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I. Supplementary Tables



Supplementary Table S1. List of the microbial isolates used in this study.

Test fungus and isolates

Host and/or origin®

Actinomycetes

Streptomyces yanglinensis 3-10

Rice (Oryza sativa), HZAU

Fungi

Alteraria alternata TBS-3
Aspergillus flavus NRRL3357
Aspergillus parasiticus MO527
Botrytis cinerea RoseBC-3
Bipolaris maydis MB-1

Curvularia lunata CFW-4
Colletotrichum siamense Nj-2
Drechslera graminea BGW014
Fusarium moniliforme WF-3
Fusarium oxysporum f. sp. vasinfectum FO-25
Gaeumanomyces graminis var. tritici
Monilia fructigena BT15-56

Mucor hiemails WHT-1

Pestalotia theae DMZ21
Pyricularia oryzae PB-1
Rhizoctonia solani WH-1

Rhizopus stolonifer WHS-1
Sclerotinia minor Lc-45

Sclerotinia sclerotiorum Ss-1
Sclerotium rolfsii B-1

Tobacco (Nicotiana tabacum), HZAU
Peanut (Arachis hypogaea), NRRL

Rice Rice (Oryza sativa), CGMCC

Rose (Rosa chinensis), HZAU

Maize (Zea mays), HZAU

Rice (Oryza sativa), HZAU

Strawberry (Fragaria>xananassa), HAAS
Barley (Hordeum vulgare), HZAU

Rice (Oryza sativa) , HZAU

Cotton (Gossypium hirsutum), HAAS
Wheat (Triticum aestivum L.), HnAAS
Peach (Amygdalus persica), HZAU
Tomato (Lycopersicon esculentum), HZAU
Rice (Oryza sativa), HZAU

Rice (Oryza sativa), HZAU

Rice (Oryza sativa), HZAU

Strawberry (Fragaria xananassa), HZAU
Lettuce (Lactuca sativa), HZAU

Oilseed rape (Brassica napus), HZAU
Plumepoppy (Macleaya cordata), HZAU

Oomycetes
Pythium ultimum WLOW?2F
Pythium aphanidermatum Py-xg

Watermelon (Citrullus lanatus), WAAST
Watermelon (Citrullus lanatus), WAAST

*NRRL = Agricultural Research Service Culture Collection, United States Department of Agriculture;
CGMCC = China General Microbiological Culture Collection Center, Beijing, China: HbDAAS = Hubei
Academy of Agricultural Sciences, Wuhan, China; HnAAS = Henan Academy of Agricultural Sciences,
Zhengzhou, China; HZAU = Huazhong Agricultural University, Wuhan, China: WAAST = Wuhan
Academy of Agricultural Science and Technology, Wuhan, China.



Supplementary Table S2. List of the oligonucleotide primers for RT- PCR amplification in

