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Comprehensive solution for single gene disorders with complex molecular genetics

Comprehensive Analysis of
Thalassemia Alleles

Thalassemia is a group of inherited hemolytic disorders characterized by reduced or absent production of globin chains, involving a spectrum of globin gene
defects. This genetic complexity significantly limits the detection coverage of routine molecular assays, creating blind spots in comprehensive variant profiling.
These limitations can lead to increased turnaround times, higher costs, and added burdens in clinical aspects.

Now, with advances in long-read sequencing (LRS) technologies, it is possible to offer an all-in-one assay capable of detecting a broad spectrum of variants in a
cost-effective manner — Comprehensive Analysis of Thalassemia Alleles (CATSA).

CATSA - LRS Application Built for Commercial Scale
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Streamline detection with CASTA

Complete blood count + Hemoglobin electrophoresis
CATSA

Prospective Multi-Center Study
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Potential Impacts on Prenatal Aspects
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A total of 278 amniotic fluid samples from at-risk pregnancies were collected across 9 s .
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hospitals. PCR-based methods were used for prenatal diagnosis, while CATSA was

performed retrospectively and blindly on all samples. All inconsistent results underwent Email: marketing@xcelom.com 2 Ty
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