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Acquisition and analysis of mitochondrial genome of Woolly rhinoceros
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NERH002.2.1

® st . 43

® jou: ZARILTH, REAzmE

® Total Reads: 136873423 ® Total Reads: 136873423
® Mapped Reads: 28375010 ® Mapped Reads: 31370775
® Endogenous DNA: 22.04% ® Endogenous DNA: 23.31%
® Coverage: 0.29X ® Coverage: —

® Mean coverage: 0.42X ® Mean coverage: 0.4X
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NERHO002.3.1

Mean Nr.
: 5 Prime |5 Prime |Length |Dedup.
Sample Mapped |nous Mapped |C>T 1st |C>T 2nd |[Mapped [Mapped |Mean Median
Name |Mapping|Reads |DNA (%) |Reads (o(0) cov

NERHOO 13,635, 30,672 0.22  15.4% 6.9%  2.9%  64.21b 25941 0.0X  0.0X
2.3.1 584 D
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FastQC: Mean Quality Scores FastQC: Per Sequence Quality Scores
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FastQC: Adapter Content
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DamageProfiler: 3' G>A misincorporation plot DamageProfiler: 5' C>T misincorporation plot
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