Supplementary Materials

Table S1: Reference Bacillus strains and their sequence data using in phylogeny construction

Strain GenBank length positions length  positions  Reference Origin
number accession (bp) (bp) (bp) (bp)
number gyrA rpoB
B. amyloliquefaciens
LL3 NC_017190.1 937 7107 to 743 117089 to [1] isolated from
8043 117831 fermented food
(Korean
bibimbap),
China
TA208 NC 017188.1 937 7107 to 743 112280 to [2] industrial
8043 113022 production of
guanosine and
synthesis of
ribavirin,
China
XH7 CP002927.1 937 7107 to 743 112278 to [3] industrial
8043 113020 production of
purine
nucleoside
inosine, China
B. velezensis
AP183 CP029296.1 937 7136 to 744 116972 to [4] isolated from a
8072 117715 cotton plant
rhizosphere,
USA
AS43.3 CP003838.1 945 7099 to 744 122589 to [5] Not provided
8043 123332
Atl CP041145.1 948 7133 to 743 122719 to [6] isolated from
8080 123461 Arabidopsis
thaliana

seedling from
surface
sterilized seed,
Uppsala,

Sweden




Strain

number

GenBank
accession

number

length
(bp)

positions

(bp) (bp)

length

positions
(bp)

gyrA

rpoB

Reference

Origin

BIM B-439D

BvL03

LFO1

QST713

S141

SGAIr0473

CP032144.1

CP041192.1

CP058216.1

CP025079.1

AP018402.1

CP027868.1

943

948

937

937

945

956

7097 to 742
8039

6608 to 742
7555

2094067 to 742
2095003

7100 to 741
8036

7100 to 742
8044

2217071 to 743
2218026

12291710 [7]
123658

129097t0  [8]
129838

2209767 t0  [9]
2210508

116750t0  [10]
117490

122957t [11]
123698

2333101t  [12]
2333843

isolated from
the sample of
soddy, ash-
grey soil
obtained on
the territory of
the Minsk
region,
Vileyka,
Belarus
isolated from
the sediment
samples of fish
pond,
Wangcheng,
Changsha,
China
isolated from
tilapia,
Guangzhou,
China
isolated from
the
commercial
product
Serenade
(Bayer),
France
isolated from
soybean
(Glycine max)
rhizosphere,
Thailand
isolated from
tropical air,

Singapore




Strain GenBank length positions length  positions  Reference Origin

number accession (bp) (bp) (bp) (bp)

number gyrA rpoB

SQR9 CP006890.1 937 7100 to 742 117092 to [5] isolated from

8036 117833 the plant
rhizosphere

soil, China

WRNO014 CP041361.1 948 6790 to 742 122609 to [13] isolated from

7737 123350 soil of banana
root in fields,

Hainan, China

B. subtilis
ATCC 6633 CP039755.1 2466 3779374 to 743 3894578 t0  [14] Japan

3781839 3895320
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Table S2. Parameters of the whole-cell FA features of B. velezensis

Name of Count  Mean of D/ Minimum Maximum Usage
FA of FA content SD Mean FA content FA content
samples (%) (%) (%)
9:0 3 0.06 023 415 0.00 1.17 no
10:0 iso 2 0.01 0.06 5.15 0.00 0.39 no
10:0 4 0.03 013  3.69 0.00 0.69 no
11:0 anteiso 1 0.02 0.14  6.93 0.00 0.99 no
12:0 45 0.48 0.23 0.48 0.00 1.17 yes
13:0 iso 47 0.89 022 0.25 0.00 1.44 yes
13:0 3 0.01 0.06 4.64 0.00 0.39 no
14:0 iso 47 1.18 058 0.50 0.00 2.31 yes
14:0 48 2.87 0.70 024 1.69 4.89 yes
15:0 iso 48 30.39 253 0.08 25.63 35.87 yes
15:0 anteiso 48 32.13 233  0.07 27.20 36.42 yes
16:1 w7c
Jlcohol 10 0.04 009 211 0.00 0.34 no
16:0 iso 48 1.70 0.77 045 0.67 3.09 yes
16:1 wllc 48 1.65 042 0.25 1.12 2.70 yes
16:0 48 12.53 182 0.15 8.90 17.49 yes
15:0 20H 1 0.00 0.03 6.93 0.00 0.20 no
17:1iso yes
wi0e 45 0.85 047  0.55 0.00 2.03
17:0 iso 48 8.52 096 0.11 6.37 10.47 yes
17:0 anteiso 48 5.50 0.85 0.16 3.91 7.54 yes
17:0 26 0.17 0.18 1.06 0.00 0.69 no
16:0 iso no
1 0.00 0.03 6.93 0.00 0.20

30H




Name of Count Mean of Minimum Maximum

SD/ Usage
FA of FA content SD FA content FA content
Mean
samples (%) (%) (%)

