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1. Low-level somatic variant detection in tumor FFPE samples by Sanger sequencing
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Ordering information
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BigDye Terminator v1.1 Cycle Sequencing Kit 100 &Ity 4337450
BigDye Terminator v3.1 Cycle Sequencing Kit 100 Ity 4337455
BigDye Direct Cycle Sequencing Kit 100 Ity 4458687
BigDye Xterminator Purification Kit 100 L 4376486
ExoSAP-IT PCR Product Cleanup Reagent 100 )i 78200.200.UL
SNaPshot Multiplex kit 200 i 4323151
SeqStudio Genetic Analyzer SEQ
SeqgStudio Cartridge AB3671

FHFIBoEIBLEEL,,  www.thermofisher.com/seqstudio
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