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Topics to be Covered

m Why collect genomic tumor data?
m Genomic data routinely generated for clinical oncology
m A central registry approach to surveillance of genomic data

m Central registry infrastructure needed
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Why Collect Genomic Tumer Data?

A Public Health Cancer Surveillance Imperative
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Carcinogenesis: A Genomic Process

| 1 Fulﬁmmr_v carcinogenesis

o Mutations, Growth suspension evasion,
ggtrl:iitger?g L - !:;fl(\i:rﬂ.ma.g?::t epigenetic gene  ——= apoptotic resistance, sustained
inactivation proliferative signalling, angiogenesis

Squamous Mild Moderate Severe

metaplasia

| ~ Growth factor inhibitors,
histone deacetylase ' antiangiogenic, prodifferentiation,
~inhibition ~ antiproliferative strategies

Carcinogen incativation,
excretion

Tobacco cessation or chemoprevention to promote repair

Keith, R., Miller, Y. Lung cancer chemoprevention: current status and future prospects. Nat Rev
Clin Oncol 10, 334-343 (2013). https://doi.org/10.1038/nrclinonc.2013.64
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NSCLC Treatment Before Genomics
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Median time to tumor progression

Schiller JH. NEJM 2002; 346:92-98 (TTP) 3.7 mo.
Slide courtesy of Dr. Jill Kolesar



Current and Future Targets in NSCLC

A
FGR1 or FGFR2 0.7% -,
HRAS 1.2% - ",
NRAS 1.2% —,
MAP2K1 0.7%
ERBBZ amplification 2.7%
MET amplification 2.5%

RET fusion 2.3% ?f
ROS51 fusion 1.9%

ALK fusion 4.4%

MET splice 3.0%

ERBEBEZ 3.8%

MF1 truncation 1.9%

RIT1 0.2%
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Slide courtesy of Dr. Jill Kolesar

Meisel 2020, Healthbook




Shifting Paradigm in Treatment of Pediatric Brain Tumors

m Medulloblastoma - Subgroup of
) e Embryonal Tumors
wecuaasos || m Ependymoma - A type of CNS Tumor
L m Atypical Teratoid/Rhabdoid Tumors
o g (ATRT) - Rhabdoid tumors of the CNS,
| Eosmdmorns, | E — _]{ common in very young children
P m Pediatric High-Grade Glioma (pHGG) -
- heterogenous malignant tumors
- m Pediatric Low-Grade Glioma (pLGG) -
histologically diverse benign tumors of
glial origin

Guerreiro Stucklin, Ana S, Ramaswamy, Vijay, Daniels, Craig, and Taylor, Michael D. "Review of Molecular Classification and Treatment Implications of Pediatric Brain
Tumors." Current Opinion in Pediatrics. 30.1 (2018): 3-9. Web.



Genomic
Data
Capture:
A Public
Health

Imperative

How do genomic variants impact treatment,
treatment response, and survival in the
population?

Do disparities exist in patients who have access
to molecular testing and targeted therapy?

Do molecular profiles vary by geography,
race/ethnicity, or socio-economic status?

Can genetic testing be used to identify cancer
risk, diagnose cancer sooner or prevent cancer?




Appalachian KY vs TCGA Mutations in Whole Exome
Sequencing of Squamous Cell Lung Cancer (N=51)
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| | | HOXA13

| 4% | | STK11

with mutations

Characterization of Squamous Cell Lung Cancers from Appalachian Kentucky. Jinpeng Liu, Thilakam Murali, Tianxin Yu, Chunming Liu, Theru A. Sivakumaran, Hunter N.B. Moseley, Igor B. Zhulin,
Heidi L. Weiss, Eric B. Durbin, Sally R. Ellingson, Jinze Liu, Bin Huang, Brent J. Hallahan, Craig M. Horbinski, Kurt Hodges, Dana L. Napier, Thérése Bocklage, Joseph Mueller, Nathan L. Vanderford,
David W. Fardo, Chi Wang and Susanne M. Arnold. Cancer Epidemiol Biomarkers Prev February 1 2019 (28) (2) 348-356; DOI: 10.1158/1055-9965.EPI-17-0984



EGFR Testing and Erlotinib Use in Non-Small Cell Lung Cancer

Patients in Kentucky

Modeling Had EGFR Testing

Variable OR (95% CI) P-Value

Age (ref = 75+) 0.0001
20-49 4.15(2.17-7.91)

50-64 1.76 (1.16-2.67)
65-74 1.39 (0.98-1.98)

