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Abstract
As an emerging issue, climate change regularly enhances drought stress and subsequently affects the growth, development and yield of crops. The microbial community, such as fungi and bacteria in the rhizosphere, is of special importance to the plants. In this study, the soil collected from the cotton research field was used to grow cotton (Gossypium hirsutum cv. Jin668) plants. Drought stress was applied to the cotton plants until phenotypes appeared, while control plants were regularly watered. At the same time, the soil without plants was also subjected to drought stress, while the control pots were regularly watered. The Soil was collected in sterilized tubes and the microbial isolated DNA was sequenced by high-throughput sequencing. In general, the bacterial community structure of cotton rhizosphere dominantly consisted of phylum Proteobacteria (31.7%), Actinobacteria (29.6%), Gemmatimonadetes (9.8%), Chloroflexi (9%) Cyanobacteria (5.6%), Acidobacteria (4.2%) and Saccharibacteria (3.2%). However, Chloroflexi and Gemmatimonadetes were dominant in drought treated rhizosphere. The Present study revealed that cotton rhizosphere had a rich pool of bacterial communities even under drought stress which can improve drought tolerance in plants. This data will facilitate to improve drought tolerance of cotton artificially through soil microbial community. 
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