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Other Test Results

[Please add Additional Comments here.]

Clinical Interpretations

HEY1 encodes a nuclear protein belonging to the hairy and enhancer of split-related (HESR) family of basic helix-loop-helix (oHLH)
type transcriptional repressors and is an important downstream effector of Notch signaling (RefSeq, Jul 2008; UniProt.org). NCOA2
encodes a transcriptional coactivator for nuclear hormone receptors and acts as an intermediary factor for the ligand-dependent
activity of these nuclear receptors (RefSeq, Mar 2016). The following associations with this genomic finding are from other tumor
type contexts: An HEY1-NCOA2 fusion is of diagnostic value in mesenchymal chondrosarcoma per NCCN (Soft Tissue Sarcoma,
2.2022) guidelines. A HEY1-NCOAZ2 fusion is of diagnostic value in mesenchymal chondrosarcoma of bone per ESMO (PMID:
34500044, 2021) guidelines.

HEY1 encodes a nuclear protein belonging to the hairy and enhancer of split-related (HESR) family of basic helix-loop-helix (bHLH)
type transcriptional repressors and is an important downstream effector of Notch signaling (RefSeq, Jul 2008; UniProt.org). NCOA2
encodes a transcriptional coactivator for nuclear hormone receptors and acts as an intermediary factor for the ligand-dependent
activity of these nuclear receptors (RefSeq, Mar 2016). The following associations with this genomic finding are from other tumor
type contexts: An HEY1-NCOA2 fusion is of diagnostic value in mesenchymal chondrosarcoma per NCCN (Soft Tissue Sarcoma,
2.2022) guidelines. A HEY1-NCOAZ2 fusion is of diagnostic value in mesenchymal chondrosarcoma of bone per ESMO (PMID:
34500044, 2021) guidelines.

HEY1 encodes a nuclear protein belonging to the hairy and enhancer of split-related (HESR) family of basic helix-loop-helix (oHLH)
type transcriptional repressors and is an important downstream effector of Notch signaling (RefSeq, Jul 2008; UniProt.org). NCOA2
encodes a transcriptional coactivator for nuclear hormone receptors and acts as an intermediary factor for the ligand-dependent
activity of these nuclear receptors (RefSeq, Mar 2016). The following associations with this genomic finding are from other tumor
type contexts: An HEY1-NCOAZ2 fusion is of diagnostic value in mesenchymal chondrosarcoma per NCCN (Soft Tissue Sarcoma,
2.2022) guidelines. A HEY1-NCOAZ2 fusion is of diagnostic value in mesenchymal chondrosarcoma of bone per ESMO (PMID:
34500044, 2021) guidelines.

HEY1 encodes a nuclear protein belonging to the hairy and enhancer of split-related (HESR) family of basic helix-loop-helix (oHLH)
type transcriptional repressors and is an important downstream effector of Notch signaling (RefSeq, Jul 2008; UniProt.org). NCOA2
encodes a transcriptional coactivator for nuclear hormone receptors and acts as an intermediary factor for the ligand-dependent
activity of these nuclear receptors (RefSeq, Mar 2016). The following associations with this genomic finding are from other tumor
type contexts: An HEY1-NCOA2 fusion is of diagnostic value in mesenchymal chondrosarcoma per NCCN (Soft Tissue Sarcoma,
2.2022) guidelines. A HEY1-NCOA2 fusion is of diagnostic value in mesenchymal chondrosarcoma of bone per ESMO (PMID:
34500044, 2021) guidelines.

HEY1 encodes a nuclear protein belonging to the hairy and enhancer of split-related (HESR) family of basic helix-loop-helix (oHLH)
type transcriptional repressors and is an important downstream effector of Notch signaling (RefSeq, Jul 2008; UniProt.org). NCOA2
encodes a transcriptional coactivator for nuclear hormone receptors and acts as an intermediary factor for the ligand-dependent
activity of these nuclear receptors (RefSeq, Mar 2016). The following associations with this genomic finding are from other tumor

POWERED BY xPierian Email: genomics@lifestrandsgx.com 8 !:'fwesltr?hoqs
Page 2



OncoStrands™
Comprehensive Fusion Panel

PATIENT DOB DISEASE ACCESSION MRN  REPORT DATE  REPORT STATUS
John Doe  25/01/2023  Non-small cell lung cancer  RNAFusion_report_color_1 12 Final

type contexts: An HEY1-NCOA2 fusion is of diagnostic value in mesenchymal chondrosarcoma per NCCN (Soft Tissue Sarcoma,
2.2022) guidelines. A HEY1-NCOAZ2 fusion is of diagnostic value in mesenchymal chondrosarcoma of bone per ESMO (PMID:
34500044, 2021) guidelines.

