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Non abundant biotype detection saturation

ETEC
« processed_pseudogene ~ A
Aantisense Ak~ 8
+lincRNA _A- 7 o
miRNA A- - ﬂ
« processed_transcript -
SNORNA /‘f
snRNA ,
= misc_RNA
= unprocessed_pseudogene 4
A sense_intronic 4 o
+ transcribed_unprocessed_pseudogene / o
=rRNA _ g
scaRNA A- - -
Apseudogene -
« transcribed_processed, ps€lidogene
= sense_overlapping
« bidirectional_prométer_IncRNA
Apolymorphic_gséudogene
+1G_C_gengA o
=1G_D_gepe 8
IG_V_pseudogene o™
AIG_V,gene ) —
*TR,C_gene E
rjpozyme =
_V_gene g
TR_V_pseudogene u—
TR_J_gene °
IG_J_gene 8 8
SRNA g o
unitary_pseudogene K N
macro_IncRNA (&)
transcribed_unitary_pseudogene
o
o
o
—
—
o
o
PR =)
—f = = o
A== @---F--B--1 —
-1~ : - & e ===
- - - - - -
EZ=-3=-= -=- =SRPI" —- == == 8
&=z A== c=R-=A=== E§z:2 iy}
a e sge s S 6= 0w, o= b= oqes. &8 == o= &= &R (o2}
[ [ [ [ [ [ [
0.5 1 1.5 2 25 3 3.5

Depth in millions of reads

Abundant biotype detection saturation
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