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48,502 base pairs
GenBank Accession #: J02459 or M17233
See page 108 for ordering information.

Lambda is a large E. coli bacteriophage. The DNA molecule is linear and, except for the extreme ends, double-stranded. At each end,
the 5´  strand overhangs the 3´  strand by 12 bases. The sequences of the ends are complementary and anneal to form circular,
completely double-stranded molecules 48,502 base pairs in length. Numbering of the sequence begins with the first base of the left
end: GGGCGGCGACCT... and continues along the "L" strand in the direction late to early genes.

Many laboratory strains of lambda carry the temperature-sensitive mutation cI857 and the UV non-inducible mutation ind1 in the cl
gene. The map data refers to strains that carry both of these mutations. The map and table show restriction sites of those enzymes
that cut a moderate number of times; the unique sites are shown in bold type. The coordinates refer to the position of the 5´  base in
each recognition sequence.
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