Figure3.forest plots of gut microbiota to lung cancer and its subtypes
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(D).SCLC
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(E).LCNS[image: 菌群到肺癌-从不吸烟forest]
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Figure4.funnel plots of gut microbiota to lung cancer and its subtypes
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(F)LCES
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Figure5.scatter plots of gut microbiota to lung cancer and its subtypes
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Figure6.leave-one-out plots of gut microbiota to lung cancer and its subtypes
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