Multipopulational transcriptome analysis of post-weaned beef cattle at arrival further validates candidate biomarkers for predicting clinical bovine respiratory disease
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Supplementary Figure S1: A total of 209.4 million counts from 16,346 annotated genes resulted in a median library size of 43.6 million counts per sample. The x-axis represents each sample colored by their respective treatment cohort (blue: Healthy; red: Treated_1; yellow: Treated_2+). The y-axis represents the library size (number of gene counts). The black horizontal line represents the median library count across all 48 samples (43.6 million).
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