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Your HPRC Galaxy Username and Password

e Your HPRC Galaxy login is the same as your TAMU
account NetlD and password

e Both state of Texas law and TAMU regulations
prohibit the sharing and/or illegal use of computer
passwords and accounts

e Don’t write down passwords

e Don't choose easy to guess/crack passwords




For More Help...

Website: hprc.tamu.edu

Email: help@hprc.tamu.edu
Telephone: (979) 845-0219

Visit us in person: Henderson Hall, Room 114A

Help us, help you -- we need more info
*Which Cluster
*User|D/NetID
«Job id(s) if any
*Location of your jobfile, input/output files
*Application used if any
*Module(s) loaded if any
*Error messages
Steps you have taken, so we can reproduce the problem




What is the Galaxy PrOJect’? usegalaxy.org

Analyze Data Workflow Visualize> Shared Data~ Help~ User~ E='
Tools w X History c+me
Galaxy is an open source, web-based platform for data intensive
search:tools () biomedical research. If you are new to Galaxy start here or consult our search datasets (2 X%
help resources. You can install your own Galaxy by following the tutorial S’ corevisiae chiM
Get Data and choose from thousands of tools from the Tool Shed.
Collection Operations i i
; e public Galaxy instance
GENERAL TEXT TOOLS James Taylor (1979-2020) d . bl kﬂ
. : believed that scientific ® repro ucible workriow
Text Manipulation
progress can best be ® shared data and
Filter and Sort ;
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: g workflows
Join, Subtract and Group mentoring of students and
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Datamash . .
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GENOMIC FILE MANIPULATION To ensure implementation of this visior .
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Galaxy 101 https://galaxyproject.org/learn

= Galaxy

COMMUNITY HUB

Tutorials by Galaxy Training

Learn Galaxy Network

There are many approaches to learning how to use Galaxy. The most popular is probably to just dive in and use it. Galaxy is simple Tutorials using Galaxy Main

enough to use that you can do many analyses just by exploring the interface. However, you may miss much of the power this way. Interactive Tours

Tutorials from Lewis-Sigler

g . x : A Institute @ Pri t:
Have you created or know of a resource that is useful for teaching with Galaxy? Then please share it! This will help others and nskitute @ Rrinceton

also help get the word out about your resource. Use this Google form to describe your resource. Also: consider joining Galaxy

Training Network and contributing your tutorial as described here!

Tutorials by Galz

y Training Network

Thanks to a large group of wonderful contributors there is a constantly growing set of tutorials maintained by the Galaxy Training
work. These include:

Introductory Tutorials

4 )

There are many tutorials
available with example input
data and step by step analysis
for various topics

N\ J



https://galaxyproject.org/learn
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HPRC Silver Galaxy

= HPRC Silver Galaxy Analyze Data Workflow Visualize v Shared Data~ Admin Help~ User~ [ag

Tools ata

search tools 0

Best Practices for Silver Galaxy

The same tutorials found at
galaxyproject.org/learn can
be accessed here

* Contact the HPRC helpdesk with an email to request a new or updated tool, indexed genome or to report an error. (Silver

* All users begin with a file quota of 1TB. Request an increase if you need more disk space but permanently delete nonessel
My HPRC SU balance s FTP uploads are removed from ftp directory 48 hours after uploading so import your ftp files into Galaxy the same day as
History Divider * Only certain tools that support multi-core processing have the Job Resources Parameters option which allow you to select
* The default job resource parameters for all tools is 1 core with 2GB memory for 24 hours (24 SUs).

