warwick.ac.uk/quimp

o https://github.com/CellDynamics/QuimP - issue tracker, source code

e https://github.com/CellDynamics/QuimP-Python - Python notebook
with integration examples



https://warwick.ac.uk/quimp
https://github.com/CellDynamics/QuimP
https://github.com/CellDynamics/QuimP-Python
https://github.com/CellDynamics/QuimP-Python/blob/master/qconf_examples.ipynb

Workshop files

Admissions | Teaching | Research | People | Events | Vacancies | Intranet

o warwick.ac.uk/quimp/test data Feessesis

Download QuimP QuimP News | Raise-Support-Ticket References | Screenshots | User Forum | WikiPages

* Download: QuimP

QuimP is software for tracking cellular shape changes and dynamic distributions of fluorescent reporters at the cell

e Example Analysis (single cell) User Manual

QuimP's unique selling point is the possibility to aggregate data from many cells in form of spatio-temporal maps of = 7Download as PDF file 7~

p|
dynamic events, independently of cell size and shape. QuimP has been successfully applied to address a wide range = | View online
of problems related to cell movement in many different cell types. Currently it is being transformed into a more
general purpose tool for studying transmembrane signalling, with major improvements in terms of usability and Other resources
scalability. BBSRC support its development to turn QuimP into a sustainable open source resource for the = Version history

biomedical research community. » GitHubz"

S = APl documentation 7"

N -
B b load \ = Test Data
£ ~
(/ News ‘ ownloads t& 5\ Request a Report a References )
RN N \  feature ™ bue \



https://warwick.ac.uk/quimp/test_data
https://warwick.ac.uk/fac/sci/dcs/people/till_bretschneider/quimp/test_data/quimp_walkthrough_files.zip

nstallation

@ Imagel Upd

L

(&) Manage update sites @] Manage update sites
A Mame URL Host
[1|oMERO 5.1 hitp:/Isites.image].netOMERQ-5.1/ A Name _ R
[JloMERD 5.2 hitp:/isites imagej.ne!OMERO-5.2/ Image) hitp-/lupdate.image].net
[ l|0pensSPIM hitp:/fopenspim.orgiupdate/ Fiii http:.h’u FrdElt.E.ﬁJI.SI:.:J’
Cl|oPTIMISME hitp:/isites image].netDbenielliplugins/ siisl hitp-//sttes Imagej.net.Java &/
[|Osfard Oncology hitp:iisites imagej.netMicroscopyOncologyOsford! L 2015—Cnnference http_.h’s!tes_!magxﬂ‘,]._netrzn‘lEr;nnferencer
[ ||ParticleSizer hitp:iisites.imagej.netMdef-psizer/ 13D I.rn ageJ Smte http:.us!tes.!m agm..net!Tbn.umerf -
[ ||Pendent Drop hitp:iisites.imagej.netCiaerr/ L ﬁng!ngenesm http:.us!tes_!magq.neﬂﬁng!ngenesmr
Cl|PET-CT hitp:/Isites. image].netilan/ LlAngioTool hitp-/isttes Imagej.netAnaioTool
[ ]|PHANTAST hitp:iisites.imagej.net™icjac
[_l|Photonimaging hitp:iisites.imagej.net'Photonimaagingl
[l|PillarTracker hitp:iisites.imagej.net’PillarTracker/
[ l|PTEIOP hitp:ifbiop.epfl.chiFiji-Update/
[ llowantixed hitp:iisites.imagej.net'Cluantixe d/
CuimP hitp:ipilip Ink.warwick. ac.ukiguimp-update-site/
[]|Radial Symmetry hitp:iisites imagej.netMilkyklim/i B
[]|RadiallntensityProfile hitp:/isites.imagej.net’PTschaikner/ 1
[ ||ResultsToExcel hitp:/isites.imagej.net’ResultsToExcell r
[ |RT-Multiview-Deconvoluti... |http:/iisites. imagej.netRT-Multiview-Deconvolution/
[ ]|5ceptical Physiologist hitp:iisites imagej.net’Zcepticalphysiologist/
[ ||3CF MPI CBG hitp:iisites imagej.net'SCF-MPI-CBG/
[]|ScientiFig hitp:iisites.imagej.net’Aigouy/
[l|5cientifig-deprecated hitp:iisites.imagej.net’3F-Deprecated-Legacy/
[|Scijava Jupyter Kernel hitp:iisites.imagej.net’3cijava-jupyter-kernelf —
Clleimehark hitr Hdmarnilaades miceon aw sc kil ondstadS i Bl -
Add my site Remove Close
Manage update sites Apply changes Advanced mode Cancel




