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Table 2. Somatic mutations detected in the 92 ESCCs.

R Mutant
Case Gene cad allele Nucleotide change Amino acid change
coverage
frequency (%)
20 PBRM1 439 70.8 c.239A>G Asn80Ser
85 ATRX 1191 16.3 c.277G>A Asp93Asn
89 PBRM1 403 64.3 c.4129G>A Glul377Lys
PBRM1 1427 67.4 ¢.3883G>C Glul295GIn
PBRM1 567 64.4 c.3778G>C Asp1260His
94 ARID2 765 10.6 c.1925G>T Gly642Val
126 ARIDIA 669 80 c.2017C>T GIn673*
127 SMARCA4 504 26 c.2644G>A Glu882Lys
169 SMARCA4 838 29 c.254C>T Ser85Leu
176 SMARCALI” 3384 58 c.1129G>C Glu377GIn
SMARCCI” 3795 47.8 c.3095G>A Argl032His

Termination codon is shown by *. Novel mutations in ESCCs are marked by #.



