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Introduction to the Chaohu Lake

Chaohu Lake is located in the middle and lower reaches of the Yangtze River system,
with a watershed population of over 10 million. Its western water is more seriously
polluted, with nitrogen and phosphorus levels and heavy metal concentrations
significantly higher than those in the eastern waters. Chaohu Lake is an important
pivotal water body connecting the Huaihe River basin and the Yangtze River basin,
and its watershed area is one of the most densely populated and economically active
regions in China. Virus abundance, distribution and diversity not only record the
ecological evolution of the upstream area, but also have an important impact on the
health of the population and the ecological environment in the neighborhood and the

middle and lower reaches of the Yangtze River.
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Figure S1. Sampling sites in Chaohu Lake.
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Figure S2. Flowchart of bioinformatic processing. Software is represented in blue.
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Figure S3. Genome quality of vOTUs from Chaohu Lake.
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Figure S4. The common and unique vOTUs between eastern and western Chaohu Lake water.
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Figure S5. Chaol index (A) and Shannon index (B) for lytic viruses, Chaol index (C) and
Shannon index (D) for temperate viruses.
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Figure S6. Relative abundance of viruses whose host is Thermoproteota.



