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Why Biolmage-1T7?

Currently, there are very few software tools addressing both the data management and analysis.
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Problem 2: Processing & visualization tools Problem 3: link data to processing & visualization
- Many languages - Manual scripting

: - For different systems (Linux, Apple, Microsoft ;
- Local Servers: storage with poor metadata or different systems (Linux, Apple, Microsoft) Compatibility of data formats
integration - Needs for Documentations & reference test dataset - Main problem is to keep tracks of each

\C==> Data traceability (FAIR principles) / \_ Y, \processing steps with data rendering steps -/

-

Problem 1: Data management

- Hard drives: storage without metadata

1) Data Management Biolmage-IT offers a turnkey solution 2) User Interface Toolbox
| Toolboxes finder
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I I I I I I ND-SAFIR is a software for denoising n-dimentionnal images especially dedicated to

microscopy image sequence analysis. It is able to deal with 2D, 3D, 2D+time, 3D+time
images have one or more color channel. It is adapted to Gaussian and Poisson-Gaussian
noise which are usually encountered in photonic imaging. Several papers describe the
detail of the method used in ndsafir to recover noise free images (see references)
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Interact with the python API Pipeline Integrate your own tools

# BiolmagelT_core

from bioimagepy.experiment import Experiment The tool wrapper is in the file called sanpletool.xnl . lts content is shown bellow. It is a classical

from bioimagepy.experiment import Experiment

. . . . s . . Galaxy Project wrapper. The command is filter and take three arguments, the input image
from bioimagepy.pipeline import Pipeline xy Proj PP meanfilter g p g

## create an experiment -i , the output image -o and one parameter -r the radius of the filter. The two important
. t =F . £ information in this wrapper are the <requirements> section that contains the address of the Docker
my_experiment = Experiment() ConfigAccess('../bicimagepy/config_sample.json')

. pa— | | - n . 3 : i
my_experiment.create(name="myexperiment”, my experiment = Experiment('../userdata/myexperiment’) Introduction in | <help> | that will be generated by the gitlab-ci pages.
Guide

CONTENTS:
image container that we will be generated with the gitlab-ci, and the address of the documentation

author="Sylvain Prigent", pipeline = Pipeline(my experiment)
Install

uri= " - / " ) id="sampleto ame: rsi
o requi mer.ltszv )
_ _ processl = pipeline.add process(ProcessAccess().get('svdeconv2d v0.1.0")) T”t°”a" Omero container type=d glskry.git /
print("experiment created") processl.set parameters('sigma', 2, 'regularization', 2, 'weighting', 0.1, 'method', 'SV') 3 Tutorial: wrap a tool </container>
1 t dat £ 0 0 Wrapper </requirements> )
processl.set_dataset_name( 'deconv') <command detect_errors="exit_code"><! [CDATA[
# import the data PETEEEEloRek] daemE( 4", akkat) conainer o<smnns S0 SO s
process 1. run( ) Documentation <inputs>
my_experiment.import_dir(dir_uri='./synthetic_data/data/’, it paran type-"data® nane="i" format-"Life" label="Input Tnage® help="2D inage® />
— — — — <param argument="-r" type="integer" wvalue="3" label="Radius" help="Filter radius (in pi
3 =" 3 n Sul </inputs>
filter \. tifs$ r process2 = pipeline.add process(threshold particles) m ry . S _
L 3 3 ' ' ' ' ' Tutorial: write a metadata plugin <data name="o" format="tiff" label="Output image" />
author='Sylvain Prigent’, process2.set_parameters('threshold', 'Default dark') o _ s
0 q 0 Tutorial: write a runner plugin <tests>
format='tif' process2.set_dataset name( 'particles’') N <test>
d t 1 2 0 1 9 0; 1 7 1 prOCeSS2 . add_inPUt( ' inle.t ! ’ 'deconv' ) bioimageit_core ::::am name="1i" va tﬁz:"celjgans.tif" /=
ate= -— -— ’ processz . run( ) <out ile legan
comp "ol
copy data=True) </tes
- </tests>
process3 = pipeline.add process(ProcessAccess().get( 'Wilcoxon v1.0.0")) <help><! [CDATAI
1 ] ] - https: //bioi fr/sa 7
. . process3.set_dataset_name('wilcoxon') 11></help
# show the experiment directory process3.add input('x', 'particles', 'Population=populationl', 'count') :jﬁ::ti“"”
llSt_flles( './myexperiment') process3.add input('y', 'particles', 'Population=population2', 'count') </tool>

process3.run()

Example of pipeline for Lattice Light Sheet Microscopy Conclusion

LLSM acquisition I oot O (| rooe cocorert ) (RN e e Q- ‘ Usable for regular users of imagine tools and for
S — e expert Analysist
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Integrate your own tools
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