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SOPHIA GENETICS™ Community Solutions for Solid Tumors

Accelerate discovery with expert-designed applications

SOPHIA GENETICS™ Community Solutions for Solid Tumors are expert-designed, capture-based applications,
minimizing setup time and accelerating research. The solutions, combined with the analytical power of the
SOPHIA DDM™ Platform, deliver fast, accurate, and cost-effective insights from targeted regions of interest.
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| RELIABLE VARIANT DETECTION WITH OPTIONAL FUSION CALLING

ADD-ON
Variant calling Detect SNVs, Indels, known fusions, E
and annotation CNVs! and MSIin a single workflow, SOPHiA DDM™ Solid Tumor Plus Solution
with comprehensive and reliable
afifiotation, Gene A Gene B Detect

Pre-classify variant pathogenicity = ’*-_‘ _,-" et 143
based on recent guidelines and _'_:‘_:'_
fusion pairs from

machine learning,

Prioritization

Gene A/B fusion RNA samples
Filtering Easily apply multiple filtering functions
to focus on disease-specific variants Our fusion detection technology is designed to minimize false positives
anc create custom filtering strategies. and allow the accurate detection of fusions even in degraded samples.

I BENEFITS OF SOPHiIA GENETICS™ COMMUNITY SOLUTIONS FOR SOLID TUMORS
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Uniform coverage High-quality probe Gene content curated Simple and reliable
of target regions design to optimize by experts in solid data analysis and
on-target rate tumor analysis interpretation

L, All solutions detect pene amplifications. Whole gene deletion available for specific salutions (CSTS_55 and CSTS_57).
CMV, copy number variant; Indel, insertions and deletions; M5, microsatellite instability, SNY, single nuclectide vanant,
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| COMMUNITY SOLUTIONS FOR SOLID TUMORS

Solution name

SOPHiA DDM™ Solid
Tumor Solution (STS)
Backbone for

Wty solutions

SOPHIA DDM™
Community Solid
Tumor Solution 49
genes (CSTS_49)

SOPHiIA DDM™
Community Solid
Tumor Solution 51
genas {CSTS 51)

SOPHiA DDM™
Community Solid
Tumeor Solution 55
genes (CSTS_55)
CSTS N w2

SOPHIA DDM™
Community Solid
Tumor Solution 57
genes (CSTS_5T7)
CSTS.MNow3

SOPHiA DDM™
Community Solid
Tumor Solution 106
genes (CSTS_106)
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Genes covered and associated diseases?

42 genes:

AKT1, ALK, BRAF, COR4, CDKNZA, CTNNBL, DOR2, DICERL, EGFR, ERBB2,
ERBB4, FBXWT, FGFR1, FGFR2, FGFR3, FOXL2, GNALL GNAQD, GNAS, H3F34
H3F3B, HISTIH3B, HRAS, (DHL, IDHZ, KIT, KRAS, MAP2KI, MET, MYOLDHL,
NRAS, FOGFRA, PIK3CA, PTENLL, RACL, RAF1, RET, ROS1, SF3BI, SMADS,
TERT, TP53

Covered diseases:
Lung, melanoma, colorectal, thyroid, GIST, and glioma

49 genes:

AKTL, ALK, BRAF, CDKd, COKNZA, CTNNBL, DDR2, DICERL, FGFR, FREH.,
ERBB3; ERBB4, ESRI, FBAWT, FGFRI, FGFR2, FGFR3, FOXL2, GNALL,
GNAQ, GNAS, H3F34, .H3F38, HISTIH2B, HRAS, IDHL, IDHZ, KEART, KIT,
KRAS, MAPZK 1, MED1J, MET, MYODI, NRAS, PDGFRA, PIK3CA, PDLE, FTEN
BTPNIL, RACI, RAF1, RET ROSI, SE3BI, SMAD4, STK11, TERT, TP53

Covered diseases in addition to those covered by 5TS:
Endometrial cancer

51 genes:

