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Errors were inadvertently introduced into Table 1 of this
paper. Table 1 is correctly reprinted below.

Table 1

Amino-terminal sequence alignment of fengycin synthetase subunits from various Bacillus strains.

Gene product B. subtilis strain Amino-terminal sequence Identity (%) Homology (%)
Fen1 213

A1/3orf1 A1/3 100 100
Pps1 168 58 58
Fen2 213 TQATE

A1/3o0rf2 A1/3 TQATE Y LDS GS-30 100 100
Pps2 168 AQSAC H MDFS 60 80
Fen3 213

A1/3orf3 A1/3 G LDH DS =30 100 100
Pps3 168 P YDE(Q 100 100
FenE F29-3 YDEC 100 100
Fend 213 KNA

A1/3orf4 A1/3 KNA M ES-30 100 100
Pps4 168 ANS M D 80 20
FenA F29-3 ANS L D 80 90
Fen5 213

A1/30rfd A1/3 Q 100 100
Pps5 168 RKEF 58 75

FenB F29-3 VKTEK KNV H HKEE 66 83




