SCRNA-seq reveals intrinsic regulatory genes of shrimp
sand diving behavior in Penaeus japonicus
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Background

* Penaeus japonicus is the third largest artificially cultivated marine shrimp in the world, whose selling price is 4 to 5 times that of the same-
sized Litopenaeus vannamei in China. Thus it has important economic value.

* The unit area aquaculture yield of Penaeus japonicus is not much, mainly because their sand diving habits limit the increase of aquaculture
density.

* |n order to increase the breeding density of Penaeus japonicus, we tried to establish a variety of breeding modes, which significantly
increased the breeding yield per unit area.

~

localization of cell population marker genes

Experiment model

The hemolymph of different groups of Penaeus japonicus were extracted and
sequenced by ScCRNA-seq.

We conducted tissue localization of cell population marker genes through
MRNA-FISH validation.

We conducted RNAI and mRNA overexpression verification experiments to
Investigate the function of genes.
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