Supplementary figures

Fig. S1 Leaf phenotypes of maize with and without AMF inoculation under different K
conditions.



0.6mM K_AMF vs 0.6mM K_NM (Molecular Function)

3mM K_AMF vs 3mM K_NM (Molecular Function)
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Fig. S2 Molecular function of GO enrichment.




0.6mM K_AMF vs 0.6mM K_NM (Cellular Component)

3mM K_AMF vs 3mM K_NM (Cellular Component)
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Fig. S3 Cellular components of GO enrichment.




0.6mM K_AMF vs 0.6mM K_NM (Cellular Component)

3mM K_AMF vs 3mM K_NM (Cellular Component)
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Fig. S4 Biological process of GO enrichment.




0.6mM K_AMF vs 0.6mM K_NM (Cellular Component)

3mM K_AMF vs 3mM K_NM (Cellular Component)

GO:0008876 extracellular ragion
GO:0048046 apoplast
GO:0071844 cell periphery
GO:0D0SE18 cell wall
GO:0030312 external encapsulating structurs |
G0:0005886 plasma membrane |
G0:00466 56 anchored component of plasma membrane
GO:0031224 intinsic component of membrane
G0:0031225 anchored component of membrane
GO:0016021 integral component of membrane
G0:0031226 intrinsic component of plasma membrane |
©0:0017419 Golgi transport complex
GO:0005901 caveola .
GO:0044853 plasma membrane raft .
GO:0045121 membrane raft .
GO:0098857 membrane microdomain -
GO:0044425 membrane part
GO:0044459 plasma membrane part
GO:0008911 cell-call junction
G0:0008506 plasmadesma
GO:0055044 sy mplast
GO:0020054 cal junction
GO:00086 15 extracellular space
GO:0044421 extracellular region part

GO: 0032580 Golgi cisterna membrane { _ »
060 0.25 050 075

RichFactor

0 0,0,0,,0

FEEEERL ]

100

GO:0005576 extracellular region

(GO:0005615 extracellular space

G0:0044421 extracellular region part

GO:D048046 apoplast

GO:0046658 anchared component of plasma membrane
GO:0031225 anchored component of membrane
GO:0071844 cell periphery

GO:0031226 intrinsic component of plasma membrane
G0:0005618 cell wall

GO:0020312 external encapsulating structure
GO:000ST 64 lysosome

GO:0000323 Iytic vacuole

GO:0044458 plasma membrane part

GO:0005836 plasma membrane

GO:D0DS7TT peroxisome

GO:0042579 microbody

G0:0022627 cytosolic small ribosomal subunit
G0:0015235 small ribosomal subunit

GO:0022626 cytosolic ribosome

GO:0044445 cytosdic part

GO:0044381 ribosomal subunit

GO:0005738 mitochondrion

GO:0005773 vacuole
GO:0005840 ribosome
1016020 membrane

*
.
.
.
.
.
[
.
.
.
.
. p_vaks
. o8
08
. 04
. 02
.
]
T 005
RichFactor

6mM K_AMF vs 6mM K_NM (Cellular Component)
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Fig. S5 The top 25 enriched KEGG pathways of the significantly changed genes.
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Fig. S6 GO analysis of genes in the midnightblue, darkturquoise and tan models.
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Fig. S7 The qRT-PCR results of 12 genes under K conditions of 0.6 mM, 3 mM, and 6
mM with/without AMF inoculation. The same letter indicates not statistically
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Fig. S8 Phylogenetic tree analysis of maize ARF family genes and reported genes.
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Fig. S9 Phylogenetic tree analysis of maize CBL family genes and reported genes.
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Fig. S10 Phylogenetic tree analysis of maize CIPK family genes and reported genes
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Fig. S11 Phylogenetic tree analysis of maize CPK family genes and reported genes
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reported genes.
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Fig. S13 Phylogenetic tree analysis of maize MAPKK family genes and reported genes
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Fig. S14 Phylogenetic tree analysis of maize MYB family genes and reported genes.
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Fig. S15 Phylogenetic tree analysis of maize NPF family genes and reported genes
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Fig. S16 Phylogenetic tree analysis of maize PIN family genes and reported genes.
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Fig. S17 Phylogenetic tree analysis of maize RBOH family genes and reported genes
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Fig. S18 Phylogenetic tree analysis of maize RUPO family genes and reported genes.



