Setup

We're aware some of your tasks have failed and have
determined that the issue was the number of duplicate files
in the main project which were copied over

This can be resolved by re-running the task with fewer files
and have made instructions on how to do this in your
projects



Delete Old Files

1. Navigate to your project and click on the Files tab beneath the blue navigation
bar

2. Select all of the folders and click on the three dots next to the download button

( :;: Projects = Data =~ Public Apps Public projects ~ Developer ~

pps

Description

E Dashboard Files Apps Tasks Purdi

Welcome to your new project! -

Files

Projects are the core building blocks of the CGC Platform. Each project corresponds to a distinct scientiﬁg 4 # EditMetadata | @ Copy~ (3 Move W% Tags & Download B

as a container for its data, analysis pipelines, and results. Projects are shared only by designated project mi Archive

™ ¥ . Name Experimental strategy Restore red-end
Within your project, you can:
Delete
&8 workflow_outputs =
Export metadata

ifest (CSV
8 sc-RNAseq = manifest )

Export metadata

W reference_files -

@ bulk-rnaseg-samples -



Copy Files Over To Your Project From Purdue Lecture Series

1. Navigate to the project Purdue Lecture Series
2. Sort by Name

3. Select the sc-RNAseq, reference_files, and bulk-rnaseqg-samples
folders

4. Click copy then select your project

Projects ~ Data ~ Public Apps Public projects = Developer = A~ phil_webster -

Dashboard Files Apps Tad 3 Purdue Lecture Series © Interactive Analysis  Seftings MNoles

D Filaso ‘ I New folder + Add files ~

3
B Search projects 0 Experimental strategy Paired-end Extension Size Sample ID induced_hbv_replication M-

B sc-RNAseq Projects r \ -
Nelly' RNA -seq 9

B reference files - _
e Anand_demo_purdue

Ml pheno_data.csv Purdue class 2022 - . csv 02 KB
liu2302
il .matrix. - - T8V 21.8MiB
v Purdue seven bridge Demo

il expression.matrixy W8l demo purdue - - TSV 3.8 MiB

W bulk-raseq-samples



Navigating to the Workflow

@ Projects ~ Data ~ Public Apps Public projects ~ Developer ~ 1. NaVigate to your prOjeCt. (NOt Purdue Lecture
Series project).

Dashboard File @ asks

2. Click on the Apps tab under the blue navigation
Description bar. The workflow should already be there from

o class.

Welcome t ject!
960me 0 your hew prole 3. Then click the Run button next to the workflow we

Projects are the core building blocks of the CGC Platform. Each project corresponds to a distinct scientific it Copied over tO our prOjeCtS
as a container for its data, analysis pipelines, and results. Projects are shared only by designated project mi

Within your project, you can:

Dashboard Files Apps Tasks Purdue Lecture Series © Interactive Analysis  Seftings MNotes
Search names and description O | Category:All*  Toolkit All* CWL Version: All *  Status: Available « + Add app
Name Type Workflow Language Maodified by “ Maodified on Actions M~

COPY Differential Expression - Salmon + DESeq2 This is the workflow developed for the Purdue CGC seminar series. It lakes fasi gene reads, genome refe...  Warkflow CWL phil_webster Mar. 7, 2022 20:54 [ > Run B8
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Setup The Workflow: FastQ Files

1. We will fill out our three inputs, begin by clicking Select File(s) next to FASTQ read files

orafT - Differential Expression - Salmon + DESeq2 run - 03-09-22 03:35:18 ~

Last update by phil_webster on Mar. 8, 2022 22:35
~ App: Differential Expression - Salmon + DESeq2 - Revision: 1

Task Inputs Execution Settings

Inputs

Batching © off (1

~ FASTQ read files * @ & Select file(s) h o

Mo files selected
This field is required and cannot be empty.
~ GTF annotation * @ 5 Selsct fila(s)

No files selected
This field is required and cannot be empty.
* Genome FASTA @ & Select fila(s)

No files selected
= Transcript FASTA or Salmon Index * @ B Select file(s)

No files selected

This field is required and cannot be empty.

App Settings

# Edit parameters  Show editable

» DESeq2 (#deseq2_1 26 0)

Covariate of interest * @

Mo value

This field is required and cannot be
empty.

