Table S1 Permutational analysis testing the effects of living AM fungal inoculation (mycorrhizal inoculation), AM fungal necromass amendment (necromass), and their interaction (mycorrhiza×necromass) on the beta diversity (Adonis, Bray) of different microbial groups (prokaryotes, protists, and fungi) in the different pot compartments. R2 and p values are indicated. Number of permutations: 1000. Significant p values (< 0.05) are indicated in bold.
	
	mycorrhizal inoculation
	necromass 
	mycorrhiza×necromass 

	rhizosphere

	Prokaryotes
	0.262 (< 0.001)
	0.072 (0.183)
	0.124 (0.027)

	Protists 
	0.162 (0.036)
	0.038 (0.696)
	0.078 (0.284)

	Fungi
	0.373 (0.012)
	0.020 (0.608)
	0.037 (0.396)

	root-free compartment

	Prokaryotes
	0.226 (0.005)
	0.069 (0.237)
	0.082 (0.129)

	Protists 
	11.129 (0.006)
	1.474 (0.248)
	3.451 (0.088)

	Fungi
	0.155 (0.010)
	0.035 (0.651)
	0.072 (0.267)

	mesh bags

	Prokaryotes
	0.239 (< 0.001)
	0.052 (0.411)
	0.102 (0.057)

	Protists 
	0.039 (0.811)
	0.046 (0.733)
	0.042 (0.771)

	Fungi
	0.006 (0.950)
	0.126 (0.150)
	0.018 (0.887)





Table S2 Permutational analysis testing the effects of living AM fungal inoculation (mycorrhizal inoculation), AM fungal necromass amendment (necromass), and their interaction (mycorrhiza×necromass) on the beta diversity (Adonis, Bray) of ammonia oxidizing archaea and bacteria (AOA and AOB, respectively) in the different pot compartments. R2 and p-values are indicated. Number of permutations: 1000. Significant p values (< 0.05) are indicated in bold.
	
	mycorrhizal inoculation
	necromass 
	mycorrhiza×necromass 

	rhizosphere

	AOA
	0.026 (0.639)
	0.033 (0.556)
	0.344 (0.008)

	AOB
	0.035 (0.805)
	0.114 (0.087)
	0.096 (0.174)

	root-free compartment

	AOA
	0.108 (0.116)
	0.084 (0.211)
	0.047 (0.580)

	AOB
	0.062 (0.577)
	0.075 (0.426)
	0.159 (0.070)

	mesh bags

	AOA
	0.091 (0.039)
	0.346 (0.002)
	0.335 (< 0.001)

	AOB
	0.619 (0.592)
	0.075 (0.445)
	0.159 (0.056)





Table S3 Identification of microbial taxa significantly affected by the experimental factors (myc - inoculation with the living AM fungus, necromass - administration of AM fungal necromass to rhizosphere, compartment - identity of the pot compartment) using aldex.kw module following one-way ANOVA for prokaryotes and fungi. P values are indicated. 
	Groups (genus)
	myc
	necromass
	compartment

	Prokaryotes
	
	
	

	Mesobacillus
	0.008
	-
	-

	Bhargavaea
	0.040
	-
	-

	Fungi

	Sarocladium
	0.012
	-
	-

	Spizellomycetales and Rhizophlyctidales
	0.028
	-
	-

	Rhizophlyctis
	-
	0.040
	-






Table S4 Identification of ammonia oxidizing bacteria and archaea (AOB and AOA, respectively) significantly affected by the experimental factors (myc - inoculation with the living AM fungus, necromass - administration of AM fungal necromass to rhizosphere, compartment - identity of the pot compartment) using aldex.kw module following one-way ANOVA. P values are indicated.
	Accession number
	Groups
	myc
	necromass
	compartment

	
	AOB

	JQ249856
	AOB 3.9 ammonia monooxygenase subunit A amoA 
	-
	-
	< 0.001

	HQ168233
	AS30c67 ammonia monooxygenase amoA 
	-
	-
	< 0.001

	HQ116643
	MBR_37-15 AmoA 
	-
	-
	< 0.001

	HM803858
	N1_53 ammonia monooxygenase subunit.A amoA 
	-
	-
	< 0.001

	DQ995950
	24 ammonia.monooxygenase amoA 
	-
	-
	0.004

	
	AOA

	HM589803
	AP A5 59 ammonia monooxygenase subunit A amoA 
	-
	-
	< 0.001

	KY606700
	W2 AOA2 ammonia monooxygenase subunit A amoA 
	-
	-
	0.034