this study.
Gene GenBank Sequence (5°-37) Thermal program in RT-PCR Size of the
Acc. No. RT-PCR product
2-MIB synthase MK861971  Forward: Initial denaturation: 95°C for 5 1107 bp
n naturation: r
gene TGGTTGTGGATC & denatratio 0
TCGACACTG . .
min; 32 cycles: 95°C for 30s,
Reverse:
ACCTCGTCACGG o o .
56°C for 30s, 72°C for 1 min 15s;
CCTACTAC
Methyltransfer-ase MK861972  Forward: Initial denaturation: 95°C for 5 876 bp
iti uration: r
gene AGAAACGGTTCT
TCGACCCC . .
min; 32 cycles: 95°C for 30s,
Reverse:
CTGAGGAGAACC
56°C for 30s, 72°C for 1 min;
CGGTCAAC
Geosmin synthase MK861973  Forward: Initial denaturation: 95°C for 5 2277 bp
nitial denaturation; or
gene CTCGTGCCAGGT
GAGGATGCC . .
min; 32 cycles: 95°C for 30s,
Reverse:
CGCGTTCTACGT . o .
56°C for 30s, 72°C for 2 min 15s;
GCCGTACC
Aryl-alcohol MK861974  Forward: Initial denaturation: 95°C for 5 1066 bp
nitial denaturation; or
dehydrogenase gene GATGTGCCGGAC
CGACC .
min; 32 cycles: 95°C for 30s,
Reverse:
GATGAGCTGGTC
56°C for 30s, 72°C for 1min; final
GAAGGGGAA
+)-B-caryophyllene MK861975  Forward: 975 b
(+)-p-caryophy Initial denaturation: 95°C for 5 P
synthase gene CAGATCACCTTA
CCGGCGTT . .
min; 32 cycles: 95°C for 30s,
Reverse:
TCGATCAGTTCC o o .
55°C for 30s, 72°C for 1 min;
CTTTCCGC
gyrB gene MK861976  Forward: Initial denaturation: 95°C for 5 1284 bp
niti naturation: r
GAGGTCGTGCTG al denatliratio 0
ACCGTGCTGCAC in: 32 oveles: 95°C for 30
min; : r
GCGGGCGGCAA r 5o CYCles or <58,
GTTCGGC .
65°C for 30s, 72°C for 1 min 30s;
Reverse:
GTTGATGTGCTG . . .
final extension: 72°C for 10 min.
GCCGTCGACGTC
GGCGTCCGCCAT
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Supplementary Table S3. List of the oligonucleotide primers for gRT- PCR analysis in this

study.
Gene name Gene functions Primers used in the qRT-PCR
afIR Pathway regulator F:AGCACTACAAACACTGACCCAC
R:CCAGCACCTTGAGAACGATAA
aflCa Noranthrone monooxygenase, Norsolorinate-anthrone F: GCACCAATGGAGCCGTAT
to norsolorinate R: GCGGTGTTCGTAGCGTTC
aflA FAS alpha subunit, Acetate to polyketide F: CGTGAGGTCAAGGCATTCCT
R: GACTTGGCCCCCCTTCTGT
aflS Transcription enhancer, Pathway regulator F: CCGAAGATTCCGCTTGGA
R: TGAAGACATGCAGCAAAAGGA
aflo O-methyltransferase B, F: TGCTGTGGCATCCATTCAAA
dihydrodemethylsterigmatocystin to R: GGACTGCGTCTTCCAAAAGG

dihydrosterigmatocystin
afiD NOR reductase, norsolorinic acid to averantin F: ACTGCGACTCGGAAACTGATG
R: TGCTCCTCCCGCAATGTC

aflP O-methyltransferase A, sterigmatocystin to F:
O-methylsterigmatocystin TGTGTCGAGTGATGTGGGACTAG
R: GCCACCCAGCTCAACCTACA
aflF NOR dehydrogenase, norsolorinic acid to averantin F: AAGATGCTGGGCACGTTTG
R: CATGGGTGAGGACGAATTGG
aflQ Oxydoreductase, O-methylsterigmatocystin to AFB:1 F: TTGCTGGGCTTGTGGATTC
and AFG1, dihydro-Omethylsterigmatocystin to AFB2 R: GAGGAGGACGCGTGTCTTTG
and AFG2
aflx Monooxygenase/oxidase, VA to DMST F: ACCGCGTTGCACATCGT
R: TGGGTGTCCACAACCTTCGT
AccC Acetyl-CoA carbosylase, Acetyl-CoA to Malonlyl-CoA  F: ATGGTAAGACCTGCCTGCTA
R: AGCGAGGATACCGAGGAT
B-tubulin Endogenous control, Reference gene F: AGCAGGCGAAGAAGGAGG

R: ACGCCACGCATTTGATCTTC

Reference: Gong, A. D., Wu, N. N., Kong, X. W., Zhang, Y. M., Hu, M. J., Gong, S. J., Dong. F. Y., Wang,
J. H., Zhao, Z. Y., and Liao, Y. C. (2019) Inhibitory effect of volatiles emitted from Alcaligenes faecalis
N1-4 on Aspergillus flavus and aflatoxins in storage. Front. Microbiol. 10:1419. doi:

10.3389/fmich.2019.01419



Supplementary Table S4. Effects of the volatile organic compounds (VOCs) from the
autoclaved wheat grains (AWG) cultures of Streptomyces yanglinensis 3-10 and soil

amendment with the AWG cultures of this strain on peanut seedlings growth.

