Supplementary Figure S10: GO analysis of DEPPs in each comparable

group.
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PD vs D up-MF
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PD vs D down-CC
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FPD vs PD up-BP
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FPD vs PD down-BP
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FPD VS PD down-CC
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FPD vs PD down-MF
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FPD vs D up-BP
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FPD vs D up-CC
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