Archer™ FUSIONPIex™ Core Solid Tumor panel

Gene Accession Exon Variant type Description**
Hotspot coverage
AKT1 MNM_005163 3 Mutation including p.E17
AKT1? NM_005163 2.3, 4, 5 mid-exon5 Fusion, Expression 5
Internal deletion
ALK MM_004304 1,2 (ALKAZ-17, ALKA2- 3
3)
2458101214 Fusion, ALK ATI
ALK NM 004304 intran19, 20, mid- Internal deletion 5
B exon20, 21,22, 23,  \ALKAZ-17, ALKA2-
o 3), Expression
Full exon coverage
including p.P1153-
ALK NM_004304 21,22, 23 24 25 Mutation p.C1156, p.F1174,
pL1186-p. 51206,
p.G1269
Hotspot coverage
including p.V597,
ALK MM _004304 9,12, 16, 20 Mutation p.HEG4, p.GBS1,
p.K1062
AXL NM_021913 18,19, mic-exan20, Fusion ¥
AXL NM_021913 1 Fusion g
Fusion, Kinase
Domain Duplication,
1,2,3,7,8 10,13, BRAFAZ-10, '
BRAF NM_004333 14, 18 BRAFA4-10, 3
BRAFA2-8, BRAFA3-
8, BRAFA4-8
Fusion, Kinase
Domain Duplication,
BRAFAZ-10,
BRAF NM_004333 234578510 BRAFA4-10, 5
e BRAFAZ2-8, BRAFA3-
8, BRAFA4-8,
Expression
Full exon coverage
BRAF MNM_004333 11,15 Mutation including p.V600
BRD3 MNM_007371 9,10, 11,12 Fusion 3
BRD4 MNM_058243 2 Fusion 5
BRD4 NM_058243 10, 11, 12,13, 14 Fusion 3
CTNNB1 NM_001904 3 Mutation Full exon coverage
Hotspot coverage
CTNNB1 NM_001904 8 Mutation including p.W383-
p.N387
CYSLTR2 NM_020377 5 Mutation Hotspot p.L129
DDR2 NM_006182 17 Mutation Full exon coverage
DNAJB1T NM_006145 1,2 Fusion 3
Fusion, Exon 2-7
1. 24, 25, mid- Skipping (EGFRvII, '
EGFR NM_005228 exon25, 26 Kinase Domain 3

Duplication




Gene Accession Exon Variant type Description*
Fusion, Exon 2-T
Skipping (EGFRwII),
EGFR NM_005228 78,8, 14, 15,16.17. " Kinase Domain 5
. Duplication,
Expression
Full exon coverage
including p.ET09-
EGFR NM_005228 18, 19, 20, 21 Mutation p.G719,p.ET46-
p.L760,p.V774-
p.G796,p L858-p L861
15, 23, 24, 25, mid- Fusion, Exon 16 .
ERBBZ NM_004445 exon26, 26 skipping (A16HER) 3
Fusion, Exon 16
ERBBZ NM_004448 4,5,13,15,17 skipping (A16HER), 5
Expression
Full exon coverage
ERBB2 NM_004448 17, 18, 19, 20, 21 Mutation including p.Y772-
p.P780, p.C805
Hotspot coverage
including p.G222,
p.E265, p.D277, p.G309,
ERBB2 NM_004448 6,78 12, 16 Mutation D531, p.C311 pE321
p.C334, p.A440, p.R487,
p.AB44, p.EBAS, p.S640
ERBB4 NM_005235 2,3,4,14,15, 16,17, Fusion 5
- 18, 23
Hotspot coverage
including p.Y285,
p.5303, p.R306, p.E317,
p.E452, p.E542, p.R544,
7.8 12, 14,15, 18, p.ES63, p.D595, p.Q707,
ERBB4 NM_005235 20, 21, 23, 25, 27, 28 Mutation p.ST74, p.L798, p.E836,
p.D843, p.EST2, p.DA31,
p.K935, p.K1002,
p.F1102, p.K1223,
p.R1275, p.51289
ERG NM_004449 29455789, Fusion 5
ESR1 NM_000125 1,2,3,4,56,7 Fusion 3
ESR1 NM_000125 56,78 Fusion 5
Hotspol coverage
ESR1 NM_000125 56,78 Mutation including p.E380,