Get Data © Configuring a job to use 28 cores for 1 hour requires 28 SUs. (28 cores for 168 hours = 4704 SUs).
Send Data © Configuring a job to use 54GB memory for 1 hour requires 28 SUs. (54GB memory for 168 hours = 4704 SUs).

o If a tool you used failed because it needs the Job Resource Parameters option added, contact the HPRC helpdesk. 13: FastQCondatad: Ra @ ¢ X
Collection Operations wbData
Lift-Over 12:FastQCondatad: W @ ¢ X

-19 related research on Galaxy: training, tutorials, documents
i ] COVID-19 related h on Galaxy: training ials, d 8
. ebpage

Text Manipulation -
Convert Formats Current known issues: Some tools cannot be removed from favorites. Choose your favorites wisely. 11: @® ¢ x

Filter and Sort 10: FastQCondata3:Ra @ ¢ X

Uploading data from your computer wData
Join, Subtract and Group Horioe rolect
Fetch Alignments/Sequences e L
bpage
8: @ & X

e TAMU HPRC Galaxy instance
e Available to TAMU students,
staff and faculty

7: Map with minimap2on @ ¢' X

Local file upload

ed reads in BAM format)

6: [OW 2



https://galaxy-terra.hprc.tamu.edu/silver

Galaxy
Contents [hide]
1 Galaxy
1.1 HPRC Galaxy Tutorial
1.2 Silver G:
1.3 Maroon Galaxy Accounts
14

15
16
17

18 > 2GB via FTP to Maroon Galaxy

1.8.1 From a Unix nputer (Mac or Linux)
1.8.2 From on
1.8.3 Using Bit
1.8.4 Using Mo

1.8.5 Using Filezilla

f your directories on Ada

1.8.6 Using WinSCP
1.8.7 Reveille Galaxy

1.9 Requesting New Galz

1.9.1 When laxy b \ailable
1.9.2 When a tool has no Galaxy interface
1.10 FA

1.11.1 Fastq groomer

1.11.2 Trin
1.11.2.1 Before you run a Trinity job
1.11.2.2 If your Trinity job Fails
1.11.3 RSEM

1.11.4 BLAST

1.11.5 bwa, bowtie, bowtie2 hisat2

1.11.6
1.12 Share yc

1.12.1 with user{s) on the same Galaxy instance

yur History

1.13 Manage your HPRC Accounts

HPRC Galaxy Notes

HPRC Galaxy Tutorial

Silver Galaxy slides#

Maroon Galaxy slides&

Silver Galaxy

Before you request an account on Silver Galaxy, you must do the following:
« Go to usegalaxy.org& and get familiar with Galaxy. You can start with a free account and learn about Galaxy tools.
« If you decide that Galaxy is a good choice for your research project then do the following
« Apply for an HPRC account. See the NewUser# page for details on how to request an account.
« After your HPRC account is approved, send an email to help@hprc.tamu.edu requesting an account on Silver Galaxy
« Send us information on what type of data you will be analyzing and which tools you expect to use for your research project.

If you are off campus then you will have to install and run the TAMU VPN& to connect to Silver Galaxy.

Silver Galaxy can be accessed using your favorite web browser such as Firefox, Chrome or IE.

Account Security

Do not share your Galaxy account with anyone. Galaxy uses the TAMU Central Authentication Service which is linked to your TAMU account.

Make sure you always logout of Galaxy by selecting User -> Logout and then click the Logout button on the next screen and then close your browser when you are finished u

Permanently Delete unwanted files
In order to free disk space, you should permanently delete files that you have already deleted from the history.
Please make this part of your Galaxy work routine in order to free up disk space.

This is a two step process.

1. Click the X on the history item you want deleted.

hprc.tamu.edu/wiki/SW:Galaxy

2. At the top of the history panel, you will see a link to deleted files. Click that link and th ant remo



https://hprc.tamu.edu/wiki/SW:Galaxy

New Galaxy Features

. . . W% Added & Versions ¥ Options
You can easily switch to an older software version :

& Switch to 0.7.15.2

You can add tools to your favorites to easily locate later ... Tools

Add to favorites \

@ Show Sections

Disk quota enforced for all users

a. all users begin with 1TB disk quota
b. request an increase if needed but permanently deleted nonessential files first
c. compressed (gzipped) file format is supported

