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MetaXpress Image Analysis Toolbox

Custom Journal
modules Macros

Application
modules

Flexible
Flexible rerful

Analysis continuum with increasing flexibility and complexity

O
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@ Count Nudlei [remm] - @1 E
Source image [No Appicable Images] o
Backoroung,
- Carroct
[ Display result image: é system
Agorithm Standard
Parameters
Approximate min width: |5 S um
Approximate max width: |30 =
Intensity above local background: |100 T graylevels
Configure Summary Log. Configure Data Log (Cells)
Save Settings. Load Settings. Set to Defaults Apply Close

Angiogenesis Tube Formation

Cell Cycle Application Module

Cell Proliferation HT
Cell Health
Cell Scoring

Multi Wavelength Cell
Scoring

CountNuclei
Granularity
Live/Dead
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Mitotic Index
Monopole Detection
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« Site-by-site and cell-by-cell data
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Application Modules for Hundreds of Assays

Easy Custom Analysis with Journaling

- Legend
Process Extension & Appilcations
Neurite Outgrowth B Application Modules
Receptor Internalization and

Punctate Patterns
” Granularity, Transfluor® Assay

Fatty Acid Uptake
Cell Scoring

Cell Proliferation

Count Nuclei
Cell Cycle
Mitotic Index, Cell Cycle,
Pathway Analysis Monopole Detection
and Multiplexing

Multi-Wavelength Cell Scoring Protein Expression

& Modification,
Transient Transfection
Cell Scoring

Cell Viability
Live/Dead

Toxicology/Micronuclei
Micronuclei

Tube Formation
/ Angiogenesis

‘ Membrane Mitochondrial Intracellular Cell Signalling
Potential Localization Trafficking by Translocation
O L 8 Cell Health Translocation  Multi-Wavelength Translocation

Translocation (Enhanced)
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Display resutt images: Carrection

syster
Algorithm: Standard -
Parameters
Approximate min width: 10 2 pm = 10 pixels
Approximate max width: 18 | pm = 16 pixels
Intensity above local background: 20 +| araylevels
| Corfigure Summary Log... | | Corfigure Data Log (Cells)... |
‘ I |Sa\re Seﬂings...l |Load Seﬂings...| | Set to Defaults | | Test Run |I | Close




= ﬁﬂ%%*ﬁE Adaptive Background Correction

+ % Configure Settings for Count Muclei EI =] @
S : DRAQS Adaptive
ource image 4 Backaroung
" . . Carrection
Display result image: el
Algorithm: Standard -
Parameters
Approximate min width: 10 2| um = 10 pixels
Approximate max width: 16 o pm = 16 pixels
Intensity above local background: 20 = gmaylevels
| Configure Summary Log... | | Configure Data Log (Cells)... |
|Sa\re Seﬂings...| |Load Seﬂings...| | Set to Defaults | | Test Run | | Close |

Built in background management

Adaptive Background Correction is automatically
performed by each application module

Detection even in noisy and poorly stained images

Splits touching cells

Consistent performance across multiple plates
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3.
4.

ERNRE

@ Configure Settings for Count Nuclei - Spheroid DAPI nuclei (= ] = ‘
Source image: FITC Adaptive
Backgrqu%
[ Display resultimage: [ gﬁs’{;’,‘;"’"
Algorithm: Standard v
Parametefs
Approximate min width: 10 < um =15 pixels
Approximate max width: 16 = um = 25 pixels
Intensity above local background: 20 < graylevels

I Configure Summary Log... ] [ Configure Data Log (Cells)... ]
I Save Settings... ] [ Load Settings... ] [ Setto Defaults ‘ [ TestRun y [ Close I

Find a dim cell

Measure intensity just inside and outside the cell

Subtract to find the difference (1094 — 308 = 786)

4

“Pad” the value by about 100 gray values (786 — 100 = 686).

» Measuring width

L4l Plate Acquisition Sna Y MESXY) 3

(= Use the line tool

« Measure across
the short axis

« Find a small cell
and a large cell
o * o

(130, 95 -> 1094 1 pixel = 0.645um (157, 964¢-> 308

1 pixel = 0.645um
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» % Configure Settings for Count Nuclei | = || [=] ||ﬁ|
S i : DRAGS |. = uQi — Adaptive
Qurce Image Summary log = “Site by Site” data EEC.#Q."-:'.!J.P%%
¢ l%\g \ IEF’H’;” o 9 it VAN ]
[F] Display resut image: [Mone] mRa%, BISERE. FHEREFF Correction
systerm
Algorithm: Standard -
Parameters
Approximate min width: 10 = pm = 10 pixels
Approximate man width: 16 = pm = 16 pixels

Intensity above local background: 20 + graylevels

< Configure Summary LD| Corfigure Data Log (Cells)... |

d Save Seﬁings...| |L::|E|d Seﬁings...| |Settn Defauhs| | Test Run | | Closze
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[
. u Configure Settings for Count Nucle | — || =] ||ﬁ|
Source image: DRAGS Adtaptive
- Data log = “Cell by cell” data .E:."-:.l5f,gl."n:l.!.l.r_::_uc:lrh'1
[] Display resutt image: "1 - BMARNER. RABEFF E;;::;mn
Algorithim: Standard -
Parameters
Approximate min width: 10 = pm = 10 pixels
Approximate max width: 16 = pm = 16 pixels
Intensity above local background: 20 +| graylevels
| Configure Summary Log... | @nﬁgur& Data Log (Cells)... ;D
° |5Enre Seﬁings...| |L|::E|d Settings...| | Set to Defaults | | Test Run | | Close
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Parameter configuration:

oK
v lmage Mame
v |mage Plans ance
v Image Date and Time
v Elapsed Time Enable Al
v Stage Label Disable Al
v Wwavelength
v Z Position

Hel
v Total Huclei
v Total Area
v Meanbrea
v Integrated Intensity
v Average |ntenzity

D ouble-click liztbox entries to enable and disable
parameters to log.

Logging options
Log calumi titles

[ Place log data on curent line

Save zegmentation overlay to database

Configure Summary Log

MOLECULAR ) o
2 JDEVICES ( “, [ )

Parameter configuration:;

Image M ame

<

Image Plane

Image Date and Time
Elapsed Time

Stage Label
Wavelength

Z Fosition

Cell: Azzigned Label #
Cel: &rea

Cell: Integrated Intensity

L . T T T T T Y

Cell: Average Intensity

Double-click listbox entries to enable and disable
parameters to log.