Character Fumigation with the VOCs Soil amendment with live culture

of S. yanglinensis 3-10

AWG culture of  AWG culture of Fresh AWG AWG culture of S.  Fresh AWG

S. yanglinensis S. yanglinensis yanglinensis 3-10

3-10at 12 g/L 3-10 at 34 g/L at 5% (w/w) n=16

n =16 n=16 n =16 n =16
Height (cm) 14.1 +1.9 11.8 £2.2* 14.9 +1.70 16.1 +4.6 16.7 £3.2
TDW (g per  0.39 +0.09 0.38 +0.10 0.41 +0.11 1.02 £0.25 1.05 +0.26

seedling)

*Significantly different (P < 0.05) in comparison with that in the control treatment according
to Student’s T test. TDW =Total dry weight
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Supplementary Figure S1. A SPME-GC-MS chromatogram showing 19 volatile organic
compounds (VOCs) emitted from a 10-day-old AWG culture of Streptomyces yanglinensis
3-10 (AWG = autoclaved wheat grains). Chemical identity of the labeled VOCs was listed in
Table 1. Peak 1, methyl 2-methylbutyrate (M2M); Peak 3 = 2-methyl-2-bornene (2-M2B);
Peak 6, 2-Phenylethanol (2-PE); Peak 7, 2-methylisoborneol (2-MIB); Peak 12,
trans-1,10-dimethyl-trans-9-decalinol (geosmin); Peak 13, (+)-p-caryophyllene
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Supplementary Figure S2. Biosynthesis pathways of selected VOCs from S. yanglinensis 3-10.
The red arrows indicate the genes used for detection of expression by RT-PCR.
References for the biosynthesis pathways: A, from Komatsu et al. 2008. Proceedings of the
National Academy of Sciences of the United States of America, 105: 7422-7427; B: from Zhang
et al. 2014, BMC Biotechnology 14: 30; C, from Jiang et al. 2007. Nature Chemical Biology 3:
711-715; and Nakano et al. 2011. The Journal of Biological Chemistry 286: 27980-27987.
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Supplementary Figure S3. (+)-beta-Caryophyllene synthase AA sequence alignment
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Supplementary Figure S4. A phylogenetic tree based on AA sequence of (+)-beta-caryophyllene
synthase using the maximum likelihood method. The numbers at the nodes in that tree indicate the

bootstrap percentages (n = 1, 000). The bar indicates the average nucleotide change per site.
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Supplementary Figure S5. Alignment of the amino acid sequences of 2-MIB synthase in

metal (I\Ig ) hmdmg motlf

................ MSTSSPT SLEGEPNLASSLR
................................... MRISR
................ MIATSSR....SLEGEPCIASRLR

................ MSTPPHITAGFTLEGEPRIAPAFPR
................ MSTPENTAAAFSLEGEPNLARTLR
-MEQCPATEPAAAREPCPGAGTGPARWVPEGEAGIPRFAP
VIAREDRVEEPARTSPGTRPPARPARLPLEGEPSLPRSVA

'glgg li agadph

L
L
L
VL
H 28
M
M

e ADGPLRSYF
adgplrsyh a

diarlhlgylaeaaw e

Mg’) hmdln o motlf

P vweylvn“'qf....f'pcl

Streptomyces species

12

219

239

347

367



94

Streptomyces sp. MK-45 (WP _126398064)

S. griseorubiginosus 3E-1 (WP_062242203)

99

S. yanglinensis CGMCC4.2023 (SEGS5725)

8. yanglinensis 3-10 (MK861971)

45

100

0oz

8. lincoinensis LC-G (WP_107406541)
S. lydicus 103 (WP_069571074)

Streptomyces sp. NEAU-S7GS2 (WP_109889928)

Supplementary Figure S6. A phylogenetic tree inferred based on the amino acid sequences of

2-MIB synthase in Streptomyces using the maximum likelihood method. The numbers at the

nodes in that tree indicate the bootstrap percentages (n = 1, 000). The bar indicates the average

nucleotide change per site.
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Supplementary Figure S7. Methyltransferase AA sequence alignment
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Supplementary Figure S8. A phylogenetic tree based on AA sequence of methyltransferase using
the maximum likelihood method. The numbers at the nodes in that tree indicate the bootstrap
percentages (n = 1, 000). The bar indicates the average nucleotide change per site.