Tutorials are easy to follow along without leaving Silver Galaxy

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

Job Resource Parameters available for cores, memory and job time

Job Resource Parameters Job Resource Parameters

Specify job resource parameters v Specify job resource parameters

tOOIS Cores & Memory tools Memory (GB)
1 28 cores & 54GB memory v H 5
supporting supporting
. imber of processing cores & max total job memory . Maximum job memory.

multi-core .. ours single-core e pours
processing = processing =

M m job ti Maximum job time

' A\ X - 0 e O 0 () (J C




Silver Galaxy

Try Galaxy at usegalaxy.org to see if it appropriate for your project
Getting Access to HPRC Silver Galaxy
o Available to Texas A&M students, staff and faculty with a NetlD
and an HPRC account
o Apply for an HPRC account first
m https://hprc.tamu.edu/apply
o Then send an email request for a Silver Galaxy account
m help@hprc.tamu.edu
o Need to use VPN when connecting to Galaxy from off campus
o Login to Silver Galaxy using your TAMU NetID and password
Read the Galaxy Usage Notes
o https://hprc.tamu.edu/wiki/SW:Galaxy
There are no backups of users’ Galaxy files



https://hprc.tamu.edu/apply
mailto:help@hprc.tamu.edu
https://it.tamu.edu/services/network-and-internet-access/virtual-private-networks/virtual-private-network-vpn/
https://hprc.tamu.edu/wiki/SW:Galaxy

Look for Additionall
https://toolshed.g2.bx.psu.edu

= Galaxy Tool Shed

7923 valid tools on Oct 31, 2020

Search
Search for valid tools
Valid Galaxy Utilities
Tools
Custom datatypes
Repository dependency definitions
Tool dependency definitions
All Repositories
Browse by category
Available Actions

Login to create a repository

Repositories Groups Help ¥ User v

Repositories by Category

search repository name, description Q

Name

Assembly

ChiP-seq

Climate Analysis

Combinatorial Selections

Computational chemistry

Constructive Solid Geometry

Convert Formats

Data Export

Data Managers

Data Source

Ecology

Entomology

Description

Tools for working with assemblies

Tools for analyzing and manipulating ChiP-seq data.

Tools for analyzing climate 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

Utilities for Managing Galaxy's built-in data cache

Tools for retrieving data from external data sources

Tools related to ecological studies

Tools that involve insect studies

Available Tools

Repositories

145

73

159

11

124

77

88

45



https://toolshed.g2.bx.psu.edu

Uploading files to your Galaxy History




Get Data into Your Galaxy History

Tools Yo &

| [ searen oo [x]
Get Data ﬂ
e Upload files < 2GB in size using Galaxy web interface
o select local file on your computer to upload
o paste URL address of any size file

e Can retrieve data from external websites directly into
your Galaxy history with ‘Get Data’ tools
o UCSC, BioMart, Ratmine, ...




Download from web or upload from disk

Regular Composite Collection Rule-based

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

Name Size Type Genome Settings Status

[ [New File 119b | Autode.. |v|Q | -~ Addiional S... | | o

Download data from the web by entering URLSs (one per line) or directly paste content.

http://candidagenome.org/download/sequence/C_dubliniensis_CD36/current/C_dubliniensis_CD36_current_chromosomes.fasta.gz

Type (set all): Auto-detect | v |Q Genome (set all): | - Additi e |2

Qchoose local files EChoose FTP files BPaste/Felch data Select Pause Reset Close

Texas A&M University High Performance Research Computing  https://hprc.tamu.edu




Uploading a 2GB+ size file to Silver Galaxy

Files larger than 2GB should be copied using ftp instead of the upload button

There are three options for uploading files via ftp

a. Use the sftp command in a Unix terminal on your Mac or Linux desktop

b. Copy files from Terra $SCRATCH directory to ftp directory using sftp on Terra

c. Use sftp on BitVise on your Windows desktop to copy from your desktop to Terra

