2018.03.23kk

RS — i — T — S OB F ik

FE12EGalaxy: ERR)—ED—H 70—
DIxJEF

THARF. KAZERR*, JEKHEZSER, FIH =%

BAZLEE

b

S DEHE12E 1

“NE



1- "717‘7\5"7'9!:53_%‘\

G [& https://biostarusegalaxy.org/p/ 10665/ - @ C || BE. o~ w i@

E Best Browser for Galaxy?

Question: Best Browser for Galaxy?

dritter = 0 wrote:

What is the best browser to use for Galaxy?

| have a classroom of students, and Galaxy always has issues on Internet Explorer (does not render the eyeball to view
data). Sometimes it has issues on Firefox too (after click the eyeball to view data, the data is not displayed at all).

It would be nice to know a browser (and version if needed) that is very well tested for galaxy, so | could have all students on
that browser and version, and stop spending time fixing individual issues for students to use galaxyl

Thank you,
Deb

browser | = 463 views

« link = | Not following ~ = modified 2.9 years ago by Martin Cech ++ 4.3k - written 2.9 years ago by dritter = 0

Martin Cec k wrote:
Short answer: | would recommend latest Chrome and Firefox.

There are not many Galaxy developers that use |E so some glitches may be present. However if some icon is not visible at
all that is an unexpected bug and we will fix it. | will look into the IE bug later today.

| was not able to reproduce the bug you reported for Firefox, can you give me some more details please? On what system

Traffic: 38 users visited in the last hour

(Dinternet Explorer (IE) CGalaxyZ&
ETIH5EREEITEBLOTLY
DTEENDE, HEDITIS
. @ChromeZE = [&Firefox

W

E#ELEQEE—,&«%E@@;@?&%& BioStar: Parnell et al., PLoS Comput. Biol, 7T: 1002216, 2011
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Question: Best Browser for Galaxy?

dritter = 0 wrote:
What is the best browser to use for Galaxy?

| have a classroom of students, and Galaxy always has issues on Internat Explorer (does not render the eyehall to view
data). Sometimes it has issues on Firefox too (after click the eyeball to view data, the data is not displayed at all}.

It would be nice to know a browser (and version if needed) that is very well tested for galaxy, so | could have all students
on that browser and version, and stop spending time fixing individual issues for students to use galaxy!

Thank you,
Deb

browser | = 463 views

« link = | Not following ~ | modified 2.9 years ago by Martin Cech + 4.3k - written 2.9 years ago by dritter » 0

Martin Cech ++ 4.3k wrote:
Short answer: | would recommend latest Chrome and Firefox.

There are not many Galaxy developers that use |E so some glitches may be present. However if some icon is not visible
at all that is an unexpected bug and we will fix it. | will look into the |E bug later today.

| was not able to reproduce the bug you reported for Firefox, can you give me some more details please? On what
system and version of FF, and what were you doing would be a good start.

Traffic: 68 users visited in the last hour

AxEmEsazxpasz; BioStar: Parnell et al., PLoS Comput. Biol, T: €1002216, 2011
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& C | & Secure | https://usegalaxy.org or 37| :
Analyze Data
Tools -‘.'; History o & M
Galaxy is an open source, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
Get Data here or consult our hel rescgﬁrces You can install your own Unnamed history
Send Data Gallem];,r by ft;lluwm;g tgedtutonal and choose from thousands of 6 shown. 1 deleted

. tools from the Tool Shed.
Lift-Over 348.45 MB ¥ % e
Collection Operations
Text Manipulation J:FastQCondata5: R @ 4 =
Datamash R
Convert Formats 6: FastQCondata 5: W @ 4 %=
Filter and Sort ebpage
Join, Subtract and Group T G I 5: TrimmomaticonDR @ 4 %
Fetch Alignments/Seguences r a ax R0O24501sub 1.fastg
NGS: QC and manipulation on the CIOUd 4:FastOCondata 2:R @ & x
NGS: DeepTools awData
NGS: Mapping

. 3: FastQCondata 2: W @ 4 %

NGS: RMNA Analysis ebpage
NGS: SAMtools
MNGS: BamTools Mow you can have a personal Galaxy within the infinite Universa 2: DRR024501sub 1.f @ i X
beses SRS astg
NGS: Picard
NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure -
< - >
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I galaxy.org
Analyze Data Workflow  Shared Data Visualization
Tools o2
Galaxy is an open source, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy st
Get Data here or consult our help resources. You can install your ow
sand Data Galaxy by following the tutorial and chocse from thousand
Lift-Over tools from the Tool Shed.

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure h
<

Looking to learn?

New comprehensive tutorials on:

Diploid variant calling

Reference based RNAseq
sing multiple samples

ol AVHRTHAIZEN DD D

Y
| Using 0%

Logged in as kadota@iu.a.u-tokyo.ac.jp

Preferences i
Custom Builds -
Lagout
Saved Histories »
Saved Datasets

x

Saved Pages
I
6: FastQCon data 5: W @ 4+ %
ebpage

5: Trimmomaticon DR @ 4 %
R024501sub 1.fastq

4: FastOCondata 2: R = 4 x

awData

3:FastQCondata 2: W @ 4 %
ebpage

2: DRRO24501sub 1.f @ 4 x
asm

HAZBEFREDEHE12[0
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& C | & Secure | https://usegalaxy.org _—
Analyze Data Workflow  Shared Data o|p Jser Using 0%
Tools -‘.'; History o & M
Galaxy is an open source, web-based platform for data
search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
i . i -
Get Data here or consult our help rescgﬁrces You can install your own Unnamed history
Send Data Gallem];,r by ft;lluwm;g tgedtutonal and choose from thousands of 6 shown. 1 deleted
. tools from the Tool Shed.

Lift-Over 348.45 MB ¥ % e
Collection Operations
Text Manipulation J:FastQCondata5: R @ 4 =
Datamash R
Convert Formats 6: FastQCondata 5: W @ 4 %=
Filter and Sort ebpage
Join, Subtract and Group T G I 5: TrimmomaticonDR @ 4 %
Fetch Alignments/Sequences r a ax R0O24501sub 1.fastg
NGS: QC and manipulation on the CIOUd 4:FastOCondata 2:R @ & x
NGS: DeepTools awData

NGS: Mapping
NGS: RNA Analysis
NGS: SAMtools

MNGS: BamTools Mow you can have a personal Galaxy within the infinite Universe

J:FastQCondata 2: W @ 4 x
ebpage

2: DRRO24501sub 1.f @ 4 x
astq

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure -
< - >
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Analyze Data

Tools A History — & 1
Galaxy is an open source, web-based platform for data
search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
i . i -

Get Data here or consult our help rescgﬁrces You can install your own Unnamed history
Send Data Gallem;,f by fcr;”DWIniQ tr:nedtutonal and choose from thousands of 6 shown. 1 deleted

. tools from the Tool Shed.
Lift-Over 348.45 MB ¥ % e
Collection Operations
Text Manipulation J:FastQCondata5: R @ 4 =
Datamash R
Convert Formats 6: FastQCondata 5: W @ 4 %=
Filter and Sort ebpage
Join, Subtract and Group T G I 5: TrimmomaticonDR @ 4 %
Fetch Alignments/Seguences r a ax R0O24501sub 1.fastg
NGS: QC and manipulation on the CIOUd 4:FastOCondata 2:R @ & x
NGS: DeepTools awData
NGS: Mapping

. 3: FastQCondata 2: W @ 4 %

NGS: RMNA Analysis ebpage
NGS: SAMtools
MNGS: BamTools Mow you can have a personal Galaxy within the infinite Universa 2: DRR024501sub 1.f @ i X
beses SRS astg
NGS: Picard
NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure -
< - >
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& C | & Secure | https://usegalaxy.org or 37| :
Analyze Data
Tools A History — & 1
Galaxy is an open source, web-based platform for data
search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
i . i -
Get Data here or consult our help rescgﬁrces You can install your own Unnamed history
Send Data Gallem];,r by ft;lluwm;g tgedtutonal and choose from thousands of 6 shown. 1 deleted
. tools from the Tool Shed.
Lift-Over 348.45 MB ¥ % e
Collection Operations
Text Manipulation J:FastQCondata5: R @ 4 =
Datamash R
Convert Formats 6: FastQCondata 5: W @ 4 %=
Filter and Sort ebpage
Join, Subtract and Group T G I 5: TrimmomaticonDR @ 4 %
Fetch Alignments/Seguences r a ax R0O24501sub 1.fastg
NGS: QC and manipulation on the CIOUd 4:FastOCondata 2:R @ ¢ x
NGS: DeepTools awData
NGS: Mapping
. 3: FastQCondata 2: W @ 4 %
NGS: RMNA Analysis ebpage
NGS: SAMtools
MNGS: BamTools Mow you can have a personal Galaxy within the infinite Universa 2: DRR024501sub 1.f @ i X
beses SRS astg
NGS: Picard
NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure -
< - >
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& C | & Secure | https://usegalaxy.org
Analyze Data
Tools L
Galaxy is an open source, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy start
Get Data here or consult our help rescurces. You can install your own
Send Data Galaxy by following the tutorial and choose from thousands of
Lift-Over tools from the Tool Shed.

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure h
<

Try Galax
on ¥he Clogd

Mow you can have a personal Galaxy within the infinite Universa

History o~ & [0
search datasets (%)

Unnamed history

6 shown, 1 deleted

348.45 MB ~ % »

o - O X

J:FastQCondata5: R @ 4 =

awData

6: FastQCondata 5: W @ 4 %=

ebpage

5: Trimmomaticon DR @ & %

R024501sub 1.fastq

4:FastQCondata 2: R @ 4

awData

J:FastQCondata 2: W @ 4 x

ebpage

2: DRRO24501sub 1.f @ 4 x

astg

HAZBEFREDEHE12[0
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W4-1: History options

e — O ey
= Galaxy x
& C | & Secure | https//usegalaxy.org w| o
Analyze Data Workflow  Shared Data~  Visualization= Help~-
Tools A History — & [0
Galaxy is an cpen socurce, web-based platform for data -
search tools o intensive biomedical research. If you are new to Galaxy start search datasets
Get Data here or consult qL|r hel rescgﬁrces You can install your own Unnamed history
send Data Galiax;r by ft;lluwmlg t?ed%nal and chocse from thousands of 6 shown. 1 deleted
.. tools from the Tool Shed.
— 348.45 MB ¥ % ®
Collection Operations
Text Manipulation 7:FastQCondata5: R @ 4 x
Datamash awData
Convert Formats 6: FastOCondata 5: W @ 4 x
Filter and Sort ebpage

Join, Subtract and Group
Fetch Alignments/Sequences

Looking to learn?

New comprehensive tutorials on:

5: Trimmomaticon DR @ 4 %
RO024501sub 1.fastq

NGS: OC and manipulation

4: FastQCondata 2: R @ 4+ %

e Diploid variant calling =
NGS: Mapping Reference based RNAseq 3: FastQCondata 2 W @ ¢ x

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure il

https:/fusegalaxy.org/root/history_options - >

ebpage

2: DRR024501sub 1.f @ 4 x
HSIQ

HAZBEFREDEHE12[0 10
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(DShare or Publish

= Galaxy x

& C | & Secure | https://usegalaxy.org

= Galaxy

Tools

Analyze Data

search tools Q

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis
NGS: RNA Structure

https:/fusegalaxy.crg/history/sharing

Galaxy is an open source, web-based platform for data
intensive biomedical research. If you are new to Galaxy start
here or consult our help rescurces. You can install your own
Galaxy by following the tutorial and choose from thousands of
tools from the Tool Shed.

Running Your Own

An in-depth tutorial

Histoe L I . W

=1}

Unr
6 sh

Share or Publish

Using 0%

HISTORY LISTS n
Saved Histories I
Histories Shared with Me
CURRENT HISTORY

Create MNew

Copy History

Show Structure

Extract Workflow

Delete

Delete Permanently
DATASET ACTIONS

Copy Datasets

Dataset Security

Resume Paused Jobs
Collapse Expanded Datasets
Unhide Hidden Datasets
Delete Hidden Datasets

Purge Deleted Datasets

Export Tool Citations
Export History to File

OTHER ACTIONS

HAZBEFREDEHE12[0
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search tools Q

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure
L4

I+

usegalaxy.org

Analyze Data

Share or Publish History 'Unnamed
history'

Make History Accessible via Link and Publish
It

This history is currently restricted so that only you and the users listed
below can access it. You can:

Make History Accessible via Link

Generates a web link that vou can share with other people so that they can
view and import the history.

Make History Accessible and Publish

Makes the history accessible via link (see above) and publishes the history
to Galaxy's Published Histories section, where it is publicly listed and
searchable.

Share History with Individual Users

You have not shared this history with any users,

Share with a user

¥ | Back to Histories List

History
search datasets

Unnamed history
6 shown, 1 deleted

348.45 MB

7: FastQC on data 5: R
awData

6: FastQC on data 5: W

ebpage

5: Trimmomatic on DR
R0O24501sub 1.fastqg

4: FastQC on data 2: R

awData

3: FastQC on data 2: W

ebpage

2: DRR0O24501sub 1.f
astq

— & [0

¥ % e

@& # R

& #F R

@& # K

@& R

AN A

@& # R

BARILBEFSEDESFE120
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] TUL £ . @l%Galaxy mainMPublished Histories
W4-3 - X B FER (T3 D |5 E70 w0y neniruioned Hetore

- X DHEHRETHEVSED, HIRAHELIE
= alaxy _— ~
_ 2. D. QDIEE LS,
& C | & Secure | https://usegalaxy.org _—
Analyze Data Workflow  Shared Data ) User Using 0%
Tools o History o & [
- - '
S— o Share or Publish History 'Unnamed SR o
Searc ools - ' sSead dladSers
history
Get Data Unnamed history
Send Data 6 shown, 1 deleted
Lift-Over Make History Accessible via Link and Publish | .. .55 ¥ % e
Collection Operations It
Text Manipulation This histary is currently restricted so that only you and the users listed 7:FastQCondata 5: R @ 4 x
Datamash below can access it. You can: awData
s Make History Accessible via Link ﬁ; FastQCondata 5: W @ 4 x
; ebpage
Filter and Sort Generates a web link that you can shaXg with other people so that they can
Join, Subtract and Group view and import the history. 5: Trimmomaticon DR @ 4 %
Fetch Alignments/Seqguences R024501sub 1.fastq
. ; - Make History Accessible and Publish
NGS: QC and manipulation . = . M \ . . 4: FastQCondata 2:R @ 4 x
NGS: DeepTools Makes the history accessible via link (see Y@ove) and publishes the history awData
] to Galaxy's Published Histories section, where it is publicly listed and
NGS: Mapping )
) searchable. J:FastQCondata 2: W @ 4 x
NGS: RNA Analysis ebpage
NGS: SAMtools
NGS: BamTools Share History with Individual Users :;D““”“S““”b Lf @4 x
NGS: Picard You have not shared thiglhistory with any users,
NGS: VCF Manipulation Share with a user
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure ¥ | Back to Histories List
L4 >

BARILBREFREOERFE 12 13



W4-4 : Published Histories

(D Galaxy mainMPublished
Histories& LY\ B A kA

= Galaxy x

search tools Q

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure
L4

https://usegalaxy.org

Analyze Data

-

Share or Publish History 'Unnamed
history'

Make History Accessible via Link and Publish
It

This history is currently restricted so that only you and the users listed
below can access it. You can:

Make History Accessible via Link

Generates a web link that vou can share with other people so that they can
view and import the history.

Make History Accessible and Publish

Makes the history accessible via link (see above) and publishes the history
to Galaxy's Published Histories section, where it is publicly listed and
searchable.

Share History with Individual Users

You have not shared this history with any users,

Share with a user

Back to Histories List

History o & [
search datasets (%)

Unnamed history

6 shown, 1 deleted

348.45 MB & % ™

J:FastQCondata5: R @ 4 =

awData

6: FastQCondata 5: W @ 4 %=

ebpage

5: Trimmomaticon DR @ & %

R0O24501s5ub 1.fastg

4:FastQCondata 2: R @ 4

awData

J:FastQCondata 2: W @ 4 x

ebpage

2: DRR0O24501sub 1.f @ & ¥

astg

CTTY

BARILBREFREOERFE 12
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" S DO Unnamed historyl. @
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WA4-4 : Published Histories &IMM:E@WT% i
|
— \ - L I
- =D LAICBEIEHE
a8 — O X
= Galaxy | Histories x
< ' | & Secure | https://usegalaxy.org/histories/list_published w| o
Analyze Data
Tools X = = = Histo! — & [0
Published Histories i ~
search tools o search datasets
search name, annotation, owner, and tags Q search dataset o
Get Data Advanced Search Unnamed history
Send Data 6 shown, 1 deleted
Lift-Over Name Annotation 3458.45 MB ¥ % e
Collection Operations
Text Manipulation Unnamed history 7:FastQCondata5: R @ & %
Datamash awData
Convert Formats Spiro files 6: FastQCondata5: W @ & x
Filt d Sort , ebpage
M MSc Blood Sciences - RNA-Seq
Join, Subtract and Group 5: Trimmomaticon DR @ 4 x
Fetch Alignments/Sequences Galaxy 101-Fun Workflow R0O24501sub 1.fastg
NGS: QC and manipulation . .
DataWexIllumina 4:FastQCondata2:R @ 4 x
NGS: DeepTonls - awbData
NGS: Mappin ) Galaksio use case: Mouse ChIP-seq data 3:FastQCondata2: W @ 4 x
NGS: RMA Analysis ehpage
NGS: SAMtools myhist
] 2: DRR0O24501sub 1.f @ & x
e Gastric Cancer astqg
NGS: Picard
NGS: VCF Manipulation Cancer de colon
NGS: Peak Calling .
. i Cancer higado
MNGS: Variant Analysis
{N‘:-""'f RMA Structure " | Genomics R eq practical 01/2018 - >
3
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T DD HE=YETHREIELE, QLFLI-ERN) —
. : DA & (ownenFHRMNHMNYET , STIFE—FL
W4_4 . PUbIIShed H [Z8>71=Unnamed history®D Frf & [£Public name (

Vavayl > a — .
Z11[EDW4-3) hluditad A &LV A, Fh (Public
= Galaxy | Histories * IS o - — IS
nameMYagribio t t desu) TIXLZLN\ZENHMI S
<« C | & Secure https://usegalaxy.org/histories/list_published - =
Analyze Data Workflow  Shared Data Visualization~ Help~ Userw Using 0%
Tools X History — & [0
search tools (% search datasets
Q o
Get Data Unnamed history
Send Data 6 shown, 1 deleted
Lift-Over Annotation Owner Community Rating Cor' | 345 45 g ¥ % e
Collection Operations
Text Manipulation udita 7:FastQCondata5: R @& & x
Datamash B
Convert Formats paul-fourounjian 6: FastQCondata5: W @ & x
- ebpage
Filter and Sort drdtonge
Join, Subtract and Group 5: Trimmomaticon DR @ 4 x
Fetch Alignments /Sequences vpecci RO24501sub 1.fastq
NGS: QC and manipulation . .
SanWhOUSE ngs 4. FaStQC on datﬂ 2R ) y 4
NGS: DeepTools awData
NGS: Mapping
) tomkl 3:FastOCondata 2: W @ 4 x
NGS: RNA Analysis ebpage
NGS: SAMtools anuprulez
] 2: DRR0O24501sub 1.f @ & x
NGS: BamTools curro-pr ast
NGS: Picard
NGS: VCF Manipulation curre-pruiz
NGS: Peak Calling )
curro-pruiz
MNGS: Variant Analysis
NGS: RNA Structure M prevorovsky -
4 q b >
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. . . UpdatedEEMH M5B, COTENL, STD

W4-4 - Published Histg ZS5/RER TS HET=ARECURLIZ7 o+
ALTH. BRCELDIERSNGZEWNZEAHINS

= Galaxy | Histories x
< ' | & Secure | https://usegalaxy.org/histories/list_published |
Analyze Data Workflow  Shared Data Visualization 2lp Iser Using 0%
Tools o History - & [0
search tools (% search datasets 3 )
Get Data Unnamed history
Send Data 6 shown, 1 deleted
Lift-Over Community Rating Community Tags Last Updated| 348.45 MB ¥ % e
Collection Operations 53 minutes
Text Manipulation ago 7:FastQCondata5:R @ & x
awData

Datamash

~11 hours ago

Convert Formats 6: FastQCondata5: W @ & %

- ebpage
Filter and Sort ~3 days ago
Join, Subtract and Group 5: Trimmomatic on DR @ & x
Fetch Alignments/Sequences ~4 days ago R0O24501sub 1.fastg
NGS: QC and manipulation . .
ngs fastqg testdata exome illumina ~3 days ago 4:FastQCondata2: R @ 4 x
NGS: DeepTools awData
NGS: Mapping ~
_ 6 days ago 3:FastQCondata2: W @ ¢ x
NGS: RMA Analysis ebpage
~§ days ago

NGS: SAMtools

NGS: BamToole 2: DRR0O24501sub 1.f @ 4 x

Jan 21, 2018 astq
NGS: Picard
NGS: VCF Manipulation Jan 21, 2018
NGS: Peak Calling
- ) Jan 21, 2018
MNGS: Variant Analysis
NGS: RNA Structure i an 16, 2018 -
< ‘ >
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Unnamed historyZBk&H 5

= Galaxy | Histories x

<« C | & Secure | httpsy

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

<

fusegalaxy.org/histories/list_published

Analyze Data

I+

Published Histories

search name, annotation, owner,

Advanced Search

MName

Unnamed history

Spiro files

MSc Blood Sciences - RNA-Seq

Galaxy 101-Fun Workflow

DataWexIllumina

Galaksio use case: Mouse ChIP-seq data

myhist
Gastric Cancer
Cancer de colon

Cancer higado
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NGS: DeepTools Makes the history accessible via link (see above) and publishes the history awData
] to Galaxy's Published Histories section, where it is publicly listed and
NGS: Mapping )
i searchable. 3:FastQCondata2: W @ 4 x
NGS: RNA Analysis ebpage
NGS: SAMtools
NGS: BamTools Share History with Individual Users z DRRO245015ub 1.f ®|s|x
NGS: Picard You have not shared this history with any users,
NGS: VCF Manipulation Share with a user
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure ¥ | Back to Histories List
L4 >

BAIBESREDESE12E 24



= DYA—2F—%FLI=EZD, Dh R/ R L

W5hH-2:rename

[ZUnnamed historyDE£FELHEHOTLNSD T

= Galaxy x

& C | & Secure | https://usegalaxy.org ir

Tools

search tools Q

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure
L4

I+

o - O X

Analyze Data

History — & [0
Share or Publish History 'Unnamed S o
history' | — |
— inudoshi_desu

B 5N 0 g N
Make History Accessible via Link and Publish 348.45¥ P
It

This history is currently restricted so that only you and the users listed
below can access it. You can:

J:FastQCondata5: R @ 4 =
awData

6: FastQCondata 5: W @ 4 %=

Make History Accessible via Link
ebpage

Generates a web link that vou can share with other people so that they can
view and import the history. 5: Trimmomaticon DR @ 4 x
R0O24501s5ub 1.fastg

Make History Accessible and Publish
4:FastQCondata 2: R @ 4

Makes the history accessible via link (see above) and publishes the history

awData

to Galaxy's Published Histories section, where it is publicly listed and

searchable. J:FastQCondata 2: W @ 4 x
ebpage

Share History with Individual Users z DRRO245015ub 1.f ®|s|x

You have not shared this history with any users,

Share with a user

¥ | Back to Histories List

BARILBREFREOERFE 12 25



£,5—E DHistory options, @Share or Publish

W5-3:Share or Publis

= Galaxy x

<« C | & Secure
= Galaxy

Tools

search tools Q

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis
NGS: RNA Structure

https://usegalaxy.org

Analyze Data

Share or Publish History 'Unnamed
history'

Make History Accessible via Link and Publish
It

This history is currently restricted so that only you and the users listed
below can access it. You can:

Make History Accessible via Link

Generates a web link that vou can share with other people so that they can
view and import the history.

Make History Accessible and Publish

Makes the history accessible via link (see above) and publishes the history
to Galaxy's Published Histories section, where it is publicly listed and
searchable.

Share History with Individual Users

You have not shared this history with any users,

Share with a user

Back to Histories List

https:/fusegalaxy.crg/history/sharing

Y|
"4

[y — ~a T
His M MM

| HISTORY LISTS M
5{  Saved Histories

jnul Histories Shared with Me

6 sh CURRENT HISTORY

348 Create MNew

Copy History
Share or Publish

a

Show Structure
8:F pytract workflow
eb

Delete
2: 1 pelete Permanently
RO _ _

| DATASET ACTIONS

4: F Copy Datasets
B—WI_ Dataset Security
3: F FResume Paused Jobs
eb 1 Collapse Expanded Datasets
2: [ Unhide Hidden Datasets
asti

Delete Hidden Datasets

Purge Deleted Datasets
DOWNLOADS

Export Tool Citations
Export History to File

OTHER ACTIONS

HAZBEFRE

EEHEE12(0]




B N # = (Dinudoshi_desuhi@

W5-3:Share or Publish DECAHIZRBENELT

a8 — O x
= Galaxy x
<« C | & Secure | https://usegalaxy.org w| o
Analyze Data
Tools -‘.'; History o & M
search tools o Share or Publish History S o
— s - (] s5e2d dLd5eLs
ot Dota inudoshi_desu
- inudoshi_desu
Send Data 6 shown, 1 delete
Lift-Over Make History AcdgSsible via Link and Publish | .. .55 ~ % ®
Collection Operations It
Text Manipulation This history is currently restricted so that enly you and the users listed 7:FastQCondata 5:R @ 4 x
Datamash below can access it. You can: awData
Convert Formats Make History Accessible via Link ﬁl::: FastQCondata5: W @ 4 x
- ebpage
Filter and Sort Generates a web link that vou can share with other people so that they can
Join, Subtract and Group view and import the history. 5: Trimmomaticon DR @ 4 %
Fetch Alignments/Seqguences R024501sub 1.fastq
. : 3 Make History Accessible and Publish
NGS: QC and manipulation . . e \ . . 4 FastOCondata 2R @ & x
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7: FastQC on data 5: RawData

Rating

6: FastQC on data 5: Webpage Community
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5: Trimmomatic on DRR024501sub _1.fastq
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4: FastQC on data 2: RawData

Community: none

3: FastQC on data 2: Webpage

@/ | & |6 |6 & |6
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T7il kadota_unregisteredc AN R SETHHHTLY
HIRRTT , BOAEEFTETWNSAIEFRL, 7]
HEDIEEETTEAIDONETRZEIELTVET
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Trimmomatic_on_ DRER024501sub_1 fastg

Summary

. @Basic Statistics

. @PE‘[ base sequence Yualitv

. @PE‘I tile sequence quality

. @Per sequence guality scores

. @PEI base sequence content

. @Per sequence GC content

. @PE‘I base N content
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@Basic Statistics
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Measure
Filename
File type
Encodmg

Total Sequences

Sequences flagged as poor quality 0

Sequence length
2GC

Value
Trimmomatic on DRR024501sub_1 fastq
Conventional base calls
Sanger / Tllumina 1.9
297724

@Per base sequence quality
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3
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34

32

30
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26

24

Quality scores across all bases (Sanger ! lllumina 1.2 encoding)
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Trmmomatic on DRE024501sub 1 fastq FastQC Report

QPESTQC Eeport ‘

Wed 31 May 2017
Trimmomatic_on_ DRER024501sub_1 fastg

Summary I r
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. Back
. @PE‘[ base sequence gualitv

@ Reload
. Per tile sequence qualitv

@ Save as... Ctrl+S
. Per sequence guality scores 3

@ pfl.’\t..
. Per baze sequence content Cast...

ans Englis
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. @PE‘I base N content View page source
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. “ Sequence Lensth Distribution
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7: FastQC on data 5: RawData - .
Rating
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Importing history "inudoshi_desu”

4 & kadota_unregisterd= A D EEH , Galaxy mainlZZ &%
LTULELYD T@an anonymous user’ZDTY , TP Z .
Galaxy mainlZ0O%9 4> F =13 & 89 [Zinudoshi_desu&
LVSkadota_registeredc A M T o= ITIEREDERR)—%
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As an anonymous user, unless you login or register, you will lose your current history after
importing this history. You can login here or register here.
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‘ mported: inudoshi_des

Cancel Import
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https://usegalaxy.org

Tools

search tools
Get Data
Send Data
Lift-Over
Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure
L4

A
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E X k) —inudoshi desuZz /> R—kLTI-EZD

KEE, @RI AU LTV THINE T DR
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Galaxy is an open source, web-based platform for data
intensive biomedical research. If you are new to Galaxy start

here or consult our help rescurces. You can install

Galaxy by following the tutorial and choose from thousands of

tools from the Tool Shed.

L)+

Public Galaxy Servers

and still counting

Using 6%

History L5 o ]

search datasets (%)

your own imported igudoshi_desu
& shown
348.45 MB 4
7:FastQCondata 5: R @ & %
awData
6: FastQCondata 5: W @ 4 x
ebpage
5: Trimmomaticon DR @ 4 =
R0O24501sub 1.fastq
4:FastQCondata 2: R @ 4 %
awData
2:FastQCondata 2: W @ 4 %=
ebpage
2: DRR024501sub 1.f @ 4 x
asig
- >
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Analyze Data

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure h
<

Galaxy is an open source, web-based platform for data
intensive biomedical research. If you are new to Galaxy start
here or consult our help rescurces. You can install your own
Galaxy by following the tutorial and choose from thousands of
tools from the Tool Shed.

