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P Differential Expression in Two Groups

. Ghoose where ta run

. Select at least 1

exprassion sample

. Settings

. Configure normalization

method

. Configure filtering and
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. Result handling

Help Feset
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[ Workflow Result Metadata
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4l

Q- |<enter search term>
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3. Result handling
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]
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28 SRREIE4EED (trimmed) {LUMI reads, erouped on mature, annotated)

£ SRREIE4RST (trimmed) (UMI reads) batch

- SRREIE4ES T (trimmed) (UMI reads, erouped on custom databases)
]

% SRREIS4EST (trimmed) (UM reads, erouped on mature, annotated)

55 SRREIG4EE2 (trimmed) {UMI reads) batch

B8 SRREIE4EE2 Ctrimmed) (UM reads, erouped on custom databaszes)
iz

-8 SRREIG4EE2 (trimmed) (UM reads, grouped on mature, annotated)
E Wiorkflow Result Metadata

LG _References
E etadata

] Batch

Fezet

Selected elements (6)

SRREAS4GEG (trimmed) (UMI reads,
SRREIS4G6E (trimmed) (UMI reads,
SRREIE4ET2 (trimmed) (UMI reads,
SRREIE4E20 (trimmed) (UMI reads,
SRREIS461 (trimmed) (UMI reads,
SRREIS4682 (trimmed) (UMI reads,

EEEEERE

grouped on
grouped on
grouped on
grouped oh
grouped on
grouped on

mature)
mature)
matura)
matura)
mature)
mature]
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Rows: 30,426 Filter to Selection= Filter
Matme Sequence Ciount Ambiguous
hza-miR-44 84 84z 5 A AAAAGECEEGEAGAAGCCOC 1 Mo
hea-miR-5b48h-3pce T13G0a AAAAACCECAATEACTTTIG 0 Mo
hza-miR-hd8h-3pcaca AAAAACCECAATTACTTTIG 0 Mo
hea-miR-5d8h-3pce A 4G Ea AAAAACCECAATTGCTTTIG 0 Ma
hza-miR-hd 8h-3pca 8100 2a ABAAACCECCATTACTTTIG 0 Mo
hza-miF-bd8ac e g AAAAACCEECAATTAGTTIT 0 Ma
hza-miR-461a.8As ABAAACCETTACCATTACTGEAETT 0 Mo
hza-miR-461a s T AAAAACCETTACCATTACTGAGTTT 0 Ma
hza-miR-bd%e-3pca AAAAACTGAGACTACTTTIG 0 Mo
hza-miR-hd8=-3n AAAAACTEAGACTACTTT TGGA 0 Ma
hea-miR-5d8ag-3pce A10CC ABAARACTGCCATTACTT TG 0 Mo
hza-miR-hd8e-3p A0 A AAAAACTEHGEACTACTTT TGS 0 Mo
hza-miR-320bGEA A AAAAACTEEETTGAGAGGEESA 0 Mo
hza-miR-320a-3p GhA A4 AAAAACTEHEETTGAGAGEECGEAAN 0 Mo

