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(UPLOAD & RESULTS)

MAIN WINDOW

TOOLS SECTION

Home Page - Intranet .. (> Google w# Dizionario taliano-Ing...

Analyze Data

--- COMMON TOOLS -
Get Data
Send Data

Istituto Superiore di Sanita’

Lift-Over
Text Manipulation
Eilter and Sort

ARIES - Advanced Research Infrastructure for Experimentation in Genomics - Galaxy Instance at ISS

Join, Subtract and Group
Convert Formats

Extract Features

Eetch Sequences

Fetch Alignments
Statistics

Graph/Display Data
GraPhlAn

Tweets ., @ARIES_GENOMICS

Genomics Education

micsedu
Do you know the ins and outs of whole genome
sequencing and NGS technology? Whatever your
background, sign up now for our free online course in
September to learn more about them and how they're
used in healthcare: socsi.in/Q2lIri #genomics
#genomes100k

Wonderful course!
[ ‘ Something that

m

Phylogenetics

---HREVAP TOOLS——-
HReVAP

---NGS TOOLS---

E coli typing

NGS: Assembly

NCBI Blast

Manipulation

Gene Annotation
FASTA/FASTQ manipulation
NGS: Mapping

NGS: SAM Tools

NGS: BED Tools

NGS: RNA Analysis
NGS: QC and manipulation

Pl1se read our disclaimer before using ARIES.

I

Embed few on Twitter

---METAGENOMICS TOOLS-—

MetaGenomics - FTP is now available for data upload at ariesftp.iss.it (explicit FTP over TLS)

Commet - Take an interactive tour: | Galaxy ur | | Histery | | Seratchbook

= Y]

istory

NGS_course_2016
97 shown, 144 deleted, 88 hidden

118.33 MB &% e

233: virulotyperon @ 4 x
data 224 and data
225: mapping reads

232: virulotyper on
data 231 and data
230: mapping reads

@ &

231: ®# %
ED666 R2.fastgsanger

230: ® & x
ED666 R1.fastgsanger

229: ® &%
ED608 R2.fastgsanger

228: ® f %
ED608 R1.fastgsanger

227: ® &%
ED180 R2.fastgsanger

226: ® & x
ED180 R1.fastgsanger

225: ® &%
EDD10 R2.fastgsanger

224: ® &%
EDD10 _R1.fastgsanger

223: @ &
ED666 contigs.fasta

222: ® &
ED608 contigs.fasta

221: @ &
ED180 contigs.fasta

N

220: @ &
EDD10_contigs.fasta




= |View data

# Edit attributes

w delete

m

BFCC4GB4ACKA:4:1101:1817: 21828RACGTGATAS L
TCAAARTGCAGTCCGTGATCGAGATTTARCACCACCEGARTGTCATGACGCGCCEE
+

@FCC4GBAACKX:4:1101: 74602 22394RACGTGATA/1

TECAGTECGCARGT GRCGEACGCTGCGEATARTTACGCGCCATCCACCRAGRTEACC
+

goiiighiiiiiifhihiiiiiiiiiii cocoeccoce
@FCC4GBAACKH:4:1101:17609: 2250#RACGTGATA/ 1
GIGEETARTGCCETGERTGCIGITTATCCTGCARCCCGCCTGECAGCECATIGRTT
+
ggiiigfhiiiiihiihhiiihiiiiiiiiiiiihiiihiihiiiihgedecchbd
BFCC4GB4ACKH:4:1101:17931: 2181#RACGTGATA/ 1
CECCCETGATTACGGICTCGCCGTCCCGGRRTGCGTTACCCGCCETCAGECGETEE
+

gfiiiieghiiiiiifhiihiiigghii abccclaa
BFCC4GB4ACKH:4:1101:1695: 2397#RACGTGATA/ L
CTCATGCECAGCGEGTTGCCATCGCTTCARCCGEARTTATTCECGACGECAGTTIC
+

