Additional File 2. Mapping of reads to mouse genome (n = 56 samples). (A) Reads per
sample. (B) Quality-filtered reads per sample. (C) Percentage of quality-filtered reads mapped to
the mouse genome (GRCm38/mm10). (D) Average percentage of mapped quality-filtered reads
per strain. (E) Percentage of reads mapped to exonic regions. (F) Average percentage of exonic
reads per strain. In (D) and (F), groups without the same letter differ significantly (P < 0.05,

Tukey honest significant difference).
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