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Comparison of microbial compositions and diversities between healthy and
infected leaf surfaces of Sequoiadendron giganteum
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Abstract: To compare the microbial compositions and diversities on the healthy and infected leaf surface we investigated the bacte—
rial and fungal OTUs on healthy and infected leaf surfaces of Sequoiadendron giganteum sampling from the Lichuan Forestry Science
Institute of Hubei province China using high-throughput sequencing method. The bacterial diversity on the surface of healthy leav—
es was higher than that of infected leaves whereas the proportions of Enterobacter ( Proteobacteria) — Chryseobacterium ( Bacte—
roidetes) and Curtobacterium ( Actinobacteria) on the surface of infected leaves were higher than those of healthy leaves. The fun—
gal diversity on the sunface of healthy leaves was higher than that of infected leaves too. The content of Botrytis caroliniana accounted
for 49.60% of the total number of fungi on the surface of infected leaves much more than that of 16.10% in the healthy leaves. In
this study we think that the fungi of B.caroliniana may be related to the disease in S. giganteum since its higher proportion on the in—
fected leaves. This finding is important for the prevention and control of pathogenic microorganism in S.giganteum.
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