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Abstract No. 259

Comprehensive genomic profiling of tumor models, including patient-derived
xenografts (PDX), cell lines and organoids, is an integral prerequisite for
productive In vivo studies. There are now two leading sequencing platforms from
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Table 2. RNA-Seq/WES/WGS data statistics

Data Type # Base (Gb) GC ratio(%) Q30 ratio(%) | Q20 ratio (%) |Mouse read ratio (%)
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Table 3. Comparison of variant detection result between two
platforms
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