Sex (ref = Male) 0.0142
Female 1.44 (1.08-1.93)

Appalachian Status (ref = Non-Appalachia/Metro) 0.0011
Appalachian/Metro 0.67 (0.28-1.59)
Appalachian/Non-Metro 0.51 (0.36-0.73)
Non-Appalachian/Non-Metro 0.60 (0.40-0.89)

Year of Diagnosis (ref = 2007) <0.0001
2008 3.81 (0.43-34.68)

2009 22.30 (3.00-165.41)
2010 58.56 (8.12-422.26)
2011 113.47 (15.81-814.21)

Insurance (ref = Private) <0.0001
Medicaid 0.19 (0.09-0.40)

Medicare 0.61 (0.44-0.84)

Smoking (ref = No) 0.0266
Yes 0.54 (0.32-0.91)

Unknown 0.83 (0.42-1.66)

OR = odds ratio; CI = confidence interval; (ref) = reference variable

https://doi.org/10.1371/journal.pone.0237790.t003

Modeling Receive Erlotinib

Variable OR (95% CI) P-Value
Age (ref = 75+) 0.0077
20-49 2.05(1.02-4.14)
50-64 1.97 (1.31-2.95)
65-74 1.56 (1.10-2.21)
Sex (ref = Male) 0.0045
Female 1.49 (1.13-1.97)
Insurance (ref = Private) 0.0074
Medicaid 0.55 (0.33-0.93)
Medicare 0.63 (0.46-0.87)
Poverty (ref = Low) 0.0081

Moderate 1.90 (1.24-2.91)
High 1.84 (1.22-2.79)
Very High 1.33(0.85-2.09)

OR = odds ratio; CI = confidence interval; (ref) = reference variable

https://doi.org/10.1371/journal.pone.0237790.t004

Larson KL, Huang B, Chen Q, Tucker T, Schuh M, et al. (2020) EGFR testing and erlotinib use in non-small cell lung

cancer patients in Kentucky. PLOS ONE 15(8): e0237790. https://doi.org/10.1371/journal.pone.0237790



https://doi.org/10.1371/journal.pone.0237790

Age-Adjusted Invasive Cancer Incidence Rates in Kentucky

Breast, Female, 2014 - 2018
By Area Development District
Age-Adjusted to the 2000 U.S. Standard Million Population

Kentucky Rate: 128.0 / per 100,000

[1106.3-115.0
[1115.0-118.3
I 120.3 - 134.1
Bl 1376-1384

All rates per 100,000.
Data accessed July 26, 2022. Based on data released Nov 2021.
© 2022 Kentucky Cancer Registry.



Age-Adjusted Invasive Cancer Incidence Rates in Kentucky

Triple Negative (HR-/HERZ2-) - Breast, Female, 2014 - 2018
By Area Development District
Age-Adjusted to the 2000 U.S. Standard Million Population

1/ omim s vmlon s T om hm . T | oimmwm ANN_NNN

Do geographic variations also exist in incidence of cancer genomic subtypes?

[C1121-144
I 15.0-16.7
Bl 175-187

All rates per 100,000.
Data accessed September 16, 2021. Based on data released Nov 2020.
© 2021 Kentucky Cancer Registry.



Genomiec Data Ceneratea ror Clinical
Oncology

New Challenges in Cancer Surveillance
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Next Generation Sequencing (NGS) Multi-Gene Targeted
Panels

Hentucky Cancer Registry Common Clinical NGS Service

Providers in U.S.

(KCR) Cancer Genomics Data

e Clinical NGS reports  Guardant Health

e Research NGS Reports  Foundation Medicine
Oncology Research » Caris Life Sciences
Information Exchange e Tempus

Network (ORIEN)

e Others
e Pediatric Brain Tumor Study
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Current Gene List?

Genes with full coding exconic regions included in FoundationOne*CDx for the detection

insertion-deletions (indels), and copy-number alterations (CNAs).

AKTI AKT2 AKTZ
ARFRPT ARIDIA ASXL]
AXL BAPI BARDI

KMT2A (MLL) KMT2D (MLL2)

MAB3K] MAP3KIZ MAPKT MCLT
MERTK MET MKNKT
MSH6E MSTIR

NBN NFT

NPMI NRAS

BARPT PARP2

PDKT PIK3C2B PIK3CA

PPARG PPP2R2A
PTPRO aki RACT
RADS4L RARA
ROSI SDHA
SMADZ SMARCA4
SPEN SRC

BR2

Tsc2 uzafl VHL
XRCC2 ZNF703

Select Rearrangements?®

MDM
MPL

MYC

PIK3RI

PRKARIA

RBMIO

SDHC

SMO

WHSCT (MMSET)

+ 2

of substitutions,

MAP2K]

MEDI2

MEKT)

(I Page view AN

AMERT (FAMI.