E E F:.F:.Ei !;I 5 4 Ei Ei E I:: IED m I F:. EDL-IHtE::I hea-miR-320a-3p GRAA2IT AAAAACTEEETTGAGAGGEOGT 0 Mo
hza-miR-hd8be o AAAAACTETGATTACTTITE 0 Mo
hza-miR-hd 8he & AAAAACTETGATTACTT TGOS 0 Ma
hza-miR-44 84 A= 4200 AAAABEECEEGAGAAGCCCOG 0 Mo
hza-miR-4484 s 420G G AAAAAGECEEGEAGAAGCCC GG 1 Mo
hea-miR-12136gs co ARAAAGTCATGGEAGE 0 Mo
hza-miF-12136g= ARAAAGTCATGEAGGCS 0 Ma
hea-miB- 121362 AT ARAAAGTCATGGAGGCCAT 0 Mo
hza-miR-461a 8= TIC T A AAAACCECTACCATTACTEAGTTTA 0 Mo
hea-miR-1537-3p1 AAAACCETCTAGTTACAGTTG 0 Mo
hza-miR-1537-3p AAAACCETCTAGTTACAGTTGET 0 Mo
hza-miR-1537-3p G 16T ABAACCETCTAGTTATAGTTGT 0 Ma
hza-miR-461afs T17C 1 AAAACCETTACCATT ACCEAG 0 Mo
hza-miR-451a fs 1t ABAACCETTACGATT ACTGAG 0 Ma
hza-miR-451a Azt ABAACCETTACCATTACTGAGT 0 Mo
hza-miR-451a fs AAAACCETTACCATT ACTGAGTT 0 Ma
hza-miR-451abs T ABAACCETTACGATTACTGAGTTT 0 Mo
hza-miF-461a 8 GUIT AAAACCETTACTAT TACTGAGTT 0 Ma
hea-miF-481a b= CUITT AAAACCETTACTATTACTGAGTTT 0 Mo
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P Differential Expression in Two Groups

1. Choosze where to run

2. Select at least 1
expression sample

3. Settings

4. Configure normalization
mathod

b. Configure filtering and
outliers

B, Result handling

Help Feset

Select at leazt 1 expreszion zample
Mavigation Area
Q- [<enter search term

ql

- ﬁ SRREIS46T2 (trimmed, trimmed) batch
’_r (5 SRREIG4E30 (trimmed, trimmed) batch
E3 [ SRRAI54681 (trimmed, trimmed) batch
"r 5 SRREQG4682 (trimmed, trimmed) batch
----- - Workflow Result Metadata

5 UM

ﬁ novel miBMA

F3 SRRES546E5 (trimmed) (UMI reads) batch

SRRAEIG4EED (trimmed) (LUMI reads) batch

+ SRREA54680 (trimmed) (UMI reads) batch

B SRRAI54631 (isomiR counts)
5 SRREI54ES1T (trimmed) (UMI reads) bateh

+-[5 SRREI54682 (trimmed) (UMI reads) batch
----- E Work flow Result Metadata

5 _References

Metadata

Genomes

E Homo_zapiens_hg 19-2022-09-15-09-23

E annorhabdltls _elegans-2023-04-07-11-38

I A annA AR 4R dn An

[ Batch

Previous
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7@(3"!’1:3)

LABED) (S

Selected elements (3

B3 SRRAIS4EES (izomiR counts)
B SRREA5466S (isomiR counts)
B SRRAA54672 CisomiR counts)

Mext Finish Cancel

S g N TCIEE

A —ELTE (&,

B Differential Expression in Two Groups

Settings
1. Choose where to run

2. Select at least 1
expreszion zample

3. Settings

4. Configure normalization
method

b, Configure filtaring and
outliers

6. Result handling

Control group setup

Filgeng

biosciences & nanosciences

Gontrol group expressions B8 sunts), SRREISAEST (iomiR counts). SRRBIEEE2 (isomiR counts) | [

Help Fezet
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unmapped readDBYY E>

\

F—AINR—-ZX DB E> oz — Rz, 5 ARSI EICRYVE> DT3B,
=% Map Reads to Reference

B Map Reads to Reference

. Choose where to run

ra

Select sequencing reads

I

. References

-

. Mapping options

@

. Result handling

Help Reset

Select sequencing reads
Navigation Area

4l

Qi Genter search term>

rovel miRNA

xtracted annotations subset

Extracted annotations

[ SRREUSHEES Ctrimmed) (UM reade) batch-1

|5 SRRAAG4REE (trimmed) (LM reads, unmapped reads) batch
|5 SRREYB4EER (trimmed) (LM reads) batch—1

5 SRROU5466 (trimmed) {LIMI reads, unmapped reads) batch
SRREIG4672 (trimmed) (UMI reads) batch—1

5 SRREA54672 (trimmed) {IMI reads, unmapped reads) batch
[ SRREISES0 Ctrimmed) (UMI reads) batch-1

|5 SRRAAG468M (trimmed) (LM reads, unmapped reads) batch
|5 SRREYG4ES 1 (trimmed) (UM reads) batch—1

