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Figure S1. Downregulated enriched BP biological pathways A at OD 0.2, B at OD 0.5, and C at OD 1.0 after
down-regulating TsaB/YeaZ.
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Figure S1. Upregulated enriched BP biological pathways D at OD 0.2, E at OD 0.5, and F at OD 1.0 after down-
regulating TsaB/YeaZ.



