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FIG. 3. (A) SDS-PAGE of CWBP extracted from L16601 lyt* (lane 1) and
L16638 lytE (lane 2). Standard M, proteins (Bio-Rad broad range) are also
shown (lane 3). (B) Results of renaturation gel assay performed with CWBP
extracted from L16601 (lane 1) and L16638 lytE (lane 2). Pictures of the gels
were digitally recorded with a charge-coupled device camera (Vilbert Lourmat,
Marme la Vallée, France) and processed by computer. Molecular weights of
standard proteins are shown on the right (in thousands).

material. In the absence of LytE, the main vegetative ami-
dase, LytC, most likely located at the outer wall surface,
would have to gradually degrade the entire surface of the
cell wall, leading to delayed autolysis. This interpretation is
compatible with our observation that the absence of LytE
has no significant effect on the autolysis of isolated cell wall
preparations.
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FIG. 4. Cell autolysis. The symbols along the solid line (L16601) and the
broken line (L16638 lytE) represent average values from three different experi-
ments. The vertical line for each point corresponds to the standard deviation.
Results were normalized to nephelometric density (ND) at time 0 (ND,), i.e.,
percent lysis at time t 5 (ND, 2 ND at time ¢)/ND,,
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