)+

Public Galaxy Servers
and still counting

search datasets

imported: inudoshi_desu

6 shown

348.45 MB

7:FastQCondata 5: R @ & %

Q

awData

6: FastQCondata 5: W @ 4 x

ebpage

5: Trimmomaticon DR @ 4 =
R0O24501sub 1.fastg

4:FastQCondata 2: R @ 4 %

awData

2:FastQCondata 2: W @ 4 %=

ebpage

2: DRR024501sub 1.f @ 4 x

asiq
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= Galaxy

Get Data
Send Data
Lift-Over
Collection Operations

Text Manipulation
Datamash

= httpsi/fusegalaxy.org/ds X

<« C | & Secure

usegalaxy.org

History <
Galaxy is an open source, web-based platform for data
intensive biomedical research. If you are new to Galaxy start search datasets o
here or consult our help resources. You can install your own e P T e
axy by following the tutorial and choose from thousands of & shown
tools from the Tool Shed. —
348.45 MB [

Convert Formats

Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequence

NGS: QC and manipulation

FASTQ de-interlacer on paire

reads

ends

end reads

FLASH adjust length of short

Joins two paired-
end reads on the overlapping

fastg-join -

FASTQ Summary Statistics by

column

<

FASTQ splitter on joined

T 5, TNEEITIZHET R @M 5FastQCHIET , F11[a]
DWI-2TIZL, < ICTFastQCHRIREINT=H, SEIA =LK
3117375\07"0)'( @_F( Z7I:I—)lxL,'CTrlmmomatlc’!éfL e

neip~ (VT TyYIoLs ——— ST O 70

7:FastQCondata 5: R @ & %
awData

6: FastQCondata 5: W @ 4 x
ebpage

Try Galaxy Rozasolsub 1sa
On the CIOUd 4: FastQCondata 2: R @ 4+ =

awData

2:FastQCondata 2: W @ 4 %=
ebpage

2: DRR024501sub 1.f @ 4 x
astqg

Mow you can have a personal Galaxy within the infinite Universa
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X
& C | & Secure | https://usegalaxy.org | o
Using 6%
Tools -‘.'; History —
WAIANS affnhifes . | Galaxy is an open source, web-based platform for data
search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
TRJTO OTUUTTIST LUTiveTc .
between various FASTQ here or consult qur help rescgrces. You can install your own e P T e
quality formats Galaxy by following the tutorial and choose from thousands of shown
. , tools from the Tool Shed. —
Filter FASTQ reads by quality 348.45 MB i
score and length
Combine FASTA and QUAL into ZiFastOCondate 5: R |® |2 | X
FASTQ awData
Trim Galore! Quality and ' 6: FastQCondata 5: W @ 4 x
adapter trimmer of reads ebpage
FastQC Read Quality reports . 5: Trimmomaticon DR @& 4 x
R0O24501sub 1.fastq
multigc aggregate results Runnlng Your own
from bioinf tics analyses 4:FastQCondata 2: R @ 4 %
into a single awData
Irimmomatic read 3: FastQCondata 2: W @ 4 x
trimming tool for llumina An in-depth tutorial ebpage
NGS data
) , 2: DRR024501sub 1f @ 4 %
Select high guality segments ast
Build base guality distribution
Draw guality score boxplot
Quality format converter
(ASCII-Numeric) .
= >

<
HARIBEFESEOESF12E 45



T DFEVBREDANT7AILIERFTDOEDITLEED
W8 3 II|II 9& {7 l/ T.@LRILLDOARAZTWVET . D2FEYTI4IL
I . / D ) FETE CTEITLI=TrimmomaticDE HT77AIL

e - a x
= Galaxy ¥ = httpsiffusegalaxy.org/ds X
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Analyze Data

4+ ; i

Tools = Trimmomatic flexible read trimming &% Versions ||+ Options History =

varinus affnhofes -

search tools [ x tool for Illumina NGS data (Galaxy Version 0.36.3) search datasets [x)

THRJITEF U OUTITET LUTTVETT

between various FASTQ Single-end or paired-end reads? imported: inudoshi_desu

quality formats Single-end - shown

Filter FASTQ reads by quality Input FASTQ file 348.45 MB [

score and length

A & | O 5: Trimmomatic on DRR024501sub_1.fa.. - - -

Combine FASTA and QUAL into L II:;sttGC ondataS:RH @ | # | %

FASTQ Perform initial ILLUMINACLIP step? awData

Trim Galore! Quality and Yes | No 6: FastQCondata 5: W @ 4 x

adapter trimmer of reads Cut adapter and other illumina-specific sequences from the read ebpage

FastQC Read QUElit'}r reports Trimmomatic opEratiﬂn 5: Trimmomatic on DR o f ®

R024501s5ub 1.fastg

. 1: Trimmomatic Operation
multigc aggregate results

from bicinformatics analyses Select Trimmomatic operation to perform 4:FastQCondata 2: R @ 4 %
into a single report . . , . . awData
. . Sliding window trimming (SLIDINGWINDOW) - -
Trimmomatic flexible read . .
— - Number of bases to average across 3:FastQCondata2: W @ 4 x
trimming tool for Illumina ebpage
NGS data 4
. , 2: DRR024501sub 1.f @ 4 x
Select high guality seaments Average quality required ast
Build base guality distribution 20

Draw guality score boxplot

=+ Insert Trimmomatic Operation
Quality format converter
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Analyze Data
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Tools = Trimmomatic flexible read trimming & Versions | | « Options History =

varinus affnhofes -

search tools Q tool for Illumina NGS data (Galaxy Version 0.36.3) search datasets [x)

IHJIE T UUTTIST Lunivero

between various FASTQ Single-end or paired-end reads? imported: inudoshi_desu

quality formats Single-end - shown

Filter FASTQ reads by quality Input FASTQ file 348.45 MB [

score and length

A & | O 5: Trimmomatic on DRR024501sub_1.fa.. - - -
Combine FASTA and QUAL into :ﬁ'::tt:c ondataS:RH @ | # | %

FASTQ Perform initial ILL Q,

Trim Galorel Quality and ves | No 5: Trimmomatic on DRR024501sub_1.fastq G FastOCondoln S W | ® | # | %
adapter trimmer of reads Cut adapter and oth ebpage

. . 2: DRRO24501sub_1.fastg
FastQC Read Quality reports Trimmomatic Ope 5: Trimmomaticon DR @ 4 x

1: Trimmomatic Operation R024501sub 1.fastq

multigc aggregate results

from bicinformatics analyses Select Trimmomatic operation to perform 4:FastQCondata 2: R @ 4 %
into a single report . . , . . awData
. . Sliding window trimming (SLIDINGWINDOW) - -
Trimmomatic flexible read . .
— - Number of bases to average across 3:FastQCondata2: W @ 4 x
trimming tool for llumina ebpage
NGS data 4
. , 2: DRR024501sub 1.f @ 4 x
Select high guality seaments Average quality required ast
Build base guality distribution 20

Draw guality score boxplot

=+ Insert Trimmomatic Operation
Quality format converter
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Analyze Data Using 6%
4+ ; i
Tools = Trimmomatic flexible read trimming & Versions | | « Options History =
varinus affnhofes
search tools Q tool for Illumina NGS data (Galaxy Version 0.36.3) search datasets [x)
IHJIE T UUTTIST Lunivero
between various FASTQ Single-end or paired-end reads? imported: inudoshi_desu
quality formats Single-end - & shown
Filter FASTQ reads by quality Input FASTQ file 348.45 MB [
score and length
A & | O 5: Trimmomatic on DRR024501sub_1.fa.. - - -
Combine FASTA and QUAL into L II:;sttGC e = ad
FASTQ Perform initial ILL | a, awData
i ; Yes | No , . 6: FastQC on data 5: W
m Quality and 5: Trimmomatic on DRRD24501s5ub_1.fastg b = =
adapter trimmer of reads Cut adapter and oth EMIEIRFEE
i . 2: DRRO24501sub_1.fastg
FastQC Read Quality reports Trimmomatic Ope 5: Trimmomaticon DR @ & x
. 1: Trimmomatic Operation R024501sub 1.fastg
multigc aggregate results
from bicinformatics analyses Select Trimmomatic operation to perform 4: FastQCondata 2: R @ »
into a single report . . , . . awData
. . Sliding window trimming (SLIDINGWINDOW) - -
Trimmomatic flexible read . .
trimming tool for Hlumi Number of bases to average across 3:FastQCondata 2: W @ X
rimming tool for llumina ebpage
NGS data 4
) , 2: DRR0O24501sub 1.f @ ®
Select high guality seaments Average quality required ast
Build base guality distribution 20
Draw guality score boxplot = : .
=+ Insert Trimmomatic Operation
Quality format converter
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Tools L - - . : . .
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between various FASTQ
quality formats

Filter FASTQ reads by quality
score and length

Combine FASTA and QUAL into
FASTQ

Trim Galore! Quality and
adapter trimmer of reads

FastQC Read Quality reports

multigc aggregate results
from bicinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Ilumina
NGS data

Select high guality seaments

Build base guality distribution

Draw guality score boxplot

Quality format converter
(ASCII-Numeric)

-

Single-end or paired-end reads?
Single-end
Input FASTQ file

O | &
Perform initial ILLUMINACLIP step?

=

2: DRR0O24501sub_1.fastg

Yes Mo

Cut adapter and other illumina-specific sequences from the read

Trimmomatic Operation
1: Trimmomatic Operation

Select Trimmomatic operation to perform
Sliding window trimming (SLIDINGWINDOW)
Number of bases to average across
4
Average quality reqguired

20

=+ Insert Trimmomatic Operation

e — O x
ggs¥%2Ftrimmomatic¥%2Ftrimmomatic®%2F0.... Y| :
= 7~
~ Options History < &
search datasets 0
imported: inudoshi_desu
- SNown
348.45 MB 4
7:FastQCondata 5: R @ & %
awData
6: FastQCondata 5: W @ 4 x
ebpage
5: Trimmomaticon DR @ 4 =
R0O24501sub 1.fastg
4:FastQCondata 2: R @ 4 %
- awData
2:FastQCondata 2: W @ 4 %=
ebpage
2: DRR024501sub 1f @ 4 %
asig
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search tools Q tool for Illumina NGS data (Galaxy Version 0.36.3)
TRJTO OTUUTTIST LUTiveTc
between various FASTQ Single-end or paired-end reads?
quality formats Single-end -
Filter FASTQ reads by quality Input FASTQ file
score and length
A & | O 2: DRRO24501sub_1.fastq -

Combine FASTA and QUAL into
FASTQ

Perform initial ILLUMINACLIP step?

No
Cut adapter and other illumina-specific sequences from the read

Trim Galore! Quality and Yes

adapter trimmer of reads

FastOC Read Quality reports Trimmomatic Operation

. 1: Trimmomatic Operation
multigc aggregate results

from bicinformatics analyses
into a single report

Select Trimmomatic operation to perform

Sliding window trimming (SLIDINGWINDOW)
Trimmomatic flexible read
trimming tool for Ilumina
NGS data 4

Number of bases to average across

SelEEt hitlh Clualit\" Seﬂmentﬁ Average qualiw required

20

Insert Trimmognatic Operation

:

Build base guality distribution

Draw guality score boxplot

Quality format converter
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History L5 o ]
search datasets (%)
imported: inudoshi_desu
SNown
348.45 MB 4
7:FastQCondata 5: R @ & %
awData
6: FastQCondata 5: W @ 4 x
ebpage
5: Trimmomaticon DR @ 4 =
R0O24501sub 1.fastg
4:FastQCondata 2: R @ 4 %
awData
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ebpage
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Analyze Data N ogin or Register Using 6%
Tools L History -
MANS affnhifes . o 1 job has been successfully added to the queue - resulting in
search tools Q the following datasets: search datasets 0
TRJTO OTUUTTIST LUTiveTc
between various FASTQ 8: Trimmomatic on DRR024501sub_ 1. fastq imported: inudoshi_desu
quality formats - 7 shown

You can check the status of gueued jobs and view the resulting

Filter FASTQ reads by quality . ; . 348.45 MB 4
score and length data by refreshing the History pane. When the job has besn run
the status will change from 'running’ to finished' if completed @ 8: Trimmomatic on

Combine FASTA and QUAL into successfully or ‘error’ if problems were encounterad. : =
DRRO24501sub 1.fast

FASTQ
a

Trim Galore! Quality and

adapter trimmer of reads 7:FastQCondata5: R @ 4 x
awData

FastQC Read Quality reports
6: FastQCondata 5: W @ & %

ebpage

multigc aggregate results

from bicinformatics analyses

into a single report 5: Trimmomaticon DR @ 4 x
R0O24501sub 1.fastg

Trimmomatic flexible read

trimming tool for Hlumina 4: FastQCondata 2: R @ 4 x
NGS data awData

Select high guality seaments

2:FastQCondata 2: W @ 4+ =

Build base guality distribution ebpage
Draw guality score boxplot 2: DRR024501sub 1.f @ # =

astg
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Tools A History - &
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search tools Q the following datasets: search datasets 0
IHJIE T UUTTIST Lunivero
between various FASTQ 8: Trimmomatic on DRR024501sub_ 1. fastq imported: inudoshi_desu
quality formats - 7 shown

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn run
the status will change from 'running’ to finished' if completed

Q

Filter FASTQ reads by quality 474.33 MB

score and length
8: Trimmomaticon DR @ & =

Combine FASTA and QUAL into ] o .
Q successfully or "error’ if problems were encountered R024501sub 1.fastq
FASTQ
Trim Galore! Quality and J:FastQCondata 5:R (@ o | X
adapter trimmer of reads awData
FastQC Read Quality reports 6: FastQCondata5: W @ 4 x
ebpaqge
multigc aggregate results
from bicinformatics analyses 5: Trimmomaticon DR @ 4 x=
into a single report R0O24501s5ub 1.fastq
Trlimm_omatic flexible rF:*ad 4:FastQCondata2: R @ 4 %
trimming tool for Illumina awData

NGS data
3: FastQCondata 2: W @ & %

ebpage

Select high guality seaments

Build base guality distribution

2: DRRO24501sub 1.f = 4 x
Draw guality score boxplot astg_

Quality format converter
(ASCII-Numeric)
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X

CTTY

& C | & Secure | https://usegalaxy.org/7tool_id=toolshed.g2.bx.psu.edu%2Frepos%2Fpjbriggs%2Ftrimmomatic%2Ftrimmomatic%2F0... ¥f

Analyze Data

Tools -‘.'; History —
MAINLS affhiFes . o 1 job has been successfully added to the queue - resulting in
search tools o the following datasets: search datasets (%)
IHJIE T UUTTIST Lunivero
between various FASTQ 8: Trimmomatic on DRR024501sub_1.fastq imported: inudoshi_desu
quality formats - 5 o

. . You can check the status of gueued jobs and view the resulting =
Eilter FASTOQ reads by quality . . . 474.38 MB [
data by refreshing the History pane. When the job has besn run

score and length

the status will change from 'running’ to finished' if completed e .
: . . .. 8: Trimmomaticon DR | & 4 %
Combine FASTA and QUAL into successfully or ‘error’ if problems were encounterad.
R0O24501sub 1.fastg
FASTQ
Trim Galore! Quality and 7:FastQCondata 5:R @ 4 x
adapter trimmer of reads awData
FastQC Read Quality reports 6: FastQCondata 5: W @ 4 %=
ebpaqge
multigc aggregate results
from bicinformatics analyses 5: Trimmomaticon DR | @ 4+ =
into a single report R0O24501s5ub 1.fastq
Trlimm_omatic flexible r?ad 4:FastQCondata 2:R @ & x
trimming tool for llumina awData

NGS data
3: FastQCondata 2: W @ & %
ebpage

Select high guality seaments

Build base guality distribution

2: DRRO24501sub 1.f = 4 x
Draw guality score boxplot astg_

Quality format converter
(ASCII-Numeric)
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X
<« C | & Secure https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b5d4699a2fa53019458 _ identifer=vkkrsgadpx I :
Analyze Data Using 9%
Tools -‘.'; . . History —
— - Edit dataset attributes
IE?_E,I::F tjlclimm S o = attributes | #F Convert = Datatypes & Permissions search datasets )
between various FASTQ imported: inudoshi_desu
quality formats Edit attributes ) Auto-detect | | [E) Save ¥ shown
Filter FASTQ reads by quality Name 474.33 MB
score and length
Trimmomatic on DRR024501sub_1.fastq e .
Combine FASTA and QUAL into ﬁ;};:;:::ﬂat;cfz:tnﬂ ® S X
FASTQ Info —
Trim Galore! Quality and 7: FastQC on data 5:
adapter trimmer of reads Picked up _JAVA_OPTIONS: -Djava.io.tmpdir=/galaxy- awData
. repl/main/jobdir/018/326/18326502/_job_tmp -Xmx7g -
FastQC Read Quality reports Yms?56m 6: FastQCondata 5: W @ 4 %=
multigc aggregate results TrimmomaticSE: Started with arguments: T ebpage
S . , thraade 1 nhead23 factn in factacananr facta ook factaocanane s
from bicinformatics analyses A tati 5: Trimmomaticon DR @ 4 x=
into a single report fninotation R0O24501s5ub 1.fastq
Trimmomatic flexible read 4:FastQCondata 2:R @ & x
trimming tool for llumina awData
NGS data
. , 3: FastQCondata 2: W @ & %
Select high quality segments y ebpage
Build base guality distribution Add an annotation or notes to a dataset; annotations are available I
, when a history is viewed. : sub 1.I @4 X
Draw guality score boxplot astg_
Database/Build
Quality format converter —
(ASCII-Numeric) unspecified (7) v
-
https:/fusegalaxy.crg/datasets/edit?dataset id=bbd44e69cb8906b5d4699a2fa5301245 >
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" A
WS8-10: A7 3> NEE

https:/fusegalaxy.crg/dz X

= Galaxy X \E

<« C | & Secure

CTTY

https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b5d4699a2fa53019458._ identifer=vkkrsgadpx W

Analyze Data Using 9%

Tools X . . History —
— - Edit dataset attributes

search tools o search datasets (%)

= Attributes € Convert £ Datatypes & Permissions

TR T O OOTTsr COTTVET T

between various FASTQ imported: inudoshi_desu

quality formats Edit attributes ) Auto-detect | | [B Save 7 shown
Filter FASTQ reads by quality Name 474,38 MB 1

score and length

Trimmomatic on DRRO24501sub_1.fastq 8: Trimmomaticon DR @ 4 x

R024501sub 1.fastg

Combine FASTA and QUAL into
FASTQ Info

TERTITaM JODOM U Lo 207 IoSZ0J0Z]_JUD_UNME —ATMET g -
Xms256m

TrimmomaticSE: Started with arguments:

-threads 1 -phred33 fastg_in.fastqsanger fastg_out.fastgsanger

- 7:FastQCondata 5: R @ 4 %
awData

Trim Galore! Quality and
adapter trimmer of reads

. 3 tQ 3
FastQC Read Quality reports S LIDINGWINDOW-4-30 Zngse Condata 5: W @ 4 x
multigc aggregate results Input Reads: 200000 Su P
from bicinformatics analyses ) 5: Trimmomaticon DR @ 4 x=
into a single report Annotation R0O24501s5ub 1.fastq
Trimmomatic flexible read 4:FastQCondata 2:R @ & x
trimming tool for llumina awData
NGS data -
. , 3: FastQC on data 2: W @ »
Select high quality segments y ebpage &
Build base guality distribution Add an annotation or notes to a dataset; annotations are available
: when a history is viewed. 2: DRR024501sub 1.f @ & x
Draw guality score boxplot astg_
Database/Build
Quality format converter
unspecified (?) -

(ASCII-Numeric)
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e - a x
= Galaxy ¥ = httpsiffusegalaxy.org/ds X
< ' | & Secure | https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b5d4699a2fa53019458 _identifer=vkkrsgadpx 1 * S
Analyze Data Sha elp ngin or r Using 9%
Tools L . ) History - &
e o - Edit dataset attributes
IE?_E,IFF tjlclimm S o = Attributes € Convert £ Datatypes & Permissions search datasets o
between various FASTQ imported: inudoshi_desu
quality formats Edit attributes 9 Auto-detect [ Save 7 shown
Filter FASTQ reads by quality Name Save attributes of the dataset. SN ~

score and length

Trimmomatic on DRR024501sub_1.fastq Q30| 8: Trimmomaticon DR @ 4 x

R024501sub 1.fastg

Combine FASTA and QUAL into

FASTQ Info

TEPTITA JODO U Lo] SZ07 IO Z0 U] JUD_ UM =ATITET g = . )
Trim Galore! Quality and ¥ms2?56m - 7:FastQCondata 5:R @ 4 x
adapter trimmer of reads TrimmomaticSE: Started with arguments: awData
FastOC Read Quality reports —threads& _phrefl.ﬂ. fastg_in.fastgsanoer fastg_out.fastgsanger 6: FastOCondata5: W @ 4 x
J_. SLIDINGWINDOW:4:30 T
multigc aggregate results Input Reads: 200000 Su P
from bicinformatics analyses A tati 5: Trimmomaticon DR @ 4 x=
into a single report fninotation R0O24501s5ub 1.fastq
Trimmomatic flexible read 4:FastQCondata 2:R @ & x
trimming tool for llumina awData

NGS data
3: FastQCondata 2: W @ & %
P ebpage

Select high guality seaments

Build base guality distribution Add an annotation or notes to a dataset; annotations are available I
, when a history is viewed. : sub LI @ 4 x
Draw guality score boxplot . astg_
Database/Build
Quality format converter —
(ASCII-Numeric) unspecified (7) v
-
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X

CTTY

<« C | & Secure https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b5d4699a2fa53019458._ identifer=vkkrsgadpx I

Analyze Data elp ngin or r Using 9%

Tools -‘.'; . . History —
Edit dataset attributes ~

varions affnhntes

:c::-f_:::L EIICL!IiIIIGI CUTTVETL 0‘ | AttribUtES updatEd' EEE'.EIF dEtE;Et; e
between various FASTQ — ) - - _ L imported: inudoshi_desu
quality formats = Attributes | € Convert = Datatypes & Permissions 7 shown
Filter FASTQ reads by quality . ; - 474,38 MB [
score and length Edit attributes y Auto-detect | B Save
Combine FASTA and QUAL into Name ﬁ;};:;:}':gﬂatféztn“ ® S X
. qQ
FASTQ Trimmomatic on DRR024501s5ub_1.fastg Q30 20
Trim Galore! Quality and Info
adapter trimmer of reads 7: FastQC on data 5: B & n
awData
FastQC Read Quality reports Picked up _JAVA_OPTIONS: -Djava.io.tmpdir=/galaxy- e —— g
. Fraio i 1nae A RV : Fas on da : > »
multiac aggregate results repl/main/jobdir/018/326/18326502/_job_tmp -Xmx7g ebpage #
A : Xms256m £30408
from bicinformatics analyses -

TrimmomaticSE: Started with arguments:

I €T e 1 mbvond2s focte i Enckonmnmn. ¢ | | SIimmomaticon bR @ | |
. . . . RULS0015UD0 1.1astq

Trimmomatic flexible read Annotation
trimming tool for llumina 4:FastQCondata 2:R @ 4 x
NGS data awData
Select high guality seaments 3: FastQCondata 2: W @ & x
Build base guality distribution ebpage

. "é -
Draw guality score boxplot Add an annotation or notes to a dataset: annotations are available 2: DRR024501sub 1.f @ 4 x

. 1 T p— a

Quality format converter when a history is viewed. astq.
(ASCII-Numeric) Database/Build

unspecified (7] - >
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W9-1: FastQC £ANELT, @FastQCE . OEF

e — O x
= Galaxy ¥ = httpsiffusegalaxy.org/ds X
& ' | & Secure | https://usegalaxy.org/?tool_id=toolshed.g2.bx.psu.edu%:2Frepos%2Fdevteam%2Ffastqct2Ffastqc%2F0.698version= W o
Analyze Data Sha elp ngin or r Using 9%
4+ ; i
Tools = FastQC Read Quality reports (Galaxy & Versions ~ Options History =
varinus affnhofes - .
search tools o Version 0.69) search datasets (%)
IHJIE T UUTTIST Lunivero
between various FASTQ Short read data from your current history imported: inudoshi_desu
quality formats 3| &7 | OO || 8: Trimmomatic on DRRO24501sub_1.fastg.. - 7 shown
Filter FASTQ reads by quality Contaminant list 474.33 MB i
score and length
| eq | o Mothing selected - - T .
Combine FASTA and QUAL into — — 8: ITnmmomaticon DR~ @ 4 x
FASTQ tab delimited file with 2 columns: name and sequence. For example: R0O24501s5ub 1.fast
Illumina Small RMA RT Primer CAAGCAGAAGACGGCATACGA 30
; alorel Quality and Submodule and Limit specifi i
: pecifing file ; .
%mer of reads 7: FastQC on data 5: § #F R
. [ | 1 | & || Nothing selected - awData
FastQC Read Quality reports : — -
a file that specifies which submodules are to be executed 6: FastQCondata 5: W @ 4 x
multigc aggregate results (default=all} and also specifies the thresholds for the each ebpage
from bicinformatics analyses submodules warnjgng parameter
into a single report 5: Trimmomaticon DR @ 4 x
. . . \ R0O24501s5ub 1.fast
Trimmomatic flexible read = 3
trimming tool for llumina 4:FastQCondata 2:R @ 4 x
NGS data © purpose awData
Select high guality seaments FastQC aims to provide a Simple waylta do some quality cnnt.rol checks 3:FastQCondata 2: W @ & x
Build base quality distribution 0!1 ralw sequence.data coming from high thruughpult sequencing ebpage
pipelines., It provides a modular set of analyses which you can use to
Draw guality score boxplot give a quick impression of whether your data has any problems of which 2: DRR024501sub 1.f @ & %
. you should be aware before doing any further analysis. astqg
Quality format converter
(ASCII-Numeric) The main functions of FastQC are:
-
« Import of data from BAM, S&AM or FastQ/FastQ.gz files {any 5
variant} h
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X

CTTY

d=toolshed.g2.bx.psu.edu%:2Frepost2Fdevieam%2Ffastqc%2 Ffastqc%2 FO.69&version=... ¥

< C' | & Secure | https//usegalaxy.org/?too

Analyze Data Shared Data alp ogin or Reg r Using 9%

Tools -‘.'; History —
MANS affnhifes . o 1 job has been successfully added to the queue - resulting in
search tools Q the following datasets: search datasets 0
IHJIE T UUTTIST Lunivero
i . . imported: inudoshi_desu
between various FASTQ 9: FastQC on data 8: Webpage rted doshi_d
quality formats 9 shown
Filter FASTO reads by guality 10: FastQC on data 8: RawData 474.38 MB &
score and length
Combine FASTA and QUAL into You can check t.he status: of queued jobs and uu.ew the resulting () 10: FastQCond »
FASTQ data by refreshing the History pane. When the job has besn run ata 8: RawData
the status will change from ‘running’ to finished' if completed
Trim Galore! Quality and successfully or “error’ if problems were encountered. @ 9: FastQC on dat »
adapter trimmer of reads a 8: Webpage
FastQC Read Quality reports 8: Trimmomatic on @& F R
i DRRO24501sub 1.f
multigc aggregate results a 30
from bicinformatics analyses
into a single report 7: FastQCon data 5: @ 4 x
Trimmomatic flexible read S
trimming tool for Ilumina 6: FastQCondata5: @ & x
NGS data Webpage

Select high guality seaments

5: Trimmomatic on @ & x
Build base guality distribution DRR0O24501sub 1.f
astg

Draw guality score boxplot

4: FastQCondata 2: = 4 x

uality format converter
e b RawData
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X

< C | & Secure | https://usegalaxy.org,/?tool_id

Analyze Data

Tools -
wvarions affmhotes - o
search tools O
TRJTO OTUUTTIST LUTiveTc

between various FASTQ
quality formats

Filter FASTQ reads by quality
score and length

Combine FASTA and QUAL into
FASTQ

Trim Galore! Quality and
adapter trimmer of reads

1 job has been successfully added to the queue - resulting in
the following datasets:

9: FastQC on data 8: Webpage

10: FastQC on data 8: RawData

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn run
the status will change from ‘running’ to finished' if completed
successfully or "error’ if problems were encountered.

3] —

i=toolshed.g2.bx.psu.eduFrepost2Fdevteam Y2 Ffastqc¥o2 Ffastqc¥2F0.698versi

W
Using 9%

CTTY

FastQC Read Quality reports

multigc aggregate results
from bicinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Ilumina
NGS data

Select high guality seaments

Build base guality distribution

Draw guality score boxplot

Quality format converter
(ASCII-Numeric)

History — &
search datasets (%)

imported: inudoshi_desu

9 shown

475.66 MB 4

10: FastQC ondata @ & %

8: RawData

9: FastQCondata 8: @ & %

Webpage

8: Trimmomatic on @ & x

DRRO24501sub 1.f

a 30

Z:FastQCondata 5: @& 4 %

RawData

6: FastQCondata 5: @& 4 %

Webpage

5: Trimmomaticon @& # %

DRRO24501sub 1.

astqg

4: FastQCondata 2: @ 4 =

RawData
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X

< C' | & Secure | https//usegalaxy.org/?too

Analyze Data

d=toolshed.g2.bx.psu.edu%:2Frepost2Fdevieam%2Ffastqc%2 Ffastqc%2 FO.69&version=... ¥

Using 9%

Tools —

varnous affnhufes - o
search tools Q

IHJIE T UUTTIST Lunivero
between various FASTQ
quality formats

Filter FASTQ reads by quality
score and length

Combine FASTA and QUAL into
FASTQ

Trim Galore! Quality and
adapter trimmer of reads

1 job has been successfully added to the queue - resulting in
the following datasets:

9: FastQC on data 8: Webpage

10: FastQC on data 8: RawData

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn run
the status will change from ‘running’ to finished' if completed
successfully or "error’ if problems were encountered.

FastQC Read Quality reports

multigc aggregate results
from bicinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Ilumina
NGS data

Select high guality seaments

Build base guality distribution

Draw guality score boxplot

Quality format converter
(ASCII-Numeric)

CTTY

History - &
search datasets (%)

imported: inudoshi_desu
9 shown

Q

475.66 MB

10: FastQC ondata @ & %
8: RawData

9: FastQCondata 8: @ & %
Webpage
267.5 KB
format: hitml, database: 2

Picked up _JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/018/326/183265
-Xmx7g -Xms236m

2 i s
HTML file
8: Trimmomatic on @& X

DRR0O24501sub 1.f
a 30

T CoctMi™ nm dots T - .
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(DDownload

https:/fusegalaxy.crg/dz X

https://usegalaxy.org/7too

d=toolshed.g2.bx.psu.edutc2Frepost2rdevieam % 2Ffastq

o - O X

c%2Ffastqcte2F0.698version=.,
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Using 9%

= Galaxy X\ =

& C | & Secure

|

- Galaxy Analyze Data

Tools -1:3
varnous affnhufes -
search tools Q

IHJIE T UUTTIST Lunivero
between various FASTQ
quality formats

Filter FASTQ reads by quality
score and length

Combine FASTA and QUAL into
FASTQ

Trim Galore! Quality and
adapter trimmer of reads

FastQC Read Quality reports

multigc aggregate results
from bicinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Ilumina
NGS data

Select high guality seaments

Build base guality distribution

Draw guality score boxplot

Quality format converter
(ASCII-Numeric)

-

V)

1 job has been successfully added to the queue - resulting in
the following datasets:

9: FastQC on data 8: Webpage

10: FastQC on data 8: RawData

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn run
the status will change from ‘running’ to finished' if completed
successfully or "error’ if problems were encountered.

~a
L=

&

History

o

search datasets

imported: inudoshi_desu
9 shown

Q

475.66 MB

10: FastQC on data
8: RawData

@& # XK

9: FastQCondata 8: @ & %
Webpage

https:/fusegalaxy.crg/datasets/bbd44e69cb8306b5fa30bfc 582006604/ display to_ext=htm!