cocoocoode
@FCC4GBAACKE:4:1101:1818: 23884RACGTGATA/L
RATCECETCATGCCACTCGTTATCTGCCTGCTCCCGECCCTGACCACCARGCCAGT
+

ggiiiiiiiiiiiiiiiiiiibiiiiiiifhiiiiihiihii cdbb
@FCCAGBAACKE:4:1101:2662: 24624RACCTGATA/L
GCCCTGGCARGTTTTACCGTGCACGCACAGCCCCCCTCACAGACCATAGRRCRRAL
+
ggiigiiiihighiiiiiihhhiiiighhdfhhiiihgfggeeeec”acccecececee
@FCC4GB4RACHH:4:1101:3371: 22974RACCTRATA/L
GCCACECCECCACCEITARRACCGACGTCCATCCABCCCACATCETCCAGCARGAR
¥

gyiiihiiiiifiiiiiiiiinhhhi dddd
BFCC4GB4RCHE:4:1101:3363: 24324RACCTGATASL
ATAGETGCTGGARAGRTGGATGEEAGEGACAACGCARCCATACTETTICGTICGICAT
¥

@FCC4GBARCKH:4:1101:3578: 24953 RACCTGATA/L
ATARAGAGATTTACRAGCATGGTCAGEGRGGTCAGCAGCCECTTAGECTETICGCCAG
+

@FCCAGBAACKN :4:1101:4560: 23824RACGTGATA/1
CTIGCGTITCATITACCAGCACCCATICACGCGCTCTGTGATATGARRACCCTCRR
+
ggihiihiiiiiiiiifighhihiiiihiiiihhghiiggdgggfeeeeebodoch
BFCC4CB4ACKH:4:1101:5450: 23363RACCTGATA/ L
TETCCEECTGAGCTARCARCGCAGRRTACCGATARTGEACCELTACCEREEACTCC
+

Atrbutes | ConvertFormat  Datatype  Permissions

Mirbutes | Convert Format  Datatype  Permissions

Edit Atrbutes

Name:

ED180_R2fastgsanger

Tnfo:

Uploaded fastgsanger file

Amnotation / Notes:

Add an annotation or notes to a dataset; annotations are avallable when a histary is viewed,

Database, Build:

unspecfied (7) '
Save

Auto-getect

This wil mspect the dataset and attempt to correct the above column values f they are not accurate.

118.33 MB

233: virulotyperon @ & %=
data 224 and data

225: mapping reads

232: virulo ron @& & xR
data 231 and data

230: mapping reads

231: @& & xR
ED666 R2.fastgsanger
233.5 MB

format: fastgsanger, database: 2

uploaded fastgsanger file

26w ? b

[EFOCAGRAND00 4 1 1180 - 1743 : 2ARIRTGEGEAMC AN, 2
T T AT TEAAA T TR ETATOEAAAACAGCATCTAALGETS

+

[EFOCAGRANDO 4 1 1180 : 38361 21668 TEEAMCAN, 2

A T T T T A T A A A T A AR TTAMC AT AT

1 | m | 3

230: @& S =
ED666 R1.fastgsanger

229: @& & xR
ED608 R2.fastgsanger

¥ % e




# Edit attributes

Attributes | Convert Format  Datatype  Permissions

Edit Attributes

Name:

‘ ED666_R2.fastgsange |

Info:

uploaded fastgsanger file

Annotation / Notes:

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

Database/Build:

|_ unspecified (?) v |

Save

Auto-detect

This will inspect the dataset and attempt to correct the above column values if they are not accurate.,

Attributes

IT CAN BE USED TO
CHANGE THE FILE
NAME



# Edit attributes

Attributes Convert Format

Change data type

New Type:

Datatype

fastgsanger

bing

etandem

| excel

fasta

fastg
fastg.bz2
fastg.gz
fastgcssanger

fastgillumina

SSS5anie

Datatvpe

SPECIFY THE DATA FORMAT

All NGS platforms produce data in
the same .fastq format, using the
same ASCII code for PHRED
scores (.fastqsanger).