15



S. alboflavas MDJK44 (WP_087886527) vegess G 40 S. alboflavus MDJK44 (WP_087886527) PSVIEDECIE¥TTTLSHEEDA EEQE  41e
8. luteovert latus CGMCC 15060 (WP_126912889) .. N 37 . luteoverticillatus CGMCC 15060 (WP_126912889) PLPRECEEMEECT TRARRI[E ITVESE 418
Streptomyces sp. MOET (WP_084772522) - - - C 37 Streptomyces sp. MOET (WP_084772522) ESRIECECHEEE I LIQECE 419
Streptomyces sp. 0 03032 (WP_086159477) - - - i 37 Streptomyces sp. SCS10 03032 (WP_086159477) ESLLEDEPMEECLRINVELCGARTRLE IECGAE 437
S. seoulensis KCTC 9819 (WP_031181672) -+ - S il S. seoulensis KCTC 9819 (WP_031181672) ESLLEDERMGEFLELS] LIGCHIMEIRGEGY 413
S. yanglinensis CGMCC4.2023 (WP_103883902) T 87 S. yanglinensis CGNCC4.2023 (WP_103883902) EVEREFVSIGEETTESERECASEARVL BB 417
S. yanglinensis 3-10 (MK861973) - - - G 37 S. yanglinensis 3-10 (MK861973) WVRRAEVEMGEFTT, ICAER 417
pfelp fy 3 P h * w g
S. alboflavus MDIK44 (WP_087886527) CTABL 80 S. alboflavus NIDJK44 (WP_087886527) GveasH. [FoARKLA 1csc 457
8. luteoverticillatus CGMCC 15060 (WP_126912889) W CEGEED. 77 8. luteoverticillatus CGMCC 15060 (WP_126912889) TDELAG. HIDEENLHDH LATD 457
Streptomyces sp. MOET (WP_084772522) EQRDLI 77 Streptomyces sp. MOLET (WP_(84772522) GVELSD.VRDEAAMARE LOSA 458
Streptomyces sp. St 03032 (WP_086159477) TGADL 7 Streptomyees sp. SCSIO 03032 (WP 086159477) - TEAKEYDY] VUSG 469
S. seoule KCTC 9819 (WP_031181672) CRADL! 77 8. seoulensis KCTC 9819 (WP_031181672) - - -REE LSAQ 445
yanglinensis CGMCC4.2023 (WP_103883902) TAADL 77 8. yanglinensis CGNMCC4.2023 (WP 103883902) SEPLEGGIENAGCIAG LTTD 457
S. yanglinensis 3-10 (MK861973) AESBED 77 yanglinensis 3-10 (MK861973) GEEVEGGL A LTTD 457
w 1d
alboflavus MDIK44 (WP_087886527) 120 S. alboflavus NIDJK44 (WP_087886527) LIEEEID <96
luteoverticillutus CGMCC 15060 (WP_126912889) 117 8. luteoverticillatus CGMCC 15060 (WP_126912889) ELD 497
Streptomyces sp. MOET (WP_084772522) Streptomyces sp. MOET (WP_084772522) YACIERLKLERFID 497
Streptomyces sp. SCSIO 03032 (WP_086159477) Streptomyces sp. SCSIO 03032 (WP_086159477) RA QESEVE 508
KCTC 9819 (WP_031181672) 8. seoulensis KCTC 9819 (WP_031181672) RLTIAELSQ aw.\ 484
1CC4.2023 (WP_103883902) 8. yanglinensis CGNICC4.2023 (WP_103883902) RITIERLKLERELD 426
3-10 (MK861973) 8. yanglinensis 3-10 (MK861973) RITISREXLESEID 426
yVwves wl woty B * m
meta (Mg?") binding molil‘ meta (M,