First run

mj Untitled - Notepad

|4 QuimP Registration

Fil
N mw (Fiji Is Just) Image)

Eggg Macros

Magnifying glass| Shorcuts
Utilities

New

Compile and Run
Install... Ctrl+Shift+M
Install Plugln...

— O X

File Edit Image Process Analyze Iﬁm Window Help

ﬂg Deu_| Stk_| LUT_| 7 | & | & | | ==

* v v ¥

3D Viewer

Analyze
BigDataViewer
Bio-Formats

Cluster

Caolor Inspector 3D
Examples

Feature Extraction
ImagesD

Integral Image Filters
Janelia H265 Reader
LOCI

LSM Toolbox
Landmarks

Multiview Reconstruction
OMERO

Optic Flow

Process

Registration
SPIM Reqgistration
Segmentation
Skeleton
Stacks
Stitching

Time Lapse
Tracking
Transform
Utilities
Volume Viewer

* v v -

r v v -

. v v v v v v -

CQuimP-17.10.02 QuimP Bar l

BOA

ANA

ECMK Mapping
QuimP Analysis
DiC

Generate mask
RandomWalk
Protrusion Analysis

Format converter

r vy v vy r T T vy w

Debug
Sandbox
Kymograph
Scripting

r v v -

Dear QuimP user

Thank you for downleading our software. Before you start using QuimP we kindly ask you to
register, which will take less than a minute. You will obtain a key by e-mail that is linked to the
e-mail address you provide. You can use your personal key on different QuimP installations.

QuimP iz free for academic, non-commercial use according to the License Agreement found here:
pilip s warwick s uk LICENSE . txt

Why do I need to register?

QuimP has been developed as scientific software since 2002. Since 2013 BBSRC are funding
CruimP development with the goal of making it available as a community resource. We would also
like to acknowledge support from the Software Sustainability Institute who are helping to build a
resource that will be sustainable in future. Registration is needed to demonstrate the actual demand
for QuimP, and is therefors essential to secure continued funding.

We most welcome any feedback which will help us to make QuimP better!

If you publish work where data has been generated using QuimP please include the following
statement:

"QuimP [1] used in this study was developed at the University of Warwick with support from
BESEC (BER grant EEMMO1150301)".

[1] Dormann D, Libette T, Wetjer CJ, Bretschneider T. Simultansous quantification of cell
motility and protein-membrane-association using active contours. Cell Motil Cytoskeleton. 2002
Aug;32(4):221-30. doi: 10.1002/cm. 10048,

How do I register

v this link i warwick ac ubdregistration himl.

2. Enter your registration details on our web page.
3. Check your inbox for an e-mail containing the registration cods.
4. Enter the same dstails inte this form.

