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The i-Ome® Protein Array is a slide based high-density protein microarray based on Sengenics
patented KREX™ protein folding technology (1). The product enables highly multiplexed
detection and relative quantification of autoantibodies circulating in human blood and is intended
primarily for disease biomarker discovery. The array content comprises 1600+ immobilized, full-
length, correctly folded human proteins. The proteins are immobilized on a proprietary, planar
hydrogel surface supported by a glass slide. KREX™ technology (1) ensures that only correctly
folded proteins are immobilized onto the surface and the aqueous environment of the hydrogel
helps the proteins to maintain their native conformation. The arrayed proteins represent major
protein classes such as protein kinases and transcription factors, signalling molecules as well as

proteins acting at the extracellular environment, such as cytokines.

Each array image from your i-Ome® Protein Array experiment will be saved in a 16-bit TIFF format.
An example of an image of the array is shown in Figure 1 below. Each spot on each array
represents a protein or control probe immobilized on the array. Depending on the type of
microarray scanner you are using, the amount of serum or plasma IgG bound to each protein on
the array is typically represented in relative fluorescence units (RFU) or median fluorescence
intensities (MFI). For the purpose of this manual the term “relative fluorescence units (RFU)” will

be used.

To obtain the RFU for each spot on the array, you will need to analyse each TIFF image using a
compatible image analysis software*. This process involves converting each pixel within each spot
on the array image into numerical values, i.e. RFUs. A GenePix Array List (GAL) file will be required
to perform the image analysis. The GAL file contains the names and positions of all the proteins
and control probes on each array. Our Support Team would have provided you with the relevant
GAL file. You may also download the latest i-Ome® Protein Array GAL file from

httos://sengenics.com/resources/product-information/.

* We do not provide any microarray image analysis software with any of our products. We highly recommend using
GenePix® Pro 7 Software (https.//support.moleculardevices.com).
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Table 1. Pre-requisite checklist
Description Remarks

Scanner output - Please ensure this is in TIFF
i-Ome® Protein Array scanned images
(16 bit) format

You may download this from
i-Ome® Protein Array GenePix Array List
https://sengenics.com/resources/product-

(GAL) file
information/
GenePix® Pro 7 Software Not provided by Sengenics
Glossary:

TIFF = Tagged Image File Format represents raster images that are meant for usage on a variety of devices
that comply with this file format standard. The extensible feature of this format allows storage of multiple
bitmap images having different pixel depths, which makes it advantageous for image storage needs. Since
it introduces no compression artifacts, the file format is preferred over others for archiving intermediate files.

The file extension for this file is " .tif".

GAL = GenePix Array List file extension is used by GenePix. It is a biological data format in the form of an
array list. Microarray technology is capable of extracting fluorescence measurements from thousands of
features at once. It is necessary that each feature has the appropriate ID and name assigned for carrying out
accurate analysis. It aids in the description of the size and position of blocks, layout of feature-indicators
consisted within, and the name and IDs of the printed substances linked with the respective feature-
indicators. The names and locations (block, row, and column) of features existing on a microarray slide are
saved in the GAL file. This data is useful in quantitative analysis of the fluorescent spots on microarrays. The

file extension for this file is “. gal”.

GPR = GenePix Results data are saved as GPR files, which are in Axon Text File (ATF) format. A Results file
contains general information about image acquisition and analysis, as well as the data extracted from each
individual feature. The GPR file is primarily associated with the GenePix Pro that is used for analysis of
biological experiments. The data gathered by biological experiment is saved in GPR files for further analysis.
The data processed during analysis is also stored in GPR files along with results of experiment conducted

by GenePix Microarray Systems. The file extension for this file is “.gpr"”.
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Figure 1. An example of an image of the i-Ome® Protein Array
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Development of a novel, quantitative protein microarray platform for the multiplexed serological analysis of

autoantibodies to cancer-testis antigens. International Journal of Cancer, 135, 1842-1851
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The GenePix® Pro 7 Software will allow you to perform microarray image analysis either manually
or in batches of up to 1000 TIFF files. A manual extraction only allows you to analyze one image
at one time and this will require a manual input from the user for each step of the process. A batch
extraction will allow you to automatically analyze multiple images in one process. To perform the

image analysis for the i-Ome Protein Arrays, please follow the recommended settings below:

1) Launch the software:
i.  Plug the GenePix® Pro dongle into your computer. This is provided with the purchase of
GenePix® Pro 7 Software.
i. Launch GenePix® Pro 7 Software.

