
Figure 7: Ribbon model of the LC/A crystal structure showing the mutations performed
on the protein. LC/A crystal structure was modeled from the structure of BoNT/A8

(150kDa). The di-leucine motif at the C-terminus is shown in red. Truncations at the N-
and C-terminus of the protein are shown in yellow.

A.
                      1                  20
BoNT/A Hall A     (1) MPF-VNKQFNYKDPVNGVDIAY…
  BoNT/C_6813     (1) MPITIN-NFNYSDPVDNKNILY…
BoNT/E_Beluga     (1) MPK-IN-SFNYNDPVNDRTILY...
    Consensus     (1) MP  IN  FNY DPVN K ILY 

B.                                                 
               395                      420                         450
BoNT/A Hall A  YTIYDGFNLRNTNLAANFNGQNTEINNMNFTKLKNFTGLFEFYKLLCVRGIIT-SK
  BoNT/C_6813  YDIQNGFNIPKSNLNVLFMGQNLSRN-PALRKVNPENMLYLFTKF-CHKAIDGRSL
BoNT/E_Beluga  YNISEGYNIN--NLKVNFRGQNANLNPRIITPITGR-GL--VKKIIRFCKNIV-SV
    Consensus  Y I  GFNI   NL VNF GQN   N    TK     GL  F K  C   II  S 

Figure 8:  A: Alignment of the N-terminal region of the BoNT-LC from serotypes A, C1
and E. Box includes the comparison of the 8 N-terminal amino acids from those
serotypes. Deletion of the eight N-terminal aminoacids on the BoNT/A-LC
caused loss of plasma membrane localization. B: Alignment of the C-terminal
region of the BoNT-LC from serotypes A, C1 and E. Box includes the di-leucine
motif present in the BoNT/A-LC compared to sequences on serotypes C1 and E
that do not contain the di-leucine motif.


