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N RT-PCR "/ FLUIDIGM BIOMARK

Massively parallel real-time PCR machine

Micro-channels are filled

with a sieving polymer
and fluorescence dye.
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Agilent 2100 Bioanalyzer and Caliper LabChip GX General Information

*The MIT Biomicro Center now offers three Roche Lightcycler 480s, a Integrated Fluid Circuit (|FC)
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4 CALIPER v. BIOANALYZER: DNA /" ILLUMINA LIBRARY QUALITY CONTROL

Evaluation of libraries prior to clustering to ensure consistent sequencing results.

Manufacturers’ Specifications .
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’ | NEB 50bp ladder and 21 samples were compared on both the Bioanalyzer and the LabChip. The Ct of library samples is compared to that of a standard curve multiplexed lanes.
O~ Bicanaiyzer  LabChip GX Results indicate the two instruments have very similar behaviors as expected.