After copying file to the Galaxy ftp directory, go to Galaxy 'upload file' interface in
Galaxy to see your ftp transferred file (next slide)

https://hprc.tamu.edu/wiki/SW:Galaxy#Uploading Files .3E 2GB via FTP to Maroon Galaxy



https://hprc.tamu.edu/wiki/SW:Galaxy#Using_BitVise
https://hprc.tamu.edu/wiki/SW:Galaxy#Uploading_Files_.3E_2GB_via_FTP_to_Maroon_Galaxy

Download from web or upload from disk

Regular Composite Collection Rule-based

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

Name Size Type Genome Settings Status

W FTP files (%] &

This Galaxy server allows you to upload files via FTP. To upload some files, log in to the
FTP server at portal-terra.hprc.tamu.edu on o ng sftp. Example: sftp -P
2129 netid@portal-terra.hprc.tamu.edu using yo alaxy credentials. For help visit the

tutorial.

Available files: B2 files & 124.7 MB

Name Size Created

test_rl.fastq.gz 60.9 MB 12/02/2020 12:52:14 PM

test_r2.fastq.gz 63.8 MB 12/02/2020 12:52:43 PM

ditional ... |

Llchoose local files E>Choose FTP files [# Paste/Fetch data Pause Reset

High Performance Research Computing

Texas A&M University

Close

https://hprc.tamu.edu




FTP Upload File 2GB+ size directly to History via URL

= Silver Galaxy

Tools gl s
search tools (%]

Get Data 1

Send Data

Collection Operations
Lift-Over
Text Manipulation

Convert Formats

i paste ftp URL

Fetcn mugimmenwroeyuenves

Join

Operate on Genomyj 3
Statistics

Graph/Display Data
Phenotype Association
Mapping

FASTQ Quality Control

RNA-seq
< il

Download from web or upload from disk

History c+ms
search datasets e o J

Unnamed history

Regular Composite Collection Rule-based

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

4 deleted

Name Size Type Genome Settings Status
(empty) ®e

[Z New File 68 b Auto-de. Q [ Additional S... |v -] @
Download data from the web by entering URLS (one per line) or directly paste content

ftp://hgdownload.soe.ucsc.edu/goldenPath/mm39/chromosomes/chrY.fa.gz

Type (set all): Auto-detect Q Genome (setall): | - Additional S
_D_Choose local files E>Choose FTP files [#'Paste/Fetch data Start € Reset Close
2 s 4
13:43 m >

You can URL upload a 2GB+ sized file if the URL is an ftp site




Copy a file between histories

= HPRC Silver Galaxy

00

search all datasets

Unnamed history

search histories 0

History
disk usage

Current History

[ new alignments »e

(empty)

1 shown, 2 deleted

D®® (2 X%

60.99 MB search datasets

search datasets

0o

O is history is empty

3: test_rl.fastq.gz L

(Drag and drop files from one
history to another to copy a file
without duplicating the original file

\and increasing your disk usage

I |
-
The History disk usage reflects an

increase based on the file size but your
overall disk usage does not increase

\.

D
- - A\ A - 0 - ° - - -

(1 1]
Analyze Data Workflow Visualize v Shared Data~ Admin Help~ Userv [ag ]

History

alignments

o~ +(0)%

o

view all histories

Using 312.3 MB. Click for details. [JRUSIeEL

Create new

13 shown, 2 deleted, 1 hidden

312.34 MB

search datasets

13: FastQC on data 4: RawData

12: FastQC on data 4: Webpage

Total disk usage.
Mouse over the
'‘Using' icon to see
total

11:

19: FastQC on data 3: RawData

9: Fasi9C on data 3: Webpage

8:

7: Map with minimap2 on data 4 and data 5 (ma
pped reads in BAN! format)

6:

5: http://candidagenome.crg/download/sequen
ce/C_dubliniensis_CD36/cu.rent/C_dubliniensi
s _CD36_current chromosomys.fasta.gz

