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B Giardine, C Riemer, BC Hardison, B Burhans... - Genome ___, 2005 -
genome.cshlp.org

Abstract Accessing and analyzing the exponentially expanding genomic sequence
and functional data pose a challenge for biomedical researchers. Here we describe
an interactive system, Galaxy, that combines the power of existing genome
annotation databases with a simple Web portal to enable users to search remote
resources, combine data from independent queries, and visualize the results. The
heart of Galaxy is a flexible ...
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accessible, reproducible, and transparent computational  Full text @ UTokyo 1
research in the life sciences

J Goecks, A Nekrutenko_.. - Genome _.., 2010 - genomebiology biomedcentral.com

Abstract Increased reliance on computational approaches in the life sciences has

revealed grave concemns about how accessible and reproducible computation-reliant

results truly are. Galaxy hitp://lusegalaxy. org, an open web-based platform for

genomic research, addresses these problems. Galaxy automatically tracks and

manages data provenance and provides support for capturing the context and intent

of computational methods. Galaxy Pages are ... \
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epositories by Category A
Search
. search repository name, description
« Search for valid tools e 4 p
- SESTIT T AT Name Description Repositories
Valid Galaxy Utilities . . .
— Assembly Tools for working with assemblies 87
= Tools
- Custom datatypes Tools for analyzing and manipulating a4
ChIP-se ChIP-seq data.
= Repository dependency definitions
Combinatorial . . .
R e T Bl s —Select'mnf. Tools for combinatorial selection 7
All Repositories :
Computational Tools for use in computational chemistry 28
* Browse by category chemistry
Available Actions . . Tools for constructing and analyzing
» Login to create a repository Constructive Solid 3-dimensional shapes and their 11
Geometry properties
Convert Formats Tools for converting data formats 73
Tools for exporting data to various 1
Data Export destinations v
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4719 valid tools on Mar 22, 2017 REPGSitDriES by Categnry A
Search

. 58 5 name, description
« Search for valid tools avm'y 2

= Search for worldflows

Name Description Repositories
Valid Galaxy Utilities . . .
— Assembly Tools for working with assemblies 87
= Tools
- Custom datatypes Tools for analyzing and manipulating a4
ChIP-se ChIP-seq data.
= Repository dependency definitions
Combinatorial Tools for combinatorial selection 7

» Tool dependency definitions Solections

All Repositories

Computational Tools for use in computational chemistry 28

* Browse by category chemistry
Available Actions . . Tools for constructing and analyzing
» Login to create a repository Constructive Solid | 3_gimensional shapes and their 11
Convert Formats Tools for converting data formats 73
Tools for exporting data to various 1
Data Export destinations -
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= Search for worldflows

Name Description Repositories
Valid Galaxy Utilities . . .
— Assembly Tools for working with assemblies 87
= Tools
- Custom datatypes Tools for analyzing and manipulating a4
ChIP-se ChIP-seq data.
= Repository dependency definitions
Combinatorial Tools for combinatorial selection 7

» Tool dependency definitions Solections

All Repositories

Computational Tools for use in computational chemistry 28

* Browse by category chemistry
Available Actions . . Tools for constructing and analyzing
» Login to create a repository Constructive Solid  3_gimensional shapes and their 11
Convert Formats Tools for converting data formats 73
Tools for exporting data to various 1
Data Export destinations -
£
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4719 valid tools on Mar 22, 2017

Search

= Search for valid tools

= Search for worldflows

Valid Galaxy Utilities

= Tools

= Custom datatypes

= Repository dependency definitions

» Tool dependency definitions

All Repositories

= Browse by category

Available Actions

= |ogin to create a repository

Repositories in Category Assembly A

search repository name, description

Name|

abyss

abyss tool

abyss toolsuite

Q

Synopsis

Assembly By
Short

Sequences - a

de novo,

parallel, paired-
end sequence

assembler

This suite

contains Abyss
and Abyss-PE
config files and

wrappers for
Galaxy

Metadati

Type Revision

Unrestricted | 1 (2017-

Unrestricted 0 (2012-(

Unrestricted 0 (2011-(
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4719 valid tools on Mar 22, 2017

Search

= Search for valid tools

= Search for worldflows

L-ac

= Galaxy Tool Shed

trinityrnaseq protocol

o

from RMNA&-seq
using the Trinity
platform for
reference
generation and
analysis

Valid Galaxy Utilities

= Tools

= Custom datatypes

= Repository dependency definitions

» Tool dependency definitions

All Repositories

= Browse by category

Available Actions

= |ogin to create a repository

velvetoptimiser

velvetoptimiser

velvet toolsuite

Auto optimise a
genomic velvet
assembly

An updated
wrapper for the
Velvet
Optimiser

Velvet
assembler (a
different
version than in
galaxy-central)

viralcloud

Viral Cloud
Fesource

@velvetBEETAT S LMNEFET D

| X

Unrestricted | 30 (201%

Unrestricted 0 (2011-(

Unrestricted 0 (2016-(

Unrestricted 0 (2011-(

0 (2013-('
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= Galaxy Tool Shed

4719 valid tools on Mar 22, 2017

Search

= Search for valid tools

= Search for worldflows

Valid Galaxy Utilities

= Tools

= Custom datatypes

= Repository dependency definitions

» Tool dependency definitions

All Repositories

= Browse by category

Available Actions

= |ogin to create a repository

L-ac

= Galaxy Tool Shed

Repositories by Category

search repository name, description

Name

Assembly

ChIP-seq

Combinatorial
Selections

Computational
chemistry

Constructive Solid

Geometry

Convert Formats

Data Export

Description

Tools for working with assemblies

Tools for analyzing and manipulating
ChIP-seq data.

Tools for combinatorial selection

Tools for use in computational chemistry

Tools for constructing and analyzing
3-dimensional shapes and their
properties

Tools for converting data formats

Tools for exporting data to various
destinations

Repositories

a7

45

11

73
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Galaxy main@ Y7 EIE ., DLogin or Register
. @Register&ERL T, 1—

YEEITD

= https://usegalaxy.org

Tools

search tools

Get Data
Lift-Over

P-ac| = Galaxy

Analyze Data

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments/Sequences

NGS: QC and manipulation

NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools
NGS: BamTools
NGS: Picard
NGS: VCF Manip

ulation

https:/fusegalaxy.org/user/create
I :I ¥ :I
Y

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 resources. You can install your own
Galaxy by following the tutorial and choose (empty)

Register
search datasets

Unnamed history

from thousands of tools from the Tool Shed.
O - +~u—i3E=TY. You can load

vour own data or get data from
an external source

Want
answers.

"\

PR RSN
I.f ¥ ‘
tow
XA 4 *4
-¢‘ GALAXY EXPLAINED —_
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" @Create acoountEm

WA4-2 :Register

- O ot
e = https://usegalaxy.org P~ a&d|| = Galay ¢ 83
Analyze Data
Tools X History = O
Create account
search tools (%] ; .

~ Email address: search datasets ()

Get Data
. Unnamed histo
Lift-Over d ry
Password:
Collection Operations (empty)
Text Manipulation — O - A+U—FETT. You can load
Datamash reng vour own data or get data from
AT T S ot an external source
- Confirm password:
Filter and Sort
Join, Subtract and Group
Fetch Alignments uences Public name:
NGS: OC and manipulation
NGS: DeepTools Your public name is an |Ider1t|fierl that will be used to
] generate addresses for information you share
NGS: Mappin publicly. Public names must be at least three
NGS: RNA Analysis characters in length and contain only lower-case
NGS: SAMtools letters, numbers, dots, underscores, and dashes (.,
NGS: BamTools —
NGS: Picard Subscribe to mailing list:
. . L

NGS: VCF Manipulation ] . L
< See all Galaxv project mailing lists. >
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e = https://usegalaxy.org

search tools (% )
Get Data
Lift-Over
Collection Operations
Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

<

Tools -?n

Analyze Data

Create account

Email address:
kadota@iu.a.u-tokyo.ac.jp

Password:

Strenath
Confirm password:
FEFE R RREERRRERD

Public name:

agribio_T_T_desu x

Your public name i5 an identitier that will be used to
generate addresses for information you share
publicly. Public names must be at least three
characters in length and contain only lower-case
letters, numbers, dots, underscores, and dashes (.,
oy,

Subscribe to mailing list:

[

See all Galaxy project mailing lists.

search datasets ()
Unnamed history

(empty)

) 2 FU—i3ETT. You can load
vour own data or get data from
an external source

BARILBREFREOEFHF1LE
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" SN Submitrf 5>/ % FRLI=0) T, DSubmit

WA4-2 :Register

e = https://usegalaxy.org P~ac|= Galaxy

Analyze Data

Tools X History = O
Create account

search tools O A Email address: search datasets ()
Get Data kadota@iu.a.u-tokyo.ac.jp .
Lift-Over Unnamed history

Password:
Collection Operations (empty)

Text Manipulation E— O - A+U—FETT. You can load
Datamash L vour own data or get data from
an external source

Convert Formats
Filter and Sort
Join, Subtract and Group

Confirm password:

FERERSRERRRERRREED

Fetch Alignments/Sequences Public name:

agribio_T_T_desu
Your public name is an identifier that will be used to
generate addresses for information you share

NGS: QC and manipulation
NGS: DeepTools

NGS: Mappin publicly. Public names must be at least three
NGS: RNA Analysis characters in length and contain only lower-case
NGS: SAMtools !e:d:elr?, numbers, dots, underscores, and dashes (.,
NGS: BamTools —
NGS: Picard Subscribe to mailing list:
NGS: VCF Manipulation ] . o
i See all Galaxy project mailing lists.
NGS: Peak Calling Vv
NGS: Variant Analvsis .
< Submit >
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WA4-3: Public name WELFzm( Om, @QMEFEE(T N EAN

e = https://usegalaxy.org P~ac|= Galaxy

Analyze Data

Tools L - ; History = O
E} Public name must contain only lowercase letters,

L ]

search toaols O A numbers, ".°, "_" and "-". It also has to be between
3 and 255 characters in length. search datasets ()

Get Data
Lift-Over Unnamed history
Collection Operations Create account (empty)
Text Manipulation Email address: O - A+U—FETT. You can load
Datamash kadota@iu.a.u-tokyo.ac.jp vour own data or get data from
Convert Formats Password: an external source
Filter a“d SDrt A E S REBEER BN
Join, Subtract and Group Strength
Fetch Alignments/Seguences
NGS: OC and manipulation Confirm password:
NGS: DeepTools sessesEERNRER RN

NGS: Mapping
NGS: RNA Analysis

Public name:

agribio_T_T_desu

NGS: SAMtools ‘r‘ourWe is an identifier that will be used to
NGS: BamTools genera resses for information you share
NGS: Picard publicly. Public names must be at least three

characters in length and contain only lower-case

NGS: VCF Manipulation letters, numbers, dots, underscores, and dashes (.,

NGS: Peak Calling Vv A
<NG5: Varjant Analysis Subscribe to mailing list: >

—
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OF LI E/NXFITEZT,
@ x - ERENKILED T

e = https://usegalaxy.org

Analyze Data

Tools X
- b3 Public name must contain only lowercase letters,
search toaols O A numbers, ".', '_' and '-'. It also has to be between
3 and 255 characters in length.
Get Data
Lift-Over

. . Create account
Collection Operations

Text Manipulation
Datamash

Email address:

kadota@iu.a.u-tokyo.ac.jp

Convert Formats
Filter and Sort
Join, Subtract and Group

Password:

SEEERSREBEERBREED

Strenath
Fetch Alignments/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

Confirm password:

Public name:

agribio_t_t_desu

‘r‘ourWe is an identifier that will be used to
genera resses for information you share

NGS: Picard publicly. Public names must be at least three
. . characters in length and contain only lower-case
i letters, numbers, dots, underscores, and dashes (.,
NGS: Peak Calling Vv A
<NG5: Variani Analysis Subscribe to mailing list: '
—

QEEHY A XZELITEITS

| pod

search datasets ()
Unnamed history

(empty)

) 2 FU—i3ETT. You can load
vour own data or get data from
an external source

BARILBREFREOEFHF1LE
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BEQ)Submit

e = https://usegalaxy.org/

= Galaxy

Tools

P~ ad| = Galay

Analyze Data

search tools
Get Data
Lift-Over
Collection Operations

Text Manipulation
Datamash

Convert Formats
Filter and Sort
Join, Subtract and Group

o

Fetch Alignments uences

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
NGS: Du Novo

NGS: Gemini

~

€3 Public name must contain only lowercase letters,

numbers, *.", ' ' and *-'. It also has to be between
3 and 255 characters in length.

