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Abstract: To clarify the effects of different rotati
BEEWB . NS H A X E AR SRR 550 H (2022YFDZ- stract: 7o clarily the ellects ol cifferent rotation

0010) 4L A RH HFRIZEHETT H (21326320D) 3 &8 1 patterns on bacterial communities in potato rhizosphere
VA IK AT L2 1 1K 2 il 5 b 7 T e soil, six planting patterns of potato-wheat-sugar beet-potato
AP R % 40 (A treatment) , potato-milk thistle-wheat-potato (B treat-
VEERIAT . THES(1996-) , 4, ALK 1A, Wi -E R 2k, 3 mF ment ) , wheat-sugar beet-wheat-potato ( C treatment) , oil-
FH7 1 HAEYIAR S . (E-mail) 1754899519@ qq.com seed rape-wheat-sugar beet-potato (D treatment) , wheat-
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wheat-potato-potato ( CK, control) were studied. The high-throughput sequencing technology of bacterial 16S region
was used to compare and analyze the effects of six local planting patterns on the structure and function of bacterial com-
munities in potato rhizosphere soil. The results showed that a total of 36 420 amplicon sequence variations ( ASVs)
were obtained from the soil samples under the six rotation patterns, which were divided into 45 phyla, 119 classes,
298 orders, 451 families, 790 genera and 357 species. The dominant bacteria in potato rhizosphere soil under differ-
ent rotation modes were Proteobacteria, Acidobacteria, Bacteroidetes, Gemmatimonadota, Actinobacteria, Plancto-
mycetota, Verrucomicrobiota, Chloroflexi, Myxococcota and Patescibacteria. However, the relative abundance of the
dominant bacteria was different under different rotation patterns. Compared with CK, rotation significantly increased
the relative abundance of Acidobacteria and Gemmatimonadota, while the relative abundance of Actinobacteria de-
creased significantly. In addition, the relative abundance of Lysobacter and functional bacteria related to carbon and ni-
trogen increased. The results of inter-group community difference analysis ( LEfSe) showed that 38 differential species
in the bacterial community were identified. Through gene function prediction, it was found that the relative abundance
of metabolism in primary function was the highest (62.04% -62.46% ). There were 19 categories of secondary func-
tional metabolic pathways with relative abundance greater than 1.0% , among which carbohydrate metabolism had the
highest relative abundance (12.93%-13.29% ). In summary, rotation changed the soil bacterial community structure
and increased the dominant functional bacteria in soil bacteria. In this study, the rotation mode of wheat-sugar beet-

wheat-potato had the best effect, which was more suitable for the sustainable development of potato industry in high-

altitude black soil areas.
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Table 1 The experimental design of this study
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Table 2 Soil sample information and bacterial categories under different rotation patterns
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Fig.1 The « diversity of soil bacterial communities under different crop rotation modes
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