Factor level - reference @
No value
Factor level - test @

No value

Output Settings

DESeq2 analysis results. @
Expression matrix genes ©
Expression matrix transcripts @
Gene-level quantification ©
HTML report ©

HTML reports @

Normalized counts ©

RData file @

Report zip ©

Salmon Quant archive ©
Salmon quant log ©
Transcript-level quantification @

pheno_out

& Get support @ Discard m

No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
No value

No value



Selecting FastQ Files

1. When selecting the FastQ files first click on Tags at the end of the search bar next to the + symbol and
select BULK

2. The 154 files should filter down to 30

3. Select all files and click Save selection

Select files for "FASTQ read files" 0 e x
Current Project Projects Public Files ‘
F
Extension: 4 selected ~ Sample ID: All = Task ID: All = Tags: BULK = +
Filter by: Tags
Copy ~ ||
m . % Clear selected . . . .
™~ Name Experimental strategy Path Extension Size Sample ID induced_hbv_replication M~
Showing 6

SRR9059002_2 fastq s .
= - Files / bulk-rmaseq- FASTQ 34 GiB SRR9059002 HBV_pos
(T3 (RNAsEQ 4 & BULK (30)

%0”35‘“ - Files / bulk-maseq: O GRCh38 (5) FASTQ 3.4 GiB SRR9059002 HBV pos

SB-GENERATED (1)
SRR9059001_2.fastq

foux - Files / bulk-maseq- FASTQ 4.6 GiB SRR9052001 HBV_pos

SUGGESTED (3)

O
]
SRR9059001_1 fastq i i ~ | O Single-Cell (126) ;
cm Files / bulk-maseq FASTQ 4.6 GiB SRR9059001 HBV_pos
M raacaa (4EEY
O

SRR9059000_2 fastq ) . } i
X3 (RNASEQ) Files / bulk-maseq

— SRRaAnmRaNON 1 fastn

No value (98) FASTQ 3.4 GiB SRR9059000 HBV neg



@ Projects ~ Data ~ Public Apps Public projects

Selecting GTF Annotation

Files

A~ phil_webster «

Dashboard Files Apps Tasks

Purdue Lecture Series @

orafT - Differential Expression - Salmon + DESeq2 run - 03-09-22 03:35:18 ~

Last update by phil_webster on Mar. 8, 2022 22:35
+ App: Differential Expression - Salmon + DESeq2 - Revision: 1

Task Inputs 1] Execution Settings

Inputs
Batching @ off ()

+ FASTQ read files * @ & Change selection
SRR9059002_2 fastq
SRR9059002_1.fastq
SRR9058001_2 fastq
SRR9059001_1 fastq
SRR9059000_2 fastq
..and 25 more items
~ GTF annotation * @ 8 Selectfile(s) <
This input is required.
No files selected
This field is required and cannot be empty.
* Genome FASTA @ & Selectfile(s)
No files selected
+ Transcript FASTA or Salmon Index * @ % Select file(s)

Mo files selected

This field is required and cannot be empty.

App Settings
# Edit parameters Show editable =

= DESeq2 (ideseq2_1_26 0)

Covariate of interest * @

No value

This field is required and cannot be
empty.

Factor level - reference @
No value
Factor level - test ©@

No value

Qutput Settings

DESeq2 analysis results. ©
Expression malrix genes ©
Expression malrix transcripts ©
Gene-level quaniification @
HTML report ©

HTML reports ©

Normalized counts @

RData file ©

Report zip &

Salmon Quant archive ©
Salmon quant log @
Transcript-level quantification ©

pheno_out

Interactive Analysis Settings Notes

& Getsupport @ Discard m

No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
No value

No value



Selecting GTF Annotation Files

1. Select GRCh38ERCC.endemble95.gtf

2. click Save selection

Select files for "GTF annotation” e *
Current Project Projects Public Files
Files
£ Search Extension: 2 selected ~ Sample ID: All = Task ID: All = Tags: All = +
f#) Copy
= u -~ Name Experimental strategy Path Paired-end Extension Size Sample ID induced_hbv_replication m-
) EENR0C JAT SSON B . . Files / reference_files . GTF 1.1Gi8 ,
SCRNA| [SUGGESTED | [RNASEQ| [SEQUENCING | =
ESnOOGYAS MAINLION; GH : Files / reference_files - GTF 1.2 GiB . .
SCRHA| [RNASEQ] [SEQUENCING
| Homo_sapiens.GRCh38.84.gtf g Files / reference_files b GTF 1.3 GiB 2
SCRNA| [RNASEQ) [SEQUENCING =
GRCh38ERCC.ensembi95.gtf 2 Files / reference_files - GTF 11GiB 4 -




Selecting Transcript Salmon Index File

( ;: Projects ~ Data ~ Public Apps Public projects Developer -~

phil_webster -

Dashboard Files Apps Tasks Purdue Lecture Series ©

orafT  Differential Expression - Salmon + DESeq2 run - 03-09-22 03:35:18 ~

Last update by phil_webster on Mar. 8, 2022 22:35
+ App: Differential Expression - Salmon + DESeq2 - Revision: 1

Task Inputs Execution Settings

Inputs App Settings

Batchi off
atching © @ # Edit paramelers  Show editable v

» FASTQ read files * @ & Change selection
~ DESaq2 (#deseq2_1_26 0)
SRR9059002_2 faslq

Covariate of interest* @
SRR9059002_1.faslq ' '

SRR9059001_2.fastq No value
SRR9059001_1.fastq This field is required and cannot be
empty.

