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Login and Project Set-up

» Open Google Chrome and enter: training-server-url

* Log in using the username and password given to you

» This will open to the Partek Flow homepage

» Click New Project and enter project name: RNAseq-[username]
» This will create a new project

Home
= New project L
Create new project ®
Name | RNAseq-Userl
No projects av nalysis.
Create project | Cancel )

Tutorial data: || brain vs UHR
Check out our getting started guide on the documentation page.

Notes:
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Experiment Description

* HT29 colon cancer cells exposed to 5-aza drug with 3 different doses
* 0 uM (Control)
e SuM
« 10 puM
+ Goal: Identify differentially expressed genes between different groups
* mRNA purified and sequenced using lllumina HiSeq (Paired end reads)
* Xu et al. 2013 BMC Bioinformatics (PMID: 23902433)

000
- 000
000

10 pM

Notes:
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Data Upload

» Creating a new project automatically opens up the Data tab

+ To upload your data, click Import data>Automatically create samples
from files

» Browse to /home/flow/FlowData/RNA-seq
» Select all 18 fastqg.gz files and click Create sample
» Partek Flow recognizes paired-end read data if tagged with (_1 or _R1)

Home > RNAseq_user0 'm' =

1 Import data x|
Data ijec(]

Automatically create samples from files {}_w}

You'll need some samples beford

To get started, click the "Import d Import samples from another project

Import data Assign sample atl} Create a new blank sample
Manage attributes
Import count matrix

Project output directory O /homefi§ B

Import bel files

Selectfiles from @  ® Partek Flow server © My computer © URL

Select files Select all files EXCEPT samplelnfo.txt
Current directory 0 18 files selected
home/flow/FlowData/RNA-seq Goto Name size
~ & Server Computer samplelnfo.tx 1618
~ @ home
- & flow ¥ | SRR502573 1 fasta.gz 10,48 MB
» @ backup
~ s FlowData ¥ | SRR502573 2 fasta.gz 10,60 MB
» @ ChiP-seq - -
i DlA-zeq @ | SRR592574_1 fasta.gz 15.64 MB
v (@ liorary_fies @ | SRR592574_2 fastq gz 15.80 MB
» @ ngs-training-files
» @ Ouput @ | SRR592575_1fasta.gz 21.30MB
| | SRR592575_2asta.gz 2201 MB
» fa tutorial_data
V& nh @ |SRR502576_1fasta.gz 2510 MB
@ |SRR502576_2asta.gz 25.63MB
@ |SRR592577_1fasta.gz 2243M8

Don't see folder? Refresh folder list
Ot se yourfolder? Refresh folder 1 Valid files are: CEL, bam, bef, bel, bgx, bpm, fa, fa.gz, fasta, fasta.gz, fasiq, fastq.gz, fna
fna.gz. fq, fa gz, idal, probe_lab, qual, qual gz, raw, sam. i, sra, tar, tar gz, ixt, vef, vei.gz or
zip

Back Create sample

Notes:
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Sample Attribute Assignment

» Assign sample attributes using a tab-delimited text file
+ Contains table with ID in 15t column, followed by corresponding treatment
groups
» Click Assign sample attributes from a file
* In the same folder, select samplelnfo.txt, click Next
* Click Import

« This will assign treatment groups to all samples

Home > RNAseq-User0 (Project owner) {} .
Analyses Data Log Project settings Attachments
Sample name

1 SRR592573

2 SRR592574

3 SRR592575

4 SRR592576

5 SRR592577

6 SRR592573

7 SRR592579

8 SRR592580

2l SRR592581

Show data files Download

Import data Assign sample attributes from a file

Add a system-wide attribute column Manage aﬂj:]‘—'ppl;. attributes by importing a file with information about your samples
Project output directory (i ] Ihomelflow/FlowDatalproject_output/Project_ RNAseq-User0 (8.37 TB free)

Imported attributes that do not currently exist will create new Project-specific attributes.