ATRX

Genes with select intronic regions for the detection of gene rearrangements, one gene with a promoter

region and one non-coding RNA gene.

ALK BCL2 BCR BRAF
E ETVE EWSR1 EZR
MSH2 MYB MYC T

ROS1 RSPO2 SDC4

RARA

TMPRSS2

BRCA2

ETV4

KMT2A (MLL)

Read aloud

% Draw

‘& Highlight
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Next-Generation Sequencing Expanded NGS Gene List

Mutations (DNA)

ABN BRD4 CALF2 FOXO4 HOXC11 KLF4 MuCt PAK3 RHOH AL
ABLY BTG DD&2 FSTL3 HOXC13 KL MUTYH PATZ1 RNF213 TBLIXAT
ACKR3 BTK oDiT3 GATA1 HOXD11 LASP1 MYCL (MYCL1) PAXE RPL1O TCEAT
AKTI C150rfsS DhM2 GATA2 HOXD13 LMO1 NBN PDEADIP SEPTS TELIA
AMER1 (FAM1238)  CBIC DNMT3A GNAT1 HRAS LmMO2 NDRG1 PHFS SEPT6 TERT
AR o EIF4A2 GPC3 IKBKE MAFE NIOG-1 PHOX2B SFPQ T3
ARAF €oH ELF4 HEY1 INHBA MAX NONO PIKICG SLCASA3 TFPT
ATP283 CDKIZ EIN HISTIH3E RS2 MECOM NOTCHI PLAGI SMARCA4 THRAP3
ATRX CDKNZB ERECH HISTIHAI JUN MED12 NRAS PMS1
BCL11B CDKN2C ETV4 HLF KATGA (MYST3)  MIL1 NUMAT POUSF1
BCL2 CEBPA FAMAGC HMGN2Pds KATEB MLT NUTMZ2B PRFIRIA
BaL22 CHCHD? FANCF HNF1A KCNIS MNT ouG2 PRF1
BCOR cNoT3 FEV HOXAT KOMSC MPL omMD PAKDC
BCORLY coLAl FOXL2 HOXAI3 KDM&A MSN PIRVE RAD21
BRD3 CON6C FOXD3 HOXAS KDSR MTCP1 PAFAH182 RECQL4

