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Non abundant biotype detection saturation

= antisense
® sense_intronic
| Aprocessed_pseudogene
+TEC
lincRNA
* miRNA
processed_transcript
snoRNA
=snRNA
® unprocessed_pseudogene
Atranscribed_unprocessed_pseudogene
+misc_RNA
=scaRNA
* sense_overlapping
Apseudogene
+ polymorphic_pseudogene
= transcribed_processed_pseudogene
©rRNA
A bidirectional_ promoter_IncRNA
+ unitary_pseudogene
= |G_C_gene
IG_J,gene
A|G_V_pseudogene
*1G_V_gene
TR_C_gene
transcribed_unitary - pseudogene
ribozyme
TR_V_gene
TR_J_gene
TR_J_pseudogene
macro_IncRNA
TR_D_gene
translated_unprocessed_pseudogene

Depth in millions of reads
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Abundant biotype detection saturation
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Depth in millions of reads



