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ABSTRACT RESULTS

Oncomine™ Myeloid Assay GX v2 was developed to be utilized with the automated lon
Torrent Genexus System to profile genomic variants associated with myeloid malignancies.
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Oncomine Myeloid GX v2 Assay yielded robust amplicon — Oncomine Myeloid GX v2 Assay fully covers The Genexus System integrates nucleic acid purification with sequencing and data analysis.
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