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NanoString technology is based on the direct digital detection of nucleic acid sequences using fluorescent 1. Prepare Sample 2. Hybridize 3. Pool 4. Load & Analyze/report

optical color-coded barcode tags. It is designed as a Medium-Throughput technology with each cartridge
holding 12 samples that enables rapid and simple detection of up to 800 DNA, RNA and/or protein targets for Lysate Total Purified RNA.

each sample. We have been conducting alpha testing of a new High-Throughput NanoString assay that is now PlEXSaE RasGSHLS

commercially available under the name of PlexSet. PlexSet enables direct digital detection of up to 24 targets including up to

in 96 samples per run. Sample types can include but are not limited to total RNA from fresh, frozen or FFPE 24 targets % - .
ampe

samples, whole cell lysates, and tissue lysates. Probes are made with target specific sequences and tag
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specific sequences at 5" and 3’ tailing ends. The selected probe sets are mixed and diluted into pools, then
combined with one of the 8 unique barcoded PlexSet TagSets. These probe and TagSet pools combined and
hybridized with their nucleic acid targets, with a distinct TagSet in each row of a 96 well plate. Each of the 12

columns from the 96-well plate is then pooled for processing on the NanoString nCounter Prep Station. The |
Prep Station purifies the target/probe complexes and deposits them in a cariridge for data collection. Data U
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Collection is carried out in the NanoString nCounter Digital Analyzer. Images are collected and processed by
an algorithm which tabulates digital counts for barcode class.
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Some pilot titration experiments are recommended to determine an ideal nucleic acid input range. Like most
NanoString assays, the direct digital quantification (no enzymes or amplification), technical assay controls, high
sensitivity, and easy data analysis make this an ideal alternative to standard gRT-PCR. We will report on our
experience using this technology and why we believe it could easily replace many of the gRT-PCR assays
being conducted. -.Sample 96
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A new High-Throughput NanoString nCounter PlexSet assay is now available.
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