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Abstract: Since the concept of a type 3 secretion system was proposed, the study of
related molecular mechanisms has furthered our understanding of it. In contrast to the
signal peptide in other secretory machineries, there is no conserved signal sequence
when the protein is secreted or transported through the bacterial type 3 secretion
system. A variety of secretory signals that guide the secretion of type 3 secreted
protein have been discovered in the recent study. This article introduces the categories
of bacterial type 3 secretion system, the types of secreted proteins in the secretory
system and focuses on molecular characters of secretion signals, providing new ideas
for the development of new antibacterial drugs.
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Table1 Comparison of the flagellum-T3SS and the injectisome-T3SS

T3SS Flagellum-T3SS Injectisome-T3SS

(1) Commom ancestor with evolutionary relevance

(2) Similar in structure

Similarity
(3) Similar biosynthetic mechanism
(4) Both require ATPase to provide energy
(1) Number=1 (1) Number>1
Difference (2) Not released at the beginning of infection (2) Plays different roles during different stages
(3) Can activates TLR5 signaling (3) Cannot activates TLR5 signaling
(4) FIiC flagella diameter 230 A (4) EspA filament diameter 120 A
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Figure 1 Structural organization of the T3SS
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Table 2 Components of type Il secretion systems from EPEC

T3SS Component Function
Pore forming element ~ EspB. EspD Forming translocation pore
Tip EspA Elements of the apparatus
Basal body EscC. EscD. Escl. EscJ. Orfl6etal Elements of the apparatus
Needle EscF Elements of the apparatus
Gatekeeper SepD. SepL “Switch” from secretion of translocators to secretion of effectors
Effector Map. NleA. SepZ. Tiretal Virulence factors
Chaperon CesA. CesB. CesD. CesF. CesTetal  Stabilize proteins and aiding secretion
ATPase EscN Providing energy to the system
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Figure 2 Schematic representation of the secretion signals
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