Attribute name Terms Import | Attribute type
sample name SRR592573, SRR592574, SRR. .. Categorical
Treatment OuM, 10uM, 5uM v Categorical

Show/hide file preview

Back Impon{b

Notes:
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Analyses Tab Overview

- Go to the Analyses tab

« Your first data node, the Unaligned reads node appears
- All data nodes are circles

- Select the Unaligned reads data node and select Pre-alignment QA/QC

- Use the default settings and click Finish

- This will create a new task node in the Analyses tab
— All task nodes are rectangles

- Clicking any node will bring up a Context sensitive menu on the right. Only
the tasks that can be performed on that node will appear in this menu

Analyses Data Log Project settings Attachments

@ List generator
¥ Unaligned reads

AR P
\ — . ¥ QAIQC
e Pre-alignment
Unaligned reads QA/QC Assess the quality of raw reads to Pre-alignment QA/QC
decide whether trimming or filtering is {t“)
Data Task necessary before alignment. ERCC
node node
Filter contaminant
(Bowtie 2)
Pre-alignment
tools
b Metagenomics
P Aligners
Context sensitive menu
Download data (351
MB) th
Make a pipeline Import a pipeline Project disk space [ |
Notes:
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Pre-alignment QA/QC

- Double-clicking on the Pre-alignment QA/QC node opens the task report
- Double-clicking each sample name also shows QA/QC results per sample

Home > RNAseq-User0 > Pre-alignment QA/QG report

Optional columns

Sample name 3 | Total reads ¢ | Read length ¢ | Avg. read quality ¢

117,686

98.00

%N ¢
0.00494637

32.10

% GC ¢
53.7354

176,184 98.00 3207 | 0.00495387 | 536148
245.359 98.00 3204 | 0.00 53.2539
285662 98.00 3180 529535
254,827 98.00 3178 52.0244
297722 98.00 3177 52.8941
143894 93.00 3179 51,9637
242241 98.00 3159 | 0 53.0591
SRR592581 209607 93.00 3159 519778
Rows perpage (25 + (10f1) Download
keport > srrsszs7s
Save Average base quality score per position Save Average base quality score per read
P 2%
Road &
e 511 @
n Savi Average base quality score per position
e
f—
& per read Save Distribution of read lengths

Task details

Phred Quality Score

Quality score is -10log,,Prob
Prob. of error

Base call accuracy

10

1/10

90%

20

1/100

99%

30

1/1000

99.9%

40

1/10000

99.99%

Notes:

—-7-

Copyright © 2018 Partek Incorporated. All rights reserved.




Pre-analysis Tools: Trim Bases

Base trimming based on quality score

» Select Unaligned reads data node

» Click Trim bases from the Pre-analysis tools section in the toolbox

« Select Trim based on: Quality score with default settings and click Finish
« This will trim the reads at the 3’ end with a Phred quality score less than 20
» This produces your 15t new data node, the Trimmed reads data node

Tip: Hover over any @ to get additional information about a specific option

Home > RNAseq-user0 > Trim bases

® Quality score %
Erom 2 end his mode scans the read from the 5" or 3' end (or both) for the first
e d I vious

Trim based on b
From&end @ :'?

Both ends o quality scores.

ft if the 5" end, from th
if none of your files col

Quality trimming Quality
Cutoff L !
End min quality level (Phred) 2005
Trim from end 3-prime (right end) ¥ 5 3

ACGTTAC|CcA

Advanced options

-

Min read length 255

MaxN @ %

Quality encoding 0 Auto detect ¥

Notes:
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Aligning RNA-Seq Data

* RNA-Seq data must be aligned using an aligner that supports junction reads
» Ajunction read is one that spans two exons
+ STAR is one of several aligners in Flow that you can use

— Others include TopHat and GSNAP

DNA Space

|

Junction reads

Exon B

Notes:
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Alignment

Select the Trimmed reads data node

Click STAR from the Aligners section of the menu

Select STAR index:

— Genome build: Homo sapiens (human) - hg19 _chr22
— Index: Whole genome

Use the default options, click Finish

Home > RNAseq-User0 > STAR

Select STAR 2.4.1d index

Assembly | Homo sapiens (human) - hg19_chr22 v

Alignment options

Generate unaligned )
reads

Advanced options

Option set | - Default -- ¥ | Configure

Back Finish “\[b

Notes:
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Post-alignment QA/QC

- Perform Post-alignment QA/QC to asses the quality of the alignment task

- Select Aligned reads data node

+ Click Post-alignment QA/QC from the QA/QC section of the menu
- Use default settings and click Finish

