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(23 ESC Colonies :
(23 UveTox
Pil| [ EXPERIMENT
Gr| [ MEASUREMENT Detas | Comments
(3 PLATETYPE
Name Value 2 .
o Object Type Evakuation 5
Owner K
Date 5/6/201652113PM
Plate Type 384 CelCanter ) 22
Plate Fommat 384
= Channel Hexa 488
Channel HOECHST 33342 - 2
Ce 7 2
o Details m Cancel el 1 Show, i

~

all s



Rharonil ol

E 7 ¢ i P —\
| COEE = Q  Expondaa i
3 | ]
Mode: Single | Heat Map Graph Database: (0DA 5
Expesiment:  Cyloskelelon Method: Evalusion Results per Vel (Tab-separated Text) =

All Cells - Marker Inter
—— e 2500 r . 3 4 i Selected Data | 969.3 KB of Data selected

s 55 ExponPath: ‘ » -
An ot 8
. Job Delfirtion: |1 famf) ssected
v tLayout v
auuERTanEnEaN
Stout
C C

CCCCC

6.1 fiidy ESH & D+ “Data Management”

Harmony Settings |

Set Comrection Change Objective  Change Filter Move Table Operetta
Collar

i X3

{=H

Define Plate  Database Browser User Accounts Data Management Harmony Engine
Type

Reset View TCO Settings Assay Layout
Edit



e i ik “ Columbus Transfer”

D ataManagement
1, - 13
Write Archive Read Archive  Relocate Images Export Data Columbus

Transfer

4 % 3 9@ 3

4
Delete Data Combine Define Keywords Schedule Tasks Change Database
Measurements
. =2
) Ay
Relocate Settings Database Job Status
Settings
NN PRl R
Login e e X,
IJser Account; , PKI Lv \
Password: i i
0K | Cancel

S “ Select Data” A5

Columbus Transfer

Database: ODA

Selected Data:
Screen Name: | v

Job Definition:

Start Close

FEFH BT e, Oy e B B A A ) B



B | b o b | 2% oy

Database: [ODA

Selected Data: [667‘1 MB of Data selected
Screen Name:

Job Definition:

m

 Example Screen

Stait

Object Type | owner Name Type Date Owner Size *
& s ol o DTS2 B0 o
(3 AssavLavOUT M nit1 M 07/05/201515:48  PKI 2665 MB
[ CHANNEL M 1 1 10/05/2016 18:14  PKI 144.4 MB
(O CVALUATION 11 1111720151507 PKI 1319KB

Eg MWE;SET:::;NT M t M 1171120151513 PKI 1341 MB
G Aopii s 1 1711720151509 PKI 105.6 MB
kil ! it 7 03/04/2014 14:46  PKI 11MB
3 yic2014 M 1 08/05/201510:28  PKI 311.8MB
(3 PLATETYPE 1 10/05/2016 16:57  PKI 36.9MB
M ot M 10/05/2016 17:56  PKI 216MB
M t 10/05/2016 1720 PKI 92MB
! t1 10/05/2016 1758 PKI 171.0MB .
Details | Comments |
Name Value -
{[Object Type | Measurement
Owner PKI
Date 07/05/2015 14:22:01
Plate Type 384 PerkinElmer CellCarmier
Plate Format 384
Charnel Nexa 438
Charnel HOECHST 33342
ot acoane =
i W Details oK Cancel



S “start” FEG1E

Columbus Transfes i 2 X
Database: l ODA \
Selected Data: | 667.1 MB of Data selected | joe
Screen Name: ‘ data | ‘

Job Definition: | 1 item(s) selected ‘
| Start Close

Wit A “Job Status” BE LT

DataManagement || e | 2|

b od . B @
j,_l, Qj '?’,; L ja_t) @

Write Archive Read Archive  Relocate Images BExport Data Columbus
Transfer
T ‘“‘ 3 ~ Abel | = :ﬂ
d _‘fﬁ i . R
Delete Data Combine Define Keywords Schedule Tasks Change Database
Measurements

3

#)

Relocate Settings Database
Settings

HolsStotas || e el o53
Job Type Job Definition Destination | User Job Size Progress [%]  Start Date End Date Status | Cancel  Job ID
Columbus Transfer 1item(s) selected http://192.168.... PKI 667.1 MB 48 11/05/2016 14:38 Running Cancel  Job#1
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7. Ready Made Solution (RMS) Z&35|
6.1 @ “Load Analysis” & 1, RV HIAG KR -

B[ ANALYSISSEQUENCE

RMS Cell Counting

Analysis Seque...

9/3/20146:2...