5 SRROU54681 (trimmed) {LIMI reads, unmapped reads) batch
SRRAIG4632 (trimmed) (UMI reads) batch—1

-5 SRRAY54682 (trimmed) (LIMI reads, unmepped rsads) batch
[ SRRO954665 (trimmed) {UMI reads) batch

SRREIGAEES (trimmed) (LMI reads)
SRREIG466S (trimmed) (UMI reads) batch
SRREYS4EES (trimmed) (UMI reads)
SRREYSAE72 (irimmed) (UM] reads) batch

Selected elements (6)

SRREIG4GES (trimmed) (UM reads,
SRREIG4G6S (trimmed) (UM reads,
SRRA354672 (trimmed) (UM reads.
SRRE964680 (trimmed) (UMI reads,
SRREIS4ERT (trimmed) (UM reads,
SRREIG4GE2 (trimmed) (UM reads,

unmapped reads)
unmapped reads)
unmapped reads)
unmapped reads)
unmapped reads)
unmapped reads)

[ Batch

Previous Next Finish

Cancel

Quantify miRNAY —)LTH A ENzunmapped read>—45%Z1ETE

P Map Reads to Reference

ra

Feferences
. Chooze where to run
. Select sequencing reads
. References
. Mapping options
. Result handling
Feferences

References % Homa_sapiens_sequence he38_no_alt_analysis_set

Reference masking

o

() Exclude annotated
(O Include annotated only

Mazking track

Help Feset Previous Mext

RIC. ENTJ LT —HZIEE

Finish

Filgen
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Cancel
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o 93,847,800
I

12040
SRRE954668 (trimmed)

[Reads)

325,821 reads
3CGTAATGGATAGCGCATTGE
sSCGCAATGGATAGCGCATTGGA
SCGTAATGGATAGCGCATTGG
T
SCGCAATGGATAG
sSCGCAATGGATAGCGCATTGG
SCGCAATGGATAGCGCATTGGA
sSCGCAATGGATAGCGCATTGGA
SCGTAATGGATAGCGCATTGG
ICGCAATGGATAGCGCATTGGATTTCTA
SCGCAATGGATAGCGCATTGG
sSCGCAATGGATAGCGCATTGG
SCGCAATGGATAGCGCATTGG
sSCGCAATGGATAGCGCATTGG
SCGCAATGGATAGCGCATTGG
sSCGCAATGGATAGCGCATTG
SCGCAATGGATAGCGCATTGGAGTTCTA
sSCGCAATGGATAGCGCATTGGA
T
T

sSCGCAATGGATAGCGCATTGG
sCGCAATGGATAGCGCATTGG

sSCGTAATGGATAGCGCATTG
sSCGTAATGGATAGCGCATTGG
sSCGTAATGGATAGCGCATTGG
sSCGTAATGGATAGCGCATTGG
sCGCAATGGACAGCGTATTGG
sSCGCAATGGATAGTGCATTGGA
sSCGCAATGGATAGTGCATTGG
sSCGCAATGGATAGTGCATTGG
sCGCAATGGATAGCGTATTGG
sSCGCAATGGATAGCGTATTGGATTTCTA
T

932.,847.620
I

p-d
T

X
-

X ]

=
— ==

A AA—A—A A~ A==

B I p-d
=== ==
OOO0O0O000 O-d49444
TEEEEFEEFEDEEEE

T
= i e i e i e S S _'I.'—\- B = P I O _'I.'—\- _'I.'> > _'I.'>

T

=

——

===

O0000
'|_'.\-

_'I.'—\-

g

p-d

X

-

-

.'I.'>

_'I.'> E

unmapped readDBYY E>SD
== SRREIS4E6S (trimmed) (Feads)
Na\Egation overyview: Chromozome 1 : N l B

