
organisms in the tree can be
inspected.

The tree shows addittionally to the probes
and organisms

1. Whether the probe was called
present (bold) or absent (normal) in
the hybridziation

2. The number of present probes out of
the number of matching probes for
an organism group

3. The likelihood that the organism was
present in the sample



