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Query sequence

NZ_JOJB01000028 c20: Streptomyces sp. NRRL S-475 contig28.1, whole genome sho... (100% of genes sh

NZ_CP015098 c5: Streptomyces sp. S10(2016), complete genome (100% of genes show similarity), ectoin

NZ_JNXD01000026 c27: Streptomyces flavovariabilis strain NRRL B-16367 contig2... (100% of genes show

NZ_LGEA01000093 c11: Streptomyces sp. NRRL B-1140 P439contig21.1, whole genom... (100% of genes ¢

NZ_DF968379 c21: Streptomyces azureus strain ATCC 14921, whole genome shotgun... (90% of genes sh

NZ_JNXI01000015_c18: Streptomyces iakyrus strain NRRL ISP-5482 contig15.1, wh... (100% of genes show

NZ_GG657757_c6: Streptomyces viridochromogenes DSM 40736 supercont1.1, whole ... (100% of genes s

NZ JH164845 c9: Streptomyces chartreusis NRRL 12338 12338 Doro1 scaffold9, wh... (90% of genes show

NZ_LT963352 c25: Streptomyces chartreusis NRRL 3882 isolate NRRL3882 genome a... (90% of genes sho

NZ_JOCT01000050 c27: Streptomyces sp. NRRL 5-455 contig50.1, whole genome sho... (100% of genes st

Fig. S1. BLAST analysis of the ectoine biosynthetic gene cluster in the D2-8 genome.



Table SI

The antagonistic activity of isolated actinomycetes against fungi.

A.C tnomyces Phytophthora Fusarium Fusarium Gibberella
Inhibition radius . .
Sojae avenaceum solani zeae
(mm)
D2-8 28 +£0.77 13.68 +£2.7 11.9+1.19 6.16 +3.49
D2-1 9.53+0.68 N N N
D2-2 6.10 £ 2.35 N N N
D2-3 8.55+1.73 N N N
D2-4 - N N N
D2-5 11.74 £ 1.43 N N N
D2-6 - N N N
D2-7 - N N N
D2-9 16.33 £ 0.54 N N N
D2-10 - N N N
D2-11 5.38 +1.45 N N N
D2-12 - N N N
D2-13 - N N N
N — not measured
- —no inhibition
Table SII
Growth features of strain D2-8 on different media.
Medium Growth Substrate mycelium Aerial mycelium

ISP1 moderate | pale yellow grayish white

ISP2 poor brown grayish white

ISP3 good red/violet grayish white

ISP4 moderate | red/violet white

ISP5 moderate | pale yellow pale yellow

ISP6 poor grayish brown grayish white

ISP7 moderate | brilliant orange yellow | brown/voilet

Bennett moderate | brilliant orange yellow

Glucose-nitrate | moderate | brilliant orange yellow

Sucrose-nitrate | poor brilliant orange yellow

Czapek’s agar | good white grayish white




Table SIII

Characteristics of sequencing of the D2-8 genome.

Property Value
Reads num 11,864,122
Total bases (bp) 2,883,887,826
Q30 (%) 80.42
Total genome sequence length 8,732,707
Contig number 72
Scalfold number 62
N50 (bp) in contig 280,139
N50 (bp) in scalfold 328,139
ORF number 8,019
ORF density 0.918 genes per kb
ORF / Genome (coding percentage) | 85.82 %
ORF average length 934.55
Protein annotation in NR 7,703
Protein annotation in Swiss-Prot 4,818
5s rRNA 5
16s rRNA 2
23 stTRNA 2
tRNA 67
other ncRNA 117