Mutations and Copy Number Variations (DNA)
ABL2 BRCA2' corat ESRI FUs KT MYB PERT
ACsL3 BRIP1 CREB1 EVI GAST KLHLS MYC PICALM
ACSLE BUBIE CREB3LI Vs GATAZ MYCN
AFF1 Clior30 (EMSY)  CREB3L2 ETVG GID4 (C17orf39) ) MYDBE ﬁ
AFF3 C2orf44 CREBBP EWSR1 GMPS KMT20 1
AFF4 CACNAID CRKL XTI GNA13 KRAS A
AKAPY CALR CATCY EXT2 GNAQ KTNE
AKT2 CAMTAT CATC3 EZH2 GNAS 1K D
AKT3 CANTY CSFIR 7R GOLGAS
ALDH2 CARDT1 CSFaR FANCA. GOPC LGRS NCOA2
ALK CARS faed FANCC GPHN LHFP NCOA4
APC CASCS fa 7%} FANCD2 GPR124 LFR NF1
ARFRP1 [ CTNNAT FANCE GRINZA 1P NF2
ARHGAP2S CBFA2T3 CTNNBY FANCG GSK3B LRIG3 NFE2L2
ARHGEF12 ceFa o FANCL HIF3A LRP18 NFIB
ARIDIA CBL CYPD6 FAS HIFIB [TiE) NFKE2
ARID2 e DAXX FBXO11 HERPUD MAF NFKBIA
ARNT ccncs DDR2 FBXWT HGF MALT1 NIN
ASPSCRI CONBIIPY DDKI0 FCRLA HP1 MAMLZ NOTCH2
ASKLI coNDt DS FGF10 HMGA MAP2K1 NPM1
ATF1 coND2 DDXe FGF14 HMGA2 MAP2K2 NR4AZ
ATC cenD3 DEK FGF19 HNANPA2E1 MAP2K4 NSD1
ATM CONEY DICERT FGF23 HOOKE MAP3K1 NTSC2
ATP1AT €0274 (PDLY) DoTIL FGF3 HSPOOAAT mcLt NTRKT
ATR o EBF1 FGF4 HSPOOAR1 MDM2 NTRK2 VEGFA
ALRKA cor9A ECT2L FGFS IDH1 MDM4 NTRK3 RADS1 SRGAP3 VEGFB
ALRKB. ez EGFR FGFRI IDH2 MDS2 NUP214 RADS1B SASF2 VIIA
AXINY €oHN ELK4 FGFRIOP IGFIR MEF28 NUP93 RAF1 SRSF3 WHSCT
AXL CDK4 ElL FGFR2 EF1 MEN! NUPo8 RALGDS ss18 WHSCILY
BAP1 CDKs EML4 FGFR3 w2 MET (cMET) NUTMT RANBP17 ss18L1 WIF1
BARD1 CDKg EP300 FGFRA w2IR MITF PALE2 RAP1GDS1 STAT3 WISP3
BCL1O CDKNIB EPHA3 FH wesT MILF1 PAX3 RARA STAT4 WRN
BALIIA CDRN2A EPHAS FHIT w7 MLHI PAXS RE STATSE wT
BCLILI coxz EPHB1 FIPILY 2] MUTI PAXT RBMIS STIL WWTR
Ba13 CHEK1 EPSIS FLEN 3 MUTIE PERM1 REL ST XPA
BQLG CHEK2 ERBB2 (HERZ) Ui JAKL MLLT3 PEX1 RET SUFLL XPC
BOLIA cHIC2 ERBB3 (HERS) FIT 12 MLT4 POV RICTOR suziz XPO1
BQL9 CHNI ERBBA (HER4) FIT3 rve) MUTE PCSKT AMI2 SYK YWHAE
BCR ac ERC1 FIT4 IAZF M1 PDCD1 (PD1) RNF43 TAFIS MMz
BIAC3 ana ERCC2 FNBP1 KDMSA MRE11A PDCOILG2POLZ)  ROST TCF12 N7
BLM am ERCC3 FOXAI KOR (VEGFR2) MSH2 PDGFR RPLED TCFa N33
BMPRIA e ERCC4. FOXD1 KEAP1 MSHg PDGFRA RPLS T2 ZNF384
BRAF ameLt ERCCS FOXP1 KIAKI549 Msi2 PDGFRE RPNT TET NFs21
BRCAT' cNep ERG FUBP1 KIFS8 MTOR PDKI RPTOR TET2 ZNF703

CNTRL TFER
METExon 14

ALK BRAF NTRK NTRK2 NTRK: RET ROS1 RSPO3 EGFRvIl il

" May not be available for Medicare patients. Medicare reimburses BRCA1-2 for breast and ovarian cases only.
Next-Generation Sequencing may not be available in New York State. For testing avallable in Mew York, please view
the online New York Profile Menu fwww .CarisMolecularintelligence com/solid_tumars-NY).

AN

To order or learn more, visit www.CarisMolecularintelligence.com. (;A ]”{\I ‘S
US: 888.979.8669 | MiClientServices@carisls.com

Caris Molecular Intelligence s a trademark of Caris Life Sciences.
Intl: 00 41 21 533 53 00 | EUCustomerServices@carisls.com

© 2016 Caris Life Sciences. All rights reserved, TNO276 v5 December 14, 2016
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CARIS MOLECULAR
INTELLIGENCE

ENABLING PRECISION MEDICINE

Next-Generation
Sequencing

Multi-platform, solid tumor

biomarker analysis for therapeutic e Cemetatinn sea e ing lox

additional biomarker analysis

Chemotherapy

DNA/RNA Analysis
via Fragment Analysis

Molecular Analysis
via Next-Generation Sequeny

Fica))

Technical Specifications

Sufficient tumor must be present to complete all analysis. If you have any questions, please contact Client Services at (888) 979-8669.

chnical Information IHC CISH FISH

1 unstained slide at 4um thickness from FFPE 1 unstained slide at 4m thickness from FFPE 2 unstained slides at 4um thickness from FFPE
black, with evaluable umor present, per block, with at least 20-100 evaluable tumor block, with at least 100 evaluable cells present
IHC test cells present, per CISH test and 10% tumor, per FISH test

Sample Requirements
(see requsition for full details)

Sensitivity/Specificity >95% 295% >95%

Next-Generation Sequencing
Technical Information

Mutations and Copy Number Variations (DNA)

Fusions (RNA)

FFPE block or 15 unstained slides with a minimum of 20%
malignant origin. Needie biopsy is also acceptable (4-6 cores).

