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Analysis of the gCSI dataset in PharmacoDB led to the identification of 181 genes associated

* Bicycles are fully synthetic constrained peptides with
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Figure 4: MTBA agents are more commonly approved in cancer indications with lower relative ABCB1 expression
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from TCGA for patients in MTBA approved cancer indications compared to indications where MTBAs are not approved as determined using a Wilcoxon rank sum test
» Area above the dose-response curve (AAC) was used (*p-value < 2.2e-16).
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“not approved.” (e.g. HNSC was listed as off-label
for paclitaxel but was approved for docetaxel —
HNSC = approved for taxanes).
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