Detected features

1000 1500 2000 2500 3000 3500 4000 4500 5000

500

PH3R15-Ldc10-Ctrl2

Non abundant biotype detection saturation

= pseudogene
« lincRNA
A processed_transcript
+snRNA
antisense
« sense_intronic
miRNA
misc_RNA
=snoRNA
« 3prime_overlapping_ncrna
A polymorphic_pseudogene
*rRNA
= sense_overlapping
IG_V_pseudogene
ATR_V_gene
+TR_D_gene
= TR_C_gene
- TR_J_gene -
A41G_C_gene -
+1G_D_gene ,
"|G_V_gene »
TR_V_pseydogene
/

/
/
/
/

4

& -

nia
|

man
)
1

Lol o
miw

"
"
4] 2 |
"
ni
Wi

L ghnle

4
i

n

n
> m
n
i
R Bk

==

woan
1
nn

m

i

&

1

i

Al

an

an

[ 2

an

an

[ g

Depth in millions of reads
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