AKTL ALK, ARIDL RCAL BRCAZ, CDK4, COKN2A,CTNNB, DDR2,

DICERL, EGFR, ERBB) ERBB'4 RI, FBXWY, FGFRI, FGFR2, FGFR3,

FOXLE‘ GI'W« 11, GNAQ, GNAS, H3F3A, H3F3B, HISTIH3IB, HRAS, IDH1, 10H2,

KIT, KM L, KRAS, MAP2KI, MAPZK2, MET, MTOR, MYOD1, NRAS,

PDGFRA, PI.FGCA, PTPNLI, RACT, RAFI, RET, ROS1, SF3B1, SMAD4, TERT,
FRR2, TP53

Covered diseases in addition to those covered by 5TS:
Endometrial cancer

55 genes:

AKTL ALK, A A, ARIDGSE, BRAF BRCAL BRCAZ, COK4, CORNZA CTCF,
CTNNBI, DOR2, G:CERl EGFR, ERBBZ, ERBBA, FBXWT, FGFRL, FGFR2,
FGFR3, FOXL2, GNALL, GNAQ, GNAS, H3F3A, H3F3B, HISTIH3B, HRAS,
[DHIIDHZ, KEAPL KIT, KRAS, MAP2K1, MET, MYODL, NF1, NRAS, PDGFRA,
Pr.l(gca_a..». 1, POLE, PPR2RLA PTEN, PTPNLL, RACI, RAFL RET ROS1,
\PLIZ 5F3B1, SMADM, STHLL, TERT, TP53

Covered diseases in addition to those covered by 5TS:
Breast and ovarian cancers

57 genes:
AKTL ALK, ARIDIA ARIDSH, BRAF, BRCAL BRCAZ, CORY, CORNZA CTUF
CTNNBL, DOR2, DICERL, EGFR, ERBB2, ERBBA, ESR1, FBXWT, FGFRI,
FGFR2, FGFR3, FOXLZ, GNALL GNAQ, GNAS, H3F3A H3F38, HISTIH3E,
HRAS, IDH L \DHZ, KEAFL, KIT, KRAS, MAP2K1, MET, MYODT, NF1, NRAS,
PDGFRA, PIK3CA, P 1, POLDI, POLE, FFFPZRTA, PTER

N, PTPNIL, RACL
RAF1, RET, ROS1, feFL22, SF3B1, SMADM, STK11, TERT, TP53

Covered diseases in addition to those covered by 5TS:
Breast, ovarian, endometrial cancers

ATM, ATRY, B2M, 8481 BARGE, BRAF,
OKI2 COKY, CORE
{ KX L-'J}QQ EGFR, EfFLAY,
ERBB2, Frrr‘ﬁ‘ ERBB4 1 L FANCL FBXWT, FGFRI,
FGFRZ2, FGFP3 G GNA.IJ GNAQ, GNAS, H3F3A, HISTIH3E, HRAS J’DHJ.

4 KEARL, KT KMTZ2C, KRAS, MAF2K
M2, M‘ET,

TF MTOR; MYE, MYCH
ITRI, PALEZ, PRRA, PDGERA, PIKICA
TCHL, PTEN, PTPNIL, RACL RADISIS,

REE Rl ft, ROS1, SF3B1, SMAD4,

At

C d di in to those covered by 5TS:
Breast, ovarian, endometrial cancers

Panel size
Readssample

Product codes

Samples per runSequencer?

Panel size: 21 6xb

Reads/sample: 2.1 1

BSO105ILLRSM

STS+ (DNA&RNA):
BSOLLSILLRSM

ples per run/Seq
g on lllumina Miniseq™

er:

Mid Qutput (Zx150)

24 on Illumina MiSeq * v3 (2x300bp)
12 on lon Torrent™ lon S5 System (lon 530™)
96 on MGI DNBSEQ-GA00, FCL, 1 lane of 4 (2x150bp)

Panel size: /4 5Khb

Reads/sample: 2 1/

CS24791LLRSM

CSTS5_49+ (DNAZRNA):
CSZ490ILLRSM

Samples per run/Sequencer:
16 on lllumina MiSeg® v3 (2x150bp)
Mlso compatible with lllumina NextSeq® 550

