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E N-TERMINAL ACETYLTRANSFERASE (NAT1) DEAD BOX ATP-DEPENDENT RNA HELICASE (HEL12)
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MITOCHONDRIAL F1F0 ATP SYNTHASE (ATP12) CHAPERONIN 60C (CPN60C)
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RT-qPCR: . control . stress MNase-ChIP-qPCR: . control . stress * 0.052p>0.01 * 0.012p>0.001 = 0.0012p



