
Table SI. Primers for SYBR green allele‑specific quantitative PCR.

A, Case 1

Gene Temperature Primer name Oligonucleotide DNA sequence (5'‑3')

RRM1 60˚C Wild‑type ggtcaatttacatgttaattacatttg
  Mutation ggtcaatttacatgttaattacatttt
  Counter TTGTCAAACATGACTCGTTC
CDH1 60˚C Wild‑type tctacCTGAACCAGGTTTTT
  Mutation tctacCTGAACCAGGTTTTTT
  Counter TTGCTCACATTTCCCAACT
PIK3CA 65˚C Wild‑type GTTGTCCAGCCACCATGAT
  Mutation GTTGTCCAGCCACCATGAA
  Counter CATTCGAAAGACCCTAGCCTTAG
RALGDS 65˚C Wild‑type CTGGTCACAGGACTTGGAG
  Mutation CTGGTCACAGGACTTGGAA
  Counter taagccaactcttcaccca
AKT1 68˚C Wild‑type CCGCCAGGTCTTGATGTACTC
  Mutation CCGCCAGGTCTTGATGTACTT
  Counter tgtcctggcacacccagt

B, Case 2

Gene Temperature Primer name Oligonucleotide DNA sequence (5'‑3')

PIK3CA 65˚C Wild‑type CCATAGAAAATCTTTCTCCTGCTC
  Mutation CCATAGAAAATCTTTCTCCTGCTT
  Counter ctctggattcacagatgatttacag
KMT2C 65˚C Wild‑type AGGGATTGATGGTGAATCAG
  Mutation AGGGATTGATGGTGAATCA
  Counter CAAATGGGGCAGGTTTTAC
CDH1 65˚C Wild‑type GTCTCCTCTTGGCTCTGCC
  Mutation GTCTCCTCTTGGCTCTGCT
  Counter CACCGTGAACGTGTAGCTCT
TIMP3 65˚C Wild‑type TTGATGGTGTAGACCAGCG
  Mutation TTGATGGTGTAGACCAGCC
  Counter ctgagatgctgttcctgatgt

Temperature, Annealing temperature; Capital letters, Exonic base; Small letters, Intronic base.



Table SII. PCR primers for case 2.

A, DNA amplification

Gene Oligonucleotide DNA sequence (5'‑3')

PIK3CA Forward: gcaatgtaaaatttattgaaaatgtattt
 Reverse: aacagagaatctccattttagcac
KMT2C Forward: GATTTTATGCAACCTCTAGGACC
 Reverse: GCTTCACAGAAGAAAAATTTGG
CDH1 Forward: agtcacccggttccatctac
 Reverse: GGACGCGGCCTCTCT
TIMP3 Forward: taagagtgcaattccaggctc
 Reverse: ccagggtgatgacattacctac

B, Direct sequencing

Gene Oligonucleotide DNA sequence (5'‑3')

CDH1 Forward: TGCTCATTTCCCAACTCC
 Reverse: ccctcccagagaaacagaga
KMT2C Forward: GATTTTATGCAACCTCTAGGACC
 Reverse: GCTTCACAGAAGAAAAATTTGG

Capital letters, Exonic bases; Small letters, Intronic bases.
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