Logging options
Log colunm titles

[7] Place lng data on curent line

S

Configure Data Log(Cells)
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@ Configure Settings for Count Nuclei - Spheroid DAPI nuclei [ = | @ @
Source image: FITC Adaptive
Background.
N A A3 < Correction
° ;)”\IJ ﬁta s I Display resultimage: 5},5:,,,,)
E—4
Algorithm: Standard v
Parameters
_ Test R u n Approximate min width: 10 % um=15 pixels
Approximate maxwidth: 16 < pm =25 pixels
Intensity above local background: 20 < graylevels
= P reV I eW ‘ Configure Summary Log... | Configure Data Log (Cells)...
i Save Settings. | Load Settings. \ Setto Defaults ‘ i TestRun Close J

S 5] WP *DRAQS (100%) [ || 3 Cellular Results for Transfluor [E=2EcE =)
L & l % [J Cel Vescle | Cel Vesicle | ¢y ou | Col Nuckar | Cel:Nudear [ oy 1o/ oo
= @ itegted | Averags | CEE MR Citegaied | aversge | ok Teure | el
Irensty | ntensty | 12@#2 | Cinergiy | ntensiy listzs I
° [ - 51 [
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L sz - 5 e 0
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El ) 2 M T ’ A \ 7 0 . 61184775 184775 306426 360514ed0E TI3FLE 183251
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63 |407652e+006 205085 316276 452763.-006 141488 318963
64 46257504006 199086 221673 238483e+006 105893 300812

0 o 202764 2.08087e-006 100372 M6062
65 |292741e+006 191334 208678 247Hdes006 107222 279634

PN

]
0"

«
L3
(S [}
o o P e
[ ] 69 |160932 178813 216753 216584006 9BATI 17283
. 6 0 ] 606 4372erlB 121455 103948
[ ] 7 0 o 286705 2562666006 | 33054 153387
71 2004354008 19460 26162 268572005 11098 172445
L J o 0 307.3% 4118214008 13194 105074
730 0 279808 3491306 122024 173737
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Show Cellular Results
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Select Plate. . Search...

Imc20170401_APSHAL-2C4KWT2_17

Wavelengths: Data view: 'Well arangement
A
355. 1:% ?L *ﬁ DAPI
TRITC

Legend

[ Not acquired

2] Acquired, not measured
[] Displayed well

[ Part of montage

BIE Selected wells

Montage: IE]X

(=1l

For research use only. Not for use in diagnostic procedures. COMPANY CONFIDENTIAL
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Display Measurements| Graph |
Analysis: | <Count Nuclei> 3 Configure Settings... L
Settings: |1 v | | EditList.. Create Custom Module \ 3 3
IR R ? WEF A
. .. Setting Counts nuclei using a single nuclear stain.
ﬁ_'ﬁ_ *% 37 description:
Run on all wells
AN
Run on selection 7] *ﬁ ﬁ ﬁ- E¥L
Al
Log into the database Run on displayed site ﬁj\jzﬁ EI, ﬁi?l..
Load Selected Images Navigate Selections A  » Clear Selection
Reset Image Displays Cellular Results... @ Close
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A

3 B RRVEE

Analysis: Count Nuclei: 1: 4 v

Measurement:  Cell: Area (CountNuclei) v

Select Wells Based On Variable Range

Export Settings Show Heat Map

Display Format:

Valueis: Between v Dé and 1100 -

Press "Open Log" button to start exporting the table
Data Log Not Open

Configure Log...r

MOLECULAR

DE\/ILES

Load Selected Images

Reset Image Displays Cellular Resuilts....

N Ce

Navigate Selections | « || »

Heat Map...
#a# v
: 34 =
li?q: N.IL VA FAS Y g
Select
Open Log
Clear Selection

@ Close



smpme_,_| |s€,a,cn,__‘ Imc20170401_APSHAL-2C4KWT2_17 Export Protocol...

Wavelengths: R o i %& *E EE
DAP piessuonentvowar ___ gy EHIBER

TRITC

Data view: Measurement vs Well i Print Table

s |z
SRS D PR N N i
SE| £8 | PE |3E ZE | 3% |:E 3% s
e| 8 | 2c|ge| e e =2 ge ge
a7 ==
Legend A2
B01
[ Mot acquired Boz |80.01 [61062175 [842857 |30.00 |299300 (23947605 [80.01 |[1827590912.00 |128576
Eaﬁ:‘;‘l‘:::é';;‘“’"“s“'e" B03 |6965 (50511277 |7706.18 2470 |2611.00 |23407488 |6965 |1318849408.00 |9492.70
[ Part of montage BO4 |5889 29980420 |748320 (1857 (454300 (26763678 |56.89 |1362010496.00 |8577.22
HE Selected wells B0S
B06
B07
808
B03
B10 v

< ' | >H

MOLECULAR o
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Analysis: Count Nuclei: 1: 4 2 Export Settings Show Heat Map Heat Map...

Open Data Log

Measurement:  Cell: Area (CountNuclei) 82 Display Format: #.## v o

Select Wells Based On Variable Range LDg MEEISLII'EITIEI'ITS to;

Dynamic Data Exchange (DDE)
Press "Open Log" button to start exporting the table

:- [ ] A text file
Data Log Not Open Configure Log... Open Log

Valueis: Between v '0 ‘: and ‘100 = Select

4

Load Selected Images Navigate Selections | « | » Clear Selection

Reset Image Displays Cellular Results... @ Close Expurt Lﬂg Dﬂtﬂ. _|
Application: | Microsoft Excel b |
SheetName: | datd | 0K

Starting R ow:
Defaul
Starting Colurnr:




Multi Wavelength Cell Scoring
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« The MWCS module can be used to analyze
cells imaged in 1-7 wavelengths

» The first wavelength should always be a stain
for all nuclei (e.g. DAPI, Hoechst, or DRAQ5)

« With just 1 wavelength, it can be used for basic
cell counting

» With 2 or more wavelengths, it will score cells
as positive or negative for each wavelength and
assign it a “profile” of its score in each
wavelength
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@ Configure Settings for Multi Wavelength Cell Scoring - 2019... EI = @I
Number of wavelengths: E 3 g:—:%r:um. > El % i ?% 7 /I\ i% E
[ Display result image: J g;;;:;ﬁonm
Algorithm: Fast -
3 s | I w2 | I s | B e | s | 3 v | w7
Name: All nuclei
W1 Source image: w | i#_&?:%iqm E/\] 1%
Legend color: Gray
Stained area: Nucleus
Approximate min width: E: Fi = 116 pixels W
Approximate max width: IE + | #i =578 pixels > 1% -i/D\ Ij:IJIJ E/\] 7‘5 ﬂy?'&
Intensity above local background: : graylevels J Preview
Scoring
The "All nuclei' wavelength is a required stain for all cells. > 1% .i/D\ Ij:IJIJ 5}I-I\IJ -\Lﬁ *ﬁ %ﬂ
Configure Summary Log... Configure Data Log (Cells).... > J‘\SE T:ZF gﬁ'ﬁﬁl gi—l— ﬁ E/\] %& *E
J Save Settings...| |Load Settings...| |Show Legend... Test Run Close
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P =DAPI (10%)

