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dentifier:
Project ID:
Report No.:
Report Date:

Subject

Identifier: Subject ID:
Date of Birth:

Diagnosis: Lung adenocarcinomain situ
Ordering Physician

Referral Doctor:

Referral Institution:

Address:

Collection Site: Specimen Type:

ABOUTACT

The test is a next-generation sequencing (NGS)-based assay developed for efficient and
comprehensive genomic profiling of cancers. This test interrogates coding regions of 440 genes
associated with cancer treatment, prognosis and diagnosis. Genetic mutations detected by this test
include small-scale mutations like single nucleotide variants (SNVs), small insertions and deletions
(InDels) and large-scale genomic alterations like copy number alterations (CNAs). The test also
includes an RNA test, detecting fusion transcripts of 29 genes. For further details of the test, please
referto “Test Details” section.

Report Summary for Actionable Variants/Biomarkers

Immune Checkpoint Inhibitor (ICl) Related Biomarkers
Detected Biomarker Status Corresponding Therapies
Tumor Mutational Burden (TMB): 3.8 muts/Mb _

Microsatellite Status (MSI): Microsatellite stable

@ sensitive gy Resistant
Variants/Biomarkers with Clinical Significance (Target Therapy)

Genomic Evidence Level 1,2 Evidence Level 3A, 3B, 4
Alterations (FDA-approved, NCCN guideline) (Others)

© Afatinib, Amivantamab-vmjw,

Amivantamab-vmjw +
Lazertinib, Dacomitinib.

EGFR 2 ’
Datopotamab

E746_AT50del deruxtecan-dlnk, Erlotinib,

Gefitinib, Lazertinib,
Osimertinib

Variants/Biomarkers with Clinical Significance (Hormone Therapy)

Genomic Evidence Level 1,2 Evidence Level 3A, 3B, 4
Alterations (FDA-approved, NCCN guideline) (Others)
° Elacestrant, Exemestane,

Imlunestrant

A\ Anastrozole, Letrozole,
Tamoxifen

Cancer-Specific Genes Evaluated
FDA-Approved Biomarkers Assessed by This Assay: ALK, BRAF, EGFR, ERBB2, KRAS, MET, RET, ROS1

Note:
The therapeutic agents and possible effects to a given drug are based on mapping the variants/biomarkers with ACT Genomics clinical
knowledge database. The mapping results only provide information for reference, but not a medical recommendation.
Please refer to the corresponding sections for more detailed information about genomic alteration and clinical relevance listed above.
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Identifier
Project ID:

ACT *+ Report En
Testing Results of Variants/Biomarkers with Clinical Relevance

Single Nucleotide and Small InDel Variants
Gene Amino Acid Change Allele Frequency

E746 AT50del
ESR1 ¥s37C

E285K 60.8%

Copy Number Alterations

Gene Chromosome Variation Copy Number

Not detected

Fusion Gene & Exon Transcript ID

Not detected

Immune Checkj t | itor (IC1) Related Biomarkers
Biomarker Results
Tumor Mutational Burden (TMB) 3.8 muts/Mb
Microsatellite Status (MSI) Microsatellite stable

The variants detected in this sample may currently have no relevance to treatment response prediction. Please refer to the

INTERPRETATION section for more biological information and potential clinical impacts of these variants.
CNAs)in the tumor were determined based on 47% tumor purity. Tumor purity was calculated by NGS/estimated by the pathologist.

calculated by using the sequenced regions of ACTONCo to estimate the number of somatic nonsynonymous mutations per

e of all protein-coding genes (whole e The threshold for high mutation load is mutations per megabase.
TMB, MSI, and copy number loss cannot be determined if calculated tumor purity is

Supplementary Information for Therapeutic Implications
Targeted Therapies

Evidence
Level

Genomic

Alterations Therapies

© Afatinib, Amivantamab-vmjw, Amivantamab-vmjw
+ Lazertinib, Dacomitinib, Datopotamab
deruxtecan-dlInk, Erlotinib, Gefitinib, Osimertinib

Hormonal Therapies

Evidence
Level

Genomic

Alterations Therapies

ESR71C G Elacestrant, Imlunestrant

ESR1 o Exemestane
7C A\ Anastrozole, Letrozole, Tamoxifen

ociated with benefit or lack of benefit are based on biomarkers detected in this tumor and published evidence in professional

or peer-reviewed journals.