SRR9059000_2 fastq Factor level - reference @

.and 25 more items
Mo value
+ GTF annotation * @ % Changa selection
Factor level - test @

GRCh38ERCC.ensembl95.gtf

* Genome FASTA © ® Select file(s) No value
No files selected

= Transcript FASTA or Salmon Index * @ & Select file(s) h
No files selected

This field is required and cannot be empty.

Output Settings

DESeq2 analysis results. ©
Exprassion matrix genes @
Expression matrix franscripts ©
Gene-level quantification @
HTML report ©

HTML reports ©

Normalized counts ©

RData file ©

Report zip ©

Salmon Quant archive ©
Salmon quant log @
Transcript-level quantification ©

pheno_out

Interactive Analysis

Notes

& Getsupport @ Discard

No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
No value

No value



Selecting Transcript FASTA/Salmon Index File

1. Sort by Name

2. Select GRCh38ERCC.ensembl95.transcriptome.gentrome.salmon-1.2.0-index-archive.tar

3. click Save selection

Select files for "Transcript FASTA or Salmon Index"

Current Project Projects Public Files
Files
o Extension: 5 selected ~ Sample ID: All =
) Copy ~
= u Name
0 GRCh3BERCC.ensembl95.fasta
:
0 GRCh3BERCC.ensembl85.transcriptome.fasta
-

GRCh3BERCC.ensembl95.transcriptome.gentrome.salmon-1.2.0-index-archive.tar
" [SB-GENERATED| [GRCH38)

[J SRR9058988.salmon_guant_archive.tar

[J SRR9058989.salmon_quant_archive.tar

Task ID: All *+  Tags: All = +

Experimental strategy

Path

Files / reference_files

Files / reference_files

Files / reference_files

Files / workflow_outputs / run_1

Files / workflow_outputs / run_1

Paired-end

Extension

FASTA

FASTA

TAR

TAR

TAR

Size

29 GiB

305.7 MiB

16.6 GiB

11.8 MiB

11.8 MiB

Sample ID

SRR9058988

SRR9058989

Save selection

induced_hbv_replication [0~

HBV_neg

HBV_pos



Fill In App Settings

Verify that everything is set up as shown here, and the draft task is in your own project.

There should be a total of 30 input fastq files and the DESeq2 settings should be as shown below

( :;: Projects - Data ~ Public Apps Public projects ~ Developer ~ A~ phil_webster -
Dashboard Files Apps Tasks Purdue Lecture Series Interactive Analysis  Settings  Notes
orarT - Differential Expression - Salmon + DESeq2 run - 03-09-22 20:07:51 ~ & Getsupport 1 Discard m

Last update by phil_webster on Mar. 9, 2022 15:07
= App: Differential Expression - Salmon + DESeqZ2 - Revision: 1

Task Inputs Execution Settings
Inputs App Settings Output Settings
Batching © of O . Show editable + DESeq2 analysis results. @ No value
FASTQ d files * @ & Change selection Confl rm on Iy Expression matrix genes @ No value
- read files .
SRRO059002 2 fast 30 fl IeS tOtal ¥ DESeq2 (#deseq2_1_26_0) Expression matrix transcripts @ No value
_2.fastq
SRR9059002 1.fast Covariate of interest * @ Gene-level quantification © No value
_1.fastq
HTML report @ No value
SRR9059001_2 fastq Genotype \Z h P
HTML reports @ No value
SRR9059001_1.fastq Factor level - reference @ F| ” |n as seen P
Normalized counts @ No value
SRR9059000_2.fastq WT %) h
and 25 it here RData file © No value
N 0 more Hems Factor level - test @ ,
5 Report zip © No value
* GTF annotation * @ & ange selection
GRCh38ERCC bI95.qtf KD © h Salmon Quant archive @ No value
.ensem .g
G FASTA @ B Select file(s) Salmon quant log © No value
v Genome
Transcript-level quantification & No value
No files selected
pheno_out No value

+ Transcript FASTA or Salmon Index * @ & Change selection

GRCh3BERCC.ensembl95.transcriptome.gentrome.salmon-1.2.0-index-arch...



Run!

A - phil_webster -

Output Settings

DESeqg?2 analysis results. @
Expression matrix genes ©
Expression matrix transcripts ©
Gene-level quantification &
HTML report ©

HTML reports @

Normalized counts ©

RData file @

Report zip ©&

Salmon Quant archive ©
Salmon quant log ©
Transcript-level quantification ©

pheno_out

Interactive Analysis  Settings MNotes

& Get support I Discard

No value
No value
No value
No value
No value
No value
No value
No value
No value
No value
MNo value
No value

No value



Please Contact Us With Further Questions

https://dotandline.net/my-hero-academia-all-for-one-0309/
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