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Cell Scoring Module Overview

The Cell Scoring module can be
used to analyze cells imaged in 2
wavelengths

W1 should be a stain for all nuclei
(e.g. DAPI, Hoechst, or DRAQ5)

W2 is the stain of interest for
scoring the cells

The module will score cells as
positive (green) or negative (red)
for W2

Together through life sciences.
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Module Settings

Approxdmate min width: iE ﬂ pm = & picels
Approximate max width: {2. Eﬁ pm = 25 pixels
Intensity above local background: i5|}|} a: graylevels Preview 1

W2 Source image: FITC i

Stained area: iC!_.rtanasm __:i
Approximate min width: 11 1] Eﬁ pm = 10 pixels
Approximate max width: 11 oo Eﬁ pm = 107 pixels

Intensity above local background: 11[:'5'5' E: graylevels Preview ]

Configure Summary Log... 1 Configure Data Log (Cells)... 1

Save Seﬂings...l Load Settings... 1 Set to Defaults Test Run 1 Close

v.a Configure Settings for Cell Scoring - DAPI-FITC test Bl EE
l'I_'ul I'IIJI3|EI ...................................................................................................................................
i . DAFI Adaptive
W1 Source image: i Eac.#grﬂuq_?;
[ Display result image: [Mone] Carrection
system

Together through life sciences.

* Display result image

* Leave “Display result image”

deselected (this is generally only used

when journaling)

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.
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Module Settings

-

v.a Configure Settings for Cell Scoring - DAPI-FITC test

Al nuclei G -
[ W1 S . . DAPI I Adaptive _
ource image Eackgmuq_cf’d |
[ Display result image: [Fone] Corvection
system

Approximate min width: iE E: pm = 8 pixels
Approximate max width: ?5 a: pm = 25 pixels

Intensity above local background: j5|3'|} 3: graylevels

W2 Source image: FITC j

Stained area: iC!_.rtanasm j

Approximate min width: ]'l 1] Eﬁ pm = 10 pixels
_ Approximate max width: ]1 oo 3: pm = 107 pixels
| Intensity above local background: [1000 3: graylevels Preview ]
1Fast __v_i

Configure Summary Log... ]

Preview ]

: Positive marker

Algorithm:

Configure Data Log (Cells)... ]

Save Seﬂings...l Load Settings... I Set to Defaults Test Run I Close I

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

== || Algorithm

This option is only available in
MetaXpress software version 4.0
and higher and determines how
quickly the analysis is performed.

Fast algorithm can perform analysis
up to twice as fast as Standard.

Both algorithms produce similar
but not identical results.
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Module Settings

-

Approximate min width: iE Eﬁ pm = 8 pixels
Approximate max width: {2.5 Eﬁ pm = 25 pixels
Intensity above local background: i5|}|} a: graylevels Preview 1

F‘DSi‘ti'l.I'E-' ITIEI'kE-'F ..........................................................................................................................

W2 Source image: FITC i

Stained area: iC!_.rtanasm __:i
Approximate min width: 11 1] Eﬁ pm = 10 pixels
Approximate max width: 11 oo Eﬁ pm = 107 pixels

Intensity above local background: 11[:'5'5' E: graylevels Preview ]

Configure Summary Log... 1 Configure Data Log (Cells)... 1

Save Seﬂings...l Load Settings... 1 Set to Defaults Test Run 1 Close

v.a Configure Settings for Cell Scoring - DAPI-FITC test Bl EE
l'I_'ul I'|IJI3|EI ...................................................................................................................................
i . DAFI Adaptive
W1 Source image: i Eac.#grouq_?;
[ Display result image: [Mone] Carrection
system

Together through life sciences.