 Click on a sample name to get QA/QC results for that sample name

Optional columns

Sample name ¢ | Total reads ¢ | Total alignments ¢ | Aligned ¢ Unique singleton ¢ | Unique paired ¢ | Non-unique paired ¢ Non-unique singleton ¢ | Coverage ¢ | Avg. coverage depth & | Avg. length ¢  Avg. quality ¢ | %GC ¢
SRRS562573 m.72r 224,382 98.44% 14% 96.98% 131% 0% 8.75% 462 92.93 3440 | 5337%
SRR582574 166,846 333014 97 80% 16% 96.34% 1.30% 0% 10 49% 571 9284 3440 | 5324%
SRRS92575 232,251 466,885 98.43% 15% 96.95% 1.32% 0% 1417% 592 9278 3443 | 5289%
SRR582576 267 646 536,609 67 63% 17% 8575% 171% 0% 17 20% 560 92 68 3435 | 5260%
SRRS92577 238 647 478,459 97.68% 17% 95.85% 1668% 0% 15.91% 5.40 9275 3439 | 5166%
SRR582578 278236 564,008 68 28% 19% 86 36% 173% 0% 1778% 570 272 3435 | 5253%
SRRS92579 134913 272,022 98.28% 17% 96 44% 167% 0% 12.84% 3.80 92.70 3438 | 5163%
SRR562580 226772 457 002 67 96% 20% 86 01% 175% 0% 1432% 571 9242 3430 | 5270%
SRR582581 195532 304,633 98.01% 26% 95.87% 187% 01% 14 68% 480 92.27 3439 | 5165%

Rows per page (25 ¥ a|[=] (Hof) [o] » Download
These samples were aligned by STAR. See STAR oplions
Bases wers inseried and deleted during aignment
Read quality scores are in the Phred-33 format
o Alignment breakdown o Total reads
= g1
.
E ® 2
g
& &
arnsesTa SRRSGESTS | SRRSRZSTO | SRASZSTT | SRRSSZTO | SRRBNSTY srrsnzsat anRseasTa SRRSISTS | SARSTS  SRRWZSTI | SRRSGIND | SRRSACSTS saRsazsen
Sample sampe
 Urique paired ® Non-urique paired ® Unique singielon  Non-unique singiton 8 Unalignes  Total rears

Notes:
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Quantification to Annotation Model

- Mapping aligned reads to a database of known transcripts
- This method can be used with any gene or feature annotation
- Select Aligned reads data node

- Click Quantify to annotation model (Partek E/M) from the Quantification
section of the menu

- Select RefSeq as the Annotation model and click Finish
- By default, features with total number of reads less than 10 will be filtered

out
Home > RNAseq-user0 > Quantify to annotation model (Partek E/M)
Select Annotation file
Assembly Homo sapiens (human) - hg19-chr22only
Genelfeature annotation | refgeq v
Quantification options
Strict paired-end compatibility o v
Require junction reads to match introns @ [,
Minimum read overlap with feature ™
® Percent of read length i ] 1005
Number of bases 0
Min reads @@ 10=
Advanced options
Strand specificity @ [No v
Unexplained regions
Report unexplained regions 6
Min reads for unexplained region o
Back Finish
Notes:
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Viewing Quantification Results

- Since the RefSeq annotation has both gene- and transcript-level

information, this task will generate 2 data nodes:
- Gene counts
- Transcript counts

- To view the results, double-click the Gene counts data node
- Data at this level can be downloaded as text file containing count matrix

R ]

Coverage breakdown

11 L1

Optional columns.
Sample name ¢ Total reads ¢  Fully within a feature ¢  Partly within a feature = Not in a feature & ible paired-end = ible junctions ¢ Total junctions ¢ View
SRR592573 109,985.00 55.12% 2.85% 35.35% 6.68% 20,435.00 25,161.00 ‘l
SRR592574 163,175.00 55.61% 2.82% 35.09% 6.49% 29,924.00 36,820.00 e
SRR592575 228 614.00 50.69% 3.21% 30.30% 6.70% 38,826.00 48,447.00 ‘
SRR592576 261,308.00 44.95% 3.85% 45.14% 6.06% 36,882.00 47,308.00 ‘l
SRR592577 12300 48.13% 2349 42.60% 5.84% 02,00 42,046 Fil
e OFY
SRR592580
SRR592581
Average w00
200
b 200
100
’ o 0-10 10- 100 100 - 1K 1K - 1 0K+
Read count
 SRRSEST) gy SRRSSISTA 1l SRASSESTS fh SARSOZSTS il SFRSOZSTT il SRRSOZTO gl SRRBCZSTO gl SRRSG2S80 gl SRRSEDSS
U]

Sample box plot

10th, 25th, 50th, 75th, and 90th percentiles

H ™
i H
3
H
3
o
SRRSicS SRRSR25 SRR2S SARSAZS SRRS026 SRRUZS SRRSACS SRRSW25 SRRGU2S Avrage
g aas el ek il vl e
Sample SRRSAIST SRRSAZST SRRONZST SRS

.....