267.5 KB
format: hitml, database: 2

Picked up _JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/018/326/183265

w; -Xms256m
3

2670

Download §

8: Trimmomatic on @ & x
DRRO24501sub 1.f

a 20

T CoctMi™ nm dots T =Y h
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= Galaxy ¥ = httpsiffusegalaxy.org/ds X
& C | & Secure | https://usegalaxy.org/7tool_id=toolshed.g2.bx.psu.edu%2Frepos%2Fdevteam%2Ffastqc%2 Ffastqc%2F0.698version= W o

Analyze Data Shared Data elp ogin or Reg r Using 9%

Tools -‘.'; History —
MANS affnhifes . o 1 job has been successfully added to the queue - resulting in
search tools Q the following datasets: search datasets 0
IHJIE T UUTTIST Lunivero
betm.reen various FASTQ 9: FastQC on data 8: Webpage imported: inudoshi_desu
quality formats 9 shown
Filter FASTO reads by guality 10: FastQC on data 8: RawData 475.66 MB &
score and length
Combine FASTA and QUAL into You can check t.he status: of queued jobs and uu.ew the resulting 10: FastQC on data @& F R
FASTO data by refreshing the History pane. When the job has besn run 8: RawData

the status will change from ‘running’ to finished' if completed

Trim Galore! Quality and successfully or "error’ if problems were encountered. 9: FastQC on data 8: @ 4 %
adapter trimmer of reads Webpage_

267.5 KB
FastQC Read Quality reports
Q Ul format: hitml, database: 2
multigc aggregate results
from bicinformatics analyses

into a single report

Picked up _JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/018/326/183265

Trimmomatic flexible read -{mx7g -Xms256m
trimming tool for Ilumina 3
NGS data
. , = e o
Select high guality seaments —
Build base guality distribution AT File
Draw quality score boxplot - 8: Trimmomaticon @& & x .
m_OaOnRATS arnd .G 4 L
< ' >
= FastQC_on_data_8_..zip Show all x
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astqc¥e2FHfastqcte2F0.698version=..

Using 9%

= Galaxy X\ =

& C | & Secure

|

- Galaxy Analyze Data

Tools -1:3
varnous affnhufes -
search tools Q

IHJIE T UUTTIST Lunivero
between various FASTQ
quality formats

Filter FASTQ reads by quality
score and length

Combine FASTA and QUAL into
FASTQ

Trim Galore! Quality and
adapter trimmer of reads

FastQC Read Quality reports

multigc aggregate results
from bicinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Ilumina
NGS data

Select high guality seaments

Build base guality distribution

Draw guality score boxplot -
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FastQC_on_data_8_..zip

V)

1 job has been successfully added to the queue - resulting in

the following datasets:

9: FastQC on data 8: Webpage

~a

History Kt

&

search datasets

imported: inudoshi_desu

o

| 4

10: FastQC on data 8: Raw[m
=L

You can check the status of queud
data by refreshing the History pan
the status will change from ‘runni
successfully or "error’ if problems

t
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SENER

£33

= | Fa stQC_on_data_8_ Webpage

=T

» FastQC_on_data_8_Webpage »

Fa
N &E

Trimmematic_on_DRRO245301sub_1_fastg_...
a FastQC_cn_data_8_ Webpage_html.html

|j rgFastQCasgvhs.log

a Trimmematic_on_DRRO24501sub_1_fastq_...
Trimmomatic_on_DRRO24501sul_1_fastq_...

I
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L
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HTML file
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W9'6 . FaStQC'%I:I %Eﬁgf Jr_)bjlszastQC%ﬁﬁ%(wa—not%']r—

[ Trimmomatic_on DRRoZ X P;!;& 75{5@’3 TQ{E 75§J: %— L/-C L ) %) @ -C:‘—‘:I' %

&« C | @ filey//C:/Users/kajik/Desktop,/FastQC_on_data_8_ Webpage/Trimmomatic_on_DRR024501sub_1_fastq_fastgc.html A
3 Mon 12 Feb 2018
g FastQC Re o]0 rt Trimmomatic_on_DRR024501sub_1_fastq
Summary

@Basic Statistics

@ Basic Statistics

@ Per base sequence quality

Filename Trimmomatic_on_DRR@24581sub_1 fastq
@Pertile sequence quality File type Conventional base calls
Encoding sSanger / Illumina 1.9

@ Per sequence quality scores

Total Sequences 264315
@Per base sequence content .

Ssequences flagged as poor quality @
@Per sequence GC content Sequence length 4-251

b {clng 38
@Per base N content

() sequence Length Distribution

@Se{l uence Duplication Levels

@Overreoresented sequences @Per base sequence qua"ty

@Ada ter Content Quality scores across all bases (Sanger ! lllumina 1.9 encoding) ‘

o 40 IR T 0
(@) Kmer Content 38 n T IT=EEH000R0000000A0
- T 'I"Illlll!ll!!!!!!!_!!!

Vi
36

34

32

30

25

Produced by FastQC (version 0.11.5)
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= Galaxy x
& ' | & Secure | https://usegalaxy.org/?tool_id=toolshed.g2.bx.psu.edu%2Frepos%2Fdevteam%2Ffastqcia2 c%2F0.698&version= W o
Analyze Data Using 9%
|
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error
Tools A History -
COTTITTE FAS A T AL T - o 1 job has been successfully added to the gueue - resulting in -
search tools © the following datasets: search datasets
ophons
i I i . . .
Irim Galore! Quality and 9: FastQC on data 8: Webpage imported: inudoshi_desu
adapter trimmer of reads o shownn
FastQC Read Quality reports 10: FastQC on data 8: RawData 473.66 MB T
multigc aggregate results . . )
from bioinformatics analyses You can check t.he status: of gueued jobs and w:.ew the resulting 1!}. FastQC on data @ & x
into a single report data by refre?shlng the History |:|alne. When Ithe ]ot.n has been run 8: RawData
the status will change from ‘running’ to ‘finished' if completed
Trimmomatic flexible read successfully or error’ if problems were encountered. 9: FastQCon data 8: @ 4 x
trimming tool for Ilumina Webpage
NGS data 267.5 KB
Select high guality segments format: html, database: 2
Build base guality distribution Picked up _JAVA_OPTIONS: -
. Djava.io.tmpdir=/galaxy-
S e repl/main/jobdir/018/359/183593
Quality format converter -Amx7g -Xms256m
(ASCII-Numeric) »
Filter by quality = e o
Remove sequencing artifacts HTML file
Barcode Splitter 8: Trimmomatic on AW AR
C_"E ada pter sequences - DRR{.245“15“|] 1.f -
actn
https:/fusegalaxy.crgfroot/history_options >
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= Galaxy x
& C | & Secure | https://usegalaxy.org/7tool_id=toolshed.g2.bx.psu.edu%2Frepos%2Fdevteam%2Ffastqc%2 Ffastqc%2F0.698version= W o

Analyze Data Shared Data elp ogin or Reg r Using 9%

0 Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Tools A History
COTTITTE FAS A T AL T - o 1 job has been successfully added to the gueue - resulting in I
search tools o the following datasets: searc]l  Show Structure
i I i . Delete
M Sl 9: FastQC on data 8: Webpage importe
adapter trimmer of reads 9 shown Delete Permanently
FastQC Read Quality reports 10: FastQC on data 8: RawData 475.66
multigc aggregate results ; ) , Resume Paused Jobs
from bioinformatics analyses You can check t.he status: of gueued jobs and w:.ew the resulting 10: Fas| Unhide Hidden Datasets
into a single report data by refreshing the History pane. When the job has besn run 8: Raw .
the status will change from 'running’ to 'finished' if completed Delete Hidden Datasets
Trimmoematic flexible read successfully or "error’ if problems were encounterad. 9: Fastt Purge Deleted Datasets
trimming tool for Hlumina Webpa Export Tool Citations
NGS data 267.5 K P
.| Export History to File
Select high guality segments format:
Build base quality distribution Picked up _JAVA_OPTIONS: -
. Djava.io.tmpdir=/galaxy-
Draw quality score boxplot repl/main/jobdir/018/359/183593
Quality format converter -Amx7g -Xms256m
(ASCII-Numeric) »
Filter by quality =26
Remove seguencing artifacts HTML file

Barcode Splitter

8: Trimmomaticon @& & =
Clip adapter sequences DRRO24501sub 1.

=ctn

< >
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12§ XL, D@ TLlogin

= Galaxy x

<« C | & Secure

Analyze Data

https://usegalaxy.org/7too

d=toolshed.g2.bx.psu.edutFreposthFdevtean g

0 Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report a

Reqgister

Tools -!'.n
UMD FAS TA dia AL Trica o
e
search tools (%]

Trim Galore! Quality and
adapter trimmer of reads

FastQC Read Quality reports

multigc aggregate results
from bicinformatics analyses
into a single report

Trimmoematic flexible read
trimming tool for Hlumina

1 job has been successfully added to the queue - resulting in
the following datasets:

9: FastQC on data 8: Webpage

10: FastQC on data 8: RawData

You can check the status of queued jobs and view the resulting
data by refreshing the History pane. When the job has besn run
the status will change from ‘running’ to ‘finished' if completed
successfully or "error’ if problems were encounterad.

the bug icon on error (red)

Using 9%

~ i

NGS data

Select high guality seaments

Build base guality distribution

Draw quality score boxplot

Quality format converter
(ASCII-Numeric)

Filter by quality

Remove seguencing artifacts

Barcode Splitter

Clip adapter sequences

https:/fusegalaxy.crg/user/login

search datasets

imported: inudoshi_desu
9 shown

475.66 MB

10: FastOC on data
8: RawData

@ & X

9: FastQCondata 8: @ 4 %
Webpaage

267.5 KB

format: htmil, database: 2

Picked up _JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/018/359/183593.
-Xmx7g -xms256m

26T

HTML file

8: Trimmomatic on
DRRO24501sub 1.f

=ctn

A

o

]
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W1ll-1:-0459 4> #% AL TDLogin

= Galaxy x

& ' | & Secure | https://usegalaxy.org,/?tool_id=toolshed.g2.bx.psu.edu%:2Frepos%2Fdevteam%2Ffastqct2Ffastqc2F0.698versi... O ¢ | @

Analyze Data Shared Data elp ogin or Reg r Using 9%

0 Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Tools A Login History - &
UMD FAS TA dia AL Trica g
search tools o Username / Email Address: search datasets (x|
Trim Galore! Quality and kadota@iu.a.u-tokyo.ac.jp imported: inudoshi_desu
adapter trimmer of reads ) ' 9 shown
Password:
FastQC Read Quality reports s 475.56 MB =
multiac aggregate results Forgot pasefiord? Reset here
from bicinformatics analyses 1!}- FastOCondata @ 4 x
into a single report Login 8: RawData
Trimmomatic flexible read 9: FastQC on data 8: @ & %
trimming tool for Illumina OpenD Logi Webpage
MNGS data pen LI 267.5 KB
Select high guality seaments OpenID URL: format: html, database: 2
Build base guality distribution Picked up _JAVA_OPTIONS: -
. , Djava.io.tmpdir=/galaxy-
H v
Draw quality score boxplot Or, authenticate with your | GenomeSpace account. repl/main/jobdir/018/359/183593
Quality format converter i -Xmx7g -Xms256m
(ASCII-Numeric) b
1 i Loy ~
Filter by qualit Terms and Conditions for use of this service 2 ec
Remove seguencing artifacts HTML File

Barcode Splitter

8: Trimmomaticon @& & =
Clip adapter sequences DRRO24501sub 1.

=ctn

< >
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ATERRCIZHYE T, Zhldkadota_unregistered
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Analyze Data

BREEBIDLLALLS, 5T

Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'m

rch tools o
Get Data

Send Data

Lift-Over

Collection Operations

5

[z}
=%}

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

FastQC Read Quality reports (Galaxy & Versions -~ Options
Version 0.69)

Short read data from your current history
| &1 | O || 8: Trimmomatic on DRRO24501sub_1.fastg.. -
Contaminant list

| &7 | OO | | Nothing selected -

tab delimited file with 2 columns: name and sequence. For example:
umina Small RNA BT Primer CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

| eq | o MNothing selected -

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

ﬂ Purpose

FastQC aims to provide a simple way to do some quality control checks
on raw sequence data coming from high throughput sequencing
pipelines, It provides a modular set of analyses which vou can use to
give a quick impression of whether your data has any problems of which
yvou should be aware before doing any further analysis.

The main functions of FastQC are:

History — &[0
search datasets [ x )
imported: inudoshi_desu
SNOWT
475,66 MB & % »

10: FastQCon data @ & %
8: RawData

9: FastQCondata 8: @ 4 %
Webpage

267.5 KB

format: hitml, database: 2

Picked up _JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/018/363/183634
-Xmx7g -Xms236m

»

02 ? e

HTML file

L

8: Trimmomatic on @ & x
DRRO24501sub 1.f

R —— Y. Y
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M) —IXESTE-T=DOM?FNITD
M View all historiesz B (EHhHh 5

= Galaxy x

C | & Secure

https://usegalaxy.org/7too

Analyze Data

& - 0o X
2Ffastqc%2F0.69&ampiversi... Tr| ©

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error (T8

Tools .‘.'m
search tools (%]

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

https:/fusegalaxy.org/history/view_multiple

FastQC Read Quality reports (Galaxy & Versions -~ Options

Version 0.69)

Short read data from your current history

| &1 | O || 8: Trimmomatic on DRRO24501sub_1.fastg.. -
Contaminant list
| &7 | OO | | Nothing selected -

tab delimited file with 2 columns: name and sequence. For example:
umina Small RNA BT Primer CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

0| &

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

ﬂ Purpose

Mothing selected -

FastQC aims to provide a simple way to do some quality control checks
on raw sequence data coming from high throughput sequencing
pipelines, It provides a modular set of analyses which vou can use to
give a quick impression of whether your data has any problems of which
yvou should be aware before doing any further analysis.

“unctions of FastQC are:

~a

~ & [0

View all
histories

imported: inudoshi_desu

History

se

rch datasets

=1}

9 shown
475.66 MB % -
10: FastQC ondata @ & %

8: RawData

9: FastQCondata 8: @ 4 %
Webpage

267.5 KB

format: hitml, database: 2

Picked up _JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy-
repl/main/jobdir/018/363/183634
-Xmx7g -Xms236m

»

e 2w ? - ®
HTML file
8: Trimmomatic on @& X
DRRO24501sub 1.f -
<l >
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& C | & Secure | https://usegalaxy.org/history/vie

Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Done search histories m search all datasets ﬂ Create new
Current History - Switch to -
imported: inudoshi_desu inudoshi_desu
9 shown 6 shown, 1 deleted
475.66 MB ~ & - 348.45 MB ~ % ™
search datasets Q search datasets Q
Drag datasets here to copy them to the current history 7: FastQC on data 5: RawData @ S
::: FastOC on data §: RowDa (@ |4 X 6: FastQC on data 5: Webpage @& &
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
2 Q :
267 5 KB 4: FastQC on data 2: RawData @ &
format: html, database: 2 3: FastQC on data 2: Webpage ®|F| %
Picked up JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy- 2: DRR0O24501sub 1.fastg @ S x
repl/main/jobdir/018/363/18363476/_job_tr
-Xmx7g -Xms256m
3
26 20 ? LA
HTML file
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& C | & Secure | https://usegalaxy.org/history/vie

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Using 0%

Done search histories m search all datasets ﬂ Create new
Current History - Switch to -
imported: inudoshi_desu inudoshi_desu
9 shown 6 shown, 1 deleted
475.66 MB ~ & - 348.45 MB ~ % ™
search datasets Q search datasets Q
Drag datasets here to copy them to the current histon 7: FastQC on data 5: RawData @ S
::: EastOC on data 8: RawDa ® 4 X 6: FastQC on data 5: Webpage @& K
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
2 tQ :
267 5 KB 4: FastQC on data 2: RawData @ &
format: html, database: 2 3: FastQC on data 2: Webpage ®|F| %
Picked up JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy- 2: DRR0O24501sub 1.fastg @ S x
repl/main/jobdir/018/363/18363476/_job_tr
-Xmx7g -Xms256m
3
26 20 ? LA
HTML file
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= Galaxy | Histories b4
& C | & Secure | https://usegalaxy.org/history/view_multiple o
Using 0%
Done search histories 'm Create new
Current History -
imported: inudoshi_desu inudoshi_desu
9 shown 6 shown, 1 deleted
475.66 MB ~ & - 348.45 MB ~ % ™
search datasets Q search datasets Q
Drag datasets here to copy them to the curren 7: FastQC on data 5: RawData @& S ”
::: EastOC on data 8: RawDa ® 4 X 6: FastQC on data 5: Webpage @& &
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
2 Q :
267 5 KB 4: FastQC on data 2: RawData @ &
format: html, database: 2 3: FastQC on data 2: Webpage ®|F| %
Picked up JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy- 2: DRR0O24501sub 1.fastg @ S x
repl/main/jobdir/018/363/18363476/_job_tr
-Xmx7g -Xms256m
3
26 20 ? LA
HTML file
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Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Done search histories m search all datasets ﬂ Create new
Current History - Switch to -
imported: inudoshi_desu inudoshi_desu
9 shown 6 shown, 1 deleted
475.66 MB ~ & - 348.45 MB ~ % ™
search datasets Q search datasets Q
Drag datasets here to copy them to the current histon 7: FastQC on data 5: RawData @ S
::: FastOC on data §: RowDa (@ |4 X 6: FastQC on data 5: Webpage @& &
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
2 Q :
267 5 KB 4: FastQC on data 2: RawData @ &
format: html, database: 2 3: FastQC on data 2: Webpage ®|F| %
Picked up JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy- 2: DRR0O24501sub 1.fastg @ S x
repl/main/jobdir/018/363/18363476/_job_tr
-Xmx7g -Xms256m
3
26 20 ? LA
HTML file
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= Galaxy | Histories b4
& C | & Secure | https://usegalaxy.org/history/view_multiple W
Using 0%
Done search histories ﬂ Create new
Current History -
imported: inudoshi_desu inudoshi_desu
9 shown 6 shown, 1 deleted
475.66 MB ~ & - 348.45 MB ~ % ™
search datasets Q search datasets Q
Drag datasets here to copy them to the current histon 7: FastQC on data 5: RawData @ S
::: EastOC on data 8: RawDa ® 4 X 6: FastQC on data 5: Webpage @& &
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
2 Q :
267 5 KB 4: FastQC on data 2: RawData @ &
format: html, database: 2 3: FastQC on data 2: Webpage ®|F| %
Picked up JAVA_OPTIONS: -
Djava.io.tmpdir=/galaxy- 2: DRR0O24501sub 1.fastg @ S x
repl/main/jobdir/018/363/18363476/_job_tr
-Xmx7g -Xms256m
3
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HTML file
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= Galaxy x
& C | & Secure | https://usegalaxy.org ir
Analyze Data Workflow  Shared Data Visualization - olp Using 0%
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)
Tools A History — & [0
Galaxy is an cpen socurce, web-based platform for data
search tools o intensive biomedical research. If you are new to Galaxy start search datasets %]
Get Data here or consult qur hel rescgrces You can install your own TR [ e L e
Send Data Galaxy by following the tutorial and choose from thousands of 9 shown
. tools from the Tool Shed.
Lift-Over 475.66 MB ¥ % e
Collection Operations
Text Manipulation 10: FastQC ondata @ & %
Datamash 8: RawData
Convert Formats 9: FastQCondata 8: @ 4 %
Filter and Sort Webpage_
Join, Subtract and Group &: Trimmomatic on ® & x
Fetch Alignments/Sequences ‘ Wa N t DRR0O24501sub 1.f
a 30

NGS: OC and manipulation

NGS: DeepTools answers. 7: FastQC on data 5:

@ #F K
NGS: Mapping RowDatn
. Pty
NGS: RNA Analysis P ";“, 6: FastQC ondata 5: @ & x
NGS: SAMtools * **f I o Webpage
] s
NGS: BamTools ¥ —  GALAXYBAPLAINED - — 5: Trimmomaticon @ & x
NGS: Picard DRR0O24501sub 1.f
NGS: VCF Manipulation astqg
NGS: Peak Calling . 4:FastQCondata2: @ 4 % -
< - >
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= Galaxy x

& C | & Secure | https://usegalaxy.org ir

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issu¢ | ogged in as kadota@iu.a.u-tokyo.ac.ip

Tools 2 Preferences N
Galaxy is an open source, web-based platform for data Custom Builds L

search tools o intensive biomedical research. If you are new to Galaxy sti  Logout .Q

Get Data here or consult our help resources. You can install your ow

sSend Data Galaxy by following the tutorial and choose from thousand  s5zved Yistories

Lift-Over tools from the Tool shed. Saved Datasets ',

Collection Operations Saved Pages '

Text Manipulation © | luirasuL ongatm @ £ %

Datamash SR

Convert Formats 9: FastQCondata 8: @ 4 %

Filter and Sort Webpage

Join, Subtract and Group

8: Trimmomatic on @& X
DRR0O24501sub 1.f

Fetch Alignments/Sequences .
NGS: OC and manipulation + < 30
NGS: DeepTools 7: FastQC on data 5:

& & R
NGS: Mapping RawData
NGS: RNA A"ah’siﬁ . 6: Fasmc on dam 5: @ i x
NGS: SAMtools Public Galaxy Servers Webpage
NGS: BamTools . . i . . .
s and still counting 5: Trimmomaticon @ 4 x
NGS: Picard DRRO24501sub 1.f
NGS: VCF Manipulation astg
NGS: Peak Calling . 4:FastQCondata2: @ 4 x -«
< S >
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& C | & Secure | https://usegalaxy.org

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'m
search tools (%

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

hitps:/f

usegalaxy.crg/history/view_multiple

Galaxy is an cpen socurce, web-based platform for data
intensive biomedical research. If you are new toc Galaxy start
here or consult our help resources. You can install your own
Galaxy by following the tutorial and choose from thousands of
tools from the Tool Shed.

Try Galax
on ¥he Clogd

Mow you can have a personal Galaxy within the infinite Un

History

imported: inudoshi_desu

9 shown

475.66 MB

10: FastQC on data
8: RawData

9: FastQC on data 8:

Webpage

8: Trimmomatic on
DRR0O24501sub 1.f
astq Q30

7: FastQC on data 5:

RawData

6: FastQC on data 5:

Webpage

5: Trimmomatic on
DRR0O24501sub 1.f
astq

4: FastQC on data 2:

< &[0
View all
histories
~ % ®»

@& # XK
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= Galaxy | Histories x

& C | & Secure | https://usegalaxy.org/history/view_multiple

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Done zearch histories 'B

Current History -

search all dataszets "D

Switch to

Using 0%

Create new

imported: inudoshi_desu

9 shown
475.66 MB ~ -
search datasets Q

o

10: FastQC on data 8: RawDa @ 4 x
Ia

9: FastQC on data 8: Webpag @ 4 x
e

8: Trimmomatic on DRR0245 @ 4 x
O1sub 1.fastg Q30

7: FastQC on data 5: RawDat @ & x
a

6: FastQC on data 5: Webpag @ 4 x
e

5: Trimmomatic on DRR0245 @ 4 x
O1sub 1.fastqg

| 4: FastOC on data 2: RawDat @ & w 7

inudoshi_desu
6 shown, 1 deleted

348.45 MB

search datasets

7: FastQC on data 5: RawData

6: FastQC on data 5: Webpage

5: Trimmomatic on DRR024501sub _1.fastg

4: FastQC on data 2: RawData

3: FastQC on data 2: Webpage

2: DRR024501s5ub 1.fastqg

¥ e

@ ® & ® ® @®
Y AYIAY AY RS RS
xX
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= Galaxy | Histories b4
& C | & Secure | https://usegalaxy.org/history/view_multiple

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Done search histories earch all datasets 'm Create new
Current History jitch to -
imported: inudoshi_d ©oPY nudoshi_desu
9 shown Delete 6 shown, 1 deleted
475.66 MB Purge 348.45 MB ~ % ™
search datasets search datasets Q
Drag datasets here to copy them to the current histo 7: FastQC on data 5: RawData @ S
::: EastOC on data 8: RawDa ® 4 X 6: FastQC on data 5: Webpage @& &
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
4: FastQC on data 2: RawData @ &
8: Trimmomatic on DRR0245 @ 4 x
01sub 1.fastg Q30 3: FastQC on data 2: Webpage @ F R
e o - RAPARS 2: DRRO24501sub 1.fasta @ & x
a
6: FastQC on data 5: Webpag @ 4 x
e
5: Trimmomatic on DRR0245 @ 4 x
O1sub 1.fastg
| 4: FastOC on data 2: RawDat @ & w

DzHI & 3IDDBRFEHENS, @

Deletel&

N oy

a=

fICANBERL, @Purge

[FIZFEICANTZEIZT B, REEEIT
o

- O x

Using 0%
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= Galaxy | Histories b4

& C | & Secure | https://usegalaxy.org/history/vie

o - O X

Done search histories search all daifdsets ﬂ Create new
Current History Switch to -
imported: inudoshi_desu inudoshi_dgsu
9 shown 6 shown, 1 deleted
475.66 MB ~ & - 348.45 MB ~ % ™
search datasets search datasets Q
Drag datasets here to copy them to the current histo 7: FastQC on data 5: RawData @ S
::: EastOC on data 8: RawDa ® 4 X 6: FastQC on data 5: Webpage @& &
9: FastQC on data 8: Webpaa @ 4 x 5: Trimmomatic on DRR024501sub 1.fastqg @ &
e
4: FastQC on data 2: RawData @ &
8: Trimmomatic on DRR0245 @ 4 x
01sub 1.fastg Q30 3: FastQC on data 2: Webpage @ F R
:: >/ x 2: DRRO24501sub 1.fasta @ & x
6: FastQC on data 5: Webpag @ 4 x
e
5: Trimmomatic on DRR0245 @ 4 x
O1sub 1.fastg
| 4: FastOC on data 2: RawDat @ & w
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PBEERORE, OBLI1ERYT
EF=TVE DD (D PLELY)

e — O x
= Galaxy | Histories b4
& C | & Secure | https://usegalaxy.org/history/view_multiple W o
Done search histories m search all daifdsets 'm Create new
Current History - Switch to -
inudoshi_desu imported: qudoshi_desu
& shown, 1 deleted 9 shown
348.45 MB ~ & - 475.66 MB ~ % ™
search datasets Q search datasets Q
Drag datasets here to copy them to the current histo 10: FastQC on data 8: RawData @ S
Z: FastOC on date 5: RawData ®# X 9: FastQC on data 8: Webpage @& &
6: FastOC on data 5: Webpage # % || 8 Trimmomatic on DRR024501sub 1.fastq Q30 ®| 2%
5: Trimmomatic on DRR024501 @ 4
= : Q :
cub 1fact 7: FastQC on data 5: RawData @ &
4: FastOC on data 2: RawData @ % 6: FastQC on data 5: Webpage @& &
3: FastQC on data 2: Webpage % 5: Trimmomatic on DRR024501sub 1.fastq @& R
2: DRR024501sub 1.fastq ® &S R 4: FastQC on data 2: RawData @& & R
3: FastQC on data 2: Webpage @& & R
2: DRRO24501sub 1.fastq @ &S x
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= MDoneZ 1. FR#M D Current History

W12-4 : tZ |‘U _O) Jiﬂ NERBENFET (BT TIPS

o - O X

= Galaxy | Histories b4

& C | & Secure | https://usegalaxy.org/history/vie

Using 0%

ﬂ Galaxy bfls recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Done arch histories m search all datasets ﬂ Create new
Current HYstory - Switch to -
inudoshi_desu imported: inudoshi_desu
6 shown, 1 deleted 9 shown
348.45 MB ~ % ® || 475.66 MB ¥ % e
search datasets Q search datasets Q

rent history 10: FastQC on data 8: RawData

e e @ X 9: FastQC on data 8: Webpage

8: Trimmomatic on DRR024501sub _1.fastg Q30

5: Trimmomatic on DRR024501
sub 1.fastqg

®

&
6: FastQC on data 5: Webpage @& | "
&

X 7: FastQC on data 5: RawData

4: FastOC on data 2: RawData 6: FastQC on data 5: Webpage

®
x

3: FastQC on data 2: Webpage @ 4 x 5: Trimmomatic on DRR024501sub 1.fastq

2: DRR024501sub 1.fastg @ & x 4: FastQC on data 2: RawData

3: FastQC on data 2: Webpage

@ ® ® © ® @ ® © @
LY AYAY AY AY AY AY ARSI &Y
X

2: DRRO24501sub 1.fastg
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(DCreate newZifg

W12-5: EXR)—D#FHFEIERL 9

= Galaxy | Histories b4

& C | & Secure | https://usegalaxy.org/history/view_multiple

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug iconfyn error {red)

Using 0%

Done search histories m search all datasets ﬂ Create new
Current History - Switch to -
inudoshi_desu imported: inudoshi_desu
6 shown, 1 deleted 9 shown
348.45 MB ~ % ® || 475.66 MB ¥ e
search datasets Q search datasets Q
Drag datasets here to copy them to the current histon 10: FastQC on data 8: RawData @ S
Z: FastOC on date 5: RawData ®# X 9: FastQC on data 8: Webpage @& &
6: FastOC on data 5: Webpage X | | 8: Trimmomatic on DRR024501sub _1.fastq Q30 ®| 2%
:l:l;'ri:lfr:;matic on DRRO24501 | @ X 7: FastQC on data 5: RawData @ &
4: FastOC on data 2: RawData = % 6: FastQC on data 5: Webpage & SR
3: FastQC on data 2: Webpage % 5: Trimmomatic on DRR024501sub 1.fastq @& R
2: DRR024501sub 1.fastq @ & x 4: FastQC on data 2: RawData @ & %
3: FastQC on data 2: Webpage @& & R
2: DRR024501sub 1.fastq @ &S x
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W12-5:EX M) —DFHFRIE VERT BT EMTEES . DDone

= Galaxy | Histories

C | & Secure

=

https

usegalaxy.org/history/view

Visualization

o - O X

Using 0%

ﬂ Galaxy bfls recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)
Done arch histories m search all datasets ﬂ Create new
Current HYstory - Switch to - Switch to .
Unnamed history imported: inudoshi_desu inudoshi_desu
9 shown 6 shown, 1 deleted
{empty) - e 475.66 MB ¥ % e 348.45 MB ¥ % e
search datasets Q search datasets ] search datasets Q
Drag datasets here to copy them to the current history 10: FastQC on data 8: RawData »® 7: FastQC on data 5: RawData & &R
| ) This history is empty |
9: FastQC on data 8: Webpage » 6: FastQC on data 5: Webpage @& & n
8: Trimmomatic on DRR0O24501 g » 5: Trimmomatic on DRR024501su @ 4 %
sub 1.fastg Q30 b 1.fastg
7: FastQC on data 5: RawData x 4: FastQC on data 2: RawData @& & x
6: FastQC on data 5: Webpage @ » 3: FastQC on data 2: Webpage @& & K
5: Trimmomatic on DRR024501 » 2: DRRO24501sub 1.fastg @& S ®
sub 1.fastg
4: FastQC on data 2: RawData @@ x
3: FastQC on data 2: Webpage P
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= Galaxy x

& C | & Secure | https://usegalaxy.org ir

Analyze Data Workflow  Shared Data Visualization sl p Jsar Using 0%

CTTY

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Tools A History — & [0
Galaxy is an cpen socurce, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy start search datasets %]
Get Data here or consult qur hel rescgrces You can install your own T e s e
Send Data Galaxy by following the tutorial and choose from thousands of -

{empty) o
Lift-Over tools from the Tool Shed.
Collection Operations ﬂ This history is empty. You can
Text Manipulation load your own data or get data
from an external source

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation +
NGS: DeepTools

NGS: Mapping
NGS: RMA Analysis

NGS: SAMtools Public Galaxy Servers

NGS: BamTools and still counting
NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

T ) S
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= B
W12-7 : Histories

BE . View all histories

= Galaxy x

& C | & Secure | https://usegalaxy.org

Analyze Data

Using 0%

0 Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.';.

search tools o
Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

Galaxy is an cpen socurce, web-based platform for data
intensive biomedical research. If you are new toc Galaxy start
here or consult our help resources. You can install your own
Galaxy by following the tutorial and choose from thousands of
tools from the Tool Shed.

