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RESULTS
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DeCodi-Fi™ was identified as the optimal system by successfully resolving all expansions, Long-read sequencing confirmed that DeCodi-Fi™ amplification

achieving robust amplification in high-GC regions (up to 79.26%) and recovering preserved repeat structure and accurate motif counts, with a high
challenging targets such as the 6.5 kb FMR1 ([CGG]>1000) allele. number of spanning reads.

Optimized protocols reliably amplified difficult expansions across DeCodi-Fi™ successfully amplified human DNA fragments up to 36.4 kb ensuring locus
different patient samples. continuity for large-scale structural variant analysis.

CONCLUSIONS Learn more Download the

We have developed a high-fidelity amplification method using the DeCodi-Fi™ portfolio that robustly about DeCodi-FI™ poster here

enriches long, GC-rich, and repetitive regions. The method successfully resolved all four Er.';_ E
disease-associated expansions, including the 6.5 kb (79.26% GC) Fragile X, while extending o I:-E J':-F iﬁ
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amplification capabilities to 36.4 kb (compared to 8.4 kb with alternative enzymes). By ensuring d

higher coverage and increased spanning reads, this approach facilitates the characterization of 1.
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clinically relevant, challenging regions. These results demonstrate that DeCodi-FI™ preserves E.
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sequence integrity across complex loci, providing a reliable tool for precision long-read sequencing
applications. ' o




