Detected features

1000 1200 1400 1600 1800 2000 2200 2400

400 600 800

200

Non abundant biotype detection saturation

=snRNA
-« TEC
A sense_intronic

| ¢lincRNA

05 1 15 2 25 3 35 4 45 5 55 6 65 7

processed_pseudogene
« antisense
miRNA
processed_transcript
=snoRNA
* misc_RNA
A unprocessed_pseudogene
+ transcribed_unprocessed_pseudogene
=rRNA
scaRNA
A sense_overlapping
+ pseudogene
= polymorphic_pseudogene
« transcribed_processed_pseudogene
Aribozyme
+ bidirectional_ promoter_IncRNA
= unitary_pseudogene
IG_C_gene
A|G_J gene
+1G_D_gene
IG_D_pseudogene
IG_V_gene
IG_V_pseudogene
IG_LV_gene
TR_V_gene
TR_J_gene
TR_C_gene
TR_V_pseudogene
TR_J_pseudogene
sRNA
3prime_overlapping_ncRNA
TR_D_gene
transcribed_unitary_pseudogene
scRNA

\
L}

\
\

LR
i

0L N )

AE3R30_ko

Abundant biotype detection saturation
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