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Table 1 Locations of sampling sites and their water depths
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5 J=tivA L (°E) B (C°N) K (m)
1 DL-1 116.6673 433768 1.53
2 DL-2 116.6271 43.3564 525
3 DL-3 116.6096 43.3249 5.15
4 DL-4 116.6619 43.3222 6.75
5 DL-5 116.6831 433158 5.90
6 DL-6 116.6333 433121 6.80
7 DL-7 116.5931 43.2965 6.80
8 DL-8 116.6513 43,2852 7.00
9 DL-9 116.5645 432675 0.45
10 DL-10 116.6932 43.2667 4.30
11 DL-11 116.6088 432737 8.20
12 DL-12 116.5835 43.2498 7.20
13 DL-13 116.6814 43.2452 3.70
14 DL-14 116.5011 43.2386 7.18
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Figure 2 Bacterial community composition at the phylum level across different depths
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Figure 3 Bacterial community composition at the genus level across different depths
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A dataset of bacterial community diversity at different depths in
Lake Dali in summer 2019

JIN Yugqi!, LI Wenbao*2, SHI Yujiao!, LIU Ruoxin', XU Bingxian'

1. Key Laboratory of Water Resource Protection and Utilisation in Inner Mongolia Agricultural University,
Inner Mongolia Agricultural University, Huhhot 010018, P.R. China

2. Collaborative Innovation Centre for Integrated Management of Water Resources and Water Environment
in Inner Mongolia Section of the Yellow River Basin, Huhhot 010018, P.R. China

Abstract: As important components of regional ecosystems, lakes play a key role in regional climatic,
hydrological cycles and ecological balance. The structure and composition of microbial communities
directly affect the stability of ecosystems and the health of organisms, while also serving as key indicators
of environmental pollution and the occurrence of diseases. Due to variations in physicochemical properties,
water bodies at different depths often exhibit pronounced vertical differentiation in microbial community
structure and function. Vertical distribution studies on bacterial communities in lakes on the Inner Mongolia
Plateau, characterized by their unique geographical features, boasts both strong regional specificity and
broad ecological significance. As a typical closed inland lake on the Inner Mongolia Plateau, Lake Dali
provides an ideal natural laboratory for studying the structure of bacterial communities and its interactions
with environmental factors, due to its unique geographical location and ecological environment. The
dataset collect and collate information on the bacterial community composition of Dali Lake at different
depths in summer 2019 (derived from high-throughput sequencing and subjected to rigorous quality control
and evaluation), together with key environmental parameters of the lake water, including water temperature,
dissolved oxygen, conductivity, acidity and alkalinity, total nitrogen, total phosphorus, etc. (measured
through laboratory experimental analyses), By revealing the vertical distribution patterns of bacterial
communities, exploring the mechanisms by which environmental factors shape community structure, and
assessing the potential ecological functions of key bacterial taxa, the dataset contributes to a deeper
understanding of microbially driven processes in Plateau lake ecosystems. Moreover, it provides important
scientific basis and technical support for coping with climate change, controlling eutrophication, mitigating
pollution, and advancing biotechnological applications. The open sharing of this dataset will also furnish a

valuable data resource for researchers in related fields.
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Dataset profile

Title

A dataset of bacterial community diversity at different depths in Lake Dali in summer

2019

Data authors

JIN Yugqi, LI Wenbao, SHI Yujiao, LIU Ruoxin, XU Bingxian

Data corresponding author

LI Wenbao(tianshitd@126.com)

Time range 2019
Geographical scope 116°26'-116°45'E, 43°13"-43°23'N
Data Volume 4.98 MB
Data formate *.Zip

Data service system

https://doi.org/10.57760/sciencedb.j00001.01161

Source of funding

INational Natural Science Foundation of China (52160021); Science and Technology
Tackling Project of Inner Mongolia Autonomous Region (2020GG0009); “Young
Scientific and Technological Talents Supporting Programme” of Higher Education
Institutions in Inner Mongolia Autonomous Region (NJYT-20-A14); Natural Science

Foundation of Inner Mongolia Autonomous Region (2021MS005043).

Dataset composition

The dataset consists of five data files: (1) “Network Structure Properties” contains the
data of bacterial ecological network; (2) “Site data.xIsx” contains the data of sampling
site locations and water depths; (3) “Environmental Factor Data.xIsx” contains the
experimental data of surface, middle, and bottom water sample, and the methods of
measurement; (4) “Sample Information.xIsx” contains sample statistics, valid sequence
information, Operational Taxonomic Units (OTU) classification and Alpha diversity
data; (5) “KEGG Functional Abundance Statistics.xlsx” contains the abundance data of

functional categories such as enzyme, KEGG Orthology (KO), module, and pathways

(level 1, 2 and 3).
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