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Analyze Data

W

Using 0 bytes

Lift-Over
Text Manipulation
Datamash

Convert Formats™=emm,
Filter and Sort

Join, Subtract and Group =sesem—

Fetch Alignments/Sequences
NGS: QC and manipulation __
NGS: DeepTools

NGS: Mapping ees—
NGS: RNA Analysis e
NGS: SAMtools

NGS: BamTools

NGS: Picard

NGS: VCF Manipulation

NGS: Peak Calling

NGS: Variant Analysis mms—
NGS: RNA Structure

NGS: Du Novo

NGS: Gemini

NGS: Assembly
Operate on Genomic Intervals

Statistics -

Waiting for usegalaxy.org...

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.

Swiss German |
Galaxy Days

TweetS by @galaxyproject

Unnamed history
0b

© This history is empty. You can

load your own data or get data
from an external source

= 2 M o ) 1:46 PM

10/30/2016
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et Data
Lift-Over
[ext Manipulation
Datamash
Convert Formats
Filter and Sort
Join, Subtract and Group
fetch Alignments/Sequences
NGS: QC and manipulation
NGS: DeepTools
NGS: Mapping
Bowtie2 - map reads against
reference genome

Map with BWA-MEM -
map medium and long reads
(> 100 bp) against reference
genome

Map with BWA - map
short reads (< 100 bp) against
reference genome

Parse blast XML output

Meqgablast compare short reads
against htgs, nt, and wgs
databases

Map with BWA for Illumina

Analyze Data

owtie2 - map reads against reference genome &% Versions || v Options
(Galaxy 40T 0 T
Is this single or paired library
Single-end -
O || No fastgsanger dataset available. -

Must be of datatype "fastgsanger”

Write unaligned reads (in fastq format) to separate file(s)

Yes | No
--un/--un-conc; This triggers --un parameter for single reads and --un-conc
for paired reads

Write aligned reads (in fastq format) to separate file(s)

Yes | No
--al/--al-conc; This triggers --al parameter for single reads and --al-conc for

paired reads
reference genome

Use a built-in genome index v

Will you select
in index?

om your history or use a built-

Built-ins were indexed using default options. See " Indexes’ section of help
below

Select reference genome
Baboon (Papio anubis): papHam1 v
If your genome of interest is not listed, contact the Galaxy team
Set read groups information?

Do not set v

Using 0%

History

Unnamed history
0b

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

2:30 PM
10/30/2016
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/ W Twitter

X y = Galaxy

& C | & nhttps://usegalaxy.org

Analyze Data

X ‘( abdelazeem_abdelhame X

I+

Get Data
Lift-Over
Text Manipulation
Datamash
Convert Formats
Filter and Sort
Join, Subtract and Group
Fetch Alignments/Sequences
NGS: QC and manipulation
NGS: DeepTools
NGS: Mapping
Bowtie2 - map reads against
reference genome

Map with BWA-MEM - =)
map medium and long reads
(> 100 bp) against reference
genome

Map with BWA - map [
short reads (< 100 bp) against
reference genome

Parse blast XML output

Meqgablast compare short reads
against htgs, nt, and wgs
databases

Map with BWA for Illumina

@ Your reset request for Abdelazeem_abdelhameed201550
been received. Please check your email account for more
do not receive an email shortly, please contact an admini

3]

Reset Password

Email:

