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First molecular characterization of B. glabrata hemocyte populations at a single cell level

In the early 2000’s, several studies have highlighted the ability of invertebrates immune system to be primed, protecting the individual when meets the same
pathogen twice during its life span, this process is called « innate immune memory » (lIM). This IIM has recently been demonstrated for B. glabrata snails
against S. mansoni infestation and it is characterized by a shift from a cellular response to a humoral response, certainly carried by the snail innate immune

cells, the hemocytes.
Objectives : Identify hemocyte sub-populations of B. glabrata involved in [IM response towards S. mansoni parasite based on
different transcriptomic profiles using Single-Cell RNA sequencing technology

scCRNA seq protocole

Hemolymph collection Cell sorting with 10x chromium system
| Sy
—
-y o P §

Pri infestati P1D ‘:I—‘ ‘

Sm BRE @, Mo Intestatiorn - ‘% X Hemocytes Cells  Oil
&L . | -‘ and
P15D QRIS () enzyme
Bg BRE . .

& CiD Hemocytes stained RNA sequencing using Novaseq

Challenge

~ with MCDh

technology from the MGX platform

/

Hemocyte samples recovery for naives, primo infested and challenged snails.

In silico analysis using Cell ranger and Seurat

Hemocyte transcriptomic populations
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Sample data integration and in vivo validation
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