* Wavelength 1 (W1)

* Select the wavelength for the

nuclei

* Do not select the “HTS” image

(thumbnail montage)

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.
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Module Settings

Approxdmate min width: ]E :] pm = & picels
Approximate max width: IEE- El: pm = 25 pixels
Intensity above local background: (00 3: graylevels

Preview |
Positive marler
W2 Source image: m
Stained area: |C1_,rt|:||:|lasm j
Approximate min width: Im pm = 10 pixels
Approximate mae width: m pm = 107 piels
Intensity above local background: Iml araylevels

Preview |

Algorithm:  |Fast |

Configure Summary Log... |

Save Settings... | Load Settings... |

X: 410 Y: 334
Length: 97 (15.64 um)

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

v.a Configure Settings for Cell Scoring - DAPI-FITC test = =R S
All nuclei
W15 i - DAPI Actaptive
ource image | Backgraund
I Display result image: Cavrection
system

Wavelength 1 (W1)

Set the Approximate min width
and Approximate max width for
the range of nuclei that you want
to detect

The width is the short axis of a
nucleus (in um)

The region tools can be used to
measure widths

Much smaller cells will be ignored
Much larger cells will be split

Molecular
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Module Settings

Effects of varying width settings

Min width too small: splits nuclei

Min width too large: omits smaller nuclei

Max width too small: may shrink nuclear boundaries

Max width too large: may slightly enlarge nuclear boundaries

Together through life sciences. @ Molecular
U Devices
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Module Settings

v.a Configure Settings for Cell Scoring - DAPI-FITC test

W1 Source image: DAPI |
I Display result image:

Al nuclei

Approximate min width: |2 El: pm = 8 pixels
Approximate max width: IEE- El: pm = 25 pixels

Intensity above local background: (00 3: graylevels
Positive marker

W2 Source image: FITC

Stained area: |C1_,rt|:||:|lasm

Intensity above local background: 1000 El: graylevels

©
>
@
—
>
@®
—
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=}

Approximate min width: {10 El: pm = 10 pixels
Approximate max width: |100 El: pm = 107 pixels

= | = | e

Adgptive
Backgrownd
Corvection
system

Preview |

Preview |

13.09

Distance (um)

Wavelength 1 (W1)

The intensity above local background
is used for finding the nuclei

This value is a minimum and should be
set slightly lower than the difference in
intensity between a dim cell and its

local background (Standard algorithm)

If using the Fast algorithm, set intensity
value to about half of this

Draw a line across a cell into the
background and use Measure >
Linescan to determine intensity values;
or simply mouse over the cell and the
background and view the intensity
values

Together through life sciences.

(@] Molecular
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Module Settings

-

Approximate min width: iE Eﬁ pm = 8 pixels
Approximate max width: {2.5 Eﬁ pm = 25 pixels

Intensity abowve local background: iE-DI} a: graylevels | Preview 1 I

F‘DSj‘ti'ﬂ'E—' I'I'IEI'kE-‘f ..........................................................................................................................

W2 Source image: FITC i

Stained area: iO_.rtanasm __:i
Approximate min width: 11 1] Eﬁ pm = 10 pixels
Approximate max width: 11 oo Eﬁ pm = 107 pixels

Intensity above local background; 11[”3'5' E: graylevels Preview ]

Configure Summary Log... 1 Configure Data Log (Cells)... 1

Save Seﬂings...l Load Settings... 1 Set to Defaults Test Run 1 Close

v.a Configure Settings for Cell Scoring - DAPI-FITC test E Sl
Winicde i T T e e e e e R
i . DAPI j Adaptice
W1 Source image: ggckgmmﬁ
I Display result image: [Morie] Correction
system

Together through life sciences.

| Wavelength 1 (W1)

* Click on Preview to test settings for

the current wavelength only

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.
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Module Settings

-

v.a Configure Settings for Cell Scoring - DAPI-FITC test Bl EE
l'I_'ul I'|IJI3|EI ...................................................................................................................................
i . DAFI Adaptive
W1 Source image: j Eac.#grouq_?;
[ Display result image: [Mone] Carrection
system

Approximate min width: iE Eﬁ pm = 8 pixels
Approximate max width: {2.5 Eﬁ pm = 25 pixels
Intensity above local background: i5|}|} a: graylevels Preview 1

F‘DSi‘ti'l.I'E-' ITIEI'kE-'F ..........................................................................................................................

