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27190627]. Preclinical combination immunotherapy studies documented efficacy in
difficult to treat animal models [PMID: 2787404, PMID: 31747946] and an off-the-shelf
human vaccine was developed and has entered clinical trials. The current studies were
undertaken to characterize the breadth of peptides presented by head and neck
squamous cell cancer (HNSCC) and non-small cell lung cancer (NSCLC), as well as the
proteins contained in the DPV-001 vaccine.
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number of antibody responses detected by ProtoArray and PhIP can be explained by the technologies
coverage of the human proteome. PhIP has more than twice the coverage of the proteome, Additionally,
more timepoints were sampled with PhIP. There are also substantial differences in the identity of proteins

identified by ProtoArray and PhIP methods, some of which may be related to the linear versus intact
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lines for NCPs, in addition to further increasing the sensitivity for peptide identification
for both the vaccine components and other lung cancer cell lines.

Figure 3: A. Left — 4 fold increase in serum antibodies recognizing full-length protein at WK 13 measured

by ProtoArray. Right —4 fold increase in serum antibodies recognizing peptides between WK4 and WK19
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