)+

Public Galaxy Servers
and still counting

History — & [0
search datasets [ x )

Unnamed history

(empty) % ®

ﬂ This history is empty. You can
load your own data or get data
from an external source

BARILBREFREOERFE 12
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DEHLURERR)—IZEE
L=LMEE X, @Switch to

= Galaxy | Histories b4

& C | & Secure | https://usegalaxy.org/history/view_multiple

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

3] —

Using 0%

Done zearch histories m zearch all datasets Create new
Current History - Switch to - Switch to
Unnamed history imported: inudoshi_desu inudoshi_ddsu
9 shown 6 shown, 1 deleted
{empty) - e 475.66 MB ¥ % e 348.45 MB ~ % -
search datasets Q search datasets ] search datasets Q
Drag datasets here to copy them to the current histon 10: FastQC on data 8: RawData »® 7: FastQC on data 5: RawData »
This history is empty
|ﬂ i 2 9: FastQC on data 8: Webpage » 6: FastQC on data 5: Webpage %
8: Trimmomatic on DRR024501 » 5: Trimmomatic on DRR024501su @ 4 %
sub 1.fastg Q30 b 1.fastq
7: FastQC on data 5: RawData x 4: FastQC on data 2: RawData & x
6: FastQC on data 5: Webpage » 3: FastQC on data 2: Webpage @ 'Y
5: Trimmomatic on DRR024501 » 2: DRRO24501sub 1.fastg e
sub 1.fastg
4: FastQC on data 2: RawData x
3: FastQC on data 2: Webpage P
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= B
W12-7 : Histories

CAERRLCICRYET

e — O x
= Galaxy | Histories x
& C | & Secure | https://usegalaxy.org/history/view_multiple | o
Using 0%
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)
Done zearch histories m search all dataszets Create new
Current History - Switch to - Switch to -
inudoshi_desu Unnamed history imported: inudoshi_desu
6 shown, 1 deleted 9 shown
348.45 MB ~ & - {empty) - ® 475.66 MB ¥ % e
search datasets Q search datasets ] search datasets Q
Drag datasets here to copy them to the current histon |ﬂ This history is empty 10: FastQC on data 8: RawData »
Z: FastOC on date 5: RawData = X 9: FastQC on data 8: Webpage ®
6: FastOC on data 5: Webpage. |®|# X 8: Trimmomatic on DRR024501 @ 4 x
. . sub 1.fastg Q30
5: Trimmomatic on DRR024501 @ %
sub 1.fast 7: FastQC on data 5: RawData ®
4: FastQC on data J: RewDala X 6: FastQC on data 5: Webpage @ e
3: FastOC on data 2: Webpage x 5: Trimmomatic on DRR024501 %
sub 1.fastg
2: DRR0O24501sub 1.fastg 4
4: FastQC on data 2: RawData @& ®
3: FastQC on data 2: Webpage "
3
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W13-1: 7—43MDaE —

= Galaxy | Histories b4

< C

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

@ Secure | https://usegalaxy.org/history/view_multiple

ZZ[Z. A)Drag datasets here to copy
them to the current historyEZELNTH
YET, COFDITHDERRN)—HAD
T—R3%AE—9 HENTEEXT

W
Using 0%

Done search histories m search all datasets 'm Create new
Current History - Switch to - Switch to -
inudoshi_desu Unnamed history imported: inudoshi_desu
& shown, 1 deleted 9 shown
348.45 MB ~ & - {empty) - ® 475.66 MB ¥ % e
search datasets Q search datasets ] search datasets Q
Drag datasets here to copy them to the current histe ﬂ This history is empty 10: FastQC on data 8: RawData »
Z: FastOC on date 5: RawData ®# X 9: FastQC on data 8: Webpage ®
b:.Fastit on data 5: Vlebpage s % 8: Trimmomatic on DRR024501 @ 4 %
. . sub 1.fastg Q30
5: Trimmomatic on DRR024501 @ 4 x
sub 1.fast 7: FastQC on data 5: RawData ®
4: FastQC on data J: RewDala = X 6: FastQC on data 5: Webpage @ e
e x 5: Trimmomatic on DRR024501 @ 4 x
sub 1.fastg
2: DRR0O24501sub 1.fastg @& »
4: FastQC on data 2: RawData @& ®
3: FastQC on data 2: Webpage "
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FIZ X, DTrimmomaticE{TEDFASTQI7A /L
EHRERENDLSHEBRLTRSYT/FAOYT T BHE: -

= Galaxy | Histories b4

& C | & Secure | https://usegalaxy.org/history/vie

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

3] —

Using 0%

Done zearch histories m search all dataszets Create new
Current History - Switch to - Switch to -
inudoshi_desu Unnamed history imported: inudoshi_desu
6 shown, 1 deleted 9 shown
348.45 MB ~ & - {empty) - ® 475.66 MB ¥ % e
search datasets Q search datasets ] search datasets Q
! Drag datasets here to copy them to the current _=::$__I£T|‘Ii5 hiEtor"y’ is empty | 10: FastQC on data 8: RawData 4
Z: FastOC on date 5: RawData = X 9: FastQC on data 8: Webpage ®
6: FastQC on data 5: Webpage » ~o—n omatic on DRRO24501 -
. . sub 1.fastg Q30
5: Trimmomatic on DRR024501 @ %
sub 1.fast 7: FastQC on data 5: RawData ®
4: FastQC on data J: RewDala = X 6: FastQC on data 5: Webpage @ e
e x 5: Trimmomatic on DRR024501 @ 4 %
sub 1.fastg
2: DRR0O24501sub 1.fastg @& »

4: FastQC on data 2: RawData

3: FastQC on data 2: Webpage
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= Galaxy | Histories b

& C | & Secure | https://usegalaxy.org/history/vie

Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

Done search histories m search all datasets ﬂ Create new
Current History - Switch to - Switch to -
inudoshi_desu Unnamed history imported: inudoshi_desu
: 9 shown
~ % ® || (empty) % ® || 475.66 MB ¥ % e
Q search datasets ] search datasets Q
8: Trimmomatic on DRR024501 @ 4 x | © This history is empty | 10: FastQC on data 8: RawData @ & %

sub 1.fastg Q320

9: FastOC on data 8: Webpage @ 4 %

7: FastQC on data 5: RawData AV AR

8: Trimmomatic on DRR024501 @ 4 %=

6: FastQC on data 5: Webpage AV AR sub 1.fastg 030
5: Trimmomatic on DRR0O24501 @ 4 x 7: FastQC on data 5: RawData @& & R
sub 1.fastg

6: FastOC on data 5: Webpage @ 4 %

4: FastQC on data 2: RawData AP AR
5: Trimmomatic on DRRO24501 @ & %

3: FastQC on data 2: Webpage AP AR sub_1.fastq
2: DRR0O24501sub 1.fastg AV AR 4: FastQC on data 2: RawData @& & R

3: FastOC on data 2: Webpage @ 4 %
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DOFFRE AR —Z%Current History|Zt1 & %

W13-4:¥ﬁ5€ﬁt7\|~')—l:@%7‘3

— O *
= Galaxy | Histories b4
& C | & Secure | https://usegalaxy.org/history/view_multiple | o
Done search histories ] search all datggets Create new
Current History - Switch to - Switch to -
inudoshi_desu Unnamed hXstory imported: inudoshi_desu
7 shown, 1 deleted 9 shown
474.38 MB ~ % ® || (empty) % ® || 475.66 MB ¥ % e
search datasets Q search datasets ] search datasets Q
8: Trimmomatic on DRR024501 @ 4 x | © This history is empty 10: FastQC on data 8: RawData »
sub 1.fastg Q30
9: FastQC on data 8: Webpage ®
7: FastQC on data 5: RawData -5 x
8: Trimmomatic on DRR0O24501 g #
6: FastQC on data 5: Webpage @ »® sub 1.fastg 030
5: Trimmomatic on DRRO24501 g x 7: FastQC on data 5: RawData ®
sub 1.fastg
6: FastQC on data 5: Webpage @ e
4: FastQC on data 2: RawData @ »x
5: Trimmomatic on DRR0O24501 g #
3: FastQC on data 2: Webpage @ »® sub_1.fastq
2: DRR0O24501sub 1.fastg -5 x 4: FastQC on data 2: RawData @& ®
3: FastQC on data 2: Webpage "
3
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D TrimmomaticE{TEINDFASTQ77A)LZaE—

W13-5: 3 —Hi

= Galaxy | Histories b4

<« C | & Secure

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)

https://usegalaxy.org/history/view_multiple

Using 0%

Done search histories m search all datasets ﬂ Create new
Current History - Switch to - Switch to -
Unnamed history inudoshi_desu imported: inudoshi_desu
7 shown, 1 deleted 9 shown
(empty) % ® || 474.38 MB & % ® || 475.66 MB ¥ % e
search datasets Q search datasets ] search datasets Q
! Drag datasets here to copy them £o the current R} 8: Trimmomatic on DRRO24501su @ & % 10: FastQC on data 8: RawData @ & %

| ) This history is empty

P

b _1.fastg Q30

7: FastQC on data 5: RawData @& & x
ii FastQC on data 5: Webpage A AR
Trimmomatic on DRR0O24501s5u @ 4 x

x
3: FastQC on data 2: Webpage AW AR
2: DRR024501sub_1.fastq ® & x

9: FastOC on data 8: Webpage @ 4 %

8: Trimmomatic on DRR024501 @ 4 %=
sub 1.fastqg Q30

7: FastQC on data 5: RawData @& & R

6: FastOC on data 5: Webpage @ 4 %

5: Trimmomatic on DRRO24501 @ & %
sub 1.fastq

4: FastQC on data 2: RawData @& & R

3: FastOC on data 2: Webpage @ 4 %
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= Galaxy | Histories b4
& C | & Secure | https://usegalaxy.org/history/view_multiple | o
sualization Using 0%
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release {18.01). Please report any issues you encounter using the bug icon on error {red)
Done search histories m search all datasets ﬂ Create new

Current History

Switch to

Switch to

Unnamed history

2'@10245015&1 1.fige

|ﬂ This history is empty

BN

inudoshi_desu

7 shown, 1 deleted

474.38 MB

search datasets

8: Trimmomatic on DRRD24501s5u

b _1.fastg Q30

1 7: FastQC on data 5: RawData

=

6: FastQC on data 5: Webpage

5: Trimmomatic on DRRD24501s5u

b _1.fastqg

N\ 4: FastQC on data 2: RawData

}Nstﬂc on data 2: Webpage
2: DRRO23501sub 1.fastqg

imported: inudoshi_desu
9 shown

475.66 MB

search datasets

10: FastQC on data 8: RawData

9: FastQC on data 8: Webpage

8: Trimmomatic on DRR024501

sub 1.fastg Q30

7: FastQC on data 5: RawData

6: FastQC on data 5: Webpage

5: Trimmomatic on DRR024501

sub 1.fastg

4: FastQC on data 2: RawData

3: FastQC on data 2: Webpage

~ % o
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" CABRBLITEYET, S5FAHTET, T7ALD
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-/ : 1 Done k4t 1. Q% A HELTRIFEIADHEND
(M ZTIEFE=DDonelL%iLY)

= Galaxy | Histories b4

CTTY

& C | & Secure | https://usegalaxy.org/history/view_multiple g

Using 0%

ﬂ Galaxy bfls recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Done arch histories 0 search all datasets 'm Create new
Current HYstory - Switch to - Switch to .
Unnamed history inudoshi_desu imported: inudoshi_desu
1 shown 7 shown, 1 deleted 9 shown
186.06 MB ~ & - 474,38 MB ¥ % . 475.66 MB ¥ % e
search datasets Q search datasets ] search datasets Q
1: DRR0O24501sub 1.fastg @& S " 8: Trimmomatic on DRRO24501su @ & % 10: FastQC on data 8: RawData @ & %
b 1.fastg Q30
9: FastOC on data 8: Webpage @ 4 %
7: FastQC on data 5: RawData @& & x
8: Trimmomatic on DRR024501 @ 4 %=
6: FastQC on data 5: Webpage A AR sub 1.fastg 030

5: Trimmomatic on DRR024501s5u @ 4 x 7: FastQC on data 5: RawData @& & R

b 1.fastq

6: FastOC on data 5: Webpage @ 4 %
4: FastQC on data 2: RawData @& & x

5: Trimmomatic on DRRO24501 @ & %
3: FastQC on data 2: Webpage AW AR sub_1.fastq
2: DRRO24501sub 1.fastg @& & x 4: FastQC on data 2: RawData @& & R

3: FastOC on data 2: Webpage @ 4 %
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" S (DER P —inudoshi desu

W14-1:inudoshi desu EHIFIY <<, @Switch to

= Galaxy | Histories *

< ' | & Secure | https://usegalaxy.org/history/view_multiple |

Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Cone search histories ﬂ '&Etaseti m Create new

Current History - Switch to - Switch to
Unnamed history inudoshi_desu imported: inudoshi_desu
1 shown 7 shown, 1 deleted 9 shown
186.06 MB ~ % ™. 474,38 MB ~ % - 475.66 MB ~ % a
search datasets ) search datasets (x ) search datasets €
Drag datasets here to copy them to the current histary 8: Trimmomatic on DRRO24501s5u @ 4 % 10: FastOC on data 8: RawData @ 4 x
1: DRR024501sub 1.fast L 1.fasly Q30
* =4 a5 @ F X 9: FastOC on data 8: Webpage @ 4 %
7: FastQC on data 5: RawData @& | & K
8: Trimmomatic on DRRO24501 @ & ®
6: FastQC on data 5: Webpage A AR sub 1.fastg 030

5: Trimmomatic on DRR0O24501s5u @ 4 % 7: FastQC on data 5: RawData @& & R

b 1.fastq

6: FastQC on data 5: Webpage @ 4 %
4: FastQC on data 2: RawData @& &

5: Trimmomatic on DRRO24501 @ & %
3: FastQC on data 2: Webpage AW AR sub_1.fastg
2: DRR0O24501s5ub 1.fastg @& F R 4: FastQC on data 2: RawData @& R

3: FastQC on data 2: Webpage @ & %
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" SN @Done

W14-1:inudoshi desu

= Galaxy | Histories x

< C | & Secure | https://usegalaxy.org/history/view_multiple |

Using 0%

ﬂ Galaxy bfl= recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Done arch histories ﬂ search all datasets m Create new
Current HYstory - Switch to - Switch to
inudoshi_desu Unnamed history imported: inudoshi_desu
7 shown, 1 deleted 1 shown 9 shown
474.38 MB ~ % ® || 186.06 MB & % ® || 475.66 MB ¥ % a
search datasets ) search datasets (x ) search datasets €
Drag datasets here to copy them to the current histary 1: DRR0O24501s5ub 1.fastg @& & R 10: FastOC on data 8: RawData @ 4 x

8: Trimmomatic on DRR024501 @ 4 %
sub 1.fastq Q30

9: FastOC on data 8: Webpage @ 4 %

7: FastOC on data 5: RawData ® & x 8: Trimmomatic on DRRO24501 @ & ®
sub 1.fastq Q30

6: FastQC on data 5: Webpage AV AR

7: FastQC on data 5: RawData @& & R

5: Trimmomatic on DRR0O24501 @ 4 x
sub 1.fastqg

6: FastQC on data 5: Webpage @ 4 %

4: FastQC on data 2: RawData ® & x 5: Trimmomatic on DRRO24501 @ & %
sub 1.fastg

4: FastQC on data 2: RawData @& R

3: FastQC on data 2: Webpage AP AR

2: DRR024501sub 1.fastq ® & x

3: FastQC on data 2: Webpage @ & %
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W14-2:inudoshi desu

D#E=Einudoshi_desuHIRTE DHistorylZ
RRSNTWET, QTFICRIO—)L

= Galaxy x

< C | & Secure | https://usegalaxy.org

Analyze Data

4] —

Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u

rch tools (%)
Get Data

Send Data

Lift-Over

Collection Operations

5

m
=%}

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

Galaxy is an cpen socurce, web-based platform for data
intensive biomedical research. If you are new to Galaxy start
here or consult our help resources. You can install your awn
Galaxy by following the tuterial and chocse from thousands of
tools from the Tool Shed.

Running Your Own

An in-depth tutorial

History
search datas

inudoshi_desu

7 shown, 1 deleted
474,38 MB
8: Trimmomatic on

DRRO24501sub 1.f
a 30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
astq

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub

-

-

~ & [0

o

~ % e

&S =
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AOTFIZRO—)L#E ., @t hlllumina
MiSeaZx LN THELN =308 )—F M7
bpaired—endT—2 Dforwardffll 771 JL

=
W14-2:inudoshi desu

e - a X
= Galaxy x
& C | 8 Secure | https://usegalaxy.org |
Analyze Data
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)
Tools A History - & [0

Galaxy is an cpen socurce, web-based platform for data
rch tools 0 intensive biomedical research. If you are new to Galaxy start
Get Data here or consult our help resources. You can install your own

o

=%}

search datasets (3 )

inudoshi_desu

Send Data Gallaxgr by fn;lluwinlg t?ed%rial and choose from thousands of 7 shown. 1 deleted
.. tools from the Tool Shed.
Lift-Over 474.38 MB ALY
Collection Operations S
T ST DRRD24501sub 1.f &
astg Q30

Datamash

7: FastQCon data 5: @ 4 %
RawData

Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

Try Galaxy

on the Cloud

Mow you can have a personal Galaxy within the infinite Universe

6: FastQCondata 5: @ 4 %
Webpage

5: Trimmomaticon @ &
DRR024501sub 1.f

asiqg

4: FastQCondata 2: @ 4 %
RawData

2:FastQCondata 2: @ & %
Webpage

2: DRR0O24501sub ® SR
1.fastg
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W14-3: 7 —o70—% il

(DHistory options

= Galaxy x

< C | & Secure | https://usegalaxy.org

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on &

Tools .‘.'u

rch tools (%)
Get Data

Send Data

Lift-Over

Collection Operations

5

m
=%}

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

https:/fusegalaxy.ocrg/root/history_options

Galaxy is an cpen socurce, web-based platform for data
intensive biomedical research. If you are new to Galaxy start
here or consult our help resources. You can install your awn
Galaxy by following the tuterial and chocse from thousands of
tools from the Tool Shed.

Try Galax
on ¥he Clogd

Mow you can have a personal Galaxy within the infinite Universe

Using 0%

History — & [0

search datasets History
opbhons

inudoshi_desu

7 shown, 1 deleted
474,38 MB ~ % e

DRR024501sub 1.f =
a 30

7: FastQCon data 5: @ 4 %
RawData

6: FastQCondata 5: @ 4 %
Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f

astg

4: FastQCondata 2: @ 4 x
RawData

2:FastQCondata 2: @ & %
Webpage

2: DRR0O24501sub ® SR
1.fastqg
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" S (Dtfistory options. DExtract

W14-3: J—o70—%fy M =22ameis

a8 — O X
= Galaxy x
& C | 8 Secure | https://usegalaxy.org |
Analyze Data
0 Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on en’
Tools £ 3 Higt~m: o
Galaxy is an cpen socurce, web-based platform for data | [
search tools o intensive biomedical research. If you are new to Galaxy start 5! Saved Histories
Get Data here or consult our help resources. You can install your own inw  Histories Shared with Me
Send Data Galaxy by following the tutorial and choose from thousands of 7 sh
. tools from the Toeol Shed.
Lift-Over 474  Create New
Collection Operations Dni Copy History
Text Manipulation a Share or Publish
Datamash Show Structure
Convert Formats
Filter and Sort Delete
Join, Subtract and Group 6:F Delete Permanentl
Fetch Alignments/Sequences Tr Galaxy Wel Y
NGS: QC and manipulation h CI d .
On e Ou 2:1 Copy Datasets
NGS: DeepTools DRE .
NCS: M . asihy Dataset Security
: Mapping =3
NGS: RNA Analysis g mePaused ot
NGS: SAMtools RIEW Collapse Expanded Datasets
NGS: BamTools Mow you can have a personal Galaxy within the infinite Universe 3- F Unhide Hidden Datasets
NGS: Picard Wal Deletz Hidden Datasets
NGS: VCE Manipulation | Purge Deleted Datasets
- 2: L
NGS: Peak Calling - 1.fg [
; - S— | —|  Export Tool Citations H
https:/fusegalaxy.org/workflow/build_from_current_history - Evnart Hictary ta File |
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" S CABEELYET .

W14-4:7—070—%REL |sciecess

— O x
= Galaxy *
& C | 8 Secure | https://usegalaxy.org |
Analyze Data  Workflow  Sharec o|p Jser Using 0%
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)
Tools -‘-'u The following list contains each tool that was run to create the datasets History - & [0
in your current history, Please select those that you wish to include in
search tools % the worlkflow. search datasets [x)
B Tools which cannot be run interactively and thus cannot be incorporated inudoshi_desu
Send Data into a workflow will be shown in gray. 7 shown, 1 deleted
— Workflow name 474.38 MB A
Collection Operations . - . .
B Workflow constructed from history ‘inudoshi_desu DRRO24501sub 1.f il Bl e
Text Manipulation -
Datamash Create Workflow Check all Uncheck all as 30
] . 7: FastQC on data 5:
Convert Formats Tool History items created Raw[}a?a @ S %
Filter and Sort -
Join, Subtract and Group oad Fil 2 DRR024501s5ub 1.fast 6: FastQCon data 5: @ 4 x
i Upload File
Fetch Alignments/Sequences : . > 1 Webpage
NGS: QC and manipulation . s e weean ¥ Treat as input dataset 5: Trimmomaticon @ & x
NGS: DeepTools — DRR024501sub_1.fastg DRRO24501sub 1.f
NGS: Mapping astq
NGS: RNA Analysis 3 FastQC on data 2: We 4: FastQCondata 2: @ 4 %
NGS: SAMtools bpage RawData
FastQC
NGS: BamTools . > 3:FastQCondata 2: @ 4 x
#| Include "FastQC” in workflow
NGS: Picard nelude Fastisl In workiiow 4 FastQC on data 2: Raw Webpage
. H H Data
NGS: VCF Manipulation Ldta 3: DRRO24501sub @ & x
NGS: Peak Calling - 1.fastg
< ) T Trimmomatic . . >
o 3 Trimmomatic on DRRO b
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W14-5:—o70—%#wmE2

= Galaxy x

<« C | & Secure

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools -‘-'u The following list contains each tool that was run to create the datasets History - & [0
in your current history, Please select those that you wish to include in

search tools % the worlkflow. search datasets [x)
Get Data Tools which cannot be run interactively and thus cannot be incorporated inudoshi_desu
Send Data into a workflow will be shown in gray. 7 cshown, 1 deleted
Liftv-Over Workflow name 474.38 MB ¥ % ®
Collection Operations .

Workflow constructed from history ‘inudoshi_desu’ i Rl Bl | R
Text Manipulation DRRD24501sub 1.f
Datamash Create Workflow || Check all Uncheck all as 20
. . 7: FastQC data 5:
Convert Formats Tool History items created Rau:[}Sa?a on cd @ F %
Filter and Sort -
Join, Subtract and Group oad Fil 2 DRR024501s5ub 1.fast 6: FastQCon data 5: @ 4 x
. U Fi
Fetch Alignments/Sequences _ pload Hile > a Webpage
NGS: QC and manipulation ' nnot be used in | Treat as input dataset 5: Trimmomaticon @ 4 x
NGS: DeepTools DRR024501sub_1.fastg DRRO24501sub 1.f
NGS: Mapping asta
NGS: RNA Analysis 3 FastQC on data 2: We 4: FastQCondata 2: @ 4 %
NGS: SAMtools bpage RawbData
FastQC
NGS: BamTools = ; - > 3: FastQC on data 2: @ 4 x
NGS: Picard Include "FastQC” in workflow 4 FastQC on data 2: Raw Webpage
. i i Data
NGS: VCF Manipulation Data 2: DRR024501sub ®|F| %
NGS: Peak Calling - 1.fastg
< ) ) Trimmomatic . . >
o 3 Trimmomatic on DRRO

https://usegalaxy.org

Analyze Data

Using 0%
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W14-6:J—0 70— ES

— O x
= Galaxy x
< C | & Secure | https://usegalaxy.org w| o
Analyze Data Using 0%
ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)
Tools -‘-'u The following list contains each tool that was run to create the datasets History - & [0
in your current history, Please select those that you wish to include in
search tools % the worlkflow. search datasets [x)
Get Data Tools which cannot be run interactively and thus cannot be incorporated inudoshi_desu
Send Data into a workflow will be shown in gray. 7 shown, 1 deleted
Liftv-Over Workflow name 474.38 MB ¥ % ®
Collection Operations . - . .
B Workflow constructed from history ‘inudoshi_desu 024501sub 1.f — 1= n
Text Manipulation w-ﬂ—
Datamash Create Workflow || Check all Uncheck all = 20
] . 7: FastQC on data 5:
Convert Formats Tool History items created Raw[}a?a @ F %
Filter and Sort -
Join, Subtract and Group oad Fil 2 DRR024501s5ub 1.fast 6: FastQCon data 5: @ 4 x
. Upload File
Fetch Alignments/Sequences _ P _ > a Webpage_
NGS: OC and manipulation oot eannon ae weea ¥ Treat as input dataset 5: Trimmomaticon @ & x
NGS: DeepTools : DRR024501sub_1.fastg DRRO24501sub 1.f
NGS: Mapping asta
NGS: RNA Analysis 3 FastQC on data 2: We 4: FastQCondata 2: @ 4 %
NGS: SAMtools bpage RawbData
FastQC
NGS: BamTools = ; - > 3: FastQC on data 2: @ 4 x
NGS: Picard Include "FastQC” in workflow 4 FastOC on data 2: Raw Webpage
. i i Data
NGS: VCF Manipulation Data 2: DRR024501sub ®|F| %
NGS: Peak Calling - 1.fastqg
< ) ) Trimmomatic . . >
o 3 Trimmomatic on DRRO b
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W14-7:J—H70—%RE4 "

= Galaxy *

<« C | & Secure | https

Tools

Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

search tools (%

usegalaxy.org

'.".".".'

Thic frml mammet e read in > .
Prils R s HE e ¥| Treat as input dataset
- DRR024501sub_1.fastq
2 FastQC on data 2: We
bpage
FastQC
»>
’ n o | o
Include "FastQC” in workflow 4 FastOC on data 2: Raw
Data
Trimmomatic . .
> 5 Trimmomatic on DRRO
¥| Include "Trimmomatic” in 24501sub _1.fastqg
workflow
6 FastQC on data 5: We
bpage
FastQC
| 2
¥ Include "FastQC” in workflow 7 FastOC on data 5: Raw
Data
Trimmomatic . .
> 8 Trimmomatic on DRRO

#| Include "Trimmomatic” in
workflow

24501sub 1.fastg Q30

—E'Fi'GZOEI—}LLT:ﬁ
e, DEQEDMRICLA DT
—3, QD HHQD
EADELTWAS(IFEDES
5LY), @l_ou\fliwa’&%m

FaR

History
search datasets

inudoshi_desu

shown, 1 deleted
474.38 MB

DRRO24501sub 1.f
as 30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
astqg

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub
1.fastg

Using 0%

~ & [0

o

EK?LE&E %nl&\o)‘iﬁkklzlg
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=

= Galaxy *

<« C | & Secure | https

ﬂ Galaxy has recently been upgrade

NGS: Peak Calling

usegalaxy.org

D~@®lE. TIAILLTFT VIR ADT
LN\B. D—o70—Id 8N FIEL D T.

GOANT7AILBREENLGND (F 5K
a

a x

Using 0%

d to @ pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error (red)

#| Include "Trimmomatic” in
workflow

24501sub 1.fastg Q30

1.fastg

Y ————E—— 1 3 .
Tools HeR s HE e ¥ Treat as input datasst History
B DRR024501sub_1.fast
search tools (% =tb_* a5t search datasets
Get Data . .
2 FastQC on data 2: We inudoshi_desu
Send Data bpage 7 shown, 1 deleted
ift- FastQC
Lift-Over - > 474.38 MB
Collection Operations ¥ Include "FastQC” in workflow
: 4 FastQC on data 2: Raw
Text Manipulation Data DRRuz::I[;julsuh 1.f
—dald as
Datamash
Convert Formats 7: FEISIUC on data 5:
. Trimmomatic . . RawData
Filter and Sort > 5 Trimmomatic on DRRO -
Join, Subtract and Group ’ I|:fl|:IUdE Trimmomatic in 24501sub 1.fastg 6: FastQC on data 5:
workflow
Fetch Alignments/Sequences Webpage_
NGS: Oc and mﬂ“i[’“latiﬂn . T d e LN Trimmnmatic on
NGS: DeepTools p-astoCon data 5: e DRR024501sub_1.f
NGS: Mapping FastQC . —
NGS: RMNA Analysis #| Include "FastQC” in workflow T S 4: FastQC on data 2:
NGS: SAMtools Data } RawData
NGS: BamTools 3: FastQC on data 2:
NGS: Picard — . Webpage
. . rimmomatic . .
NGS: VCF Manipulation » > 8 Trimmomatic on DRRO 2: DRRO24501sub

<

~ & [0

Q

~ % e
@ & %
@ & %
® & x
® & x
® & x
@ & %

>
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W14-8: HHIZ

-~

M-

=

= Galaxy *

< C

B Secure | https

Tools

5

m
=%}

Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

rch tools (%

usegalaxy.org

EYHATIITIE. DARTYTEHD
A )T RAT OEHEZE30IZL
TTrimmomaticZXE{Td HBEZEZH
BWKSITLT--  @QLIZRYA—)L

= S ——— .3 :
! P HE el ¥| Treat as input dataset
i DRR024501sub_1.fastq
2 FastQC on data 2: We
bpage
FastQC
»>
’ n o | o
Include "FastQC” in workflow 4 FastOC on data 2: Raw
Data
Trimmomatic . .
> 5 Trimmomatic on DRRO
¥| Include "Trimmomatic” in 24501sub _1.fastqg
workflow
6 FastQC on data 5: We
bpage
FastQC
| 2
o n "o , o
Include "FastQC” in workflow 7 FastQC on data 5: Raw
Data
Trimmomatic . .
> 8 Trimmomatic on DRRO

Include "Trimmomatic” in
workflow

24501sub 1.fastg Q30

History
search datasets

inudoshi_desu

7 shown, 1 deleted
474.38 MB

DRRO24501sub 1.f
as 30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
S5

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub
1.fastg

| o:
Using 0%

~ & [0
Q

& & R
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W14-8: HHIZERA]

e

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools

5

m
=%}

Galaxy

C | & Secure

rch tools

Get Data
Send
Lift-Over

Collection Operations

Data

Text Manipulation

X
https://usegalaxy.org

Analyze Data

-‘-'u The following list contains each tool that was run to create the datasets
in your current history, Please select those that you wish to include in
o the workflow.

