
download project 
registration form 
and document for 
first panel draft
(website or 
OpenIRIS)

the BIH CCF team will contact 
you with available dates for the 
project meeting (via MS Teams, 
1-1,5 hour)

Imaging Mass Cytometry – getting access

iris.charite.de

request a project 
meeting in OpenIRIS, 
upload registration 
form (protocols, panel 
draft, etc. if already 
established)

project meeting:
discussion of feasibility 
of project (protocols 
and time), workflow for 
panel development, 
next steps 

the BIH CCF team will give you access 
to the service "imaging mass cytometry 
- sample acquisition"
à see "request a sample acquisition"

measurement of 
"test sample" to 
assess background 
signals
and follow up 
meeting

the BIH CCF team
will give you a 
training (15 min) on 
the CyTOF software
to select the region(s) 
of interest (ROIs)



• download the template for 
sample acquisition, fill in 
information on markers

• prepare a slide description 
(see example in OpenIRIS)

• enter the preferable date 
for the measurement to be 
finished (deadline)

• enter the number of slides 
to be measured and area 
of ablation (ROIs)

• let us know when you will 
bring the slides to us

Imaging Mass Cytometry – request a sample acquisition

iris.charite.de

request the sample 
acquisition in OpenIRIS, 
upload sample acquisition 
template and slide 
description

the BIH CCF team will schedule 
the different steps required for 
the sample measurement and 
send you information about the 
process via OpenIRIS

dates are given for
• creation of panorama
• deadline to select the ROI in the

mcd-file (your part)
• expected date for measurement 

to be finished
à see IMC measurement workflow

the BIH CCF team will 
send you the data and 
documentation via the 
core facility data 
server



IMC measurement - workflow

some remarks:
• 1 mm2 = 2 hours of ablation time
• ROIs can only be rectangles, no 

circles, free-hand polygons or 
trapezoids

• for titrations a one-row TMA with 
'positive' and 'negative' tissue serves 
best, as you can fit 4 sections and thus 
4 concentrations on one slide

we take a photo of the slide 
for upload into the software

we acquire a panorama of the 
selected tissue sections

we save the mcd-file on the
core facility server

you load the mcd-file into the CyTOF
software, select your region(s) of
interest (ROI) on the panorama(s) by 
drawing a rectangle and save it again on 
the core facility server

300 µm

we start the ablation
we will send you the data and 
the acquisition protocol via 
the core facility server 

one "tile" = 0.3x0.3µm = 0.09mm2


