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Gapmers with same nucleobase sequence but different LNA patterns
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Diastereoisomeric gapmers with different backbone configurations
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Scanning library (n = ~1000)
spread out across target
using a few standard designs
to identify hits
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Optimization libraries (n = ~500)
tiled closely in a narrow region
using many different designs
to identify leads / candidate drugs

Optimization libraries (n = ~500)
of fully stereodefined gapmers
to identify candidate drugs '
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Cellular activity assays
evaluating target RNA and protein
after treatment with gapmer
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Cellular toxicity assays
for relevant tissues where the
gapmers will accumulate
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