FFPE block or 2-5 unstained slides with a minimum of 20%

Sample Recuirements malignant origin Needle biopsy is also acceptable (4-6 cores)

Tumor Enrichment Microdissection performed on all cases resulting in ~25% increase in tumor nuclei and enhances detection of minor clonal variants

Amount of DNA Required 200ng input (50ng)

PPV >99% >98%
> 99% for base substitutions at = 5% mutant allele frequency;
Sensitivity > 99% for indels at = 5% mutant allele frequency; >91%
>95% for copy number variations (amplifications = & copies)
‘Average Depth of Coverage (DNA)
750X 30,000 U BNA Fr s
Average Depth/Count (RNA) ’ >3000 Unique BA Fragment
Number of Genes 592 genes 10genes

Q Erase

5]




GUARDANT,/36L)CDbx Getting Answers ~ Blood First ~ Evidence & Insights ¥ Practice Resources Guardant Portal REQUESTAKIT

Gene List

Guardant360 CDx is indicated to provide tumor mutation profiling for advanced cancer patients with any solid malignant neoplasm.

Guardant360 CDx report contains both professional services, which includes 74 genes, in addition to the FDA-approved report, which includes 55 genes.

Point Mutations (SNVs) and Deletion Variants (Indels) Amplifications Fusions
(74 Genes) (18 Genes) (6 Genes)

FGFR2 KRAS NPM1 RIT1 AR FGFR1
FGFR3 MAP2K1 NRAS ROS1 BRAF FGFR2
GATA3 MAP2K2 TRK1 SMAD4 CgND1 KIT
- Guardant|Hea
ARAF CDKN2A GNAQ MAPK3 PDGFRA STK11 CCNE1 MET
ARID1A CTNNB1 GNAS IK3CA ERT™ CDK4 MYC

ATM DDR2 HNF1A PTEN GFRA

BRAF EGFR HRAS PTPN11 TSC1 EGFR PIK3CA

BRCA1 ERBB2 IDH1 MTOR RAF1 VHL ERBB2 RAF1

BRCA2 ESR1 IDH2 MYC RB1
CCND1 EZHZ2 JAK2 NF1 RET
CCND2 FBXW7 JAK3 NFE2L2 RHEB

CCNET1 FGFR1 KIT NOTCH1 RHOA

Critical or all exons™ completely sequenced and all four major classes of alterations

NSCLC guideline-recommended genes shown in bold / *Exons selected to maximize detection of known somatic mutations / * Includes TERT promoter region



Traditional Abstraction of Gene Mutations?

m Site Specific Data ltems (SSDIs) take years to
approve

- Long after testing and clinical use have become
standards of clinical care

m Registrars do not have time to review and
manually code hundreds of gene mutations
per case

m Obtaining test results directly from sequencing
providers will be much more efficient and
complete




Central Registry Intrastructure Needed
Capture Genomie Uest Data

Moving Beyond the Limitations
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Commercial
Laboratory

NGS Panel
Testing and
Reporting

Clinical Report

e Specific gene mutations from tumor tissue

e Suggestions for FDA approved targeted agents and
clinical trials

e May or may not report variants of unknown
significance

Raw Data used to Generate Clinical Report

e Sequencer -> FastQ -> BAM -> VCF -> Clinical Report

e Clinical report based upon current knowledge of
mutation variants

e FastQ and BAM files contain information that may
prove important in future

e At minimum, BAM files important for surveillance
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Patient Name Report Date Tumor Type

F O U N DAT | O N ON E Patient, Test 09 December 2016 Breast carcinoma (NOS)

Date of Birth 12 December 1942 Medical Facility ABC Oncology

Sex Female Ordering Physician Smith, John Specimen 01 December 2016

Received

FMI Case # SMP60684 Additional Recipient Not Given Specimen Site Breast

Medical Record # 12345678 Medical Facility ID # 200313 Date of Collection 08 December 2016
AﬁQH\TeIHE TEST:Not Given Pathologi Public, John Q. Specimen Type Slide

P
FoundationOne™ is a next-generation sequencing (NGS) based assay that identifies genomic alterations within hundreds of cancer-related genes.

