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Abstract MGII that belonging to Euryarchaeota, are among the most abundant heterotrophic microorgan-
isms in surface ocean and are important players in the degradation of organic matter., Research so far has
shown that the distribution of MGII could be affected by various parameters such as seasonality, tempera-
ture and salinity. They were known to have higher metabolic activity in coastal and estuarine regions than
the open ocean. However, the patterning of MGII distribution in the ocean and their ecological functions
are unclear, Here, we performed sequencing analysis using samples from four different regions including
Pearl River Estuary (PRE), Jiulong River Estuary (JRE), East China Sea (ECS)., and Jiaozhou Bay
(JZB). Results of Miseq sequencing indicate that the MGII have different distributional patterns and community
compositions in various areas. Diversity analyses show that the faith’ PD and Pielou” evenness of MGII in PRE are sig-
nificantly different from those in other areas, indicating regional specificity of MGII community in Chinese coasts and
estuaries. Phylogenetic analyses show that MGII OTUs from the PRE represent a unique group, whereas MGII OTUs
in other areas have considerable overlaps. This study provides an integrated view of MGII’s distributional patterns in
Chinese coastal and estuarine waters which may contribute to a better understanding of MGII's potential ecological

functions in the Pear]l River Estuary.
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