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Abstract:

systematically clarify all or parts of proteins’ role and function in life movement. In post genome era, proteomics began to play

Protein is the executor of physiological function, and direct embodiment of the life phenomena. Proteomics aims to

more important role in life science field. Actinobacteria are closely linked to human production and life, which have produced
many clinically important secondary metabolites, including antibiotics, antitumorals and enzymes. Actinobacterial systematics
and its model organism Streptomyces coelicolor in 2001 genome sequence laid the foundation for further functional genomic
studies. Actinobacterial proteomics was more directly and exactly to interpret the activity of life than genomics and
transcriptomics, which grew much faster and received so much attention from scientists in the near years. Complex morphological
differention, stronge environment adaptiveness, nitrogen-fixing capacity, metabolic mechanism, pathogenicity and natural
produces’ discovery were systematically reviewed in this study, which was expected to be the basis for promoting Actinobacterial

proteomics study in the near future.
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WAF AR (CAMP) (KI5, H ol -3- W 12 it L 1
(GAPDH) #l—2b{% % & [ 5 P. acnes £ 47
.

XA BT 2H S TE R R R T T HL
B9 7 T P 2223 B HE 25 SR ok % LB A AF
FAAITH AR SRR A AR, Wk
A A P e B 1 A 2 AR I R
26 RAFYHEHEXNERRES

B o AT B A AR BE R 2 B A
F W AR RS BLRE  (NRPSs) 1R B &

Pseudomonas aeruginosa .
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fitf (PKSs) im0, U4 3 N A BF 5T S A5 14
Z WA HA A BUX IR AR (NRPS) Fl
REFAbEY (PKS) E KW 1, (HARXERI
RCEE AR =y 7 AT BB L BG4, ok
F B LA ULER Y Bumpus 202 B NRPS
1 PKS 9 1 Be KA e AT [m 4 B i Al R i
PEBS T, BRI R SR ) 1 R T A 2
WA AR (Proteomic Investigation of Secondary
Metabolism, PrISM), £l NRPS Fl PKS JE[H %
M) 2RI 1E O o i U7 35 7E K I Bacillus i
Streptomyces 2L %1 NRPS/PKS R4l /R T R
B ARSI AR o Y X PR B A3 B R 22 AR
TR R Ay, I T R R AR Y&
%, [FIEHE & B—4 NRPS 7 4ifis—AHr
(7 FRICNEIK . IXOFhFE T 23 mg T ke
H R RO I 7= L R R SR P ) S R e
PRI 77, 2012 4F Chen %5394 5% A ole i 114
PrISM J7ik, Xt 26 BRAIN T e 1A% 1 b i A
NRPSs #il PKSs f3Kik, KM 6 thiatkh &4
10 4~ NRPS/ PKS JE: A #%

PrISM 85 1 5T 4l 2% 5 7 AT T 2 BT I A= 40
GHGER . TRIMGH A6 B SR
RARTEYY, I 0T 48 7 S DR A A AR I 7 4 A A 5%
(16N T A AT VA B RE R K €2 27 i s R D i
IR

3 k%

20 AR WA 22 I 1 i R LRI |
FAVERE BT R DR . AT TR A AR
WRMZE A R RIRA R TR YR E—
MEWE IR AL, MEAEE A MIEEIE . &
JaAR AR RSN AS W 285 (4 B ABIF ST A BE 42 1T R e 46
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INE AT IR . B A ORI TR 1Y)
SRR TR R BT B, FRAE LS 25
T BRI B L AW B SRR
A TR G 0 R A AR B

Pl bt 25 1T 4 A SR RS R AR B A I
HHSEE, MR E RS OIS T E R
&, AR SHADA KT . BERE . bR
FUHTEL, iR B R (R LA I . HARR
FE: 1) HETER AT A R
G2, I AE R A A S A5 v H AT 208
2-DE Jrik, FORMNIEG, ik, g Rl
B RIAE BT I A s AR 2D LB Tl 2 1T 2 1
BRI R <B 57 2) ISR R FEAE D TR
AR L S. coelicolor, T X HAh A i 2k
WIBFIE D, HARA . (EX— 24 Ak X
R LR R R B A TR Y, AT RE Stk —
AR A IR AR Al R L 3) F AN R4,
EaEMbEE T, RWEsE TEME, A E
& JE S W HI A M OCHESY . TEEE 4 R T 32 WL HE
PRy T A5 B AR 8 1 B i 284k, k=
AW . 4) EARWIIREN T ZH02 L T8
WifE B 2E A28, AHN Y D) AR IG IIF SE B0 30 =
5) ZHE AR R T R E R
. EREARAS . EEA . A mEn
AL ARSE A TR T, I R3S A8 0 B 1 T A 2
B LT %A . Hesketh ZBYR A 2-DE #
MALDI-TOF £ A £ W #] 2002 4 2 1 (1
S. coelicolor FrA M MELEE AT 10%, A
BT AN SRR A I 2] 1.2 AN ER 0, B
BIRFEE ] 2 ks kR B4 . i
TS UE I TE I R A AE N-C kAL . BT
WEfk . B IR EEAE N TAF G . TR R A
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1 7 T A AF 5 AT B e 4B s 0 T B R 4
5T R A AE S AL

W s 45 %) (Extremophiles) — 1) % - H
Mcelory T 1974 4E$2i, JRAa4 KAEAE A AL Xk
Ui AR A ISR, TR R A A= 3 A AL
s ReE, SR TRMER M) 2 0E . Bk b
FAEE ZRERIAEE , A ARIE RN, s, 5
ESpNENIIR ) & RS D& I B I @
LI AN TR, k. it
IR B A AR . AEXSEER I T, ARV 2N
FENMAEY, AT EEY RGN IIEE, X
SO E R K HANE b AR R, TR T — SRR
AL Sy, TR EESE R A AT 0 A LB R 3 1y £
W, iR B AR SR A 3 A

H AT A 55 B A E N R EAR 245 2
REZEXT B . POt NSEH . = r SR I
TIEER BRI R B A
K ICHE Nocardiopsis J& s IR EE AT 12 /Y
KHE, BT IREREE DO . FeATHE
Nocardiopsis ¥ & £k 455k A= 52 1 b 14 ] fE A
WA REBMZER . ENSFETTXS Nocardiopsis
MBI FEAE th TR AP o B 5 . TG
7/ DN Y i B PS4 B T M (ED O M N =R 787
38 AL B T L b . Li FPIRE 17 fk
Nocardiopsis B8 #k 4= 5& K 24 i o g itk — 2 AR
F ARG R 73 I PRt T — @ i
4%, % Nocardiopsis £hFR5EE WAL )& FH
AT, A TR Eh P B R T IF
RIT, T ELA] S ) ok SEAR AR ek 14 £ B
HUHI A TR S R 5 Y O P2 R

T2 T B R AT B RRAE S HL A IR LB IR )
R =Y gmtsge ). O HB RO DA s A
AW L2 DL AR PR A

22 PR T TR 2 TR A AR BT AR ZRAE A 9 2 B
PEP) LR PRI N RARERR | Bl iR Al g HL 3 AR
PIRBESE T R R A . BEE R
A B B e TR Ak TR 2 1 i 2~ B TR AR
T, TREH T ZAFAE IR G A 4 2 [ ¢
A AT BE Wl 4k Sz 4 AR, IR 2 A S Y
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