<

Create account

Email address:

kadota@iu.a.u-tokyo.ac.jp

Password:
(L2 IR IR T ]}

Strength

Confirm password:

Public name:

agribio_t_t_desu

Y¥our public name is an identifier that will be used to
generate addresses for information you share
publicly. Public names must be at least three

characters in length and contzin only lower-case

letters, numbers, dots, underscores, and dashes ('.",

sy

Subscribe to mailing list:

Submit

— O X
History = &
search datasets %)

Unnamed history

(empty)

D =AU —(3E=TT. You can load
your own data or get data from
an external source
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e = https://usegalaxy.org

Analyze Data

P~ ad| = Galay

Tools J,

search tools Q A
Get Data
Lift-Over

Collection Operations

@) Now logged in as kadota@iu.a.u-tokyo.ac.jp. A

Verification email has been sent to your email
address. Please verify it by clicking the activation
link in the email.

Please check your spam/trash folder in case you
cannot find the message.

Return to the home page.

Text Manipulation
Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments uences
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
NGS: Du Novo

(Dkadota@iu.a.u—tokyo.acjpcA LT
O A KRE LTS T=& 512, @Qe—mail

MELNT=LILED T, TNEIIvY
L TverifyLZELNEWLFIELNESTT 12

search datasets %)

Unnamed history

(empty)

D =AU —(3E=TT. You can load
your own data or get data from
an external source
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FEMNZQD—H agribio t t desusA D

4-5 - )(_ ) l/bg‘?— <-§7L, TRELRFICA—LINET=, Q& D) 9D

2017/05/15 (B) 11:37

GA  Galaxy Activation <activate@galaxyproject.org>

Galaxy Account Activation

Fisf  kadota®iuau-tokyoac jp

Hello agribio_t t desu,

In order to complete the activation process for kadota@iju.a.u-tokyo.ac.jp begun on
05/15/17 at usegalaxy.org, please click on the fnlluwini link to verify your account:

https://usegalaxy.org/activate?email=kadota%40iu.a.u-
tokyo.ac.jp&activation_token=aZ0cB6776fob265216d86c44f915d303cb6%9edlb

By clicking on the above link and opening a Galaxy account you are also confirming
that you have read and agreead to Galaxy's Terms and Conditions for use of this
service (https://usegalaxy.org/static/terms.html). This includes a quota limit of one

account per user. Attempts to subvert this limit by creating multiple accounts or
through any other method may result in termination of all associated accounts and

data.

HAZBEFREDEHELLE
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‘ O

Your account has been successfully activated!

Go to login page. r
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— O X
e = https://usegalaxy.org/root O~aco|mr Galaxy (D 5
Tools & o A | History < & [0
o Galaxy is an open source, web-based platform
search tools - > - ; -
A | for data intensive biomedical research. If you O Sr—— )
Get Data are new to Galaxy start here or consult our B
Send Data help resources. You can install your own Unnamed history
Lift-Over Galaxy by following the tutorial and choose (empty) ® e
llecti . from thousands of tools from the Tool Shed.
Collection Operations © =X ~U—13ZETT. You can load
Text Manipulation your own data or get data from
Datamash an external source

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequences Ma klng i S'CB§
NGS: OC and manipulation G a| axy ' B
NGS: DeepTools work m,.mmm._
NGS: Mapping for yOU (

NGS: RNA Analysis

NGS: SAMtools Register now o 58',’5?}’5

NGS: BamTools

NGS:Picard ISMB/ECCB 2017 Tutorial

NGS: VCF Manipulation v
_NGS: Peak Calling
< | >
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MDUser& o) vo9 B,
@Logged in as " &7%ED
TWAMNETI H 1l

P~ac

= https://usegalaxy.org/root

Analyze Data Workflow  Shared Data=  Visualization -
Tools

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 resources. You can install your own

Galaxy by following the tutorial and choose

from thousands of tools from the Tool Shed.

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: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

Running Your Own

An in-depth tutorial

https://usegalaxy.crg/

= Galaxy

cean

Unnan

(empty

Logged in as kadota@iu.a.u-t

Preferences

Custom Builds

Logout

Saved Histories
Saved Datasets

Saved Pages

HAZBEFREDEHELLE
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€

= Galaxy

= https://galaxyproject.org,

COMMUNITY HUB

I ERDASAFERIZFRLCIZAEYES
- O X
P~ @ C || = Galaxy Community Hub > e d0b @

Latest Tu

D

\

@shiltemann!

L]
/'\I/‘If'\lf‘

Check out the latest metager

- m} X
e = https://galaxyproject.org, - @0 | BE. P~ | o5 e €

= Galaxy Community Hub

Viva contributors!

B ¢ B » A Kk 8@
B & e 2 A

Thank you for contributing to Galaxy |UC tools.

https://galaxyproject.org/
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]
= Galaxy

COMMUNITY HUB

OPEN CHAT A
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(DMain Galaxy

e = https://galaxyproject.org LP~-ac|= Galaxy Community Hub

= Galaxy

COMMUNITY HUB

Use~

Main Galaxy

and transparent computational biomedical research.

= Accessible: Users without programming experience can easily specify parameters and run tools

and workflows.

| https://galaxyproject.crg/main/ i
5 1

OPEN CHAT A
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main Galaxyl|Zf-EYEFEZZE
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5-1: main Galaxy

e = https://galaxyprojectorg/main/ P ~ @ C || = Galaxy Main public site ARt

= Galaxy

COMMUNITY HUB

Galaxy Main public site

The main Galaxy site at http://usegalaxy.org is an installation of the Galaxy software combined with many commaon
tools and data; this site has been available since 2007 for anyone to analyze their data free of charge. The site
provides substantial CPU and disk space, making it possible to analyze large datasets. The site supports thousands of
users and hundreds of thousands of jobs per month (see Project Statistics). It is sustained by TACC hardware using

allocation generously provided by the Cy\Werse project.

Anyene can use the public servers, with or without an account, but Galaxy user accounts are simple to create (email,
password, user name and gol). With an account, data quotas are increased and full functionality across sessions

opens up, such as naming, saving. sharing, and publishing Galaxy objects (Histories, Workflows, Datasets, Pages).

Mote: Galaxy's Terms and Conditions (see below) specifically declare a "one-account per user” requirement.

Status of the pubilic site

The status page with the current state of the Main Server, Test Server, and ToolShed is available at

http://status.galaxyproject.org/.

, o OPEN CHAT A
Resouces available to main site

T — https://galaxyproject.org/main/ 26




= DDHT-YETEEHL T. @User data and job

quotasZBk&H 5, QFI AR GEL T —2 =17

W5-1:main Galaxy |5e-rizozsocesc. RsiEqces

e = https://galaxyproject.org/main

= Galaxy

COMMUNITY HUB

User data and job quotas

lobs that have low mamory and CPU requirements are subject to the following limits:

AT M6DETELSFIENHAZENHMS
s DIERTEBATHIUMEIANDILDT. 18
BOTHIONFEERTHDIFIL—ILER

o-a

L

Maximum total accounts per user

Maximum total user data on server

Maximum concurrent jobs

1 registered/unregistered
250GB for registered users, 5GEB for unregistered users

& for registered users, 1 for unregistered users

Resource

Increased memory tools

Galaxy cluster

TACC Stampede

Galaxy cluster test/development

TACC Stampede test/development

Tools utilizing multiple CPUs and over 8 Gb of RAM are subject to stricted limits:

Per-resource job concurrency quotas .

1 registered/unregistered
2 registered, unregistered not allowed
4 registered, unregistered not allowed

1 registered, unregistered not allowed

. i OPEN CHAT L
1 registered, unregistered not allowed

HAZBEFREDEHELLE

https://galaxyproject.org/main/ 27



" Galaxy mainD &2 £ AFIBIE

W5-2 : Galaxy @ [&] [ 8 B . H=SH B IHR

= https://usegalaxy.org/ P~ &@d| = Galaxy

Analyze Data

Tools & | A | History < & [0
o Galaxy is an open source, web-based platform
search tools 3 : : i
A‘ for data intensive biomedical research. If you saardhdstasats )

Get Data ' are new to Galaxy start here or consult our o
Send Data help resources. You can install your own Unnamed history
Lift-Over Galaxy by following the tutorial and choose (empty) ® e

lecti . from thousands of tools from the Tool Shed.
Collection Operations € =X +~U—13ZETT. You can load
Text Manipulation your own data or get data from
Datamash an external source

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Segquences Ma klng {S'CBs
NGS: OC and manipulation Ga |a Xy I s M B
NGS: DeepTools WOI'k e
NGS: Mapping for you ( [ E n B
NGS: RNA Analysis

NGS: SAMtools Register now N{277PRE%E

NGS: BamTools

NGS: Picard ) ISMB/ECCB 2017 Tutorial

NGS: VCF Manipulation

<
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" DEHL, TAILT L DezipEMEFASTA 7 4

W5—3 7\\/ 70 D _ Pl JL(DRR024501sub_1 fastq.gz) D 7Y 7 O—F %115

e = https://usegalaxy.org P~ac|= Galaxy

nolyze Data  Worldflow ¥ Visualization= Help-

Tools X A History 5« B
e AN open source, web-based platform
search tools P I or dat tensive biomedical research. If you
files from disk Y search datasets Q

Get Data e new o Galaxy start here or consult our
Send Data heID resources. You can install your own Unnamed history
Lift-Over Galaxy by following the tutorial and choose {empty) % e

llecti i from thousands of tools from the Tool Shed.
il iEmoile © = A ~U—F=TY. You can load
Text Manipulation your own data or get data from
Datamash an external source

Convert Formats
Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequences

— Try Galaxy
NGS: OC and manipulation
NGS: DeepTools Oﬂ the CIOUd

NGS: Mapping
NGS: RNA Analysis
NGS: SAMtools

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

NGS: VCF Manipulation A
£
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5-3: 7w Ha—Fk2

€ O —— £~ ac|[= camy AR )

Download from web or upload from disk

Regular Composite Collection

Type (set all): Auto-detect Genome (set all): Additional Species A | ¥
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T RO T EIZHBDezip EHEFASTQT
] % I R 74 JL (DRR024501sub_1.fastg.gz) @
5'3 . 7“}7 D |\ 3 Drop files hereMEZAIZRSyHEAY T

e = https://usegalaxy.org/ P~ac|= Galaxy

Download from web or upload from disk

Regular Composite Collection

DRRO24301sub_1.f
astg.gz

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

5-3: 7vJHa—Fk4

e = https://usegalaxy.org/ P~ac|= Galaxy

Download from web or upload from disk

Regular Composite Collection

You added 1 file(s) to the queus. Add more files or click 'Start’ to procesd.

