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L1 is a repetitive sequence dispersed throughout the mammalian
genome and is believed to be a transposable element that replicates
via an RNA intermediate (5, 7). For review see Hutchison et
al. (2). Two types of full-length L1s have been reported to exist
in mouse, A-type and F-type, depending on the type of 200 bp
sequence (known as a monomer) that is tandemly repeated at the
5" end (1, 3, 4). Here, we report the first full-length F-type L1,
L1MdF15 (F15), to be sequenced in its entirety. F15 was chosen
from eight full-length F-type L1s because it was most like the
consensus restriction map of the eight. Translation of this
sequence indicates F15 contains no long open reading frames
(ORFs), in contrast to the sequences of full-length A-type L1s.
The first two A-type Lls to be sequenced in their entirety,
L1MdA2 (A2) (3) and LIMdA13 (A13) (6), each contained two
OREFs of 1.1 and 3.9 kb. The sequence between the monomer
array and the polyadenylation signal (AATAAA) were compared
in F15 and A2. These sequences are 91% homologous and the
sequence differences are evenly distributed throughout. Fifteen
length differences exist, and each difference is only one or two
bases. When the length differences in F15 are corrected to match
A2, eight termination codons still disrupt the regions which
correspond to the ORFs in A2. These results indicate F135 is an
older L1 that has accumulated many mutations, a result consistent
with previous reports that F-type L1s ceased generating progeny
a relatively long time ago (4, 6, 9). These results do not reveal
any significant differences in the structural organization of A and
F-type L1s except for the different monomer sequences.

F15 contains 2.6 F-monomers at the 5’ end. It is unclear which
of two pairs of sequences, SDR # 1 and SDR #2, are the flanking
short direct repeats that define the ends of F15. The SDRs in
most L1s lie immediately 5’ of the monomer array and within
100 bp of the polyadenylation signal (8). The 5’ SDR #1 lies
immediately 5’ to the monomer array but the 3’ SDR #1 lies
226 bp 3’ of the polyadenylation signal. The 3' SDR #2 lies
33 bp 3’ to the polyadenylation signal but the 5’ SDR #2 lies
19 bp 5’ of the monomer array.
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