Tools which cannot be run interactively and thus cannot be incorporated

into a workflow will be shown in gray.

Workflow name

Workflow constructed from history ‘inudoshi_desu’

DEIzxIO— )L, QAHATF7AIL
ZLEEHETADT. ZCOF vy T
(FxvODBETIKBIZEZELLLY)

RR024501sub 1.f =
stq 030

Datamash Create Workflow || Check all Uncheck all
. . 7: FastQC data 5:
Convert Formats Tool History items created Rau:[}Sa?a on cd @ F %
Filter and Sort -
Join, Subtract and Group oad Fil 2 DRR024501s5ub 1.fast 6: FastQCon data 5: @ 4 x
. U Fi
Fetch Alignments/Sequences _ At s a Webpage
NGS: OC and manipulation ) oF Be wssdn ¢| Treat as input dataset 5: Trimmomaticon | @ & x
NGS: DeepTools : DRR024501sub_1.fastg DRRO24501sub 1.f
NGS: Mapping aslg.
NGS: RNA Analysis 3 FastQC on data 2: We 4: FastQCondata 2: @ 4 %
NGS: SAMtools bpage RawbData
FastQC
NGS: BamTools = ; - > 3: FastQC on data 2: @ 4 x
NGS: Picard Include "FastQC” in workflow 4 FastOC on data 2: Raw Webpage
. i i Data
NGS: VCF Manipulation Data 2: DRR024501sub ®|F| %
NGS: Peak Calling - 1.fastq
< ) ) Trimmomatic . . >
o 3 Trimmomatic on DRRO b

e - a X

Using 0%

History — & [0
search datasets (3 )

inudoshi_desu

7 shown, 1 deleted

474,38 MB ~ % .

BARILBREFREOERFE 12

110




" A ®a°ry/7§9+l,éj @Create
—_— — = 9 5HE. £ Al
W14-9: J—4-270—MERL | badssa24me

e - a X
= Galaxy *

& C | 8 Secure | https://usegalaxy.org |

Analyze Data  Workflow  Sharec o|p Jser Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools -‘-'u The following list contains each tool that was run to create the datasets History - & [0
in your current history, Please select those that you wish to include in
search tools % the worlkflow. search datasets [x)
Get Data Tools which cannot be run interactively and thus cannot be incorporated inudoshi_desu
Send Data into a workflow will be shown in gray. 7 shown, 1 deleted
— Workflow name 474.38 MB =% e

Collection Operations

Workflow constructed from history ‘inudoshi_desu DRR024501sub 1.f — N

as 30

Text Manipulation
Datamash Create Workflow || Check all Uncheck all

. . 7: FastQC data 5:

Convert Formats Tna‘ History items created astQC on da @ &R
. RawData

Filter and Sort -

Join, Subtract and Group oad Fil 2 DRR024501s5ub 1.fast 6: FastQCon data 5: @ 4 x
. U Fi
Fetch Alignments/Sequences _ pload He a Webpage_
NGS: QC and manipulation y nnot be used in Treat as input dataset 5: Trimmomaticon @ & x
NGS: DeepTools DRR024501sub_1.fastg DRRO24501sub 1.f
NGS: Mapping asta
NGS: RNA Analysis 3 FastQC on data 2: We 4: FastQCondata 2: @ 4 %
NGS: SAMtools bpage RawData
FastQC
NGS: BamTools = ; - > 3: FastQC on data 2: @ 4 x
NGS: Picard Include "FastQC™ in workflow 4 FastOC on data 2: Raw Webpage
. ; ; Data
NGS: VCF Manipulation Data 2: DRR024501sub ®|F| %
NGS: Peak Calling - 1.fastg
< ) T Trimmomatic . . >
o 3 Trimmomatic on DRRO b
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= Galaxy x

<« C | & Secure

CATERRLICIEYET , RRARILIZ, TTREDEXR)
—H#R—XELTT—o70—%1ER L= DfRELT-

g, RE1ET

https://usegalaxy.org

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u

search tools o
Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

Waiting for usegalaxy.org...

o Workflow "Workflow constructed from history
'inudoshi_desu™ created from current history. You can edit
or run the workflow.

-

YQEITTES, IEENTHSC
B —

History
search datasets

inudoshi_desu

7 shown, 1 deleted
474.38 MB

DRRO24501sub 1.f
a 30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
astq

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub
1.fastqg

Using 0%

a x

~ & [0
Q

& & R
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= B MDWorkflowTlX, B hMERKLF-T—2

W15-1:J—-720 _*EEE JO—%EBkHBENTED, DESY VY

e - a X

= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Analyze Data Workflow S ta 2lp Iser Using 0%

ﬂ Galaxy has recently been upgraded to a pre-reffanmRer il nR Gl release (18.01). Please report any issues you encounter using the bug icon on error (red)

Tools A History - & [0
o Workflow "Workflow constructed from history
search tools o 'inudoshi_desu' created from current history. You can edit search datasets o
or run the workflow.

B - inudoshi_desu

Send Data 7 shown, 1 deleted

Lift-Over 474.38 MB ¥ % e
Collection Operations .
Text Manipulation DRRD24501sub 1.f -

a 30

Datamash

Convert Formats 7:FastQCondata 5: @ 4 x
Filter and Sort RawData

Join, Subtract and Group 6: FastQCondata 5: @ 4 %
Fetch Alignments/Sequences Webpage_

NGS: QC and manipulation 5: Trimmomaticon @ & x
NGS: DeepTools DRR0O24501sub 1.f

NGS: Mapping asta

NGS: RNA Analysis 4: FastQCondata 2: @ 4 x
NGS: SAMtools RawData

NGS: BamTools 3: FastQC on data 2: @ 4 x
NGS: Picard Webpage

NGS: VCF Manipulation 2: DRR024501sub ®|F| %
NGS: Peak Calling - 1.fastqg
https:/fusegalaxy.org/workflows/list >
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W15-2:Your workflows

= Galaxy | Workflows *

< C | @& Secure | https://usegalaxy.org/workflows

Analyze Data

=18

Visualization

3s

DESDT—H70—(F. SDECH
QEEFEEHLIELODH, T—97
O—ZHWI4-9THRICHEREL-LD
LRILTRID, @THT—o7a—I&,
FastQC = Trimmomatic = FastQC®
tepMOIERINTILNVADTHY

ST U0

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools X

search tools o
Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

constructed from

'inudoshi_desu’»

Your workflows +

Show

# of tools
Tags Owner Steps Published panel

You 3 MNo

S =

L

History
search datasets

inudoshi_desu

7 shown, 1 deleted
474.38 MB

DRRO24501sub 1.f
astq Q30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
astqg

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub
1.fastg

-

~ & [0
Q
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= (DShow in tools panellZF v
: DEANDE, QE/IDTools
W15-3: Show in tools panel /& scon—ss

O—MRTRESNDEIITED

= Galaxy | Workflows x
& C' | & Secure | https://usegalaxy.org/workflows/list |
? Worlflow  Shared Data Visualization alp Jser Using 0%
Tools L History - & [0
+
cearch toole o Your workflows ' search datasets )

Get Data Show inudoshi_desu

Send Data in 7 shown, 1 deleted

Lift-Over # of tools

Collection Operations Name Tags Owner Steps Published panel 474.38 MB “ % »

. - DRRO24501sub 1.4 =
Text Manipulation
workflow & You 3 Mo as 30

Datamash constructed from

Convert Formats history 7: FastQCon data 5: @ 4 %
e S ‘inudoshi_desu’ RawData

Join, Subtract and Group 6: FastQCondata 5: @ 4 %
Fetch Alignments/Sequences Webpage

NGS: QC and manipulation 5: Trimmomatic on @ & X
NGS: DeepTools DRR0O24501sub 1.f

NGS: Mapping asta,

NGS: RNA Analysis 4: FastQCondata 2: @ 4 %
NGS: SAMtools RawData

NGS: BamTools 3: FastQCondata2: @ 4 x
NGS: Picard Webpage

NGS: VCF Manipulation 3: DRRO24501sub @ & x
NGS: Peak Calling - 1.fastg
4 >
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W15-3:Show In tools panel

QDEBIDTools/SRILDRY
A—J)LZ—HFH T ETEHLHTLY

= Galaxy | Workflows x
<« C | & Secure

https://usegalaxy.org/workflows/list

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

s

o * Your workflows

Tools

search tools
Genome Diversity
EMBOSS

Regional Variation
EFASTA manipulation
Multiple Alignments

Name

Workflow o
constructed from
history
'inudoshi_desu’»

Metagenomic Analysis

Multiple regression

Multivariate Analysis

Motif Tools

STR-FM: Microsatellite Analysis
NCBI SRA Tools

IWTomics

DEPRECATED
NGS: GATK Tools (beta)
CloudMap

~O-

Workflows
= Al workflows

Tags

# of
Owner Steps
You 3

Published

MNo

+

L

Show

tools
panel

& @Workflowsh R 5N 5
B —

a x

Using 0%

History - & [0
search datasets (3 )

inudoshi_desu

7 shown, 1 deleted

474.38 MB ~ % e

8: Trimmomaticon @ 4 ®

DRRO24501sub 1.f
as 30

7: FastQCon data 5: @ 4 %
RawData

6: FastQCondata 5: @ 4 x
Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f

astqg

4: FastQCondata 2: @ & %
RawData

2:FastQCondata 2: @ & ®
Webpage

2: DRRO24501sub_ @ 4 x =~

<
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W15-4:Show In tools panel

DZZIZFzvIEAND L,
MU TEENYIYEDHL-T-

= Galaxy | Workflows x
<« C | & Secure

https://usegalaxy.org/workflows/list

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u

o * Your workflows

search tools
Genome Diversity
EMBOSS
Regional Variation
FASTA manipulation
Multiple Alignments

# of

Name Tags Owner 5teps

workflow o You 3
constructed from
history

'inudoshi_desu’»

Metagenomic Analysis

Multiple regression

Multivariate Analysis

Motif Tools

STR-FM: Microsatellite Analysis
NCBI SRA Tools

IWTomics

DEPRECATED
NGS: GATK Tools (beta)
CloudMap

Workflows
= Al workflows

Published

MNo

+|[ &

Show
in

tools
pane

|

e - a X

Using 0%

History - & [0
search datasets (3 )

inudoshi_desu

7 shown, 1 deleted

474.38 MB T A

8: Trimmomaticon @ & %

DRRO24501sub 1.f
a 30

7: FastQCon data 5: @ 4 %
RawData

6: FastQCondata 5: @ 4 x
Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f

astqg

4: FastQCondata 2: @ & x
RawData

2:FastQCondata 2: @ & ®
Webpage

2: DRRO24501sub_ @ 4 x =~

<
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W15-4:Show In tools

CARRLCIZEYFET , —RIAEL &%
~ WESEED-DTools/ AR ILD R O—
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= Galaxy | Workflows x
<« C | & Secure

https://usegalaxy.org/workflows,

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u

rch tools (%

Get Data
. Name

5

m
=%}

Send Data
Lift-Over

Collection Operations

Text Manipulation

Workflow
Datamash constructed from
Convert Formats history

Filter and Sort 'inudoshi_desu’»

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling
<

Your workflows

# of
Tags Owner 5teps
4 You 3

Published

MNo

e - a X

Using 0%

History -5 - N1
+ X
search datasets (3 )
Show inudoshi_desu
in 7 shown, 1 deleted
tools
panel 474,38 MB ~ % .
- 8: Trimmomaticon @ 4 ®

DRRO24501sub 1.f
as 30

7: FastQCon data 5: @ 4 %
RawData

6: FastQCondata 5: @ 4 x
Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f
astq

4: FastQCondata 2: @ & %
RawData

2:FastQCondata 2: @ & ®
Webpage

2: DRRO24501sub_ @ 4 x =~
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W15-4:Show In tools panel

(DShow in tools panel D Z Lk
N, QDFERENSERTEET

= Galaxy | Workflows x
<« C | & Secure

https://usegalaxy.org/workflows/list

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u

o * Your workflows

search tools
Reaional Variation
FASTA manipulation

Multiple Alignments # of
Metagenomic Analysis Name Tags Owner Steps
Multiple regression

Multivariate Analysis Workflow A Tou 3
Motif Tools con Stl:li'gfi from

STR-FM: Microsatellite Analysis
NCBI SRA Tools
IWTomics

'inudoshi_desu’»

DEPRECATED
NGS: GATK Tools (beta)
CloudMap

Workflows
= Al workflows

= Workflow constructed from
history 'inudoshi_desu’

' search datasets (3 )

Show
in
tools

Published panel

MNo

bl

e - a X

Using 0%

History — & [0

inudoshi_desu

7 shown, 1 deleted
474,38 MB ~ % .
8: Trimmomaticon @ & %

DRRO24501sub 1.f
a 30

7: FastQCon data 5: @ 4 %
RawData

6: FastQCondata 5: @ 4 x
Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f

astqg

4: FastQCondata 2: @ & x
RawData

2:FastQCondata 2: @ & ®
Webpage

2: DRRO24501sub_ @ 4 x =~
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W16-1:7J _77 ] —% 43 9). DDT—HT70—% . @RunLTH%

e - a X

= Galaxy | Workflows x

< C' | & Secure | https://usegalaxy.org/workflows/list |

Analyze Data Workflow  Shared Data Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools A History - & [0
o - Your workflows + | 2 o

search datasets

search tools

Reaional Variation

FASTA manipulation Show inudoshi_desu

: . in 7 shown, 1 deleted
Multiple Alignments & of tools 1728 MB— =o'
Metagenomic Analysis Name Tags Owner Steps Published panel '

Multiple regression

8: Trimmomaticon @ & %

. . . You 3 Mo
Multivariate Analysis Workflow < DRRD24501sub 1.f
Motif Tools -:onstrll.lcted from a 30
- history
STR-FM: Microsatellite Analysis inudoshi_desu’= 7:FastQCondata5: @ 4 x
NCBI SRA Tools RawData_
. Edit
IWTomics 6: FastQCondata 5: @ 4 x
Webpage
DEPRECATED Chare
NGS: GATK Tools (beta . 5: Trimmomaticon @ 4 %
Download DRR024501sub 1.f
CloudMap Copy asta
Workfl Rename
Lol 4:FastQCondata2: @ & x
s All workflows View RawData
. Delete
;'t_"ﬂtrkﬂo}“f CUdHE’i_IrIU‘CJEd from 3:FastQCondata2: @ 4 x
istory 'inudoshi desu Webpage
2: DRRO24501sub = @ 4 x -~
https:/fusegalaxy.org/workflows/run?id =50fb074833eb9836 >
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< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836

Analyze Data

ZOEEREAFRZRENIE. LWAWLWAEDHMS
o FT ADBIDATAF ETRunZL TH
7= 70—RETINSDITTIEEZL

e - a X

Using 0%

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u

rch tools o
Get Data

Send Data

Lift-Over

Collection Operations

5

m
=%}

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

Workflow: Workflow
constructed from history
'inudoshi_desu’

History Options
Send results to a new history

Yes MNo

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history
8: Trimmomatic on DRRO24501sub_1.fastg Q30
Contaminant list

Mothing selected

tab delimited file with 2 columns: name and sequence. For
example: Hlumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

. a
cem

search datasets (3 )
inudoshi_desu
7 shown, 1 deleted
474,38 MB ~ % .

8: Trimmomaticon @ & %
DRRO24501sub 1.f
a 30

7: FastQCon data 5: @ 4 %
RawData

6: FastQCondata 5: @ 4 x
Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f

astqg

4: FastQCondata 2: @ & x
RawData

2:FastQCondata 2: @ & ®
Webpage

2: DRRO24501sub_ @ 4 x =~
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W16-2: £5R* =z

= Galaxy *

<« C | & Secure

https

Tools

search tools o
Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

usegalaxy.org/wo

Analyze Data Workflow  Shared Data

Workflow: Workflow
constructed from history
'inudoshi_desu’

History Options
Send results to a new history

Yes MNo

& AGalaxv Version 0.69)

Short read data from your current history

8: Trimmomatic on DRRO24501sub_1.fastg Q30
Contaminant list

Mothing selected

tab delimited file with 2 columns: name and sequence. For
example: Hlumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

" Run worldlow

History
search datasets

inudoshi_desu
7 shown, 1 deleted

474.38 MB

8: Trimmomatic on
DRRD24501sub 1.f

astq Q30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
astqg

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub

(PBELA) BLLZDFEEDIKRE TDRuUN workflow
ZHTE QTRATLWDELDNAAELTEDN
T. Q#FHMERXF)—(new history)|ZFE R M IR HRS
NTLHELDT, DBETHB)WEDERR
— EDILUFICHE RN SN TN THAOE
75‘6-5':(-3@@'(%6 MENIFTLEL ETATIEALY

-

-

ST U0

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)
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W16-2: £ FREHE3

D)y 5L BRIODERN)—/R)LE
[CHAFNARELRANT—INRTIIND, T
—o20—ZAWTETLEZLD (X, @forward

= Galaxy x

<« C | & Secure

https://usegalaxy.org/workflows,

un?id=50fb074833eb9836

Analyze Data

ﬂ Galaxy has recently been upgraded to a pre-release of the next Galaxy stable release (18.01). Please report any issues you encounter using the bug icon on error {red)

Tools .‘.'u
search tools (%

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

<

Workflow: Workflow
constructed from history

'inudoshi_desu’

History Options
Send results to a new history

Yes MNo

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history

8: Trimmomatic on DRRO24501sub_1.fastg Q30

8: Trimmomatic on DRR024501sub_1.fastq Q30

5: Trimmomatic on DRR024501sub_1.fastg
2: DRRO24501sub_1.fastg

Submodule and Limit specifing file

Mothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each

submodules warning parameter

BlDT—2TIE%L, reversefll D T—74

| o:
Using 0%

History ~ & [0
search datasets (3 )
inudoshi_desu
7 shown, 1 deleted
474.38 MB T A
8: Trimmomaticon @ & %

DRRO24501sub 1.f
a 30

7: FastQCon data 5: @ 4 %
RawData

-

6: FastQCondata 5: @ 4 x
Q Webpage

5: Trimmomatic on @& &
DRRO24501sub 1.f

astqg

4: FastQCondata 2: @ & x
RawData

2:FastQCondata 2: @ & ®
Webpage

2: DRRO24501sub_ @ 4 x =~
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B k= DRR024501sub_2 fastq.gz) #7v7A—kLT. QD

W16-3: ExFZFNE |25 srnossorn 2 meaiossisims

X #h(E. OTRIRAEEIH S, oo CHEHERN)
< (; @ Secure | https://usegalaxy.org/workflo =50fb074833eb963 —€1lEhjZL—C é{$€X‘J$UéﬁT’4k'h\ '??5

Analyze Data

Using 0%

ﬂ Galaxy has recently been upd™

+
Tools = | Workflow: Workflow
search tools Download from URL or upload ucFEd from h|5t°rY
- files from disk shi_desu’
Get Data
Send Data
Lift-Over History Options

Collection Operations

Text Manipulation

Datamash
Convert Formats
Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling

javascriptvoid(0)

Send results to a new history

Yes MNo

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history

8: Trimmomatic on DRRO24501sub_1.fastg Q30

Contaminant list

Mothing selected

tab delimited file with 2 columns: name and sequence. For
example: Hlumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

E-releaze of the next Galaxy stable release (18.01). Pleasze report any issues you encounter using the bug icon on error (red)

search datasets

inudoshi_desu
7 shown, 1 deleted

474.38 MB

8: Trimmomatic on
DRRD24501sub 1.f

astq Q30

7: FastQC on data 5:
RawData

6: FastQC on data 5:
Webpage

5: Trimmomatic on
DRRD24501sub 1.f
astqg

4: FastQC on data 2:
RawData

2: FastQC on data 2:
Webpage

2: DRRO24501sub

~ & [0
Q

%

& F K

| &
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W17-1: $RERR) — DR moremees

— O x

= Galaxy x

< C | & Secure | https://usegalaxy.org w| o
Analyze Data
Tools .‘!;. History = &[0
Galaxy is an open source, web-based platform for data -

search tools o intensive biomedical research. If you are new to Galaxy start search datasets
Get Data here or consult our help rescurces. You can install your own inudoshi desu
Send Data Gallax];,«' by ft;lluwin;g tgedtutorial and choose from thousands of 7 shown. 1 deleted

. tools from the Tool Shed.
Lift-Over 474.38 MB ¥ % e
Collection Operations
Text Manipulation 8: Trimmomaticon DR @ & x
Datamash R0O24501sub 1.fastg ©
Datamash 20
Convert Formats
Filter and Sort 7:FastQCondata5:R @ 4 x

awData

Join, Subtract and Group

Fetch Alignments/Sequences Run ning You r own 6: FastQCondata 5: W @ 4 x

NGS: QC and manipulation ebpage

NGS: DeepTools 5: Trimmomaticon DR @ 4 %
NGS: Mapping R0O24501sub 1.fastqg

NGS: RNA Analysis An in-depth tutorial 4:FastOCondata2: R @ 4 x
NGS: SAMtools awData

NGS: BamTools 2:FastQCondata2: W @ & x

NGS: Picard ebpage
NGS: VCF Manipulation
i 2: DRR0O24501sub 1.f @ & x
NGS: Peak Calling astq
MNGS: Variant Analysis
NGS: RNA Structure

https:/fusegalaxy.ocrg/root/history_options - >
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" S Create New

W17-1: FIReEX M) —D1ERL B

- O *
= Galaxy x
<« C | & Secure | https://usegalaxy.org | o:
| il
- Gﬂla)(v Analyze Data Using 0%
Tools XL History — & [T
o Galaxy is an open source, web-based platform for data |  HISTORY LISTS [
search tools ; i i i
= intensive biomedical research. If you are nesf\r to Galaxy start ' saved Histories
Get Data here or consult our help resources. You can install your own . . .
- : ] Inu  Histories Shared with Mg
Send Data Galaxy by following the tutorial and choose from thousands of 7 sh
; tools from the Tool Shed. CURRENT HISTORY
Lift-Over
Create New
Collection Operations .
. . Copy History
Text Manipulation 8:1 ,
roi Share or Publish

Datamash

30 Show Structure

Convert Formats

Filter and Sort 7: F  Extract Workflow

. awl
Join, Subtract and Group . Delets

Eetch Alignments/Sequences Running YOI.Ir Own

NGS: QC and manipulation

Delete Permanently

6: F
ebp DATASET ACTIONS

NGS: DeepTools 5- 1 Copy Datasets

NGS: Mapping | @ Dataset Security
NGS: RNA Analysis An in-depth tutorial arp CSmeFeused ks

NGS: SAMtools awl Collapse Expanded Datasets
NGS: BamTools = | Unhide Hidden Datasets
NGS: Picard £ Delete Hidden Datasets
NGS: VCF Manipulation 5 E Purge Deleted Datasets
NGS: Peak Calling ﬁ DOWNLOADS

NGS: Variant Analysis | Export Tool Citations

NGS: RMA Structure hd B

Export History to File 1

javascriptvoid(0); - OTHER ACTIONS
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= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Analyze Data

Tools .‘!;. History — &M
Galaxy is an open source, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
Get Data here or consult our hel resources You can install your awn Unnamed history
Send Data Galaxy by following the tutorial and choose from thousands of -

empt »
Lift-Over tools from the Tool Shed. (empty)
Collection Operations ﬂ This history is empty. You can
Text Manipulation load your own data or get data
from an external source

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments/Seguences Try Galax
NGS: QC and manipulation on the CIOUd
NGS: DeepTools

NGS: Mapping

NGS: RMA Analysis
NGS: SAMtools

NGS: BamTools Mow you can have a personal Galaxy within the infinite Universe
NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

< - >
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= reverseffl]l D 77 A )L % Galaxy
> [CHRYAHFET (FE11[EW5-3

W1/7-3: GaIaXY’\O)Hy L IA P+ |Titrororezncins

IH., CCTIEEIDPYAZET
TT'&)iEEEEwK'CL\iT)

= Galaxy x

< C | & Secure | https://usegalaxy.org

s=iyze Data Workflow  Shared Data Visualization o|p Iser Using 0%

Tools .:a History — &M

=l i 2N open source, web-based platform for data
comr o ownioga om Or uptoag . _ R -
search tools P & biomedical research. If you are new to Galaxy start search datasets o
Get Data onsult our hel resources You can install your awn Unnamed history
Send Data Galaxy by following the tutorial and choose from thousands of
Lift-Over tools from the Tool Shed. (empty) e
Collection Operations ﬂ This history is empty. You can
Text Manipulation load your own data or get data
o h from an external source

dlamas

Convert Formats
Filter and Sort

Join, Subtract and Group

Fetch Alignments/Seguences Try Galaxy
NGS: QC and manipulation on the CIOUd
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools Mow you can have a personal Galaxy within the infinite Universe

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling

NGS: Variant Analysis

MGS: RNA Strocture
jE"'IBEC"i:It"\"Ci"h’l.' - >
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EmmlE. £11B/W5-3TsrLf-forward

= Galaxy x

< C | & Secure | https://usegalaxy.org Yr

Download from web or upload from disk

Regular Composite Collection

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | ¥

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Start Close

HAZBEFREDEHE12[0

17 3 Galaxy/\d) Hy L 1']0)774)1/0)7‘J7EI FEFDEmEmERLC
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S
W17-3: Galaxy~® Hj

= Galaxy x

E11[EW5-3TIlE. B—AHILIRIE (B 55 DPCH
JIZHBforwardB|DT7AILD T v T O—Kf>
=MD T. Dupload from diskDIFSE{TLVELT-
> __ Tl&. @Download from webZ{TULVE T

e

C | & Secure | https://usegalaxy.org

Download from web or upload from disk

ReuulaerDusite Collection

Type (set all): Q

Auto-detect v

O Choose local file = Choose FTP file

Genome (set all):

[# Paste/Fetch data Pause Reset

w

----- Additional Species A | =

Start Close

HAZBEFREDEHE12[0
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(DPaste/Fetch data

17-3: Galaxy~ @ EX ) 3A A

= Galaxy x

< C | & Secure | https://usegalaxy.org Yr

Download from web or upload from disk

Regular Composite Collection

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | ¥

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Start Close

HAZBEFREDEHE12[0
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CAGRELCICIRYFET

17-4: 479> 0—K

= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queue. Add more files or chick 'Start’ to proceed.

Name Size Type Genome Settings Status

[« - Auto-dete.. |+ | Q| -—-- Additional Sp v e ] |
New File

You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | ¥

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset m Close

HAZBEFREDEHE12[0
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ORYIRARIZEHO—kLI=WVI 74

e - a X
= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queue. Add more files or chick 'Start’ to proceed.

Name Size Type Genome Settings Status

[« - Auto-dete.. |+ | Q| -—-- Additional Sp v e ] |
New File

You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | ¥

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset m Close

HAZBEFREDEHE12[0
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] reverseflll DT —4 (DRR024501sub_2.fastqg.gz) M

17-5- URL URLTERIZ. DCCTHLNET

° o » 2-1okyoacp sciot =3, ttmiTbeok 3 -G L 3o D~

PCRERT e 3
I L BRAMEELSE | T12EGalaxy : EAN)—ET—ST70— NEW
BFilB2gr=EnMREHTT.

» WRPDF

o Oz WHPDF
« WindowsH
» Macmtoshff

Acyds Res 16
f ’=.«h6<mm> - Best Browser for Galaxy?

- XY
. 3'!’ (T
* kadota_registered
* terada_registered
« kadota_unregistered

ERp)-O A

o W3.1: 30051 — F 575 B paired-end D forwagdfid —H2720—0=EiT
AHERECOWIITRATOEI7PANSSIER
* W4.4: Published Histores

 WerLablmmabenQ R/ » W16-2:30° R —Fis?i% paired-end® reversell|(D gzip EFEFASTQ 71 J- (DRR024501sub 2 fastqg gz)
- Wo 1 ExigC: W BIATS EH#FEODWA-ITRA T SZ27 I A B4 61.9 MB (64,968,861 '8+ )T,
http:/www ua.u-tokyo. ac jp/~kadota’book/ DER024501/DER0245015ub_2 fastq gz

» WO-6: FanQC R TREFT7 1/ (E2tQC on dara |

ERH D RF

» WI3-1: 307 = sti® pared-codD) xmmmnym_rz ASTQ? 74 U (DRRO24501sub 1 fastq g7)
BEREDYEITRATOZ DT Ib o TERC 561 MB (58,884 22001+ TF,
=50~ 157

o YLERING ".ll*_"" oo POF
'3 L “:ﬂ‘o\mm\u 2

pmr:- 5 13..‘5 JITFRD R = 8 THUET

=007

o W16-2: 307" —F 55105 paired-codD n\omla.'/'gznplziﬁ}»\\r()"' {14 (DRRO2450100b 2 fastg g0z)
WERWADDWEITRATOUD D7 )b 24 XERLL 619 MB (63,568,861 1\ (H)TT .
http:www 1 a u-tokyo s gp~kadots book DRRO.'J_\U! DRRO245015ub_2 fastq gz

<
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17-6: URLDIEN

l - o X
Q 8 m v a2 -1BkyO-BC R - kaciotals =g, ttmiFhbook_KLA ~C =R O - o

2 RTAEET SR

Fili2er=SnMnEsTY.

