Supplementary Table 1: Genomic landscape of patient ctDNA. Individual patient results are shown in rows, and cfDNA identified alterations are shown in each column. All patients had multiple samples analyzed, referred to as the timepoint in which they were collected. The variant allele frequency (VAF) is shown in each cell only when their percentage is = 0.3% for, at least, one of the timepoints. Patients

that presented more than one variant per gene have their percentages listed in the same order for all timepoints. When missing in one or another timepoint a blank s left. Color legend: blue shade, MYC variants; blue, single nucleotide variants (SNV); green, indels (insertions o deletions); red, copy number variants (CNV) and (AMP). NA: not SCR: screening; CXDX: cycle x day X; EOT:
end of treatment.
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Supplementary Table 2: SD patients display a specific pharmacodynamic signature.
Characteristics of the patients used for the pharmacodynamic signature are shown. 102-001
displayed the pharmacodynamic signature at C6 instead of C3. PDAC: pancreatic ductal
adenocarcinoma; NSCLC: non-small cell lung cancer; CRC: colorectal cancer.

Patient ID Cohort Dose (mg/kg)

Tumor type

Timepoint

Response Pharmacodynamic

RECIST 1.1 signature
102-001 3 2,88 Salivary Gland Cce6* SD YES
101-002 3 2,88 PDAC C3 SD YES
103-003 4 4,32 Sarcoma C3 SD YES
101-005 5 6,48 NSCLC C3 SD YES
101-007 5 6,48 CRC Cc3 SD YES
101-008 6 6,48 CRC c3 SD YES
101-009 5 9,72 CRC C3 SD YES
103-002 3 2,88 Mesothelioma C3 PD NO
101-004 4 4,32 CRC C3 PD NO
102-003 4 4,32 PDAC C3 PD NO
101-006 5 6,48 CRC C3 PD NO




