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Two recent papers have reported the sequence of a portion of
the nontranscribed spacer (NTS) of rat rDNA (1,2). The region
sequenced by both groups extends from the first Eco RI site
upstream of the transcription initiation site to a Sau I site
which lies 2.5 kb downstream from that Eco RI site. The two
sequences disagree from nucleotides 900 to -2500. We have
sequenced 3.4kb of the rat NTS starting at the same Eco RI site
and extending to a Bam HI site at -287 , relative to the
transcription initiation site. Our sequence essentially agrees
with that of Financsek et al.(2). The sequence of the region
between nucleotides 900 and 2500 reported by Yavachev et al.(1)
is the reverse complement of the consensus sequence derived from
ours and that of Financsek et al.(2). Southern blots of rat
genomic DNA agree with the restriction enzyme map generated by
the consensus sequence ,indicating that this sequence represents
the major fraction of the rat ribosomal gene repeats. The
sequence reported by Yavachev et al. (1) must represent a minor
f'raction of this gene family. This sequence extends our previous
observations (3,4) that the 45S coding region is flanked by
highly repetitive sequence elements such as identifier (5) and
alu type 2 elements, as well as potential Z DNA sequences. Below
is additional sequence, extending from the Sau I site(-2500)
reported by Financsek et al.(2) to the Bam HI site. This region
includes the site at which the variable region of rat rDNA is
found (6) and allows for its placement in the rat ribosomal gene
repeat ( ca. nt 3145 ). The sequence is numbered relative to the
Eco RI site which was the 5' end of the sequences reported (1,2).

Sau I .

CCTA66666TAT66CCC6A6TCCATCC tCC6TTCACT6T6TTCC86C6 TTT6TCCATTC66A6AA6T66T66TACCt6 2660
CCCS6TtGGC6TS666tA6TBTCCCCCtMSCMTAGTA66TCACTCTSAA6AC6UA ACTA6TT6T6GT66C6C6 6CST6CAC6TCT6TATT 2760
GGTTT6CTT6ATC6A6ATC6CTGTC666BCACACCTA6TBC6ACAAGTTTCC6CAACBCTCCT6TMCTCCT6TCCCS ACAMC BG66AAG6TCCT 2860
6T66T6A6CC66CA666T6A6A66676ACA66CAA6CA66C666T6C6C6AC66A6AC6CCTT6TCCt666tt6AMATCTCTA6CTA6 6TT6TAC 2960
CTGS6ACTTCA669A86A666T6TAC6ACCTATT6S6ACACM 6A66GTT66T6CA6CT66AA6AT6A6AAGGCTTB6G6CCC6 3060
TCCC66ATTTTTTTTTTTCMTTTTTTTTTTTTATTTTTTATTTTATTTTATTTTATTTTTTTTATTTCTMCTMTCTc66TCCCASCCAU6 3160
GA6CCATA6ACACTTTTA66CC6AGA666T6CTST6TCCCCS6CCTCC6A6M6ASCT66CCCTA6S666CCCCACG6TTTTT1TTTTTTTTT 3260
TCTTTTCCA6CA6TCCCTTCGGTCCA6CA 66ACCATASCACTTTT6A66CC6A6A6O6CT 1SC6T6TC6MCTCCcA6CC6 TGcCM6 3360
CTAGUG66C6CTCMACTTTATTTTTTcC . .Da HI
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