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system for a wide range of RNA inputs (10 to 200 ng), various : , , N ad J9 P Amplified. target-enriched library
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of possible index hopping and contamination. Addition of in-line | . . . e S J . molecular-barcoded NGS libraries
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differentiate fragmentation from PCR duplicates, which 7. Four-tip box holding positions (96/box) reliable and reproducible NGS libraries roode, 3b
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can be used, and PCR cycles can easily be adjusted from the
touchscreen to optimize the |ibrary ylelds Table 1. RNA-XTHS2 Magnis sequencing metrics — 50 ng CGP probe Table 3. RNA-XTHS2 Magnis sequencing metrics — 10 ng SeraCare V4 — Exome V8 probe  Table 5. Magnis intrarun contamination assay — every other well received 10 million copies of Alien6 RNA-Spikeln
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performed using 10 ng of input RNA for all eight samples : : : TR : : — _ ’
(15,000 copies). Every other sample was spiked in with 10 The Magnis NGS Prep system generates highly reproducible, strand-specific libraries using a variety of bait sizes (CGP or Exome V8) from both intact and FFPE RNA samples, with a
million copies of Alien-6 RNA fragment (sequence not present in %|mplle s_etupfand minimal hands—on tlmeM : g | : v high (R=

human genome). Tagman qPCR assay specific for the Alien- orrelation of gene expression between Magnis and manual prep is extremely high (R=0.998).

Magnis detects SeraCare V4 fusions at 10 ng total RNA input level.
RNA was used for the pre- and post-capture samples after the No inter- and intrarun contamination is observed.
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