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[bookmark: OLE_LINK449][bookmark: OLE_LINK448]FIGURE S1 Location of Yu’lin on the Loess Plateau of China (a) and schematic illustration of row placement in the different experimental planting patterns (b).
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[bookmark: _Hlk45869881]FIGURE S2 Daily air temperature and precipitation during the crop growing season (May-September) in 2017, 2018 and 2019 in Yulin, Shaanxi, China
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[bookmark: OLE_LINK344][bookmark: OLE_LINK345]FIGURE S3 Distribution of bacterial (a) and fungal (b) class communities under intercropping patterns. MP, 2P2M, 4P2M, 4P4M, and 2P4M represent the monoculture proso millet, 2 rows of proso millet intercropped with 2 rows of mung bean (2P2M), 4 rows of proso millet intercropped with 2 rows of mung bean (4P2M), 4 rows of proso millet intercropped with 4 rows of mung bean (4P4M), and 2 rows of proso millet intercropped with 4 rows of mung bean (2P4M), respectively.
[bookmark: OLE_LINK1][bookmark: OLE_LINK2][bookmark: OLE_LINK3][bookmark: OLE_LINK4][image: ]
FIGURE S4 Distribution of bacterial (a) and fungal (b) order communities under intercropping patterns. MP, 2P2M, 4P2M, 4P4M, and 2P4M represent the monoculture proso millet, 2 rows of proso millet intercropped with 2 rows of mung bean (2P2M), 4 rows of proso millet intercropped with 2 rows of mung bean (4P2M), 4 rows of proso millet intercropped with 4 rows of mung bean (4P4M), and 2 rows of proso millet intercropped with 4 rows of mung bean (2P4M), respectively.
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[bookmark: OLE_LINK90][bookmark: OLE_LINK71][bookmark: OLE_LINK72][bookmark: OLE_LINK74][bookmark: OLE_LINK73]FIGURE S5 Ordination plots of the results from the redundancy analysis (RDA) to identify the relationships among the bacterial (a) and fungal (b) taxa (blue arrows) and the plant properties and soil N (red arrows) at the Class level.
[bookmark: OLE_LINK80][bookmark: OLE_LINK81][bookmark: OLE_LINK202][bookmark: OLE_LINK203][bookmark: _Hlk1466341][bookmark: OLE_LINK204][bookmark: _Hlk1466364][bookmark: OLE_LINK205][bookmark: _Hlk1466373][bookmark: OLE_LINK206]Bacterial taxa: Actinobacteria (Actin), Acidimicrobiia (Acidi), Thermoleophilia (Thermol), Alphaproteobacteria (Alpha), Betaproteobacteria (Betap), Deltaproteobacteria (Delta), Gammaproteobacteria (Gamma), Thermomicrobia (Thermom), Chloroflexia (Chlor), Gemmatimonadetes (Gemma), Nitrospira (Nitro).
[bookmark: OLE_LINK84][bookmark: OLE_LINK85][bookmark: OLE_LINK24][bookmark: OLE_LINK43][bookmark: OLE_LINK347]Fungal taxa: Sordariomycetes (Sorda), Eurotiomycetes (Eurot), Leotiomycetes (Leoti), Mortierellomycetes (Morti), Pezizomycetes (Peziz), Agaricomycetes (Agari), Unidentified (Unide).
[bookmark: OLE_LINK178][bookmark: OLE_LINK47][bookmark: OLE_LINK55][bookmark: OLE_LINK346][bookmark: OLE_LINK348]Plant properties: Grain yield (GY), stem nitrogen (Stem N), leaf nitrogen (Leaf N), sheath nitrogen (Sheath N), ear nitrogen (Ear N).
Soil N: Total nitrogen (TN), nitrate (NO3−−N), ammonium (NH4+–N), microbial biomass nitrogen (MBN).
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[bookmark: OLE_LINK52][bookmark: OLE_LINK53][bookmark: OLE_LINK75][bookmark: OLE_LINK77]FIGURE S6 Ordination plots of the results from the redundancy analysis (RDA) to identify the relationships among the bacterial (a) and fungal (b) taxa (blue arrows) and the plant nitrogen, soil nitrogen, plant biomass and grain yield (red arrows) at the Order level.
[bookmark: OLE_LINK91][bookmark: OLE_LINK92][bookmark: OLE_LINK46]Bacterial taxa: Micrococcales (Microc), Frankiales (Franki), Propionibacteriales (Propio), Streptomycetales (Strept), Micromonosporales (Microm), Pseudonocardiales (Pseudo), Corynebacteriales (Coryne), Acidimicrobiales (Acidim), Solirubrobacterales (Soliru), Gaiellales (Gaiell), Rhizobiales (Rhizob), Rhodospirillales (Rhodos), Sphingomonadales (Sphing), Nitrosomonadales (Nitroso), Myxococcales (Myxoco), Xanthomonadales (Xantho), Gemmatimonadales (Gemmat), Nitrospirales (Nitrosp), Unidentified (Uniden).
[bookmark: _Hlk1420708][bookmark: OLE_LINK93]Fungal taxa: Onygenales (Onygen), Mortierellales (Mortie), Hypocreales (Hypocr), Sordariales (Sordar), Leotiomycetes (Leotio), Xylariales (Xylari), Microascales (Microa), Pezizales (Peziza), Glomerellales (Glomer), Unidentified (Uniden).
[bookmark: OLE_LINK338][bookmark: OLE_LINK339][bookmark: OLE_LINK485][bookmark: OLE_LINK486][bookmark: _Hlk1420975]Plant properties: Grain yield (GY), stem nitrogen (Stem N), leaf nitrogen (Leaf N), sheath nitrogen (Sheath N), ear nitrogen (Ear N).
Soil N: Total nitrogen (TN), nitrate (NO3−−N), ammonium (NH4+–N), microbial biomass nitrogen (MBN).
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