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Research for specific_gene expression and its clinical use of pancreatic ductal
adenocarcinoma utilizing a gene expression database by NGS-HiCEP method
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Although pancreatic ductal adenocarcinoma (PDAC) is one of the most lethal
cancers due to a dismal survival rate, its biomarkers currently used in clinical practice are
neither sufficiently sensitive nor specific. Previously, high coverage gene expression profiling
(HiCEP) method was reported as an AFLP-based comprehensive gene expression analysis developed in
Japan.

Wepaimed to identify transcriptional products specific to PDAC by developing a database using HiCEP
method and next-generation sequencing (NGS) method in surgical tissues and peripheral blood samples
from approximately 90 cases. We identified several novel genes whose expression levels were
significantly increased in cancer tissues compared to non-cancerous tissues. We have replicated
these results by real-time PCR in other case specimens, and also compared them with clinical
dﬁtabasei In addition, we have performed a spatial transcriptome analysis and are now investigating
the results.
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TCGA(The Cancer

GenomeAtlas)
pllr:ter peak ID ";?:3:1"! gene pr;r:ter peak ID ";%r;i‘m gene
AT-ga 46 85 AKR1B10 (aldo-keto reductase family 1 member B10) CT-aa 6 42 Gene A
GA-ct 133 191 CEACAMS (carcinoembryonic antigen related cell adhesion molecule 5) CT-ga 50 91 Gene B
AG-cc 63 106 GPX2 (glutathione peroxidase 2) CC-cg 159 186 Gene C
TC-cc 152 199 UCAT1 (urothelial cancer associated 1: IncRNA) AA-ga 144 194 Gene D
CC-ta 98 118 PITX1 (paired like homeodomain 1) AG-cg 209 428 Gene E
TC-gc 164 254 KLK10 (kallikrein related peptidase 10) GT-ta 131 181 GeneF
CG-ta 108 162 DHRS9 (dehydrogenase/reductase 9) CC-ac 32 64 Gene G
GA-ga 175 218 HK2 (hexokinase 2) TA-ct 159 196 Gene H
CA-tt 49 79 ITGA2 (integrin subunit alpha 2) TA-ac 70 99 Gene |
GG-ca 98 131 MUC13 (mucin 13, cell surface associated) TC-ac 183 241 Gene J
GA-ct 348 458 FN1 (fibronectin 1) GG-cc 192 274 Gene K
GT-tc 33 100 TFF2 (trefoil factor2)
TC-ac 67 96 CP (ceruloplasmin)

GT-at 113 172 MUC17 (mucin 17, cell surface associated)
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A resected case of synchronous autoimmune pancreatitis and high-grade pancreatic intraepithelial neoplasia(PanIN-3)
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NGS-HiICEP identifies candidate tumor markers in clear cell renal cell carcinoma and pancreatic ductal adenocarcinoma.
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