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HMW Tissue DNA Extraction Covaris CryoPREP Circulomics Nanobind
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The high-throughput method for extracting HMW DNA from human tissue Tissue samples are frozen in Covaris tissueTUBEs and rapidly cryofractured Circulomics Nanobind Tissue Big DNA Kit is then used to extract HMW DNA
can be completed in 2h and is easily scaled to large numbers of samples. using the cryoPREP Automated Dry Pulverizer. from the tissue powder using a simple bind, wash, and elute process.

DNA Extraction Results - Size, Yield, and Purity
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Tissue DNA bound to the Nanobind HMW DNA surpassing 300+ kb was obtained from a 25 - 50 mg of tissue was used per extraction and resulted in ample The extractions resulted in high purity samples with near
disk during binding step. variety of human tissue types. DNA for long-read sequencing library preparation. ideal UV ratios.
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short DNA, resulting in significantly enhanced read length N50. Read Length (kb) Read Length (kbj