» WRPDF

o O WHPDF
« WindowsF
» Macmtoshff

1251

o Afgan et gl Nucleie Acyds Res 2016
* W1:BioStarD Galaxy® "’?"JﬁbQuuh - Best Browser for Galaxy?
* W2: Galaxy mam
. ﬁ’l) (e
» kadota_registered
* terada_registered
« kadota_unregistered

l il B*ﬁ.&ﬁ#ﬁmmzscam‘ EAM)—ED—HT70— NEW X

ERFY—O A
o W3.1:305!) —F 5t S paired-endT) 4" —H20—OET
AHEREBOWITRATOEI T/ I LT

* W4-4: Published Histones
. W6
* W8-2: Trnmenoonatic: Solger ef al  Hoinfoematics, 2

o W6 FantQCRI TR T 771/ (FastQC on dana _ _
hitp://www.m.a. u-tokyo.acanl.
ERFY D RFF

v WI3-7: 007 =/l pared-eodD forward 8)|
MR D YEITRATOE D v L4 TEF

=520 21

L snwdosbi_desal) UR) » W16-2:30° R —F g pared-end® reverse {ll)D gzip EHEFASTQZ 7 - I (DRR024501sub 2 fastq.oz)

" Wo-1: FaiC: IRWIA R0 EEEFELIDWA-1TRA T w%:’mﬂlﬂj«ritlﬂjé 61. 91~.{B(ﬁ4 968 351 AT .

o YARINGS B ¥ S6[010 PDF
oRNHEEID D) 1 7 F I PDERT20MBYD W32
 ZLESRINGS M NI EPDE

plED ETHEVITTFRO N o8 THIET,

- 020-0ORiT

o W16-2: 307" —F 55105 paired-codD) reverse [ gzip EREFASTQ? 7+ 11 (DRROZ4010ub 2 fastg g7)
FUEREDWHITRA TS r L4 XTERLC 619 MB (63,568,861 /A (H)TT.
hittp:Awww si.a.u-tokyo ac jp'~kadots book DRRO24501 DRRO24501sub_2 fastq gz
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B DOR—X

17-6: URLDIEN

= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queue. Add more files or chick 'Start’ to proceed.

Name Size Type Genome Settings Status
& 76 b Auto-dete.. |»| Q | —-- Additional Sp v o Ty
New File
You can tell Galaxy to download data from web by entering URL in this box (one per line can also directly paste the contents of a file.

http://www.iu.a.u-tokyo.ac.jpf~kadota/book/DRR024501/DRR024501sub_2 .fastg.gz

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | ¥

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset m Close
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- DR—RFLT. @Start

17-6: URLDIEN

= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queue. Add more files or chick 'Start’ to proceed.

Name Size Type Genome Settings Status
& 76 b Auto-dete.. |»| Q | —-- Additional Sp v o Ty
New File
You can tell Galaxy to download data from web by entering URL in this box (one per line can also directly paste the contents of a file.

http://www.iu.a.u-tokyo.ac.jpf~kadota/book/DRR024501/DRR024501sub_2 .fastg.gz

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | »

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Close

HAZBEFREDEHE12[0
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FCIZTALGRRLIZEYETS

17-7: 49> 0—K (DL) EIJ...B

= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Download from web or upload from disk

Regular Composite Collection

Please wait...1 out of 1 remaining.

Name Size Type Genome Settings Status
74 76 b Auto-dete.. v Q | Additional Sp.. v & i
MNew File

You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.
http://www.iu.a.u-tokyo.ac.jpf~kadota/book/DRR024501/DRR024501sub_2 .fastg.gz

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A | ¥

O Choose local file = Choose FTP file & Paste/Fetch data Pause Reset Start Close
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17-8: DL T LT=o[FL>

(IDClose

= Galaxy x

< C | & Secure | https://usegalaxy.org

Download from web or upload from disk

Regular Composite Collection

Name Size Type Genome Settings

4 76 b Auto-dete.. + Q — -—-- Additional Sp...  « s ]
New File

Status

100%

v

You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.

http://www.iu.a.u-tokyo.ac.jpf~kadota/book/DRR024501/DRR024501sub_2 .fastg.gz

Type (set all): Auto-detect | Q Genome (set all): | ----- Additional Species A...

O Choose local file = Choose FTP file [# Paste/Fetch data Paus

Feset

Start

¥

~

Close

HAZBEFREDEHE12[0
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W17-9: FERIFIF5ET

= Galaxy x

& C | & Secure | https://usegalaxy.org

Analyze Data

I+

Get Data
Send Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis
NGS: RNA Structure

<

Galaxy is an cpen socurce, web-based platform for data
intensive biomedical research. If you are new to Galaxy start
here or consult our help resources. You can install your awn
Galaxy by following the tutcrial and chocse from thousands of
tools from the Tool Shed.

L)+

Public Galaxy Servers
and still counting

DA™ aO—KRLT=URLIFEH A
SEEHETRATINS, &KLY
DTIFAILBDAIZLTHL

(S - a X

History - &[0
search datasets 3¢

Unnamed history

1 shown

186,06 MB ~ & .

1: http:/fwww.iv.a.u- @ & %
tokyo.ac.jp/~kadota
book/DRR024501/DRR0O245015u

b 2.fastqg

BARILBREFREOERFE 12
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" S (DEit attributes

W17-10: ARIDZEE1

= Galaxy x

& C | 8 Secure | https://usegalaxy.org |

Analyze Data

Tools .‘!;. History — &M
Galaxy is an open source, web-based platform for data
search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
Get Data here or consult our help rescurces. You can install your own

Unnamed history

Send Data Galaxy by following the tutorial and choose from thousands of 1 shown

tools from the Tool Shed.

e 186.06 MB
Collection Operations

Text Manipulation 1: http://fwww.iv.a.u- @ # x

Datamash tokyo.ac.jp/~kadota/ ‘

- book/DRR0O24501/DR Edit
Convert Formats H
Filter and Sort

Join, Subtract and Group

Fetch Alignments/Sequences Running Your own
NGS: QC and manipulation

NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis An in-depth tutorial

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling

NGS: Variant Analysis

NGS: RNA Structure

https:/fusegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b568cd6098db7 11297 - >
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" A
W17-10: ARIDZEE2

OZDER%E:

= Galaxy x

<« C | & Secure https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8506L

Analyze Data

Tools o . ;
Edit dataset attributes
search tools o = Attributes € Convert £ Datatypes & Permissions
Get Data
Send Data Edit attributes ) Auto-detect || [E) Save
Lift-Over

Name
Collection Operations

Text Manipulation
Datamash Info
Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRR0O24501/DRR02450

uploaded fastgsanger file

Annotation

o
NGS: Picard Add an annotation or notes to a dataset; annotations are available

NGS: VCF Manipulation when a history is viewed.

NGS: Peak Calling Database/Build

NGS: Variant Analysis unspecified (7) -
NGS: RNA Structure

<

History — & [0
search datasets 3 )

Unnamed history

1 shown

186.06 MB ~ % -

1: http:/ /www.iv.a.u- @ & %
tokyo.ac.ip/~kadota/
book/DRR024501 /DRR0O245015u
b _2.fastqg

HAZBEFREDEHE12[0
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" DTALRELISLT, @Save

W17-10: ZREINDZEFE3

= Galaxy x

<« C | & Secure https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8506L

Analyze Data

Tools = Edit dataset attributes History S
search tools o = Attributes & Convert £ Datatypes & Permissions search datasets %)

Get Data ’ Unnamed history

Send Data Edit attributes D Auto-detect | B Save L shown

Lift-Over Name 186.06 MB e e

Collection Operations
Text Manipulation
Datamash Info

Convert Formats

Filter and Sort uploaded fastgsanger file

DRR024501sub_2.fastqg 1: http:/ /www.iv.a.u- @ & x

tokyo.ac.ip/~kadota/
book/DRR024501 /DRR0O245015u
b _2.fastqg

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

Annotation

NGS: Picard Add an annotation or notes to a dataset; annotations are available
NGS: VCF Manipulation when a history is viewed.

NGS: Peak Calling Database/Build
MNGS: Variant Analysis unspecified (7) -
NGS: RNA Structure

< >
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" A
W17-10: ZRIDZEE4

(DAttributes updatedE7 Y . @D ER 5 (
i HNAttributes) H RIRESN TULVET

a8 — O X
= Galaxy x
<« C | 8 Secure | https;//usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8906b568cd6098db7 112978 identifer=2s9xgtbttig r =
[ g y.org g
Tools .‘!;. . . History — &M
Edit dataset attribfites
search tools o | Attributes updated. search datasets 3 )
Get Data .
- , - . Unnamed histo
Send Data = Attributes | # ConWert = Datatypes & Permissions 1 shown v
Lift-Over
. . Edit attributes ) Auto-detect | [B) Save 186.06 MB ¥ % »
Collection Operations
Text Manipulation Name 1: DRRO24501sub 2.f @ &+ =
asta
Datamash DRR0O24501sub_2.fastg
Convert Formats
Info
Filter and Sort
s oo uploaded fastgsanger file
Fetch Alignments/Sequences
NGS: QC and manipulation
NGS: DeepTools P
NGS: Mappin Annotation
NGS: RMA Analysis
NGS: SAMtools
NGS: BamTools
NGS: Picard
NGS: VCF Manipulation &
NGS: Peak Callin Add an a|l1ncl:al:|lon Ior notes to a dataset; annotations are available
. —— when a history is viewed.
: Variant Analysis .
- Database/Build
NGS: RNA Stracture
£ unspecified (7] - - >

BARILBEFSEDESFE120

144



" DERDY—IL13% )L

W18-12 '7—77|:|—§,ﬁ-1 ZTFICRIO—)LLT:

= Galaxy x

<« C | & Secure https://usegalaxy.org/datasets/edit?dataset_id=bbd44e69cb8506L

Analyze Data

Tools .‘!;. . . History — &M
Edit dataset attributes

search tools o | Attributes updated. search datasets %)
Get Data .
E— _ . . - ] o Unnamed history
Send Data = Attributes | # Convert = Datatypes & Permissions 1 shown
Lift-Over

. . it attributes ) Auto-detect | [B) Save 186.06 MB ¥ % »
Collection Operations
Text Manipulation Name 1: DRRO24501sub 2.f @ & %=
astq

Datamash DRR0O24501sub_2.fastg

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequences
NGS: QC and manipulation

Info

uploaded fastgsanger file

NGS: DeepTonls P

NGS: Mappin Annotation
NGS: RMA Analysis
NGS: SAMtools
NGS: BamTools
NGS: Picard
NGS: VCF Manipulation s
NGS: Peak Callin Add an a|l1ncl:al:|lon Ior notes to a dataset; annotations are available
. —— when a history is viewed.

: Variant Analysis .

Database/Build

NGS: RNA Structure
£ unspecified (7] - - >
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W18-1:J—4-7J[a—=

17T

2

DEIYvY

69chB8906b568cd

= Galaxy *
< ' | & Secure | https://usegalaxy.org/datasets/edit?dataset_id=bbd44e
|
= Galaxy Analyze Data
Tools XL . .
GECTO0TS - Edit dataset attributes
= search tools o | Attributes updated.
EMBOSS

= Attributes | € Convert £ Datatvpes

& Permissions

Reaional Variation
FASTA manipulation
Multiple Alignments

Edit attributes

Metagenomic Analysis Name

Multiple regression DRR0O24501sub_2.fastg
Multivariate Analysis Info

Motif Tools

STR-FM: Microsatellite Analysis
NCBI SRA Tools
IWTomics

uploaded fastgsanger file

DEPRECATED
NGS: GATK Tools (beta)
CloudMap

Annotation

Workflows

= Al workflows

= Workflow constructed from
history 'inudoshi_desu’

when a history is viewed.
Database/Build

{| unspecified (7]

) Auto-detect

a8 — O ot
6098db711297&_ identifer=2s9xgtbttid | o:
Using 0%
History — & [0
| search datasets 3 )
Unnamed history
1 shown
= Save 186.06 MB ~ % -
1: DRR0O24501sub 2.f @ 4 x
astq
A
s

Add an annotation or notes to a dataset; annotations are available

HAZBEFREDEHE12[0
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CAERRLIZEYEST ERN)—DE
HHW16-2L8->T. DTRATLVAE
DN, QDHAIZHES>TWTRATFTY

" A
W18-2:th i /\R)L

e - a X
= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |

Analyze Data

Tools < | Workflow: Workflow
constructed from history

- ~a
200

search tools o _ . search datasets
- 'inudoshi_desu’ search dataset (]
selbata Unnamed history
Send Data 1 shown
Lift-Over History Options

186.06 MB ~ % -

Collection Operations Send results to a new history

Text Manipulation Yes | Mo 1: DRR024501sub 2.f @ & %
Datamash astq

Convert Formats # 1: FastQC (Galaxy Version 0.69)

Filter and Sort
Join, Subtract and Group

Short read data from your current history

1: DRRO24501sub_2.fastq -
Fetch Alignments/Seqguences

. - Contaminant list
NGS: QC and manipulation

NGS: DeepTonls
NGS: Mapping

Mothing selected -

tab delimited file with 2 columns: name and seguence. For
example: Hllumina Small RNA RT Primer

NGS: RMA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

<

CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the sach

submodules warming parameter

BARILBREFREOERFE 12




JE—
W18-3: History Options

ORERRN) —F BB E LN
DT, TIAHILFD@NoDFEETLLY

= Galaxy x

<« C | & Secure

https://usegalaxy.org/workflows/run?id=

4] —

Analyze Data

Tools .‘!;.
search tools )

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

<

Workflow: Workflow
constructed from history
'inudoshi_desu’

History

search datasets

Unnamed history
1 shown

History Options
186.06 MB
Send results to a new history

Yes | No 1: DRRO24501sub 2.f

astqg

m’(}alaxv Version 0.69)

Short read data from your current history

1: DRRO24501sub_2.fastq -
Contaminant list

Mothing selected -

tab delimited file with 2 columns: name and seguence. For
example: Hllumina Small RNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected -

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the sach
submodules warming parameter

< & [0

CaA A

& & X
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A (B13RTY T M 5757 —4-70—0) Stepl1 T

HBHDFastQCHD, QA NT7AILIE, @T&LLY
W18-4: Stepl Lrest000. QAT OVE.O

a8 — O X
= Galaxy x
< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |
Analyze Data
4+ ; ~u
Tools = | Workflow: Workflow History < &[0
[ ) constructed from history A o
sea 5 - - search datasets
'inudoshi_desu’ -
EE i Unnamed history
Send Data 1 shown
TEL History Options
— 186.06 MB ¥ % e
Collection Operations Send results to a new history
Text Manipulation Yes Mo 1: DRR0O24501sub 2.f @ ;S x
Datamash asta
Convert Formats j’ 1: FaStQC [Gala!ﬂ" VErEiD" u.'ﬁg]
Filter and Sort Short read data from your current history
Join, Subtract and Group 1: DRRO24501sub_2.fastq -
Fetch Alignments/Seguences ; }
. - Contaminant list
NGS: QC and manipulation
NGS: DeepTools Mothing selected -
NGS: Mapping tab delimited fille with 2 columns: nlame and sequence. For
] . example: Hllumina Small RNA RT Primer
NGS: RNA Analysis CAAGCAGAAGACGGCATACGA
NGS: SAMtools Submodule and Limit specifing file
NGS: BamTools )
B Mothing selected -
NGS: Picard - — -
. . a file that specifies which submodules are te be executed
NGS: VCF Manipulation (default=all) and also specifies the thresholds for the sach
NGS: Peak Calling submodules warming parameter
MNGS: Variant Analysis -
NGS: RNA Structure i
4 >
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W18—5 - Stepz Step2 TS TrimmomaticD ECAZE KRR

e - a X

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |

Analyze Data

Tools < | Workflow: Workflow History < &0
constructed from history

search tools ) - - search datasets
'inudoshi_desu’ O
EE i Unnamed history
Send Data 4 2: Trimmomatic (Galaxy Version 0.36.3) “1
Lift-Over
i . Single-end or paired-end reads? 186.06 MB e e
Collection Operations
Text Manipulation Single-end 1: DRRO24501sub 2.f @& & x
Datamash Input FASTQ file asta
Convert Formats 1: DRR0O24501sub_2 fastq -

Filter and Sort .
Perform initial ILLUMINACLIP step?

Join, Subtract and Group

Fetch Alignments/Seguences frue '
NGS: OC and manipulation (¢ Adapter sequences to use

NGS: DeepTools TruSeq3 (single-ended, for MiSeq and HiSeq)

- pping . . . . .
NGS: Mappin # Maximum mismatch count which will still allow a full
NGS: RNA Analysis match to be performed

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

2

@ How accurate the match between the two "adapter
ligated' reads must be for PE palindrome read alionment

NGS: Peak Calling 0
NGS: Variant Analysis (# How accurate the match between any adapter etc. -

NGS: RNA Structure

< >
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W18-5: Step2 TR DAL DEEE T g
a8 - | ®

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 w| o

Analyze Data

+ - P
Tools = | Workflow: Workflow History ~ & [0

) constructed from history

'inudoshi_desu’ search datasets ()

EE i Unnamed history

Send Data 4 2: Trimmomatic (Galaxy Version 0.36.3) “1

Lift-Over . . ¥ % e
i . Single-end or paired-end reads? 186.06 MB

Collection Operations

Text Manipulation Single-end 1: DRRO24501sub 2.f @& & x

Datamash Input FASTQ file asta

Convert Formats 1: DRR0O24501sub_2 fastq -

Filter and Sort

Perform initial ILLUMINACLIP Qtep?
Join, Subtract and Group

Fetch Alignments/Sequences frue
NGS: OC and manipulation (¢ Adapter sequences to use
NGS: DeepTools TruSeq3 (single-ended, for MiSeq and HiSeq)

- pping . . . . .
NGS: Mappin # Maximum mismatch count which will stilRgllow a full
NGS: RNA Analysis match to be performed

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

2

@ How accurate the match between the two "adapter
ligated' reads must be for PE palindrome read alionment

NGS: Peak Calling 0
NGS: Variant Analysis (# How accurate the match between any adapter etc. -

NGS: RNA Structure

< >
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DFEFbLoETIZRIO—)L, @7 & T2—ERF| LU
NDATLaVIFEHBFITIERLTLVELD T, @2
DI —-78—FTOHTrimmomatic® . @Average

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |
Analyze Data Using 0%
- ~a

Tools = | Workflow: Workflow History < & [0

N o constructed from history A o

earch tools - search datasets
udoshi_desu’
Get Data Unnamed history
Send Data # How accurate the match between the two 'adapter - 1 shown
ift- ligated' reads must be for PE palindrome read alignment
_— g P g 186.06 MB ¥ % e
Collection Operations 30
ip i 1: DRRO24501sub 2.f

Text Manipulation # How accurate the match between any adapter etc. astq ® & %
Datamash sequence must be against a read
Convert Formats 10
Filter and Sort

. Tri tic O ti
Join, Subtract and Group rimmomatic Dperation
Fetch Alignments/Sequences 1: Timmomatic Operation
NGS: OC and manipulation Select Trimmomatic operation to perform
NGS: DeepTools Sliding window trimming {SLIDINGWINDOW)

: .

NG5: Mapping @ Number of bases to average across
NGS: RMA Analysis .
NGS: SAMtools
NGS: BamTools [# Average quality required
NGS: Picard 20
NGS: VCF Manipulation
NGS: Peak Calling # 3: PastQC (Galaxy Version 0.69)
NGS: Uariant Ana |‘||"5i5 Chort road data froam vnoe caerant hictnee M
NGS: RNA Structure i
4 >

quality requiredDBEIE T I7A4ILED20TY
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= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 w| o

Analyze Data

4+ - .
Tools = | Workflow: Workflow History ~ & [
constructed from history
search tools Q : . search datasets

- 'inudoshi_desu’ search datasef 0
Get Data e e e e e e Unnamed history
Send Data = = - 1 shown

. 4

Lift-Over 186.06 MB ¥ % ®
Collection Operations [# Average quality required
Text Manipulation 20 1: DRR024501sub 2.f @ & %
Datamash astq
_ # 3: FastQC (Galaxy Version 0.69)

Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequences

NGS: QC and manipulation

NGS: DeepTools

NGS: Mappin tab delimited fI|I€- with 2 columns: ngnwe and sequence. For
. example: Illumina Small RNA BT Primer

NGS: RNA Analysis CAAGCAGAAGACGGCATACGA

NGS: SAMtools

NGS: BamTools

P Mothing selected '
NGS: Picar
a file that specifies which submodules are to be executed

Short read data from your current history

Output dataset ‘fastq_out' from step 2
Contaminant list

Mothing selected -

Submodule and Limit specifing file

NGS: VCF Manipulation {default=all} and also specifies the thresholds for the each
NGS: Peak Calling submodules warning parameter

MNGS: Variant Analysis
NGS: RNA Structure

< >
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W18-7: Run workflow

(DRun workflow

= Galaxy x
& C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836
|
= Galaxy Analyze Data

+

Tools = | Workflow: Workflow

search tools o constructed from history

>od =1 - -

'inudoshi_desu’

Get Data
N o ¢ o s 8 G e
Lift-Over 4

Collection Operations

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

<

[# Average quality required
20

# 3: FastQC (Galaxy Version 0.69)

Short read data from your current history
Output dataset ‘fastq_out' from step 2
Contaminant list

Mothing selected

tab delimited file with 2 columns: name and sequence. For
example: Illumina Small RNA BT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

" Run workflow

History

Using 0%
~ & [0

search datasets

Unnamed history
1 shown

186.06 MB

1: DRRO24501sub 2.f
astq

CaA A

& & X

o
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W18-8: 3%+, ..

a8 — O X
= Galaxy x
< C | @ Secure | https//usegalaxy.org/workflows/run?id=50fb074833eb9836 w| o
| il
- Gala)(v Analyze Data Using 0%
Tools < | Workflow: Workflow History < &[0
[ ) constructed from history A o
sea 5 - - search datasets
'inudoshi_desu’ -
R e e et et Unnamed history
Send Data - - 1 shown
. 4
Lift-Over 186.06 MB ¥ % e
Collection Operations [# Average guality required
Text Manipulation 20 1: DRRO24501sub 2.f @ & %=
Datamash =
R # 3: FastQC (Galaxy Version 0.69)
Filter and Sort .
Short read data from your current history
Join, Subtract and Group . .
Output dataset ‘fastg_out’ from step 2
Fetch Alignments/Sequences . .
) _ Contaminant list
NGS: QC and manipulation
NGS: DeepTools lothing selected T
NGS: Mappin tab delimited file -.-._t-1 2 I"||_ name and sequence. For
. example: Illumina Small RNA RT Primer
NGS: RNA Analysis CAAGCAGAAGACGGCATACGA
NGS: SAMtools Submodule and Limit specifing file
NGS: BamTools
othing selected -
NGS: Picard = - .
. . a file that specifies which submodules are to be executed
NGS: VCF Manipulation (default=all) and also specifies the thresholds for the each
NGS: Peak Calling submodules warning parameter
MNGS: Variant Analysis
NGS: RMA Structure h
<| >
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W18-9: Successfully invoked  |Zixesrrser

— O =

= Galaxy x

<« C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |
Analyze Data
Tools .‘!;. History — &M
J Successfully invoked workflow Workflow constructed from

search tools %) history 'inudoshi_desu’. search datasets ]
Get Data You can check t.heI status: of queued jobs and *.rinjew the resulting Unaamed history
Send Data data by refreshing the History pane. When the job has besn 6 shown
A run the status will changelfrom I'r.unning' to ‘finished' if
- completed successfully or ‘error’ if problems were encountered. 186.06 MB ~ % .
Collection Operations
Text Manipulation (@ 6: FastQC on data ®
Datamash 4: RawData
Convert Formats @ 5: FastQC on data »
Filter and Sort 4: Webpage
Join, Subtract and Group @ 4: Trimmomatic on »
Fetch Alignments/Seguences DRRO24501sub 2.fast
NGS: OC and manipulation a
NGS: DeepTools (® 3: FastQC on data ®
NGS: Mapping 1: RawData
NGS: RNA Analysis (@ 2: FastQC on data %
NGS: SAMtools 1: Webpage
NGS: BamTools 1: DRRO24501s5ub 2.f
NGS: Picard @_ — ® & X
NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure M
< >
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W18_10 : SteDZ%g T D TrimmomaticH\& T L1=

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |

Analyze Data

Tools .‘!;. History — &M
O Successfully invoked workflow Workflow constructed from

search tools o history "inudoshi_desu’. search datasets 3 )
Get Data You can check t.heI status: of queued jobs and UI?W the resulting Unaamed history
Send Data data by refreshing the History pane. When the job has besn 6 shown
Lift-0 run the status will change from ‘'running’ to ‘finished’ if '
Hi-Over completed successfully or ‘error’ if problems were encountered. 186.06 MB ~ % .
Collection Operations
Text Manipulation (@ 6: FastQC on data *
Datamash 4: RawData
Convert Formats @ 5: FastQC on data »
Filter and Sort 4: Webpage
Join, Subtract and Group 4: Trimmomaticon DR @ 4 x
Fetch Alignments/Sequences R024501sub 2.fastqg
NGS: QOC and manipulation

i - (& 2: FastQC on data P
NGS: DeepTools 1: RawData
NGS: Mapping p
. 2: FastQC it
NGS: RNA Analysis © 2:FastOCon data X
1: Webpaqge

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

< >
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= Galaxy x

& C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836

Analyze Data

I+

Tools

search tools o
Get Data
Send Data
Lift-Over
Collection Operations

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

NGS: Variant Analysis
MGS: RNA Strocture

<

V)

Successfully invoked workflow Workflow constructed from
history "inudoshi_desu’.

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn
run the status will change from ‘'running’ to ‘finished’ if
completed successfully or ‘error’ if problems were encountered.

History - & [0
search datasets 3 )

Unnamed history
6 shown

186.06 MB ~ % -

(@ 6: FastQC on data »
4: RawData

(@ 5: FastQC on data »
4: Webpage

4: Trimmomatic on DR @ & x
R024501sub 2.fastg

3:FastQCondata 1: R @ & %
awData

2: FastQCondata 1: W @ 4 %
ebpage

1: DRR024501sub 2f @ 4 x
astq
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W18-12:Step3#& T

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=50fb074833eb9836 |

Analyze Data

Tools X History = & M
O Successfully invoked workflow Workflow constructed from

search tools o history "inudoshi_desu’. search datasets 3 )
Get Data You can check t.heI status: of queued jobs and UI?W the resulting Unaamed history
Send Data data by refreshing the History pane. When the job has besn 6 shown
Lift-0 run the status will change from ‘'running’ to ‘finished’ if
Hi-Over completed successfully or ‘error’ if problems were encountered. 327.16 MB ~ % .
Collection Operations
Text Manipulation 6: FastQCondata 4: R @ 4 %
Datamash awData
Convert Formats S:FastQCondata 4: W @ & %
Filter and Sort ebpage
Join, Subtract and Group 4: Trimmomaticon DR @ & x
Fetch Alignments/Sequences R0O24501sub 2.fastg
NGS: QC and manipulation 3:FastOCondata 1: R @ 4 x
NGS: DeepTools awData
NGS: Mapping

. 2: FastQCondata 1: W @ & %=

NGS: RMA Analysis ebpage

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

< >
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W19-1:J—o 70—z

= Galaxy | Workflows x

< C' | & Secure | https//usegalaxy.org/ e 2 |

Analyze Data

Tools .‘!;. History — &M
o - Your workflows + | & o

search datasets

Get Data Show Unnamed history
Send Data in 6 shown
Lift-Over # of tools
. 327.16 MB ~ % ®
ST e e Name Tags Owner Steps Published panel
Text Manipulation You 3 No - 6: FastQCondata : R @& & x

Workflow
constructed from

Datamash awData

Convert Formats
Filter and Sort
Join, Subtract and Group

S:FastQCondata 4: W @ & %
ebpage

4: Trimmomaticon DR @ 4 x
R0O24501sub 32.fastq

Fetch Alignments/Seqguences

NGS: QOC and manipulation Share e R o 2 [
NGS: DeepTonls “wData
Download awbData
NGS: Mapping
NGS: RNA Analysi Copy 2: FastQCondata 1: W @ 4 x
= nalysis
Rename ebpage
NGS: SAMtools )
NGS: BamTools View 1: DRRO24501sub 2.f @ ¢ x
Delete astq

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure

https:/fusegalaxy.org/workflow/editor?id=50fb074833ebg... >

HAZBEFREDEHE12[0 160

-




DIT—H7a—IT153%

19'1: Ij_bjl:l—,._ Eﬁ “—beb‘é---é:ofT

= Galaxy | Workflow Editor X

< & ‘ @ Secure | https://usegalaxy.org/workflow

“ WDrkﬂuw Camras | ow constructed from history m
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W19-2 - $R &6

a8 — O X

= Galaxy | Workflow Editor X
< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836 w| o
| il
= Galaxy Workflow Using 0%
Tools Workflow Canvas | Workflow constructed from history £ Details

search tools Edit Workflow Attributes
Inputs Name:
Get Data Workflow constructed from history
Send Data ‘inudoshi_desu’
Lift-Over Tags:

Collection Operations
Text Manipulation

A

Apply tags to make it easy to

Datamash search for and find items with the
Convert Formats same tag.

H FastQC Fast( .
Filter and Sort # FastQ E Fras Annotation / Notes:
Join, Subtract and Group Short read data from your currentl. Short n| Describe or add notes to workflow
Fetch Alignments/Sequences history history|| Add an annotation or notes to a

. . ) ) workflow; annotations are available

NGS: OC and manipulation Contaminant list Contam| v 0 5 workflow is viewed.
NGS: DeepTools Submodule and Limit specifing file>) Submo
NGE: Mﬂ in . e AL o e s
HNbo: Mapping 4 Trimmomatic 2] % html_fi

NGS: RMNA Analysis
NGS: SAMtools
NGS: BamTools fastq_out_paired
NGS: Picard fastg_out_unpaireq
NGS: VCF Manipulation
NGS: Peak Calling .
fastg_out_r2_pairg

AN‘ES'_\[ﬂLiﬂ.IlLBHHW';i';
¢ fastg_out_rl_unpa S >
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DFBTRTLBHESH. QFRHLEDTLLS

NGS: RMNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

el :

a8 — O X
= Galaxy | Workflow Editor X
< ' | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb95836 w| o
| '
= Galaxy Using 0%
Tools Workflow Canvas | Workflow constructed from history £ Details
search tools Edit Workflow Attributes
Inputs Name:
Get Data Workflow constructed from history
Send Data ‘inudoshi_desu’
Lift-Over Tags:
Collection Operations 2
Text Manipulation ) :

D Apply tags to make it easy to
Datamash search for and find items with the
Convert Formats same tag.

Filter and Sort # Fastqc @ Fast Annotation / Notes:
Join, Subtract and Group Short read data from your currentl. Short r|| Describe or add notes to workflow
Fetch Alignments/Sequences history history]| Add an annotation or notes to a
. . ) ) workflow; annotations are available
NGS: OC and manipulation Contaminant list Contan| .+ 1 5 workflow is viewed.
NGS: DeepTools Submodule and Limit specifing file>) Submo
NGE: Mﬂ in . e o e s
HNbo: Mapping 4 Trimmomatic 2] % html_fi

Input FASTQ file 72

fastg_out_paire

fastg_out_un

fastg_out_ri_

fastg_out_r2_pair

fastg_out_ri_unp
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a8 — O X

= Galaxy | Workflow Editor X
< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836 w| o
= Galaxy Workflow Using 0%
Tools Workflow Canvas | Workflow constructed from history £ Details

search tools Edit Workflow Attributes
Inputs Name:
Get Data Workflow constructed from history
Send Data ‘inudoshi_desu’
Lift-Over Tags:
Collection Operations 2
Text Manipulation ) :

D Apply tags to make it easy to
Datamash search for and find items with the
Convert Formats same tag.

