Fig. S1. The clustering regulation pattern of DEGs among populations.
A. The clustering regulation pattern of DEGs between DD and FK population in July.
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B. The clustering regulation pattern of DEGs between DD and HG population in July.
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C. The clustering regulation pattern of DEGs between HG and FK population in July.
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D. The clustering regulation pattern of DEGs between DD and FK population in August.
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E. The clustering regulation pattern of DEGs between DD and HG population in August.
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F. The clustering regulation pattern of DEGs between HG and FK population in August.
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G. The clustering regulation pattern of DEGs between DD and FK population in September.
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