SampleSheet Generation for
PG-Seg™ Rapid v2 kit

Revvity does not endorse or make recommendations
with respect to research, medication, or treatments. All
information presented is for informational purposes only
and is not intended as medical advice. For country
specific recommendations, please consult your local
health care professionals.




Loading PG-Seqg™
Barcodes in Illumina®
Experiment
Manager*

*This has to be done only when using PG-seq for the first time



#| .. ¢ Computer » Local Disk (C:) » Program Files (x86) » Illumina » INumina Experiment Manager »

t View Tools Help

1. Go to C:\Program Files (x86)\lllumina\lllumina Experiment Manager

zw Include in library = Share with = Mew folder

arites Name : Date modified Type
esktop . Applications 11/11/2018 20:14 File folder
ywnloads . Genomes 11/11/2018 20:14 File folder
zcent Places . IndexKits 06,/07/2019 15:41 File folder

2. Inthe “SamplePrepKits” folder paste the PGSeq Adapters.txt file it [0 somptepepicts | 06/07/201915:41  File folder

MName

. %« Local Disk (C:) » Program Files (x36) » Illumina » Illumina Experiment Manager » Applications »

3. Goto “Applications” folder | I"1 Applications | —

View Tecols Help

. Genormes - Include in library + Share with = Mew folder
Jon =i h Mame ’ Date modified Type
| SamplePrepKits ==
ctop . Images 11/11/2018 20:14 File folder
mloads | Amplicon - DS.bd 20/08/2018 9:22 Text Document
=nt Places | Aszembly.bd 20/08/2018 9:22 Text Document
obox | ChIP-Seq.tet 01,/04/2019 22:12 Text Document
Drive _ CloneChecking.txt 20/08/2018 9:22 Text Document
| Enrichment.tet 20/08/2018 9:22 Text Document
ies 1 | GenerateFASTQ bt 06/07/201915:38 Text Document
uments i | HiSeqGenerateFASTQ bt 20/08,/2018 9:22 Text Document
s | LibraryQU txt 20/08/2018 9:22 Text Document
ures | Metagenomics.txt 21/05/2019 20:05 Text Document
05 | NextSeqGenerateFASTO bt 28/05/201912:30 Text Document
| NovaSeqGenerateFAST (. bt 20/08/2018 9:22 Text Document
ruter _ PCRAmplicon b 20/08,/2018 9:22 Text Document
3l Disk (C:) Plasmids td 20/08/2018 9:22 Text Document
4. Within this folder open the Resequencing.txt file pbovammsommilp| | | Resequencinget | 03/06/201914:27  Text Document
r Memeamilf | RNA-Seq.tet 20/08/2018 9:22 Text Document
t Generation ! | SmallRMA.bxt 10/07/2019 15:46 Text Document
ro (165.88.37. il __ Targeted RNA.bet 20/08/2018 9:22 Text Document
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5. In the list of kits that appears add the txt files
relevant to you

6. Save changes

N:| Resequencing.txt - Notepad

File Edit Format VYiew Help

[version]

1

[workflow Name]
Resequencing

[Display Name]
Resequencing

[category]

small Genome Sequencing
[Compatible Sample Prep Kits]
Nextera DMNA

Nextera DNA Flex
MNextera Mate Pair
Nextera XT

Truseq DNA PCR-Free
Truseq Nano DNA

-

MNotepad

- -

A 4

5]

Do you want to save changes to C\Program
Files (x86)\lllumina\lllumina Experiment
Manager\Applications\Resequencing.txt?

[ Save ] Don't Save ] [ Cancel

J Resequencing.txt - Notepad

L2 File Edit Format View Help

[version]

1

[Workflow Name]
Resequencing

[Display Name]
Resequencing

[Category]

small Genome Sequencing
[Compatible Sample Prep Kits]
Nextera DNA

I1lumina DNA Prep
Nextera Mate Pair
Nextera XT

TruSeq DNA PCR-Free

I PGSeq Adapters I

[SECCINES]
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Creating a
SampleSheet for PG-
Seq'™ Barcodes



-

1. Open Illumina® Experiment Manager Software

2. Select Create Sample Sheet

v

A 4

3. Inthe new screen that appears, select MiSeq

4. Press Next

¥y Tlumina Experiment Manager 1.16.0

lllumina Experiment Manager

V\-‘l|lr-llv I VWV &ALl A

Create Sample Plate

Edit Sample Plate

N
C=nne

Create Sample Sheet

Edit Sample Sheet

Settings

MiSeq

cancel

-

HiSeq

T IWRE AT T IVl IR Nl

NextSeq/MiniSeq

=
| ——]
—

NovaSeq

»
»
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5. Select“Small Genome Sequencing”

