1 Sequencing
Data

>seqs73

S5eq19834

aggtcactete
aattggcatoa || ooc,

get .

Microbial
enomes
éﬂgﬂﬂw

~.library _

D sequences
1 gtegtetgatt..
2 atgetegetacta

ctetegectetyrs

gac...

discovery

tools

RNA
Databases; Gene
miiBase JAnnotation,
nsembl

GENCODE

Pseudogene
Annotation

N
Sl
\p—/

exRNA
transcription

True Positive Rate

5

Fseql

L b

|

ol o

RNA
editing
sites

False Positive Rate

\D Pro';ein >
pcress NDatggeses,

5
L ® Mapped reads () Mapped reads remove rRNA and tRNA reads
“w 4
B
[
- 9
S 34 !
!
ES
5 § 2 | .
o e
a2 = -
] I
o 1 1
& C R L LRP ISP I LI P I LR EF PP
,o“o»“ & & ,c%', ,f@" & v",@“”a" ,L‘é ’be & & f@“" 2 &0 F o&"é ,¢€ & Jéfo
& & k‘&\f‘@ & by & ,«%Q\&&O @¢€p & & “A‘e,\\£ @6\@' Lol i@ *y:pmd,v & ¢
& Lt ""\é‘& oo o ﬁi"&& ¥ & « v“"\ &"QC“ ¢ S
& & A

&8
Archaea

AAGOOAGAAGAOAGAA \
AKALNA

sScale S kb { haig
chri9: S6,000, 000| 56,005, 098]
RPS11
U3SE |
4 _ Flacental Mammal Basewise Conservation by FhyloP

Mammal Cons

T iy S IY W S ONEIY MU 1 O

-4
Digital DNasel Hupersensitivity Clusters from ENCODE
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Open Chromatin by DNasel HS from ENCODE/OpenChrom(Duke Universitu)
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ENCODE Histone Modification Feaks and Signal based on Uniform processing pipeline
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ENCODE Transcription Factor ChIP-seq Peaks and Sighal based on
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Uniform processing pipeline
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