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Nucleic acid  Amino acid LOB LOD COSMIC
substitution substitution (% units) (% units)  ID* (V42)
Codon 12 (GGT)
GAT G12D 0.6 2.2 521
GTT G12v 0.0 1.0 (7)f 520
TGT G12C 0.5 2.1 516
AGT G125 0.4 1.2 517
GCT G12A 0.7 2.3 522
CGCT GI12R 0.3 1.8 518
Codon 13 (GGC)
GAC G13D 0.3 1.9 532
Codon 61 (CAA), as assayed in reverse orientation (TTG)
GTG Q61H 0.8 2.8 554
TAG Q61L 1.2 3.1 553
TCG Q61R 1.6 S5 552
ATG Q6TH 0.7 2.6 555
TTC Q61E 1.2 3.1 550
2. LOD determined for RAS extension mutations
Mucleic ocid substitution Amino acid substitulion LOD % wnits) COSMIC ID* VIO
KRAS codon 59 (GCA|
175G=A ASHT 3.3 544
1F6C=5 AERG B ] JFA518
KRAS codon &1 [CAA]
1834=C & TH 28 554
182A=T Gal 31 553
182Ax0C Q&R a5 352
183A=T Qe TH 2.6 555
181C-5 4 1E 3 550
KRAS codon 117 [AfA)
351A0 K117 4.0 19940
_JSIA}T (AR e | 28519
KRAS codon 146 (GCA)
436G=4 AldaT 4.4 17404
ATEGC A146F 48 15905
437 C-T AlddY 5.1 19300
?‘I;:i:ndnn 12 IGGT) G125 3.4 563
3AGT Gl2c 2.5 562
34GeC G128 2.4 S5l
J5G-A G120 1.8 Lo
35GT Gy H.8 544
385G G12A 2.5 565
HRAS codon 13 (GGT)
IFGA G135 3.2 571
IFCT G13C 3.2 [4]" 570
37GeC G13R 2.3 549
IEGA G130 2.8 573
JAG=T G1av 243y 574
JEGC G13A 2.8 575
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Nucleic acid substitution Amino acid substitution LOD (% units) COSMIC ID* (V70)
NRAS codon 59 (GCT)

175G>A AS9T 6.9 578
176C>G A59G 3.0 -
NRAS codon 61 (CAA)

181C>A Q61K 6.7 580
182A>G Q61R 2.2 584
182A5T Q&1L 2.1 583
183A>T Q61H 1.8 585
183A>C Q&61H 8.0 586
183A>G Q61Q 5.8 587
NRAS codon 117 (AAG)

351G>C KT17N 4.4

351G>T K117N 6.0 -
NRAS codon 146 (GCC)

436G>A A146T 4.4 27174
436G>C Al46P 7.2 -
437C>T Al4sV 7.8 -
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