Notes:
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Filter Features

- Low expression genes maybe indistinguishable from noise, will decrease
the sensitivity of DEG detection

- To filter out low expression at the gene level, select the Gene counts data
node and click Filter features under the Filtering portion of the menu

- Choose Filter exclude features if Maximum<=10
« Click Finish

Home > RNA-Seqg-User1 (Project owner) ﬁ' v

Project settings | Notebook | Attachments ' List generator

P Task results
Quantify to

Analyses Data Log

]

.

A

— Trim basas —_ Align reads -
Unaligned reads Trimmed reads Aligned reads annotation model Gene counts » QAIQC
4" N Filteri
A / \ ¥ Filterin:
9 | flor) ¢
Pre-alignment - Post-alignment Filter features from upstream result Filter features
QAQC Unaligned reads QAIQC revep—— @
Filter groups

Normalization and
scaling

» Differential analysis
» Exploratory analysis o

Quota disk space -:l

Make a pipeline | Import a pipeline

¥| Noise reduction filter

Exclude features where [ o vll<=~ 0%

Statistics based filter

Filter features by

Notes:
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Normalize Counts

- Data must be normalized before differential expression analysis

- Select the filtered gene count node and click Normalize counts under the
Normalization and scaling portion of the menu

- Click the Recommended button and select Finish

Home > RNA-Seq-Userf (Project owner)

Normalization methods

Absolute value

Add

Aniilog

CPM (counts per million)
Divide by

FPKM

Log

Logit

Lower bound

Multiply by

Quantile normalization
Sublract

TMM

M

Upper quartile

iy

Back

Normalization order

1. CPM (counts per million;

2 Add |0.0001

Drag

drop

Analyses Data | Log Project settings Notebook | Attachments
N N A
Y L N«_ | + —_— ] \ I | v Task results
— i Trim bases — Align reads ~ Quantify to ~ Filter features
Unaligned reads Trimmed reads Aligned reads annotation model Gene counts Filtered counts Task report
AT ] \ Data summary report
Pre-alignment - Post-alignment - » QAIQC
QARG Unaligned reads QAIQC Transeript counts
p Filtering
¥ Normalization and scaling
Normalize and adjust values Normalizatign
measured on different scales in order
to compare the different samples. Normalize to housekeeping genes
» Differential analysis
» Exploratory analysis
Make a pipeline Import a pipeline Quota disk space [ |
Transformon ) gopies © Features

Notes:
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Principal Components Analysis

- The principal components analysis (PCA) scatter plot allows you to assess
relatedness between samples and identify outliers

- This can only performed on quantified data

- To create the PCA plot, select the Normalized counts data node, click
PCA under the Exploratory analysis portion of the menu, use default
settings and select Finish

Home > RNA-Seq-Usert (Project owner) £
Analyses | Data | Log | Projectsettings | Notebook | Attachments @ List generator
- T X Normalized counts:
. p \ § A p N
[ ‘_.f = _.‘ — ) — ——{ [olof; ‘ -
Q e Q — \ 4 v Exploratory analysis
Algn reads < Quantify to Fifer features Normalize count
s Aligned reads annotation model Ge Filtered counts Normalized counts
K-means clustering
R § 4
( \ [ Graph-based clustering
@& Post-alignment A 4 Compare clusters
Unaligned reads aaac Transcript counts
Visualize your results using principal _>PCA
component analysis.
t-SNE
Hierarchical clustering
Download data (91 kB)  th =
1 Treatm
PCA (75.37%) ® oul
k|2 EEICNE - ® 5l
- Plot setup
Plotstyle O 20 ® 3D
X PC1 v | ¥[PCZ v | Z/PC3~
L
= Plot options [
Points | Grouping | Layout
Cany
High *
z
&
s
& iy
o [i® ¢
3]
a
[
>
®
L]
! L]
J) S
= %
Z=PC3(10.80%) X = PCL (40.38%)

Notes:
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Differential Expression Analysis

- Select the Normalized counts data node

- Click GSA from the Differential analysis section of the menu
- Select Treatment as an attribute to include in statistical test and click Next
- Setup the following comparisons and click the Add comparison button

- 5uMvs OuM
- 10uM vs OuM
. Click Finish

Home > RNA-Seq-User1 (Project owner)

Analyses Data Log Project settings Notebook Attachments

N /"'_'“\‘ ; § N
1-6-—m-0O—m 00—
ads o d Quantify to S~ Filter features A ' Narmalize counts PCA

Aligned reads annotation model Gene counts Filtered counts Normalized counts

A

|
4 Identify differentially expressed
features with Partek GSA algorithm
by applying multiple staistical
models to each individual gene in
order to account for each gene's
varying response to different
experimental factors, and differing
data distributions.

