| gldentlfymg Differences Iin Spatial Transcriptomics Between e UNERS Ty or e
Subtypes of Pancreatic Ductal Adenocarcinoma MD Anderson

E\ Daniela Tovarl?, Galia Jacobson?!, Marta Sans Escofet3, Vittorio Branchi3, Paola A. Guerrero?, Deyali

e If- L Chatterjee?, Huamin Wang#, Anirban Maitra3, Eugene J. Koay' 'G&ﬂeep(jenter

ps L} 1 Department of Radiation Oncology, The UnlverS|ty of Texas MD Anderson Cancer Center

2 University of Houston, Houston, TX, USA

3Department of Translational Molecular Pathology, The University of Texas MD Anderson Cancer Center
4 Department of Patholoqy, The University of Texas MD Anderson Cancer Center

- - A.
|htl’0dll¢tl0n Materlals and MEthOdS Average Expression
lM
Pancreatic ductal adenocarcinoma (PDAC) Using 20 tumor samples, ten classified as high delta and ten as low delta, we first Low Deftay - = BED CE 0004
IS an aggressive and lethal form of consulted with a pathologist to identify tissue regions of high cancer density. Using £
pancreatic cancer, ranking fourth in these regions, we will continue gathering data with the 10X Genomics ST protocol. 2 FOIcON EXpreasad
. . - 0
cancer-related deaths in the US. PDAC Is @ @ @ HighDelta| - ® ® - - = os - . -~ @@e® =« 25
. . . . ® 50
heterogenous In its biophysical features , — — ® 75
g 1 .. Tumor RNA Quality Sectioning and Staining and ® 100
and clinical outcomes.* Characterization of e Slida Placatment Imaging R e
tumors into distinct biological subtypes — P SEQREIGPSN53 RN I3
i = ‘i EFS0BE3-E 323500383

would enable more personalized therapies.
The “delta” method is used to characterize
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Currently, four samples are awaiting to be sequenced and 16 are in the process of
hybridization, ligation and barcoding. Two preliminary FFPE tissue samples were ¥ custers
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