4: test_rl.fastq.gz

oW
(ORI 3
@4 x
[OW 2

(O 2

@ ¢ x

LOR 2 3




File and History Management




Automatic detection of fastqsanger format for
fastq Uploads

Unnamed history

[ _ _ \ 11 shown, 3 deleted, 1 hidden
Galaxy will automatically detect ST >
fastgsanger format and set

format attrIbUte aCCOrd|ng|y. 5: https:/isra-downloadb.be-md.nc [OW 2B

bi.nim.nih.gov/sosl/sra-pub-run-2/

There is no need to run the SRR504368/SRR504368.1 (fastq-dump)
Gastq Groomer tool on this file. ) 581.0 MB
format: fastgqsanger.gz, database: ?

Read 12038307 spots for /scratch/user/galaxy
/silverffiles/000/dataset_135.dat

Written 12038307 spots for /scratch/user/galaxy
/silverffiles/000/dataset_135.dat

BOS w ? »e

PHWI-ST741_6162:3:1161:1453:1983/1
GACGATGGCCTTCCCCTCCTCCTCTCTTCTTGAAAACAAACAAACAAAAA
GGGEG?=?CGGGGDHHDHDGBGGEGDGGEG<@GG>GDDGBDAGD
PHWI-ST741_6162:3:1161:1287:1092/1




Galaxy File Formats

e Many Galaxy tools require fastgsanger not just fastq
e Galaxy now auto detects and assigns fastqsanger format
e FastQC tool will check fastq format of a fastq file

o MiSeq, HiSeq, NextSeq, NovaSeq all use 1.8+

@Basic Statistics

Measure Value
Filename ecoll_transcriptome rna seq SRR933983 1 fastq
File type Conventional base calls
Encoding Sanger / lllumina 1.9
Total Sequences 12833599

Sequences flagged as poor quality 0
Sequence length

a
3
%GC 5

@ERR504787.5.1 M00368:15:000000000-A0HKH:1:2:16161:12630-1 length=100
TATTTTAAGTGACCAAGGAATGACTCCCCAATCATGGCTGTATCAACTCCAAAATTTTCTGCAACAGTCGCTGAAATATCTGCAAAATGCCCTTGTGGAA
+ERR504787.5.1 M00368:15:000000000-A0HKH:1:2:16161:12630-1 length=100
CCCFFFFFHHHHHJIJJJJJJJJJIJIIITIIIIIITIIIIIITIIIIIIIIIIIIIIIIIIIIIIIIJIIJHITHHGFFFFFFFEEEEEEDDDDDDDDDCDDDD




Permanently Delete Nonessential Files

deletes files from disk and reduces your Galaxy disk usage

delete file

History o+Oe

search datasets (2] o

candida variant calling

64 shown, 14 deleted, 5 hidden

4.33GB B®®

39: http:/icandidagenome. @ ¢* X

org/download/sequence/C
dubliniensis_CD36/current/C_dus

ensis_CD36_current_chromosomes.fa
sta.gz

show deleted files

History oc+ms
search datgsets 0 0

candida vag gnt calling

63 shown, 15 deleted, 5 hidden

4.33GB ®»e

40: https:/iraw.githubuser @& ' X
content.com/bgruening/ga
laxytools/adf077b912ddebd97b07h947
b855cdd2862ed8ef/tools/augustusitest
-data/human_augustus.fa

permanently delete file

History oc+ms

search datasgts 0 0

candida variant calling

78 shown, hide delgted, 5 hidden

4.33GB ®e

This dataset has heen deleted
Undelete it
Permanently remove it from disk

39: http:/icandidagenome. @&
org/download/sequence/C
dubliniensis_CD36/current/C_dublini
ensis_CD36_current_chromosomes.fa

