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REST API of PercellomeWeb

User manual
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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 : ¢

3 EERF ®

Processing data on AGCT
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3. AERR Tz % &3 7= [ZSpectral clusteringZ {79, 8% D ERZ BT,
4. % R A7 ClusteringiE & - THtE L CT—2 0581 %17),

5. f& R Dinteractive visualization>scenario FLEZ1T),

. _ Spectral clustering:
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. g
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Examples of different network topologies S Smetion e s pue

TCDD affected mouse hver cell Influenza affected mouse bronchi cell
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TCDD spectral clustering view
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Gene ontology for 8 TCDD clusters
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Figurez% GO terms for eight clusters obtained by Affinity propagation method on 211 TCDD probes.
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Integration with APO
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