2) To access the setting functions, click the “Options” icon on the right-hand side of the main

window. v
e
3) Automatically set the wavelength name for batch #« Options
analysis: Typically, a scanned array or slide will have  pigiay | Fiepen | FieSave | Foders | Other | Pint |
the following name format: “wiorkfow ] Analysis Batch Analysis l Alignment ]
rInput
" Scanner/D_S//de/D_ScanNO. tlﬁm . Click on the Grgup single-image TIFF files when their file names end in:
“Batch Analysis” tab and make sure that the suffix of |-6%5 |54 = 468
. ) . " Y or | B35 em 53w [532em 488 nm
your image file names are added into the “Input o [ 2 o R
boxes under the column corresponding to your or [Loh [or [Cera [Ccha
scanner’s wavelength setting. Make sure that the ar |_F.Af |t |t |-F
“Override assign image dialog prompt” check box is < |l L I L
d 9 gp P o |_S001_ |_s0m_ |_5001_ |_som_

ticked. Click “OK" to save your settings.
r Mon Awron TIFF file

¥ Overide assign images dialog prompt (as described below)

|n the example image on the r'ght: If your flle name For multi-image TIFF files GenePix Pro will use the following
. . . . wavelength names.
ends with “_S001.tiff", and since “_S001" is entered 1st - o s
into the first column of the Input group, the software 532 J534 |63 |48
. . Far single-image TIFF files GenePix Pro will uze the column pozition
WI” use the Wavelength name Under ”1 St”l I.e. ”532”‘ where it finds the matching end of file name (in the ‘Input’ group] to

zelect the wavelength name as entered above.

E.qg. if a non-fwon file ends in " _cy3" and "_cy3" iz entered in the

. - zecond column of the "lnput’ group, then GenePix Pro will use
NB: Our /ab pfOfOCO/ uses C.y3 f/uorescence, whatever iz entered under "'2nd" as the wavelength name.

corresponding to a wavelength of 532nm.

kK | Cancel Help
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4)  Setting up the spot alignment (recommended): Under the “Alignment” tab:
i. Select “Align Features/Find circular features”,

ii. Select "Resize features during alignment”. Set the minimum and maximum diameter % to
50 and 200 respectively.

iii. Select “Limit feature movement during alignment”. Set the “Max translation” to 40.
iv.  Select “Align Blocks/Estimate warping and rotation when finding blocks"”.

v. Click "OK".

“. Options X ‘

Display ] File Open ] File Save | Folders I Other Prin |

ok flow | Analysis I B atch Analysis
ign Features

@’ind circular features

" Find square features
" Find imegular features
I~ Filliregular featu

@Hesize features during alignment
Mirimum diameter (%) |50 =
Maximumn diameter (2]} 200 =

Limit feature movement during alignment

Max translation [um); 40 =

Flag features that fail background threshold ctiteria:l Mot Found « I

Composite pixel intensity [CP1) threshold to include ]
a pixel in a feature during alignment:
Align Blocks

stimate warping and rotation when finding blocks

Automatic Image Registration

Man translation [pixels}  [10 13 Ll
an translation [pixels) - e

ok | Cancel | Help
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5) Setting up the image display (recommended):

i. Under the “Display” tab, select “Colour Mode/One-color mode” and click OK.
. Options X

yokflow | Analsie | BatchaAnapsis |  Aligment |
CDisplay D Fie Open | FieSave | Foiders | Other | Prnt |
Feature Viewer

Field of view (pm): IZD[] =

W Show feature indicators
W Show ¥, in pixels (Image tab only)

Zoom
Show |3 2 feature diameters when zooming to a feature
I~ Maintain zoom when opening images

Color Mode
@On&cdu mode
Two-color mode

" Four-color mode

oK I Cancel Help

ii. Select the “Color Selection” \J| icon. Click “Use wavelength colors” and the “Manual”
option, followed by selecting the color “Green” and click “OK".

A, Color Selection *

—Wavelength Channel Color
se wavelength colors

" Use laser colors
anual

Select Colar: m

" Grayscale
" Rainbow 1
" Rainbow 2
" Custom

I Inver colors

oK | Concel | Hep |
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iii. Next, click the “Laser Settings” " icon and input “532” for “Wavelength #1” and

"Wavelength #2” as shown in the image below. Click "OK".

