S3 Table. Mutation results of clinical next-generation sequencing glioma panel

Pati Chr Pos Ref Alt Gene Refseq Exon Effect AA CDS Rea Alt Ref VAF
ents d (%)
DM chrl 22625 A T H3F3A NM_0021 2 Non_synonymous_co  p.Lys28Me c.83A>T 1039 97 942 9.3
Gl 2135 07.4 ding t
chr9 21971 GC G CDKN2 NM_0011 2 Frame_shift p.Asn7lfs  c.211 215delA 668 152 516 22.8
142 AG A 95132.1 ACTG
TT
chrl 75771 G A TP53 NM_0011 8 Non_synonymous_co  p.Arg273C c.817C>T 996 61 935 6.1
7 21 26112.2 ding ys
DM chrl 22625 A T H3F3A NM_0021 2 Non_synonymous_co  p.Lys28Me c.83A>T 1786 766 1020 42.8
Gl4 2135 07.4 ding t 9
chr3 17891 C A PIK3C NM_0062 2 Non_synonymous_co  p.Arg38Ser c.112C>A 1428 826 602 57.8
6725 A 18.2 ding 4
chr3 17893 G A PIK3C NM_0062 10 Non_synonymous_co  p.Glu545L  ¢.1633G>A 1592 115 1477 7.22
6091 A 18.2 ding ys
chr8 38272 T C FGFR1 NM_0011 15 Non_synonymous_co  p.Lys687GIl ¢.2059A>G 988 823 165 83.3
308 74067.1 ding u
DM chrl 22625 A T H3F3A NM_0021 2 Non_synonymous_co  p.Lys28Me c.83A>T 1829 743 1086 40.6
G19 2135 07.4 ding t 2
chrl 75784 C T TP53 NM 0005 5 Non_synonymous_co p.Vall73M c¢.517G>A 1021 736 285 72.0
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