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fin} The SNP Find Result iz as follows: ( tofal: L snp-hit: 1 flanking-hit: )
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TTTTTTTITT TITTTTTGAC TGTAACTGTA TTTATTGETG GACCCAGGAC CTCTGGTGAG
GCCCTGGTGA GGAGGGACAA AGGATGAAGG AAGGTG
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Organism: Rat Chr= 1 SNP hit

&}

CAGA AGTGGATGAC GEGCGGGCAC TGEEGCAGCA
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TTITTITITT TTTITTTTGA CTGTAACTGT ATTTATTGGT GGACCCAGGE CCTCTGGTGA
GBCCCTGGTG AGGAGEGACA AAGGATGAAG GAAGGTGOGT TGAACACTIT ATGATGGAAC
TGCTTCCAGA CTAGGCAAGG GGAAGGTGAG GCCTCAAGCA CACGGCCACA CCTAGTTGCC
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