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S$10 Fig. Allele-specific expression on simulated KM55 data. Neo-X and neo-Y reads were simulated at
three different coverage ratios: 10x:5x (2-fold), 10x:8x (1.25-fold), and 12x:10x (1.2- fold). Fold-difference
of allele specific read counts at each gene are plotted in log scale. Red dotted lines demarcate the median
fold differences, and black dotted lines mark no expression difference. Across multiple levels allele-specific
differences, our current pipeline is able to recapitulate the expected ratios, indicating that the lack of neo-X

bias is not due to poor sensitivity in our pipeline.




