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Multi-pathogen detection
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BecA Genomics Platform

Opportunities for genomics and metagenomics research

The Bioinformatics Platform
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ABI 3500-xI

* Genomics
* Viral genomics

« High-performance computing server:

v — 32 total processing cores

— 128GB of memory (RAM)

— 8TB of disk space

— 25TB LTO4 tape backup library
¢ Linux cluster

* 32CPUs (AMD 64-bit)

128 Gigabyte RAM
e >10 terabytes disk storage
| Grid computing
o Parallel applications:
RS (Newbler, MIRA, Celera,
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2e e Metagenomics (Beast, Mr Bayes)
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Simplified Workflow for 454 and Sanger-based
metagenomic projects of bacterial and viral o o . o e e
commnides. s i / Bioinformatics Core Activities
' Statistical support + Training/Capacity Building

= Experimental design — motif finding
) — functional/network analysis

N
mary data analysis — microarray analysis

| — NGSQC, spatial defect removal
— 454 ENpipeline

. Secondary/ddiwnstream analysis
___— Differential expression
rzﬁ—seq peak calling
. — Structural variation, genomic
_b\ rearrangements
/'~ SNP and CN analysis
— /microRNA profiling
— GO _enrichment

+ Data management
— NGS data storage and manipulation

— Data warehouse facilities : databases

*  Software development

— Bioconductor packages: NGS annotation
packages

— Automated NGS analysis packages

« Bioinformatics tools
— Ensembl, Galaxy, Cytoscape
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From Sequence (genomics/metagenomics) to impact
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‘ Global diseases
i surveillance

Vaccine dvipmt
Drug dvipmt
Improved drug
selection

Hiscovery of
new micro-

organisms and

pathways

sustainability

ZImproved Public
health intervention

The BecA Hub team

08 countries, 17 females, 19 males
Australia, Benin, Cameroon, England, Ethiopia, Italy, Kenya, USA
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