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Supplementary Tables

Table S1. Isolated bacterial community from the soil samples based on the 16S rRNA

sequences.
Sample Types  Tree Plates Top-hit taxon Top-hit strain Similarity based on 16s Length (bp)
(%)

Soil Kandelia candel ISP2 Rhodococcus equi NBRC 1012557 98.90 1095

Soil Kandelia candel HL2 Rhodococcus equi NBRC 1012557 99.21 1015

Soil Kandelia candel ISP4 Microbacterium paraoxydans NBRC 1030767 98.71 850

Soil Kandelia candel HL2 Actinoallomurus acaciae GMKU 9317 98.74 1112

Soil Kandelia candel ISP2 Stenotrophomonas panacihumi JCM 165367 99.53 850

Soil Kandelia candel ISP4 Bacillus cibi DSM 161897 97.30 1050

Soil Kandelia candel ISP4 Bacillus viethamensis 15-17 98.62 1017

Soil Kandelia candel Gause Micromonospora aurantiaca ATCC 270297 99.76 850
No.1

Soil Kandelia candel Nutrient Micromonospora aurantiaca ATCC 270297 99.76 850
agar

Soil Kandelia candel HL2 Actinoallomurus acaciae GMKU 9317 98.74 1112

Soil Kandelia candel ISP4 Bacillus aryabhattai B8W22T 99.35 930

Soil Kandelia candel Czapek  Paenibacillus nebraskensis JJ-59T 98.81 930

Soil Kandelia candel HL2 Bacillus aryabhattai B8W22T 99.25 930
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Table S2. Overview of 105 secondary metabolites of biosynthetic gene clusters
involved in the production of secondary metabolites of Mycobacterium sp.13, detected

by anti-SMASH.

Cluster Type From To Most similar known cluster
Cluster 1 Putative 39394 49846
Cluster 2 Putative 67672 86246
Cluster 3 Putative 217855 248773
Cluster 4 Putative 257445 293886
Cluster 5 T1pks-Nrps 305280 363883 Glycopeptidolipid biosynthetic gene cluster (26% of

genes show similarity)

Cluster 6 Putative 379975 391567
Cluster 7 Putative 399485 407373
Cluster 8 Putative 425304 438184
Cluster 9 Fatty acid 1 19122 U-68204 biosynthetic gene cluster (14% of genes show

similarity)

Cluster 10 Putative 22537 41268
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Supplementary Figures

Maost similar known cluster: Maklamicin biosynthetic gene cluster

Cluster type: Tlpks
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Mycobacterium monokaense sp, Scaffold 13, Gene Cluster 71, Type = tlgks, Location: 1 - 24838 nt. ClusterFinder probability: 0,9225.

O K K
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Micromonasgara sp, GMELSE26, Maklamicin blosynthetic gene chister, 149333 bp DNA, Location; 1 - 14933 at, Chiral

B o rolvketide synthase. Lacation: 69342-74747 nt. Percentage identity: 48%. Percentage coverage: 55%.

I orcorysenoe. Lacation: 14614740 nt. Percentage identify: 4% Percentage coverage: 100%

Figure S1. Proposed biosynthetic gene cluster of maklamicin-like compound in
Mycobacterium sp.13. The most similar gene cluster from Micromonospora sp.
GMKU326 is shown, with related genes drawn in the same color to highlight inter-
cluster rearrangements. The detailed structure of the predicted compound is also

displayed.



Maost similar known cluster: Sch47554/5ch47555 biosynthetic gene cluster

Cluster type: T1pks-Resorcinal
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Mycobacterium moriokaense sp, caffold 8, Gene Chuster 55. Type = tloks-resorcinal, Lecation: 19660 - 64583 nt, ClusterFinder probability: 0.8377.
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Streptomyces sp, SCC 2136, SchaTa54/5chaT5a5 biosynthetic gene clisster, 77550 bp DMNA, Location: 1— 77550 ot

B fucte snyrompmbenyl pyrvate diarygense. Lacation: 8041-9921 nt, Percentage identity: S0%. Percentage coverage: 101%.
Putative chikimate S-dehydrogenase. Location: FO72-7965 nt. Rercantage identify: 57%. Percentage coverage: 100%

Butative TetR family transcritional regulator. Location: E248-6883 nt. Percentage dentity: 60%. Parcentage coverage: 94%.

Putative 3-{2-hydroxymhenyl] aropionic acid transparter. Location: 4587-5666 nt. Percentage identity: 54%. Percentage coverage: 78%.

