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Figure S 1. '"H NMR spectrum in MeOD for compound 1.
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Figure S 2. ®*C NMR spectrum in MeOD for compound 1.
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Figure S 3. DEPT-135 spectrum in MeOD for compound 1.
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Figure S 4. COSY spectrum in MeOD for compound 1.
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Figure S 5. HSQC spectrum in MeOD for compound 1.
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Figure S 6. HMBC spectrum in MeOD for compound 1.
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Figure S 7. HMBC-2 spectrum in MeOD for compound 1. Enlarged view of the spectrum to clarify the cross peaks

of H-4D to carbamoyl carbon resonated at 5c 159.6.
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Figure S 8. NOESY spectrum in MeOD for compound 1.
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Figure S 10. *C NMR spectrum in MeOD for compound 2.
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Figure S 12. COSY spectrum in MeOD for compound 2.

S8



' |I'l ULJ

W-NNi-1A
Bruker 500 AVANCE 111
W-NNi-1A IN MeOD HSQC

|

A _MHJ

A

'WL._#L,'"-"-' A

120
130
140
150
160
170
-180
190

75 2.0 6.5 6.0 5.5 4.5
2 (ppm)

Figure S 13. HSQC spectrum in MeOD for compound 2.
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Figure S 14. HMBC spectrum in MeOD for compound 2.
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Figure S 15. NOESY spectrum in MeOD for compound 2.
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Figure S 16. 'TH NMR spectrum in MeOD for compound 3.
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Figure S 17. 3C NMR spectrum in MeOD for compound 3.
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Figure S 18. DEPT-135 spectrum in MeOD for compound 3.
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Figure S 19. 'H NMR spectrum in CDCIs for compound 4.
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Figure S 20. °C NMR spectrum in CDCls for compound 4.
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Figure S 21. '"H NMR spectrum in CDCIs for compound 5.
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Figure S 22. 3C NMR spectrum in CDCls for compound 5.
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Figure S 23. DEPT spectrum in CDCls for compound 5.
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Figure S 24. 'H NMR spectrum in CDCls for compound 6.
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Figure S 25. 'H NMR spectrum in CDCls for compound 6.
Spectrum from NNI-1-NEG.wiff (sample 1) - Sample002, Experiment 1, -TOF MS (100 - 2000) from 0.149 to 0.195 min
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Figure S 26. HR-TOF-MS spectrum in negative mode for compound 1.

Spectrum from NNI-1-POS.wiff (sample 1) - Sample002, Experiment 1, +TOF MS (100 - 2000) from 0.137 to 0.199 min
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Figure S 27. HR-TOF-MS spectrum in positive mode for compound 1.
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Figure S 28. MS" Spectrum for compound 1.

Spectrux from WWI-1A-NEG. #iff (sample 1) - Semple004, Experizent 1, -TOF ¥S (100 - 2000) fro= 0.168 min
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Figure S 29. HR-TOF-MS spectrum in negative mode for compound 2.
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Spectrun :'rqn WI-14-P0S. #iff (sample 1) - Semple004, Experiment 1, +T0F ¥S (100 - 2000) from 0.187 min
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Figure S 30. HR-TOF-MS spectrum in negative mode for compound 2.
Table S 1. Biological activities of compounds (1-5) (MIC values are given in ug/mL)
Pseudomonas Klebsiella Escherichia Bacillus
MRSA . . . -
Compounds aeruginosa pneumoniae coli subtilis
MIC MIC MIC MIC MIC
1 16 16 16 16 8-16
2 16 16 16 16 8-16
3 16-32 16-32 16-32 - -
4 32 16 16 16 16
5 32 16 16 16 16
Tetracycline 16 32 32 16 8
Strain 165 rDNA gene sequence