S Multi Wavelength Cellscoring.  [2) 0%

Number of wavelengths: 3 £ Adaptive

Beckgroun&
. | Correction
[] Display result image: 4‘— system
Algorithm: Fast v

B 4l nuclei l. Annexin | [l Pt

Name: All nuclei

W1 Source image: DAP! |
Legend color; Gray

Stained area: Nucleus

Approximate min width: 4 pm =12 pixels

pm = 62 pixels

graylevels Preview

Approximate max width: 20

oo o

Intensity above local background: 300

Scoring

The 'All nucle’ wavele

[ Configure Summary Log }

[Save Setllngs..v} LLoad Settings. J

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

Min width & & # & )\ D ELMBEZ

Min width % & #{&id X TR )N Bz

Max width & & #{&E g/ u
!r:::]

N vk

Max width 1% B #{EE K CEREEZE =90
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@ Configure Settings for Multi Wavelength Cell Scoring - 2019... EI = @

Mumber of wavelengths: |7 |5 gjﬁﬁgﬁum
) Correction’
[] Display result image: system

Algorithm Fast e

B anvce Bl | we) B we | B ws| B we | B w7l

e —
W2 Source image: [MNone]

Legend color: | Red w

Stained Area (as
defined in settings)

Stained area

Stained area: | Nucleus and Cytoplas k

Approximate min width:

Nucleus
C:

oplasm
Hucleus and Cytoplasm

EEHET M saree [

e mav uidth

Approximate max width:

Intensity above local background: | 500 = | graylevels Preview

Scoring

Cytoplasm

Minimum stained area: IE =
ESHFETHRR

Configure Summary Log Configure Data Log (Cells).

Save Settings...| | Load Settings...| |Show Legend... Test Bun Close

Cell (nucleus +

ESHEETHRER
FLRAEA%
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Number of wavelengths: 3 =

| Display resultimage: _]

Algorithm: Fast 5
B Allnuclei [ Actin I. BNP_AF647|

Name: Actin

W2 Source image: FITC
Stained area: |Nucleus and Cytoplasm v

0 Configure Settings for Multi Wavelength Cell Scoring - Actin on Ax... E‘ﬁﬁ_‘@

Adaptive
Backgraund
Correction’
system

Approximate min width: 2 % im =2 pixels
Approximate max width: 20 < pm =16 pixels
Intensity above local background: 900 < graylevels
Scoring
r Minimum stained area: 7 % um? =4 pixels
[ Configure Summary Log... Configure Data Log (Cells)... ]

V
[ Save Settings... ] [ Load Settings... ]

ShowLegend.A.l [ TestRun ] l Close

Wavelength 2 (W2)

Minimum stained area

& /N IR Z X 5 PE M 4R ARFORA 14 28 A Y B 0
FrifE
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Total Cells

Al Cell: Mean Area

A0 Nuclei Mean Area

Al Huclel Mean Integr Ibersity

Al Nuclel Mean Average ltensity
A0 2 Mean Stain Alea

ARWZ Mean Stan Inbegr Intens
A0\ 2 Mean Stain Aver Intens
ANWE Mean Mucl Integr Intens
ANW2Z Mean Mucl Aver Intens
ARW2 Mean Cyto [ntegr Intens
202 Mean Cyto Aver Intens
A0'W2 Mean Cell Integr Intens
AlV2 Mean Cell Aver Intens
Fasitive W2 Mean Stain Area
Pogitive W2 Mean Stain Inteqr Inter
Positive W2 Mean Stain &ver Intens
Positive W2 Mean Mucl Integr Inten:
Fositive W2 Mean Nucl Aver Intens

Cyto Aver Intens
Cell Integr Intens

Positive w2 Mean Cell Aver Intens
Negative W2 Mean Stain Area
Negative W2 Mean Stain Intear Intef

Negative W2
MNegative W2
MNegative W2
Megative W2
Megative w2

an Stain Aver Intery
an Mucl Intear Inte
an Nucl Aver Inten:
an Cyta Integr Inter
an Cyta Aver Inten
ean Cell Integr Inten

L A A T Y T T O e N Y A S SEEY SN (T

Positive W2
% Positive W2

AW 3 Mean Stain Integr Intens
AW 3 Mean Stain Aver Intens
A0 3 Mean Nucl Intear Intens

A0'W32 Mean Mucl Aver |nte
gether through Iife scien

w  AlW3Mean Cyto Integr Imens

FRIR- 25 R AC L R 57 2K

—> S EFMTHER

v DRI Mean Lo Aver htens

20w/ 3 Mean Cell Integr Intens
AW 2 Mean Cell Aver Intens
Positive '3 Mean Stain Area
Fozsitive w3 Mean Stain Intedr Intens
Fositive W3 Mean Stain fver Intens
Positive W3 Mean Nucl Integr Intens
Pasitive W3 Mean Nucl Aver Intens
Positive W3 Mean Cuto Intear Intens
Pozitive W3 Meaﬂ Cido Awver Irl:ns

v Positive W3 Mean Cell Integr Intens
v Positive W3 Mean Cell dver Intens

v MNegative W3 Mean Stain Area

v Megative w3 Mean Stain Intear Intens
v Megative W3 Mean Stain Aver Intens
v Megative W3 Mean Nucl Integr Intens
v Megative W3 Mean Nucl &ver Intens
w

Negative Wil bdean Cutg Syt loten
Megative w3 Mean Cell Integr Intens
w Negatve W3 Mean Cell Aver Intens
v FPositive '3

7 Pogilive W3

Scaring Profile 1-

Scoring Profile 12

Scoring Profile 1-3

Scaring Profile 123

Percentage Scoting Prafile 1--
Percentage Sconng Profile 12-
Percentage Scomng Profile 1-3
Percentage Sconng Profile 123
Subtotal Profile 1:x

Subtotal Profile 12

Subtotal Profile 143

Subtotal Profile 123

Petcentage Subtatal Profile 1xx
Percentage Subtatal Profile 12x
Percentane Subtotal Profile 1:2
Percentage Subtotal Profile 123

A A e T T T O O O O

—

> W2 BESHERX. A
B R AN £ 4R AR Y SR S 58

W2 BB PR M S TR 4R
HERDLL

FiEaErZEE s o

R A A A L T T S S R R A A T T S A Y T4

{ :
°n < O

Cell: Azzigned Label #

Cell: Scaring Prafile

Cell: Custom Frafile M ame

Cell: Total Area

W1 Stained Area

W Integrated Intensity

W Average Intensity

Cell: Positive W2

Cell: W2 Slained Area

Cell: W2 Stained Integr Intensity
Cell: W2 Stained Average Intensity
Cell: W2 Mucleus Inte%ntensit}l
Cell: W2 Mucleus Average Intensity
Cell: w2 Cytoplasm Integr Intensity
Cell: w2 Cytoplasm Average Intenszity
Cell: w2 Cell Integr Intenzity

