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Background
Protein methylation is an important and reversible post-translational modification..............................
………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………..regulatory roles of protein methylation.
Results
To identify residues that………………………………………………………………………………….......... ……………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………….…………………….….

Conclusions
…………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………………….............................were supported by experimental data.