p.V422, p.S463, p.L469,
p.L536, p.Y537, p.D538




Gene Accession Exon Variant type Description*
Fusion, Kinase .
FGFR1 MNM_015850 12,17 Domain Duplication 3
. Fusion, Kinase
FGFR1 NM_015850 #3858 089 pomain Duplication, 5
L Expression
Hotspot coverage
FGFR1 NM_023110 4,13.14 Mutation including p.T141,
pVEB1, p.N546, p KESE
FGFR2 NM_000141 16, 17, 18 Fusion 3
FGFR2 NM_000141 2%,3,5,6,7,8,9 10 Fusion 5
Hotspot coverage
including p.5252,
p.P253, p.G305, p.A314,
p.YA75, p.C382,
FGFR2 NM_000141 7.8,0,12 13, 14 Mutation p.M391, p.\/395
p.M537, p|1547, p.N549,
p.V564, p.ESES
pKB41, p.AB4S, p KBS
18, 17, intron17, mid- .
FGFR3 MNM_000142 exon18 Fusion 3
FGFR3 NM_000142 35,8910 11,12 Fusion 5
Hotspol coverags
including p.R248,
p.5249, p.G370, p.5371,
FGFR3 NM_000142 7,9,13, 14,16 Mutation p.Y373, p.G380,
p R399 p V555 p.DB41,
p.KBS0, p.GBIT7, p K715
Hotspot coverage
GNATT MM _002067 45 Mutation including p.R183,
p.Q209
Hotspot coverage
GNAQ NM_002072 4,5 Mutation including p.R183,
p.Q209
Hotspot coverage
GNAS NM_000516 89 Mutation including p.R201,
p.Q227
Hotspot coverage
H3F3A NM_002107 2 Mutation including p.K28
Full exon coverage
HIST1H3EB NM_003537 1 Mutation including p.K28
Full exon coverage
HRAS NM_005343 2,34 Mutation including p.G12, p.G13,

p.061, pK117, p.A146




Gene Accession Exon Variant type Description**
Hotspot coverage
IDH1 NM_005896 45 Mutation including p.G97, p.R100,
p.R132, p.¥139
Hotspot coverage
IDHZ MM_002168 4 Mutation including p.R140,
p.R172
KEAF1 MM_203500 234,56 Mutation Full exon coverage
KIT NM_000222 1 Fusion 3
KIT NM_000222 8 Fusion 5
KIT NM_000222 9.10,71, 13,14, 17 Mutation Full exon coverage
Full exon coverage
KRAS NM_004985 2,3.4 Mutation including p.G12, p.G13,
p.Q61, p.K117, p.A146
Hotspot coverage
KRAS NM_004985 5 Mutation including p.D153,
p.F156
LTK NM_002344 2,3,4,5,6,9.10.11, Fusion 5
- 12,13
LTK NM_001135685 10 Fusion 5
MAP2K1 NM_002755 2 Fusion 5
Full exon coverage
MAP2K1 NM_002755 2,3,5,6 Mutation icluding b.F53. b 067
MAP3K3 NM_002401 8 Fusion 5
MAP3K8 NM_005204 Fusion 3
Fusion, Exon 14 \
MET NM_000245 2,13 Skipping (METAex14) 3
2,4,5,6,13,14,15,  Fusion, Exon 14 .
MET NM_000245 16, 17, 21 Skipping (METAex14) 9
MET NM_000245 14.15.16, 17.18.18. Mutation Full exon coverage
MYB NM_001130173 18211121314, Fusion 3
8, 9, mid-exon10, 10, .
MYBL1 NM_001080416 e i 1 Fusion 3
Full exon coverage
NRAS NM_002524 2,3.4 Mutation including p.G12, p.G13,
p.Q61, p.K117, p.A146
NRG1 NM_001159996 1%,3,4,5 Fusion 5




