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AKT1 mRNA NM 005163 1rs1130214 G/T SNP (code K)

>gi 62241010 ref|NM_005163.2]
oncogene homolog 1 (AKT1l), transcript variant 1,

Homo sapiens v-akt murine thymoma viral
MRNA

TAATTATGGGTCTGTAACCACCCTGGACTGGGTGCTCCTCACTGACGGACTTGTCTGAACCTCTCTTTGT
STAT3

CTCCAGCGCCCAGCACTGGGCCTGGCAAAACCTGAGACGCCCGGTACATGTTGGCCAAATGAATGAACCA
STAT3

GATTCAGACCGGCAGGGGCGCTGTGGTTTAGGAGGGGCCTGGGGTTTCTCCCAGGAGGTTTTTGKGCTTG
(-) E2FF/E2F.02 tccaAAAAcgcgaac

CGCTGGAGGGCTCTGGACTCCCGTTTGCGCCAGTGGCCTGCATCCTGGTCCTGTCTTCCTCATGTTTGAA
TTTCTTTGCTTTCCTAGTCTGGGGAGCAGGGAGGAGCCCTGTGCCCTGTCCCAGGATCCATGGGTAGGAA

CACCATGGACAGGGAGAGCAAACGGGGCCATCTGTCACCAGGGGCTTAGGGAAGGCCGAGCCAGCCTGGG
STAT3

TCAAAGAAGTCAAAGGGGCTGCCTGGAGGAGGCAGCCTGTCAGCTGGTGCATC/Z intron 1/AGAGGCT

GTGGCCAGGCCAGCTGGGCTCGGGGAGCGCCAGCCTGAGAGGAGCGCGTGAGCGTCGCGGGAGCCTCGGG

CACCATGAGCGACGTGGCTATTGTGAAGGAGGGTTGGCTGCACAAACGAGGGGAGTACATCAAGACCTG
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