S. alboflavus MDJK44 (WP_087886527) Teu) 160 8. alboflavus NIDJK44 (WP_087886527) c.SeTEH CAGEFALLHRTLY 535
ICC 15060 (WP_126912889) DBV 157 8. luteoverticillatus CGMCC 15060 (WP_126912889) .VVIET) PAADRAVERRAVE 536
sp. MOE7 (WP_084772522) AFVi 157 Streptomy sp. MOET (WP_ " 084772522) FATTEEH TPEASRAFRAAVD 537
'P_086159477) AGTERS 1s7 Strepmmues sp. SC SIO 03032 (WP_086159477) CELAMEY TLEAERRERETIE S48
157 8. seoulensis KCTC 9819 (WP_031181672) S-EFCIY SAEQRCTLRARVD 523
157 8. yanglinensis CGNICC4.2023 (WP_103883902) #-GVVEE] EPPERRRERTAIE S35
157 8. yanglinensis 3-10 (MK861973) 2.CAVEH TEAEGRRERTSIE 535
P er l1dwzxt pm r
200 S. alboflavus MDIK44 (WP_087886527) 575
197 8. luteoverticillatus CGMCC 15060 (WP_126912889) 576
Streptomyces sp. MOET (WP, 08477*%22) 197 Streptomyces sp. MOE7 (WP_084772522) 577
Streptomyees sp. 197 Streptomyces sp. SCSIO 03032 (WP_086159477) sse
197 S. seoulensis KCTC 9819 (WP_031181672) 563
8. yanglinensis CGMCC4.2023 (WP 103883)02) 197 8. yanglinensis CGMCC4.2023 (WP_103883902) 575
S. yanglinensis 3-10 (MK861973) 197 8. yanglinensis 3-10 (MK861973) 575
1
. alboflavus MDJK44 (WP_087886527) 240 S. alboflavus NIDJK44 (WP_087886527) 1 615
8. luteoverticillatus CGMCC 15060 (WP_126912889) 237 8. luteoverticillatus CGMCC 15060 (WP_126912889) 2L ASREVQAL) 616
Streptomyces sp. MOET (WP 084772*’2) 237 Streptomyces sp. MOET (WP_084772522) gL YRTGTLRSL 617
Streptomyces sp. SCSTO 03032 (WP_086159477) 237 Streptomyces sp. SCSIO 03032 (WP_086159477) HLEHEPx v 1551} 628
S. seonlensis KC'TC 9819 (WP_031181672) 236 eoulensis KCTC 9819 (WP_( 031131572) YRT 603
S. yanglinensis CGMCC4.2023 (WP_103883902) & 237 S. yanglinensis CGNICC4.2023 (WP TGRET 615
S. yanglinensis 3-10 (MK861973) & 237 S. yanglinensis 3-10 (\IK86I975) TGHE 615
r g pe
S. alboflavus MDJK44 (WP_087886527) 280 S. alboflavus MDJIK44 (WP_087886527) 655
S. luteoverticillatus CGMCC 15060 (WP_126912889) 277 8. luteoverticillatus CGMCC 15060 (WP_126912889) E 656
Streptomyces sp. MOE7 (WP_084772522) 277 Streptomyces sp. MOET (WP_084772522) EDCOYRT] 657
Streptomyces sp. SCSIO 03032 (WP_086159477) 2717 Streptomyces sp. SCSIO 03032 (WP_086159477) 668
S. seoulensis KCTC 9819 (WP_031181672) 276 S. seoulensis KCTC 9819 (WP_031181672) G 643
. yanglinensis CGMCC4.2023 (WP~ 103883902) 277 8. yanglinensis CGMCC4.2023 (WP_103883902) LEEGE 655
8. yanglinensis 3-10 (MK861973) 277 ranglinensis 3-10 (MK861973) LBEGECd 655
keie ege hn 1lvvg £
