
AMIRA fast Manual



https://confluence.cells.es/display/ISS/Remote+connection+to+Amira

Actions that will be done only once for your Home computer.

Download and install Workspace application from Citrix downloads.

For Windows home computer https://www.citrix.com/downloads/workspace-app/windows/

For MacOS home computer https://www.citrix.com/downloads/workspace-app/mac/

For Linux home computer https://www.citrix.com/downloads/workspace-app/linux/

Close all instances of the browser you used and reopen it again ( in order to ensure that the Citrix plugin is 

loaded )

Set up 2-Step Verification

2-SV will be needed and the users need to register their mobile phones. This is mandatory to all persons 

accessing Amira from outside Alba. Go to https://winanalysis.cells.es/manageotp to register your phones 

and setup the 2-SV.

Amira schedule

Connecting remotely from home to CELLS

https://winanalysis.cells.es/

https://nextcloud.cells.es/s/w2nwK5bxRfabZ7Y

https://www.citrix.com/downloads/workspace-app/windows/
https://www.citrix.com/downloads/workspace-app/mac/
https://www.citrix.com/downloads/workspace-app/linux/
https://winanalysis.cells.es/manageotp
https://confluence.cells.es/display/ISS/Connecting+remotely+from+home+to+CELLS?src=breadcrumbs-parent
https://winanalysis.cells.es/


1) Install the Google Authenticator app in your device (mobile phone or tablet) 

2) Then, from inside the Data Analysis desktop, go to the link https://winanalysis.cells.es/manageotp/ to enroll 

your device (link it to your account):

3) Then go back to your phone, and in Google Authenticator click on the big plus sign ( + ) and then click on

Escanear un código QR

Proceed to scan the QR code shown in the browser by pointing your phone to the PC screen:

If successful, the Google Authenticator app should show a random 6-digit number that will be changing every

minute:

4) Now go back to the browser in the winanalysis desktop, you should your device listed as enrolled, and you 

can even test the connection:

Set up 2-Step Verification

https://winanalysis.cells.es/manageotp/


Actions that should be done each time you want to connect.

1.Open a browser and go to https://workspace.cells.es

1.

2.Type your username and password, remember that your 

username usually starts with u, ie u2018093095

3.Click Log On

4.Click Detect Receiver

https://workspace.cells.es/










https://drive.google.com/drive/folders/1j-ZLuzev2VD-4OrWcn4OaJIR_61C1i-u?usp=sharing

Link for chedule Amira PC

https://drive.google.com/drive/folders/1j-ZLuzev2VD-4OrWcn4OaJIR_61C1i-u?usp=sharing
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3) natural logarithm (has to be applied to the aligned stack)

ÌÎ
Ὅ

Ὅπ
‘ὰὼȟώȟᾀὨᾀ

5) 3D reconstruction of the absorbance (using tomo3d ïw off or even better tomopy gridrec):
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The value of each voxel is in 1/(pixel size) and the normal unit is µm-1, if the pixel size used was for 

instance 10 nm, you need to divide the value by 0.01.

4) crop borders of the aligned ln stack symmetrically from the center of the projections (making sure that the 

borders are well cropped on all the stack projections): in ImageJ Image/Adjust/Canvas size keeping ñcenterò)

Å



After the alignment with IMOD

Å



A tip that might be useful: 

sometimes our eyes are better looking at the highest absorbance in black because 
we are more used to it. For instance, people doing classical EM. So one trick would 
be to reconstruct with ART and then multiply in ImageJ all the voxels by -1 to invert 
the contrast. In this case, all the voxel values would be preserved (keeping the 
physical mean) and you just need to disregard the minus sign when doing analysis 
with Amira.



Reconstruction pre-treatment

ÅCHANGE OF UNIT: the value of the linear absorption 
coefficient in each voxel in the reconstruction is in 1/(pixel 
size) and the normal unit for it is µm-1, so you need to divide 
the value by 0.01 if the pixel size used was for instance 10 nm. 
You can do this in ImageJ.

ÅCROPPING: As Amira calculations are time consuming, we 
recommend to crop your volume as much as possible in all 
directions using the cropping function of ImageJ for X and Y 
ŀƴŘ ǘƘŜ άƳŀƪŜ ǎǳō-ǎǘŀŎƪέ ǘƻƻƭ ŦƻǊ ǘƘŜ ½ όҐƴǳƳōŜǊ ƻŦ ǎƭƛŎŜύΦ



Load DATA 1

Select your pre-treated 
DATA.tif



Load DATA 2

Ψ.ƛƎΩ 5!¢! ƴŜŜŘǎ ǘƻ ōŜ ƭƻŀŘŜŘ ƛƴǘƻ 
memory.