However, some tools require the
use with declared data type

.fastqsanger

Always set the datatype of
sequencing reads files as

.fastqsanger



FILES DETAILS FROM THE HISTORY

Download

Apestura di Galany231-{ED666 R fastqsanger] astgsanger g
Eshtnstdtndmpn’re
| Glay31fD66 R fosgmgerfscsmger
tipo: festgsanger File (33 MB)
da: bitpsfaresis.t
Che cosa deve fare Firefox con questo file?
O Apidocon | Sfoglz.. ‘
0 Sz file
Dia ora in avant esequi quesia azione per i i il di questo fipo
Ok Annalla

231: @® &S %
ED666 R2.fastgsanger

233.5 MB
format: fastgsanger, database: ?

View details Visualize in charts Tool Help Uploaded fastgsanger file

i

ol

§

e Fe
Dataset Informaton
- IN CASE OF THE
- USE OF TOOLS
. FOR SOME
- GRAFIC
s - VISUALIZATION
- . (TREES)
flFrnis [Tree from OTree:
Py i L]
e = 0%.0157
s L 0 ED073.0111
= = 0 ED608_0111
i 0 EDI80_0%

o 5 0 0 EDA1L 026

I 0 (0 ED654_026
0 0 ED566_0157
e ‘0l
o @EDEM_OIS?
Y 0157

0 ED010_0157

Edit dataset tags

2 O ? - ®

[EFCCAGRANTD 14 1 1181 1 1743 1 21BARTGGRAMCALLS 2

T T AT TEAAAT TROETATCEAAAA AR A T TARLEETS

+

[EFOCAGRANCO. 41 1181 : 3336 21665 TORAMCAAL 2
AT T T AT A A TR AN TTALMC O TR AA T

1 | I | b

- ®

Edit dataset annotation



View details

i)

FOR THE DATA OBTAINED AS RESULTS OF TOOLS, YOU CAN SEE THE
INFORMATION OF THE INPUT DATA, OF THE PROGRAM USED AND ALL

THE DETAILS OF THE ANALISYS PERFORMED

FastQC

Dataset Information

Number: 330

Name: FastQC on data 224: Webpage
Created: Wed 06 Jun 2018 03:44:42 PM (UTC)
Filesize: 261.7 KB

Dbkey: ?

Format: html

Job Information

Galaxy Tool ID: toolshed.g2.bx.psu.edu/repos/devteam/fastqc/fastqc/0.63
Galaxy Tool Version: 0.63

Tool Version:

Tool Standard Qutput: stdout

Tool Standard Error: stderr

Tool Exit Code: 0

History Content AP ID: 7cf35beddbb893b9

Job API ID: Qel76c2532617993

History API ID: 95919c4f4d1dfsel

uuIb: 1fc7040e-e416-4b41-8731-a36d6fb4dds0

Tool Parameters

Input Parameter Value

Mote for rerun

Short read data from your current history 224: ED010 Ri1.fastgsanger
Contaminant list
Submodule and Limit specifing file

Inheritance Chain

FastQC on data 224: Webpage

Job Dependencies
Dependency Dependency Type

Version

FastQC tool_shed_package

0.11.2




HOW TO FIND THE TOOLS

= Galaxy / ARIES

Tools -'!;

(" FasTQd 0)

E coli typing

E coli Serotyper performs
serotyping of Escherichia coli

NGS: Assembly

AS pipeline A5 is a pipeline for
assembling DNA sequence data
generated on the Illumina
sequencing platform.

NGS: QC and manipulation
FastQC Read Quality reports

Workflows

m All workflows

s ConcatenateTermotypes?
(imported from uploaded file)

m E. coli Serotyper (imported from
uploaded file)

In the tool section, you can select
the tool needed by typing the
name of the tool in the search

section



In the main window you will see the window for selecting the
files to be analyzed by the chosed tool (scroll from the menu or
type the correct name of the file uploaded in the history).
Once all the fields have been filled, click on Execute and check

the colours in the history window...