Name Size Type Genome Settings

[ DRRO24501sub_1.fast 56.2 MB Auto-dete. additional Sp... | = + ]
9.9z

Type (set all): Auto-detect Genome (set all): Additional Species A | ¥
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" A
W5-3: 7vJa—

BINTHOI7AIILETyITO—KLIzWMES
PS X, BHFRLEFIETITODESS, CZTIEOD
T7MILDHT7yTA—KLI=LND T, @Start

e = https://usegalaxy.org/

Download from web

Regular Composite

Name

[ DRRO24501sub_1.fast
q.92

Type (set all):

or upload from disk

Collection

Qzé?ﬂi'li'lil,\l,\ét')th\ﬁétbﬁb\

P-ac| = Galaxy bk

You added 1 file(s) to the queus. Add more files or click 'Start’ to procesd.

Size Type

56.2 MB Auto-dete._.

Auto-detect

L

Genome Settings

Additional 5p... | = + ]

Genome (set all): Additional Species A___
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DR—CTHIZBELI=5Q

5_3 : 7\\}70 D _ I\\\6 StartiRA N B D> f-0D T

- O ot
e = https://usegalaxy.org/ P~ a&d|| = Galay x e 6 @
Reaular Composite Collection
You added 1 file(s) to the queus. Add maore files or click 'Start’ to procesd.
Name Size Type Genome Settings Status
L] DRR024501sub_t.fast ~ 56.2 MB | Auto-dete.. |v| Q [ - Additional Sp... | | o (]
a.gz
Type (setall): | Auto-detect l«| Q Genome (setall): | additional Species A |+ |
L Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Clo
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5-4- 7w O—K. ..

DFyIO—FhTY

— O *
= hitps://usegalaxy.crg/ P~ a&d|| = Galay X i ®
Regular Composite Collection

Please wait...1 out of 1 remaining. '
Name Size Type Genome Settings Status

[1 DRRO24501sub_l.fast  56.2 MB  Auto-dete. + Q- Additional Sp... ¥ e [ ] o

0.0z
Type (setall): | Auto-detect l«| Q Genome (setall): | additional Species A |+ |

L Choose local file

= Choose FTP file Pause Reset Start Clo

(¢ Paste/Fetch data
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D7 YyFTA—KFETTY

5-5:7Y7A—KRET

— O *
= https://usegalaxy.org/ P~ a&d|| = Galay x e 6 @
Regular Composite Collection
Name Size Type Genome Settings Status
[0 DRRO24501sub_1.fast  56.2 MB futo-dete. + Q= -——-- Additional 5p... = o 100% v
0.0z
Type (setall): | Auto-detect l«| Q Genome (setall): | additional Species A |+ |

L Choose local file = Choose FTP file [# Paste/Fetch data Pause Reset Start Clo
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5-6:Close

OR—UFHAIIZFEEIL T, @Close

e = https://usegalaxy.org/

eqular Composite Collection

Name Size Type
[0 DRROZ24501sub_1.fast 56.2 MB Auto-dete.. + Q= -—-
q.gz
Type (set all): | Auto-detect | - Q

L Choose local file (= Choose FTP file

- O ot
P~ a&d|| = Galay # e o ©
Genome Settings Status
Additional Sp_.  * L 100% v
Genome (setall): | - Additional Species A |r|

o

[# Paste/Fetch data Pause Reset Start Close
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" S 7YI Ok, gip R TT IO KL
_ O R =AU HFILDIT7AIL YA X(L56.1MBTH>
WG6E-1: 7 YT E—R1B | oo otmaiiorciss s,

@gzipIEEHEIRREIC EOT—(EF‘#JE“*LT*)J:')T'

e = https://usegalaxy.org LP~-ac|= Galaxy

Analyze Data Workflow  Shared Data Visualization= Help-
Tools oL A History 2 - Rl

o Galaxy is an open source, web-based platform
search tools i i i i

#| for data intensive biomedical research. If you cearch datasets )
Get Data are new to Galaxy start here or consult our
Send Data help resources. You can install your own Unnamed history
Lift-Over Galaxy by following the tutorial and choose DL

. . from thousands of tools from the Tool Shed. .
Collection Operations - 186.06 MB ¥ % »
Text Manipulation 1- ® & %
Datamash DRR024501sub 1 .fastq
Convert Formats
Filter and Sort
Join, Subtract and Group
Fetch Alignments/Sequences
NGS: OC and manipulation Wa nt
NGS: DeepTools a n SWE r S
NGS: Mapping *
NGS: RNA Analysis
,-;, ) *"\
NGS: SAMtools ** *y
NGS: BamTools v i * *’f I o
NGS: Picard -nr ? — GALAXY EXPLAINED —
NGS: VCF Manipulation v
W

£ >
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" OMT =FRRAI(TV9T) . DTHTE

W6'2 i 7__\\—9§ _E 7.|_< ADTRADIMBAYLMNTFRENLGWNESE

e = 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/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

<

- O ot
P-ac| = Galaxy
Analyze Data
A/| History 5« B
This dataset is large and only the first
] megabyte is shown below. cearch datasets )
Show all | Save
Unnamed history
1 shown
@DRR0Z4501.1 MO0278:15:000000000-A2RK1:1:1101:
ATGNATCGAARCAGTATTTACAAGETTTGCATACTGRAALTTGARGT 186.06 MB
+DRR024501.1 MO0278:15:000000000-A2RK1:1:1101:
777$#55<?EB<LBBE?BFCLFFFHEHHHAFFDGHGHHAHFFHHHERHEA 1: @ F
EDRR024501.2 MO0278:15:000000000-A2RK1:1:1101: DRR024501sub 1.fastq
BTCHGAACAC A TR TG TGAAACEECACTRAACTTTTCACBGACE
+DRR024501.2 MO0278:15:000000000-A2RK1:1:1101:
277455720078 700DFFCCEFHEHHADEHHAHEHHARFCGHERHH
EDRR024501.3 MO0278:15:000000000-A2RK1:1:1101:
CAANGATACLATCATTATCATGALCTCTARTGCCGETTCTEOTGAT
+DRR024501.23 MO0278:15:000000000-A2RK1:1:1101
===455<=f0Q8«<5<@E/E>88AEER . AFLF . . AC>5>CFFFOCFE
@DRROZ4501.4 MOO278:15:000000000-A2EK1:1:1101:
AGANAGTATITATCGTARR A TCTTAATTCAT TCACAARGTGAG
+DRR0Z4501.4 MO0278:15:000000000-42RK1:1:1101:
27 74#5<<?D0D?B0DBFFFFFFHHHHHAFHHAHEHHAHHE AFHHEH
EDRR0Z4501.5 MO0278:15:000000000-A2RK1:1:1101:
AGTHCGETTAGTGERAGCTGCTAGGCAT ST GCACRCACCATTGTTT
+DBR024501.5 MO0278:15: 000000000-A2RK1:1:1101
W ?,€$557, <4<¢5 << ACOCHCC>CE/AECFHEHZE, TCEGHDEL
@DRR0Z4501.6 MOO278:15:000000000-A2RK1:1:1101:
TTGHGTTCTICARCICTTTGCCAGTIGTAGIGTIATAAGTITTACC - >
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" A
W6-3:fRE1

Tools

search tools
Get Data
Send Data
Lift-Over

@ -

usegalaxy.crg

Analyze Data

Attributes Convert Format Datatvpe

) Y 'rermisainns
THFREETS

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments/Sequences

NGS: QC and manipulation

NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools
NGS: BamTools
NGS: Picard

NGS: VCF Manipulation

<

Name:
DRR024501s5ub_1.fastg

Info:

uploaded fastq file

Annotation / Notes:

Add an annotation or notes to a dataset;
annotations are available when a history is
viewed.

Database/Build:

Save

Auto-detect
This will inspect the dataset and attempt to

O RERIV, QEHZERETH. DE
A MY D50 ELNGND, EYHZ
FTIEQRTI7AINRBEEETERY. DT
7AILHFASTQR. K 77/ ILT=EIELSERE
SN TLBESTE, ELVSFRRETLWNESS

A History 5« B

search datasets ()

Unnamed history

1 ShI:I'l."-.""
186.06 MB w
1 @& & X

DRRO24501sub 1.fastqg
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" LI ALK EMiE-> TREL T -

W6 3 : %ﬁ%Z 5. DDatatypeDEZATFEITIBIET S
-5

— O >
e = https://usegalaxy.org LP~-ac|= Galaxy
Analyze Data
+ i ~
Tools — Attributes Convert Format Datatvpe ~| History < & [
search tools (% ] Permissions

& search datasets ()
Get Data
T T— THAEE TS Unnamed history

1 shown
Lift-Over Name:
. . 186.06 MB ~ % -
Collection Operations DRR024501sub_1.fastg
Text Manipulation .
Info: 1 @ R

Datamash DRR0O24501sub 1.fastg

uploaded fastq file
Convert Formats

Filter and Sort
Join, Subtract and Group

Annotation / Notes:

Fetch Alignments/Sequences

NGS: OC and manipulation Add an annotation or notes to a dataset;
NGS: DeepTools annotations are available when a history is
NGS: Mapbin viewed.
N>: Mapping
NGS: RNA Analysis Database/Build:
NGS: SAMtools --——- Additional Species Are Below -———- | =
NGS: BamTools
. Save
NGS: Picard
NGS: VCF Manipulation N |
$ This will inspect the dataset and attempt to R >
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" S D xRE THIRT BT

W6-4 - gl kx MTEDES1, 0oTHD

— O >
e = https://usegalaxy.org LP~-ac|= Galaxy
+ i ~
Tools — Attributes Convert Format Datatvpe ~| History < & [
search tools (% ] Permissions
& search datasets ()
Get Data
T T— THAEE TS Unnamed history
1 shown
Lift-Over Name:
. . 186.06 MB [
Collection Operations DRR024501sub_1.fastg
Text Manipulation .
Info: — @ F X
Datamash DRR0O24501sub 1.fastg

uploaded fastq file
Convert Formats

Filter and Sort
Join, Subtract and Group

Annotation / Notes:

Fetch Alignments/Sequences

NGS: OC and manipulation Add an annotation or notes to a dataset;
NGS: DeepTools annotations are available when a history is
NGS: Mapbin viewed.
N>: Mapping
NGS: RNA Analysis Database/Build:
NGS: SAMtools --——- Additional Species Are Below -—-——-- | =
NGS: BamTools
. Save
NGS: Picard
NGS: VCF Manipulation N |
$ This will inspect the dataset and attempt to R >
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W6-5 HIFRSNZFE LT:

= https://usegalaxy.org/

Collection Operations

Text Manipulation

Datamash

Convert Formats

Filter and Sort

Join, Subtract and Group

Fetch Alignments uences

NGS: OC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

<

Tools Agtributes Convert Format Datatvpe
search tools Q A Permissions

Get Data

Send Data THERETS

Lift-Over Name:

DRR024501s5ub_1.fastg

Info:
uploaded fastq file

Annotation / Notes:

Add an annotation or notes to a dataset;
annotations are available when a history is
viewed.

