Figure legends
[bookmark: OLE_LINK359][bookmark: OLE_LINK360][bookmark: OLE_LINK355][bookmark: OLE_LINK356]Fig.1 Soil characteristics of long-term intensive managed in Moso bamboo forests. CK, non-managed Moso bamboo forest. IM, IM10, IM15, IM20 are Moso bamboo forests that received 6, 10, 15, and 20 years of intensive management, respectively. SOC, TN, AN, AP, AK, NH4+-N, NO3--N indicate soil organic C, total N, Available N, available P, available K, ammonium, and nitrate, respectively. Shown are mean values and associated standard deviations. Different characters in a single column indicate significant difference between the treatments at P < 0.05
[bookmark: OLE_LINK24][bookmark: OLE_LINK25]Fig 2 Abundance of the cbbL (a) and nifH gene (b) in topsoil and subsoil under long-term intensively managed Moso bamboo forests. CK, non-managed Moso bamboo forest. IM6, IM10, IM15 and IM20, are Moso bamboo forests received 6,10, 15, and 20 years of intensive management, respectively. Error bars are standard deviations (n = 3). Different lowercase and uppercase letters indicate significant differences among the stands in the chronosequence in topsoil and subsoil, respectively. Different letters above bars indicate significant differences at the P < 0.05 level between treatments. ** on the columns indicates significant difference between top- and subsoils(P < 0.01).
Fig 3 Average relative abundance of cbbL T-RFs (a), average relative abundance of nifH T-RFs (b) in topsoil and subsoil under long-term intensively managed Moso bamboo forests. CK, non-managed Moso bamboo forest. IM6, IM10, IM15 and IM20 are Moso bamboo forests received 6,10, 15, and 20 years of intensive management, respectively. Fragment sizes (bp) within the graph indicate the size of the experimental T-RFs
Fig.4 Phylogenetic analysis of the (a) partial cbbL sequence and (b) nifH gene affiliated with known sequences in GenBank. HP represent the experimental site of Heping, and the numbers before HP represent the respective number of clones. The numbers after GenBank accession numbers indicate the respective sizes of the T-RFs after in silico analysis with the restriction enzyme Msp I for cbbL and Hae Ⅲ for nifH. The selective sequences from clone library were matched T-RFs found in the T-RFLP profiles as determined by endonuclease digestion. The bootstrap consensus tree was inferred from 1000 replicates. Bootstrap values are shown at nodes when they exceed 30% of replicates. 
Fig. 5 The a and b are NMDS ordination plots of CO2 fixation bacteria in topsoil and subsoil respectively, c and d are NMDS ordination plots of diazotrophic bacteria in topsoil and subsoil respectively, under long-term intensively managed Moso bamboo forests. CK, non-managed Moso bamboo forest. IM6, IM10, IM15 and IM20 are Moso bamboo forests received 6,10, 15, and 20 years of intensive management, respectively.
[bookmark: OLE_LINK368][bookmark: OLE_LINK369]Fig.6 The a, b, c, and d represent redundancy analysis of T-RFLP profiles for CO2 and N2 fixation bacteria in topsoil and subsoil under long-term intensively managed Moso bamboo forests, respectively. CK, non-managed Moso bamboo forest. IM6, IM10, IM15 and IM20 are Moso bamboo forests received 10, 15, 20, and 25 years of intensive management, respectively.
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