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Abstract Next-generation DNA sequencing technology has become one of the most wilely used genomics tools
and an important tools platform to investigate industrial yeast genome. However, there have not yet been any de-
tail reports concerning how to sequence the genome of industrial S. cerevisea strain. Miseq is a bench-top
next-generation sequencer. Here we reported an efficient self-design protocl of sequencing the genome of
wild-type industrial S. cerevisea strain with Miseq. The key steps of the method include: Preparation of a and o
type haploid of the strain, confirmation of library quality for seqencing with electrophoresis and spectrometric
analysis, sequcencing the genome with Miseq after the library concentration optimization. Our method first deter-
mines the genome library quality by electrophoresis and spectrometric analysis. We have found that DNA frag-
ment of seqencing libary should be 250~850 bp, mainly in the 350~550 bp range and the concentration of the li-
bray was 7~13 ng/nL, and the optimized concentration of library sequenced is 20 pM.
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