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Library preparations were run using human gDNA (Promega)
as the input, with the following conditions:
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Conclusions

m  These results demonstrate that the KAPA EvoPlus and KAPA EvoPlus PCR-free workflows can be successfully automated on firefly® to generate lllumina-compatible sequencing libraries.
s KAPA EvoPlus sequencing libraries generated on firefly® are in line with manually prepared libraries in terms of final library concentration and average fragment sizes.
m Libraries prepared on firefly® show consistent library concentration (%CV < 11%) and fragment size (%CV < 1.2%) across a 96-well plate and show no detectable well to well contamination.

NTCs showed no detectable library contamination by gPCR or Fragment Analysis
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