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Figure S4. SCLC vs. NBL concordance of NE score association with omics, drug sensitivity, and dependency data

For each dataset, we correlated each feature with NE scores in SCLC cell lines to obtain a set of correlation coefficients (x-axis
values); we also generated such values for NBL cell lines (y-axis values). Correlation from correlating SCLC results and NBL results

was further conducted to summarize an overall concordance metric “r” for each dataset. Parameters printed at the upper left

quadrant of each plot: n.SCLC, the median number of SCLC cell lines in correlation; n.NBL, the median number of NBL cell lines in
correlation; n.feature, the number of features in the dataset; r, Pearson correlation coefficient from correlating x-axis and y-axis

values, representing concordance between SCLC and NBL NE score correlations.