92,547,840 932,547,680
I I

AGGTTCCGGGTTCGAGTCCCGGCGGAGTCG
GTTCCGGGTTCGAGTCCCGGCGGAGTCG
GTTCCGGGTTCGAGTCCCGGCGGAGTCG
GTTCCGGGTTCGGGTCCCGGCGGAGTC
GTTCCGGGTTCGAGTCCCGGCGGAGTCG
ATTCCGGGTTCGAGTCCCGGCGGAGTCG
GTECCGGGTTCGAGTCCCGGCGGAGTCG
GTTACGGGTTCGAGTCCCGGCTGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG

GTTTCGGGTTCGAGTCCCGGC
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
GTTTCGGGTTCGAGTCCCGGCGGAGTCG
AGGTTTCGGGTTCGAGTCCCGGCGGAGTCE
AGGTTTCGGGTTCGAGTCCCGGCGGAGTCG
AGGTTTCGGGTTCGAGTCCCGGCGGAGTCG
GGTTTCGGGTTCGAGTCCCGGTGGAGTCG

T

TTCAGGGTTCGAGTCCCGGCGGAGTCG
TTCGGGGTTCGAGTCCCGGCGGAGTCG
#LGGTTCTGGGTTTG \GTCCCGGCGGAGTCG
AGGTTCTGGGTTCGAGTCCCGGCGGAGTCG
AGGTTCTGGGTTCGAGTCCCGGCGGAGTCG
AGGTTCTGGGTTCGAGTCCCGGCGGAGTCG
AGGTTCTGGGTTCGAGTCCCGGCGGAGTCG
AGGTTCTGGGTTCGAGTCCCGGCGGAGTCG
#LGGTTCTGGGTTCG \GTCCCGGCGGAGTCG

I

i e e =

T

=l e s i e i

T

I
OOOOOOOOOODOOOOOOOO

G LNy E>TEND
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I~ Create Mappine Graph

P Create Mapping Graph Tracks

1. Chooze where to run
2. Select a reads track

3. Select graph tracks to
create

4. Result handling

Help Reset

Select a reads track
Mavigation frea

4l

Q- [<enter search term>

[ Workflow Result Metadata
-l miRMA_AML tutorial
£ Binning
= E mi RNy

----- E miRMNA_AML_tutorial

E| EF‘ no LML
-5 SRREI54RES (trimmed, trimmed) batch
[ SRREYSAEES (trimmed, trimmed) batch
T SRREIS4ET2 (trimmed, trimmed) batch
-5 SRREA54630 (trimmed, trimmed) batch
[
[E

i SRREI54E81 (trimmed, trimmed) batch

i[5 SRREI54EE2 (trimmed, trimmed) batch

----- E Wiork flow Result Metadata

& E UM

EHES nowel miRNA

£ SRREI546ES (trimmed) (UMI reads) batch-
[ SRREI546ES (trimmed) (UMI reads, unmap

W

£ SRREIS4668 (trimmed) (UMI reads) batch-
£ SRREI54668 (trimmed) (UMI reads, unmap
[ SRRES54672 (trimmed) (UMI reads) batch-
£ SRRES54672 (trimmed) (UMI reads, unmap
= SRRGIG4EED (trimmed) (Feads)

£ SRREIS4EED (trimmed) (UMI reads) batch-
[ SRREIS4680 (trimmed) (UMI reads, unmap
ﬁ SRR8954881 (trlmmed) (UMI reads) batch-

4 »

[l Batch

Previous

Ny ESDOF—5ZIEE

Selected elements (1)

= SRREIGAEES (trimmed) (Reads)

Mext Finizh Cancel

P Create Mapping Graph Tracks

Select eraph tracks to create
1. Choosze where to run

2. Belect a reads track

3. Select graph tracks to
create

Graph tracks
B Read coveraze

] Nat—zpecific read coverage
(
(
(
(
(

4, Result handling

| Specific read coveraze
| Unaligned ends coverage
| Mon=perfect read coverage

| Paired read coverage

Help Resat

biosciences & nanosciences )

Previous Finizh Cancel

“Read coverage”"7#i&iR
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biosciences & nanosciences

I~ SRREA54668 (trimmed) (Read coverage)

MNavigation overview: &l chromosames (195, only first 100 shown)

|
0,000,000 100,000,000 150,000,000 200,000,000
I | | |
12040
SRRG954668 (trimmed)
(Read coverage)
- o b _ A a.a ‘ a

FINLy TS5 THMERRENSD
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Ll |

- Identify Graph Threshold Areas

.| |dentify Graph Threshold Areas

1

2.

