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Supplementary Materials 

 

Legends of Supplementary Figures and Datasheets: 

  

Figure S1. Immunoblot analysis of the expression of HDAC6 and other 

deacetylase family members in wild-type and HDAC6 knockout mouse tissues. 

(A) Proteins extracted from different tissues of wild-type or HDAC6 knockout mice 

were immunoblotted with antibodies against HDAC6, acetylated α-tubulin (AcTub), 

and α-tubulin, respectively. (B) Proteins extracted from liver tissues of wild-type or 

HDAC6 knockout mice were subjected to immunoblotting with the indicated 

antibodies. 
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Figure S2. Overlap of lysine-acetylated protein identifications between our study 

and previous large-scale acetylome analyses. Overlap of lysine-acetylated protein 

identification between our dataset (in color) and mouse liver mitochondrial acetylome 

datasets reported by the Denu’s group (Hebert et al., 2013) (grey) (A), and the 

Gibson’s group (Rardin et al., 2013) (grey) (B). The fraction of potential HDAC6 

substrates (yellow) is entailed in the total of quantified proteins in our study (pink). 

  

Figure S3. Effects of HDAC inhibitors on the acetylation levels of α-tubulin, 

MYH9, and Hsc70. 293T cells were treated with DMSO (-), tubacin (1 or 5 μM), 

TSA (1 or 5 μM), or NaB (1 or 10 mM) for 8 h. In (A), cell lysates were subjected to 

immunoblot analysis with antibodies against acetylated α-tubulin or α-tubulin. In (B) 

and (C), anti-AcK immunoprecipitates and total cell lysates were immunoblotted with 

antibodies against MYH9 (B) or Hsc70 (C). 
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Datasheet S1. Summary of the immunoprecipitated proteins quantified in at 

least four replicates. 

  

Datasheet S2. Protein identification and quantification reports from six 

experimental replicates. 
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