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Raw Read Count

Features identified in CytC vs TotalRNA
Raw read counts displayed
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Features identified in CytC vs TotalRNA
Normalised to reads per million (RPM)
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Reads Per Million (RPM)

Feature Barplot
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Sample Distance Matrix
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No. of features identified by each tsRNAsearch method (total=99)
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Slope Results
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Slope score
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Coverage (reads per million)
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Coverage (reads per million)

Val (plot of multi-mapping reads where isoacceptor could not be identified)
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Coverage (reads per million)

Glyccc
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Coverage (reads per million)
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LysCTT
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Coverage (reads per million)

ArgTCT
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Coverage (reads per million)
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ArgCCT
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Coverage (reads per million)
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Coverage (reads per million)
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Coverage (reads per million)

AspGTC
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Coverage (reads per million)
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Pro (plot of multi-mapping reads where isoacceptor could not be identified)
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Coverage (reads per million)
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Coverage (reads per million)
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Coverage (reads per million)

ValAAC
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Coverage (reads per million)
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Coverage (reads per million)

Arg (plot of multi-mapping reads where isoacceptor could not be identified)
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ncRNA

Slope score
Max number of features shown = 20
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Mir5099 (ENSMUSG00000092998)
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Coverage (reads per million)
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Coverage (reads per million)
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Coverage (reads per million)
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Coverage (reads per million)
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Coverage (reads per million)
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Coverage (reads per million)

Snord95 (ENSMUSG00000064780)
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Coverage (reads per million)
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Coverage (reads per million)

Snord72 (ENSMUSG00000077737)
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Coverage (reads per million)
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Gm23344 (ENSMUSG00000065752)
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Snord69 (ENSMUSG00000077212)
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Coverage (reads per million)
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Snord80 (ENSMUSG00000065735)
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Coverage (reads per million)
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Gm24357 (ENSMUSG00000064797)
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