Database/Build:

--——- Additional Species Are Below -—-——-- | =

Save

Auto-detect
This will inspect the dataset and attempt to

DIFAEIZH L’CL\L\b\&L\'BEEEﬂ%Eu:

HABATI R

LHOWLQTARIBEIL

RELZD T, ERAR)—\RJL EDSIEE
ZTWBEIFTT, ERICIZELEE-TLS

2 D TL&LO1A, WindowsD 5 & 1

Ll ERILESRBLEOTLES

J37EICH

History " 'ﬂ' |I|
search datasets ()

Unnamed history

1 deleted

186.06 MB . e

D 2 UNEETT. You can load
your own data or get data from
an external source

HAZBEFREDEHELLE
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" TP AMBEELLVET T

W6_7 . Save LT ﬂé M., DSaveh A ZEHLTH S

— O >
e = https://usegalaxy.org L-ad| = Galaxy
4 . ~
Tools — Attributes Convert Format Datatvpe ~| History < & [
search tools (% ] Permissions

& search datasets ()
Get Data
ST T TEFIEET Unnamed history

1 deleted
Lift-Over Name:
. . 186.06 MB
Collection Operations DRR024501sub_1.fastg -
Text Manipulation Info O =2 +U—F=TT. You can load
Datamash : your own data or get data from
uploaded fastq file an external source

Convert Formats
Filter and Sort
Join, Subtract and Group

Annotation / Notes:

Fetch Alignments/Sequences

NGS: OC and manipulation Add an annotation or notes to a dataset;
NGS: DeepTools annotations are available when a history is
NGS: Mapbin viewed.
N>: Mapping
NGS: RNA Analysis Database/Build:
NGS: SAMtools --——- Addjtional Species Are Below -—-—-—-- | =
NGS: BamTools
. Save
NGS: Picard
NGS: VCF Manipulation ¥ | [ Auto-detedt
$ This will inspect the dataset and attempt to R >
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" B
WG6-8: updated...

(DAttributes updatedZ: ) T,
PIFYERR)—/A\RJLETIE
HATWAEITEOTLES

e = https://usegalaxy.org L-ad

Analyze Data

Tools '!; | 'ﬂ Attributes updated
search tools Q A
Get Data
send Data Attributes | Convert Format — Datatvpe
Lift-Over FPermissions

Collection Operations
Text Manipulation

Datamash Name:

DRR024501sub_1.fastg

THTRETD

Convert Formats
Filter and Sort
Join, Subtract and Group

Info:

uploaded fastq file
Fetch Alignments/Seguences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

Annotation / Notes:

Add an annotation or notes to a dataset;
annotations are available when a history is
viewed.

Database/Build:

< Save

- | pod

search datasets ()

Unnamed history
1 deleted

186.06 MB . e

O 2 -U—FETT. You can load
your own data or get data from
an external source
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= B W5-3THIRALI=O7vyTa—FRE2>TlE
] O I 7:<. @load your own datad) &AL
W7_1 . ﬁT‘yj D I\ THEZWNNDTIZA5, VI LTHS

— O x
e = https://usegalaxy.org D-ac|= Galay
nolyze Data  Worldflow  Shared Data~  Visualization=  Help-
4+ : ~
Tools = |ﬂ Attributes updated | History — & [T
search tools (% )

~ search datasets ()
Get Data
Send Data Attributes | Convert Format — Datatvpe Unnamed history

. 1 deleted
Lift-Owver Permissions
Collection Operations 186.06 MB L
THFEEETS

Text Manipulation O =2 +U—F=TT. You can load
Datamash Name: your own data or get data from

Convert Formats DRR024501sub_1.fastq an external source
Filter and Sort
Join, Subtract and Group

Info:

uploaded fastq file
Fetch Alignments/Seguences

NGS: QC and manipulation
NGS: DeepTools
NGS: Mapping

Annotation / Notes:

NGS: RNA Analysis Add an annotation or notes to a dataset;
NGS: SAMtools annotations are available when a history is
viewed.

NGS: BamTools

NGS: Picard
NGS: VCE Manipulation V| e Additional Species Are Below —--- v

£ Save >

Database/Build:
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W5-6LEIL KOG EmIZEYELT-
s _CDFEFTIXEM7YIO—KT

/-2 :Drop files here EESBDT, — B DReset

— O x
e = https://usegalaxy.org/ L-ad| = Galany 4 {r ke ‘:::’ L_!
eqular Composite Collection
Name Size Type Genome Settings Status
[ DRRO24501sub_1.fast 56.2 MB Buto-dete.. + Q@  --——- Additional Sp... = L 100% v
4.9z
Type (set all): Auto-detect « Q Genome (setall): | - Additional Species A | ¥
L Choose local file (= Choose FTP file [# Paste/Fetch data Pause Reset Start Close
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ResetiZ MIKEE, CDIREEM B W5-3L[RIL
FIETELI—ERLCI7AILET7yTO—FK

/-2 :Drop files here

e = https://usegalaxy.org/ P~ a&d || = Galay X i vr 8 @
eqular Composite Collection

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

L Choose local file (= Choose FTP file [# Paste/Fetch data Pause Reset Start Close
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= (1)186.06 X 2 = 372.12MB&E2 DD IT7AIL YA
_ P %4 RIZRYELR, A7V TY A, EZEETIE
W7-3: 7 V7 O—F 1 LGieoior comencnsis it

- O ot
e = https://usegalaxy.org LP~-ac|= Galaxy
Analyze Data Workflow Shared Data~  Visualization= Help-
4 : ~
Vit = |ﬁ Attributes updated n| History < & [
search tools (% )
~ search datasets ()
Get Data
send Data Attributes Convert Format Datatvpe Il.lnhnameld h||5tnnr
. . SNOWN, de E

Lift-Over Permissions !
Collection Operations EBEIa L CAA L

I _
Text Manipulation ZHERETD 2- ® & %
Datamash Name: DRR024501sub _1.fastq
Convert Formats DRRO24501s5ub_1.fastg
Filter and Sort

Info:
Join, Subtract and Group

uploaded fastq file
Fetch Alignments/Seguences
NGS: OC and manipulation Annotation / Notes:
NGS: DeepTools
NGS: Mapping
NGS: RNA Analysis Add an annotation or notes to a dataset;
NGS: SAMtools alnnntatiuns are available when a history is

viewed.
NGS: BamTools
NGS: Picard Database/Build:
NGS: VCE Manipulation V| e Additional Species Are Below —--- v

L'

£ Save >
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" DEMLT— B TS THD, BHIE.

- —_— QEARDNRIVRENBEAT (2T
W7'4 - E"g T HEHZDDTIEGELAEVD R DHER

- O ot
e = https://usegalaxy.org P~ a&d || = Galay
Analyze Data
4 : ~
L - |ﬁ Attributes updated n| History < & [0
search tools (% )
~ search datasets ()
Get Data
Send Data Attributes | Convert Format — Datatvpe Unnamed history
- 1 shown, 1 deleted
Lift-Over Permissions -
Collection Operations D ¥ % e
I _
Text Manipulation EHTRETD - ® s
Datamash Name: DRR024501sub_1.fastqg
Convert Formats DRRO24501s5ub_1.fastg
Filter and Sort
Info:
Join, Subtract and Group
uploaded fastq file
Fetch Alignments/Seguences
NGS: OC and manipulation Annotation / Notes:
NGS: DeepTools
NGS: Mapping
NGS: RNA Analysis Add an annotation or notes to a dataset;
NGS: SAMtools alnnntatiuns are available when a history is
viewed.
NGS: BamTools
NGS: Picard Database/Build:
NGS: VCE Manipulation V|| - Additional Species Are Below —---- v
L'
£ Save >
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= A DEAFD/NNRILERRIEZTET ., QFH1E
. DEXN) (BEE) /A1), 186.06 X 2 =
W7-5 . ﬁr§77tx 372.12MBE2 D D I7AIIH A RIZE--FF

TY . cDEMND W6-4THIT o=@ X 7REY
»r . - [=] > —_— =~ o
< Ol o | ERTIRIE (EERRICERSA) B/ (R
) E . o = N > > — = =
anlyze Data Worklow e Data- v DI NOE S e R O TR =Y
Tools L A History — & [0
Galaxy is an open source, web-based platform
search tools ©) Al for data intensive biomedical research. If you cearch datasets )
Get Data are new to Galaxy start here or consult our )
Send Data help resources. You can install your own “:‘“i’:"‘*df'ﬂ_ﬂw
Lift-Over Galaxy by following the tutorial and choose Sy id
. i from thousands of tools from the Tool Shed. 372.12 MB ™
Collection Operations ‘
Text Manipulation 2: ® & X
Datamash DRR024501sub 1 .fastq
Convert Formats
Filter and Sort
Join, Subtract and Group . .
Fetch Alignments/Sequences Early registration ends
NGS: QC and manipulation
NGS:0 P May 15
: DeepTools . .
NGS: Mapping .. 26 - 30 June France
NGS: RNA Analysis Gcc 2“11
NGS: SAMtools
NGS: BamTools II 0“'“ elller
NGS: Picard
NGS: VCF Manipulation v
W
< >
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DdeletedD ECAFILTHHE

W7-6:deletedZ=#L TH 5

e = 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/Sequences

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis

NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

<

P-ac| = Galaxy

Analyze Data Worldflow ¥ Visualization= Help-
A| History < & [0
Galaxy is an open source, web-based platform
#| for data intensive biomedical research. If you cearch datasets )
are new to Galaxy start here or consult our
help resources. You can install your own Unnamed history
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Galaxy is an open source, web-based platform
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are new to Galaxy start here or consult our
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from thousands of tools from the Tool Shed.
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Galaxy is an open source, web-based platform
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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 resources. You can install your own
Galaxy by following the tutorial and choose
from thousands of tools from the Tool Shed.
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Collapse Expanded Datasets
Unhide Hidden Datasets
Delete Hidden Datasets

Purge Deleted Datasets

Export Tool Citations

HAZBEFREDEHELLE

58



" S
W7-10:Purge Deleted ...

https://usegalaxy.crg

Tools -!;

P-ac

Analyze Data

search tools (% )
Get Data
Send Data
Lift-Over
Collection Operations
Text Manipulation

Datamash

Convert Formats

Filter and Sort

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

NGS: Mapping

NGS: RNA Analysis

NGS: SAMiools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

uences

™

W

Galaxy is an open source, web-based platform
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Short read data from your current history
M| & O ||2: DRRO24501sub_1.fastg ~
Contaminant list
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Submodule and Limit specifing file

M| ¢ O || 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

ﬂ Purpose

FastQC aims to provide a simple way to do some

W+ quality control checks on raw sequence data coming
from high throughput sequencing pipelines. It
provides a modular set of analyses which you can use
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thresholds for the each submodules warning
parameter

ﬂ Purpose
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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 you can use
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NGS: QC and manipulation executed (default=all) and also specifies the
FastQC Read Quality reports thresholds for the each submodules warning
. arameter
multigc aggregate results .
from bisinformatics analyses
into a single report
Trimmomatic flexible read © purpose
trimming tool for llumina FastQC aims to provide a simple way to do some
NGS data w| quality control checks on raw sequence data coming
R N from high throughput sequencing pipelines. It »
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ﬂ Purpose
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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
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- [ R | [ |

search datasets

Unnamed history
1 shown, 1 deleted

186.06 MB

2:

DRRO24501sub 1.fastg

~ % ®

& #F X

BARILBREFREOEFHF1LE

69




" JA
_ TS H / 545 1E@DMultiple datasetsZ4')
WO-7: 88D T 714 IL DG £ S ciars nisonociss

BRI7A I ZREIZETLEL

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/Sequences

I+

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

FastQC Read Quality &% Versions ~ Options

reports (Galaxy Version 0.69)

5h'ﬂata from your current history

M| & | & ||2: DRRO24501sub_1.fastg ~
e gt
A | ¢ O || Mothing selected -

tab delimited file with 2 columns: name and
sequence. For example: Illumina Small ENA RT
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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
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quality control checks on raw sequence data coming
from high throughput sequencing pipelines. It
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1 job has been successfully added to the
gueue - resulting in the following datasets:

3: FastQC on data 2: Webpage

4: FastQC on data 2: RawData

You can check the status of queued jobs and
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Filter and Sort
Join, Subtract and Group

Fetch Alignments/Sequences

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

I+

£ https://usegalaxy.org/Ttool_id=toolshed.g2.bx.psu.edu®%2Frepos®%2Fpjbric O ~ & &

™

Trimmomatic flexible & Versions ~ Options
read trimming tool for Illumina NGS data

{Galaxy Version 0.36.3)

Single-end or paired-end reads?

