REVOLU

Fire Monkey Is a spin-column HMW extraction kit developed by RevoluGen

* Fire Monkey is a rapid and user-friendly spin column
HMW-DNA extraction kit. It extracts DNA in ~1hr from
pacteria and mammalian cells
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Gram positive bacteria performance; 96-well filter plate adaptation & automation;

15.7Gb at N50: 50.3KB! Filter plate extractions proof of concept!
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15.7Gb at N50: 50KB after 50hrs
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NEW! Fire Monkey protocol doubles HMW-DNA extraction yield and generates ~26Gb at N50: 45.8KB on LSK109/MinION!
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IS an extremely rapid HMW DNA extraction Kit. It extracts average DNA
fragment lengths of between 100-130kb (Femto Pulse), with significantly reduced
numbers of small DNA fragments shorter than 10kb. This results in high throughput
and high N50 values latest protocol doubles extraction yield and pushes
LSK109/MIinlON throughput to 26Gb. Tecan supported automation is in development.
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