Cell: W2 Cell Average Intensity

Cell: Positive W3

Cell: W3 Slained Area

Cell: W3 Stained Integr Intensity
Cell: W3 Slained Average Intensity
Cell: W3 Nucleus Integr Intensity
Cell: W3 Mucleus Average Intensity
Cell: w3 Cytoplasm Integr Intensity
Cell: '3 Cytoplasm Average Intensity
Cell: w3 Cell Integr Intenszity

Call: '3 Cell Average Intensity
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Total Cells
All Cell: Mean Area
A0 Nuclei Mean Area

A0 3 Mean Cyto Intear Intens =
:_N'mm@luAm Intens > gmﬂﬁlg‘éigﬁuzFié]ﬁ*H
v AW IMean Cell Integr Intens

Al Huclel Mean Integr Ibersity
Al Nuclel Mean Average ltensity
A0 2 Mean Stain Alea

ARWZ Mean Stan Inbegr Intens
A0\ 2 Mean Stain Aver Intens
ANWE Mean Mucl Integr Intens
ANW2Z Mean Mucl Aver Intens
ARW2 Mean Cyto [ntegr Intens
202 Mean Cyto Aver Intens
A0'W2 Mean Cell Integr Intens
AlV2 Mean Cell Aver Intens

AW 2 Mean Cell Aver Intens
Positive '3 Mean Stain Area
Pozitive '3 Mean Stain Inegr Intens
Fositive W3 Mean Stain fver Intens
Positive W3 Mean Nucl Integr Intens
Pasitive W3 Mean Nucl Aver Intens
Positive W3 Mean Cuto Intear Intens
Pozitive W3 Mean Culo Aver Irl:ns
Positive W3 Mean Cell Intear Intens
Positive ‘w3 Mean Cell &ver Intens

v

W2 BIESAEXX . 48

MNegative W3 Mean Stain Area

B R AN £ 4R AR Y SR S 58

" @YMOLECULAR

DEVICES

AL h
Average: FEHFMEERES

v

v

v
Fositive W2 Mean Stain Area v MNegative w3 Mean Stain Integr Intens
Pozitive W2 Mean Stain Integr Inten o Megative W3 Mean Stain Aver Intens
v
v
v

Integr: S

Mean: &1 40k
nuci: *?(EE’\]

Cyto: YHRE R AY
Cell: £4HfRY

Pasitive W2 Mean Stain dver Intens Megative W3 Mean Mucl Integr Intens
Positive W2 Mean Mucl Integr Inten: Megative W3 Mean Nucl Aver Intens

Fositive W2 Mean Nucl Aver Intens
Positive W2 Meg

W2 BB PR M S TR 4R
HERDLL

alntearlien Megative Wihean Cuto Sust loben
Cyto Aver Intens Megative w3 Mean Cell Integr Intens
Cell Integr Intens o Megative W3 Mean Cell &ver Intens
CelldverIntens o Positive w3

L0 0 0 00 € € € € 0 0 0 € € @ Lt € 0 € e € € € Lt <

Megative W2 Mean Stain Area % Posilive W3 e —

Negative W2 Mean Stain Intear Intef Scaring Profile 1- 1—3 H 1 ﬂ3ﬁ |§ BH,EEZJE |Eﬂﬂﬁmgmﬂﬁ
MNegative ‘W2 Mean Stain Aver Inte Scoring Profile 12

MNegative W2 Mean Mucl Intear Intes Scoring Profile 1-3 & I:IQ E ﬁtt

MNegative W2 ar Mucl Aver Inten: Secaring Profile 123 . ' . '

Megative w2 Mean Cyto Integr Inter Percentage Scoing Prafile 1-- lX 3 H 1 ﬂ] 3ﬁ lg BH ,E _E_Zﬁ IE & n I y\, BH ,E
Megative W2 Mean Cyto Aver Inten: Percentage Scoring Profile 12-

Megative W2 Mean Cell Integr Inten Percentage Scoring Profile 1-3 i FII 7~| l}ﬂ 'I'i E(J gm Hﬁ& D& E ﬁ tt

pan Cell Aver Intens

Percentage Sconng Profile 123

Subtotal Profile 1:x

Subtotal Profile 12x

Subtotal Profile 1x3

Subtotal Profile 123

Petcentage Subtatal Profile 1xx
A0 3 Mean Nucl Intear Intens Percentage Subtatal Profile 12x
203 Mean Mucl Awver Inlert} w Percentace Subtatal Profile 122

ogether througn lire sc 25 0y Percentage Subtotal Prafile 123

Positive W2
% Positive W2

—>  KiREEmZEaEs s

ARW3 Mean Stain Aver Intens

A T T T T O O O

v
v
v
v AW 3 Mean Stan Intear Intens
v
v
v




Multi Wavelength Cell Scoring
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Imae \ Analysis Mask

RRANAAE C2C12 BIERMABBRAELR
hRIE, FMGERAELRMAET
e, RARIFHISLEE

C2C12 R AR B A SRTE I F
GHRAANLZ BT

Nuclei
Differentiated Myoblasts
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HPRIE A

Well C02 site 4

- FLARFRYAAR
* 4X Plan Apo
* 96 well plate
. o

— Hoechst (nuclei)

DAPI Raw Image ' DAPI Mask (all cells)

— Yoyo-1 (dead cells)

Yoyo Raw Image Yoyo Mask (dead cells)
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0 Configure Settings for Cell Proliferation HT

o= s
Source image: [None] Adaptice

Sec.b’fgrow%_ci“
; image: [No Applicable Images| | Correction
Display result image: [No Appl ges] b S
Parameters
Approximate min width: |5 Sikvil
PApproximate max width: |30 =ik
Intensity above local background: [ 100 3| graylevels

‘ Configure Summary Log... ‘
Save Seﬂ%s... Load Settings... Set to Defaults Test Run Cloze

SRR ST BT AR R

0 Configure Settings for Count Muclei - 20

== =]
Source image: ﬂl Adaptive
Background
[ Display result image: [Mone] g;;:;:mn
Parameters

Approximate min width: |5 = #i = 29 pixels
Approximate max width: 30 = H1 = 173 pixels
Intensity above local background: [1000 5 graylevels

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

Save Settings Load Settings Set to Defaults Test Run Cloze

Configure Summary Log

Total Nuclei

Configure Summary Log

Total Nuclei

Total Area

Mean Area
Integrated Intensity
Average Intensity

Configure Data Log(Cells)

Cell: Area
Cell: Integrated Intensity
Cell: Average Intensity

&

Ld

MOLECULAR

DEVICES
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(@ Configure Settings for Live Dead E = @

Wavelength 1 Parameters

Ik Wavelength 1 Source: [None] | Adfaptive
Background
Display resutt image: [No Applicable Images] | Carrection™
system

Stained cell type: | All Cells e
Stained area: Both ~

Approximate min width: : i
Approximate max width: |30 3 #

Intensity above local background: | 100 2| graylevels
[ Split touching ohjects Preview

