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Non abundant biotype detection saturation

DK3R2r_C2

o
o
= TEC S
« processed_pseudogene _ A —
A antisense A~
0Iin_cRNA _&
miRNA ) A- -
- processed_transcript _ -
SNoRNA A o
SNRNA ’ =}
= misc_RNA 4 o
by <
« unprocessed_pseudogene / —
A sense_intronic 4
+ transcribed_unprocessed_pseudogene /
=rRNA
scaRNA - "
Apseudogene A~
. transcribed_processed_pse,udﬁgene 8
= sense_overlapping - Lo
- bidirectional_promgter_IncRNA 2
4 polymorphic_pseudogene
+1G_C_geneg”
=|G_D_gen
IG_V_pséudogene
AIG_V dene 0
+TR_& gene o =3
rib6zyme = L‘O_)
_V_gene g N
TR_V_pseudogene u— —
TR_J_gene °
IG_J_gene 8
SRNA 8
unitary_pseudogene @
macro_IncRNA (&) o
transcribed_unitary - pseudogene 8
—
—
o
o
Lo
o
—
a=d- -
= m--8-=cE==RC-T_C §
— -
- - = = == (o2}
s::3::=3 Esidss
- R - S Ay = 0 g 6 .
o
S
[ [ [ [ [ I I o
0.5 1 1.5 2 25 3 3.5
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Abundant biotype detection saturation
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