Description

FDA-recognized biomarkers predictive of response or resistance to FDA-approved drugs in
this indication

Standard care biomarkers (recommended by the NCCN guideline) are predictive of
response or resistance to FDA-approved drugs in this indication

Biomarkers that serve as inclusion criteria for clinical trials (minimal supportive data
required)

Biomarkers that show plausible therapeutic significance based on small studies, few case

reports, or preclinical studies
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ACFOnC0®+ ﬁéﬁiﬂug (¢ SNV/InDel  ® CNV)

ABCB1 % CBFB +n DPYD +m GNAQ +n MAX +m PIK3CG +n SF3B1 +m
ABCC2 . CBL +n DTX1 +n GNAS +n MCL1 +n PIK3R1 +n SGK1 +n
ABCG2 . CCNA1 +n E2F3 om GREM1 s MDM2 om PIK3R2 s SH2D1A .
ABL1 +n CCNA2 +n EGFR +m GRIN2A +n MDM4 +m PIK3R3 +n SLC19A1 &
ABL2 o CCNB1 +n EP300 +n GSK3B +m MED12 +n PiM1 +n SLC22A2 *
ADAMTS1 = CCNB2 on EPCAM +n GSTP1 . MEF2B +n PMS1 on SLCO1B1 .
ADAMTS13 = CCNB3 om EPHA2 +n GSTT1 . MEN1 +n PMS2 om SLCO1B3 ¢
ADAMTS15 = CCND1 +n EPHA3 +n HGF +n MET +n POLB +n SMAD2 +n
ADAMTS16 = CCND2 om EPHAS +n HIF1A om MITF +n POLD1 om SMAD3 +n
ADAMTS18 = CCND3 +n EPHA7 on HIST1IHI1C < MLH1 on POLE +n SMAD4 on
ADAMTS6 = CCNE1 +n EPHB1 +n HISTIH1E - MPL +n PPARG +n SMARCA4 =
ADAMTS9 = CCNE2 om ERBB2 +m HNF1A on MRE11 +m PPP2R1A == SMARCB1 =
ADAMTSL1 = CCNH +n ERBB3 +m HR +n MSH2 +m PRDM1 +n SMO +m
ADGRA2 +n CD19 +m ERBB4 +n HRAS . MSHé6 on PRKAR1A <= SOCS1 .
ADHI1C . CD274 +n ERCC1 +m HSP90AA1 = MTHFR . PRKCA +n SOX2 .
AKT1 +m CD58 +n ERCC2 +m HSP90AB1 = MTOR +m PRKCB +n SOX9 +m
AKT2 on CD70 . ERCC3 on HSPA4 +m MUC16 on PRKCG +m SPEN on
AKT3 om CD79%A +n ERCC4 +m HSPA5 on MUC4 +m PRKC{ on SPOP +m
ALDH1A1 . CD79B +n ERCC5 +m IDH1 +n MUC6 +m PRKCQ +n SRC +m
ALK +n CDC73 +m ERG +n IDH2 +m MUTYH +n PRKDC +m STAG2 +n
AMER1 +n CDH1 +n ESR1 +n IEFNL3 . MYC +n PRKN +n STAT3 *n
APC +m CDK1 +n ESR2 +m IGF1 +m MYCL +m PSMB8 +n STK11 +m
AR +n CDK12 +m ETV1 +n IGF1R +n MYCN +n PSMB9 +n SUFU +n
ARAF +n CDK2 +m ETV4 *n IGF2 on MYD88 *n PSME1 +n SYK *n
ARID1A +m CDK4 +m EZH2 +m IKBKB +m NAT2 . PSME2 +m SYNE1 on
ARID1B +n CDK5 on FAM46C = IKBKE +n NBN +n PSME3 +m TAF1 +n
ARID2 +n CDKé6 +n FANCA +m IKZF1 +n NEFH +m PTCH1 +n TAP1 +m
ASXL1 +n CDK7 +n FANCC +m IL6 on NF1 om PTEN +n TAP2 +m
ATM +m CDK8 +m FANCD2 = IL7R +m NF2 +n PTGS2 +m TAPBP +n