. Laser Settings X

Piwel Size [pm); |1 0 =

Wavelenath #1 [nim): @
Wavelenath #2 [nml:@

oK I Cancel Help

NB: The default setting for GenePix® Pro 7 Software will output the GPR files to include all
the information required for you to do your downstream data processing and analysis. When
using the software for the first time, we would advise to check that the following columns
are available in your GPR files:
» GeneSymbol - this will contain the feature identifier (i.e. names of all the antigens
and control probes on the array)
* Block - this corresponds to the block number(s) on the array.
* F532 Median - this corresponds to the foreground median RFU of each spot on the
array
* B532 Median - this corresponds to the background median RFU of each spot on the
array. Maintain the default setting for the background calculation as “Local feature
background median”.
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3. Performing a Batch Image Analysis

1) To upload your images, click on the “Batch Analysis” tab.

=, GenePix Pro -- Analysis Only (40008)

Image | Histogram | Lab Book

_Imwa ‘

Results | EcaﬂelF"htl H:Wﬂl

" Pravisw [635/532)
™ Wawelanath BI85

2) Click the "Add"” button and navigate to the folder where your TIFF images are stored. Select
the TIFF images (you can select multiple images at one time) you wish to analyze and click
Ilopenll‘

Iy GenePix Pro -- US11223910_026782_501_Ftif

Inage| Hilogm| LebBook. BachAnbis | sl | catesPet| Repu |
A

‘Mi. .‘ Rest | Socortal | Skt 6PS | IV View bl names oy
o] % Not Fourd | BadBlocks | Prgress GAL o GPS Setirt 6PS| R GPA)

[ T T F Y Y- 1.3

@ Remaowve I I I I I
A 4| Ji

| ItemI Mot Fl:nundl Bac !

I

J
|

I USZI0,6.| U512, 2. U120, U120 . U112,

1 290F

|

UST1223910,026.. | US11223910_026... US11223910.026.. [US11223910.026., |US11223910_026.. | US11223910,026.. | US11223910 026...| US11223910 6.

I |

EEEETE]

§_
7

US11223910006. US223910,00. |USH1223910. 00 |USH1223910, 006 US11223910.06.. v

FRename:  ['US11221910_026762_S01_F o™ *US11223910_026783_SO1_F o "US11222910_026788_S01_Fuf™ “US11223910_026789_S01_Ff* "US112

Fescltype:  [image. GAL and GPS Fles (11 ol gpa) EE
|

2 i andansipe
Faign  Conlgae tigrment

¥ s

™ Runhi s fsches cusy alle Anais [Ex 1 Fos Feres
[ Sevelobeaty

szrn o Evo

Ready bnahis Orky)
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3) You will need to set up the location of the output files from the batch analysis.
Recommendations: Create a folder named “GenePix Output” under the same path as the
location of your TIFF images. Select “Use folder options” under “Location of Generated
Files”. Click the 3 dots (Options) button to select the location where the output files will be
saved. Select “Browse” to navigate to the location of the folder created and click “OK".

Location of Generated Files
|mmlumm|u=sw< Batch Analysis [[Resus (_\_ B r__ B
r o s 5 * Use folder opt
ame as images se folder optio RN
add. | Fenove| Reset | o | € Same as images r‘u.-mum_j
TR trePs T Output Setings (GPS) ‘Resats (GPR)
1 U$||223910027321 _S01_F.uf Immunome 280717.gal US11223910_027321_S0..  US11223910_
2 Ready US11223910.027322_501_F uf inmunome 280717.gal UST1223910.027222060.  UST1223910_
3 Ready US11223910_027269_S01_F.if Inmunome 230717.gal US1223910 02736980, USTI223810_
4 Ready US11223910_026860_501_F if Inmunome 280717, g8l UST1223810_026880.50.  UST1223910_
5 Ready US11223510.026343_501_F i Inmunome 28071798l US11223910026343.50..  USTI223910_
3 Ready US11223910_ 026948 SO1_F of Inmunome 280717 g8l UST1223910/026344.50.  UST1223910
%A, Options > |:
Workflow | Analysis | BatchAnaysic | Algnment |
Display | FieOpen | FleSave Folders | Other | Primt

 Destnation Folder for Save. Export and Open Dialogs ———————————
¢ Last accessed folder for each file type [default)
= Specified folder for al file types:
|D:\Uncompletedt.. \images

" Specified tolder for individual file types:

Images [.tif]

Settings [.gps) Documents\...\Settings
Auray Lists [.gal] IDocumer\(:\ ASettings

Results [ gpr) Documents\...\D ata LI

Repons [ htm] ISampIe Scripts

4) Upload the GAL file: Select all of the uploaded TIFF images (you may use the CTRL+A
command to do this). Click “Select GAL file...” on the top of the panel or right click on your
mouse and click “Select GAL file...” and navigate to the location of your GAL file.