Post-alignment

Unaligr}éa reads QAIQC Tral n.';cr-i;;t- counts

h Comparison selector

.ﬁv

X Normalized counts
)

» Normalization and
scaling

v Differential analysis
GSA @
ANOVA
Non-parametric ANOVA

» Exploratory analysis

Download data (91 KB)  th ©

Treatment
OuMm

S5uM
“ 10uM

10uM

Treatment

“ OuM
5uM
10uM

[ Add comparison

Treatment Treatment
1 | 5uM vs, ouM *®
2 | 10uM vs. ouM ®
Advanced options
Option set | _. Default -- ¥ | Configure

Back Finish

Notes:
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Creating a Filtered Gene List

- Select Feature list data node and then click Task report in the toolbox
- To get a sense of how to filter list, view the Volcano plot by clicking &
- Under the Gene list section, on the Filter panel select:

- FDR step up, then select All contrasts and set it to Less than or equal
to 0.05

- Fold-change, then select All contrasts and set it to From -2 to 2, with
Exclude range selected

- At the bottom of the table, click Generate filtered node

5uM vs OuM i
Filter View ¢ Genesymbol = ¢ Totalcounts  « Pvalue & FDR step up ¢ Ratio ¢ Foldchange | & LSMean(5uM) & LSMean(OuM)
Gene symbol 4 1 A4 5 F 5,488.71 2.27E-9 8.6E-7 12.71 1271 9,303.89 732.28
ol counts « 2 4 1.78E-6 44.12 44.12 416.88 9.45
3 A Z00E8 100000000 100000000 a4 iEd
[ 3 |4
— . 5 5uM vs OuM
¥ FDR step up v [~
5 | 4
® Al contrasts  Per contrast 6 4
ess than or equi ¥ | [0.05 7 | 4
0 1 8 4
Ratio 4 o
. - 10 4
Fold change
" | 4
ontrasts ' Per contrast -
2 4
R 13 4
¥ Exclude range TR
LSMean 4 15 4
16 4
Low expressed Ll 6 4 3
7| 4 :
Save filter
18 4
Saved filters v 19 4
» 20 A4
F IR
2 4
Y Generate filtered node 23 4 544
2 g
H Save as managed list
Fal ]
Up-regulated: 48
Down-regulated: 9

Notes:
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Viewing Gene/Transcript Level Results

- Select Feature List data node and then click Task report in the toolbox

- On the table, under the View column, select

- .% to view the Dot plot

— - to see the region in Chromosome View

- to see additional information about the statistical results

< Previous Next =

Dataset | Normalized reads v

Settings v

Group by | Treatment v

Feature information

Chromosome
Start
Stop

22
31500763
31503552

Strand -

Best medel information

Best model

Best model type
5uM vs OuM

P.value (F)
FDR step up

Ratio
Fold change

10uM vs 0uM

P.value (F)
FDR step up

Ratio
Fold change

5uM, 10uM vs QuMm
P.value (F)
FDR step up

Ratio
Fold change

Model 1

Model

Lognormal with shrinkage AlCc

Treatment

Lognormal with shrinkage

453E-10
178E-7
5138
51.38

127E-8
498E-6
16.96
16.96

4 88E-10
191E-7
3417
3447

Treatment
8717

Color by | Treatment ¥
Customize colors
Connect by None +

Show box plots

Save image

Group order v

OuM

5uM

10uM

Normalized reads

454.7 —

342.55 —|

220.41 H

SELM

Treatment

@ ouv
@ suv
@ 1oum

LSMean(10uM) 13548

LSMean(0uM) 7.99
FC 95% lower limit 1138
FC 95% upper limit 25.27

LSMean(5uM, 10uM) 273.01
LSMean(0uM) 7.99

FC 95% lower limit 2419

FC 95% upper limit 48.27

Lognormal with shrinkage Akaike weight 1.00

Notes:
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Chromosome Viewer

- Select tracks allows you to select different annotations or datasets to view

together
- Sample grouping, color and transcript labeling can be edited in the Controls

panel

- Search for any gene using the Search box

- Navigate to a genomic coordinate using the Position box
- Change and pin any displayed tracks using Track order
- Select any read in the reads pileup track to display additional information

about the read

Select tracks | : Search

~ Controls

Group data by
& Al

Sample

Altribute Treatment v

Customize track colors

+ Hidden tracks

= Selection details

Sample
SRR592575

Read name
SRR592575.37421027

Position
22:29254924-32295643
Browse on UCSC

Read length
96

Strand

[[[E-3

“;II -]

