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Introduction

The Changjiang River estuary and its adjacent area show unique
phenomena such as dilute water diversion, anoxic, frontal migration,
and maximum turbidity zone, which directly or indirectly affect the
physical and chemical factors such as temperature, salinity, suspended
particulate matter and nutrients, represent a unique ecosystem (Zhang
et al. 2007, ). In this study, During the R/V “Zheyuke#2” cruises (July,
1st, 2017 — July, 8th, 2017), niche partitioning of the key bacterial and
archaeal groups from two size fractions (0.2-3 pm and >3 pm) was
investigated in three regions including estuary area, maximum
turbidity zone, and sea area along the Changjiang estuary to the East
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China Sea. To explore the relationship between the specific microbial Fig. 3a Venn diagram of bacterial species at Fig. 3b Venn diagram of archaeal species at
taxa and environmental conditions, advanced the understanding of OTU level. OTU level.
preferences of specific bacterial and archaeal taxa for distinct niches Different colors represent different groups, overlapping parts represent OTUs shared

by multiple groups, and no overlapping parts represent OTUs unique to the groups,

within the estuarine environment. numbers in the chart represent the corresponding number of OTUs.
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