Liu et al., Figure S1 Sequencing result of RAS genes in HNSCC cells
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Supplement Table S1 Primers' sequences

Primers 5—3

qGAPDH-F  GTCTCCTCTGACTTCAACAGCG
qGAPDH-R ACCACCCTGTTGCTGTAGCCAA
gKRAS-F  TGTGGACGAATATGATCCAACA
gKRAS-R  GCAAATACACAAAGAAAGCCCT
qNRAS-F  GAAACCTCAGCCAAGACCAGAC
qNRAS-R  GGCAATCCCATACAACCCTGAG
qHRAS-F  ACGCACTGTGGAATCTCGGCAG
qHRAS-R  TCACGCACCAACGTGTAGAAGG
qTF-F GTACTCCAAGTTTCTGATGCAC
qTF-R CTCTTGATGACAAACTGGATGC
qTFRC-F ATCGGTTGGTGCCACTGAATGG
qTFRC-R  ACAACAGTGGGCTGGCAGAAAC
qAURKA-F  GCAACCAGTGTACCTCATCCTG
gAURKA-R AAGTCTTCCAAAGCCCACTGCC
qFTH-F TGAAGCTGCAGAACCAACGAGG
qFTH-R GCACACTCCATTGCATTCAGCC
qEGFR-F  AACACCCTGGTCTGGAAGTACG
qEGFR-R  TCGTTGGACAGCCTTCAAGACC