PATIENT RESULTS TUMOR TYPE: BREAST CARCINOMA (NOS)

4 genomic findings Genomic Alterations Identifiedt

PIK3CA E545K
2 therapies associated with potential clinical benefit ATM T2333fs*40
BCL2L1 amplification — equivocal*
0 therapies associated with lack of response MYST3 amplification — equivocal*
10 clinical trials Additional Disease-relevant Genes with No

Reportable Alterations Identified*
ERBB2

* For a complete list of the genes assayed and performance specifications,
please refer to the Appendix
*See Appendix for details

THERAPEUTIC IMPLICATIONS

Genomic Findings FD'A—Ap.pro’ved Therapies FDfA—Approved Therapies Potential Clinical Trials
Detected (in patient’s tumor type) (in another tumor type)

PIK3CA Everolimus Temsirolimus Yes, see
ES45K clinical trials
section
ATM None None Yes, see
T2333fs*40 clinical trials
section
BCL2L1 None None None

amplification - equivocal

MYST3 None None None
amplification - equivocal

Note: Genomic alterations detected may be associated with activity of certain FDA-approved drugs; however, the agents listed in this report may
have little or no evidence in the patient’s tumor type. Neither the therapeutic agents nor the trials identified are ranked in order of potential or
predicted efficacy for this patient, nor are they ranked in order of level of evidence for this patient’s tumor type.

Signed by Shakti & M.D. | Jeffrey S. Ross, M.D., Medical
Director | 09 December 2016
Foundation Medicine, Inc. / 1-888-988-3639



Genomic Data Flow into the Central Registry

NGS
Providers
XML BAM/FAST
HCR NAACCR & - -
Central " Incoming Data ,. Registry, E-
_ Clinical — — Path and
Registry el Server Other Data
Data ! RAM/FASTQ Linkage Process
L ]
l PIl Secure Object Storage Secure HPC Platform
De-ldentified
Data Access Raw Raw Raw
Portals e Genomic Genomic
Data for
Tableau Data Data Backup R
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KCR/MCC cBioPortal for Cancer Genomics

The cBioPortal for Cancer Genomics is an open-access, open-source resource for interactive
exploration of multidimensional cancer genomics data sets. The goal of cBioPortal is to
significantly lower the barriers between complex genomic data and cancer researchers by
providing rapid, intuitive, and high-quality access to molecular profiles and clinical attributes
from large-scale cancer genomics projects, and therefore to empower researchers to translate
these rich data sets into biologic insights and clinical applications.

Provide representative, de-identified, population-based data from Kentucky cancer patients
annotated with high quality KCR data

an’ cBioPortal

ARV G
& for Cancer Genomics i

KENTUCKY
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cBioPortal for Cancer Genomic X [

& ¢ @ © & hitps://chioportal.ker.uky.edu/study/summary?id= FMUK_CSCLC3%2CFMUK_LUNE%2CFMUL_LUNE%2CFMUK_SCLC%2CFMUK_NSCLCS
[} -
" cBioPortal Data Sefs Web APl Tutorials/Webinars  Visualize Your Data
n FOR CANCER GENOMICS

Combined Study

This combined study contains samples from 14 studies @

Summary Clinical Data

KM Plot: Overall Survival (months) KM Plot: Disease Free Survival (...

Gene
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Tumor Mutation Burden

Gene
ALK
STKN
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ROSA1
APC
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Search
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Transmission and Storage Requirements

m Secure FTP between central registry and sequencing provider
- Push or pull

m Molecular data files must contain linkage identifiers
- Patient: Last Name, First Name, Date of Birth, SSN, Medical Record Number
- Case: Diagnosis (Site/Histology), Diagnosis Date, Path Report Number (Specimen), Specimen Date

m Data storage needed

Data Type Storage for 1000 Records

XML (Mutations) <1 Mb <1GB

PDF (Clinical Reports) <1 Mb <1GB

BAM (Processed Raw Data) 2.3 GB (+10MB Index) ~3TB .
FASTQ (WES Raw Data) 20-40GB 20-40TB

KENTUCKY

CANCER REGISTRY



Other Resource Considerations

m Legal
- Data Use Agreements with Sequencing Providers
- Hospital Agreements (permission to send results to registry)

m Staffing
- Technical infrastructure development
- Pll security (protecting germline sequencing)
- Bioinformatics support

- Cancer registrars for reviewing and linking genomic reports with path reports and registry data

b

KENTUCKY
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Questions/Discussion

Contact Information:

Eric B. Durbin, DrPH, MS
Director, Kentucky Cancer Registry
Telephone: 859-218-3182

E-mail: ericd@kcr.uky.edu Ch | | d hOOd Ca ncer
iNn Kentucky

Web: http://www.kcr.uky.edu
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