Panel size: 44Kb

Reads/sample: 2.7 M

CSZ185ILLRSM

CSTS_51+ (DNA&RNA):

SZA43ILLRSM

Samples per run/Sequencer:
12 on Illumina MiSeq® v3 (2¢150bp)

Panel size: T7Kb

Reads/sample: 6.6 M

CSZ505ILLRSM

CSTS_55+ (DNA&RNA):
C52541ILLRSM

Samples per run/Sequencer:
36 on lMlumina NextSeq® 500,550 Mid-Dutpul

(2x150bp]

112 on llumina NextSeq® 2000 P2 (2x150bp)

Panel size: 82.61b

Reads/sample: 2.3 M

3

C52552ILLRSM

CST5_57+ (DNA&RNA):
CSZG03ILLRSM

ples per run/

cer:

24-32 an lllumina NextSeq® 2000 P1 (2x150bp)
24-32 an lllumina NextSeq® 550 Mid-Output

21500
Sk anll
Panel size: 124Kb

Reads/sample: 21 I

P I

irmina NextSeq® 2000 P2 (2x150bp)

CS24291LLRSM

CSTS_106+ (DNAERNA):
CSZ5]5ILLRSM

plesperr un/S. q

er:

12 on llumina NextSeq® 550 Mid-Output (2x150bp)
26 on lllumina NextSeq® 550 High-Output (2x150bp)

@ Gene available in SOPHIA DDM™ STS
@ Additional gene vs SOPHIA DDM™ STS
@® Additional gene vs SOPHIA DDM™ STS with high biological relevance
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L. The fist of associared diseases are non-exhaustive; 2. Sequencing recommendations and pipalines for ather seguencing kits and instruments are availahle upon request
The number of samples per rnis recommeandad for 1000x coverage depth. [llumina NextSeq instruments require 2¢150 bp sequencing on compatible llow cells.
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| FUSION PAIRS INTERROGATED BY THE SOPHiA DDM™ SOLID TUMOR PLUS SOLUTIONS

SOPHiA DDM™ Selid Tumor Plus Solutions cover 143 relevant gene fusians in addition to MET exon 14 skipping and EGFR variant Il 1

Fusion partner 1 Fusion partner 2 Fusion partner 1 Fusion partner 2 Fusion partner 1 Fusion partner 2