[[[E~3

n %

69

46

23\
0

RefSeq
===
==
==
g
==

SMTN

Position | 22:31500484-31503831 ) [N Q P Q | ok B
© Alignments: STAR - 2.5.3a (All samplas) m OuM |m SuM @ 10uM
< —<—<—< << - ——
SELM
O Isoform propertion: Feature list m OuM @ 5uM [ 10uM
SELM

SMTN

O Reads pileup: STAR - 2.5.3a (All samples) @ Forwfird strand @ Reverse strand

R

Referencesequence M A @ C OGCET N

Track hidden (zoom in to view)

Notes:
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Hierarchical Clustering

- Select any Feature list data node to perform clustering on that list of
genes/transcripts

- For this training, select the Feature list produced after filtering

- Click Hierarchical clustering from the Exploratory analysis section of the
menu

- Click Finish to run hierarchical clustering with default settings
- Select the Hierarchical clustering task node and click on Task Report

[— |
J X[ E[n] Q1 o8 o 180
B/|&
Colors v
Heat map

Low|[llv|$[166 |STD
zeo |l v| © STD
Hioh [l v| 2 (186 |sTD

wissing | [l v 3

Sample d

® riced [l v

By clust

By sample atiribute [ Treatment v

Feature d:

® Fied [l v

By clust

Attribute:

Labels

Show lab

¥ Samples
¥ Features
Show scale
Samples
Features

Column label position

endrogram

ter 2

endrogram

ter 2

s v

els.

sRRSE25TS

SRREe2ST2

sRRse2sTE

SRRSE281

SRRS2580

SRRS257S

sRRSR25TT

Notes:
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Enrichment Analysis

- Perform gene set enrichment analysis using filtered list of genes
- Select Feature List data node resulting from the Filtered gene analysis task

- Select Enrichment analysis from the Biological interpretation section of
the menu

- Select GO (Gene Ontology) as Gene set annotation and then click Finish
- Select the Enrichment task node and click on Task Report
- Select to get additional information about each specific pathway

Gene set % Description < Enrichment score % P-value < Genes in list ¢ | Genes notin list %
GO:1901605 alpha-amino acid metabolic process 9.65 6.42E-5 3 0
GO:0034622 cellular macromolecular complex assembly 9.04 1.18E-4 5 9
GO:0065004 protein-DMNA complex assembly 7.40 6.09E-4 3 2
GO:0071824 protein-DNA complex subunit organization 6.74 1.19E-3 3 3
Gene set GO:1901605 Enrichment score 9.65303
Description alpha-amine acid metabolic process P-value 6.42309E-5

Gene breakdown

In list | MNotin list

In set 3 0 o) wmco: . —

Not in set 14 383 alpha-amino acid metabolic process

P Genesin list

P Genes notin list

Notes:
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Creating Pipelines

- Pipelines allows you to repeat the same set of tasks on different datasets
- On the Analyses tab, click Make a pipeline at the lower-left of the page
- Name the pipeline as RNAseg-Pipeline-[username]

- Select Section name: Pipelines then select the task nodes (rectangles) to
include in the pipeline

- Click Make pipeline to create the pipeline

Home > RNAseq-User0 (Project owner)

Analyses Data Log Project settings | Attachments

Click on the tasks above to include in the pipeline. Then click Make pipeline below.

Pipeline name: |RNAseg-Pipeline-[demo] Description

Section name: | Pipelines v

Make pipeline | Cancel

Notes:
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Project Sharing

« Add collaboration on the project
- Import and export project

Home > RNA-seq-user1 (Project owner) # v

Export pmjﬁcl

¢ Delete project

Analyses Data Log | Project settings = Attachments

Project details Members —
Name RNA-seg-user1 T
Description
Owner

Thumbnail None
Administrator mcalvin
#' Edit project details Collaborator ® Collaborator b4

Add member ¥ | [Collaborator v | ==

Flow E Queuewv Projects v

Home Create new project

Import project

== New project 0
Recent projects

Notes:
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Further Training

Self-learning

Check out http://www.partek.com/flow-resources for documentation and
additional resources

Recorded webinars available on http://www.partek.com/webinars

Regional Technical Support

www.partek.com/PartekSupport

Notes:
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