Wavelength 2 Parameters

Wavelength 2 Source: [None] |
Display resutt image: [No Applicable Images] |

Stained cell type: | Al Cells ~
Stained area: | Both w

Approximate min width: |5 | #

Approximate max width: |30 2| #

Intensity above local background: | 100 7 graylevels

D Split touching objects Preview

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

Save Settings Load Settings Set to Defaults Test Run Close

Configure Summary Log

Total Cells
Live Cells
Dead Cells

% Live Cells
% Dead Cells
W1 Total Area
W1 Area Per Cell

W1 Integrated Intensity
W1 Average Intensity
W2 Total Area

W2 Area Per Cell

W2 Integrated Intensity
W2 Average Intensity

" @YMOLECULAR

o) J L IDEVICES

Configure Data Log(Cells)

Cell: Live Classification

Cell: W1 Total Area

Cell: W1 Integrated Intensity
Cell: W1 Average Intensity
Cell: W2 Total Area

Cell: W2 Integrated Intensity
Cell: W2 Average Intensity
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(B Configure Settings for Cell Health EI = @
Results lagend Adaptive
B viable I Eadyapoptotic M Late apoptotic [l Necrotic Background . .
_ Conection™ Configure Summary Log Configure Data Log(Cells)
Agorthm: system
Displ It i . [None]
= Total Cells Cell: Health Classification
All nuclei : .
¥ . image:M Viable Cells A Cell: Nuclear Area _
Aoprosimate minwidh:[5 2 Early Apoptotic Cells Cell: W1 Integrated Intensity
Approximate max width: | 30 4w Late Apoptotic Cells Cell: W1 Average Intensity
Intensity above local background: (100 [5] graylevels Preview Necrotic Cells Cell: W2 Integrated Intensi
B g
Apoptotic staining % Viable Cells Cell: W2 Average Intensity
W2 Soure mage: Mol | % Early Apoptotic Cells Cell: W3 Integrated Intensity
Stened area: | Nulous and Coplasm % Late Apoptotic Cells Cell: W3 Average Intensity
Approximate min width: |5 = i .
PrEEE— % Necrotic Cells
Approximate max width: |30 = i
Intensity above local background: | 100 = | graylevels Preview All Cells Total Area
» All Cells Mean Area
Dead staining
W3 Source image: Ml All Cells W1 Integrated Intensity
Stained area: | Nucleus and Cytoplasm All Cells W1 Average ]nTengity
Aoproximate minwidti[5_ &/ 1 All Cells W2 Integrated Intensity
Approximate max width: : =T :
Intensity above local background: : graylevels Preview All Cells w2 Average lnTenSITy.
All Cells W3 Integrated Intensity
Configure Summary Log... Configure Data Log (Cells)... All Cells WS AVQI’Elge lnTensity
Save Settings...| | Load Settings... Set to Defaults Test Run Close
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Neurite Image Zoom

Raw v IR I AN B R R 4 AR R Y

processes
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@ Cenfigure Settings for Meurite Outgrowth EI = @

Neurite image: FITC Adaptive
Ei.;lu:kglrm,lq_cﬁf4
i i . [None] Caorrection
] Display result image: bl
llumination
(®) FAuorescence () Transmission
[CeTbodies

v

Ppproximate mazx width: |30 + | ¥ = 173 pixels N
Intensity above local background: | 100 | graylevels lﬂgugﬂﬂﬂgﬂgﬁs
I'\"Iininru\m area: |50 | #i 7= 1671 pixels
Muclear stain {optional) ° gE %IQEKK ’ )r“J ——.I- Iﬁg
Nuclear image: DAPI '{—J'QEH H@{le ?3(’7_—

C
[ Display resutt: i— v oo o
Approximate min width: |5 2| ¥ = 29 pixels ‘ ﬁn %IQEK /J\ ZF“ = E’\J
KRN DX R AT RERY

Approximate max width: |30 | Hi =173 pinels
-[100 : /\tJjEIZEHH@M‘

Intensity above local background: +1| graylevels
Outgrowths
Maximum width: |10 = ¥ = 58 pixels
2 > |:| = U /-‘gﬁa
Intensity above local background: |50 3| graylevels = TABUSK
Minimum cell growth to log as significant: |0 | % = 0 pixels
Configure Summary Log... Configure Data Log (Cells)...

Save Settings...| |Load Settings... Set to Defaults Test Run Close
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Outgrowths

Maximum width: |10 ==
Intensity above local background: PV 5

Minimur cell growth to log as significant: 0[5

graylevels

v

pm

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

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

Apply Close

v
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Configure Summary Log

Cell Body e

% I|'-._

Nurmber of Cells =
Total Outgrowth ]
Mean Outgrowth Per Cell

Total Processes

— A RKEBEREMFEHKE, B0 mm

Branch

—> Py *hE=
Mean Processes Per Cell ocess H =

Total Branches

Mean Branches Per Cell
Total Cell Body Area
Mean Cell Body Area
Straightness »BH&R, R5RE%ESMRUKPRIELZLKE, 02128
Cells Significant Growth ———————> RS KUK E, HSHIRERE

ZCells Significant Growth

Mean Qutgrowth Average Intensity ————» Ff L K& ZEE

——» Branch #{ &

Cell: Total Qutgrowth —— - EZ{i[ um

Cell: Processes

Cell: Mean Process Length ————» Process K EG I EH =
Cell: Median Process Length

Configure Data Log(Cells) Cell: Max Process Length

Cell: Branches

Cell: Straightness

Cell: Cell Body Area .
Cell: Mean Outgrowth Intensity —————» TEE g:;é_&n_'ll/? E"] Slzi’/ﬁ%iﬁﬁfﬁ



Angiogenesis Tube Formation
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@ Configure Settings for Angiogenesis Tube Formation - Expo... EI = @

Source image: ATC Adaptive
Backoround

- TH
Display result image: [None] Cerrasiiies

System

Parameters

Approximate min width: |1 5| H = 6 pixels
I:} Approximate max width: |25 = #i = 145 pixels
Intensity above local background: | 1000 5| graylevels

Seament detectinn
(®) Watershed lines (original) () Skeletonization

X: 382 Y: 151
Length: 8 (10.89 um)

Configure Sumimary Log...

