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FPURE IR MR 58 H . B K (Antimicrobial Ptptides, AMPs)&4:4)
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AN G B B RGN EE AL R4y . K ERE IR ) & A (Peptidoglycan
Recognition Proteins, PGRPs) & —Ff1 5t K G s 7> 1, HAE NG ZIRIG 2,
AL AT B A BE LE 20 BE S B B AR R IR I ALEIAE L. PGRPs 7 fg
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- TR M R RO B LRI R
R E ST HTE, KB FHPirE B R FThEE
1.1. MERKNESR

R KLA 1500 4 AMPs #4652 HK[1]. AMPs & —Fh 12
FEARFAD R HE A RZERN T, BoR HPTRAEDREEE, A2 K
BAVEGN B R 22 [OPHPEAN B . B8 &5 5 JUR 8, oo — Sii g o
BHOMERETE . PUEKRSR TR ZMEZ RN, KRB ZHE T
PUREK, EATREARE AU BN, 7 8/NRLTE 10 kDa
LAY 2/ AT AN IE HA (AR R PR B Z R PR A [3]. I b, BT
fik(Antimicrbiale Ptides, AMPs)h it B SH &5 F 71 B ik (cationic antibacterial-
peptides, CAMPs). A4 BH &5 1470 B Ik 1 S B IR 7 41 R L 4 M AR ], R4
L CAMPs 53 NP2 o- B2 HE 2 k. & RN p-4T Bk SRR A (&
R ZIR(E ) [4]0 a-S8HE 2 BRAE K IR R o —Fh e ™ A M 2k 1k
I3 o AHREATTREAE AW RR I A B /K R PR B PO B P SR PR IR IR R S5 4 . LL
U magainins [5]F1 melittins [6]. A-¥T& ML 7> F N IR EERE4E R —FhE
HIFRI45K), Hel defensins [7]H1 protegrins [8]. & T PRIk A (RS54 LA,
RN B A 1 Ji 225 K40 14 22 RV A AR KT [ 5 (R 50 o 0T 0 1 P B T 20 (R 7
R, ARG E R s EE R, Bk, 2Rk
ANBEER Sy Hh S L 81 o SRR IR R T Ik B O IR AG[9] 0 X AN [R5 442K
TR (470 VR PR A i s i 7 A AR PR S 328 SR REATY SR A A 1 — B IR NI 5T

T R UER, FRATHE ER R AN S i) 12 1 AMPs: cathelicidins
1 defensins. Cathelicidins ZX I F& MR 4 i AR 57 1Y) N-A i [X 38 cathelin 35 4%
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1. JLN BRI ERALEH(AMPs) . AMPs TR 7E & & #ER0 25 B 4544, 40 o- SRR
HRMEREN p-TE. UREBEMENHIMRERHI DK, (a) - 1RHE
cathelicidins BU#Z/10 % BK LL-37 & T 0% BL R 4% fi4 H k4549 (PDB 1D: 2FBS).
(b) p-Hr BRI R Hbd2 iRk — YRR HARIEIE(PDB ID:1FQQ). (c) RREEH4n
BIAK indolicidin 54 T + 2 kT B BERE BEER (DPC)BR SR A% R 2R £549(PDB
ID:1G89). (d) LW TRk B AP IR =4 454(PDB ID: 1HVZ).
PDB ID:& B REMEMIE R F (RCSB)HHERIT
(http://www.rcsb.org/pdb/home/home.do)8Y % BALE#04R S . [4]

Figure 1. Strueture of selected antimicrobial peptides(AMPs). AMPs are present
in a wide variety of structural conformations, such as peptides with a-helix structures,
peptides with f-sheet structures stabilized by disulfide bridges or peptides with
extended or loop struetures. (a) a-helix. NMR-structures of the LL-37 core peptide
of cathelicidin bound to detergent micelles (PDB ID:2FBS). (b) S-sheet. Solution
structure of the defensin hBD2 by two-dimensional proton nuclear magnetic resonance
spectroseopy (PDB ID:1FQQ). (c¢) Extended structure. NMRs structure of the bovine
antimicrobial peptide indolicidin bound to dodecylphosphocholine (DPC) micelles
(PDB ID:1G89). (d) Loop structure. 3D structure of a cyclic defensin from the
leukoeytes of rhesus macaques (PDB ID:1HVZ). PDB ID:ID of peptide structure

in Research Collaboratory for Structural Bioinformaties (RCSB) protein data bank
(http://www.rcsb.org/pdb/home/home.do).
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