1

| Registration email

| Your key

‘ Apply || Cancel ‘




Looking around

[\ QuimP 19.04.02 — X

i LEeE Tools  Misc

Help Contents QuimP workflow

History of changes
About

ROI BOA ECMM  ANA Q Analysis
manager module module module module

* QuimP 18.01.08-SNAPSHOT

Quimp-Help  Tools\ Misc
QuimP workflow

=J

Pre- and post-processing methods

5 MWD

Random Walk Qconf Format Protrusion tracking

plugin generator converter module
Mask

generator

OPEN IMAGE ROI

File format _ v use new file format
selection




BOA - Basic segmentation

% fluoreszenz-test. tif :QuimP: 18.01.01

File  Preferences Plugin  Segmentation
1715 (slice:1): 512x512 pixels: 8-bit: 3.8MB

Copy prev Default
Mode Spacing: 3
Max Iterations: 4,000
Blowup: 20
Crit velocity: 0,005
Image F: 012
Central F: 0.04
Contract F: 0.04
Final Shrink: 3
Sample tan: 4
Sample norm: 12
o3 Use Previous Snake
o3 Contracing Snake
SEGMEMT Edit

1

Show paths  Frame zoom

Help

Finterval: 1,000 = Scale: 1.000000 pm

Set Scale Truncate Seg
Add cell Delete cell
Freeze

Shake Plugins:

Hatsnakefilter | Gul |wa
Mediansnakefiltter _|| GUl | WA
MOME w

Populate fwd Copy prev
Logs:

[1] Found & plugins (see About) —
[2] WARNING Frame interval was zero -
[3] Scale successfully updated

[4] Mo cells from ROl manager

[5] Mo cells from selection

[6] {Image] 2.0.0rc-65/1.515 untesteg
[7] Configuration read successfully

El

bl

Quit Sawve & Quit

Red: segmentation
parameters

Blue: controls for
navigating through frames
in a time series and for
zooming cells visible in
the current frame.
Green: tools for manual
editing of contours.
Yellow: access to cell
contour postprocessing
filters (described in
section 7.3).

(User Manual, chapter 7)


http://pilip.lnx.warwick.ac.uk/docs/master/QuimP_Guide.html#x1-130003

Walkthrough example

* The folder QuimP_walkthrough contains 4 tiff image sequences which
you can analyse [1].

* QW _channel 1_actin.tif - Actin label. Image and has been background
corrected and contrast enhanced.

* QW channel 2 neaq.tif - Negative stain. The cell appears as a shadow on a
bright background, which has then been inverted.

* QW channel 2 _segq.tif - For segmentation we shall use the negative stain
channel. A 1 pixel Gaussian blur has been applied, the background removed,
and contrast enhanced.

* QW _channel 2 _talA.tif —simulated talA label from corresponding binary
mask by GAN network

* Segmentation.tif - Already segmented image - will not be used in this tutorial.

[1] Images are courtesy of Evgeny Zatulovskiy, Rob Kay Group, MRC Laboratory of Molecular Biology



l laJ nel_2_seg-1.tif — O >
IF”e Edit |mage Process Analyze 3|ngil18 Window Help Traogsncer); 101 .4x585.0 microns (507x2745); 8-hit; 5. 3MB

+ty
+

B ola|o] 44| ala]o|0] fsfw] 7| 4] a] |~

(Fiji Is Just) ImageJ 2.0.0-rc-69/1.520; Java 1.8.0_172 [64-bit];

BOA ]_Lb' Ip Tools Misc

, QuimP workflow

. OPEN IMAGE ROI | | [N EcM’ ANA
1. OpenImagel and launch the QuimP bar 0 B ==
[P/Uglns 9 QUImP 9 QUImPBGr]. Pre- and post-processing methods
a) Open the image QW _channel 2 _seg.tif. : 2

b) Launch BOA from the QuimP bar.