Single-end -
Input F"
M & | O || Mofastgsanger or fast..

&% This is a batch mode input
field. Separate jobs will be
triggered for each dataset
selection.

Perform initial ILLUMINACLIP step?

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 (SLIDINGWIND... -

Number of bases to average across

A

= Galaxy

- O ot
A/| History 5« B
search datasets ()
Unnamed history
3 shown, 1 deleted
187.46 MB ~ % -
4: FastQC on data 2: & & X
RawData
3: FastQC on data 2: @™ P
Webpage
2 @ & X
DRRO24501sub 1.fastg
v >
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W11-3: AAWT7AILHZX

FEHEINLTWERIE. DDT7AILH
A Dfastgsanger TlEE LN =6D, B
TI714 LK ZBARRI [ Zfastgsanger

= htips

usegalaxy.org/ftocl_id=toclshed.g2. bx. psu.edu?s2Frep

2Fpjbric O ~ @ &

MMERos

Analyze Data

ISEETOILENDHD. QFHT

= Galaxy

4 : ~
Vit — Trimmomatic flexible & Versions - Options A | History < & [
search tools & A read trimming tool for Illumina NGS data
. search datasets %)
Get Data (Galaxy Version 0.36.3)
Unnamed histo
Send Data Single-end or paired-end reads? T o
3 shown, 1 deleted
Lift-Over ;
sl Single-end -
Collection Operations . 187.46 MB “ % »
] i Input FASTQ file '
Text Manipulation 4: FastQC on data 2: ® & %
Datamash M & | O || Mofastgsanger or fast.. RawData
;&2 This is a batch mode input
Convert Formats aa . .
Filt I field. Separate jobs will be 3: FastQC on data 2: @ b3
fleraneg >d triggered for each dataset Webpage
Join, Subtract and Group selection.
Fetch Alignments/Seguences Perf initial ILLUMINACLIP step? L @ # %
erform initia ep: DRR024501sub_1.fastq
NGS: OC and manipulation Yes | No
EastQC Read Quality reports Cut adapter and other illumina-specific sequences
multigc aggregate results from the read
from bicinformatics analyses Trimmomatic Operation
into a single report 1: Trimmomatic Operation
Trimmomatic flexible read Select Trimmomatic operation to perform
trimming tool for Hlumina
NGS data Vv Sliding window trimming (SLIDINGWIND... =~
R I P S PP P | Number of bases to average across v
L4 >
A
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"
W11-4:fastgsanger

(DDatatypeF T %1 EA T

— - . - - A e
e £ https://usegalaxy.org/Ttool_id=toolshed.g2.bx.psu.edu®%2Frepos®%2Fpjbric O ~ & &

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/Sequences

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

Attributes Convert Format Datatvpe

Permissions

THERETD

Name:
DRR024501s5ub_1.fastg

Info:

uploaded fastq file

Annotation / Notes:

Add an annotation or notes to a dataset;
annotations are available when a history is
viewed.

Database/Build:

--——- Additional Species Are Below -———- | =

Save

Auto-detect

This will inspect the dataset and attempt to

= Galaxy

search datasets

Unnamed history
3 shown, 1 deleted

187.46 MB

4: FastQC on data 2:
RawData

3: FastQcC on data 2:
Webpage

2:

DRRO24501sub 1.fastqg

~ % ®

& #F X
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"
W11-4:fastgsanger

DF 4Lk

H¥fastglZiE-TULVS
DT, TN % fastgsangerlZZEZ 5

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/Sequences

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

Attributes Convert Format Datatype il
Permissions
search datasets

F e TETETE Unnamed history

3 shown, 1 deleted
wLWerT:

187.46 MB

fastq v

CHUFRFOT -2y MOT -S54 TRE
PLTF—%ty bORREFEELFRA. T4
A T OEHES o e CERLET.

L 4: FastQC on data 2:
(45 RawData

3: FastQcC on data 2:
Save Webpage

2:

DRRO24501sub 1.fastqg

~ % ®

& #F X

& #F X

LA
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= B CARBRITESTLFE 1z, BIEE LTS

W11-4:fastgsanger

— - . - - A e
e = https://usegalaxy.org/Ttocl_id=toolshed.g2 bx.psu.edu%2Frepos®2fpibric O ~ B G || = Galaxy

4 . ~
Tools — Attributes  Convert Format | Datatvpe e < & [0
search tools (% ] Permissions
& F— search datasets ()
Get Data
Send Data F—EHHATEEETS Unnamed history

3 shown, 1 deleted

Lift-Over mLWsT:
Collection Operations fastq 187.46 MB “ % »
Text Manipulation 4: FastQC on data 2: & & X
Datamash RawData
Convert Formats ~ 3: FastQC on data 2: @ S X
Filter and Sort Webpage
Join, Subtract and Group Fm

) FH @& R

Fetch Alignments/Sequences

DRRO24501sub 1.fastqg

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses

into a single report ]

Trimmomatic flexible read
trimming tool for Hlumina
MGS data W

T s ool mdeinam maae i

< >
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" HIBEIE F1-E25

W11-4:fastgsanger

— - . - - e e -
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

4 . ~
Tools — Attributes Convert Format Datatvpe Permissions i < & [
search tools Q A
— e search datasets ()
Get Data F—EE(TEEETS
Send Data I PIRY-R o - Unnamed history
3 shown, 1 deleted
Lift-Over fastq A
Collection Operations Q HeF AL
Text Manipulation epesting 4: FastQC on data 2: ® & x
Datamash eps A RawData
Convert Formats
] equicktandem 3: FastQC on data 2: @ F R
Filter and Sort Webpage
Join, Subtract and Group est2genome .
. £ a0 4
Fetch Alignments/Sequences etandem 4
- ) | DRR024501sub 1.fastq
NGS: OC and manipulation exce
FastQC Read Quality reports fai
multigc aggregate results fasta W

from bicinformatics analyses fetg |

into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data W

T s ool mdeinam maae i

< >
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" EEL TGS

W11-5:fastgcssanger TlE7il

- O >
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy
4 . ~
Tools — Attributes Convert Format Datatvpe Permissions S < & [
search tools Q A
— e search datasets ()
Get Data TR TEEETS
Send Data mLWaT: Unnamed history
3 shown, 1 deleted
Lift-Over fastq A Z'®
Collection Operations Q 187.46 MB -
Text Manipulation p—— 4: FastQC on data 2: W AR
Datamash fastg A RawData
Convert Formats fastg.bz2 3: FastQC on data 2: @ &S X
Filter and Sort fastq.qz Webpage
Join, Subtract and Group
fastgcssanger 2: & & X
Fetch Alignments/Seguences
. i fastgcssanger.bz2 DRRO24501sub 1.fastqg
NGS: OC and manipulation
, fastgcssanger.gz
FastQC Read Quality reports q ger-g
fastgillumina
multigc aggregate results . . W
from bioinformatics analyses fastaillumina.bz2
into a single report
Trimmomatic flexible read
trimming tool for Hlumina
NGS data W
Tt i m L | ol o mdeis sm vmam [ ides
L4 >

BARILBREFREOEFHF1LE 97



(Dfastgsangerhidp
HDT, TNZTER

W11-6:fastgsanger

- O >
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy T
? Galaxv Analyze Data .
4 . ~
Tools — Attributes Convert Format Datatype Permissions S < & [
search tools Q A
— e search datasets ()
Get Data TR TEEETS
Send Data mLWaT: Unnamed history
3 shown, 1 deleted
Lift-Over fastg a Z/®
Collection Operations | Q 187.46 MB -
Text Manipulation . .
fﬂstqi”umina 4: FastQC on data 2: an f o
Datamash . . A RawData
z . - fastgillumina.bz2
~ONVerL tormas ; ; 3: FastQC on data 2: @ F R
fastgillumina.gz
Filter and Sort Webpage
Join, Subtract and Group fastgsanger 5
. £ a 4
Fetch Alignments uences fastgsanger.bz2 4

NGS: OC and manipulation
FastQC Read Quality reports
multigc aggregate results

from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

fastgsanger.gz

fastgsolexa

fastgsolexa.bz2

factncnlawva Az

DRRO24501sub 1.fastg
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" Diactosanzer o TLY

Wl 1—7 - Save HIEHEHEEL T, @Save

— - . - - e e -
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

4 . ~
Tools — Attributes Convert Format Datatvpe Permissions i < & [
search tools Q A

— e search datasets ()
Get Data F—EE(TEEETS
Send Data I PIRY-R o - Unnamed history

3 shown, 1 deleted
Lift-Over fastgsanger v 2 %
Collection Operations CAUFE T DT — w DT — S5 TEEELFET. LiL 187.46 MB -
. . F—Atrw MR BIFEELFHA. T-HTTw MOSTTOE

Text Manipulation e 4: FastQC on data 2: @ F R
Datamash RawData
Convert Formats Save

3: FastQC on data 2: I AR
Filter and Sort Webpage

Join, Subtract and Group

2: @ F R

Fetch Alignments/Sequences
DRRO24501sub 1.fastqg

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data W

T s ool mdeinam maae i

< >
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" S DSaveRATe -+, ZDRAEA10
. DU EHESZEEHYET , LIETP
Wl 1_8 - Sa-ve I:I:I . S=EZ IR U EMIMNYELT-

- | X

— - . - - e e -
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

4 . ~
Tools — @) Changed the type of dataset ‘DRR024501sub_1.fastg’ | HEAogy < & [
] to fastgsanger
search tools (% )
~ search datasets x)
Get Data
Unnamed history
Send Data .
Attributes Convert Format Datatvpe 3 shown, 1 deleted
Lift-Over Permissi
ermissions
Collection Operations 187.46 M8 Eilb
Text Manipulation T EEETE 4: FastQC on data 2: & & X
Datamash RawData
Name:
Convert Formats 3: FastQC on data 2: @ & X
Filter and Sort DRRO24501s5ub_1.fastg Webpage
Join, Subtract and Group Info: o
] LIl @ S X
Fetch Alignments/Sequences uploaded fastq file DRRO24501sub 1.fastq

NGS: OC and manipulation
EastQC Read Quality reports Annotation / Notes:

multigc aggregate results
from bisinformatics analyses
into a single report Add an annotation or notes to a dataset; annotations