3.

4

Select graph track
Parameters

Reasult handling

Help

Select graph track
Mavigation Area
Q- |<enter search term?

. Choose where to run

4l

Selected elements (1)

+ﬁ SRREIG4EET {trimmed, trimmed) batch
£ SRREI54682 (trimmed, trimmed) batch
; - Workflow Result Metadata
_E ML

=5 novel miRMA

- -5 SRREI546ES (trimmed) (UMI reads) batch-1
=-F5 SRREQﬁdEEﬁ (trlmmed) (M reads, unmapped te

SRREQS-iEEB (trlmmed) (UMI reads) batch 1
SRREIS4EES (trimmed) (UMI reads, unmapped re
H-[7] SRRAEIE4ET2 (trimmed) (UMI reads) batch—1
£ SRRAEI54E72 (trimmed) (UMI reads, unmapped re
4, SRREISES0 (trimmed) {Fead coverage)
SRREI54680 (trimmed) (UMI reads) batch—1
+ﬁ SRREISAEE0 (trimmed) {UMI reads, unmapped re
+ﬁ SRREI54E8T (trimmed) {UMI reads) batch-1
+ﬁ SRREISAEET (trimmed) {UMI reads, unmapped re
+ﬁ SRREIS4EE2 (trimmed) (UMI reads) bateh—1
+ ﬁ SRREIEAEE2 (trimmed) {UMI reads, unmapped re

+-{5 SRREIGAEES (trimmed) (UM reads) batch
+-{5 SRREISAEES (trimmed) (UM reads) batch
+-{5 SRREISAET2 (trimmed) (UMI reads) batch
+-{5 SRRE9IS46S0 (trimmed) (UM reads) batch
-5 SRREISAEST (trimmed) (UM reads) batch
+-[7 SRRE9546382 (trimmed) {UMI reads) batch

[ Batch

Fezet

l~4, SRRAYEAEES (trimmed) (Read coverage)

Presious

et Finizh Cancel

SEtHOD Filgeng

biosciences & nanosciences

B Identify Graph Thresheld Areas X

Parameters
1. Ghoose where to run

2. Select eraph track

3. Parameters

4. Result handling Threshold parameters
Window size |1

@ Use lower threshold
Lower threshald | 100]

[ Use upper threshold
Upper threshold | 1000.0

Fegion parameters
© o restriction
() Exclude annotated

() Ihclude annotated anly

Region track jin

Help Feset Previous Mext Finizh Cancel

Use lower threshold(CF T w2 % ATl [EZIETE
CCTIEUEULTOHI\LY ZOEREZ R 1720
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S SRREYS4EES (trimmed) (threshold)

