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Evidence of Sugarcane bacilliform virus DNA Fragment
Integrated into the Saccharum Inter-Specific Hybrids Genome
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Abstract : In order to investigate whether fragments of Sugarcane bacilliform virus (SCBV) were integrat-
ed into Saccharum inter-specific hybrids genome,a DNA fragment homologous to SCBV was amplified
from a hybrid sugarcane plant ( Saccharum inter-specific hybrids var. ROC 25) grown in Sugarcane Re-
search Center in Guangxi Province with SCBV-specific primers. The amplified fragments were cloned and

sequenced. The sequence analysis revealed that this fragment contains 5364 nucleotides and shares over

70% similarity at both the nucleotide level and amino acid level with reported isolates of SCBV. The se-
quence has two complete open reading frames ( ORFs) , which resembles to SCBY ORF1 and ORF2 or-
ganizationally ,but the open reading frame of RNase H ( RH) was absent compared with SCBV. Based on
Southern-blot analysis,the amplified sequence might be a SCBV genomic DNA fragment integrated into

hybrid sugarcane genome.
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