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Supplementary Materials:
Supplementary Tables:
Table S1.   Plant biomass, water content, nitrogen contents and nodulation of Robinia pseudoacacia  seedlings of DB provenance as affected by rhizobia inoculation.
	Treatments
	Whole plant biomass (g Fw)
	Foliar water contents (%)
	Root water contents (%)
	Numbers of nodules
	Foliar total N contents (mg g-1 DW)
	Root total N contents (mg g-1 DW)

	DB214
	Inoculation
	13.31±1.51 A
	78.51±1.34 A *
	[bookmark: OLE_LINK34]74.46±1.23 A*
	37.30±5.54 A 
	31.63±1.32 A*
	24.68±1.01 A*

	
	Non-Inoculation
	12.31±1.12 A
	73.13±0.57 B *
	64.23±1.15 B*
	0.00±0.00 B 
	29.82±1.11 A*
	21.85±1.22 B*


[bookmark: _Hlk192235238]DB214 indicates Robinia originating from the Dongbei Province; Inoculation, inoculation with rhizobia; Non-Inoculation, without rhizobia inoculation; Data are means (±SD) (n=4). Different capital letters (A, B) indicate significant differences between inoculation and non-inoculation (p<0.05). Asterisks (*) indicates differences between leaves and roots of the same inoculation/non-inoculation treatment (p<0.05). 

Table S2. Statistics of the transposable element prediction.
	Class
	
	Count
	bpMasked
	%masked

	LTR
	
	
	
	

	
	Copia
	75368
	67887584
	10.08%

	
	Gypsy
	99576
	120207164
	17.84%

	
	unknown
	85249
	41124015
	6.10%

	TIR
	
	
	
	

	
	CACTA
	67322
	27123328
	4.03%

	
	Mutator
	104174
	29383100
	4.36%

	
	PIF_Harbinger
	9824
	3120234
	0.46%

	
	Tc1_Mariner
	3656
	893824
	0.13%

	
	hAT
	53136
	18462751
	2.74%

	nonLTR
	
	
	
	

	
	LINE_element
	560
	448641
	0.07%

	
	unknown
	310
	185618
	0.03%

	nonTIR
	
	
	
	

	
	helitron
	72411
	24176559
	3.59%

	repeat_region
	
	118562
	35418656
	5.26%

	Total
	
	690148
	368431474
	54.68%




Supplementary Figures:
Figure S1. Schematic graph of rhizobia strain inoculation and non-inoculation control treatments on roots of Robinia pseudoacacia seedlings. 
[bookmark: _Hlk192235073]Figure S2. Phenotypic schemes of roots (a) and seedlings (b) of Robinia pseudoacacia with rhizobia inoculation and non-inoculation treatments.
Figure S3. Genome scope analysis of the Robinia pseudoacacia assembly.
Figure S4. Gene and DNA transposon density plot of largest contigs.
Figure S5. Size and telomer locations of the 20 largest contigs of the Robinia pseudoacacia assembly.
Figure S6A. Dot plot showing a whole genome comparison between Robinia pseudoacacia on nucleotide level.
Figure S6B. Dot plot showing a comparison between two Robinia pseudoacacia genomes based on gene synteny. Showing only the 10 largest scaffolds.
Figure S7. Results of WGCNA. A: Heatmap showing correlation of replicated tissue specific samples to modules. B: Dendrogram reflecting distance metrics (heights) of module clustering.
Figure S8. Co-expression network analysis of Robinia pseudoacacia and Medicago truncatula. (A) Clustering dendogram of Medicago truncatula samples with all expressing genes. (B) Clustering dendogram of R. pseudoacacia samples with all expressing genes. (C) Module-tissue correlations of co-expression network modules. (D) Co-expression network modules comparison by their shared number of orthologs. (E) Enrichment of Mercator level-1 annotation for co-expression network modules of both species.
Figure S9. GO term enrichment analysis - Biological Process.
Figure S10. GO term enrichment analysis - Cellular Component.
Figure S11. GO term enrichment analysis - Molecular Function.
[bookmark: _1t3h5sf]
[bookmark: OLE_LINK47]
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Figure S6A.
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Figure S6B.
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Figure S7.
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Figure S8.
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Figure S10.
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