MCF7 GIS-PET library HCT116 GIS-PET library
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5’ tag (17/18) 3’ tag (16/18)
GGTCCCGGAGACCCGGTCAAGCTTGGCAACTTTTAA
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UCSC khown Geres (June, §2) Based on UniFrat, RefSeq, ahd GerBank mRNA
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GCCTTTTACCTCGTTACAC  AACATTTGAAAAAACC
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PET-0 101563 COUNT:2
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