2. At the prompt check the scale is correct :
(2 second frame interval, pixel width 0.2 Fie Prefroncos Phugn _Segnarialon Help

1040 (slice:13: 101.4x55.0 microns (507x275): 8-hit: 5.3MB

m IC ro n S) * Load Save F Interval: 2.000 s Scale: 0.200000 pm
Copy prev Default Set Scale Truncate Seg
Mode Spacing 6 Add cell Delete cell

_ Freeze
Max terations 4,000 5 Snake Plugins:
Blowup 2005 ’hl d
Critvelocity 0.005 5 NONE ~] cu o
Image F 0.2% ,hl v
Populate fwd | Copy prev |
Central F 0.04/%
Logs:
ContractF. 0.04/3 [1] Found 6 plugins (see About)
Final Shrink: 35
Sample tan RS ~ I Setimage scale *
Sample norm 12/% Z/;

Frame interval (seconds) |00

Pixel width (pm) |0.20000

v Use Previous Snake
E

OK Cancel
[v Contracing Snake 4 4

{ SEGMENT | Edit ‘

Kl g
[~ Show paths Frame zoom Quit Save & Quit




BOA

1. Using the polygon selection tool,

2. create a selection encompassing the cell.
This can be very rough. Click Add cell.

1
"File Edit Image Process Analyze Plugins Window Help

= o) {(o)feel e RNV N L) [ AR T VA VAR

‘bb

(Fiji 1= Just) Imaged 2.0.0-rc-69/1.520; Java 1.8.0_172 [64-bit];

QW _channel_2_seq.tif :QuimP: 19.04.02

File Preferences Plugin Segmentation Help
140 (slice:1y: 101 .4x55.0 microns (507x275Y: 8-hit: 5.3MB

Load Save
Copy prev Default
MNode Spacing; B
Max lterations: 4,000

Blowup: 2005
Crit velocity. 0.005/%
Image F: 0.2%
Central F: 0.04/%
Contract F: 0.04/5

Final Shrink: 3

Sample tan: 43
Sample norm: 1215

v Use Previous Snake
-
[v Contracing Snake

SEGMEMT ‘ Edit ‘

‘ 1k
I Show paths Frame zoom

FInterval: 2.000 = Scale: 0.200000 |

Set Scale Truncate Seg

Add cell Delete cell

Freeze

Snake Plugins:

|NONE | v

|NONE -] v

|NONE - v
Populate fwd | Copy prev

Logs:

[1] Found 6 plugins (see About)

[2] Scale successfully updated

[3] No cells from ROl manager
[4] No cells from selection
[5] (Imaged 2.0.0-rc-69/1.520 untestec

Quit Save & Quit




BOA

1. Adjust the parameters to get a good
segmentation (default are fine).

2. Click SEGMENT and wait for completion.

3. Scroll through the sequence to check the
segmentation result using either the
scroll bar or mouse wheel. The
segmentation should have completed to
the last frame.

File Preferences

Load

Plugin Segmentation
40/40 (slice:196Y. 101.4x55.0 microns (507x275): 8-hit: 5.3MB

Save

Copy prev

Default

Mode Spacing:
Max lterations:
Blowup:
Crit velocity:
Ima ]l
Central' ¥ ‘
Contract F:
Final Shrink:
Sample tan:
Sample norm:

v Use Previous Snake

-

v Contracing Snake

2, |  SEGMENT ‘

L

6
.
4,000 %
v
20+

Pp——
0.005 %

L

WL

ta
L

Edit

Kl

- 3

|

[ Show paths Frame zooli

Help

F Interval: 2.000 5

Scale: 0.200000 pm

Set Scale Truncate Seqg
Add cell Delete cell
Freeze
Snake Plugins:
|NONE -] v
|NONE -] v
|NONE -] v
Populate fwd | Copy prev
Logs:

[1] Found 6 plugins (see About)

[2] Scale successfully updated

[3] Mo cells from ROl manager

[4] Mo cells from selection

[5] (ImageJ 2.0.0-rc-69/1 520 untested
[6] Added one cell, begining frame 1
[7] Cells being tracked: 1

