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Characterization of transcripts
 based on splice junctions



Gene characterization
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# Isoforms Per Gene 1 2−3 4−5 >=6

Distribution of number of isoforms
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Transcript type MultiExon MonoExon

Distribution of mono/multi exon transcripts
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Adenine enrichment downstream TTS (intra primming)
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Structrual Isoform characterization
based on splice junctions
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Adenine enrichment downstream TTS (intra primming)
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Length distribution of matched reference transcripts
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Splice junction characterization
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canonical non_canonical

Non canonical transcripts are those with at least one non−canonical junction

Distribution of transcripts by splice junction category
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Full−lengthness characterization of isoforms
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Quality control attributes
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Quality control attributes across structural categories