hide deleted files

History c+Os
search dagasets 0 0

candida v_riant calling

78 shown, hide deleted, 5 hidden

432 GB »e

This dataset hasaeen deleted and
removed from disk

39: http:/icandidagenome
org/download/sequence/C

dubliniensis_CD36/curreat/C_dublini
ensis CD36 current ckromosomes.fa
sta.gz

Notice how History disk usage went down only after permanently deleting file }




Check Your HPRC SUs Balance

= HPRC Silver Galaxy

Tools w

search tools

My HPRC SU balance

History Divider

Get Data

Send Data

Collection Operations
Lift-Over

Text Manipulation

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences
Operate on Genomic Intervals
Statistics

Graph/Display Data
Phenotype Association

FASTQ Quality Control

Analyze Data Workflow Visualize Shared Data~ Help~ User~ e

My HPRC SU balance (Galaxy Version 1.0.0)

¥ Favorite ~ Options

I want to
Show my current SU balance
Job Resource Parameters

Use default job resource parameters

i } This tool retreives a summary of your HPRC SU balance or allows the user to set the default account.
Run this tool selecting the option 'Show my current SU balance' to get a list of your project account numbers.

In the following example, a default account is not set as both accounts have N in the Default column

You can also change your default HPRC project account

1000000000001 | N 5000.00 -4990.00| 10.00|
1000000000002 N 100000.00 -24555.76] 75444.24]|
T

If you are unable to run the HPRC SU balance tool then
you most likely need to renew your HPRC account

\. J

History

search datasets

S+ma
00

multi QC

13 shown, 2 deleted, 3 hidden

296.94 MB ®e

18: (OIS

16: My HPRC SU balance @ ¢' X

12: MultiQC on data 10, ® & x

data 8, and data 6: Webp

age

11: MultiQC on data 10, data 8, x

and data 6: Stats

a list with 3 items

10: FastQCondata3:Ra ® ¢ X

wData

9:FastQCondata3: We @ ¢ X

bpage

8: FastQC on data 2: Ra [OW 2 4

wData

7:FastOCondata2: We @& & X
(J c <10



https://hprc.tamu.edu/apply

- HPRC Silver Galaxy Analyze Data Workflow Visualize ¥ Shared Data~ Admin

Tools w

search tools

My HPRC SU balance

History Divider

Get Data

Send Data

Collection Operations
Lift-Over

Text Manipulation

Convert Formats

Filter and Sort

Join, Subtract and Group
Fetch Alignments/Sequences
Operate on Genomic Intervals
Statistics

Graph/Display Data
Phenotype Association

FASTQ Quality Control

History Divider

User v fs

Help v

I+

History Divider (Galaxy Version 1.0.0)

¥ Favorite ¥ Options

(%]

spacer character

will be 20 characters long

What it does

This tool just adds a spacer between distinct jobs in your Galaxy history panel.

(Used to add a spacer between output\
files of distinct job so you can see
which files were created by each job

Run the History Divider tool between

Qobs

History

search datasets

alignments
13 shown, 1 hidden

312.34 MB

13: FastQC on data 4: Ra
wData

12: FastQC on data 4: W
ebpage

11:

10: FastQC on data 3: Ra
wData

9: FastQC on data 3: We
bpage
8:

7: Map with minimap2 on
data 4 and data 5 (mapp
ed reads in BAM format)

c+ms

(2] %)

job with 2
output files

job with 2
output files

job with 1
output file




Shared Data Libraries

omm H = 3 S
=  Silver Galaxy Analyze Data Workflow Visualize v (Shared Data ¥ ) Admin Help~ User~ =
a“ Search <+ Folider <+ Datasets & Export to Hi Data Libraries il Delete © Details include deleted

Histories

Libraries / C_dubliniensis_CD36 data Workflows

Visualizations

A i i -
Name |z Description Dz Pages Date Updated (UTC) State

0 DR34_R1.fastq.gz uploaded fastqsanger.gz file fastgsanger.gz 162.4 MB 2020-11-09 08:28 PM & 2k Manage

« 0 2 | » 15 S | per page, 1 total

Files can be added to a ‘Data Library’ which you can share with your colleagues.
Send a request to the HPRC helpdesk if you would like a Data Library for your group