Clinical Trials

Significant Negative Findings

[Please add your comments here.]

Tier lll - Variants of Uncertain Significance

Other Comments

[Please add your comments here.]

Tier Definitions

Tier I-A: Approved therapy. Included in professional guidelines.

Tier I-B: Well-powered studies with consensus from experts in the field.

Tier II-C: Approved therapies for different tumour types or investigational therapies. Multiple small published studies with some
consensus. Inclusion criteria for clinical trials.

Tier [I-D: Limited clinical or preclinical studies.

Tier lll (VUS): Variants of Unknown Clinical Significance.

Tier IV: Benign or likely benign variants (not included in the report)

Test Information

REPORTED GENES: A total of 501 genes were subjected to targeted next generation sequencing analysis. Details available upon request. CGW
VERSION: CGW_v6.21.0.1 DATABASE DETAILS: The versions, releases, builds, dates of the following databases were used to generate this report:
Genomic Build: GRCh37.p13 | Genomic Annotation Sources: NCBI RefSeq v105 | gnomAD: r2.1| dbSNP: 149 | EXAC: v1.0 | NHLBI ESP: v.0.0.30 |
COSMIC: v96 | dbNSFP: 4.3c | ClinVar: 20221001 | ASSAY METHODOLOGY:
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This assay, which is off the shelf lllumina TruSight™ RNA Fusion Panel, has been extensively validated in-house using commercial control
material and clinical samples. The assay screens for known and novel fusion transcripts in 501 genes. The assay is validated for tumour tissue
using formalin-fixed paraffin embedded (FFPE) tissue and cytology cell block.

A Pathologist reviews H&E-stained section of the tissue block or cell block to assess the adequacy of tumour cells and guides enrichment of
tumour where needed for sequencing analysis. The in-house validation ensures that the sample passes all established laboratory QC metrics.
Targeted next-generation sequencing is performed on RNA extracted by LifeStrands Genomics staff, followed by enrichment of RNA libraries
and massively parallel sequencing performed on an lllumina NextSeq™ 550 instrument.

Secondary Analysis Method: The FASTQ files obtained from sequencing are analysed using the DRAGEN RNA app on lllumina BaseSpace
Sequencing Hub. The obtained VCF files are then modified and uploaded using a customised analysis pipeline on to the Clinical Genomics
WorkSpace (CGW) software platform from Pierian.

VARIANT CALLING: Variants are reported according to HGVS nomenclature (www.hgvs.org/mutnomen) and classified per the AMP classification
system into tiers IA, IB, IIC, IID, lll, and IV. These tiers are stratified by clinical utility (‘actionability’ for clinical decision-making as to diagnosis,
prognosis, treatment options, and carrier status) and previously reported data in the medical literature. This assay only detects fusion
aberrations and does not screen for copy number variations (CNVs) or mutations. Variants located outside of targeted regions will not be
detected. It is possible that pathogenic variants may not be reported by one or more of the tools because of the parameters used. However,
tool parameters were optimized to maximize specificity and sensitivity. The assay is not validated to detect copy number loss. The assay
cannot differentiate between somatic and germline variants.

The OncoStrands™ Comprehensive Fusion Panel Gene List:

