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{Endosome membrane M Positive enrichment in RR-siHDAC6
1Endosome

1Defense response to other organism

1Defense response

1Cellular macromolecule biosynthetic process

1Cellular component disassembly

JAutophagy of nucleus

JAutophagy of mitochondrion

JAutophagosome organization

1Negative regulation of telomere maintenance

1Negative regulation of telomerase activity

1Negative regulation of organelle organization

1Negative regulation of chromosome organization

1Negative regulation of DNA metabolic process

“Negative regulation of DNA biosynthetic process

1Mitochondrial genome maintenance

-DNA recombination

1DNA biosynthetic process

1Chromosome organization
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