[llumina Experiment Manager

Sample Sheet Wizard - MiSeq Appli

6. Select“Resequencing”

Select Category

T

&" e CE
"
Targeted Small Genome RNA Other
Resequencing Sequencing Sequencing
-~ @
u«

- FQ o
4 &
S S A
S S S

Resequencing Plasmids Assembly

|

7. Select“Next”

»
»
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Illumina Experiment Manager

Sample Sheet Wizard - Workflow Parameters

8. Make sure screen looks EXACTLY like this
(putting corresponding Reagent cartridge
barcode and experiment name).

Resequencing Run Settings

Reagent Cartridge Barcode®
Library Prep Workflow
Index Adapters

Index Reads

Experiment Name*
Investigator Name

Description
Date

Read Type

Cycles Read 1

* - required field

Cartridge barcodes

PiGSeq Adapters v
PGSeq Adapters w

(O 0(None) (@ 11(Single) 2 (Dual)

|Experirnental name here |
| |
| |

9/ 92022 [E~

() Paired End (® Single Read

76 =

Resequencing Workflow-Specific Settings

[ Custom Primer for Read 1

[ Custom Primer for Index

[ Custom Primer for Read 2

[ Use Somatic Variant Caller

Flag PCR Duplicates

] Reverse Complement

[ Indel Realignment GATK

Wariant Quality Fitter 30 =

9. Press Next
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tl lllumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Sample Plate Samples to include in sample sheet
* - required field Maximize

Select Plate... New Plate...
_ - Sample |0 | Sample Name Plate \wfell I

Table View | Plate View

Sample ID Sample Name Index1 (I7) Sample

10. In the screen that appears, add one row per Te——— ;
sample you want to analyze, using the button

e St R - . || [

Sample Sheet Status:  Invalid

Add Selected Samples => Reason: Mo Samples have been added to this samplesheet.
m
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lllumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Samples to include in sample sheet

Sample Plate

*-required field [ Maximize
11. Write Sample Name TV P >
Sample ID Sample Name Index1 (I7) Sample 0

12. Select the index used for each sample from the

|.|St 1 m 3
Sample Sheet Status:  Invalid

Select All Add Selected Samples => Reason: Mot all Samples in this sample sheet have all the required
BO3
Bifetix}
Do3
[=(p )

Sample ID* Sample Name Flate el Index1 (I7)* I7 Sequence Genome Folder™

01 A ATCTAGCCGG Homo_sapiens'UCSCihg19\Sequencet\holeGenor
0z BO1 TATCTCTTCCT Homo_sapiensiUCSCihg19\SequenceholeGenaon
03 TAGATGCCGT

Arabidopsis_thaliana\NCEl\build3. 1'SeguenceiwholeGe
Bos_taurus\EnsembliUMD 2. 1'SequencelwholeGenome
Escherichia_coli_K_12_DH10B\NCENZ008-03-17\Sequs
Homo_sapiens\UCSCihg1 5 SequencelwholeGenomeFz
Mus_musculusiUCSCimm3\SequencewholeGenomeF:
Phix\lllumina\RTA&\SeguencetwholeGenomeFasta

Rattus_norvegicus\UCSCirnd\SequencelwholeGenome
Saccharomyces_cerevisiag\llC5CisacCer?\Sequencel
Staphylococcus_aureus_MCTC_B3Z5WNCEIN2006-02-13

13. In the Genome Folder field, select Homo_sapiens
genome for all samples

Vo 10
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fep llumina Experiment Manager

— O x
lllumina Experiment Manager

Sample Sheet Wizard - Sample Selection

Sample Plate

Select Plate... New Plate...

Samples to include in sample shest

*-required field  [] Maximize
Sample ID° ‘ Sample Name ‘ Flate ‘ fell ‘ Index1 (I7)° I7 Sequence Genome Folder”
Table View  Plate View 01 Al ATCTAGCCGG Homo_ \WWCSClhg 19 holeGenor
a2 BO1 TATCTCTTCCT Homo_sapiens'UCSClhg15: tintholeGenor
Sample ID Sample Name Index {I7) Sample 03

greT N pela ey I Homo_sapiens\JCSCihg19\SequencelwholeGenor|

3 Add Blank Row Remove Selected Rows ?
Sample Sheet Status:  Valid
Select All Add Selected Samples == Reason:
HE A V4
14. Press “Finish

15. Save the sample sheet

V t y 11
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