Cluit

Save & Quit




QW_channel_2_seqg.tif :QuimP: 19.04.02 - O it
File Preferences Plugin Segmentation Help
1/40 (slice:13: 101 .4x55.0 microns (507x27 587 B-hit 5.3MB
Load Save F Interval: 2.000 s Scale: 0.200000 um
Copy prev Default Set Scale Truncate Seg
Node Spacing: = Add cell Delete cell
Freeze
B OA Max lterations: 4,000 Snake Plugins:
W t t i t t i soe 2= Randomwalksnakefilter - GUI_I7 A !
€ can ry _o Improve_ Segmen ation in Crit velocity: 0.005/% |ru1eansnakeﬂlter j GUI v A
concave regions by using Random Walk _ . moe . Iy
1 image & 02 Populate fwd | Copy prev |
Central F: 0.04 5
plugin.
. - Logs:
1. SCFO” tO the f| I’St fra me Contract F- 0.0415 [1] Found & plugins (see About)
Final Shrink 3= [2] Scale successfully updated
. . . - = 3N lls from ROI
2. Select RandomWalkFilter in plugin N 141N cels om selecton *
. . . Sample tan: 4> [5] (ImageJ 2.0.0-rc-63/1 520 untested
Se|eCt0r at f| rSt pOSItIOﬂ. Current view — [6] Added one cell, begining frame 1
. Sample norm: 1275 [7] Cells being tracked: 1
will be updated.
[v Use Previous Snake
3. Select MeansnakeFilter at second slot. -
Current VleW W|I| be updated 4 » Contracing Snake
N . . SEGMENT Edit
4. Click SEGMENT and wait until | = | < >
segmentation finishes 4 el
g ) [ | l hs Frame zoom « Ciuit Save & Quit
5. Scroll through the sequence to check the

segmentation result.



BOA

1. Click Save&Quit — the QCONF file will be
created.

2. This file can be loaded back to BOA if
needed

1740 (slice:13: 101

QW _channel_2_seqg.tif :QuimP: 19.04.02

File Preferences Plugin  Segmentation Help

4%55.0 microns (507x275): 8-hit: 5.3MB

Load Save
Copy prev Default
Node Spacing: =
Max lterations: 4,000
Blowup: 205
Crit velocity: 0.005%
Image F: 0.2%
Central F: 0.04 5
Contract F: 0.04 135
Final Shrink: 35
Sample tan: 415
Sample norm: 1215
[v Use Previous Snake
=
[ Contracing Snake
SEGMENT ‘ Edit ‘
<l R
[ Show paths ,W

F Interval: 2.000 s Scale: 0.200000 um

Set Scale Truncate Seg
Add cell Delete cell
Freeze

Snake Plugins:

|Randomwalksnakefiter ~ | GUI v A
|ru1eansnakeﬂlter j GUl v A

NONE - v

Populate fwd | Copy prev

Logs:

[1] Found & plugins (see About)

[2] Scale successfully updated

[3] Mo cells from ROl manager

[4] No cells from selection

[5] (ImageJ 2.0.0-rc-69/1.520 untested
[6] Added one cell, begining frame 1
[7] Cells being tracked: 1

Quit | savesaui




' QuimP 19.04.02 — ot
Quimp-Help  Tools  Misc

OPEN IMAGE ROI

E C I\/l |\/| Use new file format P
Pre- and post-processing methods

.Efste rise@Vecto r'i:se Q COMF

Y reg

B

1. Launch the ECMM plugin from the

QuimP bar. It does not require an image.
When prompted, locate the QuimP
parameter file (QCONF) you just created.

2. ECMM will run. Y iew the result &' ECMM.mapp..  — O X
) WITI run. You can view € resu 11039 300x300 pixels;, RGE; 13ME

and close the image.
Frame map11t012 Zil




ANA

1. Open the
image QW _channel _1_actin.tif.

2. Withitin focus, launch the ANA plugin,
and again select your parameter file.

3. Choose a sensible cortex width (e.g. 1.5
microns). Make sure ‘save in channel’ is
set to 1, and normalise to interior is
ticked.