ABITABLTABL2 ACACA ACE ACERT ACKR3 ACSL6 ADD3 AFF1 AFF3 AFF4 AGR3 AHIT AHRR ALK ANKRD28 AR ARHGAP20 ARHGAP26 ARNT
ASPSCRIASTN2 ATF1 ATIC ATPIB4 AUTS2 BACHZ2 BAG4 BAIAP2L1 BAZ2A BCAS3 BCAS4 BCL1O BCLIIA BCL1IB BCL2 BCL2L1BCL3 BCL6 BCL9
BCOR BCR BDNF BICC1 BIRC3 BIRC6 BRAF BRD1 BRD3 BRD4 BRWD3 BTBDI8 BTGI Cllorfl Cllorf95 C2CD2L C3orf27 CAMTAI CAPRINI CARS
CASC5 CASP7 CBFA2T3 CBFB CBL CCAR2 CCDC28A CCDC6 CCDC88C CCNBIIPI CCNB3 CCND1 CCND2 CCND3 CD74 CDHI1 CDK5RAP2 CDK6
CDX1CDX2 CEBPA CEBPB CEBPD CEBPE CEP170B CEP85L CHD6 CHIC2 CHMP2B CHSTII CIC CITA CLPI CLTC CLTCLI CMKLRI CNBP CNOTZ2
CNTRL COG5 COLIAT COLIA2 COLE6A3 COX6C CPSF6 CRADD CREBI CREB3L1 CREB3L2 CREBBP CRLF2 CRTCI1 CSFI1 CSFIR CTDSP2 CTNNB1 CUX1
DAB2IP DACHI1 DACHZ2 DDIT3 DDX10 DDX20 DEK DMRTI DNAJB1 DPMI DUSP22 DUX4 EBF1 EEFSEC EGFR EGR1 EGR2 EGR3 EGR4 EIF4A2 ELF4
ELK4 ELL ELN EMLTEML4 EP300 EP400 EPC1 EPOR EPS15 ERBB3 ERCI ERCCI ERG ERLIN2 ESRT ETSIETVIETV4 ETV5 ETVE EWSRI EZR FAMISAZ
FCGR2B FCRL4 FEN1 FEV FGF8 FGFRI FGFRIOP FGFRIOP2 FGFR2 FGFR3 FGFR4 FHIT FIPILT FLIT FLNA FLT3 FLT3LG FNBP1 FOSB FOSL1 FOXO1
FOXO4 FOXPI FRK FRYL FUS GAS7 GATAI GIT2 GLI1 GOSRI GOTI GPRI28 GPR34 GRHPR GRID1 GTF2I H2ZAFX HAS2 HEY1 HHEX HIPI HIPK1 HISTIHA4!
HLF HMGAZ2 HNFIA HOXA10 HOXATI HOXAI3 HOXA9 HOXCI1 HOXCI3 HOXDI11 HOXDI3 HSPOOAAT ID4 IKZF1IL2 IL21R IL3 INPP5D IQCG IRF2BP2
IRF4 IRS4 ITK JAKT JAK2 JAZF1 KANKI KATEA KAT6B KDM5A KIAA1524 KIF6B KMT2A KPNBI KSR1 LASP1 LCK LCP1 LGR5 LHFP LHX2 LHX4 LMBRD1
LMOT LMOZ LNPTLPP LPXN LRMP LRRC37B LTBPI LYL1 MACRODI MAF MAFB MALTI MAML2 MAPRET MBNL1 MBTDI MDS2 MEAF6 MECOM MGEAS
MKLTMKL2 MLFTMLLTI MLLTIO MLLTIT MLLT3 MLLT4 MLLTE MNT MNX1 MSI2 MSN MUCT MUTYH MYB MYBL1 MYC MYHI1 MYH9 MYOI8A MYOIF
NAB2 NAPA NBR1 NCOAT NCOA2 NCOAS3 NDET NF1 NFATC2 NFIB NGF NGFR NIN NIPBL NKX2-5 NONO NOTCHI NPMi1 NR4A3 NR6AT NSDI NT5C2
NTF3 NTF4 NTRKT NTRK2 NTRK3 NUMAT NUPI07 NUP214 NUP98 NUTMI1 NUTM2A NUTMZ2B OFDI OLIG2 OLR1 OMD P2RY8 PAPPA PATZI PAX3 PAX5
PAX7 PAX8 PBX1PCMI PDE4DIP PDGFB PDGFRA PDGFRB PER1 PHF1 PHF23 PICALM PIM1 PLAGI PML POMI21 POUZAF1 POUSF1 PPAP2B PPARG
PPARGCIA PPFIBPI PPP2RIB PRCC PRDMIi6 PRKACA PRKARIA PRKGZ2 PRRX2 PSIP1 PSMDZ2 PTPRR RABEP1 RAD5IB RAF1 RANBP2 RAPIGDST RARA
RBM15 RBM6 RCORI1 RCSDI RET RHOH RNF213 ROS1 RPL22 RPNT RREBI RRM1 RTELT RUNXT RUNXITI SARNP SEC3IA 2-Sep 5-Sep 6-Sep 9-Sep
SERPINET SERPINF1 SET SETBPI1 SFPQ SH3D19 SH3GL1 SIK3 SLC34A2 SLC45A3 SLCOIB3 SMAPI SMARCAS5 SMARCB1 SORBS2 SORTI SP3 SPECCI
SPTBN1SQSTMI SRF SRSF3 SS18 SSI8L1 SSBP2 SSX1SSX2 SSX4 ST6GALT STATS5B STAT6E STRN SUGP2 SUZI2 SYK TACCI TACC2 TACC3 TAFI5
TALT TAL2 TAOKI TBX15 TCFI2 TCF3 TCLIA TCTA TEADI TEAD2 TEAD3 TEAD4 TEC TENMI TETI TFE3 TFG TFPT TFRC TGFBR3 THADA THRAP3
TIRAP TLX1 TLX3 TMPRSS2 TNFRSF17 TOP1 TOP2B TP53BP1 TPM3 TPM4 TRHDE TRIM24 TRIPI11 TRPS1 USPI6 USP42 USP6 VGLL3 WASF2 WDRI8
WDR70 WHSC1 WHSCIL1 WSBI WT1 WWTRI1 XIAP YAPI YTHDF2 YWHAE ZBTBI16 ZC3H7A ZC3H7B ZFP64 ZFPM2 ZFYVEI9 ZMIZ] ZMYMZ2 ZMYNDII
ZNF207 ZNF384 ZNF444 ZNF521 ZNF585B ZNF687

