Plasma-based exploratory biomarker analysis to evaluate GT0918 in a Phase 1/2 study in mCRPC patients
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Figure 2. ctRNA-based detection of TMPRSS2-ERG
fusions, AR splicing transcripts (A) and TMPRSS2-ERG

Figure 5. Patient 003-007 has similar change in cfDNA yield,
cfRNAYvyield, AR copy number, and mutation frequency.
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