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Unleashing the potential of DNA

AAmpIe experience T 10 years as sequencing facility

AAt the forefront of NGS:
AHosting state-of-art facilities - s
Alnnovating new protocols ‘ ;-
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Trajectory as NGS hotel manager
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Our sequencing wall of fame
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NGS data = massive output
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Hotel managers = data stewards

ANGS equipment Y Terabyte
ADecision pipeline what data type is kept

b Raw data / intermediate / result

b How long?

b Type storage

D Safety & Security

b Formats / compression
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Hotel challenge: dealing with new standards
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De Novo Genome Map Assembly
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Hotel challenge: dealing with new standards
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Hotels are the umbrella for innovation
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