Save Settings... Load Settings... Set to Defallts Test Run Close

EEMESESESE RIS ESE, ALUS—EEERE
FBFEm A M ER—HE BRI ENR 5
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Configure Summary Log

Total Tube Length ————— > [ 5 ﬂ(T@?ﬁnodes) B{um

S —————
Mean Tube Length ME 2K E R segments#i =
Total Tube Area

Mean Tube Area

Tube % Area Covered ——— [l & 5L [H] (T@,ﬁnodes) MBRUEREERBE S
Average Tube Thickness ——» ﬂ]l E ,L,\Eﬁ B%Lx,b\kF(T@,?ﬁnodeS), iﬁium L

Segments ———————— [f &

19 %
Branch Points
Nodes
Total Node Area Branch
Mean Node Arra ——— Node B 2 Em iR LAnodeI = Points
Node % Area Covered
Connected Sets — > JUV MEWHE, MEBESME Z B8 B ERE

Tube Length Per Set

Node
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h@ Configure Settings for Cell Cycle = @ |

Resuts legend

Adaptive
EEL‘;‘YEMM_;ZN”)" GO/G1 (2H) i
(2 [=2 1)
Mowse
G2 (4N) S phase

Algorthm: Standard -
Display resuit image: [None]

DNA cortent
Source image: M
Approxmate mnwidth: 5 [2] 1
Approxmate max width: (30 |2 %1
Intenstty above local background: 100 + gralevels Preview
Background subtraction: | Auto Contant
Classfiication by integrated intensity §c1000)

, Gueten S phase G2 (4N)

M EE Infinity

Mitotic classfication
(®) Mitotic-specfic staining (O DNA average intenstty

Source image: Nonel
Intensity above local background: | 100 = graylevels Preview
[ Apoptotic classfication
Corfigure Summary Log Configure Data Log (Cells).
Save Seftings...| |Load Settings...| | Setto Defauts Test Run Close

A 00 240 e ) SO 24 L O R BT S T SR 2 TR P A T k. AR g R i A
FEA, AFEETT AR, AR, (U, (5 86/, ToiEgEm )55 @ @ . InageXpress
RAEMEH RN, ARttt MR 22 H g R, JHREM S AR g B A Mt oL, el
o Fre A A TR, SR fra AN RS, RAEEER.

ANENENENEN

GO/ G1

G2
Early M
Late M
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(B Configure Settings for Cell Cycle - 20190618-cellcycle e & |
Results legend Adaptive Cell Cycle: Preview Histogram
Late M (2N) GO/G1 (2M) Backgrownd Lo e
Earty M (4N) ) Carvection™ DNA"Content Classification  |— coic1
M Apoptatic system 30 | I g;nase
I &

G2 (4N) S phase /
25+
Mg E—

[ Display resutt image:

DNA content
Source image: [Monel

Cell Count

Approximate min width: i ] |i
soprnmaie max i [0__< 3 > AR ERRES bl
Intensity above local background: [200 3| graylevels J Preview 0 2000 4000 6000 8000 10000 12000

Integrated Intensity x1000

Background subtraction: | Auto Constant ~

Classffication by integrated intensity (<1000} ]‘éﬂ?ﬁ ﬁj] XX %U_éﬁf ;E ﬁ I':l:ll GO&G Z,HH E |\E—_|

GO/G1 (2H) - Sphase o G2(4N) <«
—_— (18 B e |25 2 —— Infinity SF Cell Cycle: Preview Scatterplot [=1ES)

Mitot ] DNA Content/Mitotic Classification| « cuc1
ic classification 70000 I I S Phase
() Mitotic-specific staining (@) DNA average intensity > I | ¢ gsw M
_ . ) . - 60000 ® Late M
S nage: DNA it o BTG RETHBERA A | L
Minimum average intensity: (613 % graylevels Preview E,H\H %u E%,/HH ‘@ 50000+ | |
@
£ |
[] Apoptotic classification @, 40000 . F |
-
©
Early M Late M £ 30000+ o | |
Corfigure Summary Log... Corfigure Data LogiCells).. | SO el |3 ———— .
20000 . o) r‘ >
Save Settings...| | Load Settings... Set to Defaults Test Run Close ‘{obﬁ | ¢
10000 oy, . .

T T u T T
0 2000 4000 6000 8000 10000 12000
Integrated Intensity x1000

18T Hr B B SR AR S SR 47 HEMA LMEA X 8]
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Configure summary log Configure data log (Cells)
2 b # Cell: Azsigned Label #

v  DNA Stuctures > YARRZEE v =il
v DMA Background Value - w LCell Classification > ‘ARAEEA
v E0/G1 Cells v Lel: GOAGT
v 2G04 v L&l S Phase
v 5 Phaze Cells w LCel G2
v %5 Phase w LCell Early

G2 Calls w LCell: Late b
: X G2 v Lel: Apopkotic
w Early M Cells w LCell: DMA Area .
v %EalyM v Lell: DM Integrated Intensity
. LaeMcels W v ol DHA veroge ety BLHBERREMNRIER
v Elael Y ot M | REELEITAE AR ]
y ;pﬂﬂptntti;;ﬂls W EE:"; Apoptotic Intearated Intenszity ——» ;El}a t‘}l’%%%@ E,‘] 'E" 5’5‘}%
Y PP v el Apophotic Average Intensity R &I 5 A R L ER
BARTEAApE R A S BN

For research use only. Not for use in diagnostic procedures.

© 2019 Molecular Devices, LLC. Trademarks are the property of Molecular Devices, LLC or their respective owners. | p45
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> Methods Enzymol, 587, 71-86 2017

High-Throughput Quantification of GFP-LC3 * Dots
by Automated Fluorescence Microscopy

J M Bravo-San Pedro T, F Pietrocola 2, V Sica #, V Izzo 2, A Sauvat 4, O Kepp #, M C Maiuri 2, G
Kroemer *, L Galluzzi ®

Affiliations + expand

PMID: 28253977 DOI: 10.1016/bs.mie.2016.10.022

“xtARRE R P RRHE S PR B HITIRA,
ST EMERE, ETARANSHNER
KRE”
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Control Bafilomycin A1

Control Rapamycin Control Rapamycin

]
EEEEERN—MymdE, EPNR— I WRMEH-BI&
K. BidfEM GFP #RICHY LC3 HERICMAMN A B IR
EBRFMHT, GFP-LC3 AR MM LRI FREHY

FETRk. A TRIHEE BREMRIZER, GFP-LC3{ES%

LR =B E R R+

Nuclear segmentation

5/ ImageXpress Micro 1§ %%, HBEM Granularity =R
XEER GFP-LC3 W AREAZERIE HA MHAEHITIEE

Cytoplasmic segmentation

Dots identification
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@Conflgure Settings for Granulanty - foci count EI = @

L\, Granules
Granule image Adaptive
El;a(:.if‘gw:u.u%z:’4
[ Display resuit image: Correction
system
Algorithm: hl N
Approximate min width: 3| 3 =3 pixels .
Ny ey =]
Approximate max width: S $i =12 pixels > ,lfJ\—\ 4k1ﬁ k=) E,‘] -l‘/l:lj]IJ
Intensity above local background: (1000 |5 graylevels J
Nuclear stain (optional)
Muclear image: DAPI
Approximate min width: |10 3| 3 = 58 pivels N
» 0 ]
Approximate max width: |40 2| ¥i=23pixels [ = 'Hﬂ H@'$&1"%U (E-l-ﬁ)
Intensity above local background: | 100 5 graylevels J

