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Protein structures of phospholipase D\ and PLDY in Hemiscorpius lepturus scorpion
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Scorpions are a venomous group of arthropods with strong fossil evidence dating back to the Earth's Silurian Period.
Scorpion's venom consists of complex mixtures of different biologically active compounds, including toxic peptides,
enzymes, carbohydrates, lipids free amino acids, and other metabolites. One of the ubiquitous enzymes that have
been discovered in scorpion venom is phospholipase D (PLD). In this study, we used deep RNA-seq technology to
identify the PLD sequences of Hemiscorpius lepturus scorpions. The PLD sequences were also analyzed to predict
the structure of the scorpion’s phospholipase D proteins. We found that scorpions of H. lepturus encode two genes of
phospholipase D: PLD\ and PLDY, which named PLD alpha and beta respectively. The Ramachandran plot analysis
report of H. lepturus isoforms showed that more than a¥%, of the dihedral angles of the PLD protein residues from
those isoforms were detected in the allowable zone and the maximum allowable zone, indicating that they have a
.stable spatial conformation
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