Filgeng

biosciences & nanosciences

Riowes: 176 Table view: Genome Filter to Selection- Filter
Chromozome Regian Matme COrigin graph Window size Lowwer threshold  Upper threshold  Average walue..
1 R30332 FA0AR2 threshold SRREAR4ERE (trimmed) (Fead coverage) 1 200000 (rore) 2320487
1 F30904.6230923 threshold SRREIS4ERS (trimmed) (Fead coverage) 1 2,000.00 {none) 235060
1 16514122 16514137 threshold SRREAR4ERE (trimmed) (Fead coverage) 1 200000 (rore) 219831
1 16666 TS0 16666300 threzhold SRREI5466E (trimmed) (Fead coverage) 1 2,000.00 {none) 2133714
1 16740664 16740679 threshold SRREAGAERR (trimmed) (Fead coverage) 1 200000 {rore) 216806
1 16896128, 16896143 threzhold SRREI5466E (trimmed) (Fead coverage) 1 2,000.00 {none) 213675
1 44770420 44770455 threshold SRREAGAERR (trimmed) (Fead coverage) 1 200000 {rore) 4596 11
1 03847631.93847607 threzhold SRRGI5466E (trimmed) (Fead coverage) 1 2,000.00 (none) 1168700
1 143699457 143690470 threshold SRREAGAERR (trimmed) (Fead coverage) 1 200000 {rore) 206621
1 143720407 143720422 threzhold SRRGI5466E (trimmed) (Fead coverage) 1 2,000.00 (none) 211850
1 144560666 144560681 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 2 166 69
1 145167167 145167170 threzhold SRRGI5466E (trimmed) (Fead coverage) 1 2,000.00 (none) 24971
1 145465617 145465632 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 217188
1 146036692, 146036723 threzhold SRRGI5466E (trimmed) (Fead coverage) 1 2,000.00 (none) 4,390 50
1 146376955 146376970 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 215962
1 161443317, 161443330 threzhold SRRA6I6466S (trimmed) (Fead coverage) 1 200000 (none) anan
1 161447268 1R1447299 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 445981
1 161464648 161464679 threzhold SRRA6I6466S (trimmed) (Fead coverage) 1 200000 (none) 480688
1 161462059 161462090 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 455825
1 161465482 1614604592 threzhold SRRA6I6466S (trimmed) (Fead coverage) 1 200000 (none) 202027
1 1614694239 1R 1469470 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 448775
1 173864152 173864178 threzhold SRRA6I6466S (trimmed) (Fead coverage) 1 200000 (none) 22121
1 204506527 204506545 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 3,529.00
1 204507030, 204507063 threzhold SRR6I6466S (trimmed) (Fead coverage) 1 200000 (none) 231388
1 204507084 204507102 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 3,496 89
1 228BREZ28R 228RBE20] threzhold SRR6I6466S (trimmed) (Fead coverage) 1 200000 (none) 2,996 68
1 228610267 228610285 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 302753
1 J2BG12508. 228612626 threzhold SRR6I6466S (trimmed) (Fead coverage) 1 200000 (none) 288363
1 228614749 228614767 threshold SRREIGAERE (trimmed) (Fead coverage) 1 200000 (rore) 292963
1 228616990, 228617008 threzhold SRR6I6466S (trimmed) (Fead coverage) 1 200000 (none) 303300
1 228619231 228619249 threshold SRREIGAERR (trimmed) (Fead coverage) 1 200000 {rore) 294737

G AR SEZERES M SN, 77 ) TF—23>F—FELTHDEND
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BRIZK D H

'5'\’# Extract Annotated Fegions

P Extract Annotated Regicns

1. Chooze where to run

2. Select annotated

sequences OR a track of
annotations, variants or

statistical comparisons

3. Set parameters

4. Result handling

Help

Reset

Select anmotated sequences OR a track of annotations, wariantz or statiztical comparizong
Mavigation frea
Q- |<enter zearch term>

-

= SRRAEIG4AED
-3 UMI

—E navel miRMNA

Extracted annotations subszet

Extracted annotations

+ﬁ SRREISHEES (trimmed) (UM reads) batch
+ﬁ SRREISHEES (trimmed) (UM reads, unmay

+ﬁ SRRAEIGHEES (trimmed) (UM reads) batch
+ﬁ SRRAEISHEES (trimmed) (UM reads, unmay
+ﬁ SRREISET2 (trimmed) (UM reads) batch
+ﬁ SRREISHET2 (trimmed) (UM reads, unmay
&S E SRAGYB4ESN Ctrimmed) (threshold)