Imaga | Hizragram | Lab Dock  Baich Ansyrie. | sk | Scamar Fict | Aapon |
1. Sninck imagn (i arel GAL o GPS (Bn b purcns:

| Romove | _ases w Soer s | 7 Viewtie ancs ol
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5) Select the GAL file and click “Open”.

R GenePix Pro -- Analysis Only (40008 - o X
Image | Histogram | LabBook  BatchAnalysis | Resus | Scatter Pict | Report| e
1. Select image files and GAL of GPS fles to process —
Locaton of Generated Fies ©
Add.. | Remove| Resat Select GPS...| F View file names ory € Same ssimages @ u:ummw&]j hd
tem [ % Not Found [ Bad Blocks [ Progress [images [ input GAL or GPS [ Ouput Settings (GPS) Resuls (GPR) I - o
1 ‘Waiting for GPS/GAL  US11223910_023376_S01_F & US11223910_029376_50..  US11223910_029376_S01.... =
2 Waiting for GPS/GAL  US11223910_029377_S01_F & US11223910_029377_50...  US11223310_029377_501.... E
3 Wating for GPS/GAL  UST1223910 (pazs-am " . 11211272010 w720, oot
4 Waiing for GPS/GAL  UST1223910.0 X Load Array List x D =]
5 ‘Waiting for GPS/GAL ~ US11223310_( pi... g
5 Wailng for GPS/GAL  US11223910_9 = 2 pi... =
7 Watingfor GPS/GAL  UST1223910g| Lookin: | [ GALfies e ®mer B3 D Q
8 ‘Waiting for GPS/GAL  US11223910_0 & pr..
3 Walinglor GPS/GAL  USTI223910.q Name Datemadified ey —
10 Wai_ﬂglu GPS/GAL  UUS11223910_0 ,]3588-(“—\(2 22/2/2021 921 AM GAL P, ‘Tg 3
i a::‘:": L enoZin-d 113686 SENGENICS-ImmuSAFE_COVID+ (4) 10/12/2020 3:41 PM GAL -
13 Waking for GPS/GAL  UST1223910.q /-] 3686-SENGENICS-ImmuSAFE_COVID+_Sept 2020 19/11/200956AM  GAL f’ )
1 z.x:: GPS/RAL  USTIZIIN 73695 SENGENICS.CUSTOM.PHARMA To/2020956AM  GALDY ]
a 1223910, 3 o : —
s Wk (o GPS/GAL  USIT223910.0 23755 SENGENICS-ImmuSAFE_COVID- 11/2/2021 339 PM GAL -
17 ‘Waiting for GPS/GAL ~ US11223910_(] [ 3796.1_Sengenics Immunome AxCESS Array 20/5/2021 1222 PM GAL —
:g aaz::: ggﬁ ﬁg“zmﬂﬂg:g (7713796 _SENGENICS 20/4/2021 11:07 AM GAL E‘
ai
Waking for GPS/GAL  US11223910. 71)3801_pS3_BARRAY 16/2/2021 8:27 AM GAL |
21 Waiting for GPS/GAL  US11223910_0 1] 3802_CTA V2 BARRAY 16/2/2021 8:27 AM GAL
2 Waiting for GPS/GAL ~ US11223910_0f 243 2ARRAY_BatchC! 20/5/2021 2:43 PM GAL ...
2 Waiing for GPS/GAL  US11223910_ :l’, = = g pi... —
24 Waiting for GPS/GAL ~ US11223910_0) | CTA_Sengenics_040419v2 3/12/2020 8:51 AM GAL pr. Q
) Waitng for GPS/GAL  US11223910.q /7 Immunome 260717 12/6/2020 10:00 PM GAL 1.
% Waiing for GPS/GAL  US11223910_ ... e
7 Waiing for GPS/GAL  US11223910_9 ... &kl
3 Waitng for GPS/GAL  US11223910_ bi...
23 Wailng for GPS/GAL ~ UIS11223910_0) ...
2 Waitng for GPS/GAL ~ US11223910_() pi... |
7 Waitine foe GRPSARSI 11811227900 1 m i~ PR
2 Asgn and analze 1< > @I
P Aign _Conligure Algnment Flename:  [3756 1_Sengerics Immumome ACESS Aray Open | o
P Andyze —
: - Cancel
I Run this flag leatures query afer Anslysis:[Ex 1 Fax Feaizes Flescftype:  [GenePux Aray Lt Fies (o) o o | <] and flag metching features as: [Abzert - 6
I Save o Acuy eI | =
Process
‘ CNet @Al _, Ex;m, ﬂ

6) Set your analysis parameters: At the bottom of the window, under “2. Align and analyze”,
select “Align”, “Analyze” and select "All” in the Process box.

