Supplementary material

This supplementary material includes two figures demonstratingthe shift of bacterial community compositions along
the 14-years deglaciation chronosequence. (Fig. S1)and the heatmap showing the relative abundace of bacterial

communities among different deglaciation age soils.(Fig. S2).

Fig. S1Yearly change in relative abundance of less dominant bacterial phyla in deglaciated soils along the

deglaciation chronosequence on the Tibetan Plateau.
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Fig. S2 heatmap showing the relative abundace of bacterial communities among different

deglaciation age soils.
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