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Supplementary Figure S1. The bacterial abondance in (A) irrigation water, (B) soil,
and (C) rhizosphere soil were evaluated in original samples comparing to

cultivated-samples.
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Supplementary Figure S2. The alpha-diversity of (A) irrigation water, (B) soil, and
(C) rhizosphere soil in original samples compared to the cultured-samples by Shannon

statistics.
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Supplementary Figure S3. The beta-diversity of (A) irrigation water, (B) soil, and (C)
rhizosphere soil in original samples compared to the cultured-samples by PCA

statistics.
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Supplementary Figure S4. The Venn diagrams of analysis for the bacterial OUT. (A)
irrigation water, (B) soil, and (C) rhizosphere soil in original samples compared to the

cultured-samples
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Supplementary Figure S5. The major bacterial OUT appeared by Top-10. (A)
irrigation water, (B) soil, and (C) rhizosphere soil in original samples compared to the

cultured-samples.



)

original
cultivated

.
Enterobactoriaceae Fami |y
Prevotellaceas

Streplococcaceas 'g_f, Phylum
Fusobacteriaceas

Lactobacillaceas
Pasteurallaceas
Neissod

04 Actinobactana
0z Bactercidedes
Firmicutes

]
Veilonellaceae Fuschacteria
Unknown_Family 0.2 wlmdem
Acidathermacean 04 Nirospirae .
- Protecbacteria

Nitrospiraceas —
o_ Bacildles;t_Family XI I-D.& Verrucomicrobia
Polyangiaceae
Konbacteraceas
Micropepsaceas
Chitinophagaceas
Xanthobacteraceae
Solbacteraceas_Subgroup_3
Chthoniobacteracean
Haliangiaceae
Rhodancbacleraceae
Acatobacleraceas
Caulobacteraceas
Riyranellacoas

o Clostridkales:f_ Family_XI
Gemmatimonadaceae
Acidobacteriaceas_Subgroup_1
5C_|84

Desultarculaceas
Clostridiaceae_1
Pedosphaeraceas
Burkholderiaceas
Nitrgsomanadaceas
Sphingomonadaceae
Micrococcaceas

T I B B S

wegbyg 0

original
cultivated

g
|

|

waphyg

Swegz 06 pilum
Gaiella

Stercidabactar 04
MND1

Denga

Bryobacter
Clostridium_sensu_stricta_1
JTB255_maring_benthic_group 04
Sphingomonas

Chryseolinga 0.6
Nitrospira

RB41

Aggregatibacter

ENnG0G7

Candidaius_Solibacier
Algrerythrobacter

Haliangium

Escherichia Shi

Reyranella

Acigibacter

Pedomicrabi

Neissari

Prevoiella_7

Haemophilus

Laclobacilus

Lactococtus
Clostridium_sensu_sticto_12
Kiebsiella

Pseudomonas

Vailloneda

Pantoea

Fusobacterium

Wessella

i |

original
cultivated

Genus
Fusobacierum Io_a Phylum

04 Actinobacteria
oo Bacteroidetes
| Firmicutes
0 Fusobacteria
.0.2 B Gemmatimonadetes

04 Nitrospirae
2 s Protecbactena
b 0.6 [ Vemucomicrobia
Pajaroelichacter e

Burkholderia_Caballeronia_Paraburkholderia

original
cultivated



(C) Micrococcaceas
Dongiaceae

A21b
Unknown_Family
Nitrososphaeraceae
Chitinophagaceae
Nitrospiraceas
Haliangiaceae
Chthonicbacteraceas
Solibacteraceae_Subgroup 3
Xanthobacteraceae

Rayranellaceas
TRA3_20
67_14

B1.78S
Pedosphasraceas
Sphingomonadaceas
Gemmatimonadaceas
SC 1 B4
Clostridiaceas_1
Veilionellaceae
Pasteurellaceas
Enterobacteniaceas
Neisseriaceas
Fuscbacteriaceas
Prevoteliaceae
Streplococcaceas
Sporolaciobacillacean
Leuconostocaceas

3

original
cultivated

0 Fusobacteria
0.2 | Gemmatimonadete
Nitrospirae
0.4 Prot .
I -0.6 B Thaumarchasota
Verrucomicrobia

Streplococcus
paa Genus
a

el v

yonacter 04 [l Actinobacteria
Mitrospira ' )
Elin6067 02 E"“‘t"mmm

micules

Candidatus_Udasobacter Fusobacteria
Laciobacillus 02 Jf Nirospiraa
Candidatus_Solibacter Froisntuciats
MND1 I Verrucomicrobia
Reyranela 08

Escherichia_Shigella
RB41

Gaiella
Anaeromyxobacter
milel_7
Sphingomonas
Bradyrhizobium
Veillonella

Bacillus
Fusobactenum
Laclococcus
Enterobacter
Pseudocitrobacter
Prevotelia
Clestridium_sensu_stricto_12
Weissella
Sporolactobacillus
Pantoea
Clestridium_sensu_stricto_1
Neisseria
Haemophilus
Prevoteldla_7

i
3

original
cultivated

Supplementary Figure S6. The main biomarkers for (A) irrigation water, (B) soil,

and (C) rhizosphere soil in original samples compared to the cultured-samples.



