
Thesis subject: Deep learning for segmentation of FIB/SEM
images for the diagnosis of chronic lymphocytic leukemia

Advisers and laboratory
The PhD student will conduct his research within the IMAGeS team of the ICube laboratory, University
of Strasbourg, on the Illkirch campus site, and will actively collaborate with the IGBMC Integrative
Structural Biology team to gain expertise in the field of biology and biological image acquisition processes.

• Chief adviser: Benoît Naegel - ICube - b.naegel@unistra.fr

• Adjunct adviser: Patrick Schultz - IGBMC - patrick.schultz@igbmc.fr

Starting date: September, 2019

Context
The aim of this thesis is the development of robust segmentation tools dedicated to biological imaging
for the purpose of quantitative description of the three-dimensional organization of cells. This subject,
at the interface of biological imaging (Schultz team, IGBMC) and digital image analysis (IMAGeS team,
ICube) is extended through a collaboration with a team of clinicians from Hautepierre Hospital (Dr. L.
Mauvois, UMR S-1113) on the morphological study of different populations of normal lymphoid B cells
and from patients with chronic lymphocytic leukemia, the objective being to be able to improve the
diagnosis of the different forms or stages of the disease.

The morphology of the cells, analyzed by electron microscopy, provides a large amount of information
on the size, shape and distribution of cellular components such as nucleus, nuclear pores, nucleolus or
chromatin condensation state. In the cytoplasm, the endoplasmic reticulum, the Golgi apparatus, the
cytoskeleton or the mitochondria network are visible without difficulty. An atlas of normal and patho-
logical cellular morphology parameters could, in the future, improve the diagnosis or guide researchers
studying an unknown disease.

Until recently, this information was essentially descriptive, but the development of new imaging modal-
ities, such as FIB/SEM, opens up the prospect of extracting 3D quantitative information on any cell type
under different physiological conditions [Kizilyaprak et al. 2014]. In its most recent version, a focused
ion beam (FIB) cuts a thin layer on the surface of the sample, while a scanning electron beam (SEM)
images the face of the newly created block. The iteration of these two processes offers the possibility of
imaging 40 x 40 µm areas with an isotropic spatial resolution of 3 nm over a depth of several tens of
micrometers. The FIB / SEM technology, with its ability to image whole cells of high spatial resolution,
provides images of very large size (of the order of 2048 x 1536 x 500, more than 1.5 billion pixels), and
containing many complex biological objects (see figure 1).

The segmentation step is necessary to annotate cell compartments and organelles so that quantitative
information such as size, distribution, morphology can be extracted from these delimited regions. A
human expert can interactively identify and annotate these cellular features, but this task is very time-
consuming and requires several days for each cell. In a context of massive data (several tens of cells and
several dozens of patients), it is difficult to obtain quantitative and statistically significant information
in this way. The automation of this step and the development of robust segmentation methods represent
a major challenge.

In this context a difficulty of automatic segmentation is related to the extremely noisy nature of elec-
tron microscopy images (low signal-to-noise ratio, low contrast) and to the complex nature of the images
related to the many objects present inside the cell. A second difficulty is related to the problematic of
semantic segmentation, which consists in recognizing as well as outlining precisely the contours of differ-
ent classes of objects. Software tools dedicated to automatic image segmentation in electron microscopy
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Figure 1: 2D slice of 3D FIB/SEM image. Segmented mitochondria by convolutional network are delim-
ited in black.

have been developed: interactive tools in the Fiji [Schindelin et al. 2012] platform, active learning based
on graphs requiring an annotated database [Nunez-Iglesias et al. 2014], thresholding techniques after
pretreatment of the image [Hoang et al. 2017]. For segmentation of regions, superpixel-based strategies
are used to over-segment the image into relevant regions, and then a split and merge strategy is used to
group regions [Jones et al. 2015]. Finally, supervised classification techniques are used in an interactive
framework to identify regions of interest [Sommer et al. 2011]. These techniques, which require for the
most part a minimum of interactions, are not adapted and / or not sufficiently robust for our problem.

Segmentation methods based on convolutional neural networks have recently proved their value in the
field of biomedical imaging [Ronneberger et al. 2015]. In the context of electron microscopy, recent work
has proposed segmentation approaches using these techniques [Zeng et al. 2017,Haberl et al. 2018].

Research topic
A first part of this thesis will be devoted to the development of dense segmentation methods based on
fully convolutional neural networks adapted to the context of FIB/SEM imaging. The objective will be
to segment several types of objects, mitochondria, endoplasmic reticulum, cell membrane, nucleus, based
on the work done in the IMAGeS and SDC teams in the field of 3D MRI imaging [Sanches et al. 2019]
and histopathological imaging [Abreu et al. 2019].

In a second step, the objective is to evaluate the usefulness of connected operators [Salembier and
Wilkinson 2009] in an image simplification scheme in order to facilitate and/or accelerate the learning
of convolutional networks. Connected operators are non-linear operators that have the property of pre-
serving image contours (a contour is either preserved or removed, but can not be shifted). Connected
operators are fast to calculate (linear complexity) and allow to preserve the integrity of the information
present in the image (in particular the location of the contours) which makes them particularly attractive
in the context of image quantification.

The ultimate goal of this work will be to develop a statistical morphological atlas devoted to healthy
and pathological cell populations.

Required skills
• Master’s degree in computer science or applied mathematics

• Skills in image processing, machine learning and deep learning

• Programming skills in C++ and Python
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