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Supplemental Figure 1: Outcomes for five patients treated with immune checkpoint immunotherapy after epigenetic
therapy. (A) Scans for 3 patients (Pt.) with RECIST criteria responses to either PD-1 or PD-L1 therapy. All scan interpretations were
performed by a single radiologist and lesions used to measure tumor shrinkage between pre- and during immunotherapy at specified times
are shown by red arrows (metastasis in the spleen- Pt.1; lung tumor lesions- Pt.2; lymph node in right central chest with metastases —Pt.
2. Green arrow denotes large area of the right lung collapsed behind airway obstruction by tumor and resolving by the 10 month period
after immunotherapy. (B) Spider plot of sequential scan measurements (Y-axis) of lesions relative to time of treatment initiation with anti-
PD-1 or anti-PD-L1 shown in panel (A) by weeks (X-axis) with a decrease of 30% qualifying as RECIST criteria response (green circles).
Blue crosses indicate tumor increase of > 20% qualifying as disease progression. The 24 weeks point denoted by the dashed vertical line
represents a duration of treatment after which disease stabilization is conventionally considered to represent clinical benefit.
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