Detected features

1000 1500 2000 2500 3000

500

l
.
CTERRE

GK3R146_CU1

Non abundant biotype detection saturation

BTEC
« antisense
AsnRNA

lincRNA 4

- miRNA /
processed_transcript /
SnoRNA ’

= unprocessed_pseudogene /

* IRNA -

-

Amisc_RNA .

+ sense_intronic P
= transcribed_unprocessged_pseudogene
scaRNA 7
— Apseudogene ~»
« transcribed” processed_pseudogene
= sense_overlapping
« bidirectfonal_promoter_IncRNA
4 polyrorphic_pseudogene
+ traffscribed_unitary_pseudogene
=iG_C_gene
IG_D_gene
A|G_V_pseudogene
+1G_V_gene
TR_V_gene
TR_C_gene
ribozyme
TR_V_pseudogene
TR_J_gene

'd

—  TR_J_pseudogene

unitary_pseudogene
sRNA

TR_D_gene
IG_J_gene

- - -

:
\
\

k
\
1}
\
¥
(]
]
B
\

==

"aamn

+ H-

(]

mn
"

o
oo
n_ 4
mn

+ processed_pseudogene - - =

- - =

=M= 8-

£

Detected features

-------
A A== A

g_

[
it
gt
MR

oW
amm
amm

2

[ I I I I I I
05 1 25 3 35

4 45

I
5 565 6

: ]
65 7

Depth in millions of reads

14000 15000 16000 17000 18000 19000 20000 21000
I l I l I l I |

13000
l

12000
l

—u— global

Abundant biotype detection saturation

—-= protein_coding

e —e--

I I I I I I I I
2 25 3 35 4 45 5 55

Depth in millions of reads

6 65 7