+ﬁ SRREISAEE0 (trimmed) (UM reads) batch
+ﬁ SRREISAEE0 (trimmed) (UM reads, unmay
+ﬁ SRRAEIG4EST (trimmed) (UM reads) batch
+ﬁ SRREISHEST (trimmed) (UM reads, unmay
+ﬁ SRRAEIGHEE2 (trimmed) (UM reads) batch
+-[5 SRREI54682 (trimmed) (UMI reads, unmar
= A, study va. contral

£ SRREIE4EES (trimmed) (UMI reads) batch
SRREIS4GES (trimmed) (UM reads)

£ SRREIE466S (trimmed) (UMI reads) batch
SRREIS4GES (trimmed) (UM reads)

£ SRREIE4E72 (trimmed) (UMI reads) batch

[ Batch

=

yay,

o

Previous

Selected elements (1)

£ SRRE954668 (trimmed) (threshald)

Mext Finizh Cancel

Ly DD )T -2 3> —HZIEE

P Extract Annotated Regicns

P

. Choose where to run

. Select annotated

sequences R a track of
annatations, variants or
ztatistical comparizons

. Set parameters
. Result handling

. Save location for new

elements

Help Rezet

Set parameters

Select a reference zequence track

Reference sequence track 9% Homo_sapiens _sequence_he38 no_alt_analysiz_set

Fefine extracted annotations
Search terms

Annotation types | (Mothing selected)

Flanking
Flankine upstream rezidues 1]

Flanking downstream residues |0

MNaming of result sequences

B Include annotation name

[ Inzlude annotation type

|_| Ihclude annotation region

[ Inzlude amnotation chromozome

[l Include zequence/track name

Previouz

E b AT —HZIEE

Finizh

Filgeng

biosciences & nanosciences 4

Cancel
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threshold
threshold
threshold
threshold
threshold
threshold
o — :
:= Extracted annotations
threshold
threshold
threshold
threshold

threshold

threshold

20 40 1]
I 1 I

TAAGCTAAGCCCTTACTAGACCAATGGGACTTAAACCCACAAACACTTAGTTAACAGCTAAGCACCCTAAT

0 40 &0
I 1 I
AACTGGCTTCAATCTACTTCTCCCGCCGCCGGGAAAAAAGGCGGGAGAAGCCCCGGCAGG

0 40
I 1
TTTTTGAAACTCCAGAAAGTCAGGGGAAAGCGCGAACGCAGTCCCCCACTACCACA

0 40

[} ]
TTTTTGAAACTCCAGAAAGTCAGGGGAAAGCGCGAACGCAGTCCCCCACTACCACA

0 40

| 1
TGTGGTAGTGGGGGACTGCGTTCGCGCTTTCCCCTGACTTTCTGGAGTTTCAAAAA

20 40

] 1
TGTGGTAGTGGGGGACTGCGTTCGCGCTTTCCCCTGACTTTCTGGAGTTTCTAAAA

20 40 1]
| 1 |

TGTCCAGTTCTGCTACTGACAGTAAGTGAAGATAAAGTGTGTCTGAGGAGACAGCTGGCTTCATGCTT

20 40 &0
I 1 I

AGGCTGAAGGCATTCAAAGGTTCCGGGTTCGAGTCCCGGCGGAGTCGTAACGCTTTTTTCCCTCCCE

0 40
I 1
CTTTTTGCACTGGAAAATTCAGGGGAAAGCGCGAACGCAGTCCCCCACTACCAC

20 40
I 1
TTCTTTAAACTACAAAAAATCAGGGGAAAGCGCGAACGCAGTCCCCCACTACCACA

20 40
1 1

TTCTTTAAACTACAAAAAATCAGGGGAAAGCGCGAACGCAGTCCCCCACTACCACA
20 40

I 1
CCGCGCAGGTTCCGCGTGTGGTTTCCGTAGTGTAGTGGTTATCATGTTCGCCTCACACG

G LEIIFN S, &)Ly SEEOEy M SN, U MEESNS

Filgeng
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S
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Filgen

biosciences & nanosciences

Oi? Fredict Secondary Structure

P predict Secondary Structure

1.

