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HIGHLIGHTS A

1. scRNA-seq of Drosophila blood recovers PMs,
CCs, and LMs
2. scRNA-seq identifies hemocyte states

INTRODUCTION A &
Drosophila blood cells, called hemocytes, are classified into plasmatocytes

(PM), crystal cells (CC), and lamellocytes (LM) based on the expression of a few
marker genes and cell morphologies, which are inadequate to classify the

Drosophila blood cells
Mechanisms of
hematopoiesis are highly
conserved in humans and
Drosophila. The three major
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reveals the diversity of hemocytes and provides a rich resource of gene
expression profiles for a sy level under: ding of their functions.

in humans.

RESULTS
1. scRNA-Seq of Drosophila blood

2. Pseudotemporal ordering of hemocytes identifies CC, LM intermediates
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3. Cell composition changes and identification of a novel Mtk-like AMP 4. scRNA-Seq implicates a novel role for FGF signaling in inter-hemocyte crosstalk
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novel Mtk-like AMP.

This is partly due to a
decline in LM numbers
(F-G’; 1-).

SUMMARY A

In this study, we used inDrops, Drop-seq, and 10X genomics-based scRNA-Seq
platforms to characterize the blood cell transcriptome repertoire in Drosophila.
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FUTURE DIRECTIONS A

We are now addressing the following aspects pertaining to scRNA-Seq:
1. Demonstrate the contribution of oligopotent states to terminal lineages

Using different inflammatory conditions including mechanical injury and wasp » PM 2. Identify the role of Mtk-like CG43236 in immune response
infestations, we identified several states of PMs that are enriched in mitotic, & Bo'ce 3. Cross species comparison: Common cell types between flies and humans
& BtI'LM

metabolic, and antimicrobial gene modules. We demonstrate that the FGF
components, Btl and Bnl, are required for mediating effective immune
responses against parasitoid wasp eggs, highlighting a novel role for FGF
signaling in inter-hemocyte crosstalk.
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