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Interests

High-throughput genomics data analysis

Data mining tools and methods

Web-based data analytics

Visualization




Principal Partners

* Baylor College of Medicine, Houston
— Functional genomics of social amoeba Dictyostelium
* MRC Laboratory of Molecular Biology, Cambridge
— Genome analytics of neurodegenerative diseases
* University of Pavia, Italy
— Bioinformatics for tissue engineering
* AstraZeneca, Sweden & UK

— Data mining tools in pharmacology
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Orange Scripting

import obiKEGG
import obiGeneMatch

organism = "hsa"

keggorg = obiKEGG.KEGGOrganism(organism)
pathways = keggorg.list_pathways()
geneids = keggorg.get_genes()

print "Organism: %s, Pathways: %d, Genes: %d" % (organism, len(pathways), len(geneids)) SCript in
genes = ["CCR5", "Bcl2", "BRCAL", "LEP"]

matcher = obiGeneMatch.GeneMatcl enes, organism=organism, caseSensitive=False)
matched = matcher.match(geneids

Python

for geneid, genename in matched:
matchedpathways = keggorg.get_pdthways_by_genes([geneid])
print "Gene: %s (%¥s):" % (genen , geneid)
print "\n".join([" %s (¥s)" ¥ (pdghways[p], p) for p in matchedpathways])

1]: run L4-kegg.py
Organism: hsa, Pathways: 213, Genes: 24293
Gene: CCRS (hsa:1234):
Cytokine-cytokine receptor interaction (path:hsa04060)
Gene: LEP (hsa:3952)
. . . Neuroactive ligand-receptor interaction (path:hsa04080)
For each gene in a list, the script Jak-STAT signaling pathway (path:hsa@4630)
. . Cytokine-cytokine receptor interaction (path:hsa@4060)
ﬁnds WhICh Adipocytokine signaling pathway (path:hsa@4920)

. Gene: Bcl2 (hsa:596):
KEGG pathways include them. Apoptosis (path:hsads210)
Focal adhesion (path:hsa®4510)
Amyotrophic lateral sclerosis (ALS) (path:hsa@5030)
Neurodegenerative Diseases (path:hsa01510)
Small cell lung cancer (path:hsa@5222)
Prostate cancer (path:hsa@5215)

Prion disease (path:hsa@5060)
Colorectal cancer (path:hsa@5210)
Gene: BRCA1 (hsa:672):
Ubiquitin mediated proteolysis (path:hsa®4120)
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