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Table 1: Selected theoretical calculations of the excitation energies of the GFP chromophore. The
calculation in a solvated environment are performed either with microsolvation or with continuous
polarizable models.
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Figure 1: The formation of the zwitterionic state from the anionic by proton transfer from Glu222
via Ser65 in EGFP. Snapshots from a CP MD simulation on the excited state with the restricted
open shell method.1

Figure 2: On-resonance Raman spectra of the cis (red) and trans (green) BFPF (obligate neutral)
chromophore. The low frequency fingerprint band discriminating the two isomers is highlighted, as
the two fingerprint modes corresponding to the C=C and C=N bonds vibrations. Their frequencies
as a function of the bond length reported in the plots for all the chromophore types. The C=C band
can discriminate the neutral from the anionic structures, the C=N band, the blue-green from the
red-range ones (full symbols: neutral chromophores, empty, anionic chromophores; the color of
the symbols roughly corresponds to the emitting color).2
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