S. alboflavus MDJK44 (WP_087886527) 320 S. alboflavus MDJK44 (WP_087886527) §oif 695
atus CGMCC 15060 (WP_126912889) 317 8. luteoverticillatus CGMCC 15060 (WP_126912889) ERIETVATQIEALCE ARIALDGE CEMRRT 696
Streptomyces sp. MOET (WP_084772522) 317 Streptomyces sp. MOET (WP_084772522) v TE! REME 697
Streptomyces sp. 0 03032 (WP_086159477) 1 Streptomyces sp. SCS10 03032 (WP_086159477) TEVIVE BCILDGERTMENGT 708
8. seonlensis KCTC 9819 (WP_031181672) 316 S. seoulensis KCTC 9819 (WP_ 0‘1181672; BERVIAHELEVL MO L IMCNS T 683
8. yanglinensis CGMCC4.2023 (WP_103883902) 317 8. yanglinensis CGNICC4.2023 (WP ITGTRIEALLEERIMDEAAREALL 695
S. yanglinensis 3-10 (MK861973) 317 S. yanglinensis 3-10 (\H\sblg73' EBCB ITETQIE TE L TE CHDERAGEVEL 695
th P 1 yw 1 wa
S. alhoflavus MDJK44 (WP_087886527) .EGAVCRESE.... 348 S. alboflavus MDJIK44 (WP_087886527) FEEERCC! 721
S. Iuteoverticillatus CGMCC 15060 (WP_126912889) . .STTGTERVE.... 348 8. luteoverticillatus CGMCC 15060 (WP_126912889) BITEEREC 734
Streptomyces sp. MOET (WP_084772522) L 349 Streptomyces sp. MOET (WP_084772522) BENEQcC 728
Streptomyces sp. SCSIO 03032 (WP_086159477) 357 Streptomyees § 10 03032 (WP_086159477) REC] 740
8. seoulensis KCTC 9819 (WP_031181672) 343 S. seoulensis KCTC 9819 (WP_031181672) RENREREVIERRAEWEAGR. .. .. AHG..F 713
S. yanglinensis CGMCC4.2023 (WP_103883902) 347 8. yanglinensis CGMCC4.2023 (WP_103883902) EASEHEEAPRAEFCCLAQTLADL PACHVREWNTE: 735
S. yanglinensis 3-10 (MK861973) 347 . vanglinensis 3-10 (MK861973) l EGCHINTEETELEHYPHVAARPASR. . HEWATE. 733
g9 wh ry L]
8. alboflavus MDJIK44 (WP_087886527) . .ALMAATGA RETEVEYQ 378 8. alboflavus NIDJK44 (WP_087886527) LEMEVVRFGWLRELAAE. 738
8. Iuteoverticillatus CGMCC 15060 (WP_126912889) .PSILAALE; F FE! 378 8. luteoverticillatus CGMCC 15060 (WP_126912889) LETSGTRLTSLLR 748
Sm-pmmym sp. MOE7 (WP_084772522) .KALAT HIEVRHG 379 Streptomyces sp. MOET (WP_084772522) EGTSAAREEQRARACGAG. 745
Streptomyces sp. SCSIO 03032 (WP_086159477) TTTRRAEAIGARRE REVEHR 397 Streptomyces sp. SCSTO 03032 (WP_086159477) EETSAARITRLLGEFARRRAS 761
S. seoulensis KCTC 9819 (WP_031181672) ALS 3 ¥R 973 S. seoulensis KCTC 9819 (WP_031181672) REQFAS. 719
vanglinensis CGMCC4.2023 (WP_103883902) -ASLAATLECRARX R 377 8. yanglinensis CGNICC4.2023 (WP 103883902) EGusafL 750
8. yanglinensis 3-10 (MK861973) .GSLAATME o) 377 S. yanglinensis 3-10 (MK861973) EELSARRL PSLLGDRRGREAATAG 757
vg

