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Application of ultrasonic cell disrupter in high— throughput sequencing DNA fragmentation
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Abstract: Objective To investigate the optimal conditions of DNA fragmentation using a ultrasonic cell
disrupter in high—throughput sequencing. Methods Under the conditions of ice bath, and of the diverse ul-
trasonic power, gap/ultrasonic duration, ultrasonic time, and continuous operating time of the instrument, the
DNA was broken with the ultrasonic cell disrupter and then analyzed using agarose gel electrophoresis and the
Agilent 2100 expert_High Sensitivity DNA Assay to determine the effects of both DNA fragmentation and hy-

droxyl methylation immune coprecipitation. Results Under the conditions of ice bath and ultrasonic power of

280W, gap/ultrasonic duration of 5s/5s, ultrasonic time of 18 min, and continuous operating time of the in-
strument of 90min, we could harvest the genomic DNA fragment of 200 ~500 bp for the needs of high —
throughput sequencing.  Conclusion Using the ultrasonic cell disrupter under the optimized conditions, we
can yield the repeatable DNA fragments which can be used to library construction for high— throughput sequen-
cing.
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(hydroxyl) methylated DNA immunoprecipitation
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