4. Click ok. When complete, ANA will show
the sample locations for the last frame.

QW _channel_1_actin.tif
1140 (slice:1); 101.4x55.0 microns (507x275); 8-hit, 5.3MB

- o x 1" QuimP 19.04.02 -

Quimp-Help Tools Misc

QuimP workflow Z/

OPEN IMAGE ROI

Use new file format

Pre- and post-processing methods

ANA DE S

~

(UY)

Cortex width (pm)

Save in channel

oy —
¥ 3

v Mormalise to interior

[~ Sample at Ch1 locations

[ Clear stored measurements
[ Mew image with outlines?
[ Copy results to 1J Table?

[ Append results to |J Table?

4)

KJ Cancel
|

1140 (slice:1); 101 .4x55.0 microns (507x276); 8-hit 5.3MB




ANA

1. Close QW _channel _1_actin.tif, and
open QW _channel 2 _talA.tif.

2. We will record another channel for good
measure. Repeat the last step, but with
the channel 2 image, this time storing
data in channel 2 (which is the default).

a) Run ANA, select your parameter file and
answer Yes on dialog box that appeared

b) Tick Sample at Ch1 locations. ANA will
now use the same sample points as
computed for channel 1 (useful if you
want to compute ratios between
channels).

c¢) Make sure that second channel is
selected.

d) Click ok. When complete, ANA will show
the sample locations for the last frame.

QW _channel_2_talAtif
1/40; 507%275 pixels; 8-hit, 5.3MB

g

illo)
Cortex width (pm) .1':_':'

Save in channel |2 »

I+ Mormalise to interiar

v Sample at Ch1locations

[ Clear stored measurements
[ Mew image with outlines?
| Copyresults to [J Table?

[ Append results to 1) Table?

Ok | Canu:el|

1d

Overwrite

X

You are about to override previous AMA results. Is it ok?

13|

| Mo | Cancel




Q

2.

-Analysis
Launch the Q Analysis plugin

Check your scale is what you expect at the
top of the parameter window. We will use
all the current defaults, so click RUN.
Inspect your maps, all of which are
automatically saved to disk.

a) again choose your parameter file.

The displayed images have been scaled to
cover the colour space. The raw values have
been saved as text file, with the

extension .maQP (e.g. QTest 0 fluoChl.ma
QP). You can view them in Imagel by
opening them via [File- > Import- >
Textimage...].

a) Note that latest versions of QuimP store
these files inside QCONF configuration file.
One can retrieve them by using Format
Converter (see section 14 of User Manual).

b) Investigate other files created in current
folder

11" QuimP 19.04.02 - X

Quimp-Help  Tools  Misc

il
QuimP workflow N—

OPEN IMAGE ROI

Use new file format

Q lysis Options X
2
_——
Pixel width: 1.0 um
Frame Interval: 1.0 sec

FraEaE Cell track options (swg) ==

Frame increment
Colour Map |Summer «

**= Motility movie options (swg) =

Colourusing |Speed -

EE T CU”"J’E.‘-{W&" UphUrIS EE T e

Sum over (um) |1.00

Smooth over (um) |0.00

S R R rﬂap Upt“:lrlS L SR

Map resolution |400

RUN | cancel |

] 0" QW_channel_2_seg_0_motilit.. —
1x40 frames (400x400); RGB; 625K

O X

' 3

:

1x40 frames (400x400); 8-hit;, 156K 1x40 frames (400x400); 8-bit; 156K



https://pilip.lnx.warwick.ac.uk/docs/master/QuimP_Guide.html#x1-3600014

Advanced topics - external segmentation

* You can use your favourite
segmentation Eackage and still

be able to wor

with QuimP

workflow

1.
2.

Open original image -

QW _channel _1_actin.tif

Select Vectorise plugin from

QuimP

a) Click Load Mask and select
binary file Segmentation.tif

b) Select original image in Select
Original

c) Setsamplingto 4

d) Click Apply — new QCONF file will
be created that can be

processed by ECMM and other
modules.

