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LSCB bioinformatics Core facility

Daily updated In-house repository of approx. |00 public
domain databases (~|10TByte)

Data-integration and data handling

Automatics pipelines for larges scale data-analysis
Network (re-)construction

Large scale visualization tools for heterogenous data
Text-mining using large scale full-text corpora

Setup and maintenance of Scientific Collaboration VWeb-
portals

I T-Infrastructure (201 1): access to 1400 cores with 480

TeraByte of storage, expected to grow significantly over the

next years
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Setup of Scientific Collaboration Portals
TAMAHUD e, BN BT

The Portal for Computational Biology
Bioinformatics data analysis bicalma

FAQS WHO WE ARE CONTACTS

| SienaBiotech | University of Cambridge | TCP Innovation
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Setup of Scientific Collaboration Portals

Access to project data
Collaboration tools (Blog, wiki, document repository)
Access to analysis pipelines
Incorporated visualization tools
Event calendars
Projects:
TAMAHUD: Target and Markers for Huntington disease §s

(FPo)

Systec: non-coding RNA's (BMBF)

EMBL Bio-IT portal (consolidation of EMBL Comp-Bio.
resources)

C. thermophilum: EMBL Structure and Comp.Biol.
project

Beta-JUDO: Beta-cell function in juvenile diabetes and
obesity; FP7-HEALTH

EMBL gggg  hwons
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Multilayer approach to study diseases

Mapping on

— .
cellular networks QCIEEEERC GG M Analysis

variants

(GVVASHIEXT

GCopy number:Variations)

frequency of variants in
healthy and disease

Statistical

Molecular

disease-related
variants

analysis

Rank SNP Loci
1 chrl: 825062
2 chr1:248000001

Projects:

1. COGIE - Complex Genetics of Idiopathic Epilepsies
2. EpiPGX - Epilepsy Pharmacogenomics
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Predicting the effect of mutations in
proteins

His66Arg
P23946: Chymase precursor vy

.« « IVTSNGPSKFCGGFLIRRNFVLTAA H CAGRSITVTLGAHNITEEEDTWQKL. . .
Sequence alignment

NEVLTAAH FIMVTLGAHNIQ
SCGGF NFVLTAAH FIMVTLGAHNIQ
F NF H FIMVTLGAHNIQ
DFVLTAAH SVTVTLGAHNIQ
Feature annotation
Key Begin End Description Structure

l ACT SITE 66 66 Charge relay system,
B ACT SITE 120 110 charge relay system.
l ACT SITE 203 203  Charge relay system,
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Distribution of the Effects of Missense cSNPs on
Protein Molecular Function for the SNP-Disease

eStability 83%
a Binding 5%

oCatalysis 0%

oAllosteric response 1%

g Posttranslational

modification 1%
@ No effect 10%

SNP-disease
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Functional Enrichment of Traits
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