W2 Source image: FITC i
Stained area: iC!_.rtanasm __:i

Approximate min width: W pm = 10 pixels

Approximate mae width: W pm = 107 piels

Intensity above local background: 11[:'5'5' E: graylevels Preview ]

Configure Summary Log... 1 Configure Data Log (Cells)... 1

Save Seﬂings...l Load Settings... 1 Set to Defaults Test Run 1 Close

Together through life sciences.

| Wavelength 2 (W2)

* Select wavelength for the marker

stain

* Do not select the “HTS” image

(thumbnail montage)

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.
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Module Settings

v.a Configure Settings for Cell Scoring - DAPI-FITC test (o= =]
Winicde i T T e e e e e R
i . DAPI j Adaptice
W1 Source image: ggckgmmﬁ
I Display result image: [1ore] Correction
system

Approximate min width: iE Eﬁ pm = 8 pixels
E Approximate max width: {2.5 Eﬁ pm = 25 pixels
Intensity above local background: i5|}|} a: graylevels Preview 1

I~ POl Mo e e

; W2 Source image: FITC i :

Stained area: iC!_.rtanasm __:i
Approximate min width: i'll} :j pm = 10 pixels

| Approximate mae width: W pm = 107 piels

Intensity above local background: W araylevels Preview ]

Configure Summary Log... 1 Configure Data Log (Cells)... 1

Save Seﬂings...l Load Settings... 1 Set to Defaults Test Run 1 Close

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

== | Wavelength 2 (W2)

* Define Stained area:
* Nucleus (stain matches W1 area)

* Cytoplasm (stain is surrounding but
not including W1 area)

* Nucleus and Cytoplasm (stain
encompasses W1 and surrounding
area)

Molecular
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Stained Area

Stained Area (as
defined in settings)

Stained area: | Nucleus and Cytoplasm

MNucleus
Cytoplasm
Mucleus and Cytoplasm

ate min width:

st e Lt

_ Cytoplasm

Cell (nucleus +
cytoplasm)

Together through life sciences. @ Molecular
U Devices
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Module Settings

-

Approximate min width: iE E: pm = 8 pixels
Approximate max width: 155 a: pm = 25 pixels

Intensity above local background: j5|3'|} 3: graylevels

W2 Source image: FITC j

Stained area: iC!_.rtanasm j
Approximate min width: |10 =| pm = 10 pixels
Approximate mae width: W pm = 107 piels
Intensity above local background: FETETE“E_ araylevels

: Positive marker

Algorithm:  |Fast |

Configure Summary Log... ] Configure Data Log (Cells)... ]

Save Seﬂings...l Load Settings... I Set to Defaults Test Run I

= | Wavelength 2 (W2)

v.a Configure Settings for Cell Scoring - DAPI-FITC test == &=
Al nuclei T 2
! . DAPI Adgptive
W1 Source image: | Egcﬁgrﬂuq—(ﬂ _
m L e Correction
systern

Preview ]

Preview |

Close I

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

Set the Approximate min width
and Approximate max width for
the stain of interest

For a nuclear stain, use the same
settings as W1

For a cytoplasmic or nuclear +
cytoplasmic stain, measure the
whole cell the same way you
measured the nucleus for W1

Molecular
@ Devices



Module Settings

v.a Configure Settings for Cell Scoring - DAPI-FITC test

W1 Source image: M
I Display result image: A
Approxdmate min width: m pm = & picels
Approximate max width: IZE-—Zl pm = 25 pixels
Intensity above local background: Iﬂ araylevels
Positive marler

W2 Source image: FITC

Stained area: |C1_,rt|:||:|lasm j

Approximate min width: Im pm = 10 pixels
Approximate mae width: m pm = 107 piels

Intensity above local background: |'| 0oo :l graylevels

Al nuclei

Algorithm:  |Fast |

Configure Summary Log... |

Adgptive
Backgrownd
Corvection
system

Preview |

Preview |

Configure Data Log (Cells)... |

Save Settings... | Load Settings... | Set to Defaults

Test Run |

Close

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

= | Wavelength 2 (W2)

Intensity above local background
for the stain of interest is used to
distinguish positive from negative
cells

Measure the stain intensity vs
background just as for W1

Note that the optimal intensity
setting for the Fast algorithm is
about half of the optimal setting
for the Standard algorithm

Check both positive and negative
control images to help set a
suitable cutoff

Molecular
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Module Settings

-

v.a Configure Settings for Cell Scoring - DAPI-FITC test

W1 Source image: DAFI I
[ Display result image: [Fone]
Approximate min width: iE E: pm = 8 pixels
Approximate max width: ?5 a: pm = 25 pixels

