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Figure S1. Maximum-likelihood tree based on almost complete 16S rRNA sequences (1490
nucleotides) showing relationship between strain MUSC 93JT and representatives of some other
related taxa. Bootstrap values (>50%) based on 1000 re-sampled datasets are shown at branch
nodes. Bar, 0.001 substitutions per site. Asterisks indicate that the corresponding nodes were also
recovered using neighbour-joining tree-making algorithms.
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Figure S2. BOX-PCR comparison of strain MUSC 93J" and the closest related type strains.
Strains: 1, Streptomyces colonosanans MUSC 93J"; 2, Streptomyces malachitofuscus JCM 4493"; 3,
Streptomyces misionensis NBRC 13063"; 4, Streptomyces phaeoluteichromatogenes DSM 41898"; M,
GeneRuler 1kb DNA ladder marker.
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77  Figure S3. Two dimensional total lipid profile of strain MUSC 93J" and Streptomyces
78  malachitofuscus JCM 4493,

79 AL, aminolipid; DPG, diphosphatidylglycerol; PE, phosphatidylethanolamine; PGL, phosphoglycolipid; PI,
80  phosphatidylinositol; PL, phospholipid; L, lipid.
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Table S1. Cultural characteristics of strain MUSC 93J" on different media at 28 °C after 7-14

days of incubation.

-, Not detected
Medium Growth Colony color

Aerial mycelium Substrate mycelium
Yeast malt agar (ISP 2) Good Light yellow Vivid yellow
Oat Meal agar (ISP 3) No growth - -
Inorganic Salt Starch agar (ISP 4) No growth - -
Glycerol Asparagine Agar Base (ISP 5)  No growth - -
Peptone Yeast Extract Iron agar (ISP 6) Good Moderate yellow Brilliant yellow
Tyrosine agar base (ISP 7) No growth - -
Streptomyces agar Good Brilliant greenish yellow Vivid greenish yellow
Starch casein agar Moderate Greenish yellow Yellowish white
Actinomycete isolation agar No growth - -
Nutrient agar Weak Pale greenish yellow Yellowish white




