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Figure 1.

Schematic diagram of DegP domain and its structure

B4 A: Schematic diagram of DegP domains; B:

Spatial structure of DegP; C: Ser-Asp-His catalytic triad in protease domain.
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Bl 2. DegP #99F2RI(EHER"
Figure 2. The molecular ruler in DegP!"®. A model for DegP conbinds and degrades substrate. A: Molecular ruler
model of DegP, explain how DegP conbinds with substrate by protese domain and PDZ2; B: Technological process of
DegP degradation of its substrate. (D—3) shows DegP combinds with substrate, cut substrate up. 4 shows DegP

combinds with the same subtrate again in differert site, (56 shows DegP degrades substrate step by step.
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Bl 3. DegP ~EB{A(PDB:1KY9)(A). 12 B{K(PDB:30TP)(B)#1 24 B {K(PDB:3CS0)(C)Z 8 & #n @
Figure 3. Structures of DegP. A: hexamer (PDB:1KY9); B: DegP 12mer (PDB:30TP); C: DegP 24mer (PDB:3CS0)"*"").
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Figure 4. DegP take part in protein quality control via expression regulation

[22,25]
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Research progress of DegP in Gram-negative bacteria
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Abstract: DegP, also known as HtrA, is a protein widely distributed in eukaryotic and prokaryotic cells. It has both
protease activity and chaperone activity. On one hand, DegP forms a capsule-like structure to perform its chaperone
function, called “Cage assembly”. On the other hand, the protease activity of DegP depends on protease active site
and PDZ1 domain, called “molecular ruler”. In Gram-negative bacteria periplasm, DegP protects misfolded proteins
or degrades denatured proteins. For example, DegP takes part in the transport of outer membrane proteins has been
well-studied to prove its functions. Additionally, DegP can be secreted to extracellular and participates in the
regulation of biofilm formation. In this way, DegP endows the ability to survive from the harsh environments on
bacteria. In this review we summarized the structures and functions of DegP. It provides new insights into vitro

activities of DegP and how DegP works as the final step in protein quality control system.
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