2. Align and analyze

Configure &lignment

Fiun thiz flag features query after Analysis: |EH- 1: Fair Features

v Align
v Analyze,

—

Process
« Now C 5o D e
———

7) Click "Go" to initiate the batch analysis. There are 3 output files that will be generated from
the image analysis; GPR (GenePix Results containing numerical values from the extracted
images), GPS (GenePix Settings file) and JPEG (the image file of the tiff images) files. Only
the GPR files will be used for downstream processing and analysis. Each set of output files
will have the same name as the TIFF images.
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1) Repeat the steps outlined in section 3.3) above.

v

2) Upload your TIFF image: Click on the file __ icon and click “Open Images...”. Navigate
to the folder where your TIFF image is stored. Select the image to analyze. Only one TIFF

image can be analyzed at a time.

A GenePix Pro - Analysis Only (40008)
moon | vistoran| Lo 5ok | Baten abei | Fasuts | Scanes P | Repan |

] g%i:;gl
i e e P
[FE -~
O ==
==

Feature:

Blockc
XY
Nme:

e 635

wiivsn

Rus 535/532)

Elopu|d|ele|e

x|
g
=
&

>

Somams 1 =

[Cota Cireage: Urdrked [Coeree: nt o [k = 19,7 G Wobarceds

T GenePix Pro — Analysis Only (400081

1ma00 | Histogram | Lab Book | Batch Anabeis | Reruts | Scater Pt | Report]

© Proviow (53/532)
Wanalangh 65
& Wovsergh B2
€ Roko 6355321 =
T
«gl B2
wle] [ 4 ,
J = — e oo
iofed Openimage Set.
& a Ll KT Save Images - Sclected Scan Arca... Cutes.
3| Saveimage et
P B.Ej:l'@\ = EJ e
e Recentimages
” New Settings AN
S§CTIE] O s o
wun Seve Setmings ans
== . o
T Foonrm Views ————— Racent Settings »
R R e
fomst Facene Arcay Lists »
OpenRents.. R
- Save Resuts - Selected Resubs Sheet.—. P
Save AN Result...
€xpont Result..
| Wavsiongh 532 Save to Acuity anq
Recent Reculs >
Opennepon— aney
| agmen o
Export Repart.. anex
Recent Reports >
Fooy P P
I wUrkbod Lo motbound [Oek = 1668 Nobacods A ESSENGENICS Iy 5: hrtiled) Properticn. AR Enter
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R Gene?ix Pro -~ Analysis Only (40008} - a

1999 | Histagrem ] Lab Book | BaichAnalsis | Resdts | Scatter Pl | Feport |

x
! 9
Froview
€ Warslangh 5 )
& Wavelergh'52 —
€ Ratio (/53 =l @
Todk =
| Al HO & Opentmages % %
=] Mol =
wel 4 o — E
T il |
Ul =w 2
o[Q|a|m| ) ]
e BR[%T—| A S . S YIS O WS
ason
[fF [
0 E|E| . ¥
uJ 5 Q
Fookes Viewer UST223510.020.. UST223910 029 USTIZ23010.029.. LSTIZZ3010.009.. USTIZZION0.000.. USHI223910.029.. USTI223910.029.. &
Bock  Fosure: 4 =]
x¥int =
Howo: Farams:  [TETT223910_028384_S01 F = | ce
r— Resoboe: [THF Res (1) = -—Ic"""l |
e T lawcareasised ~ Hew
o hamos el =1
Scaing —
=3 A =
Laser Powers100 —
Hormekeaton Faciors1 000 6
Focus Postior=)
code= —
s carnar. 62505
Reody o T
Dot Crkoge: Urdediad Cosms ford  [Dok=1%168 _ Wobawods i

agam | Lo Bosk | Bach sy | Reits | Scater P | Reser

Obiocks selected
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3) Upload your GAL file: Click on the file icon again and select “Load Array List” to browse to
the location of the GAL file.