H FastQC Fast( .
Filter and Sort # FastQ E Fras Annotation / Notes:
Join, Subtract and Group Short read data from your currentl. Short n| Describe or add notes to workflow
Fetch Alignments/Sequences history history|| Add an annotation or notes to a
. . ) ) workflow; annotations are available
NGS: OC and manipulation Contaminant list Contam| v 0 5 workflow is viewed.
NGS: DeepTools Submodule and Limit specifing file>) Submo
NGS: Mapping F Trimmomatic x h tm| ..... f ,
NGS: RMA Analysis Input FASTQ fil -
npu e

NGS: SAMtools . r
NGS: BamTools fastq_out_paired
NGS: Picard fastg_out_unpaireq
NGS: VCF Manipulation fastq_out_rl_paire
NGS: Peak Calling .

- fastg_out_r2_pairg

= i nalvsis

£ fastg_out_r1_unpd 7 >
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W19-3:Tips

a8 — O X

= Galaxy | Workflow Editor X
<« C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836 | o:
= Galaxy Workflow Using 0%
Tools Workflow Canvas | Workflow constructed from history £ Details

search tools Edit Workflow Attributes
Inputs Name:
Get Data Workflow constructed from history
Send Data ‘inudoshi_desu’
Lift-Over Tags:

Collection Operations
Text Manipulation

A

Apply tags to make it easy to

Datamash search for and find items with the
Convert Formats same tag.

H FastQC Fast( .
Filter and Sort & Q T F Annotation / Notes:
Join, Subtract and Group Short read data from your currentl. Short n| Describe or add notes to workflow
Fetch Alignments/Sequences history history|| Add an annotation or notes to a

. . ) ) workflow; annotations are available
NGS: OC and manipulation Contaminant list Contam| v 0 5 workflow is viewed.
NGS: DeepTools Submodule and Limit specifing file>) Submo
NGS: Mapping F Trimmomatic x h tm| ..... f ,
NGS: RMA Analysis Input FASTQ fil -
npu 2

NGS: SAMtools text_fil
NGS: BamTools fastq_out_paired
NGS: Picard fastg_out_unpaired
NGS: VCF Manipulation fastq_out_rl_paired

NGS: Peak Calling .
fastg_out_r2_paired

AN‘ES'_\[ﬂLiﬂ.IlLBHHW';i';
< fastg_out_r1_unpaired [ >
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a8 — O X
= Galaxy | Workflow Editor X
< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836 w| o
| '
= Galaxy Workflow Using 0%
Tools Workflow Canvas | Workflow constructed from history £ Details
search tools Edit Workflow Attributes
Inputs Name:
Get Data Workflow constructed from history
Send Data ‘inudoshi_desu’
Lift-Over Tags:
Collection Operations 2
Text Manipulation ) :

D Apply tags to make it easy to
Datamash search for and find items with the
Convert Formats same tag.

H FastQC Fast( .
Filter and Sort # FastQ E Fras Annotation / Notes:
Join, Subtract and Group Short read data from your currentl. Short n| Describe or add notes to workflow
Fetch Alignments/Sequences history history|| Add an annotation or notes to a
. . ) ) workflow; annotations are available
NGS: OC and manipulation Contaminant list Contam| v 0 5 workflow is viewed.
NGS: DeepTools Submodule and Limit specifing file>) Submo
NGS: Mapping F Trimmomatic x h tm| ..... f ,
NGS: RMA Analysis Input FASTQ fil -
npu 2
NGS: SAMtools text_fil
NGS: BamTools fastq_out_paired
NGS: Picard fastg_out_unpaired
NGS: VCF Manipulation fastq_out_rl_paired
NGS: Peak Calling .
fastg_out_r2_paired
= i nalvsis
£ fastg_out_r1_unpaired = >
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W19-4- B8 CTHL A7k SN BBEDTR>THELES

e - a X

= Galaxy | Workflow Editor X

Y| i
Using 0%

<« C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9

Tools Workflow Canvas | Workflow constructed from history o =il
Save i
search tools Save As Prkﬂuw Attributes
Inputs RUN

w constructed from history
i_desu’

Get Data Edit Attributes

Send Data Auto Re-layout
Lift-Over

Collection Operations
Text Manipulation

'|v'i'-

Apply tags to make it easy to

Datamash search for and find items with the
Convert Formats same tag.

H FastQC Fast( .
Filter and Sort # FastQ E Fras Annotation / Notes:
Join, Subtract and Group Short read data from your currentl. Short n| Describe or add notes to workflow
Fetch Alignments/Sequences history history|| Add an annotation or notes to a

. . ) ) workflow; annotations are available
NGS: OC and manipulation Contaminant list Contam| v 0 5 workflow is viewed.
NGS: DeepTools Submodule and Limit specifing file>) Submo
NGS: Mapping F Trimmomatic x h tm| ..... f ,
NGS: RMA Analysis Input FASTQ fil -
npu 2

NGS: SAMtools text_fil
NGS: BamTools fastq_out_paired
NGS: Picard fastg_out_unpaired
NGS: VCF Manipulation fastq_out_rl_paired

NGS: Peak Calling .
fastg_out_r2_paired

AN‘ES'_\[ﬂLiﬂ.IlLBHHW';i';
< fastg_out_r1_unpaired [ >
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= Galaxy | Workflow Editor X

< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833e09836 w| o

Using 0%

Tools Workflow Canvas | Workflow constructed from history £ Details

search tools Edit Workflow Attributes
Inputs Name:
Get Data Workflow constructed from history
Send Data ‘inudoshi_desu’
Lift-Over Tags:

Collection Operations
Text Manipulation

A

Apply tags to make it easy to

Datamash search for and find items with the
Convert Formats same tag.

. FastQC x .
Filter and Sort & Q @ Annotation / Notes:
Join, Subtract and Group Short read data from your current Describe or add notes to warkflow
Fetch Alignments/Segquences history Add an annotation or notes to a

. . workflow; annotations are available

NGS: OC and manipulation Contaminant list

when a workflow is viewed.
NGS: DeepToonls

NGS: Mapping

Submodule and Limit specifing file

. html_file {(html)
NGS: RNA Analysis
NGS: SAMtools text_file {txt)
NGS: BamTools
NGS: Picard

# Trimmomatic 2%
NGS: VCF Manipulation

NGS: Peak Callin Input FASTQ file

fastg_out_paired '
< >

NGS: Variant Analvsis
fasta out unpaired F
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Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

= i nalvsis
4

a8 — O X

= Galaxy | Workflow Editor X
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html_file {(html)

text_file (txt) e
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search for and find items with the
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Annotation / Notes:

Describe or add notes to warkflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.
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. html_file (html)
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. FastQC x .
Filter and Sort & Q @ Annotation / Notes:
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Workflow Canvas | Workflow constructed from history

Using 0%
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Lift-Over
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Datamash
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Join, Subtract and Group
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NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
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Short read data from your current
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Contaminant list

Submodule and Limit specifing file

html_file (html)
text_file (txt)

Edit Workflow Attributes

Name:

Workflow constructed from history
‘inudoshi_desu’

Tags:

&
Apply tags to make it easy to

search for and find items with the
same tag.

Annotation / Notes:

Describe or add notes to warkflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.
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astq_out_r2_paired
astq_out_rl_unpaired
astq_out_r2_unpaired

astq_out

# FastQC

Short read data from you
history

Contaminant list
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Using 0%

Edit Workflow Attributes

Name:

Workflow constructed from history
‘inudoshi_desu’

Tags:
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Apply tags to make it easy to
search for and find items with the
same tag.

Annotation / Notes:

Describe or add notes to warkflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.
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Version 0.69)
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Lift-Over
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text_file (txt)

A Trimmomatic %

Input FASTQ file & FastQc %
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NGS: RMNA Analysis
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fastq_out_r2_paired Submodule and Limit specifing file
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# FastQC Read o T
Quality reports (Galaxy
Version 0.69)

Label

Add a step label.

Annotation

o
Add an anncotation or notes to this

step. Annotations are available
when a workflow is viewed.
Short read data from your
current history

Data input ‘input_file" (fastq,
fastqg.gz, fastg.bz2, bam or sam)
Contaminant list
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Annotation

Convert Formats text_file (txt)
Filter and Sort
Join, Subtract and Group s 7 %
Fetch Alignments/Sequences -

. . Input FASTQ file
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NGS: Mappin fastqg_out_unpaired history step. Annotations are available
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Single-end -
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Workflow constructed from history
‘inudoshi_desu’
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Apply tags to make it easy to
search for and find items with the
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Annotation / Notes:

Describe or add notes to warkflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.
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NGS: RMA Analysis fastq_out_r1_paired Contaminant list
NGS: SAMtools fastq_out_r2_paired Submodule and Limit specifing file
NGS: BamTools -
NGS: Picard fastq_out_ri_unpaired html_file (html)
NGS: VCF Manipulation fastq_out_r2_unpairad text_file (txt)
NGS: Peak Calling fastq_out
JﬁlfS;\LdLiﬂn.LAnalvqiq

< K
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ZHE. BSave

W19-9: Attributes6

= Galaxy | Workflow Editor X

<« C | & Secure

https://

Tools

usegalaxy.org/workflow/editor?id

Workflow Canvas | Workflow constructed from history

o

S50f074833209836

search tools
Inputs
Get Data
Send Data
Lift-Over
Collection Operations
Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

# FastQC

Short read data from your current

history

Contaminant list

Save As
% Run

Edit Attributes

Auto Re-layout

Close

Submodule and Limit specifing file

html_file (html)
text_file (txt)

A Trimmomatic %

Input FASTQ file

fastg_out_paired
fastgq_out_unpaired
fastq_out_r1_paired
fastq_out_r2_paired
fastgq_out_r1_unpaired
fastq_out_r2_unpairad

fastq_out

#& FastQC =

Short read data from your current
history

Contaminant list

Submodule and Limit specifing file

html_file (html)
text_file (txt)

Using 0%

orkflow Attributes

w constructed from history
hi_desu’

rrastQC x || Timmomatic »

Apply tags to make it easy to
search for and find items with the
same tag.

Annotation / Notes:

Describe or add notes to workflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.

JﬁlfS;\LdLiﬂn.LAnalvqiq
F =
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19-10:SaveH

REF

= Galaxy | Workflow Editor X

= Galaxy

Tools

search tools
Inputs
Get Data
Send Data

Workflow

Saving workflow

Pl B ]

< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836

w

(T

Using 0%

ow Attributes

nstructed from history
sy’

Lift-Over
Collection Operations
Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

Contaminant list

Submodule and Limit specifing file

html_file (html)
text_file (txt)

A Trimmomatic %

Input FASTQ file

= i nalvsis
4

fastg_out_paired
fastgq_out_unpaired
fastq_out_r1_paired
fastq_out_r2_paired
fastgq_out_r1_unpaired
fastq_out_r2_unpairad

fastq_out

#& FastQC =

Short read data from your current
history

Contaminant list

Submodule and Limit specifing file

html_file {html)
text_file (txt)

Taags:

| FastQC x || Timmomatic * | 4

Apply tags to make it easy to
search for and find items with the
same tag.

Annotation / Notes:

Describe or add notes fo waorkflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.
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W19-11:Save5E T

REZT

= Galaxy | Workflow Editor X

Using 0%

Details

Collection Operations
Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Seguences
NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RMNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling

< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836
|
= Galaxy Workflow
Tools Workflow Canvas | Workflow constructed from history
search tools
Inputs & FastQC %
Get Data
Short read data from your current
Send Data history
Lift-Over

Contaminant list

Submodule and Limit specifing file
html_file (html)

text_file (txt)

A Trimmomatic %

Input FASTO file j. FastQC

= i nalvsis
4

fastg_out_paired
fastg_out_unpaired history
fastg_out_ri1_paired

fastq_out_r2_paired

Short read data from your current

Contaminant list

Submodule and Limit specifing file

fastgq_out_r1_unpaired
fastq_out_r2_unpairad

fastq_out

html_file (html)

text_file (txt)

Edit Workflow Attributes

Name:

Workflow constructed from history
‘inudoshi_desu’

Tags:

FastQC x || Timmomatic * | 4

Apply tags to make it easy to
search for and find items with the
same tag.

Annotation / Notes:

Describe or add notes to workflow
Add an annotation or notes to a
workflow; annotations are available
when a workflow is viewed.
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" DFE . @Close

W19-12:Close

= Galaxy | Workflow Editor X

< C | & Secure | https://usegalaxy.org/workflow/editor?id=50fb074833eb9836 w| o

Using 0%

Tools Workflow Canvas | Workflow constructed from history £ Details

search tools Save [orl:ﬂuw Attributes
Inputs £ Fastac 1 % Save As
%a ﬁil;:gtwread data from your current ::lr:_ Attributes Jr:r:_cdc:;ztlructed from history

Lift-Over Auto Re-l

Collection Operations
Text Manipulation

Contaminant list

Submodule and Limit specifing file i) SIENETTER) 4

-
Apply tags to make it easy to

Datamash html_file (html) search for and find items with the
Convert Formats text_file {txt) same tag.

Filter and Sort Annotation / Notes:

Join, Subtract and Group & Trimmomatic % Describe or add notes to workflow
Fetch Alignments /Sequences Add an annotation or notes to a

Input FASTQ file & FastQC 1% workflow: annotations are available

NES: OC and manipulation when a workflow is viewed.

NGS: DeepTools fastq_out_paired Short read data from your current
NGS: Mapping fastq_out_unpaired history

NGS: RMA Analysis fastq_out_r1_paired Contaminant list

NGS: SAMtools fastq_out_r2_paired Submodule and Limit specifing file
NGS: BamTools - T T -

NGCS: Picard fastq_out_r1_unpaired html_file (html)

NGS: VCF Manipulation fastq_out_r2_unpaired text_file (txt)

NGS: Peak Calling fastq_out

= i nalvsis
< - >
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W19-13:Closef%

= Galaxy | Workflows x

< C' | & Secure | https://usegalaxy.org/workflows/list |

Analyze Data

Tools X History — & [0
+

— o Your workflows + | 2 ST o
Get Data Show Unnamed history
Send Data in 6 shown
Lift-Over # of tools
ST e e Name Tags Owner Steps Published panel Pl “ % »

- : 6: FastQC on data 4: R
Text Manipulation ———— 2 You 3 No - o @& &
Datamash . v awData
e constructed from
Convert Formats history S:FastQCondata 4: W @ & %
Filter and Sort inudoshi_desu’~ ebpage
Join, Subtract and Group 4: Trimmomaticon DR @ 4 x
Fetch Alignments/Sequences R0O24501sub 2.fastg
NGS: QOC and manipulation 3: FastOCondata 1: R @ 4 x
NGS: DeepTools awData
NGS: Mapping
] . 2: FastQCondata 1: W @ & %=

NGS: RNA Analysis ebpage

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

< >
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" D%4' 9L T, @Share,
AR/ JLNTSEE->TELY
W20'1 I7 _77 D —/A Eﬁ tHji\ @Workﬂ;)w%oﬁ'):b

e - a X
= Galaxy | Workflows x

< C' | & Secure | https//usegalaxy.org/ e 2 |

Analyze Data

Tools X History - & [0
+
— o Your workflows + | 2 ST o
Get Data Show Unnamed history
Send Data in 6 shown
Lift-Over # of tools
T e e Name Tags Owner Steps Published panel e “ % »
Text Manipulation You 3 No - 6: FastQCondata : R @& & x
Datamash Workilow Lt
e constructed from
Convert Formats history S:FastQCondata 4: W @ & %
Filter and Sort "inudoshi_desu’- ebpage.
JDi“, Subtract and Group Edit [ A4: Trimmomatic on DR @ f 5
Fetch Alignments/Sequences Run R0O24501sub 2.fastg
:zz g{: aljrd rrllarlluulatmn 3:FastQCondata1:R @ 4 x
: DeepTools
Download awData
NGS: Mapping
O Copy 2:FastQCondata1: W @ & x
= s pag
NGS: SAMtool Rename sboaae
: ools
View 1: DRR0O24501sub 2.f
NGS: BamTools : == @ F %
Delete asta

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure

https:/fusegalaxy.org/workflow/sharingfid=50fb074833eb9836 >
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BREZEERECT 1, BT
W20-1: 7 —0 70— B | ciiistoctmeas. o

HRONDISICORFEALEPNET

= Galaxy | x

< C | & Secure | https://usegalaxy.org/workflow/sharing?id=50fb074833eb9836 o i

Using 0%

Go back to Workflows List

Workflow ' Workflow constructed from history ‘inudoshi_desu"

Share

This workflow is currently restricted so that only you and the users listed below can access it.

Make Workflow Accessible via Link

Generates a web link that yvou can share with other people so that they can view and import the workflow.

Make Workflow Accessible and Publish

Makes the workflow accessible via link (seeNgbove) and publishes the workflow to Galaxy's Published Workflows section, where it is publicly listed and

searchable.

You have not shared this workflow with any users yet,

Share with a user

Export

Download | workflow as a file so that it can be saved or imported into another Galaxy server.

This workflow must be accessible. Please use the option above to "Make Workflow Accessible and Publish” before receiving a URL for importing to
another Galaxy.

Create image | of workflow in SVG format .
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" S DAURL, @Published Workfows

W20-2: NEH5E T MoEUND, QEMLTHD

e - a X
= Galaxy | x

*
*

< C | & Secure | https://usegalaxy.org/workflow/sharing?id=50fb074833eb9836 o 5y

= Galaxy Workflow

Go back to Workflows List

Workflow ' Workflow constructed from history ‘inudoshi_desu"

Share

This workflow is currently accessible via link and published.
Anyone can view and import this workflow by visiting the following URL:

https://usegalaxy.org/u/agribio t t desu/w/workflow-constructed-from-history-inudoshidesu

This workflow is publicly listed and searchable in Galaxy's Published Workflows section.
Unpublish Workflow #
Removes this workflow from Galaxy's Published Workflows sectio at it is not publicly listed or searchable.

Disable Access to Workflow via Link and Unpublish
Disables this workflow's link so that it is not accessible and removes workflow from Galaxy's Published Workflows section so that it is not publicly listed
or searchable.

You have not shared this workflow with any users yet,

Share with a user

Export

Download | workflow as a file so that it can be saved or imported into another Galaxy server.
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" BRBMALBBLIBEYES -

W20-3: Published Workflows

= Galaxy x

< ' | & Secure | https://usegalaxy.org/workflows/list_publish

Analyze Data

Tools X History — & [0
search tools o search datasets 3 )

Get Data Unnamed history

Send Data 7 Sl

Lift-Over 327.16 MB ¥ % e

Collection Operations

Text Manipulation 6: FastQCondata : R @& & x

Datamash awData

Convert Formats S:FastQCondata 4: W @ & %

Filter and Sort ebpage

Join, Subtract and Group 4: Trimmomaticon DR @ 4 x

Fetch Alignments/Sequences R024501sub 2.fastq

NGS: QOC and manipulation 3: FastOCondata 1:R @ 4 x

NGS: DeepTonls awData

NGS: Mapping

) 2:FastQCondata1: W @ & x
NGS: RMA Analysis ebpage

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

< >
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W20-3: PuinSheJ

= Galaxy | Published Work™ X

CEICCALGRRLIZAYET , —DEZIEDinudoshi_desu
DIT—o70—FHERICRI-OT, COMEIZHYF
LTz, L. BB RE-UFEIX. @Tinudoshi desuTH
—J)—FRERTDELNTLLS, DEY VY

< ' | & Secure | https://usegalaxy.org/workflows/list_published

Analyze Data

Tools .‘!;.
search tools o

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

<

Published Workflows

search name, annotatio die]

Advanced Search

MName

Norkflow constructed from history ‘inudoshi_desu’

Morkflow constructed from history 'SN_SP' | =

Bedford, Dean, Chan, White, 2018 | =

Exons with the Highest number of SNPs |«

Norkflow | -

RNA-seq analysis from SRA PE data (ho3a,
genecode.v24)

Canonical pipeline Matthew Crabtree -

S5M Variant Subtraction | -

Norkflow constructed from history ‘Unnamed

Annotation

w| o
History ~ & [0
search datasets 3 )
Unnamed history
6 shown
327.16 MB ¥ e e

6: FastQCondata : R @ & %
awData

S:FastQCondata 4: W @ & %
ebpage

4: Trimmomaticon DR @ 4 %
R0O24501sub 32.fastq

2:FastQCondata 1: R @ 4 x

awData

2:FastQCondata1: W @ & x
ebpage

1: DRR024501sub 2.f @ 4 x
asm
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=
W20-4:inudoshi desu

CABRLCIZRYET,
ADFDIFSIzRo7AO—)L

= Galaxy | Published Work™ X

< ' | & Secure | https://usegalaxy.org/u/agribio_t_t_desu/w/workflow-constructed-from-history-

= Galaxy Shared Data

Published Workflows | agribic t t desu | Workflow constructed from history ‘inudoshi_desu’

nudoshidesu

Ol

About this Workflow

Using 0%

Galaxy Workflow ' Workflow constructed from history
'inudoshi_desu"’

Step Annotation

Step 1: FastQC

Short read data from your current history
select at runtime

Contaminant list
select at runtime

Submodule and Limit specifing file
select af runtime

Step 2: Trimmomatic

Single-end or paired-end reads?
Single-end

Input FASTQ file
select af runtime

Perform initial ILLUMINACLIP step?
True

Adapter sequences to use

Author
agribio_t_t_desu

Related
Workflows

'rpublished workflows

Published workflows by

aaribio t t desu
Rating

Community
{0 ratings, 0.0 average)

Yours

Tags
Community: none
Yours:

g

¢

<
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" (DStep3d1=Y DERhIE, W18-6

W20'4 i |ﬂUdOSh| deSu CETWThMAYPTINTT R

e - O X
= Galaxy | Published Work™ X
<« C | & Secure | https://usegalaxy.org/u/agribio_t_t_desu/w/workflow-constructed-from-history-inudoshidesu | o:
= Galaxy Shared Data
Published Workflows | agribic t t desu | Workflow constructed from history ‘inudoshi_desu’ @ = | About this Workflow
':-3’; TUT TL Pamimamuonms rcou aimgimims -

Author

agribio_t_t_desu

¢

How accurate the match between any adapter etc. sequence must be
against a read

10 Related o
Workflows
Trimmomatic Operations All published workflows
Trimmomatic Operation 1 Published workflows by

. . ] aaribio t t desu
Select Trimmomatic operation to perform

Sliding window trimming {SLIDINGWINDOW) Rating
Community

Number of bases to average across
{0 ratings, 0.0 average)

4
Yours
Average gquality required
20 Tags
Community: none
Yours:
Step 3: FastQC 4

Short read data from your current history
Output dataset 'fastgq_out’ from step 2

Contaminant list
select at runtime

Submodule and Limit specifing file
select af runtime

BARILBREFREOERFE 12 196



" A
W20-5: @& Bml...

3SNIDBEEBEMEICEYT-
LyEE[E . DAnalyze Data

= Galaxy | Published Work™ X

<« C | & Secure

https://useg

Analyze Data Shared Data

Published Workflows | aurihilow constructed from history ‘inudoshi_desu’

fufagribio_t_t_desu/w/workflow-constructed-from-history-inudoshidesu ir :

Ol

Using 0%

About this Workflow

T O Ol F O POimimaronnns Foog awgnnrenre.
20

How accurate the match between any adapter etc. sequence must be
against a read

10
Trimmomatic Operations
Trimmomatic Operation 1

Select Trimmomatic operation to perform
Sliding window trimming (SLIDINGWINDOW)

Number of bases to average across
4

Average gquality required
20

Step 3: FastQC

Short read data from your current history
Output dataset 'fastgq_out’ from step 2

Contaminant list
select at runtime

Submodule and Limit specifing file
select af runtime

https:/fusegalaxy.org

Author

agribio_t_t_desu

Related Q
Workflows

All published workflows

Published workflows by

aaribio t t desu

Rating

Community
{0 ratings, 0.0 average)

Yours

Tags
Community: none
Yours:

g
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W20-5: @& Bml...

BEAEE@ICRYZFEL:

= Galaxy x

Get Data

Send Data

Lift-Over

Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Seqguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
MGS: RNA Strocture

<

Galaxy is an open source, web-based platform for data
intensive biomedical ressarch. If you are new to Galaxy start
here or consult our help rescurces. You can install your own
Galaxy by following the tutcrial and choose from thousands of
tools from the Tool Shed.

Try Galax
on !t,he Clogd

Mow you can have a personal Galaxy within the infinite Universa

History — & [0
search datasets 3 )

Unnamed history

6 shown

327.16 MB ~ % -

6: FastQCondata : R @ & %
awData

S:FastQCondata 4: W @ & %
ebpage

4: Trimmomaticon DR @ 4 x
R0O24501sub 32.fastq

2:FastQCondata 1: R @ 4 x

awData

2:FastQCondata1: W @ & x
ebpage

1: DRRO24501sub 2.f @ 4 x
astqg
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DOERMN)—EHEF T EHFHFEAI—T
terada_registered|Z,. Q2\BILT=T7—%

O

J0—¢. QADIT7AILIEREA—IL

J-0-ERAELELE - - (FRAMNER)

ATzay SAEE  EE Q EFULWMEREADLTIL

Y T i

F%E... tomoko terada@®iu.a u-tokvoacp
= c c(C)...
EE(S)
B CC(B)...
#5(U) J-4a0-wnELELE

terada_registered & £+

o

FastQC --> Trimmomatic --= FastQC«

DIATyThe#sd—r70—%@BLELR, ¢
https://usegalaxy.org/u/agribio_t_t_desu/w/workflow-constructed-from-history-inudoshidesus
o

#. EEER® 30 A Y — Fheis s paired-end @ forward €10 gzip E¥E FASTQ Z 74 L] «

D URLIETRDEY Td. «
http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRR024501/DRR024501sub_2.fastg.gz+

+
CERELALLEBVLELET, ¢

kadota_registered«

HAZBEFREDEHE12[0 199



" A
W21-2-O045 4>

A—JLZEZI(TH-oT=
terada_registeredh*\A45 (>

= Galaxy | x

<« C | & Secure | https://usegalaxy.org/user/loginfuse_panels=True

Login

Username f Email Address:

tomoko.terada@iu.a.u-tokyo.ac.jp

Password:

Forgot password? Reset here

Login

OpenID Login

OpenID URL:

Or, authenticate with your | GenomeSpace ¥ | account.

Login

Terms and Conditions for use of this service

Login or Register

o - O X
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= terada_registered O 12 DIKEE, HRIDEX
W21 3 I:lg“,rs /ﬁ M)—/RRILIZIE, DTrim&ELSERRN)—2 TRIA
-9 1 (A O R AT DTN (L5 b h= T

WAEIT T AN BEIZTO-F-E DN E-TLNS

= Galaxy b4 Lol ,— -—_ = S
: | KEETITWVET KELVSITEEFE LNMLEIFTY)
< C | & Secure | https)//usegalaxy.org ——
Analyze Data Workflow Shared Data . olp
Tools .‘!;. History — & M
Galaxy is an open source, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
Get Data here or consult our help resources. You can install your own Trim
Lift-Over Galaxy by following the tutorial and choose from thousands of 7 shown. 1 deleted

Collection Operations tools from the Tool Shed.

7.5 KB o % -
Text Manipulation
Datamash 7: getorf on data 1 @& P
Convert Formats
Fiter and Sort 6: plotorf on data 1 @& "
Join, Subtract and Group 5: Trim on data 3 ® &S R
Fetch Alionments/Sequences
NGS: QC and manipulation R @ & X
NGS: DeepTools + 3: multi FASTA demo @ & x
NGS: Mapping 3.fasta

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools Public Galaxy Servers 1:demod seatxt @ 4 x

—gaa and still counting
NGS: VCF Manipulation -

NGS: Peak Calling
NGS: Variant Analysis
NGS: RNA Structure

MCC Dynn Moo

< - >
BARILBREFREOERFE 12 201

2: Trim on data 1 AP AR




= terada_registered= A3, (
kad i dMisA—)L
W21-4:7—%-278—URL TR (D70

DURLZOEARLI-#EER

= Galaxy | Published Work™ X

<« C | & Secure https://usegalaxy.org/u/agribio_t_t_desu/w/workflow-constructed-from-history-inudoshidesu w
Shared Data~  Visualization ol
Published Workflows | agribic t t desu | Workflow constructed from history ‘inudoshi_desu’ &= | About this Workflow
' - Author
Galaxy Workflow ' Workflow constructed from history Y3
'inudoshi_desu"’ agribio_t_t_desu
Related o
Workflows
Step Annotation All published workflows

Published workflows by

Step 1: FastQC

Short read data from your current history Rating

select at runtime .
Community

Contaminant list (0 ratings, 0.0 averags)

select at runtime Yours

Submodule and Limit specifing file Tags

select at runtime .
Community: nona

Yours:

Step 2: Trimmomatic 2

Single-end or paired-end reads?
Single-end

Input FASTQ file

select af runtime

Perform initial ILLUMINACLIP step?
True

Adapter sequences to use 7
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W21-5: 4 2 ik—

D7 —oo70—% A R—k (B
YAH)LTHEZDEIICLET

= Galaxy | Published Work™ X
< ' | & Secure | https://usegalaxy.org/u/agribio_t_t_desu/w/warkflow-constructed-from-history-

= Galaxy Shared Data

Published Workflows | agribic t t desu | Workflow constructed from history ‘inudoshi_desu’

nudoshidesu h* g

Ok&

o - O X

Using 9%

About this Workflow

Import workflow
Author

Galaxy Workflow ' Workflow constructed from history
'inudoshi_desu"’

Step Annotation

Step 1: FastQC

Short read data from your current history
select at runtime

Contaminant list
selsct af runtime

Submodule and Limit specifing file
select at runtime

Step 2: Trimmomatic

Single-end or paired-end reads?
Single-end

Input FASTQ file

select af runtime

Perform initial ILLUMINACLIP step?
True

https:/fusegalaxy.org/workflow/imp?id=50fb074833eb9836

agribio_t_t_desu ’
Related o
Workflows

All published workflows
Published workflows by
agribio_t_t_desu

Rating

Community
(0 ratings, 0.0 average)

Yours
Tags
Community: none
Yours:

]
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AVR—MIFMT HE, CARRELIC

2 1—6 /r‘\/7|_:— I\,fﬁ %Y FET . Dstart using this workflow

e - a x
= Galaxy | x

< C | & Secure | https://usegalaxy.org/workflow/imp?id=50fb074833eb9836 W

You can start using this workflow or return to the previeus page.