Intensity above local background: j5|3'|} 3: graylevels

W2 Source image: FITC j

Stained area: iC!_.rtanasm j

Approximate min width: ]'IE' Eﬁ pm = 10 pixels

Approximate max width: ]1 oo 3: pm = 107 pixels

Al nuclei

: Positive marker

= | Wavelength 2 (W2)

Adigptive [
Backgrotnd |
Carrection ™ |
system

Preview ]

Preview |

Intensity above local background: 1000 3: graylevels
Algorithm:  |Fast |
Configure Summary Log... ] Configure Data Log (Cells)... ]

Save Seﬂings...l Load Settings... I Set to Defaults

Test Run I

Close I

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

Click on Preview to test settings for
the current wavelength only

Note that this may not accurately
segment the cells as this Preview
does not use the nuclear staining

This is most useful for testing the
Intensity settings for this
wavelength

Molecular
@ Devices



Module Settings — General Settings

-

Approximate min width: iE E: pm = 8 pixels
Approximate max width: ?5 a: pm = 25 pixels

Intensity above local background: j5|3'|} 3: graylevels

W2 Source image: FITC j

Stained area: iC!_.rtanasm j
Approximate min width: ]'l 1] Eﬁ pm = 10 pixels
Approximate max width: ]1 oo 3: pm = 107 pixels

Intensity above local background: 1000 3: graylevels Preview ]

Preview ]

: Positive marker

v.a Configure Settings for Cell Scoring - DAPI-FITC test ||:|| N=] igg|
Al nuclei e - i e i
. i - DAPI Actaptive _
W1 Source image: I Els'c!rgmu:?r?; |
[ Display result image: [fone] Correction [
system

Algorithm:  |Fast |
Configure Summary Log... Configure Data Log (Cells)...
Save Settings... l Load Settings... I Set to Defaults Test Run Close I

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

Configure Summary Log — select
site-by-site measurements

Configure Data Log — select cell-by-
cell measurements

Save Settings — save analysis
parameters to database

Load Settings — load saved analysis
parameters

Set to Defaults — restore default
analysis parameters

Test Run — test all settings together
and display cell-by-cell results for
this site

Molecular
@ Devices



Summary Data (site-by-site measurements)

Configure Log

Parameter configuration;

LY

L A . T T T S A 4

v

Total Cells

Pozitive Cells

Megative Cellz

% Poszitive Cellz

% Megative Cell

All Muclei Total &Area

Al Muclei Mean frea

Al Hucle W1 Integrated Intensity
All Hucle "1 Average Intensity
Al Hucle W2 Integrated Intensity
Al Mucle W2 Average [ntensity
Pozitive Cellz Taotal Area

Pozitive Cells Mean Area

Logging options
v Log column ttles

[ Place log data on current line

[v Save segmentation overlay to databaze

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

-

-

Double-click ligtbox entries to enable and dizable
parameters to log.

Cancel

Enable All
Dizable Al

Help

g

Total cells: Total number of nuclei (cell
count)

Positive Cells: The total number of cells
positive for staining with wavelength 2 as
defined in the settings

Negative Cells: The total number of cells
negative for staining with wavelength 2 as
defined in the settings

% Positive Cells: The number of positive
W2 cells divided by the total number of
cells, times 100

% Negative Cells: The number of negative
W2 cells divided by the total number of
cells, times 100

Molecular
@ Devices



Summary Data (site-by-site measurements)

Parameter configuration;

<

L A . T T T T . 4

v

Total Cells

Pogitive Cells

Megative Cellz

% Positive Cellz

% Megative Cellz

All Muclei Total Area

All Muclei Mean frea

Al Hucle W1 Intearated Intensity
All Hucle "1 Average Intensity
Al Mucle W2 Intearated Intensity
Al Mucle W2 Awverage [ntenzity
Pozitive Cellz Taotal Area

Pozitive Cells Mean Area

-

-

Double-click ligtbox entries to enable and dizable
parameters to log.

Logging options

v Log column ttles

[ Place log data on current line

[v Save segmentation overlay to databaze

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

Cancel

Enable All
Dizable Al

Help

b 1 b

All Nuclei Total Area: The total area of
nucleus for all cells found in the image (in
um?)

All Nuclei Mean Area: The average area of
nucleus for all cells found in the image (in
um?)

