s E R FEB 20, 2008, 35(2) 272~274
Microbiology ©2008 by Institute of Microbiology, CAS

tonghbao@im.ac.cn

bz

T & 2 53R T & H Im BY 8] 5 X 3R

2 B % U £ B ameT MFES
(1. 650091)

(2. Leibniz-Institut fir Meereswissenschaften, IFM-GEOMAR, Disternbrooker Weg 20,
D-24105 Kiel, Germany)
3. 100101)

(@. 830000)

B E: RERAHYNTLCRE TR mh, T EFFRGLEFAREEMETZXR
Tak, Rfn, MEXKAAYTROKRPF LA, LEOliE S M. o QKLE, *TLAH
BAKR, BB FRAHK. ZTE, Ne X, $hdF LA T LR R B 402h b 6938 hm B b7 o ILaY 37
FFh, BRARIREABES, RAIMEEKR., A, BETMLFE. BRRER =5 BT EKLE
MR B RLAT R, VARR TR AR R B MR AR S A R Ae KR8 R

KA XEKHA, HWTFA

Problem and Countermeasure on Development of
Pharmaceuticals from Actinomycete Resources

JIANG Yi*? XU Ping® LOU Kai* XU Li-Hua'® LIU Zhi-Heng®

(1. The National Engineering Center for Research of Microbial Pharmaceuticals, Yunnan Institute of Microbiology,
Yunnan University, Kunming 650091)
(2. Leibniz-Institut filr Meereswissenschaften, IFM-GEOMAR, Diisternbrooker Weg 20, D-24105 Kiel, Germany)
(3. Institute of Microbiology, Chinese Academy of Science, Beijing 100101)
(4. The Key Laboratory for Microbial Resources in Special Environments, Xinjiang Academy of Agriculture Sciences, Urumchi 830000)

Abstract: Development of antibiotics from actinomycetes has acquired enormous accomplishment. About
12000 bioactive metabolites were discovered from actinomycetes. Up to now it is very difficult to finding
novel compounds with bioactivities from microorganisms. Advance of discovery of new actinomycete spe-
cies from extreme environments and ocean, integration of modern chemical techniques and database, and
genomic techniques are reviewed for meeting the challenge and difficulty in pharmaceutical development
from actinomycetes in this paper.
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