. . . are available when a history is viewed.
Trimmematic flexible read

trimming tool for Illumina Database/Build:
NG5 data v ---—- pAdditional Species Are Below —--- | =
T I e e s Lo T T T R L ]
W
£ Save >
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" DSavett T o 578 T@Trimmomatic

W11-9:SavefkT

— - . - - e e -
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

4 . ~
Tools — @) Changed the type of dataset ‘DRR024501sub_1.fastg’ | HEAogy < & [
] to fastgsanger
search tools (% )
~ search datasets x)
Get Data
Unnamed history
Send Data .
Attributes Convert Format Datatvpe 3 shown, 1 deleted
Lift-Over Permissi
ermissions
Collection Operations 187.46 M8 Eilb
Text Manipulation T EEETE 4: FastQC on data 2: & & X
Datamash RawData
Name:

Convert Formats 3: FastQC on data 2: @ & X
Filter and Sort DRRO24501s5ub_1.fastg Webpage
Join, Subtract and Group Info: 2

] 2 @ & X
Fetch Alignments/Sequences uploaded fastq file DRRO24501<ub 1.fast

NGS: OC and manipulation
EastQC Read Quality reports Annotation / Notes:

multigc aggregate results
from _bipinformatics analyses
i report Add an annotation or notes to a dataset; annotations

. . . are available when a history is viewed.
Trimmematic flexible read

trimming tool for Illumina Database/Build:
NG5 data LV ] I O p— Additional Species Are Below ----- v
T I e e s Lo T T T R L ]
W
£ Save >
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=
W12-1: Trimmomatic

DD AHAT7AILD ., @TrimmomaticDInput
FASTQ file ETROMNSKIITEYFELE

@ -

Tools

usegalaxy.crg

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
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Ti c flexible read
trimming tool for Hlumina
NGS data

T s ool mdeinam maae i

<

Mool

I+

d=toolshed.g2.bx.psu.edu%2Frepos®%2Fpjbriggs" O ~ @ &

Analyze Data

™

Trimmomatic flexible &% Versions = Options

read trimming tool for Illumina NGS data (Galaxy
Version 0.36.3)

Single-end or paired-end reads?
Single-end -
Input FASTQ file
O ¢ D
Perform initial ILLUMINACLIP step?

2: DRRD24501sub_1.fastqg

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 required
20

= Galaxy

A History

search datasets

Unnamed history
3 shown, 1 deleted

187.46 MB

4: FastQC on data 2:
RawData

3: FastQC on data 2:
Webpage

2:

DRRO24501sub 1.fastq

&% ®

L A
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= 2 A TE—EHIRENEHEDT. DYes

W12-1: Trimmomatic

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu%2Frepos®2fpjbriggs" P ~ B G || =T Galaxy

4+ . ~
Vit — Trimmomatic flexible &% Versions = Options A | History < & [
search tools & A read trimming tool for Illumina NGS data (Galaxy
. search datasets Q
Get Data Version 0.36.3)
Unnamed histo
Send Data Single-end or paired-end reads? P N v
3 shown, 1 deleted
Lift-Over ;
sl Single-end -
Collection Operations . 187.46 MB &% »
] i Input FASTQ file
Text Manipulation 4: FastQC on data 2: ® & x
Datamash @ &4 00O || 2: DRRO24501sub_1.fastg - RawData
Perform initial ILLUMINACLIP step?
Convert Formats P 3: FastQC on data 2: @ F R
Filter and Sort Yes | No Webpage
Join, Subtract and Group Cut adapter and other illumina-specific sequences from
the read 2 @ &S X

Fetch Alignments/Sequences

DRRO24501sub 1.fastq

NGS: OC and manipulation Trimmomatic Operation

FastQC Read Quality reports 1: Trimmomatic Operation

Select Trimmomatic operation to perform

multigc aggregate results

from bioinformatics analyses Sliding window trimming (SLIDINGWINDOW)  +
into a single report
L Number of bases to average across
T c: flexible read
trimming tool for Hlumina 4
MNGS data W ] .
Average quality required
Teiemm T mlaral sdamdiven AnemliEss V
< 20 >
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W12-2: 73X T 3—FEe 5| %5 7E

- O >
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy
Analyze Data
4 . ~
Vit — Trimmomatic flexible &% Versions = Options A | History < & [
search tools & A read trimming tool for Illumina NGS data (Galaxy
. search datasets x)
Get Data Version 0.36.3)
Unnamed histo
Send Data Single-end or paired-end reads? 3 shown. 1 delete dw
Lift-Over ; '
sl Single-end -
Collection Operations . 187.46 MB &% »
] i Input FASTQ file
Text Manipulation 4: FastQC on data 2: ® & x
Datamash @ &4 00O || 2: DRRO24501sub_1.fastg - RawData
Convert Formats Perform initial ILLUMINACLIP step? 3: FastQC on data 2: ® & %
Filter and Sort Yes | No Webpage
Join, Subtract and Group Cut adapter and other illumina-specific sequences from -
. - - a 4
Fetch Alignments/Sequences the read A 4
NGS: OC and manipulation Adapter sequences to use —a=id
FastQC Read Quality reports TruSeq2 (single-ended, for Illumina GAII) -
multigc aggregate results Maximum mismatch count which will still allow
from bisinformatics analyses a full match to be performed
into a single report 5
Trimmomatic flexible read
trimming tool for llumina How accurate the match between the two
NGS data v ‘adapter ligated’ reads must be for PE
palindrome read alignment
Tt i m L | ol o mdeis sm vmam [ ides V
L4 30 >
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" AN T74 LIEsingle-end

W12-2: 745 J3—ER5|EHgTE Meer—2eoh

Analyze Data
4 . ~
Vit — Trimmomatic flexible &% Versions = Options A | History < & [
search tools & A read trimming tool for Illumina NGS data (Galaxy
. search datasets Q
Get Data Version 0.36.3)
Unnamed histo
Send Data Sinale-end or paired-end reads? 3 shown. 1 delete dw
Lift-Over d|l Q ' e
. . 187.46 MB ]
Sl TruSeq2 (single-ended, for Illumina GAII)
Text Manipulation . . . . .
TruSeq3 (single-ended, for MiSeq and HiSeq) 4: FastQC on data 2: L A
Datamash : . RawData
TruSeq2 (paired-ended, for Illumina GAIIL)
Convert Formats Pe 3 F C data 2-
. TruSeq3 (paired-ended, for MiSeq and HiSeq) : FastOC on data 2: @ & X
Filter and Sort 7 Webpage
Join, Subtract and Group cy TruSeq3 (additional segs) (paired-ended, for
i MiSeq and HiSeq) 2: & »®
Fetch Alignments/Seguences th d-ended DRR024501<ub 1 fast 4
. . Mext i - . q
NGS: OC and manipulation extera (paired-ended)
FastQC Read Quality reports TruSeq2 (single-ended, for Illumina GAII) -
multigc aggregate results Maximum mismatch count which will still allow
from bisinformatics analyses a full match to be performed
into a single report 5
Trimmomatic flexible read
trimming tool for llumina How accurate the match between the two
NGS data v ‘adapter ligated’ reads must be for PE
palindrome read alignment
Tt i m L | ol o mdeis sm vmam [ ides V
L4 30 >
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oo EELT. QOR—D BRZF%
W12-3: R—J BT EA Ot R TR

- O >
e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy
Analyze Data
4 . ~
Vit — Trimmomatic flexible &% Versions = Options A | History < & [
search tools & A read trimming tool for Illumina NGS data (Galaxy
. search datasets x)
Get Data Version 0.36.3) '
Unnamed histo
Send Data Single-end or paired-end reads? 3 shown. 1 delete dw
Lift-Over ; '
sl Single-end -
Collection Operations . 187.46 MB &% »
] i Input FASTQ file
Text Manipulation 4: FastQC on data 2: ® & x
Datamash A &4 00O || 2: DRRO24501sub_1.fastg - RawData
Convert Formats Perform initial ILLUMINACLIP step? 3: FastQC on data 2: ® & %
Filter and Sort Yes | No Webpage
Join, Subtract and Group Cut adapter and other illumina-specific sequences from -
. - - a 4
Fetch Alignments/Sequences the read A 4
NGS: OC and manipulation Adapter sequences to use —a=id
FastQC Read Quality reports TruSeq3 (single-ended, for MiSeq and HiSeq) -
multigc aggregate results Maximum mismatch count which will still allow
from bisinformatics analyses a full match to be performed
into a single report 5
Trimmomatic flexible read
trimming tool for llumina How accurate the match between the two
NGS data v ‘adapter ligated’ reads must be for PE
palindrome read alignment
Tt i m L | ol o mdeis sm vmam [ ides V
L4 30 >
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W12-4:Citations

DOR—U T E, QZDIZE D5 FANXHRE
. Galaxy&Trimmomatic TY . B ENEET LD

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/Sequences

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

I+

™

Au® erence *enibriaast E ,G
u.edu%2Frepos%2Fpjbriggs O -

and Marius van de

n Beek.

It runs the Trimmomatic program which has been

developed within Bjorn Usadel's group at RWTH Aachen

university.

Trimmomatic website (including documentation):

» http://www.usadellab.org/cms/index.php?

= Galaxy

search datasets

Unnamed history
3 shown, 1 deleted

187.46 MB

page=tr

immomatic

The reference for Trimmomatic is:

=« Bolger, A.M., Lohse, M., Bamp; Usadel, B.

4: FastQC on data 2:
RawData

3: FastQC on data 2:
Webpage

(2014). Trimmomatic: A flexible trimmer for

Hlumina
btul70.

Sequence Data. Bioinformatics,

2:

DRRO24501sub 1.fastq

Please kindly acknowledge both this Galaxy tool and the

Trimmomatic prog

ram if you use it.

Citations [# Show BibTeX

Bolger, A. M. and Lohse, M. and Usadel, B. (2014).
Trimmomatic: a flexible trimmer for Hllumina sequence
data. In Bioinformatics, 30 (15), pp. 2114-2120,
[doi:10.1093/biginformatics/btul 70][Link]
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" DD H-YFETET. @Execute

W12-5: TrimmomaticzE1T

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

Tools :!; Select Trimmomatic operation to perform A| History ~ % M
Sliding window trimming (SLIDINGWINDOW) -
search tools Q A &
Number of bases to average across search datasets
Get Data
send Data 4 Unnamed history
3 shown, 1 deleted
Lift-Over Average gquality required
. . 187.46 MB & B -
Collection Operations 20
Text Manipulation 4: FastQC on data 2: ® & x
Datamash + Insert Trimmgmatic Operation M
Convert Formats 3: FastQC on data 2: @ F R
Filter and Sort Webpage
Join, Subtract and Group ) what it does X
. . . . . . £: A
Fetch Alignments/Sequences Trimmomatic performs a variety of useful timming tasks

DRRO24501sub 1.fastq

NGS: OC and manipulation for illumina paired-end and single ended data.

FastQC Read Quality reports This tool allows the following trimming steps to be
. performed:
multigc aggregate results
e Gl ek e Sl « ILLUMINACLIP: Cut adapter and other
into a single report illumina-specific sequences from the read
Trimmomatic flexible read » SLIDINGWINDOW: Perform a sliding
trimming tool for Ilumina window trimming, cutting once the average
NGS data Vv quality within the window falls below a
) . ) threshold
< Trime Calaral adantie aualit » MINLEN: Drop the read if it is below a W N

snercified lenoth
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W12-6: 3%

EI{TEFBIRERE

hittps:

usegalaxy.org/tocl_id=toclshed.g2. bx. psu.edu

R

cMTEROs Yo

2Fpjbriggs* O ~ @ &

Tools ole
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
FastQC Read Quality reports
multigc aggregate results
from bisinformatics analyses
into a single report
Trimmomatic flexible read
trimming tool for Hlumina
NGS data

ENCTET A H

Teiemm T mlarsl o e,

<

Analyze Data

= Galaxy

V)

™

1 job has been successfully added to the queue -

resulting in the following datasets:

5: Trimmomatic on
DRRO24501sub_1 . fastq

¥ou can check the status of queued jobs and view

the resulting data by refreshing the History pane.
When the job has been run the status will change

from "running’ to “finished' if completed
successfully or "error’ if problems were
encounterad.

