Data import

= gBase format (.xIs)
Well
(sample) type
Sample (name)
Gene (name)
Ct/Cp
Quantity

= Conversion of proprietary formats into gBase format
Many formats =» Lots of work
Difficulties — errors
Continued adaptation for newer formats

= Universal XML (work in progress)
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XML

XML = Extensible Markup Language
Open format (extensible with future additions)
Identical for all gQPCR users

Facilitates data exchange between
Users
Software packages (e.g. data collection software vs. gBase)

Can be read by everyone
Allows submission of raw data along with publication

Format is still open for discussion ...
gBase@medgen.ugent.be

[Hen-t



XML-format

Experiment

— (Experiment name)

— (Experiment description)

— Run [1]

— (Run name)

— (Run Description)

— Well

— Well Name (or number)
— Sample type {UNKN, NTC, NAC, STD}
—» Sample name

— Gene name

— Ct value
— (Quantity)
— Exclusion
3 Well
3 Run [n]
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