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Figure 2. Raw Read of MMQCI Synthetic Controls and human gDNA Conclusions
samples. Raw sequence reads of the targeted areas of the CFTR gene
when amplified with lllumina’s MiSeqDX™ CF 139-Variant Assay. Raw reads @% _ _ L _ -
generated show good coverage for most of the targeted areas for the MMQCI's proprietary matrix and stabilization buffers allow for the synthetic DNA to be maintained
lllumina’s MiSeqDX™ CF 139-Variant Assay. The red circle highlights missing as a stable and reliable control that can be carried through the entire NGS multistep procedures.

sequence for Intron 12 within MMQCI synthetic controls. The poor coverage

for this targeted region results in a ‘No Call’ result for variants in this region : : : : :
when run on the lllumina’s MiSeqDX™ CF 139-Variant Assay due to the lack @% A highly multiplexed, synthetic and well-characterized molecular CFTR QC reference material can

of sequencing reads for this area. be used as a reliable control to monitor highly complex NGS panels for verification, validation or as
a routine control.
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