Submit

Bl i

Galaxy Biostar istory o
Ask a guestion

Support ; o
Search nnamed history

Mailing Lists b

Videos

B This history is empty. You can

Wiki load vour own data or get data

How to Cite Galaxy from an external source

Interactive Tours

Terms and Conditions

2:35 PM
10/30/2016

Timune




soe Ll |

jT sj.w\.u: U.AJE[\ J\}w é.g)a g sde Lol GLC dj.‘,a;-\ f_,l,..g.f L



/ W Twitter xy=' Galaxy X‘ ) abdelazeem_abdelhame X E@u

& C | & https;//usegalaxy.org W
? Galaxy Analyze Data Using 17%
Tools 2 . . His e M
= | Saved Histories L
[ x) Q 5 Saved Histories
Get Data Advanced Search Unn Histories Shared with Me
Send Data HISTORY ACTIONS
Lift-Over Name Datasets Tags Sharing Size on Disk Created Last
Text Manipulation —— —_— ] Copy History
- ! i fl Share or Publish
Datamash e 0 Taags 0 bytes 2016 Oct 1 1
Convert Formats Show Structure
Filt d Sort Oct 18, I Extract Workflow I
Henp bl el U_nna.med - 0 Tags 0 bytes 2016 Oct 1
Join, Subtract and Group history 1 Delete
Fetch Alignments/Sequences I Delete Permanently I
NGS: QC and manipulation Unnamed ( 0 Tags 0 bytes Octil e s DATASET ACTIONS
history 2016
NGS: DeepTools Copy Datasets
NGS: Mapping Oct 10 Dataset Security
3w 0 Tags ; i 3.5MB " Oct1 )
NGS: RNA Analysis Selece E = Accessible 2016 Resume Paused Jobs
NGS: SAMtools Collapse Expanded Datasets
NGS: BamTools f'\’ai‘tqc I . oct10, o4 Unhide Hidden Datasets
NGS: Picard sanger 2016 Delete Hidden Datasets
NGS: VCF Manipulation Purge Deleted Datasets
NGS: Peak Callin For O selected histories: | Rename || Delete || Delete Permanently | Undele DOWNLOADS
NGS: Variant Analysis Export Tool Citations
NGS: RNA Structure Histories that have been deleted for more than a time period specified by the Galaxy Export History to File
NGS: Du Novo administrator(s) may be permanently deleted. OTHER ACIIONS
NGS: Gemini

f Import from File |

NGS: Assembly
Operate on Genomic Intervals

2:38 PM
10/30/2016
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X y = Galaxy
X y= Galaxy
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Using 17%

Tools A Tool: Cut History < &[0
“ | Numbe 10 -
(%)

Name: Cut on data 9 o
Get Data Created: Tue 11 Oct 2016 08:21:46 PM (UTC) Coursera
Send Data Filesize: 23.8KB 6 shown, 8 deleted
Lift-Over Dbkey: hg19 3.65 MB o ®

. - Format: interval

Text Manipulation )

Galaxy Tool ID: Cut1 10: Cut on data 9 @ & X
Datamash Galaxy Tool Versi Lo

alaxy Tool Version: .0. i
Convert Formats . 392 regl.ons
- B Tool Version: formak: interval, database: hg19

Filter and Sort Tool Standard Output: stdout = o > e
Join, Subtract and Group Tool Standard Error: stderr =
Fetch Alignments/Sequences Tool Exit Code: 0 display at Ensembl Current

NGS: QC and manipulation
NGS: DeepTools

NGS: Mapping

NGS: RNA Analysis
NGS: SAMtools

NGS: BamTools

NGS: Picard

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

History Content API ID:
Job API ID:

History API ID:

UVuID:

Input Parameter Value

bbd44e69cb8906b5¢ca26250220963aa2
bbd44e69cb8906b5e02ad48a1db6fbe7
f3eb109f0411200d
e0775557-fb6a-41dd-848b-deffbb6ab24f

Note for rerun

Cut columns

From

c1,c2,c3,c4,c8
Delimited by Tab
9: Join two Datasets on data 8 and data 1

Inheritance Chain

Cut on data 9

display at RViewer main
display with IGV local Human hgi9
display at UCSC main

1.Chrom 2.Start 3.End 4.Name

chr22 16280333 162808411 uc@e2zlh.1_
chr22 17586742 17586844 uc@e2zly.d_
chr22 17689288 176082817 ucde2zmb.2_
chr22 17648015 17648141 uc@e2zm®.3_
chr22 18314619 18314873 uc8liagl.2_

4 »

9: Join two Datasets @ 4 x
on data 8 and data 1

8: Group on data 7 @ & %
NGS: Gemini
NGS: Assembly Z:Joinondata2an @ 4 x

Operate on Genomic Intervals

v

<

ddata 1
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Twitter :@Galaxy_Arabic
Facebook : Galaxy Arabic Community Group

Mail list : galaxy-arabic@lists.galaxyproject.org

Web : wiki.galaxyproject.org/News/GalaxyArabic