ATR +m CDK9 +n FANCE +m INPP4B +n NFE2L2 +m PTPN11 +n TBX3 +n
ATRX +n CDKN1A +m FANCF +n INSR +n NFKB1 *n PTPRD +m TEK *n
AURKA +m CDKN1B +m FANCG +m IRF4 +m NFKBIA +m PTPRT +m TERT +n
AURKB +m CDKN2A +n FANCL +m IRS1 +n NKX2-1 . RAC1 +n TET1 +m
AXIN1 +n CDKN2B +n FAS +n IRS2 . NOTCH1 +n RAD50 +n TET2 +m
AXIN2 L] CDKN2C +um FAT1 L] JAK1 +um NOTCH2 onm RAD51 +um TGFBR2 L]
AXL +m CEBPA . FBXW7 +m JAK2 +n NOTCH3 +m RAD51B +n TMSB4X .
B2M +m CHEK1 +n FCGR2B +n JAK3 +n NOTCH4 +m RAD51C +n TNF +m
BAP1 L] CHEK2 +um FGF1 . JUN . NPM1 onm RAD51D +um TNFAIP3 o
BARD1 +n cic +n FGF10 +n KAT6A +n NQO1 . RAD52 +n TNFRSF14 +=
BCL10 +n CREBBP +n FGF14 +n KDM5A +n NRAS +m RAD54L +n TNFSF11 +m
BCL2 . CRKL on FGF19 . KDM5C on NSD1 +n RAF1 on TOP1 +m
BCL2L1 onm CRLF2 +n FGF23 onm KDM6A +n NTRK1 onm RARA +n TP53 onm
BCL2L2 . CSF1R +n FGF3 +m KDR +n NTRK2 +m RB1 +n TPMT .
BCL6 +n CTCF on FGF4 . KEAP1 on NTRK3 +m RBM10 on TSC1 +m
BCL9 onm CTLA4 +n FGFé6 on KIT o PAK3 on RECQL4 +nm TSC2 onm
BCOR +n CTNNA1 +n FGFR1 +m KMT2A +n PALB2 +m REL +n TSHR on
BIRC2 +n CTNNB1 on FGFR2 +n KMT2C on PARP1 o RET +um TYMS onm
BIRC3 on CUL3 +n FGFR3 onm KMT2D +n PAX5 on RHOA +n U2AF1 on
BLM +n CYLD +n FGFR4 +n KRAS on PAX8 +n RICTOR on UBE2A .
BMPR1A +n CYP1A1 . FH +n LCK on PBRM1 +n RNF43 on UBE2K +n
BRAF +n CYP2Bé . FLCN +n LIG1 +n PDCD1 +n ROS1 +n UBR5 +n
BRCA1 . CYP2C19 FLT1 .n LIG3 +n PDCD1LG2 += RPPH1 +nm UGT1A1 .
BRCA2 +n CYP2C8 . FLT3 +n LMO1 on PDGFRA +n RPTOR on USH2A +n
BRD4 +n CYP2Dé6 +n FLT4 +n LRP1B +n PDGFRB +n RUNX1 +n VDR .
BRIP1 +n CYP2E1 . FOXL2 . LYN +n PDIA3 +n RUNX1T1 += VEGFA +n
BTG1 . CYP3A4 . FOXP1 +n MALT1 +n PGF +n RXRA +n VEGFB +m
BTG2 . CYP3A5 . FRG1 +n MAP2K1 +n PHOX2B . SDHA +n VHL +n
BTK +n DAXX on FUBP1 +n MAP2K2 +n PIK3C2B +m SDHB on WT1 +m
BUB1B +n DCUN1D1 += GATA1 +n MAP2K4 +n PIK3C2G +m SDHC . XIAP +m
CALR +n DDR2 +n GATA2 +n MAP3K1 +n PIK3C3 +n SDHD +n XPO1 +m
CANX +n DICER1 +n GATA3 +m MAP3K7 on PIK3CA +n SERPINB3 += XRCC2 +m
CARD11 +n DNMT3A on GNA11 +n MAPK1 +n PIK3CB +n SERPINB4 += ZNF217 +m
CASP8 +n DOT1L +n GNA13 +n MAPK3 +n PIK3CD +n SETD2 +n
e

ACT Onco®+ Wz SERA (Fusion Gene)
AKT3 ALK AR BRAF EGFR ERBB2 ERBB4
ERG ESRI1 FGFRI1 FGFR2 FGFR3 KIT MET
NRGIT NRG2 NTRK1 NTRK2 NTRK3 NUTM] PAX8
PIK3CA PPARG RAF1 RET ROS1 RSPO2 TFE3
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