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Isolation and Identification on One Marine Actinomycete
Strain with Antitumor Activity
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Abstract: One marine actinomycete strain FIM02-523 was isolated from marine soil in the East China Sea
in Fujian Province. The fermentation broth of strain FIM02-523 exhibited potent antitumor activities. Strain
FIMO02-523 grew well on most media tested, the colonies were orange to dark brown but lacked aerial hy-
phae, no diffusible pigments were observed. Phylogenetic, chemotaxonomic, morphological analyses,
physiological and biochemical characteristics demonstrated that strain FIM02-523 belong to the genus Mi-
cromonospora, may be a strain of the type species Micromonospora chalcea.
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Fig.2 Phylogenetic neighbour-joining tree based on the 16S rRNA gene sequences of strain FIM02-523 and other Micro-
monospora species
Note: Bootstrap values of above 50% are shown on the nodes; The scale bar indicates 0.02 substitutions per nucleotide position.
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Table 1 The source and the closest type strain of Rakicidin B producing strains

( %)
Isolates The closest type strain (Similarity %) Source
FIM02-523 . o . - .
M. chalcea (99.6) Marine soil in the East China Sea, Fujian province
FIM04-331 . . .
M. chalcea (99.6) Marine soil in Yellow Sea, Shandong province
FIMO04-345 P, .
M. chalcea (99.7) Lake soil in Jiangsu province
FIMO05-127 . . X
M. citrea (99.6) Forest soil in Hunan province
FIM99-359 . o .. .
M. aurantiaca (99.0) Soil in Mount Gu, Fuzhou, Fujian province
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