ACPP(1E) FGFR1{4) FGFR2(17) KIAAL217(3) MKRN1(4) BRAF(9)
AGAP3(9) BRAF(Y) FGER2(1T) KiF14(1a) MKRN1(4) BRAF(L1)
AGAP3(10) BRAF(9) FGFR2(1T) LAMCL2T) MYH14(19) BRAF(10)
AGK(Z) BRAF(8) FGFRZ(17) NOL4A(T) MYO5A(23) NTRK3(14)
AHCYLI(1) FGFR2{18) FGFR2(17) NRAP(23) NCOA4LT) RET{12)
ATICAT) ALK(20) FGFR2(1T) NRBE2(4) NEOA4(S) RET{12)
C190rf12(2) ART2(5) FGFR2(17) PPRIR21(18) NCOA4(LL) RET{12)
CEDC6(1) BRAF(9) FGFR2(17} RABGAP1L(20) QSBPLI(1T) BRAF(10)
CCpes(l) RET(10) FGFR2(17) RASAL2(3) PAXS(8) PPARG(3)
CCDCB(I) RET(12) FGFR2(1T) ROCK1{2) PAXS(9) FRARG(3)
CoP4(6) ROS1(33) FGFR2(17) SHC22) Paxs(1n) PPARG(3)
o746 ROS51(34) FGFR2(17) TFEC(2) POCDIOM) RET{11)
corafr) ROS1{33) FGFR2(17) VCL(10) PHTF2(16) BRAF(9)
CO74(T) ROS1(34) FGFR3(17) BAIAPILI(2) RIAZ(T BRAF(11)
COK5R4E2(13) BRAF(9) FGFR3(17) JAKMIPT(4) PLAGLI(E) ROS1(32)
CEP112(16) FGFR2(1T) FGFRA(17) TACC31(6) PRKARTA(T) RET(12)
CEP112(16) FGFR2(18) FGFR3(17) TACC3(10) PRKARIB(9) BRAF(3|
CEPSSL{Z) ROS1(18) FGER3(17) TACC3(1) PRKARZB(1) BRAF(10)
CLTCiEn ALK(Z0) FGER3(IT) TACC3(14) RABIIFIPI(3) FGERI(10)
CTNNAZ(S) FGFR2(LT) FGFR3(18) THCE3() RANBP2(18) ALK(20)
cuLIfT) BRAF(9) FGFRI(18) TACC3(S) RASSF4(3) RET{12)
DCTNI(26) ALK(20) FGFR3(18) TACC3(10) RBM33(3) BRAF(11)
EGFR(L) EGFR(&) FGFR3(18) TACC3(LE) SCRIB2T) BRAF(11)
FGER(24) RADS1(4) FGFR(17) TNIP2(1) SDC4(2) ROSI(32)
EML4{2) ALK(20) FGER3(1T) TNIP2(2) SLCI6A10(3) ROS1(3)
EML4(6) ALK(15) FINII20) ALK(19) SLC34A2(4) ROS1(32)
EMLA(E) ALK(20) GCC2(19) ALK{20) SLCA5A3(1) BRAF(8)
EMLA(13) ALK{20) GIPC2(3) BRAF(10) SLEA5A1) BRAF(9)
EMLA(14) ALKI20) GOLGBI(9) ROS1(35) SLC4543(1) BRAF(10)
EMLA(18) ALK(20) GON4L(20) NTRK1(9) SLC45A3(1) BRAF(LL)
EMLA(19) ALK{20) GOPCIE) ROS1{25) SLCaA4(21) ROS1(34)
EMLA(20) ALK(20) KHDRBS1(8) NTRK3(12) SNOI{9) BRAF()
EML4(2) NTRK3(14) HIAAL549(13) BRAF(9) SN BRAF(11)
ERBB2(26) Clorfar(10) KIAAL543(15) BRAF(3) SND2(10) BRAF{3)
ERBB2(25) GRB7(10) HIAAL549(15) BRAF(11) SND1f10) BRAF(11)
ERBR2(265) GRBT(2) HIAA1549(16) BRAF(3) SNDI(14) BRAF(9)
ETVE4) NTRKI(14) KIAATS49(18) BRAF(10) SNDI(17) BRAF(11)
ETVE(S) NTRK3(14) HIAALS49(16) BRAF(11) TFG(4) RET(11)
ETVE(S) NTRK3{15) KIAATS45(16) BRAF(10) TMPRSS2(1) ERG(3}
EZR{3) ROS51(32) KIAAI549(19) BRAF(9) TPM3(8) AL#{20)
EZR8) ROS1{33) KIFsBI24) ALK(20) TEM3(8) NTRK1{10)
EZR{9) ROSI(34) KIF58(15) RET(12) TPM3(8) NTRK1{12)
FAM1316(2) BRAF() KIEsB(16) RETI12) TPM3(3) RO51(35)
FAMI31B{3) BRAF[3) KiFsB{18) RET(12) TSHZ3(1) AKT2(7)
FGFR2(17) BICC1(3) LMNAL) NTRKI{1I) VCL(1E) AL¥(20)
FGFR2(17) BiCC1{10) LMNALZ) NTRICL(12) ZOCHCR(2) ROS1(36)
FGFR2(1T) BICCI{16) LMNA(4) NTREL(13) INF207(3) BRAF(10)
FGFR2(17) CCSERI{4) LMNAZS) NTRK112)

FGFR2(17) KCNHT(L0) MET(13) MET(15)

L. The list of gene fusions provided is non-exhaustive, The analytical pipeline is capable of detecting additional fusions.
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