Debugging Failed Jobs




Failed to Queue Job

Make sure you have enough SUs to run
the job

o My HPRC SU Balance
Make sure your account has been
renewed for current fiscal year

J

Unnamed history
55 shown, 10 deleted, 5 hidden

4.2 GB %R X

065: Map withBWAon @ ¢ X
data 7 and data 39 (map
ped reads in BAM format)

tool error
An error occurred with this dataset:

(77) could not queue job

nec:? »

display with IGV local
display in IGB View
display at bam.iobio bam.iobio.io




Failed Job: walltime limit reached

077: Map with BWA on data 7 and data 39 (mapped reads in BAM format) @& ¢ X

tool error

\;\” error occurred with this dataset:
This job was terminated because it ran longer than the maximum allowed job run time.

Please click the bug icon to report this problem if you need help.

nBOC? » e

e Configure the job to use more Time

Time (hours)

24

Maximum job time.




Failed Job: memory limit reached

078: Map with BWA on data 7 and data 39 (mapped readsin @ &' X
BAM format)

tool error
An error occurred with this dataset:

This job was terminated because it used more memory than it was allocated.
Please click the bug icon to report this problem if you need help.

w0 ? » e
e Configure the job to use more Memory ]
Cores & Memory Memory (GB)
28 cores & 54GB memory or 5
Number of processing cores & max total job memory Maximum job memory.




See Logs of Failed Jobs

= HPRC Silver Galaxy

Analyze Data Workflow Visualize v Shared Data~ Help~ User~ 13

\o History item number

J

Tools w & FastQC
search tools 0 Dataset Information
. . Number: 6
(1. Check error log by clicking on I P FastQC on data 3: RawData
the bug ICOﬂ :Z:II::: jela)tyr:lezv 21 19:49:42 2020 (UTC)
2. Click the information icon Dbkey: ?
. . Format: txt
3. Check the stderr fl!e Ilpk oB e ration
4. CheCk the StdOUt flle Ilnk ) Galaxy Tool ID: toolshed “psu.edu/repos/devteam/fastqc/fastqc/0.72+galaxyl
Text Manipulation falla.xirTSc:j':Yelsio!W' ZZ:ET
n‘ you are unable to determine the oo e
cause of the error after reviewing all ge: Nong
. ent API ID:  4ef 32c2 (6)
the log messages, send an email to i (R I K
the HPRC helpdesk with error & el
. . 0a96847d-33b6-4842-90e7-56fd642505¢c7
information e
. Wthh Galaxy yOU are USIﬂg neter Value Note for rerun
e History name Bionypcuneililony,  pmiiGR

2+ma
00

History

search datasets

mapping
20 shown, 1 deleted, 1 hidden
887.7 MB ® e

8:FastQCondata3:Ra @ ¢ X
wData

7:FastQCondata3: We @ ¢ X
bpage

06: FastQCondata3: @ ¢ X
RawData

tool error
An error occurred with this dataset:

%0 2 ? »e
test r 2 OV 25
3: test_rl.fastq.gz [OW 2
2: DR34_R1.fastq.gz (O 28
1: http:licandidagenome. & ¢ X

org/download/sequence/




SE A 02D

usegalaxy.org Exercise

Add fasta file for S. cerevisiae chromosome I from genome.ucsc.edu to your
current history and set the “Database/Build” attribute to the proper genome
assembly

Run the “Compute Sequence Length” tool to get length of chromosome 1
Add fasta file for chromosome M from genome.ucsc.edu to your history
Concatenate the two files into one file

Run the “Compute Sequence Length” tool on the concatenated file
Permanently delete the file you created in step 2.
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Thank you.

Any questions?