Load DATA 3

{ŜƭŜŎǘ ΨōƻǳƴŘƛƴƎ ōƻȄΩ ƻǇǘƛƻƴ ǘƻ ŦƻǊƎƻǘ ŀōƻǳǘ ǾƻȄŜƭ ǎƛȊŜΦ hǳǊ ǳƴƛǘ ǾƻƭǳƳŜκŀǊŜŀκƭŜƴƎǘƘ ƛǎ ǘƘŜ ΨǾƻȄŜƭΩ



Visualize volume 1

Your data are in the project window as a .tif object



Visualize volume 2

Create a bounding boxand an orthoslicemodules: right click on the data and select in the window 



Visualize volume 3

Create a bounding boxand an orthoslicemodules: right click on the data and select in the window 



Visualize volume 4

OrthosliceMain attributes: Orientation-Slice Number and Mapping Type-
Colormap.

Click on the module to visualize its attributes.



Visualize volume 5

Mapping Type-Colormap: changing the contrast manually selecting different areas of the 
contrast histogram.



Visualize volume 6

Mapping Type-Histogram: changing the contrast with different automatic selection of the 
contrast histogram.



Visualize volume 7

Orientation-Slice Number : selecting slice along a perpendicular direction (respect to the 
data)



Visualize volume 8

Orientation-Slice Number : selecting slice along a another perpendicular direction 
(respect to the data)



Visualize volume 9

Orientation-Slice Number : with 3 orthoslices modules, the 3 projections can be visualized 
altogether selecting for each orthoslice a different orientation



Visualize volume 10

{ȅƴŎƘǊƻƴƛȊƛƴƎ ǘƘŜ ŎƻƴǘǊŀǎǘ ƻƴ ǘƘŜ о ǇǊƻƧŜŎǘƛƻƴǎ ŎƭƛŎƪƛƴƎ ƻƴ ǘƘŜ ƛŎƻƴ ΨмΩ ŀƴŘ ǘƘŜƴ ŘǊŀƎ ǘƘŜ 
corresponding attribute on the other modules. 
You can synchronize in this way any attribute. 

1

Synchronizing attributes. 



Visualize volume 11

Hide the visualization of any modules (blue = visualization module) by de-selecting the 
blue box.

Hide the visualization of any modules



Visualize volume 12

Using orhtosliceLΩƳ ŜƴǘŜǊƛƴƎ ǘƘŜ ǾƻƭǳƳŜ ƛƴ ŀ ŘƛǊŜŎǘƛƻƴ ǿƘƛŎƘ ƛǎ ŎƭŜŀǊƭȅ ƴƻǘ ǇŜǊǇŜƴŘƛŎǳƭŀǊ ǘƻ ǘƘŜ 
quantifoil. 

/ƘŀƴƎŜ ǘƘŜ ǾƛǎǳŀƭƛȊŀǘƛƻƴ ƻǊƛŜƴǘŀǘƛƻƴ ǳǎƛƴƎ ǘƘŜ ΨǎƭƛŎŜΩ ŀƴŘ ΨwŜǎŀƳǇƭŜ ¢ǊŀƴǎŦƻǊƳŜŘ LƳŀƎŜΩ ƳƻŘǳƭŜΦ 



Visualize volume 14

/ǊŜŀǘŜ ǘƘŜ ΨǎƭƛŎŜΩ ƳƻŘǳƭŜΥ ǊƛƎƘǘ ŎƭƛŎƪ ƻƴ ǘƘŜ ŘŀǘŀΦ
¸ƻǳ Ŏŀƴ ŦƛƴŘ ŀƴȅ ƳƻŘǳƭŜ ǘƘŀǘ ŘƻŜǎƴΩǘ ŀǇǇŜŀǊ ƛƴ ǘƘŜ ƭƛǎǘ ǳǎƛƴƎ ǘƘŜ ǎŜŀǊŎƘƛƴƎ 
option.