History

search datasets

Unnamed history
4 shown, 1 deleted

187.46 MB

 5: Trimmomatic on
DRR024501sub 1.fastg

4: FastQC on data 2:
RawData

3: FastQC on data 2:
Webpage

2:

DRRO24501sub 1.fastq

BARILBREFREOEFHF1LE

109




" DHIHHEITYO—RLTHDE,

—— E{Th (ER|)(TH-TULVELT:
W12-7:E{7H oR =

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

Tools X History =8 M
o o 1 job has been successfully added to the queue -
search tools inag i i .
] resulting in the following datasets: cearch datasets )
Get Data . .
5: Trimmomatic on Unnamed history
Send Data DRR024501sub_1.fastq P -
Lift-Over
[ T You can clheck the status of ?ueued ]{::bs and view 187.46 MB & B -
] i the resulting data by refreshing the History pane.
Text Manipulation When the job has been run the status will change s.: 5: Trimmomaticon @ & x
Datamash from ‘running’ to ‘finished’ if completed DRR024501sub 1.fastqg
Convert Formats successfully or "error’ if problems were
. encounterad. 4: FastQC on data 2: @ F R
Filter and Sort RawData

Join, Subtract and Group

3: FastQC on data 2: @& F R
Webpage

Fetch Alignments/Sequences

NGS: QC and manipulation

FastQC Read Quality reports 2: @& F R
DRRD24501sub 1.fastg

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data W

T s ool mdeinam maae i

< >
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= DESIZHIDEIZYA—RLTHDE. @
= FITIRT (FB) ([ThoTULVELE. T

W12'8 . % T%g T ) A—RIZ&kbFzvIIEEEN LN
FHAh OTIRIYAXLEZTET R

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" O ~ B G || =T Galaxy

Visualization~ Help~
Tools X History =8 M
o o 1 job has been successfully added to the queue -
search tools inag i i .
] resulting in the following datasets: cearch datasets )
Get Data . .
5: Trimmomatic on Unnamed history
Send Data DRR024501sub_1.fastq 4 shown, 1 del
Lift-Over
[ T You can clheck the status of ?ueued ]{::bs and view 347.05 MB & B -
] i the resulting data by refreshing the History pane.
Text Manipulation When the job has been run the status will change 5: Trimmomatic on @ & x
Datamash from ‘running’ to ‘finished’ if completed DRR024501sub_1.fastg
Convert Formats successfully or "error’ if problems were
. encounterad. 4: FastQC on data 2: @ F R
Filter and Sort RawData

Join, Subtract and Group

3: FastQC on data 2: @& F R
Webpage

Fetch Alignments/Sequences

NGS: QC and manipulation

FastQC Read Quality reports 2: @& F R
DRRD24501sub 1.fastg

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data W

T s ool mdeinam maae i

< >
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" DDECHES vy, A

W12-9 : %ﬁ%@@*‘@‘\/ 0— P FIICW10-4LRIC/EXRTY

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

Tools X History =8 M
o o 1 job has been successfully added to the queue -
search tools inag i i .
] resulting in the following datasets: cearch datasets )
Get Data . .
5: Trimmomatic on Unnamed history
Send Data DRR024501sub_1.fastq P -
Lift-Over
[ T You can clheck the status of ?ueued ]{::bs and view 347.05 & B -
] i the resulting data by refreshing the History pane.
Text Manipulation When the job has been run the status will change 5: Trimmomatic on @ & x
Datamash from ‘running’ to ‘finished’ if completed DRR024501sub_1.fastg
Convert Formats successfully or "error’ if problems were
. encounterad. 4: FastQC on data 2: @ F R
Filter and Sort RawData

Join, Subtract and Group

3: FastQC on data 2: @& F R
Webpage

Fetch Alignments/Sequences

NGS: QC and manipulation

FastQC Read Quality reports 2: @& F R
DRRD24501sub 1.fastg

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data W

T s ool mdeinam maae i

< >
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W12-9: #5 B DA Y O—K | 2L o

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu®%2Frepos®2fpjbriggs" P ~ B G || = Galaxy

Tools ole
search tools Q A
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
FastQC Read Quality reports
multigc aggregate results
from bisinformatics analyses
into a single report
Trimmomatic flexible read
trimming tool for Hlumina
NGS data W

T s ool mdeinam maae i

<

V)

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

5: Trimmomatic on
DRRO24501sub_1 . fastq

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

DFZ7AIL YA X, @Trimmomatic
DY HAT774 )LIfastgsangerfiz I

| X

History — & 1

search datasets ()
Unnamed history

4 shown, 1 deleted

347.05 MB & B -

5: Trimmomatic on
DRR0O24501sub 1.fast
159.6 MB

4 —~w I~: fastgsanger,
T2

® F R A

Picked up _Java_OPTIONS:
-Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/162609:
-¥Xmx7680m -Xms256m
TrimmomaticSE: Started with
arguments;

-threads 1 -phred33
fastg_in.fastgsanger
fastq_out.fastgsanger
ILLUMIMACLIP: fgalaxy/main/deps,

< >
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" SN D= D#1-Y, @Save

W12-9: #£RB A Hoa—k

- O >
e = https://usegalaxy.org/Ttocl_id=toclshed.g.bx. psu.edu2Freposa2Fpjbriggst D-ac|= Galaxy
Tools X History =8 M
o o 1 job has been successfully added to the queue -
search tools inag i i .
] resulting in the following datasets: cearch datasets )
Get Data . .
5: Trimmomatic on Unnamed history
Send Data DRR024501sub_1.fastq 4 shown, 1 deleted
Lift-Over
[ T You can c.heck the status of thueued _]{::bs and view 347.05 MB & B -
] i the resulting data by refreshing the History pane. - fast
Text Manipulation When the job has been run the status will change Ej ?ﬂu S stqsanger, A
Datamash from ‘running' to “finished' if completed ToAN—A 2
Convert Formats successfully or "error’ if problems were Picked up _JAVA_OPTIONS:
. encounterad. \ . ’
Filter and Sort -Djava.io.tmpdir=/galaxy-
A AT T e LS T repl/main/jobdir/016/260/16260%:
i -Xmx7680m -Xms256m
Fetch Alignments/Sequences TrimmomaticSE: Started with
NGS: OC and manipulation arguments:
FastQC Read Quality reports -threafjs. 1 -phred33
fastg_in.fastgsanger
multigc aggregate results fastg_out.fastgsanger
from bicinformatics analyses ILLUMINACLIP:/galaxy/main/deps,
into a single report ' 3
Trimmomatic flexible read
. . B 6. ? . e
trimming tool for Hlumina
MGS data W AURRA24581.1 MIBITE:1S5  BORORERAE-AZRKL W4
Twtwws rlreral odocdion ces ik, ATGENA
L4 >
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W12-9: R DA C

Tools -?a

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
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read

d.g2.bx.psu.edu¥%2Frepos®%2Fpjbriggst O ~ &

DTTRTI7AMILA . B K Ufastgsanger&l

L EF CHRESNE T, zipEfESN TS
DIFTTIXEZELD T, ForO—FRRIEEA&EIC
THERRANITAATHITET , K9160MB&H DD

T. A oraO—KRIZFENLGYIC

Visualization~ Help~

1 job has been successfully added to the queue -

resulting in the following datasets:

5: Trimmomatic on

DRRO24501sub_1 . fastq

¥ou can check the status of queued jobs and view
the resulting data by refreshing the History pane.
When the job has been run the status will change

4 —~w I~: fastgsanger,

History — G [0
search datasets x)

Unnamed history

4 shown, 1 deleted

347.05 MB & B -

from "running’ to “finished' if completed
successfully or "error’ if problems were
encounterad.

F—BR—R: ? =

Picked up _Java_OPTIONS:
-Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/16260%:
-Xmx7680m -Xms256m
TrimmomaticSE: Started with

arguments;

-threads 1 -phred33
fastg_in.fastgsanger
fastg_out.fastgsanger

ILLUMINACLIP:/galaxy/main/deps,

<

| v N .

trimming tod
NGS data

Teiemm i mlaen

<

o

usegalaxy.org 7i'5 Galaxy3-[Trimmomatic_on_DRR024501sub_l.fastqg].fastgsanger (159 MB) EE 0. EEAFFLETA?

FrANERL(O)

wES |7 Fr G

>
e

papanae-AZRK1 g
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" @FastQC

W13-1:FastQC

e = https://usegalaxy.org/Ttool_id=toolshed.g2 bx.psu.edu%2Frepos®2fpjbriggs" P ~ B G || =T Galaxy Snf 403
? Galaxv Analyze Data .

Tools X History = L1
o 1 job has been successfully added to the queue -

search tools (% ) - - .
] resulting in the following datasets: cearch datasets )
Get Data — i
- Irimmomatic on Unnamed history
Send Data DRR024501sub_1.fastq 4 shown, 1 deleted
Lift-Over
¥ou can check the status of queued jobs and view 347.05 MB & B -

Collection Operations
Text Manipulation

the resulting data by refreshing the History pane.
When the job has been run the status will change
Datamash from ‘running’ to finished' if completed

successfully or "error’ if problems were Picked up _JAVA_OPTIONS:
encounterad.