All Nuclei W1 Integrated Intensity: The total
pixel intensity of the nuclear stain over the
nuclear area

All Nuclei W1 Average Intensity: The
average pixel intensity of the nuclear stain
over all the nuclear areas in the image

All Nuclei W2 Integrated Intensity: The total
pixel intensity of the marker stain over the
nuclear area

All Nuclei W2 Average Intensity: The
average pixel intensity of the marker stain
over all the nuclear areas in the image

Molecular
@ Devices



Summary Data (site-by-site measurements)

e

, D ouble-click listbos entries to enable and dizable
l pararneters ko lag,

Logging options
Iv Log column titles

| Place log data on curent line

[v Save segmentation overlap to databaze

Together through life sciences.

©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners.

Parameter confiquration: “
i v  Pogitive Cellz Tatal Area
v Pozitive Cell: Mean Area ﬂ
v Positive Cellz W2 Integrated Intenzity
v Pozitive Cellz W2 Average [ntensity Enable Al
v Positive Mucle Total Area Dizable Al
v  Pozitive Nuclei Mean Area
v Positive Huclei '/ Integrated Intensity ; Help
v Pozitive Mucle W1 Average Intensity ,
v  Positive Nuclei /2 Integrated Intensity| = I
v  Poszitive Huclel W2 Aeverage Intenzity | &
v Megative Muclei Total Area 4
v MNegative Muclei Mean Area
v MNegative Muclei w1 Integrated Intengil =

Positive Cells Total Area: The total cell
area for all positive cells found in the
image (in um?)

Positive Cells Mean Area: The average
cell area for all positive cells found in
the image (in um?)

Positive Cells W2 Integrated Intensity:
The total pixel intensity of the marker
stain over the cell area

Positive Cells W2 Average Intensity:
The average pixel intensity of the
marker stain over all the cell areas in
the image

Molecular
@ Devices



Summary Data (site-by-site measurements)

FParameter configuration;

Positive Muclel Total Area

LY

Pozitive Muclei Mean Area

Positive Nuclei W Integrated Intenzity
Fozitive Mucle W1 Average Intenzity
Positive Mucle W2 Integrated Intenzity
Positive Muclel W2 Average Intengity
MHegative Mucle Tatal Area

Megative Huclel Mean Area

MHegative Mucle W1 Integrated [ntensil
Hegative Mucle W1 Average Intensity |
Megative Mucle W2 Integrated |ntensil 3

LU T T A . T T S S S 4

Megative Mucle W2 Average Intensity

-

Dauble-click listbox entries ta enable and dizable
parameters o log.

Logging options
v Log colurn titles

[ Place log data an current line

|| ¥ Save zegmentation overlay to databaze

Cancel

Enahble Al
Digable Al

Help

¢ L i

Together through life sciences.

Positive Nuclei Total Area: The total area of
nucleus for positive cells found in the
image (in um?)

Positive Nuclei Mean Area: The average
area of nucleus for positive cells found in
the image (in um?)

Positive Nuclei W1 Integrated Intensity:
The total pixel intensity of the nuclear stain
over the nuclear area in positive cells

Positive Nuclei W1 Average Intensity: The
average pixel intensity of the nuclear stain
over all the nuclear areas in positive cells

Positive Nuclei W2 Integrated Intensity:
The total pixel intensity of the marker stain
over the nuclear area in positive cells

Positive Nuclei W2 Average Intensity: The
average pixel intensity of the marker stain
over all the nuclear areas in positive cells

(&] Molecular
©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners. D evices



Summary Data (site-by-site measurements)

FParameter configuration;

Positive Muclei Total Area

LY

Pogitive Muclei Mean Area

Positive Nuclei W Integrated Intenzity
Fozitive Mucle W1 Average Intenzity
Positive Muclei W2 Integrated Intenzity
Positive Muclel W2 Average Intengity
MHegative Mucla Tatal Area

Megative Huclel Mean Area

MHegative Mucle 1 Integrated |ntensil
Megative Mucle W1 Average Intensity |
MHegative Mucle W2 Integrated |ntensil 3

L A . T T T S A 4

Megative Mucle W2 dverage Intensity

-

Dauble-click listbox entries ta enable and dizable
parameters o log.

Logging options
v Log colurn titles

[ Place log data an current line

|| ¥ Save zegmentation overlay to databaze

Cancel

Enahble Al
Digable Al

Help

¢ L i

Together through life sciences.