Streptomyces pratensis
NA-ZhouS1

AGGCCCGGOCCTIGCTTACCATGCAGTCCAACCGATCGAAGCCTITCGG
GCTGCGATTAGTGGCCAACGCGGCTCAGTAACACCTGGGCAATCTGCC
CTITCACTCTGGGACAAGCCCTGGAAACGGGGTCTAATACCGGATA
ACACTCTCTCCCGCATCGCCACCCEGTTAAAAGCTCCGGCGGTGAA
GGATGAGCCCGCGGCCTATCAGCTTGTTIGGTGGGGTAATGGCCTAC
CAAGGCCACGACCGGCTAGCCGGCCTCAGCAGGGCCGACCGGCCACA
CTGGGACTGAGACACGGCCCAGACTCCTACGGGAGGCAGCAGIGG
GCGAATATTGCACAATCGGCCCAAAGCCTCATGCAGCCGACGCCGCGT
GAGGGATGACGGCCTTCGGGTTIGTAAACCTCTTITCAGCAGGGAAG
AACCCAAAGTCACGGCTACCTGCAGCGAAGAAGCGCGCCGGCTAACTAC
GCITGCCAGCAGCCCGCCGGTAATACGTAGGGCCCAAGCGTTIGTCCGGA
ATTATTCGGGCCTAAACGAGCTCGTAGGCGGCTIGTCACGTCOGGATGT
CAAAGCCCGGGGCTTAACCCCGGGTCTGCATTCGATACGGGCTAG
CTAGAGTGTGGTAGCGGGAGATCGCAATICCTGGTGTAGCGGTGAA
ATCGCGCAGATATCAGGAGCGAACACCCGGTIGGCCAAGGCGGATCTCT
GGGCCATTACTGACGCTGA GGAGCGAAAGCGTGGGGAGUGAACA
GCGATTAGATACCCTGGTAGTCCACGCCCTAAACGITCGGGAACTAG
GIGTTIGGCGACATTICCACGTCGTCGGTGCCGCAGCTAACGCATTAA
GITCCCCGCCTGCGGCAGTACGGCCGCAAGGUCTAAAACTCAAAGGCA
ATTCACGCGEGGCCCGCACAAGCAGCGCGAGCATGTGGCTTAATTCG
ACGCAACCGCGAAGCGAACCTTACCAAGGCTTGACATATACCGGAAAG
CATCAGAGATGGTIGCCCCCCTTGIGGTCGGTATACAGGTGGTGCAT
GGCTGTCGICAGCTCGTGTCGTGAGATGTITCGGGTTAAGTCCCGCAA
CCGAGCGCAACCCTTGTITCTGIGTIGCCAGCATGCCCTTCGGGGTGA
TCCGGCGACTCACAGCAGACTCCCGEGGTCAACTCGGAGCGAAGGTGG
GGACGACCGTCAAGCTCATCATGCCCCTITATCGTCTTIGGGCTGCACACG
TGCTACAATCGCCGGTACAATCAGCTGCCGATGCCGUGAGCUGGAG
CCAATCTCAAMAAMCGCCGCTCTCAGTTCGGATIGGGGTCTGCAACTC
GACCCCATGAAGTCGGAGITGCTAGTAATCGCAGATCAGCATIGCT
GCGETGAATACGTTCCCGGGCCTTGTACACACCGCCCGTCACGTCA
CGAAAGTCGGTAACACCCGAAGCCGGTGGCCCAACCCCTIGTGGG
AGCCAGCTTCCAAGCTCTACGGCAAGTTITCCCTT

Figure S 31. 16S ribosomal DNA gene, full sequence of Streptomyces sp. NA-ZhouS1
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g,{ Streptomyces grissolus NRRL B-2925" (JOFC01000069)
! Sueptomyces haistedi NBRC 12783 (AB184142)
Streptomyces favovirens NSRC 37167 (AB184834)
{- Streptomyces nifrosporeus NBRC 33627 (AB184751)
Kitasalospora cinereorecta NBRC 15395" (AB134646)
Streplomyces griseus subsp. griseus KCTC 90807 (M76388)
Streplomyces yanil NBRC 14569" {AB006159)
{su-epmycespwvemceus LMG 203227 (AJT81377)
Streplomyces cyaneofuscatus NRRL B-25707 (JOEMD1000050)
NA-ZhouS1
Sireplomyces pralensis ch24T (JQ806215)
Strepiomyces anulatus NRRL B-20007 (DQ026637)
Streplomyces setoni NRRL ISP-5322" (MUNB01000148)
Streptomyces microflavus NBRC 130627 (AB184284)
Streptomyces fulorobeus NBRC 158977 (AB184711)
Streptomyces fulvissimus DSM 40593 (CPO0S080)
Streplomyces luridiscabiei NRRL B-24455" (LIQV01000394)
Streplomyces puniceus NBRC 12811 (AB184163)
Streptomyces finfayi NRRL B-12114" (AY999788)
L Streplomyces atroofivaceus NRRL ISP-5137" (JNXG01000049)
| Streptomyces mutomycini NRRL B-£5393" (MAPV01000102)
711 Streptomyces clavifer NRRL B-2557" (DQO26670)
Streptomyces rubiginosohelvolus NBRC 12812" (AB*84240)
{ Streptomyces pluricolorescens NBRC 12608" (AB18£162)
Streptomyoes badius NRRL B-2567" (AY889783)
K Streptomyces parvus NBRC 3388" (AB184756)
Streptomyces globisporus NBRC 12867" (AB184203)
Streptomyces sindenensis NBRC 33997 (AB184759)
L Straptomyoes bacillaris NBRC 134877 (AB18£439)
Streptomycas lunaelactis MM109T (KM207217)
53{-— Streptomyces araujoniae ASBV-17 (EU792889)
Shigella sonnsi GTC 7617 (AB275732.1)

wn

o

0.050

Figure S 32. Neighbor-joining phylogenetic tree of strain NA-ZhouS1 based on 165 rDNA sequences generated by
Mega version 7. Numbers at branch points indicate levels of bootstrap (expressed as percentages of 1000 replicates),
only values exceeding 50% are given. Shigella sonnei GTC 781T (AB273732.1) was used as an outgroup. Bar, 0.050
substitutions per nucleotide position.
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