Supplementary Figure S9. Geosmin synthase AA sequence alignment
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55 Streptomyces sp. MOE7 (WP_084772522)
77 8. seoulensis KCTC 9819 (WP_031181672)
Streptomyces sp. SCSIO 03032 (WP_086159477)
S. alboflavus MDJK44 (WP _087886527)
100 S. luteoverticillatus CGMCC 15060 (WP_126912889)

8. yanglinensis CGMCC 4.2023 (WP_103883902)

100

—. yanglinensis 3-10 (MK861973)

Supplementary Figure S10. A phylogenetic tree based on AA sequence of geosmin synthase
using the maximum likelihood method. The numbers at the nodes in that tree indicate the
bootstrap percentages (n = 1, 000). The bar indicates the average nucleotide change per site.
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Supplementary Figure S11. Aryl-alcohol dehydrogenase (2-phenylethanol synthase) AA
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S. vanglinensis CGNCC4.2023 (WP_103890507)

§. yanglinensis 3-10 (MK861974)
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Strepromyces sp. SM18 (WP _103492745)
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Streptomyces sp. 2022 (WP_121790184)

S. olivaceus KLBMPS084 (WP_070390057 )

Streptomyces sp. CCM_MD2014 (WP_061441492)

0.02

Supplementary Figure S12. A phylogenetic tree based on AA sequence of Aryl-alcohol
dehydrogenase (2-phenylethanol synthase) using the maximum likelihood method. The numbers
at the nodes in that tree indicate the bootstrap percentages (n = 1, 000). The bar indicates the
average nucleotide change per site.
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Supplementary Figure S13. gyrB subunit AA sequence alignment

20



— 8. Iydicus 103 (WP_069566741)

100 — 8. albulns CCRC 11814 (WP _069566741)

Streptomyces sp. NEAU-S7GS2 (WP_093640877)
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—
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Supplementary Figure S14. A phylogenetic tree based on AA sequence of gyrB subunit using the
maximum likelihood method. The numbers at the nodes in that tree indicate the bootstrap

percentages (n = 1, 000). The bar indicates the average nucleotide change per site.
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Seven Petri dishes (6 cm diameter) each
containing 10 peanuts inoculated with
conidia of A. flavus (AF)

or A. parasiticus (AP)

Perforated ceramic clapboard

5.8L glass desiccat
glass destocator The bottom part loaded with fresh AWG

or 7-day-old AWG culture of
S. yanglinensis 3-10

Supplementary Figure S15. A glass desiccator showing set-up of the bioassay for

determination of the efficacy of the volatiles from Strptomyces yanglinensis 3-10 in

suppression of colonization of peanut kernels by Aspergillus flavus and A. parasiticus.
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Drechslera graminea
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(20°C, 1d)

Control

Treatment

AWG

AWG +3-10

Mucor hiemails

(20°C, 3d)

Rhizopus stolonifer

(20°C, 1d)

Pyricularia grisea

(28°C, 5d)

Curvularia lunnata

(25°C, 3d)

Sclerotium rolfsii

(20°C, 3d)

Aspergillus parasiticus

(28°C, 3d)

Aspergillus flavus

(28°C, 3d)

Fusarium oxysporum

(20°C, 3d)

o
!

E:Q&‘ 8 o Fusarium moniliforme
S O &

.
)
‘

(20°C, 3d)

Colletotrichum siamense

(28°C, 3d)

Control Treatment

AWG AWG + 3-10

Supplementary Figure S16. Antifungal spectrum of the VOCs from Streptomyces

yanglinensis 3-10.

Control = fresh AWG, Treatment = fumigated with the VOCs from the AWG cultures of S.

yanglinensis 3-10
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Control VO(Cs310AWG VO(s310AWG
(fresh AWG) (12g/L) (34g/L)

Supplementary Figure S17. Effect of the VOCs from the 7-day-old AWG culture of
Streptomyces yanglinensis 3-10 (VOCs*14W6) AWG = autoclaved wheat grains. The
seedlings were fumigated for seven days under the VOCs from fresh AWG or the AWG
culture of Streptomyces yanglinensis 3-10.
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