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Abstract : The microbial communities in mangrove sediments have evolved spatial distribution
features with different characteristic and carbon sink capacity under the environment-specific selection
pressure. The composition, diversity and potential carbon sink capacity of the sediment microbial com-
munities were analyzed using 16S rRNA high-throughput sequencing in a typical mangrove area in
Shantou city, eastern Guangdong province. The results showed that the dominant phyla in mangrove
sediment were Proteobacteria, Chloroflexi and Desulfobacterota, and the dominant microorganisms at
the genus level were derived from unclassified Gammaproteobacteria , Anaerolinea and Woeseia.

Sediments with low pollution and immature forest had higher richness and lower evenness, while
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sediments with moderate levels of pollution and mature forest stands had relatively high biodiversity

and evenness. With increasing depth, the microbial a-diversity indexes such as richness, diversity and

evenness of sediment microorganisms showed a decreasing trend, among which the diversity index

decreased most significantly (P < 0.05). The mangrove areas with less pollution and immature forest

stands had the optimal microbial carbon sink capacity while there was no significant relationship

between microbial carbon sink capacity and sampling depth. This study provide a theoretical basis for

the resource utilization of mangrove sediment microorganisms.
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Fig. 1 Geographical and environmental characters of sediment sampling sites in eastern Guangdong typical mangrove area
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Fig.2 Venn diagram and alpha diversity indexes of microbe in horizontal sediment samples
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Fig.4 Venn diagram and alpha diversity indexes of microbe in vertical sediment samples
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Fig. 7 Potential carbon sink capacity of sediment microbes
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