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Figure S1. Relative abundances of soil bacteria at the genus level under different land use types. Relative abundances are based on the proportional frequencies of bacterial DNA sequences that could be defined at the genus level. QM; Quercus mongolica; LG: Larix gmelinii; PK: Pinus koraiensis; SL: Shrubland; ZM: Zea mays. 
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[bookmark: _GoBack]Figure S2. Venn diagrams of OTU richness. QM: Quercus mongolica; LG: Larix gmelinii; PK: Pinus koraiensis; SL: Shrubland; ZM: Zea mays. 
others	QM	LG	PK 	SL	ZM	79.413083514609013	78.944294090293326	75.586621252320668	79.119677434675992	80.692226921488128	Nitrobacter	QM	LG	PK 	SL	ZM	3.8245950227000005	4.5686649628566665	6.7222373664966684	3.0763720926199998	1.2076148725516667	Gemmatimonas	QM	LG	PK 	SL	ZM	1.3999580008153332	1.5881640232899996	1.9195191552599997	1.1311385673750001	5.7562779646066664	Sphingomonas	QM	LG	PK 	SL	ZM	1.8143603518016669	1.4005180611999999	0.90035987690066677	2.2487105834933336	4.6722558645366679	Rhodoplanes	QM	LG	PK 	SL	ZM	1.6727637763899998	1.6274033778833334	1.6859473272733332	2.4519509763066663	0.20326503600473331	Variibacter	QM	LG	PK 	SL	ZM	1.4569403692666667	1.6942770522200001	2.90231503005	1.1619866622986668	0.30930881386840003	RB41	QM	LG	PK 	SL	ZM	1.8679675445666666	1.4627287985299999	1.0221450371646668	2.4339224742033334	0.38193771163336665	Pseudolabrys	QM	LG	PK 	SL	ZM	0.9278205905836665	1.6713534656300002	2.9614648839033335	0.49550764554633331	0.991328569647	Mycobacterium	QM	LG	PK 	SL	ZM	1.2415990325856667	1.3447892777499999	1.9173041623633331	1.0017009447143332	0.74478507965633323	Actinoplanes	QM	LG	PK 	SL	ZM	1.5137435352823336	0.78503884471999985	0.17753828010666667	1.8487540000766665	1.7365217336423333	Solirubrobacter	QM	LG	PK 	SL	ZM	1.7477813105466669	1.1291524260210002	0.33657574135633334	1.6458488691466666	0.86918011394136674	Haliangium	QM	LG	PK 	SL	ZM	1.1480587781969998	1.45887106902	1.1060353627596666	1.1097917311800001	0.88658862500666669	Candidatus_Solibacter	QM	LG	PK 	SL	ZM	0.64564560788533332	1.25669635166	2.3486892110833333	0.50373990015299996	0.89717397395900012	Pseudonocardia	QM	LG	PK 	SL	ZM	1.3256825647699999	1.0680481989256667	0.41324731296133327	1.7708981182100001	0.65153471945766661	Land use types


Relative abundance of dominant bacteria genus(%)




image1.tiff