DISCLAIMER: This is a laboratory developed test, and its performance characteristics have been determined by LifeStrands Genomics. NATA/
RCPA accreditation does not currently cover the performance of this assay. This Report was generated using the materials and methods
described above, which required the use of various reagents, protocols, instruments, software, databases, and other items, some of which were
provided or made accessible by third parties. A defect or malfunction in any such reagents, protocols, instruments, software, databases, and or
other items may compromise the quality or accuracy of the Report. The Report has been created based on, or incorporates references to,
various scientific manuscripts, references, and other sources of information, including without limitation manuscripts, references, and other
sources of information that were prepared by third parties that describe correlations between certain genetic mutations and particular
diseases (and/or certain therapeutics that may be useful in ameliorating the effects of such diseases). Such information and correlations are
subject to change over time in response to future scientific and medical findings. LifeStrands Genomics makes no representation or warranty
of any kind, expressed or implied, regarding the accuracy of the information provided by or contained in such manuscripts, references, and
other sources of information. If any of the information provided by or contained in such manuscripts, references, and other sources is later
determined to be inaccurate, the accuracy and quality of the Report may be adversely impacted. LifeStrands Genomics is not obligated to
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notify you of any impact that future scientific or medical research findings may have on the Report. The Report must always be interpreted and
considered within the clinical context, and a physician should always consider the Report along with all other pertinent information and data
that a physician would prudently consider prior to providing a diagnosis to a patient or developing and implementing a plan of care for a
patient. The Report should never be considered or relied upon alone in making any diagnosis or prognosis. The manifestation of many diseases
is caused by more than one gene variant, a single gene variant may be relevant to more than one disease, and certain relevant gene variants
may not have been considered in the Report. In addition, many diseases are caused or influenced by modifier genes, epigenetic factors,
environmental factors, and other variables that are not addressed by the Report (or that are otherwise unknown). This Report is based on a
next generation sequencing assay which does not distinguish between somatic and germline variants. If a germline variant is in question,
further testing may be recommended. As such, the relevance of the Report should be interpreted in the context of a patient's clinical
manifestations. The Report provided by LifeStrands Genomics is provided on an AS IS basis. LifeStrands Genomics makes no representation or
warranty of any kind, expressed or implied, regarding the Report. In no event shall LifeStrands Genomics be liable for any actual damages,
indirect damages, and/or special or consequential damages arising out of or in any way connected with the Report, your use of the Report, your
reliance on the Report, or any defect or inaccurate information included within the Report. Medical knowledge annotation is constantly
updated and reflects the current knowledge at the time.
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