Gene Accession Exon Variant type Description™
NRG1 NM_004495 1,2,3,4,56 Fusion 5
NRG1 MM_013958 1* Fusion 5
NRG1 MM_013959 1%,3 Fusion 5
NRG1 MM_013962 1 Fusion 3
NRG1 MM_013062 1* Fusion 5
NTRK1 MM_001007792 1,2 Fusion 5
1,2,3,4,56,7,8,9, \
NTRK1 MM_002529 10,11, 12, 13, 14 Fusion 5
Full Kinase Domain
coverage for resistance
NTRK1 MM_002529 13, 14, 15, 16, 17 Mutation mutations including
p.G585
NTRKZ MM_006180 11, 14 Fusion 3
4,56,7,89,10 11,
NTRK2 MM_006180 12,13, 14, 15, 16, 17, Fusion 5
18
Full Kinase Domain
NTRK2 NM_006180 16, 17, 18, 19, 20, 21 Mutation coverage for resistance
mutations
NTRK3 MM_001007156 15 Fusion 5
NTRK3 MM_002530 13, 14, 15,17 Fusion 3
3,4,56,7,8 010, \
NTRK3 NM_002530 11,12, 13, 14, 18, 16 Fusion 5
Full Kinase Domain
coverage for resistance
NTRK3 MM_002530 15, 16, 17, 18, 19 Mutation mutation detection
including
p.F617,p.G623,p.GBIE
2% 3, mid-exon3, 4, .
NUTM1 MM_175741 5. mid-exon6, 6 Fusion 5
PAXE MM_003466 1*,2,6,7,8,9,10 Fusion 3
PAXE MM_003466 3 Fusion 5
PDGFRA MM_006206 B 7 Fusion,PDGFRAAS,9 3
10, 11, 12, mid- \
PDGFRA MM_006206 exon12. 13,14, 15  Fusion PDGFRAAS,9 5
Full exon coverage
PDGFRA MM_006206 12,14, 18 Mutation including p.DB42
PDGFRA NM_006206 B, 15 Mutation Hotspot coverage

including p.¥288, p.TE74




Gene Accession Exon Variant type Description**
PIK3CA NM_006218 2,15 Fusion 5
Hotspot coverage
including p.E81K-
25450, 8,9, 10 k0 B L B
1 * L] 1 * L] i i p- -p. -p-
PIK3CA NM_006218 1,12/13, 14.15,20 Mutation L el
p.K488,p P530-
p.546,p.E726,p.Y1021-
p.T1052
POLD1 NM_002691 89,10, 11, 12 Mutation Full exon coverage
POLE NM_006231 8,10, 11, 12, 13, 14 Mutation Full exon coverage
PPARG NM_015869 1,2.3 Fusion 5
PRKCA NM_002737 4,5,6.9,15 Fusion 5
PRKCB NM_002738 1,3,7.8,9 Fusion 5
RAF1 NM_002880 4,5.6,7.8.9 Fusion 3
RAF1 NM_002880 RiGcel i Fusion 5
2,46 8,9, 10,11,
RET NM_020630 mid-exon11, 12, 13, Fusion 5
14
Hotspot coverage
RET NM_020630 EM AN Mutation including p.AB83,
p.M18
2,4,7,31,32, 33, 34, .
ROS1 NM_002944 T Fuslon 5
Hotspot coverage
including p.G2032,
ROS1 NM_002944 38, 39, 40 Mutation i s
0.G2101
STKi11 NM_000455 1,2,3,4,5,6,7,8,9 Mutation Full exon coverage
TMPRSS2 NM_001135099 1 Fusion 3
TMPRSS2 NM_005656 1%,2,3,4,5,6 Fusion 3
P53 NM_000546 s e Mutation Full exon coverage
TRIM11 NM_145214 23 Fusion 5




