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WFZERE GO BESE (J230) - The integration sites of bovine leukemia virus (BLV) in leukemic
cells were analyzed using 90 tumor tissues from 48 of leukemic cattle. Although the
integration sites were not located in a particular chromosome, the BLV provirus was
integrated into transcription units at a frequency of 43.6% and the transcriptional
direction of the provirus was in accordance with that of the integrated host genes in 62. 5%.
The integration sites were located in introns of the host gene, excluding only one site.
BLV provirus did not favor integration near transcription start sites and CpG islands.
It is suggested that the integration site of the BLV provirus in leukemic cells is related

to the suppression of viral gene expression.
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Primer  Nucleotide sequences (5'-3') Position  Sense Use
LTR-F  GTATGAAAGATCATGCCGACC 222 + PCR
LTR-R TTATAGGAGGGGGAATTTCC 631-650 - PCR
Bel-F CAGAAGCGTTCTTCTCCTGAGA — 210-231 + IPCR
Bel-R  TTATCAGCAGGTGAGGTCAGCA 152173 E IPCR
PstF GGGTTCGCAAGTATGGATAC 1047-1066  + IPCR
Pst-R  ATTGAGCCTTTGCGCGCTTT 695-714 - IPCR
BBM-F TACTTTCTGTTTCTCGCGG 460-478 + IPCR

BBM-R GACGTCTCTGTCTGGTTTAC 42-61 : IPCR
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