Negative Nuclei Total Area: The total area
of nucleus for negative cells found in the
image (in um?)

Negative Nuclei Mean Area: The average
area of nucleus for negative cells found in
the image (in um?)

Negative Nuclei W1 Integrated Intensity:
The total pixel intensity of the nuclear stain
over the nuclear area in negative cells

Negative Nuclei W1 Average Intensity: The
average pixel intensity of the nuclear stain
over all the nuclear areas in negative cells

Negative Nuclei W2 Integrated Intensity:
The total pixel intensity of the marker stain
over the nuclear area in negative cells

Negative Nuclei W2 Average Intensity: The
average pixel intensity of the marker stain
over all the nuclear areas in negative cells

(&] Molecular
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Cell Data (cell-by-cell measurements)

Pararmeter configuration:

Double-chek, istbox entries to enable and dizable

parameters ta log.
Logaing options -
I+ Log column titles

[ Place log data on curent line

vk R

v Wwiavelength

v £ Pozitioh

v LCel: Azzigned Label #

v LCell: Clagzification

v Cell Muclear Area

W el Cell Area

v LCel: w1 Integrated Huclear Intenszity

v Cell w1 Average Huclear Intensity 1
v Cell w2 Integrated Muclear Intensity 3
v Cell w2 Average Muclear [ntensity

v LCel w2 Integrated Cell Intensity

v Cell w2 Average Cell Intensity

Together through life sciences.

Cell: Assigned Label # — Cell label
number (1 through total cell
number)

Cell: Classification — “Positive” or
“Negative”

Cell: Nuclear Area — Total square
microns of the nucleus as defined
by the W1 stain

Cell: Cell Area — Total square
microns of the cell (nucleus +
cytoplasm if cytoplasm selected in
the settings)

(@’ Molecular
©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners. D evices



Cell Data (cell-by-cell measurements)

h{'_'.cmﬁgure Log

Pararmeter configuration:

v Wwiavelength

v £ Pozitioh

Cell: Azsigned Label #
Cell: Classification

LY

Cell: Muclear Area

Cell: Cell Area

Cell: W1 Integrated Muclear [ntenziby
Cell: ' Average Muclear [ntenzity

Cell: W2 Average Muclear Intenzity
Cell: W2 Integrated Cell Intenzity
Cell: Wwe dverage Cell Intenzity

L T T T T T

parameters ta log.
Loaging options
Iv Log column titles

[ Place log data on current line

e g

Cell: "2 Integrated Huclear Intenzity 3

Double-chek, istbox entries to enable and dizable

Together through life sciences.

Cell: W1 Integrated Nuclear
Intensity — Total pixel intensity of
the nuclear stain in the nucleus

Cell: W1 Average Nuclear Intensity
— Average pixel intensity of the
nuclear stain in the nucleus

Cell: W2 Integrated Nuclear
Intensity — Total pixel intensity of
the W2 stain in the nucleus

Cell: W2 Average Nuclear Intensity
— Average pixel intensity of the W2
stain in the nucleus

(@] Molecular
©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners. D evices



Cell Data (cell-by-cell measurements)

Pararmeter configuration:

Double-chek, istbox entries to enable and dizable

parameters ta log.
Logaing options -
I+ Log column titles

[ Place log data on curent line

v Wwiavelength

v £ Pozitioh

v LCel: Azsigned Label #

v LCell: Clagsification

v Cel Muclear Area

v el Cell Area

v LCel: w1 Integrated Huclear Intenszity

v Cell w1 Average Huclear Intensity 1
v Cell w2 Integrated Muclear Intensity 3
v Cell w2 Average Muclear [ntensity

v Cel w2 Integrated Cell Intensity

v o el w2 Average Cell Intensity

-

i g

Together through life sciences.

Cell: W2 Integrated Cell Intensity —
Total pixel intensity of the W2 stain
in the cell (nucleus + cytoplasm if

cytoplasm selected in the settings)

Cell: W2 Average Cell Intensity —
Average pixel intensity of the W2
stain in the cell (nucleus +
cytoplasm if cytoplasm selected in
the settings)

(@’ Molecular
©2012 For research use only. Not for use in diagnostic procedures. Trademarks mentioned herein are property of Molecular Devices, LLC or their respective owners. D evices
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