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Abstract

[Ef] REEICHTAMALFREROEREREZ. IRF Dcell free DNA
(cDNA)ZRAWTEREICEZRVJIZFEOBULZEMNE L 1=,

[53£] BEECHTAMBMCEREANROMPELEEL., cDNARICHS TR ERELFOES
EREERFL . cDNARK, BERBBAFEFHES O A —ARLEEREHAB T, BHUE
BETEHEICEENfr RohD7T7TEEFEZMAIEES. cfDNA/NRILIRE(AVENIO expanded kit) &
AWk, £k, RREEMPCDONAOZEEBUO—BEZRIATHLEHIC. SREOFEHRESDSD
NAZHE L. 160 BEFO V) ZHILS—4 > A/NZIL(PleSSision rapid)Z A L\ TFHE L %=,

[FR] 2019F &) BEMBOEEZBL . 2021F3IARETNEE hLFH40REDS 5, 24
BRARIZ D VW TCIDNAFHME 217 2 124 R, 244K 208 4K(83%)(C 8 LN TIDNARIZ1 D L E DIE{R
FEENMREE Iz, AR, TPE3A71%DIERIICFESH SN, APC. CTNNB1, PIK3CAZ L,
RERFPLEEIC-—EHETROSNBIBEN RIFTOCROShiz, €512, cIDNADFHEZ
To7246l0> 5, 18HIICE W TERKEDPleSSision rapidDERZ B, 551068V T, &
FEECDNAFICTPS3NE — U NDEENMRIEHE hic, 2444121, 72EOMBLFRERE
FH4BEN EFEN, MEIMLEREDEN EDNADAIlele frequency(AF)DEIEZBRETL 1=, HR
LT, 7HIF56I(63%)ICH VT, Mis{LFEEANEOERRENAFEMEBEL TV,

[FeHESEDOFE] ABNUBRATRESETENREREICE VT, 83%NDEHITDNADIER
FEEIMMRETETH 212, 52, 63%DEHICH VTHTRILERERTN R TTDAFOZLA R
REOEDEMHBEL, AEEFRRRENSERBEEIATVE, SRE. EFAKEEPTZEICM
A, ITICEMBREZEZLLTIVAEERKZAVT, WMEARHBEROTRAZAMNICMA., &
TRETHD.

Aims: We aimed to develop tumor monitoring system to evaluate the tumor burden using cell free
tumor DNA (cfDNA) in esophageal cancer patients.

Methods: The patients plasma samples were serially collected before and after neoadjuvant
chemotherapy from esophageal cancer patients. cfDNA was evaluated using AVENIO expanded
kit which could detect 77 genes under the collaboration with Professor Hiroshi Nishihara, Keio
University Hospital Cancer Center. In order to evaluate the concordance of gene alteration profile
between cfDNA and primary tumor, we used clinical sequence panel PleSSision-rapid which
included 160 genes.

Results: Of more than 40 Patient plasma samples collected, cfDNA was evaluated in 24 samples.
As results, 71 percent of samples showed mutation in TP53. Additionally, the mutation in APC,
CTNNB1, PIK3CA were detected in a sample for each. The mutation status of primary tumor was
evaluated in 18 samples. The same TP53 mutation was detected both in primary tumor and cfDNA
in 10 patients. When the change in mutation allele frequency (AF) between before and after
neoadjuvant chemotherapy was correlated to the response of primary tumor in 5 out of 7 patients.
Summary and future perspective: The mutation in cfDNA was detected in surgically resectable
esophageal cancer patients. Furthermore, the change in AF was consistent to the response to
neoadjuvant chemotherapy. The further analysis using expanded cohort will conclude whether the
current system would be a reliable approach to monitor tumor burden and guide treatment
strategy.
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[BEM]BEEIZESTAHAIEPEERDOERESRES. MEP D cell free DNA (¢ DNAZRAWNWTEREICEZRIUTTEHFED
BIIEEHMEL,

[AZIBEEICHT AL EE LR O ML ETREL . o DNA FIZB T A ERBEFORBIELMEE LR TLT=, cDNA (. BFE
EPRREEPHEE A —ARLRHIS LR T EREETCSHEICEENROND 77 EEFEMAI 8875, fDNA /R JL
R Z(AVENIO expanded kit)Z U V=, =, BFEE LMD fDNA DLEEREL D —BEEFRIL T 2-HI2. FRIEDEFEEHND DNA
ZHHL. 160 BEFDIIY=HILS—4 2 R732 JL(PleSSision rapid)Z LN TEEHEL 1=,

[#£82])2019 £ XY EFMFOEEEFMIAL. 2021 £ 3 ARETIRESINT-F 40 RIADSH | 24 BRIFIZDULVT fDNA §HEE 1T o1
R . 24 iR 20 HRIR(B3W)IZEHE VT cfDNA HIZ 1 DU L DBEFEENBREINT=, NERIEL. TP53 A T1%DEFI IZEHLN.,
APC,. CTNNB1,PIK3CA %4 & BER T LEREIC—EHETRDONIEENE 1 HlFDIZBHDNT=, S5, fDNA DFEEETT
21z 24 BIDS5% 18 FIZEWNTIRFKE D PleSSision rapid DFEREHF 1=, 25 10 HIZEWNT, [RFEE & fDNA F(Z TP53 D E—AR
MOEENREBE SN, 24 BIKIZIE. 7 BEFOMAEREERZE 4 BRAEANEEN ., HTEEREEDELE fDNA D Allele
frequency(AF) DA EZERETLT=, .ﬁ‘.%&l,t 7150 5 51(63WIZFH N T, AT LR EERI R DIESE /A AF LABREL TULV =,
[FLHESHEDOETEINFBIYIBRATEELRETE DB EEIZE T, 83%DIEHI T fDNA DBIZFLEENRHEAIRETH 1=, SHIZ,
63%DEFIZHE W THIAMEEBERETED AF OEEAREEDOEDELMEBEL. BEERIIFEREMNSERHEIN TN, & IE.
JEGIBZEIEOT LA, TTICRYBERESLELTVWSEERAZAVT. M2 RHBEROFTAXBMNICMZ . REFTHEET
Hb,

2. AR EEOBE (R

Aims: We aimed to develop tumor monitoring system to evaluate the tumor burden using cell free tumor DNA (cfDNA) in esophageal
cancer patients.

Methods: The patients plasma samples were serially collected before and after neoadjuvant chemotherapy from esophageal cancer
patients. cfDNA was evaluated using AVENIO expanded kit which could detect 77 genes under the collaboration with Professor
Hiroshi Nishihara, Keio University Hospital Cancer Center. In order to evaluate the concordance of gene alteration profile between
cfDNA and primary tumor, we used clinical sequence panel PleSSision—rapid which included 160 genes.

Results: Of more than 40 Patient plasma samples collected, cfDNA was evaluated in 24 samples. As results, 71 percent of samples
showed mutation in TP53. Additionally, the mutation in APC, CTNNB1, PIK3CA were detected in a sample for each. The mutation
status of primary tumor was evaluated in 18 samples. The same TP53 mutation was detected both in primary tumor and cfDNA in 10
patients. When the change in mutation allele frequency (AF) between before and after neoadjuvant chemotherapy was correlated to
the response of primary tumor in 5 out of 7 patients.

Summary and future perspective: The mutation in cfDNA was detected in surgically resectable esophageal cancer patients.
Furthermore, the change in AF was consistent to the response to neoadjuvant chemotherapy. The further analysis using expanded
cohort will conclude whether the current system would be a reliable approach to monitor tumor burden and guide treatment strategy.
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