R GenePix Pro -- US11223910_029384- Copy.tit - X
Image | Histogram | LabBook | Batch Anasis | Resuls | Scalter Fot | Repott] . @
Image
€ Preview [35/532)
© Warckngh635 @
& Wavelength 52 =
€ Ralio [635/532) | (1>
Tools o)
«g 2o S
= | et ol
= =
N =
wel 4 3
i‘ Open Images... (<t
| = o» Open Image Set...
9|1k Q @ Save Images - Selected Scan Avea... Ctrles
1 < Save Image Set.
| Ry
[ki kiR %,% Export Images. [N
e Recent Images >
S ecent Imag
New Settings AlteN
0| BBl Opensetings. Ao
(L] Save Settings AlsS
Lo S, =
Feolue Views: Recent Settings >
Block  Feaure
XY mp Load Array List.. Aty
N ame] Recent Array Lists >
Open Results... AlteR
e Save Results - Selected Results Sheet... Altey

Save to Acuity cui-Q

Wavelengh 532
Recent Results >
Open Report... AlteT
Ratio (635/522) New Report...
Export Report... AltsX
Recent Reports >
Ready [Analysis Orly) Print... Ctel+P
[Dsta Linkage: Uiriked [ieense: found Disk =136 GB Nobarcods A 3765 SENGENICS A S: [unkiled] Properties. Alt+ Enter
4) Select the GAL file and click “Open”.
T GenePin Pro — US11223910.029364- Copy it - n

Image | Wstogram | Lib Book | BavchAnabis | Resuts | Scanes Poi| Repan|

EIW A toaa Aoy L x
= = e 1 vhn [T 3] e G ok O
_QJ'O' H‘ r ] Nams - Status Date modiied Hpe Sou

» mmljmin Immunome AxCESS Amay TNWA &3 AM GAL File e

©]
B () 3796_SENGENICS. @ 17202 2310M GAL File ne
l“l wl FR3843-IMMUNOME _ZARRAY @ YAV 1G4SAM  GALFile 07k8

) immunome 280M17 @ /772000 11:37 4M GAL File RIKE

s gt
R
i
(i

- o nile|ole -

ﬂ
5
s .
L
[

3
=
¥ B3|l ],

W, B

im y
] G

[P
Farane: [ =Pt = |
i Fow of type:  [GenePu Amay Lt Fiea [ gal) = _!cm
Ready anays Orbl ez
re | B
Dot Lk sges Uninked [lemsrturd Dika 13668 Nobwrode &

i-Ome Protein Array (Image Analysis) Instruction Manual (External) = V1.0 - March 2023 Page 15 of 18



5) Align the GAL file correctly to each spot on the TIFF image.

v
6) For auto alignment, click the "Align blocks” -g#-- icon. Select "Find Array, Find All
Blocks, Align Features” (or press “F8") to enable auto alignment.

" Rato [635/52) 2
Tocks

%}J{.‘;ﬂ TT 4

Find Aray, Fand All Blocks, Align Festures F8

Options...
Find Amay AR+ Sh#teF7
Find Selected Array AReF7
Find All Blocks ShitF7
Find Selected Blocks F7
Find All Blocks, Align Features Shét-Fb
Find Selected Blocks, Align Features F6
Align Features in All Blocks ShétsFS
Align Features in Selected Blocks FS
Align Selected Features AReFS

XY ) TYSE0 6520 l
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7) Click on the “Analyze” [{il| icon to perform the analysis. The subsequent computations
are sent to the Results tab (indicated by the red circle.)

B GenePix Pro - US11223910_0293 y - o

)

Image | Histagram | Lab Boak | Batch Anabefl | Resuts [JScatter ot | Repat ]
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8) Click the file —. icon and select “Save Results - Selected Results Sheets” to save the GPR
and JPEG files. The GPR, JPEG and TIFF file names must match. Select "Save a JPEG Image
containing all analyzed features" check box and then click “Save”.
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5. Troubleshooting

The software is unable to load the TIFF
image

The GAL file does not fit scan area of the
TIFF image

Ensure that the TIFF images were
generated and saved in a 16bit
format. You may need to re-scan the

slides.

You may need to re-scan the slides
at the correct scanner setting, i.e.
resolution at 10um.

Contact Information
Sengenics Corporation

Technical support email: support@sengenics.com
www.sengenics.com

i-Ome Protein Array (Image Analysis) Instruction Manual (External) = V1.0 - March 2023 Page 18 of 18