18:3 wéec no

5 0.03 0.08 3.08 0.00 0.32
(6,9,12)
18:1 w9c 10 0.08 0.20 2.68 0.00 0.99 no
18:0 48 0.60 0.14 0.24 0.36 1.06 yes
19:0 iso 4 0.02 0.07 3.76 0.00 0.37 no
19:0 anteiso 2 0.01 0.06 4.86 0.00 0.29 no
19:0 cyclo no

1 0.00 0.02 6.93 0.00 0.13
w8c
18:1 20H 1 0.00 0.03 6.93 0.00 0.23 no
18:0 30H 2 0.01 0.07 4.86 0.00 0.36 no
20:0 iso 1 0.00 0.02 6.93 0.00 0.13 no
20:0 3 0.02 0.10 4.27 0.00 0.54 no
PC1 -0.13 3.33
PC2 -11.37 2.26
PC3 32.48 1.10
PC4 -4.76 0.89

Table S3. Parameters of the whole-cell FA features of B. amyloliquefaciens

Name of FA Mean of Minimum Maximum

Countof @@ went SD oo " Facontent FAcontent %
samples Mean
(%) (%) (%)

9:0 1 0.01 0.07 7.07 0.00 0.49 no
10:0 iso 4 0.06 021 357 0.00 1.04 no
10:0 6 0.09 0.27 2.88 0.00 1.22 no
9:0 30H 1 0.01 010 7.07 0.00 0.70 no
11:0 anteiso 21 0.24 033 137 0.00 1.17 no
11:0 2 0.01 0.07 4.96 0.00 0.39 no
12:0 50 0.54 017 031 0.25 1.14 yes

11:0 20H 1 0.02 0.11  7.07 0.00 0.76 no




Name of FA Mean of Minimum Maximum

Countof @ tent SD P Eacontent FAcontent %
samples Mean
(%) (%) (%)

11:0 30H 1 0.01 0.05 7.07 0.00 0.33 no
13:0iso 46 0.50 019 0.37 0.00 1.01 yes
13:0 1 0.01 0.05 7.07 0.00 0.37 no
12:0 iso 30H 1 0.01 0.04 7.07 0.00 0.29 no
12:1 30H 2 0.01 0.05 4.95 0.00 0.27 no
14:0 iso 50 1.44 0.11 0.08 1.20 1.84 yes
14:0 50 0.61 0.14 0.23 0.44 1.02 yes
15:1iso F 2 0.02 0.08 5.00 0.00 0.45 no
15:0 iso 50 27.84 165 0.06 24.12 31.09 yes
15:0 anteiso 50 31.92 198 0.06 27.76 35.16 yes
16:1 w7c

Alcohol 26 0.16 017 1.04 0.00 0.48 no
16:0 iso 50 3.51 0.19 0.05 3.02 3.94 yes
16:1 wllc 50 1.09 028 0.25 0.70 1.98 yes
16:0 50 4.57 055 0.12 3.14 5.99 yes
15:0 iso 30H 1 0.00 0.02 7.07 0.00 0.17 no
15:0 20H 2 0.01 0.06 5.00 0.00 0.34 no
17:1iso

wioe 50 1.07 037 035 0.71 2.31 yes
17:0iso 50 15.92 196 0.12 13.38 19.03 yes
17:0 anteiso 50 8.99 0.73  0.08 7.65 12.65 yes
17:0 24 0.22 025 114 0.00 0.75 no
18:0 iso 16 0.10 0.15 156 0.00 0.50 no
18:1 w9c 11 0.10 023 237 0.00 0.95 no
18:0 49 0.59 023 0.38 0.00 1.17 yes
17:0 iso 30H 1 0.01 0.04 7.07 0.00 0.26 no
19:0 iso 15 0.08 0.13 158 0.00 0.37 no
19:0 anteiso 3 0.02 0.09 424 0.00 0.48 no
19:0 cyclo no

3 0.02 0.08 4.13 0.00 0.44

w8c




Name of FA

Mean of
FA content
(%)

Count of

samples

SD

Minimum
FA content
(%)

SD/

Mean

Maximum
FA content
(%)

Usage

18:1 20H
18:0 20H
20:1 w7c
PC1
PC2
PC3

1 0.00
1 0.01
1 0.00
20.79
15.08
23.92

0.03
0.04
0.03
2.82
1.50
0.98

7.07
7.07
7.07

0.00
0.00
0.00

0.21
0.30
0.23

no

no

no
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Figure S1. Neighbour-Joining phylogenetic tree based on gyrA gene sequences. Evolutionary

distances were computed by the Tamura-Nei method. Bars, 0.020 substitutions per nucleotide

position.
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Figure S2. Neighbour-Joining phylogenetic tree based on rpoB gene sequences. Evolutionary
distances were computed by the Tamura-Nei method. Bars, 0.0050 substitutions per nucleotide

position.
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Figure S3. Chromatograms of the FAs of B. velezensis (A) and B. amyloliquefaciens (B).