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

Save Settings...| | Load Settings... Set to Defaults Test Run Close
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L T T T T T T T 4

L L L L 4 L L %

*JMOLECULAR
DEVICES

Configure summary log

Granules

Granules Per Cell

Total Granule Area

Mean Granule Ates —————» P34 55 4™ 4R 4O AL T AR (FFF 8 4RAR S B T AR B8 SRRV B0

Integrated Gramae Intensity

Avrage Grande ety —————» %/ KL 388 (74 £ 8 A LR DL AR )
LI

Tatal Mucheas frea

Mean Nuclear Area

Integrated Muclear Intenszity

Average Nuclear Intensity —————— 2155 M40 A 89 20 BOA% 52 B (FF A A% R & XIS RS2 B RR LU S AR 3 =)

Configure data log

Cell: fuzsigned Label #

Cell: Granule Count

Cel: Granule Total Area

Cell: Granule Integrated Intensity

Cell: Granule Average Intensity ——— SEI59G N FUk Y52 B (45 7€ 2R AR AY 2 R 58 B2 BR LUX N 4R AR B TR 2 )
Cell: Muclear Total Area

Cell: Muclear Integrated Intensity

Cell: Nuclear Average Intensity ———— BRI G XN A P9 1R KB

For research use only. Not for use in diagnostic procedures.
© 2019 Molecular Devices, LLC. Trademarks are the property of Molecular Devices, LLC or their respective owners. | p50
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LRI

Image Analysis Mask

Nuclei
Superoxide granules

20x Plan Apo

MitoSOX FeH} RIARIC R A HRERBE UM E M = E L BTN
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|2 A

ARF 4R B S N 2

Control
Drug Treated

Blue = topro (false color)
Green = E-cadherin
Red = lipid staining
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S ELge s
/EI\IJ 2 HEl ,fé'_]
Image
Analysis using Granularity application module
Mask

Control Drug Treated
Granules = 252 Granules = 3659
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A method for the detection of virus infectivity in single cells and real time:
Towards an automated fluorescence neutralization test

Marylene Maistriau”, Tea Carletti”, Mohammad Khalid Zakaria®, Luca Braga®, Valentina Faoro”,
Vasileios Vasileiadis®, Alessandro Marcello™*!

A: U20S_GFP-IRF3 Hff&F kM O X fw&E8h, EI6FLREH
VSV-induced translocations SRR IT GFP RAAZAE ARG, “HRE %A Hoechst 33342 #Rid,
n Fit ZERZFERVARREES); B: RAZFKZEA S TEIIRA 5
100 MEREZFEMLNM; C: EFEREERERE TSR

80

60

40

20

% GFP-IRF3 translocation

0
o2, ;\,06,@

NN
\"\’ 4
6\(‘\06‘ @@@6\
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0Trans|ocation-Enhanced RC E

Compartment [No Applicable Images] Adaptive
% Ssckgrqu%
Translocation probe image: [NO Applicable Images] Pl

[ ] Display result image:

[t

Compartments
Algorithm: |Standard v]
Approximate width: E: pm
Intensity above local background: |15 = to 165535 l: graylevels
Minimum area: [200 < pm2 > 'I,R%IJ z&m@*ﬁgﬁk
Maximum area: ; um 2

Auto separate touchihg compartments

Define regions for measurement

Inner region distance in from edge: 2 = pm
Outer region distance out from edge: 2 = » ‘/D\ %]J 5}l'l\|J % IZE}Z .
Outer region width: |6 = z;?{j Biﬁkiﬂ%”
Translocation probe
Background estimation method: | Auto Constant X
Classify positive if: Correlation Coefficient vis= v ;‘ > PFEMZA ﬂﬁ’. ¥ E%ﬁ:
Configure Summary Log... Configure Data Log (Cells)...

Save Settings...  Load Settings... Set to Defaults Apply Close
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Set correctly

Set too low

Compartments

Approximate width: |15
Intensity above local background: 1ot T to 65535 | graylevels
el Mirimnum area: 0 > um? =0 pocels
Maximum area: 800 < um? =812 pixels

[¥] Auto separate touching compartments

Note: The Minimum and Maximum area will
have an impact as well!

Set too large




J IR ER-FE AL

Set correctly

N

Set too low = Compartments are too
large

N

, A MOLECULAR

0 DEVICES

Compartments

ntensity above local background: 8000 £ to 65535 £ graylevels

Maximum area: 800 <  um? =812 pixels
Auto separate touching compartments

mREEEINIESMN

Set too high =2 Compartments are not
being detected
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All cells/ compartment detected

Bright cells are being ignored

Max intensity set to 65535 (bit dept of
image
All nucleus detected

Compartments

ntensity above local background: 8000

~
v
o o
~
~

mreer =y

Maximum area: 800 pum? = 812 pixels
Auto separate touching compartments

BB ENTEER
Max intensity set lower then the bright
(mitotic) cells

III

Only “normal” cells detected

Compattments

Masximum area: (800
Auto separate touching compartments

pm? = 812 pixels



FRER-FE S 57 3T

Min= 0, Max=800

Detect all compartment/ cells

Min= 150, Max=800

Ignores small compartments/ cells

Compartments
Approximate width: 15 < um =15 pixels
Intensity above local background: 8000 S to 65535 £ graylevels

Minimum area: |0

AT im? = 0 prele

-

Maximum area: 800 S | um? = 812 pixels
X epe T COMpaments

Min= 0, Max=250

lgnores large compartments/ cells

[o°

MOLECULAR

M
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EVICES
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S Configure Settings for Translocation-Enhanced Q 0 E]
(X tment i : DAPI Adaptive

omp nooe B.‘vclrgrow;cri1
Translocation probe i - FITC Correction

ranslocation probe image I i
[] Display result image: ]

Compartments

Algorithm: | Fast v

Approximate width: 15
Intensity above local background: 300
Minimum area: |40

um = 47 pixels

to 3500 £ graylevels
pm? = 385 pixels

2 = 6730 pixels

-~
v
-~
v
-~
v
~

Maximum area;

Define regions for measurement

Inner region distance in from edge: |1 < | um = 3 pixels
Quter region distance out from edge: |1 < | pm = 3 pixels
Outer region width: |3 < | pm =12 pixels
Translocation probe
Background estimation method: | Auto Constant v
Classify positive if: | Correlation Coefficient v|>= |03 =
[ Configure Summary Log... ] [ Configure Data Log (Cells)... ]

[SaveSeltingsm] [LoadSeltings...] [SelloDefaults] [ Test Run ] [ Close ]

Auto
separate
option:

On

Off



FRIR-EL L AT
BASHNERRE

Intensity above local background.

