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3. F¥% THI¥ % microRNA OFFE

GIBRATRI. . FRRHIIRE S B RN A EICA b T % miRNA Z[FE L7z, AiEONEHERfE
Hrit a2 5B\2, UIBRINATE CREENAREICE(LT 5 miRNA ZHiH L, S 5ICHIEH
HERFIC R B EDOEN A DLILD S DEFRE LT, HBLEX qQRT-PCR TiEfi L7, FrE S
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1. Rk lakk 2 R A L 72 miR profile DHIE & fEHT

e HERRE ASML @ B X W =27 vV — AN miRNA Z i L, microRNA array %17 > 72
FESL. 18 FEFHD miRNA 7% wild type T2 {52 EEIIL TV . 19 FSED cld7kd type TH-
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3: C1d7kd type exosomes T %6817 %5 miRNAs
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7% 1: Wild type exosomes Tim¥EHL 75 miRNAs OEEHER T

Target genes of the miRNAs

Symbol Expected Type
AKT3 Up kinase
BCL2 Up transporter
BCL2L1 Up other
CCND1 Up transcription regulator
CDKNIA kinase
EGFR Up kinase
ERBB2 Up kinase
FGFR1 Up kinase
KRAS Up enzyme
PLD1 Up enzyme
PTGS2 Up enzyme
RAF1 Up kinase
TGFBR1 kinase
TGFBR2 kinase
TP53 transcription regulator
VEGFA Up growth factor
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T#HAEZ TR TE 2 RN REINT, BEBOREZEORIEY 27 PRNCLY | Hx OFkE
(ZRI U 72 VARG 2B IR FTRE & 72 0 | R E O TR LG oD LEZXTVD,

6.3CHR

1) Thuma F, Zoller M. EpCAM-associated claudin-7 supports lymphatic spread and drug resistance
in rat pancreatic cancer. Int J Cancer 2013;133:855-866.

2) Allenson K, et al. High prevalence of mutant KRAS in circulating exosome-derived DNA from
early-stage pancreatic cancer patients. Ann Oncol 2017;28:741-747.

3) Takahasi K, et al. Usefulness of exosome-encapsulated microRNA-451a as a minimally invasive
biomarker for prediction of recurrence and prognosis in pancreatic ductal adenocarcinoma. J
Hepatobiliary Pancreat Sci 2018;25:155-161.

4) Nishio K, et al. Preoperative predictors for early recurrence of resectable pancreatic cancer. World

J Surg Oncol 2017;15:16.