-

o Workflow "Workflow constructed from history ‘inudoshi_desu™ has been imported.
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= terada_registered=A/ (L. JRIUT
—JJ78—%Z#F->TLAHMD T, &
W21-7:Your wWorkflows  |a/Goscsnmi-gass

a — O x
= Galaxy | Workflows x
< C | & Secure | https://usegalaxy.org/workflows/list Wl o
Analyze Data
Tools .‘!;. History — & M
+ L
search tools O Your workflows search datasets (%)
Get Data Sho Trim
Lift-Over in 7 shown, 1 deleted
Collection Operations # of tool
T ST Name Tags Owner Steps Published pan Sl ¥ % »
Datamash Z:getorfondata 1 @& & R
c E A imported: Workflow s You 3 No
onvert Formats _
- “G”tr.“':te‘j from 6: plotorf on data 1 ® & X
Filter and Sort history
Join, Subtract and Group inudoshi_desu’~ 5: Trim on data 2 @ & %
Fetch Alionments/Sequences
NGS: QC and manipulation Workflow A& You ? o 4: Trim on data 3 ® X
constructed from
NGS: DeepTools history 2: multi FASTA demo @ 4 %
NGS: Mapping 'ERR519303_0130_1' J.fasta
NGS: RNA Analysis - .
my— 2: Trim on data 1 AW AR
: ools
NGS: BamTools Workflow ¢ You ° No 1: demo0_seq.txt @ & %
NCS: Picard constructed from
) . ) history
NGS: VCF Manipulation 'ERR519393_used'w
NGS: Peak Calling
NGS: Variant Analysis Waorkflow a You 9 Mo
NGS: RNA Structure constructed from
MCS- D Moo v history 'ERR519393' -
< » >
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= BN
W21-7:Your workflows

HLLUFINZD—2700—%4{EmLT-C&
NEFNIE, DDAMNREZTLNSIET

= Galaxy | Workflows x

<« C | & Secure

search tools [ x
Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MCC Dynn Moo

<

https://usegalaxy.org/workflows/list

Analyze Data

History
Your workflows + || 2 T
Sear E}' d:t::Et:
Sho Trim
in 7 shown, 1 deleted
# of tool — o
Name Tags Owner Steps Published pan
: getorf on data 1
imported: Workflow o You 3 No
constructed from plotorf on data 1
history
inudoshi_desu’» . Trim on data 3
Waorkflow 4 You 9 No 4: Trim on data 3
constructed from
history 3: multi FASTA demo
'ERR519393 0130 1' 3.fasta
e 2: Trim on data 1
Workflow o You ° No 1: demoD_seq.txt
constructed from
history
'ERR519393_used'w
Workflow o You ° No
constructed from
v history 'ERR519393' -

O X
Wl o
~ & [0
Q
~ % e
& #F R
@& F X
@& & R
@& F X
@& & K
x
@ & X
>
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W?21-8:Show In tools panel

W15-4&£EILEL. DShow in
tools panellZF v A5

= Galaxy | Workflows x

<« C | & Secure

https://usegalaxy.org/workflows/list

Analyze Data

Tools .‘!;.

h tools [ x
Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences
NGS5:
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS5:

NGS: Peak Calling
NGS: Variant Analysis

NGS: RNA Structure

MCC Dynn Moo

<

QC and manipulation

VCF Manipulation

Name

Your workflows

Tags Owner

imported: Workflow o You

constructed from
history
‘inudoshi_desu’w

Workflow o You

constructed from
history
‘ERR5193293 0130_1'

-

Workflow o You

constructed from
history
'ERR519393_used'w

Workflow o You

constructed from
history 'ERR519393'

# of
Steps

+
Published
Mo
Mo
Mo
Mo

e - a x
w| o
History — & [0
search datasets (%)
Trim
7 shown, 1 deleted
7.5 KB ~ % e
7: getorf on data 1 @& xR
6: plotorf on data 1 @& F x
5: Trim on data 3 @& & ”n
4: Trim on data 3 @& K
2: multi FASTA demo @ # %=
J.fasta
2: Trimon data 1 @& &S ”n
1: demol0_seq.bxt @& # K
>
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" S DERHT T — 2D Galaxy~

W21-9: Galaxy~ D ERY5AFH. (onanina

a — O x
= Galaxy | Workflows x
< C | & Secure | https://usegalaxy.org/workflows/list Wl o
==iyze Data
Tools .:a History — & M
search tools Download from URL or upload Cll'kﬂows + a9 cearch datasets o
files from disk R
Get Data Sho Trim
Lift-Over in 7 shown, 1 deleted
Collection Operations # of tool
T ST Name Tags Owner Steps Published pan Sl ¥ % »
Datamash 7: getorf on data 1 @& | # X
c E A imported: Workflow s You 3 No Cd
onvert Formats _
- “G”tr.“':te‘j from 6: plotorf on data 1 ® & X
Filter and Sort history
Join, Subtract and Group inudoshi_desu’~ 5: Trim on data 3 @ & %
Fetch Alionments/Sequences
NGS: QC and manipulation Workflow A& You ? o 4: Trim on data 3 ® X
constructed from
NGS: DeepTools history 2: multi FASTA demo @ 4 %
NGS: Mapping 'ERR519303_0130_1' J.fasta
NGS: RNA Analysis - .
mv— 2: Trim on data 1 AW AR
: ools
NGS: BamTools Workflow ¢ You ° No 1: demo0_seq.txt @ & %
NCS: Picard constructed from
) . ) history
NGS: VCF Manipulation 'ERR510303_used'~
NGS: Peak Calling
NGS: Variant Analysis Waorkflow a You 9 Mo
NGS: RNA Structure constructed from
MCS- D Moo v history 'ERR519393' -
javascriptvoid(0) 3 >
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(DPaste/Fetch data

21-9: Galaxy~ M H L) 1A A&

= Galaxy | Workflows x

< C | & Secure | https://usegalaxy.org/workflows/list W

Download from web or upload from disk

Regular Composite Collection

Type (set all): Auto-detect v | Q Genome (setall): | ----- Additional Species A... | v

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Start Close

HAZBEFREDEHE12[0
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CATERRCIZHEYET (W17-4LFC)

21-10: 49> A—K (DL)

= Galaxy | Workflows x

< C | & Secure | https://usegalaxy.org/workflows/list

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queue. Add more files or click "Start’ to proceed.

Name Size Type Genome Settings Status

[ - Auto-dete.. |= | Q | - Additional Sp v e T
MNew File

You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.

Type (set all): Auto-detect v | Q Genome (setall): | ----- Additional Species A... | v

O Choose local file = Choose FTP file [#' Paste/Fetch data Pause Reset Close

HAZBEFREDEHE12[0
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- DAL TEHESN-HEZEAT —5

21-11:URLO® O t",\o 74 JLOURLEIERLT. @Start

e - a x
= Galaxy | Workflows x

< C | & Secure | https://usegalaxy.org/workflows/list 1 * S

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queue. Add more files or click "Start’ to proceed.

Name Size Type Genome Settings Status
# 76 b Auto-dete. |+ | Q | ——-- Additional Sp v o Ty
MNew File
You can tell Galaxy to download data from web by entering URL in this box (one per line can also directly paste the contents of a file.

btto:/ wowvnin.a.u-tokye.acie/~kadota/book/DRRO24501/DRANZ4501sub_2.fasta.az

Type (set all): Auto-detect v | Q Genome (setall): | ----- Additional Species A | v

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Close

HAZBEFREDEHE12[0
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(DClose (W17-8,REIL)

21-12:DL#&R

= Galaxy | Workflows x

< C | & Secure | https://usegalaxy.org/workflows/list 1 * S

Download from web or upload from disk

Regular Composite Collection

Name Size Type Genome Settings Status

(P4 76 b Auto-dete.. + Q - additional Sp... e 100% v
New File

You can tell Galaxy to download data from web by entering URL in this box (one per line). You can also directly paste the contents of a file.

bito:/ wowein.a.u-tokye.acie/~kadota/book/DRRO24501/DRANZ4501sub_2.fasta.az

Type (set all): Auto-detect v | Q Genome (setall): | ----- Additional Species A... | v

~

O Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Start Close

HAZBEFREDEHE12[0
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" I
BIXZXZET

W22-1: F#£

= Galaxy | Workflows x
< C | & Secure | https://usegalaxy.org/workflows/list
|
L__|
[
Tools i
— o Your workflows +
Get Data
Lift-Over
Collection Operations # of
Text Manipulation 'ﬁme Tags Owner Steps Published
Datamash
imported: Workflow s You 3 No
Convert Formats constructed from
Filter and Sort history
Join, Subtract and Group inudoshi_desu’>
Fetch Alionments/Sequences
. . W You 9 No
NGS: QC and manipulation Workflow <
constructed from
NGS: DeepTools [
NGS: Mapping 'ERR519393_0130_1'
NGS: RNA Analysis -
NGS: SAMtools
NGS: BamTools Workflow ¢ You ° No
NCS: Picard constructed from
) . ) history
NGS: VCF Manipulation 'ERR519393_used'w
NGS: Peak Calling
NGS: Variant Analysis Waorkflow a You 9 Mo
NGS: RNA Structure constructed from
NS M Moo i history 'ERR519393'
L4

WI17-9TIXDODE L DERIEEEL
FLI=M. CCTIEEFOFEOYET,
@Y—JL/INRIILTRTIZRYA—)L

Sho

tool
pan

3] —

O x

History — & [0
search datasets (%)

Trim

8 shown, 1 deleted

185.07 MB & % -

9: http: //www.iv.a.u- @ & %

tokyo.ac.jp/~kadota/
book/DRRD24501/DRR0245015u
b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

@/ 6 | 6 & @
%% % %Y
X

4: Trim on data 3 »
3: multi FASTA demo ®
3.fasta

2: Trim on data 1 @& Fx
1: demo0_seq.bxt @& n
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-
W22-2:J—4-7JAa—=

/—

T

= Galaxy | Workflows

<« C | & Secure

Tools
!{Fﬂlnl‘lﬂl Varmatinm
search tools

Multiple Alignments

Metagenomic Analysis

Multiple regression

Multivariate Analysis
Motif Tools

STR-FM: Microsatellite Analysis

®

https://usegalaxy.org/workflows/list

Analyze Data

L
o “ Your workflows

Name Tags

imported: Workflow o
constructed from

NCBI SRA Tools
IWTomics

DEPRECATED

NGS: GATK Tools (beta)
CloudMap

ONP: PoreTools

NCBI BLAST+

Workflows
= Al workflows
= imported: Workflow

constructed from history
'inudoshi_desu’

history
‘inudoshi_desu’w

Workflow o
constructed from
history
‘ERR5193293 0130_1'

-

Workflow o
constructed from
history
'ERR519393_used'w

Workflow e
constructed from
history 'ERR519393'

Owner

You

You

You

You

# of
Steps

Sho
in
tool

Published pan

No

No

No

MNo

L

186.07 MB

9: http: / /www.iu.a.u-
tokyo.ac.jp/~kadota/

book/DRRO24501 /DRR024501su

b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

4: Trim on data 3

3: multi FASTA demo
3.fasta

2: Trim on data 1

1: demol_seq.bxt

— & [0

T 3

A

@/ 6 | 6 & @
%% % %Y
X

<
HAZBEFREDEHE12[0
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" SN
W22-3: R/

= Galaxy x

Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MCC Dynn Moo

<

Workflow: imported:
Workflow constructed
from history
'inudoshi_desu’

History Options
Send results to a new history

Yes MNo

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history

9: http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRR0245...

Contaminant list

Mothing selected

tab delimited file with 2 columns: name and sequence. For
example: Hllumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

MNothing selected

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter

PR/ SRILIFZAGRRCICHEYFE
T, DDED L. B2 ADERE
J—/I\RIJILDIKREIZLH>TELS

o - O X

History — & [0
search datasets (%)

Trim

8 shown, 1 deleted

185.07 MB & % -

9: http: //www.iv.a.u- @ & %
okyo.ac.jp/~kadota/
ook /DRRD24501 /DRR0O245015u
b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

4: Trim on data 3

@/ 6 | 6 & @
%% % %Y
X

®
3: multi FASTA demo ®
3.fasta
2: Trim on data 1 @& Fx
1: demo0_seq.txt @& n
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" JE E%ﬁ@é& DEEATLIZWA N T7
N AILH, @QTRATLSELDTE
W22-3: B3R/ )L & x E
e - a >
(—- aa:; @ Secure h}:'.ps_-'.-'Llsegalaxy.urg-"'c.':.“’k"l-:-'t_-;_.-'*L.r.?'c:=35'2=-_2.'-"c:?:|'-13-?33 &l 3

search tools
Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

Analyze Data

Workflow: imported:
Workflow constructed
from history
'inudoshi_desu’

History Options
Send results to a new history

Yes MNo

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history

NGS5:
NGS: DeepTools
NGS: Mapping
NGS: RNA Analysis
NGS: SAMtools
NGS: BamTools
NGS: Picard

NGS5:

NGS: Peak Calling
NGS5:
NGS:

MCC.

<

QC and manipulation

VCF Manipulation

Variant Analysis
RNA Structure

Dine Blovrin

9: http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRR0245...
Contaminant list

Mothing selected -

tab delimited file with 2 columns: name and sequence. For
example: Hllumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

MNothing selected -

a file that specifies which submodules are to be executed
(default=all) and also specifies the thresholds for the each
submodules warning parameter i

History — & [0
search datasets (%)

Trim

8 shown, 1 deleted

185.07 MB & % -

9: http: //www.iv.a.u- @ & %

tokyo.ac.jp/~kadota/
book/DRRD24501/DRR0245015u

b_2.fastqg_

7: getorf on data 1 @& R
6: plotorf on data 1 @& F x
5: Trim on data 3 @& S "
4: Trim on data 3 @& R
3: multi FASTA demo @ 4 x
3.fasta_

2: Trimon data 1 @& S xn
1: demol_seq.txt AW AR

>
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W?22-4:History Options

= Galaxy x

Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MCC Dynn Moo

<

Workflow: imported:
Workflow constructed
from history
'inudoshi_desu’

History Options
sults to a new history

Yes MNo

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history

9: http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRR0245...

Contaminant list

Mothing selected

tab delimited file with 2 columns: name and sequence. For

example: Hllumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

MNothing selected
a file that specifies which submodules are to be executed

(default=all) and also specifies the thresholds for the each

submodules warning parameter

{BL. SIEOIFTERAZRLD T, #
LWWERRM)—IZD—H7A—FE1T

IR, QYesIZEE

o oR o A N
o

186.07 MB

9: http: / /www.iu.a.u-
okyo.ac.jp/~kadota/

ook /DRRO24501 /DRR024501su

b_2.fastq_

O x

— & [0

T A

A

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

4: Trim on data 3

3: multi FASTA demo
3.fasta

2: Trim on data 1

1: demol_seq.bxt

@/ 6 | 6 & @
%% % %Y
X
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" B
W?22-4:History Options

DYesth A ZHL =R DIKRE

<« C | & Secure

search tools
Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

®

A

https://usegalaxy.org/workflows/run?id=380a2alcc7d4370a

Analyze Data

Workflow: imported:

) Workflow constructed
from history

'inudoshi_desu’

History Options
sults to a new history
Yes | No
History name

imported: Workflow constructed from history ‘inudoshi_desu’

186.07 MB

9: http: / /www.iu.a.u-
tokyo.ac.jp/~kadota/

— & [0

T A

A

book/DRRO24501 /DRR024501su

b_2.fastq_

7: getorf on data 1

Fetch Alionments/Sequences

NGS5:

QC and manipulation

NGS:

DeepTools

NGS5:

Mapping

: RNA Analysis

NGS

: SAMtools

NGS
NGS

: BamTools

: Picard

NGS
NG5:

VCF Manipulation

NGS

: Peak Calling

NGS5:

Variant Analysis

NGS5:

RNA Structure

MCC.

<

Dine Blovrin

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history

9: http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRR0245 .

1

Contaminant list

Mothing selected -

tab delimited file with 2 columns: name and sequence. For
example: Hllumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected

6: plotorf on data 1

5: Trim on data 3

4: Trim on data 3

3: multi FASTA demo
3.fasta

2: Trim on data 1

1: demol_seq.bxt

@ ® & ® ®

%% % %Y
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" S == Tl @inudoshi des.
W22-5:ERXR)—& % S
a — O x

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=380a2a1cc7d4370a w| o
Analyze Data

Tools L | workflow: imported: History < & [0

search tools ) Workflow constructed e datasere o

— from history B ———
Get Data 'inudoshi_desu’ Trim
Lift-Over 8 shown, 1 deleted

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

History Options

Send results to a new history
Yes | No
History name

inudoshi desu reverse data

186.07 MB

9: http: / /www.iu.a.u-
tokyo.ac.jp/~kadota/

T A

A

book/DRRO24501 /DRR024501su

b_2.fastq_

. 7: getorf on data 1
Fetch Alignments/Sequences 4. getort on data 1 @& R
NGS: QC and manipulation 4 1: FastQC (Galaxy Version 0.69) 6: plotorf on data 1 @
NGS: DeepTools Short read data from your current history .
NGS: Mapping ) ; o - 5: Trim on data 3 @&
. 9: http://www.iv.a.u-tokyo.ac.jp/~kadota/book/DRRD245..
NGS: RNA Analysis P/ yo.ac.jp/ /book/ .
. . 4: Trim on data 3 A
NGS: SAMtools Contaminant list
NGS: BamTools Mothing selected - 3: multi FASTA demo @ 4
NGS: Picard tab delimited file with 2 columns: name and sequence. For 3.fasta
NGS: VCF Manipulation example: Illumina Small RNA BT Primer 2: Trim on data 1
. CAAGCAGAAGACGGCATACGA
NGS: Peak Calling AR ARAALALEELATA
. . Submodule and Limit specifing file .
NGS: Variant Analysis p 9 1: demo0_seq.txt
NGS: RNA Structure Mothing selected -| -
BT Dinn Bl h
L4
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" S DRun workflow
W22-6: Run workflow
e - O X
= Galaxy x
< C | & Secure | https://usegalaxy.org/workflows/run?id=380a2a1cc7d4370a Wl o

search tools
Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Analyze Data

Workflow: imported:

) Workflow constructed
from history

'inudoshi_desu’

" Run workflow

History Options

Send results to a new history
Yes | No
History name

inudoshi desu reverse data

Fetch Alionments/Sequences

NGS5:

QC and manipulation

NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS5:

NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MCC Dynn Moo

<

VCF Manipulation

# 1: FastQC (Galaxy Version 0.69)

Short read data from your current history
9: http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRRO245... -
Contaminant list

Mothing selected -

tab delimited file with 2 columns: name and sequence. For
example: Hllumina Small RMNA RT Primer
CAAGCAGAAGACGGCATACGA

Submodule and Limit specifing file

Mothing selected - -

186.07 MB

9: http: / /www.iu.a.u-
tokyo.ac.jp/~kadota/

book/DRRO24501 /DRR024501su

b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

4: Trim on data 3

3: multi FASTA demo
3.fasta

2: Trim on data 1

1: demol_seq.bxt

— & [0

T A

A

@/ 6 | 6 & @
%% % %Y
X
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" Dmlne=ericbie

W22 7 S 7“1:& (-jsl:l:l DHHMYET (W18-8)

= Galaxy x

< C | & Secure | https://usegalaxy.org/workflows/run?id=380a2a1cc7d4370a 1 * S

Analyze Data

NGS: RNA Analysis

Tools L | workflow: imported: History < & [
Workflow constructed
search tools [ x - search datasets
- from history = © 2/
Get Data 'inudoshi_desu’ Trim
Lift-Over 8 shown, 1 deleted
Collection Operations
. . 185.07 MB & % -
Text Manipulation AL s
Datamash Send results to a new history 9: http: //www.iv.a.u- @ & x
Convert Formats Yes | Mo tokyo.ac.jp/~kadota/
] book/DRR0O24501 /DRR0245015u
Eilter and Sort History name b_2.fastq_
Join, Subtract and Group inudoshi desu reverse data
udosni_desu reverse_aata 5
Fetch Alionments/Sequences Zgetorfondata 1 ® S %
NGS: QC and manipulation 4 1: FastQC (Galaxy Version 0.69) 6: plotorf on data 1 AP AR
D Short read data from your current history s
NGS: Mapping 5: Trim on data 3 @& F
9: http://www.iu.a.u-tokyo.ac.jp/~kadota/book/DRRD245... -
@& &
@& &

. . 4: Trim on data 3 »
NGS: SAMtools Contaminant list
NGS: BamTools - 3: multi FASTA demo %
NGS: Picard For 3.fasta
NGS: VCF Manipulation 2: Trim on data 1 @ & K
NGS: Peak Calling
NGS: Variant Analysis Submodule and Limit specifing file 1: demo0 seq.txt @ & X
NGS: RNA Structure Mothing selected - -
BT Dinn Bloorns
< >
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W?22-7: Successfully invoked

= Galaxy x

Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MCC Dynn Moo

<

V)

Successfully invoked workflow imported: Workflow
constructed from history ‘inudoshi_desu’.

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn
run the status will change from ‘'running’ to ‘finished' if
completed successfully or "error’ if problems wers
encountered.

DEET—H70—%FUH
9 (invoke) CEMTET-&S
T9 . WI8-9LIFIZRLEA

o - O X

History — & [
search datasets (%)
Trim

186.07 MB o % -

9: http: //www.iv.a.u- @ & %

tokyo.ac.jp/~kadota/
book/DRRD24501/DRR0245015u
b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

4: Trim on data 3

@/ 6 | 6 & @
%% % %Y
X

®
3: multi FASTA demo ®
3.fasta
2: Trim on data 1 @& Fx
1: demo0_seq.txt @& n
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" A
W22-8: FTCEELELE...

= Galaxy x

Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MTCC Dynn Moo

javascriptvoid(0)

(DRefresh historyZA5H%, a4
TielEdHYEEF A, BHILBAFET.

V)

Successfully invoked workflow imported: Workflow
constructed from history ‘inudoshi_desu’.

You can check the status of gueued jobs and view the resultin
data by refreshing the History pane. When the job has besn
run the status will change from ‘'running’ to ‘finished' if
completed successfully or "error’ if problems wers
encountered.

NIFQTrimELVSERRN) =25
)

- O x

History o~ & [0
search datasets
Trim

186.07 MB o % -

9: http: //www.iv.a.u- @ & %

tokyo.ac.jp/~kadota/
book/DRRD24501/DRR0245015u
b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

@/ 6 | 6 & @
%% % %Y
X

4: Trim on data 3 »
3: multi FASTA demo ®
3.fasta

2: Trim on data 1 @& Fx
1: demo0_seq.txt @& n
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= BN
W23-1:View all histories

= Galaxy x

Get Data
Lift-Over

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alionments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MTCC Dynn Moo

-

https:/fusegalaxy.org/history/view_multiple

W22-5Z2 B VH g EED EKHM . T
—4270—2E1T#5 R [Linudoshi_desu
reverse datal ZREHINTWVAIET
DT, @View all histories CHEER

V)

Successfully invoked workflow imported: Workflow
constructed from history ‘inudoshi_desu’.

You can check the status of gueued jobs and view the resulting
data by refreshing the History pane. When the job has besn
run the status will change from ‘'running’ to ‘finished' if
completed successfully or "error’ if problems wers
encountered.

History (5 « M1
search datasets View all
histones

Trim

186.07 MB o % -

9: http: //www.iv.a.u- @ & %

tokyo.ac.jp/~kadota/
book/DRRD24501/DRR0245015u
b_2.fastq_

7: getorf on data 1

6: plotorf on data 1

5: Trim on data 3

@/ 6 | 6 & @
%% % %Y
X

4: Trim on data 3 »
3: multi FASTA demo ®
3.fasta

2: Trim on data 1 @& Fx
1: demo0_seq.txt @& n
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" D=HYELER

W23-2: E1THReEEHEEA B

— O *
= Galaxy | Histories *
< C | & Secure | https://usegalaxy.org/history/view_multiple Wl o
Visualization
Done search histones 0 search all datasets 0 - Create new
Current History = Switch to = Switch to -
Trim inudoshi_desu reverse_data ERR519385_0201_2
8 shown, 1 deleted 5 shown 18 shown, 1 hidden
186.07 MB ¥ % e 141.11 MB % e 1.2 GB ¥ % e
search datasets ] search datasets ] search datasets ]
Drag datasets here to copy themn bo the current history 5: FastQC on data 3: RawData @& & 18: Trinity on data 10 and da @ & %

ta 9: Assembled Transcripts

9: http: //www.iv.a.u-tokyo.ac. @ &+ x

- = 4: FastQC on data 3: Webpage
in/~kadota/book/DRR0O24501/ . L X 17: Trinity on data 10 andda @ & %
DRRO24501sub_2.fastq_ ta 9: log_

3: Trimmomatic on http:/ /ww @ & %

7: getorf on data 1 7 x w.iu.a.u-tokyo.ac.jp/Xkadota /b 16: FastQC on data 10: RawD
ook/DRR024501/DRR024501sub_2.fastq_ ata =l
6: plotorf on data 1 & x . ;
2: FastQC on data 9: RawData @& 15: FastQC on data 10: Webp @ 4 x
: Tri age_
5: Trim on data 3 S x 1: FastQC on data 9: Webpage @ 4 x
4: Trim on data 3 7% t1.:: FastQC on data 9: RawDa @ 4 x
3: multi FASTA demo3.fasta A AR 13: FastQC on data 9: Webpa @ & x
ge_
2: Trim on data 1 A R
12: Trimmomatic on ERR519 @ 4 »
1: demol_seq.ixt AP AR 385 2.fastq (R2 unpaired)_
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U
W23-3: Switch to

(DSwitch to T, @Current
HistorydD &L AIZFBE)

a — O x
= Galaxy | Histories *
< ' | & Secure | https://usegalaxy.org/history/view_multiple Wl o
Visualization
Done search =] 0 'ﬁ asets 0 e Create new
Current History - Switch to = Switch to -
Trim inudoshi_desu reverse_data ERR519385_0201_2
8 shown, 1 deleted S shown 18 shown, 1 hidden
186.07 MB ~ % ® 141.11 MB ¥ % ® 1.2 GB ~ % »
search datasets ] search datasets ] search datasets ]
Drag datasets here to copy them to the current histen 5: FastQC on data 3: RawData @& 18: Trinity on data 10 and da @ & %
ta 9: Assembled Transcripts
9: http: //www.iv.a.u-tokyo.ac. @ &+ x
: = 4: FastQC on data 3: Webpage_
in/~kadota/book/DRR024501/ - el 17: Trinity on data 10 andda @ & %
DRRD24501sub_2.fast . . .
e 3: Trimmomatic on http://ww @ & x ta9:log.
Z: getorfon data 1 &S x w.iua.u-tokyo.ac.jp/Xkadota /b 16: FastQC on data 10: RawD
ook/DRR024501/DRR024501sub_2.fasta. | | 5os ® s %
6: plotorf on data 1 & x . .
2: FastQC on data 9: RawData @& & 15: FastQC on data 10: Webp @ & x
: Tri age_
3: Trim on data 3 S % 1: FastQC on data 9: Webpage @ 4 %
4: Trim on data 3 7 ik t1.:: FastQC on data 9: RawDa @ 4 x
3: multi FASTA demo3.fasta @ & X 13: FastQC on data 9: Webpa @ 4 x
ge_
2: Trim on data 1 @& S "
12: Trimmomatic on ERR519 @ 4 »
1: demol seq.txt ® & % 385 2.fastq (R2 unpaired)
3
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" A
W23-4 . FB)5E T

BMEBEISTT T,
ZDIREET. DDone

a — O x
= Galaxy | Histories *
< ' | & Secure | https://usegalaxy.org/history/view_multiple Wl o
Visualization
Done search histones 0 search all datasets 0 - Create new
Current History - Switch to Switch to -
inudoshi_desu reverse_data Trim ERR519385_0201_2
5 shown 8 shown, 1 deleted 18 shown, 1 hidden
141.11 MB ~ & - 186.07 MB ~ % » 1.2 GB ~ % »
search datasets ] search datasets search datasets ]
Drag datasets here to copy them to the current histen 9: http://www.iv.a.u-tokyo.ac. @ & 18: Trinity on data 10 and da @ & %
== B jp/~kadota/book/DRR0O24501,/ ta 9: Assembled Transcripts
: FastQC on data 3: RawDa @ ¢ X || DRR024501sub_2.fastq
17: Trinity on data 10 and da @ & %
4: FastQC on data 3: Webpage @ 4 x 7: getorf on data 1 @& & ta 9: log_
3: Trimmomatic on http://ww @ & %= 6: plotorf on data 1 " 16: FastQC on data 10: RawD @ 4 %
w.iu.a.u-tokyo.ac.jp/Xkadota /b ata_
ook/DRR024501 /DRR024501sub_2.fast * TFi
L 4 - - 5: Trim on data 3 @ & 15: FastQC on data 10: Webp @ 4 x
: : . age_
2: FastQC on data 9: RawData @ & 4: Trim on data 3 =
. . 14: FastQC on data 9: RawDa @ 4 x
L: FastOC on data 9: Webpage ® & x 3: multi FASTA demo2.fasta A ta
2: Trim on data 1 @® & 13: FastQC on data 9: Webpa @ & %
ge_
1: demol_seq.brt el d 12: Trimmomatic on ERR519 @ 4 »
385 2.fastq (R2 unpaired)
3
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" REERBELIS. OV—7

W23-5: BR5E T D—ETREMSRRENELL

e - O x

= Galaxy *

< C | & Secure | https)//usegalaxy.org W
Analyze Data Workflow  Shared Data~  Visualization= Help~
Tools i History — & [0
Galaxy is an open source, web-based platform for data

search tools o intensive biomedical research. If you are new to Galaxy start search datasets o
Get Data here or consult our help resources. You can install your awn inudoshi_desu reverse_data
Lift-Over Galaxy by following the tutorial and choose from thousands o & shown

: . tools from the Tocl Shed.
Collection Operations 141.11 MB % e
Text Manipulation
Datamash 5:FastQCondata 2: R @ 4 %
Convert Formats e
Filter and Sort 4:FastQCondata2: W @ 4 x
Join, Subtract and Group ebpage
Fetch Alionments/Sequences LOO kl ng to Iea rn? 3: Trimmomatic on htt @ & x
NGS: QC and manipulation ) ] p:f /www.iv.a.u-toky
NGS: DeepTools New comprehensive tutorials on: o.ac.jp/Xkadota/book/DRR02450
] _ . . . 1/DRR024501sub_2.fastq

NGS: Mapping Diploid variant calling
— = Reference based RNAseq ———— Wirdu

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation
NGS: Peak Calling
NGS: Variant Analysis
NGS: RMA Structure

MCC Dynn Moo

< - >
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1: FastQCondata 9: W @ 4 %
ebpage