Filter and Sort -Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/16260%:
-Xmx7680m -Xms256m
TrimmomaticSE: Started with
arguments;

-threads 1 -phred33
fastg_in.fastgsanger

4 —~w I~: fastgsanger,
F—R—: 2 =

Convert Formats

Join, Subtract and Group

FastQC Read Quality reports

multigc aggregate results fastg_out.fastgsanger
from bicinformatics analyses ILLUMINACLIP:/galaxy/main/deps,
into a single report < 3
Trimmomatic flexible read ~

— : 26 W ? . e
trimming tool for Hlumina
NGS data W @DRRE24581.1 MIBZTE:15: BORARIRER-AZRKL W4
Teien Caloral adoskion aesliEs ATGHA

<
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W13-2:Execute

D&xZIZERBLT=TrimmomaticEST
BOFASTQIZ7AILDNT IAILLT
BZTWAD T, FNDFEFE2Execute

Tools ole
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
E'II-"EEIEQ ' "" C Read Quality reports
multigc aggregate results
from bisinformatics analyses
into a single report
Trimmomatic flexible read
trimming tool for Hlumina
NGS data

Teiemm T mlarsl o e,

ENCTET A H

<

™

FastQC Read Quality % Versions
reports (Galaxy Version 0.69)

- Options

Short read data from your current history

M| & | & ||3: Trimmomatic on DRR0245...
Contaminant list
Q| &9 O || Mothing selected -

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

Submodule and Limit specifing file

D4 | O

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

Mothing selected -

odules warning parameter

ﬂ Purpose

FastQC aims to provide a simple way to do some quality
control checks on raw seguence data coming from high
throughput sequencing pipelines. It provides a modular set
of analyses which you can use to give a quick impression
of whether your data has any problems of which you

5 (| L 1 r M I

- | X

| History - & 1
search datasets x)
Unnamed history
4 shown, 1 deleted
347.05 MB & B -
4 —~w I~: fastgsanger,
FT—AR—: 2 A

Picked up _Java_OPTIONS:
-Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/16260%:
-Xmx7680m -Xms256m
TrimmomaticSE: Started with
arguments;

-threads 1 -phred33
fastg_in.fastgsanger
fastg_out.fastgsanger
ILLUMINACLIP:/galaxy/main/deps,

< >
RO | ? e

BrRRE24581.1 MABZTE:LS: BHEEEHREE-AZRKL W4
ATGHA
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" A
W13-3: ET7#HFb

ORTHLRE(RE) THD
CEM, COBHIYTHhAYFES

Tools ole
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
FastQC Read Quality reports
multigc aggregate results
from bisinformatics analyses
into a single report
Trimmomatic flexible read
trimming tool for Hlumina
NGS data
T Calamal ndnnkn sl

£

™

V)

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

6: FastQC on data 5: Webpage

7: FastQC on data 5: RawData

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

search datasets ()

Unnamed history
6 shown, 1 deleted

347.05 MB ~ % -

data 5: Webpage

5: Trimmomaticon @ & %

DRRO24501sub 1.fastg
159.6 MB

J#—~w I~: fastgsanger,
F—ES—: 2

Picked up _JAVA_OPTIONS:
-Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/162609
-¥Xmx7680m -Xms256m
TrimmomaticSE: Started with
arguments:

-threads 1 -phred33
fastg_in.fastgsanger
fastg_out.fastgsanger Vv
ILLUMIMACLIP: fgalaxy/main/deps,

BARILBREFREOEFHF1LE
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W13-4:ET7#T

OFFBIZIEY, FastQCHOEITHHET
L2 [FLD T, OX—2 ERICHKEE)

Tools ole
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
FastQC Read Quality reports
multigc aggregate results
from bisinformatics analyses
into a single report
Trimmomatic flexible read
trimming tool for Hlumina
NGS data
T Calamal ndnnkn sl

£

™

V)

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

6: FastQC on data 5: Webpage

7: FastQC on data 5: RawData

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

search datasets ()

Unnamed history

6 shown, 1 deleted
348.45 MB ¥ % e
Webpage

™
5: Trimmomatic on AW AR

DRRD24501sub 1.fastg
159.6 MB

J#4—~w I~ fastgsanger,
F—AN—: 7

S =

Picked up _JAVA_OPTIONS:
-Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/16260%:
-Xmx7680m -Xms256m
TrimmomaticSE: Started with
arguments;

-threads 1 -phred33
fastg_in.fastgsanger
fastg_out.fastgsanger
ILLUMINACLIP:/galaxy/main/deps,
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" A
W13-4:ET7#T

DZALRELTES
BTLTLET 42

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/Sequences

NGS: OC and manipulation
FastQC Read Quality reports

multigc aggregate results
from bisinformatics analyses
into a single report

Trimmomatic flexible read
trimming tool for Hlumina
MGS data

T s ool mdeinam maae i

<

I+

™

V)

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

6: FastQC on data 5: Webpage

7: FastQC on data 5: RawData

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

search datasets ()

Unnamed history
& shown, 1 deleted

348.45 MB & B -

7:FastQCondata5: @ 4 x
RawData

6: FastQCondata5: @ & x
Webpage

5: Trimmomaticon @ & x
DRR024501sub 1. fastqg

159.6 MB

J#—~w |~: fastgsanger,
TR 2

Picked up _JAVA_OPTIONS:
-Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/260/162609:
-¥Xmx7680m -Xms256m
TrimmomaticSE: Started with (W]
arguments:

BARILBREFREOEFHF1LE
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" D&7)yILTC, @zip

W13-5: %ﬁ%d)g\\j“/n_l\“ I7AVESA—k

Tools X History =8 M
o 1 job has been successfully added to the queue -

search tools O A resulting in the following datasets: cearch datasets ]

Get Data 6: FastQC data 5: Web
: Fas on data 5: Webpage i
S pag Unnamed history
& shown, 1 deleted

Lift-Over
E— 7: FastQC on data 5: RawData
Collection Operations 348.45 MB ¥ % ®
Text Manipulation You can check the status of queued jobs and view 7: FastQCondata5: @ 4 x
RIS the resulting data by refreshing the History pane. — ~
E— When the job has been run the status will change
Convert Formats from “running’ t.u 'ﬁm.s.hed' if completed 6: FastQCondata5: @ & x
Filter and Sort successfully or "error’ if problems were Webpage
Join, Subtract and Group encountered. 204.0 KB
Fetch Alignments/Seguences A —<w [~ html, 7—%5~—2: 2

NGS: QC and manipulation

Picked up _Java_OPTIONS:
FastQC Read Quality reports _Djava.io.tmpdir=/galaxy-
repl/main/jobdir/016/261/162610.
-¥Xmx7680m -Xms256m

multigc aggregate results
from bisinformatics analyses

into a single report >
Trimmomatic flexible read B . ? LW
trimming tool for Hlumina

HIML file
MGS data (W] (W]

T s ool mdeinam maae i L Trimwmanmaatics oo - | s

<
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W13 6:f5ET AHE...

[ [ -

Tina

u-"

| FastQC_on_data_5_Webpage

== =T

i

A « TAD...

S

||||:

HE

Trimmomatic_on_DRR0Z4507Tsub_1_fasts

a FastQC_on_data_>_Webpage_html.htm

|j rgFastQCHVDe3Q.log

aTnmmn::-matlc on_DRRO24501sub_1_fast
Trimmomatic_on_DRR0Z4507Tsub_1_faste

TRV,
SENER

BAILEE

» FEEt‘QC_DH_dEtE_E_WEprgE\ v 0

Zip 77 A IVERETHE, DD ESIHRELIC
55, Q&FTILY)vod BHETrimmomatic
EITERDFastQCEERNREONET, QY —
K#71%297,724¢4 5= &K5 T

O
o

C P

| P

Oblidbe W

BEHEaE ]
- o x
€ | C¥lnanboptVOusktopWFatQC on dats 5 WebnageWFantQC on dats 5 Webpage trtml el Tnmmomeee on DRROASO
@FastQC Report oyl gl
p Trimmomatic_on_DRR024501sub_1_fastq
Summary 2
= @Basic Statistics
&P asic Statistics
@Per base sequence quaity Filerane Trimmomat ic_on_DRRO245015u6_1_fasiq
Q}‘er tile sequence quality File tvee Convent iocnal base calls
@Pel sequence quality scores Ercoding Sanger / 11lumira 1.9
Tolal Sequerces 2047724
Qf'er base seguence content
Sequences flazged as poor amlity 0
QF’Q[ sequence GC content Saquence |erath 2-251
@Per base N content P 38
¢ P'Sequence Length Distribution
@Segue_v@g_Dyw,'_tg'-"?_r}_ Levels _
@ overrepresented sequences @per base sequence quality
@)\d{;‘p(cl Content Qualily scame s mLu sas [Segar ! Turing ! 9 encoding)
00
A A A - v
<

| Produced by FastQC (version 0.11.5)

R A
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"
W13-7:Per base sequence.

e = filex///C/ Users/kojik/Desktop/FastQC_on_data_5_Webpage/FastQC_on_data_5_ Webpage_html.html#M1 P~ 2 Trimmomatic_on_DRR0O2450...

@FastQC Report

Summary

@Basic Statistics

@Per base sequence quality

@Per tile sequence quality

@Per sequence quality scores

@Per base sequence content

@Per sequence GC content

@Per base N content

Sequence Length Distribution

@Sequence Duplication Levels

@Overrepresented sequences

@Ada ter Content

Kmer Content

(DPer base sequence qualityZ
2V)9OL T VAN TA4ARAT 7

Wed 5 Jul 2017
Trimmomatic_on_DRR024501sub_1_fastq

@Pper base sequence quality

<

Produced by FastQC (version 0.11.5)

40

a2

Quality scotes across all bases (Sanger ! lllumina 1.9 encoding)

[ 1]
[

Wil
1
[ ]

[

[ T[]
T

{ [T 1
C T 1
(T 1
(T 1]
(T T 1

LT
(T 1

o

300

28

26

24

22

20

123456789 15-189 30-34 45-49 BO-84 75-79 290-594 110-114 130-134 150-154 170-174 190-194 210-214 230-234 250—25V

Pasition in read (bp}
>
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" S DAdapter ContentDERELT, W1T-
1 TRZTLV=@Illumina Uni |
W13-8: Adapter Content| asmersiciotinscirbns.,

e & file:///C:/ Users/kojik/Desktop/FastQC_on_data_5_Webpage/FastQC_on_data_5_Webpage_html.html2M10 2~ ¢ @ Timmom] Fa Q C = % ?i- ?ﬁ J: L) :E) #- l/ /r ' - 7:; < 7‘; - -t
B WS ENHM D (FE6[EW6-2)

@FastQC Report

Summary @ Adapter Content N

Trimmomatic_on_DRR024501sub_1_fastq

%% Adapter
@Basic Statistics 100

llumina Universal Adapter
llumina 8mall RNA 3 Adapter
llumina 8mall RNA 5 Adapter
Mestera Transposase Sequernce
SOLID Small RNA Adapter

@Per base sequence quality a0

@Per tile sequence quality

&80
@Per sequence quality scores

@Per base sequence content 70

@Per sequence GC content 80

@Per base N content

50
Sequence Length Distribution

40

@Sequence Duplication Levels

@Overrepresented seguences 10

@Ada ter Content
20
Kmer Content

1234568789 1512 30-34 4549 60-84 7579 20-24 110-114 130-134 150-154 170-174 120-124 210-214 230-234
Position in read (bp)
< >

Produced by FastQC (version 0.11.5)
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14-1:NGSN\V XA VEE R

(DJST-NBDCMNFEF
BONGS/N\ XA
BEDRNZAIL. Linux
IRIETHOERHIFIL

e &h https://biosciencedbc.jp/hughan/human-resources/workshop P~BC| & ETE - MAF(IVIF-... it 3¢ 505 @
~MEFTET—I~N—R%, TEHT, RUH( - @ﬁgﬁ%—gmm A
INAFAY ALV AT —FN—AL U — 239228 + + U
National Bioscience Database Center Englich S lSearch fo. || Bescch |
- Home » m » B » ﬁ&”—% : -
#)\AAA L TART A DANMEBRDICHDFEBE
Inesgosr
5S4 THA IV ARBORFRBCHN TR BEX - ZEOFRT —FHEEEIN. BORST—HENRENCIBATVET. —AT. TNSOT—HZEE B
RT3 ROOAMERELTVBIRATY . ZOLODHARBOKAZEFA. NBDCEEZERIMERSNNRCHVT, BRAT—4Z2EE - BHT3/ (1A

TANTA VAN ZERT BODHVUFISAICEIZZRURLEBLTT. RHUFISAE HEHSETHD EBONIRERS — 0T HF—HICESZE
HTARBERO>TEDFET.

@ MBS RIETRELLAUFISA

W o ) O—

@ H2 NGS)\ XA~ EB= (201748H28H~9H1
®H2 NGS/\> XA EBEE (20165F7H195~8H4

@ H27: NGS/\> ~EES (201557H228H~8H6

@ H26EENGSEE 11— EES (2014F9H15~12H) N

HAZBEFREDEHELLE

125




