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Figure 3. Expression of PD-L1 in blood and tumor samples on NSCLC donors. A Representative image of IHC staining for PD-L1
expression. PD-L1 expression was found on only one sample by Tumor Proportion Score (TPS), which does not account for immune
cell staining that may be picked up by RNA analysis. B PD-L1 gene expression was low in both PBMC and tumor samples. C There was
no correlation in the RNA expression of PD-L1 in PBMCs vs tumor tissues. D Gene expression of PD-L1 did not correlate with TPS
scores for protein expression by IHC which may be due to PD-L1 expression on immune cells or larger portions of tissue being tested.

Figure 5. Correlation of immune cell density and expression of Siglec-15 and PD-L1 RNA. A Cell scores are generated by
ROSALIND using a Nanostring algorithm. B Siglec-15 gene expression correlated with increased immune cell scores in both
PBMC and tumor samples. C PD-L1 gene expression correlated with increased immune cell scores in tumor but not PBMC
samples.
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