Select nucleotide
Sequences

. Set parameters

. Result handling

Help

Select nucleotide sequences
Mavigation Area
Q- <enter search term
-5 UM

EHEE novel miRNA

Extracted annotations subszet

4l

H-F SRRE69Y54665 (trimmed) {UMI reads, unm
]-- SRREGI546ES (trimmed) (UMI reads) bate
H-F3 SRRAI54ARS (trimmed) (UMI reads. unm
H-F5 SRRE954672 (trimmed) {IMI reads) batc
H-F5) SRRAEY54672 (trimmed) {UMI reads. unm
H-F SRRE954630 (trimmed) {UMI reads) batc
H
H
H
al
H

SRR5954555 (trlmmed) {UMI reads) bate

-5 SRRE954E80 (trimmed) (UMI reads, unm
[ SRRE954681 {trimmed) (UMI reads) batc
-5 SRRE954681 (trimmed) (UMI reads, unm
-5 SRRE954682 (trimmed) (UMI reads) batc
-- SRRGI54682 (trimmed) (UMI reads, unm
= Extracted annotations—1

SRREIGLEES (rimmed) (LUMI reads) batch
SRREIG4EES (trimmed) (UMI reads)
SRRE954668 (trimmed) (UMI reads) batch
= SRREIG4EES (trimmed) (UMI reads)

[T SRREIE4672 (trimmed) (UMI reads) batch

- SRRGI54672 (trimmed) (UMI reads)

BT SRREI54680 (trimmed) (UMI reads) batch
= SRREIS4EE0 (trimmed) (UMI reads)

BT SRREIG4EET (trimmed) (UMI reads) batch
A SRRRARLRAT Mrimmad) (1M raad<t

IO o OO e OO s OO O s O e OO g O e O e IO O

»

Reset Previous

M SR LT,

o

Selected elements (1)

= Extracted annotations

Bulge

Interior loop

Ste Interior loop  Interior loop Hairpin loop

Ste Interior loop

threshold TAAGCTAAGCCCTTACTAGACCAATGGGACTTAAACCCACAAACACTTAGTTAACAGCTAAGCACCCTAAT

Hairpin loop

Mext

Finizh

Cancel

Stem Hairpin loop

Stem Hairpin loop

threshold AACTGGCTTCAATCTACTTCTCCCGCCGCCGGGAAAAAAGGCGGGAGAAGCCCCGGCAGG

\Hairpin loop
Stem  (Interior loop

- »

threshold TTTTTGAAACTCCAGAAAGTCAGGGGAAAGCGUGAACGCAGTCCCCCACTACCACA

|Hairpin loop
Stem  (Interior loop

20 -~ ____»

threshold TTTTTGAAACTCCAGAAAGTCAGGGGAAAGCGCGAACGCAGTCCCCCACTACCACA

TRIBEDTFAZEITDICET, ATVEIBES

DEEZHRITD
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biosciences & nanosciences

P Quantify miRNA *

Select annotation
1. Chooze where to run

2. Select trimmed reads (=
58bp 3

3. Quality contral
miFBaze annotations

4. Select annotation miRBaze i= miFBaze-Release_v22 E_;f

5. Specify reads used for Prictitized species |Homo sapiens
seed counting

L]

B sllow leneth-bazed izomiFs:
B, Result handling
fdditional upstream bazes 2
fidditional downstream bases |2
Mizzing upstream bazes 2

Mizzing downstream bazes 2

Cugtom databases

Databaze files i= Extracted annotations Eﬁ‘

Alignment zettings

Maximum mizmatches |2

Help Rezet Mext Finizh Cancel

Quantify miRNAY—)LdCustom databaseT. ERUEU X NEIBET D &ET.
CHIRXBMIEENBZIMIRNAICEHT I EET —FIHESND,

=5(C. 15[k COEET —YZRAVWTHIREHFRITZITD CEE0kE



BEIVEDEE : TV RA ST
TEL: 052-624-4388 (9:00~17 : 00)
FAX: 052-624-4389
E-mail: biosupport@filgen.jp
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