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260/280 | 260/230 AYR DIN
b | Type | [ngru | 2%/ /230 ng/un [ng/ul] (bp) (bp)
FF 87.6 1.9 1.9 41.7 n.d. 64.6 7.5 |3491->60000| 28534
_ A 1 1
FFPE 388.5 1.8 2.2 417 | 053 133.0 3.6 | 273->60000, 1789
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GeneRead DNA FFPE Kit (Qiagen)

Agilent SureSelect XT v5

DNA mechanical fragmentation (Covaris)

Library Preparation

Hybridization with probes
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Whole Exome Sequencing (WES) workflow

Roche NimbleGen v3

Bead Capture, Washing and Recovery of Captured DNA
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Data analysis

Captured DNA amplification

Alignment (BWA-MEM)

Variant calling (GATK)

BAM Recalibration

Variant Annotation




