REVOLU

Fire Monkey/Fire Flower is a spin-column HMW extraction & size selection kit developed by RevoluGen.

Fire Monkey takes ~1hr and produces N50s of over 50Kb for mammalian cells, and up to 20Gb for bacteria. Complete chromosome assembly and full plasmid
recovery can be achieved with 50x coverage using fragments >122kb, and 1000x coverage after one polishing step.
Fire Flower is a ~15mins spin column process that can be used for size-selection of already extracted DNA and can more than double N50 values and reads

above 100kb.
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Escherichia Coli cells pre-treated in 100ul of 1x DNA/RNA Shield (Zymo
Research) used to extract DNA. Fire Monkey Fraction B generates 20Gb+
and >6,000 100KB+ reads at Q7 on LSK109/MinlON. Long reads are less
reliant on the cold chain.
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An E.Coli Fire Monkey extract ran on LSK109 enabled a complete assembly
with ~1000x coverage of the chromosome (Flye, Q7) and recovery of a
~130kb plasmid (Q7, ~1000x coverage) using LSK109.
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Informatics performed by Dr Gemma Langridge, Quadram Institute Bioscience, United Kingdom.

2x Fire Monkey horse genome (2.7Gb) fraction B replicates, concentrated by Fire Monkey horse genome (2.7Gb) fraction A generates N50~62KB and
evaporation, generate 15.5Gb, N50~61KB and >20,000 100KB+ reads on >6000 100KB+ reads on R10/LSK109/MinlON, no post-extraction size

LSK109/MinlON, no post-extraction size selection. Single nuclease flush. selection. Yield at 4.4Gb but nuclease flushes can push it higher.
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Fire Flower size selects on up to 200ul of extracted DNA. Fire Flower 15mins of Fire Flower treatment on a very challenging DNA input sample
increases the % of molecules above 30kb and ~doubles most long read more than doubles average read length and N50 values.
metrics. (Results from 48hrs runs on LSK109/MinION). (Results from 48hrs runs on LSK109/MinlON).
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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.
size-selects already extracted DNA (process time ~ 15 mins)
It can more than double N50 values and reads above 100kb.
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