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REST API of PercellomeWeb

REST (Representational State Transfer)
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Research Agenda
» AGCT A Geometric Clustering Tool

» Clustering Percellome data based on similarity of

gene expression profile. Application to TCDD and
TCDF (2,3,7,8-Tetrachlorodibenzo-p-dioxin and 2,3,7,8-Tetrafuran)
chemicals. —
Sample normalization
Dimension reduction on spectral manifold ‘

Unsupervised clustering

» SHOE Sequence Homology in Higher Eukaryote

Phylogenetic footprinting for discovery of transcription

regulation network ‘ e
£:~ 2

Processing data on AGCT

1. RER 5T —F R B ER /7 = — 7 L v NEH#

2. B FHIOBEPE~ YR v X

3. AR Tz % L9 72 1 ZSpectral clusteringZ 179, 8 D ERT BT,
4. % RA972ClusteringiE 4 » THEE LT —2 D5 B %17,

5. fi B Dinteractive visualizationX>scenario FCEZ1T.

Spectral clustering:
PCA : M*N matrix M'M matrix

- Onhogoml .Laplacian matrix to compute
Examples of different network topologies TR e i e
Mouse Stem cell TCDD affected mouse hver cell Influenza affected mouse bronchi cell

»0 TTG4 BEFPE H26FEE #45 2012-02-13 version
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TCDD spectral clustering view
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Gene ontology for 8 TCDD clusters
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Figure228: GO terms for eight clusters obtained by Affinity propagation method on 211 TCDD probes.
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Integration with APO

Adverse Outcome Pathway & 3
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Network-based screening pipeline

Machine learning system B Selected binding mode
(Binding mode selection function) with its score (pKd/pKi)
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