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Delaunay triangulation

To evaluate if the obtained graph is reasonable or not, we defined a measure used to filter out

any Delaunay edges between two genes g and g’ for which:

cosTHag. xy) € [7xp/2,7x (1—p/2)] (modr) )
a Cells (triangles) and genes are in bijection, each cell

representing the volume composed of all points closer
to the gene than to any other gene.

if 6 T In the computed structure local consistency is tested.
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Run k-means with k {3..30}

ane AGCT === Cliistering Result Visualization Frame
@ All K-Means Distortions = f(Clustering Number) (regardiess of ~Point) ®(z)

‘All K-Means Distortions = f(Clustering Number) (regardless of ~Point)
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Select the best k which gives the smallest
standard deviation in different runs

ane. AGCT -~~~ Clustering Result Visualization Frame ana AGCT --- [Clustering|Gene] Profile Visualization Frame
@ |_All K-Means Distorsions = ) of -Point) " Wl () g e (&)

All K-Means Distortions = f(K) (regardiess of -Point)
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TCDD and TCDF: PCA on 5 doses

7,881 probes 8,674 probes
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Toxicity equivalency factor (TEE) should be'< 10, about 3 basing on this apalygiﬁs.’, i

2D and 3D visualization of clusters

Expression

Dozes 0, 1, 3, 10, 30
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- Affinity propagation (AP)

A
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Fig. 1 How affinity propagation works.
(8) Affinky propagation is ilustrated for
two-dimensional data points, where nega-
tive Euclidean distance (squared errod was
used to measure similarity. Each point is
colored according to the current evidence
that it is a duster center (exemplar). The
darkness of the arrow directed from point /-
to point k comesponds to the strength of
the transmitted message that point i
belongs to exemplar point £, (B} “Respon-
sibilities” r{j k) are sent from data points to
candidate exemplars and indicate how
strongly each data point favors the candi-
date exemplar over other candidate exem-
plars. (O “Avalabiities” oGk are sent
from candidate exemplars to data points

and indicate to what degree each andidate exemplar 5 avalable as a custer center for the data point. (D) The effect of the value of the input preference
(common for all data points) on the number of dentified exemplors (number of dusters) & shown. The value that was used in () is also shown, which was

non-exemplar
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TCDF Abhd6 cluster
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TCDF Ptplad1 cluster
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New genes/clusters up regulated and
shared by TCDD and TCDF chemicals
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New genes/clusters up regulated and
shared by TCDD and TCDF chemicals
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