Analyze Data

FastQC Read Quality reports (Galaxy Version 0.63) + Options

Short read data from your current history

(0 & 0[O 302: SRST2-7loci Alignment File v
Contaminant list
(9| @ O ||Nothing selected v

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

Submodule and Limit specifing file
3 5 0O |Nothing selected v

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

¥ Execute




THE COLOURS OF THE HISTORY WHEN YOU RUN THE TOOLS

GRAY GREEN

. P .
History c & History - 0 History s X 21l
search datasets Q search datasets T

SEdlu 3 Lo | M P o B e
NGS_UOUTSE_leE NG5_course_2018
100 shown, 145 deleted, 88 hidden 135 shown, 56 deleted, 56 hidden e :

2 ®e 100 shown, 145 deleted, 88 hidden
15.72 GB

119.9 MB ~%®

121.33 MB e e
+.: 247: Check bacte @ & x

»

o 333: FastQC on X — rial contigs on data

data 256: RawData 221 333:FastQCondata @ ¢ x
— 256: RawData

§) 332: FastQC on % |= +: 246: Check bacte @ & x

data 256: Webpage rial contigs on data 332:FastQCondata @ ¢ % |-
217 256: Webpage

RED

= | History c &

search datasets [x)

NGS_course_2018
126 shown, 56 deleted, 56 hidden

15.72 GB % e

€)235: VCE frompi @ & x

d data 217

error
An error occurred with this
bax dataset:

Pilon version 1.20 Tue Sep 20 20

Fatal error: Exit code 1 ()

Exception in thread "main” java.l:
at sun.reflect.NativeMethod,
at sun.reflect.NativeMethod,

< »

View or report this error bV !293!




i View or report this error

Dataset generation errors
Dataset 235: VCF from pilon on data 230 and data 217

Tool execution generated the following error message:

History < &[0

at
at
at
at
at
at
Caused by:
at
at
at
at
at

4

Fatal error: Exit code 1 ()
Exception in thread "main" java.lang.reflect.InvocationTargetException

sun.reflect.NativeMethodAccessorImpl. invoked(Native Method)
sun.reflect.NativelethodAccessorImpl. invoke(NativeMethodAccessorImpl.java:62)
sun.reflect.DelegatingMethodAccessorImpl.invoke (DelegatingMethodAccessorImpl, java:43)
java.lang.reflect.Method.invoke(Method.java:498)
com.simontuffs.onejar.Boot.run(Boot.java:348)
com.simontuffs.onejar.Boot.main(Boot.java:166)

java.lang.IllegalArgumentException: requirement failed: /afs/galaxy/database/files/000/126/dataset_126490.dat must be indexed BAM
scala.Predef$.require(Predef.scala:224)
org.broadinstitute.pilon.BamFile.<init>(BamFile.scalz:47)
org.broadinstitute.pilon.Pilon$.optionParse(Pilon.scala:122)
org.broadinstitute.pilon.Pilon$.main(Pilon.scala:72)
org.broadinstitute.pilon.Pilon.main{Pilon.scala)

6 more

The tool produced the following additional output:

Pilon version 1.20 Tue Sep 20 20:48:09 2016 -0482

search datasets (]

NGS_course_2018
126 shown, 56 deleted, 56 hidden

15.72 GB T AL
0235: VCFfrompi @ 4 x
lon on data 230 an

d data 217

error
An error occurred with this
dataset:

Pilon version 1,20 Tue Sep 20 20:

Fatal error: Exit code 1 ()

Exception in thread "main” java.l:
at sun.reflect.NativeMethod,
at sun.reflect.NativeMethod,

| »

View or report this error A4 local

234: FASTA from pil
on on data 229 and

@ 4 X

Click on «View or report this error» and copy the text from the
main window, then past and send the text to aries@iss.it

or

“Report this error to the local Galaxy administrators”