/ƘŀƴƎŜ ǘƘŜ ǾƛǎǳŀƭƛȊŀǘƛƻƴ ƻǊƛŜƴǘŀǘƛƻƴ ǳǎƛƴƎ ǘƘŜ ΨǎƭƛŎŜΩ ŀƴŘ ΨwŜǎŀƳǇƭŜ ¢ǊŀƴǎŦƻǊƳŜŘ LƳŀƎŜΩ ƳƻŘǳƭŜΦ 



Visualize volume 16

Lƴ ǎƭƛŎŜΣ ǿƛǘƘ ǘƘŜ ƻǇǘƛƻƴ ΨŦƛǘ ǘƻ ǇƻƛƴǘǎΩΣ ŎƭƛŎƪ ƻƴ о Ǉƻƛƴǘ ȅƻǳ ǿŀƴǘ ƻƴ ǘƘŜ ǎŀƳŜ ǇƭŀƴŜΦ Lƴ ǘƘƛǎ ŎŀǎŜ 
the border of different holes of the quantifoil. 

/ƘŀƴƎŜ ǘƘŜ ǾƛǎǳŀƭƛȊŀǘƛƻƴ ƻǊƛŜƴǘŀǘƛƻƴ ǳǎƛƴƎ ǘƘŜ ΨǎƭƛŎŜΩ ŀƴŘ ΨwŜǎŀƳǇƭŜ ¢ǊŀƴǎŦƻǊƳŜŘ LƳŀƎŜΩ ƳƻŘǳƭŜΦ 



Visualize volume 14

Lƴ ǎƭƛŎŜΣ ǿƛǘƘ ǘƘŜ ƻǇǘƛƻƴ ΨŦƛǘ ǘƻ ǇƻƛƴǘǎΩΣ ŎƭƛŎƪ ƻƴ о Ǉƻƛƴǘ ȅƻǳ ǿŀƴǘ ƻƴ ǘƘŜ ǎŀƳŜ ǇƭŀƴŜΦ Lƴ ǘƘƛǎ ŎŀǎŜ 
the border of different holes of the quantifoil. 

/ƘŀƴƎŜ ǘƘŜ ǾƛǎǳŀƭƛȊŀǘƛƻƴ ƻǊƛŜƴǘŀǘƛƻƴ ǳǎƛƴƎ ǘƘŜ ΨǎƭƛŎŜΩ ŀƴŘ ΨwŜǎŀƳǇƭŜ ¢ǊŀƴǎŦƻǊƳŜŘ LƳŀƎŜΩ ƳƻŘǳƭŜΦ 



Visualize volume 15

Now you enter through the volume in a direction which is perpendicular to the quantifoilΧ

/ƘŀƴƎŜ ǘƘŜ ǾƛǎǳŀƭƛȊŀǘƛƻƴ ƻǊƛŜƴǘŀǘƛƻƴ ǳǎƛƴƎ ǘƘŜ ΨǎƭƛŎŜΩ ŀƴŘ ΨwŜǎŀƳǇƭŜ ¢ǊŀƴǎŦƻǊƳŜŘ LƳŀƎŜΩ ƳƻŘǳƭŜΦ 



Visualize volume 16
To apply the transformation to the data in such a way to use 
the newly oriented data  
in the SEGMENTATION EDITOR, create the
computational module ̈Resample Transformed Image¨ (right 
click on data and search for it). Then left click on the white 
box and connect the ¨datä with the your data and the 
¨referencë with the slice module. Finally press apply to 
obtain the data transformed. 
If you now visualize the transformed data using the 
orhtoslicemodule you still have the ¨right orientation̈
defined with the slice one. We have performed the 
equivalent of the re-slice transformation in ImageJ(but in a 
more efficient way!)
Computational modules are in general in RED.

/ƘŀƴƎŜ ǘƘŜ ǾƛǎǳŀƭƛȊŀǘƛƻƴ ƻǊƛŜƴǘŀǘƛƻƴ ǳǎƛƴƎ ǘƘŜ ΨǎƭƛŎŜΩ ŀƴŘ ΨwŜǎŀƳǇƭŜ ¢ǊŀƴǎŦƻǊƳŜŘ LƳŀƎŜΩ ƳƻŘǳƭŜΦ 



Segmentation Editor 1



Segmentation Editor 2

In imageselect the data you want to segment (in this case for instance the transformed one)
In label field you have the name of the segmentation you are going to perform. Select ¨ new ̈ if you  want to start a new 
one.
In display control re-adjust the histogram selection to optimize the contrast.