1" QuimP 19.04.02

Quimp-Help Tools  Misc

OPEN IMAGE ROI

QuimP workflow

(&) - O x
Plugin Binary Segmentation

Load mask Load Mask Z),aj
NOME » | SelectMask

-~
QW _channel_1_act - | Select Qriginal Z}.b

4— Step 2@

Interpolation Smoothing
v| Clear Clear Mest
v| Restore Restore Snake

If you use this plugin in standalons meds (run from QuimP Toolbar, not from
BOA), make sure that frame interval and pixel scale are correct

Load Mask - Load mask file. It should be 8-bit image of size of original stack with
e geemagninnl and grayscals objects. If specifisd image is binary, cells will be

tracked by testing overlapping between frames. For grayzcale images plugin will
use gray levels to assign cells to the same tracks.

Cancel
2

-




Advanced topics - m

* All modules can be called
from macro apart from BOA
and Protrusion Analysis.

e But if you use external
segmentation, the full
workflow can be scripted

* Have a look at
QuimP_walkthrough.ijm
example. You need to adjust
paths in lines 11, 13, 15 and
29 to make is working on your
computer.

dClroS

QuimP_walkthrough.ijm

Tz
2 * Exemplary macro running full QuimP analysis.
s #
4 * Require already segmented image.
c | %
¢ ¥ Modify paths before use.

¢

= *

9 // define where to save main configuration file. It will be shared among QuimP modules.

10 /7 Any other file generated by QuimP
geonfoutput =

12 // open
13 open("C:/fUsers/baniu/OneDrive - University of Warwick/Doecuments/
14 // open original image

15 open("C:/Users/baniu/OneDrive - University o

18 run("Generate Qconf"”, "opts={options:{" +

1 "select mask:Segmentation.tif,” + // name of

2 "select_original:QW_channel_1_actin.tif,™ + //

21 "step:4.@,smoothing:true},™ + 4/ step st
"maskFileName:()," + /74 alt

23 "paramFile: {"+qconfOutput+”)}");

5 /4 2) run ECMM analysis on configuration file

28 run("ECMM Mapping”, “opts={

2 /4 3) run ANA gnalysis, we use only one channel
‘baniu/OneDrive - University of Warwick/Decuments/QuimP workshop/

e

channel_1_actin.tif

. "opts=
32 "channel:@, userScale:5.8," +
33 "normalise:true, sampleAtSame:false,” +
34 "clearFlu:false,” +

35 "paramFile: ("+qconfOutput+”)}");

{plotOutlines:t

s

S/ 4) run @ analysis

/4 1) perform conversion from mask to QCONF fil

~un("QuimP Analysis", "opts={trackCelor:Summer,” +
"outlinePlot:Speed,™ +
40 "sumCov:1.8,avglov:@.8," +
41 "mapRes:488," +
12 "paramFile: ("+qconfOutput+”)}");

46 ."a’eFultiple=ile5:t’ue," +
4 "paramFile: ("+qconfOutput+”)]

ill be sgved in this folder ags we
"C:/Users/baniu/Downloads/experiment. QCONF"
segmented image, you can use any other segmentation software to obtain

ick/Documents

This

ands for density of nodes, step=1 means each pixel of mask will be mapped to

'
LL

masks

QuimP workshop/QuimP_walkthrough/Segmentation.tif™)

/QuimP workshop/QuimP_walkthrough/QW_channel_1 actin.tif™)

step corresponds to saving segmentation in BOA

the mask image (nod ID)
name of the imoge or path here

ernatively path to mask file

rue,fluoResultTable:true,flucResultTableAppend:
set channel and cortex width (in um, pixel size from image will be used)

TparamFile: ( "+qconfOutput+”)}™);

Iy

false,” + // configure displaying

generate coordinates maps
s={status:[ecmm:outlines,ecmm: centroid,map:coord,map:origin,map:ycoords,map:xcoords],” +

;

QuimP_walkthrough/QW_channel_1_actin.tif"); //

;

i