Sch-47555

Figure S2. Proposed biosynthetic gene cluster of sch47554/sch47555-like compound in
Mycobacterium sp.13. The most similar gene cluster from Streptomyces sp. SCC 2136
is shown, with related genes drawn in the same color to highlight inter-cluster

rearrangements. The detailed structure of the predicted compound is also displayed.



Maost similar known cluster: Caprazamycin biosynthetic gene cluster

Cluster type: Fatty acid
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Mycobacterium moriokaense sg, caffold 16, Gene Cluster 81, Type = fatty acld, Location: 33337 - 63071 nt. Clusterfinder probabllity: 0.9170,
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Streptomyces sp, METI0-62F2, Caprazamyom bicsynthetic gene cluster, 28072 bp DMNA Location: 1 - 28072 nt

Il 5o 35-cvimenase, Location: 4121-4726 nt. Percentage Mentity: 59%. Percentage coverage: 97%.

I otirshucose ehydratae. Location: 1343-2323 ni. Pescentage identify: 47%. Percentage coverage: 0%

Figure S3. Proposed biosynthetic gene cluster of caprazamycin-like compound in
Mycobacterium sp.13. The most similar gene cluster from Streptomyces sp. MK730-
62F2 is shown, with related genes drawn in the same color to highlight inter-cluster

rearrangements. The detailed structure of the predicted compound is also displayed.



Maost similar known cluster: U-68204 biosynthetic gene cluster

Cluster type: Fatty acid
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Mycobacterium moriokaense sp, affold 1, Gene Chuster 9, Type = fatty acid | Location: 1 - 19132 nt. Clusterfinder probability: 09345,
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Streptomyces sp, MG11, U-68204 blosynthetic gene chuster, 27100 bp DNA, Location: 1- 27100 nt,

Chiral

Bl i coocviAcPsynthase. Location: 25855-27068 nt. Percentage Mentity: 46%. Percentage coverage: 7%,

B :cooocy-ACP synthase. Location: 11712- 12866 nt. Pescentage identify: 45%. Percentage caverage: 92%

Figure S4. Proposed biosynthetic gene cluster of u-68204-like compound in
Mycobacterium sp.13. The most similar gene cluster from Streptomyces sp. MG11 is
shown, with related genes drawn in the same color to highlight inter-cluster

rearrangements. The detailed structure of the predicted compound is also displayed.



Maost similar known cluster: Nosiheptide biosyntheticgene cluster

Cluster type: Putative
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Mycobacterium monokaense sp, Scaffold 11, Gene Cluster 59, Type = putative | Location: 330168 - 358312 nt. ClusterFinder probability: 0.8406.
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Streptomyces actunsus, Nosieptide biosynthetic gene cluster, 34713 bp DNA, Location: 1 - 34713 at,

Mos?. Lecation: 31080-21610 nt. Percentage Hentity: 59%. Percentags caverage: 97%.

Mosé. Location: 30573-20962 nt. Percentage dentify: 72%. Percentage coverage: 100%

Mos5. Lecation: 26543-20094 nt. Percentage Hentify: 77%. Percentage caverage: 100%

HMosd. Location: 22542-26441 nt. Percantage Hentify: 71%. Percantage coverage: 1009

Figure S5. Proposed biosynthetic gene cluster of nosiheptode-like compound in
Mycobacterium sp.13. The most similar gene cluster from Streptomyces actuosus is
shown, with related genes drawn in the same color to highlight inter-cluster

rearrangements. The detailed structure of the predicted compound is also displayed.



Maost similar known cluster: Apramycin biosynthetic gene cluster

Cluster type: Putative
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Nycobacterium monokaense sp, Scaffold 4, Gene Chister 35, Type = putative, Location: 433302 - 459003 nt. ClusterFinder probability: 0, 8638
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Figure S6. Proposed biosynthetic gene cluster of apramycin-like compound in
Mycobacterium sp.13. The most similar gene cluster from Streptoalloteichus
hindustanus DSM 44523 is shown, with related genes drawn in the same color to
highlight inter-cluster rearrangements. The detailed structure of the predicted

compound is also displayed.



Maost similar known cluster: Azinomycin B biosynthetic gene cluster

Cluster type: Putative
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Nycobacterium monokaense sp, Scaffold 7, Gene Chster 54, Type = putative, Location: 173613 - 195787 nt. Clusterfinder probability: 08540
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Figure S7. Proposed biosynthetic gene cluster of azinomycin B-like compound in
Mycobacterium sp.13. The most similar gene cluster from Streptomyces sahachiroi is
shown, with related genes drawn in the same color to highlight inter-cluster

rearrangements. The detailed structure of the predicted compound is also displayed.