Set max to max bit dept of the image
4095 for 12 bit image (ImageXpress Micro, Discovery-1)
63535 for 16 bit image (ImageXpress Ultra, ImageXpress Micro XL, mageXpress 5000A)

Area
Minimum: play with the value to get the same number of compartments/ cells

Auto separate toughing compartments
Selected

Inner and outer distance from Edge
Enter values that represent 1 pixel

Outer region width

Enter a value that represent: 1/3 of the appropriate width for the compartment and
subtract 1 pixel.

For instance is the width is 15 pixels, then enter 4 ( (15/3) -1)

Background estimation method:
Select Auto Constant

Classify positives
Select Correlation Coefficient
Select >=

I e JMOLECULAR

B IJDEVICES
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Configure summary log

Configure Log @

Parameter configuration:

| v Compartments Al -
Mean Compartment Area

Mean Compartment Average Intensity
Integrated Inner Intensity

Integrated Outer Intensity Disable Al
Average Inner Intensity

Average Outer Intensity
? [ Hep |
_Probe Background Intensity 1

Outer/Inner Intensity Ratio
Inner/Outer Intensity Ratio
Correlation Coefficient
Classified Positive
‘ % Classified Positive v
Double-click listbox entries to enable and disable
parameters to log.
Logging options
Log column titles
[[] Place log data on current line

€ € € € € € € € <€ < <<«

Save segmentation overlay to database

’ ':. ) »JMOLECULAR

0 IO EVICES

Outer/Inner Intensity Ratio: FTAIMNBXIGIRETAI TG RRE
(BESR)RUMEABXEREHNENGRREREESR

Inner/Outer Intensity Ratio: FrARERXIBRET BTG REE
(BESR)RUMBIINBXERENEGRRE(REESR

Classified Positive: & BH4 57 29 Z0AE 2 2

% Classified Positive: $5{\IfHM 53 2RI M S8 S B M 22
MBSt

For research use only. Not for use in diagnostic procedures.
© 2019 Molecular Devices, LLC. Trademarks are the property of Molecular Devices, LLC or their respective owners. | p64
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Configure data log (Cells)

r

Configure Log
Parameter configuration:

Cell: Median Inner Intensity

Cell: Mean Quter Intensity

Cell: Median Outer Intensity

Cell: Quter/Inner Mean Intensity
Cell: Quter/Inner Median Intensity
Cell: Inner/Outer Mean Intensity
Cell: Inner/Outer Median Intensity
Cell: Correlation Coefficient

v |Cell: Classification

v Cell: Marked Area

v Cell Integrated Marked Intensity
v Cell: Mean Marked Intensity

vhy
Double-click listbox entries to enable and disable
parameters to log.

Logging options
Log column titles
[[] Place log data on current line

' (.‘i ) »JMOLECULAR

o SJOEVICES -

Cell: Outer/Inner Mean Intensity: FMERXISIRETHYE G ER
E(RES ) BRUARBXERMERGZRRBE(REER

Cell: Outer/Inner Median Intensity: SMERXIGEIIRSHEEIRE
FEEESS)BRUASBXISNR GEEEERERES S

Cell: Inner/Outer Mean Intensity: FRIEBXIEIRET RV 1% =R
B (RES BRSNS B IR ERE (A S

Cell: Inner/Outer Median Intensity: REBXIFHIIREHE REE
AR ES 2B R SR HE R R R E (R A S 2

Cell: Classification: 14PRM 7 K (FxFke), 0OAAMEAL
A (BEREE)

For research use only. Not for use in diagnostic procedures.
© 2019 Molecular Devices, LLC. Trademarks are the property of Molecular Devices, LLC or their respective owners. | p65
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o _ \J +JMoLecutan
e 7 . o Ye DEVICE -
IRIR-T A% 73 ~

T

TR 2 A P 43 20 T P 2 RO FEVE TS O e (0 AR R e (AT BRI /N B . A2 4 PR EE A
I RREEEEDRENT, MRS EFETE S EME Bk, WM& aess ket s
VI RO ARTEE, R0 P O e 5 2 R B SR B (TR

MN formation
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Nuclear source image: [N Applicable Images]
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Apoptotic-specific staining (optional) Results legend
Source image: [NO Applicable Images] Micronuclei
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[ Necrotic-specific staining (optional)
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@ Micronuclei
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Configure summary log

Tatal Micronuclei Total number of micronuclei for interphase cells I
Micro-nucleated Cells Total number of interphase cells with micranucle ?‘
Cells with one micronucleus Total number of interphase cells with one micronucleus ’
Cells with multi micranuclei Total numhber of interphase cells with multi micronucle ,
Micro and Mono-nucleated Cells Total number of mono-nucleated cells with ane or more micranuclei 4
Micro and Bi-nucleated Cells Total number of bi-nucleated cells with one or more micranuclei }
Micro and Multi-nucleated Cells Total number of multi-nucleated cells with one or more micronuclei

Micro and Probes-positive Cells

Tatal number of Probes-positive cells with one or mare micranuclei ;

Micro and ProbeB-positive Cells

Total number of ProbeB-positive cells with one or more micronuclei i

Micra and ProheAB-positive Cells

Total number of ProbeAB-positive cells with one or more micranuclei (

% Healthy Cells

Healthy cells divided by total cells

% Mono-nucleated Cells

Mono-nucleated cells divided by total cells

% Bi-nucleated Cells

Bi-nucleated cells divided by total cells

% Multi-nucleated Cells

Multi-nucleated cells divided by total calls

% Micro-nucleated Cells

Micro-nucleated cells divided by total cells

% Cells with one micronucleus

Ay t |

Micro-nucleated cells with one micranucleus divided by total cells

% Cells with multi micronuclei

Micro-nucleated cells with multi micronuclei divided by total cells
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Configure data log (Cells)

Cell: Mecrotic

—

ifnecrotic, 0ifnot

Cell: Manonucleated

s

ifmononucleated, 0if nat

Cell: Binucleated

-

ifbinucleated, 0 if not

Cell: Multinucleated

iy

if multinucleated (more than 2 nuclai, 0 if not

Cell: Probes Positive

—

if Probed positive, 0 1f not

Cell: ProbeB Positive

s

if ProheB positive, 0if nat

WP TV S

Cell: Mumber of Micronuclei MNumber of micronuclei in this cell

Cell: DNA Area Area (in calibrated units of measure) identified as nuclear ar micronuclear

Cell: DNA Integrated Intensity Intearated intensity over all pixels identified as nuclear or micronuclear

Cell: DA Avarage Intensity Integrated intensity aver all pixels identified as nuclear ar micronuclear divided by nS
carresponding pixels

Cell: Muclear Area Area iin calibrated units of measure) identified as main nuclear {includes bi- and rv

Cell: Muclear Integrated Intensity Integrated intensity aver all pixels identified as main nuclear }

Cell: Muclear Average Intensity Intearated intensity over all pixels identified as main nuclear divided by nurmber of ¢
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Science, for me, gives a
partial explanation for life.
In so far as it goes, It is
based on fact, experience
and experiment.

— Rosalind Franklin
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