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1 Mouse Data: Per Sample QC outputs

Figure A: Read counts for each mouse sample. The dashed line marks the target of 20 million

reads.
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Figure B: Percentage of uniquely and multi-mapping reads for each mouse sample. The dashed

line marks the 80% threshold for uniquely mapped reads.

Figure C: The percentage of reads mapping to inter- vs. intra-genic regions for each mouse sample.

The dashed line marks the 85% threshold for intragenic mapping.
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Figure D: The percentage of reads mapping to exonic vs. intronic regions for each mouse sample.

The dashed line marks the 80% threshold for exonic mapping.

Figure E: Boxplot of the logarithmized RPKM values for each mouse sample.
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2 Rat Data: Per Sample QC outputs

Figure F: Read counts for each rat sample. The dashed line marks the target of 20 million reads.

Figure G: Percentage of uniquely and multi-mapping reads for each rat sample. The dashed line

marks the 80% threshold for uniquely mapped reads.
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Figure H: The percentage of reads mapping to inter- vs. intra-genic regions for each rat sample.

The dashed line marks the 85% threshold for intragenic mapping.

Figure I: The percentage of reads mapping to exonic vs. intronic regions for each rat sample. The

dashed line marks the 80% threshold for exonic mapping.
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Figure J: Boxplot of the logarithmized RPKM values for each rat sample.
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