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- Reaction rate of Wittig reaction strongly depends on the two N-terminal amino acid. « DFT calculation of transition state geometry by gaussian shows in model peptide CHO-Ala-Ala, * Model peptide with hydrogen bonds showed higher reaction rate.
- Peptides with penultimate Pro-Pro exhibit a significantly decreased reaction rate. hydrogen bonds between backbone contribute to stablization of TS. - trans TSs are more favored than cis TSs.
* YEB * » Experimental data fits with DFT calculation.
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