LoadAnalys el 5%
Filter by Adding Keywords Filtered Results
Object Type Owner =

Application Gui... 83.8 KB
(L3 dalian P . 8 .
RMS Cell Cycle Classffication Analysis Seque... 9/3/20146:2... Application Gui... 536.9 KB
[ Luoteng
- RMS Cell Shape Analysis Seque... 9/3/20146:2... Application Gui... 271.3KB
(3 lupuzhong
3 PR RMS Cell Tracking - Cell Division Analysis Seque... 9/4/20142:2... Application Gui... 465.6 KB
3 PKI Service RMS Cell Tracking - Migration Analysis Analysis Seque... 9/4/20142:2... Application Gui... 405.1 KB
3 ASSAYLAYOUT RMS CellCycle 1 Analysis Seque... 9/4/20145:1... Application Gui... 537.0 KB =
(3 CHANNEL RMS Colony Formation Analysis Seque... 9/4/2014 5:1... Application Gui... 263.3 KB
(=3 EVALUATION RMS Cytoplasmic Marker Analysis Seque... 9/4/20145:2... Application Gui... 2755 KB
e RMS Cytoplasmic Marker - Remove Border Cells Analysis Seque... S/4/201462... Application Gui... 3322 KB
[ MEASUREMENT
RMS Cytosol to Membrane Translocation Analysis Seque... 9/4/20146:3... Application Gui... 253.9 KB
(3 PLATETYPE
RMS Cytosol to Nucleus Translocation Analysis Seque... 9/4/20146:3... Application Gui... 247.1KB
RMS Cytotoxicity 1 Analysis Seque... 9/4/20146:3... Application Gui... 413.8KB
RMS ESC Colony Analysis Analysis Seque... 9/9/2014 3:3... Application Gui... 345.0 KB L
RMS Lipid Droplet Analysis Analysis Seque... 9/9/2014 3:3... Application Gui... 507.4 KB
RMS Live Dead Cell Counting Analysis Seque... 9/4/20146:3... Application Gui... 182.0 KB
RMS Live Dead Cell Counting - 2 Analysis Seque... 9/4/2014 6:3... Application Gui... 3425 KB
RMS Micronucleus Analysis Analysis Seque... 9/4/20146:4... Application Gui... 876.0 KB
RMS Microtissue Analysis - Brightfield Analysis Seque... 9/3/2014 84... Application Gui... 502.6 KB
RMS Microtissue Analysis - Fluorescence Analysis Seque... 9/3/2014 84... Application Gui... 343.5KB
RMS Migration - Confluency Analysis Seque... 9/4/20146:4... Application Gui... 395.7 KB
RMS Migration - Hole in Cell Layer Analysis Seque... 9/4/20146:4... Application Gui... 273.6 KB =
| (Dela'ls 1 Comments
Filter by Adding Keywords Filtered Resuilts
Object Type ‘ Owner Name Type Date Owner Size o
S) @ ANALYSISSEQUENCE RMS Cytotoxicity 1 Analysis Seque... 9/4/20146:3... Application Gui... 413.8KB
: RMS ESC Colony Analysis Analysis Seque... 9/9/2014 3:3... Application Gui... 345.0 KB
A, dalian RMS Lipid Droplet Analysis Analysis Seque.. 9/3/20143:3... Application Gui... 507.4 KB
[ Luoteng
- RMS Live Dead Cell Counting Analysis Seque... 9/4/2014 6:3... Application Gui... 182.0 KB
[ lupuzhong
3 Pl RMS Live Dead Cell Counting - 2 Analysis Seque... 9/4/20146:3... Application Gui... 342.5KB
3 PKI Service RMS Micronucleus Analysis Analysis Seque... 9/4/20146:4... Application Gui... 876.0 KB
3 ASSAYLAYOUT RMS Microtissue Analysis - Brightfield Analysis Seque... 9/3/20148:4... Application Gui... 502.6 KB
3 CHANNEL RMS Microtissue Analysis - Fluorescence Analysis Seque... 9/3/2014 8:4... Application Gui... 343.5KB F
[@m EVALUATION RMS Migration - Corfluency Analysis Seque... 9/4/20146:4... Application Gui... 395.7 KB
IS EEERIMENT RMS Migration - Hole in Cell Layer Analysis Seque... 9/4/20146:4... Application Gui... 2736 KB
3 MEASUREMENT
= RMS Neurite Outgrowth Analysis 2 Analysis Seque... 9/9/2014 3:3... Application Gui... 296.9 KB
[ PLATETYPE
RMS Neurite Outgrowth Analysis 2 - with Cell Body Refin... Analysis Seque... 9/9/2014 3:4... Application Gui... 444.1 KB
RMS Nuclear Analysis Analysis Seque... 9/4/2014 6:4... Application Gui... 207.6 KB
RMS Nuclear Classffication Analysis Seque... 9/4/2014 6:4... Application Gui... 273.7 KB
RMS Nuclear Fragmentation Analysis Seque... 9/4/2014 6:4... Application Gui... 197.3 KB E
RMS Online Quality Control Analysis Seque... 9/4/2014 6:4... Application Gui... 293.1 KB
RMS Phenotype Classfication 2 Analysis Seque... 9/4/2014 6:4... Application Gui... 630.0 KB
RMS Quantification of Marker in Nucleus Analysis Seque... 9/4/20146:4... Application Gui... 192.1 KB
RMS Receptor Intemalization Analysis Seque... 9/4/2014 6:4... Application Gui... 258.5 KB
RMS Receptor Intemalization - Remove Border Cells Analysis Seque... 9/4/2014 65... Application Gui... 316.1 KB
RMS Spot Analysis Analysis Seque... 9/4/201465... Application Gui... 244.3 KB
RMS Texture Analysis - Mitochondria Classification Analysis Seque... 9/4/2014 65... Application Gui... 306.4 KB ey
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