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bio-protocol

1. Install “Miniforge” (once for the first time) .
https:/igithub.com/conda-forge/miniforge L 2-Download the code.

2. Download “expansion_analysis_protocol” (—) E
https:/isrc koda.cnrs fribic-ailexpansion_analysis_protocol =
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Open Miniforge Prompt N
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Navigate to the repository folder

+

[=—————~—"] 5. Create the environment
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[======== 6. Activate the environment
====1  7.Launch “jupyter notebook”
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9. Run the cells
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number of pixels of pre- and post-expansion images
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Firsta simpls overtay image (without

registration or transformation) o

pre- and post-expansion images wi
own

The pre-nd post-expansion im ages

are displayed in magenta and gre:

Tespecivey, in the Gverlay.

The similariy transformation w
plied to correct global translation.
Thation, and IoepG scaing
differences.
The process can also calculate the
isotropic expansion factor.

[====r=—===] The calculated expansion factor based on the number of pixels
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Following the global alignment, the
non-linear BSpline tran; n will be
20pi60 1o capure 1ocal daformatons.

Feature points wil be sampled
from the binary foreground to
calculate RMS errors

The pipeline will generate the globally aligned image, non-linearly deformed image, RMS displacement CSV file, and visualization plots of deformation magnitude

Figure S1. Image analysis workflow
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