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38! 1. The most flexible spatial solution- GeoMx® DSP
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2. GeoMx Transcriptomics
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Segmentation; on PanCK channel

PanCK + PanCK —
Tumour compartment Stromal compartment

O & 4. The tissue morphology was delineated by the immunofluorescence detection of PanCK (epithelial
cytokeratin, green), CD45+ (immune cells, magenta) proteins and SYTO13 (nuclei, blue) (B).
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O & 5. Regions of interest (ROIs) were selected for molecular profiling analysis from the slides of a pedunculated

tubular adenoma with low-grade dysplasia as a control (A) and pedunculated T1 colorectal cancers (B).



A LNM-positive group vs. LNM-negative group
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Name Info

Human 10 Proteome Atlas °f 570 7l O|&tel CHMAE Choh ¥l #47ts
Human
Immuno-Oncology Protein Panels 96 72| immuno-oncology 2tZ CHMA o 2

Human, mouse
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Human, mouse

Table 2. GeoMx proteome panel
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GeoMx DSP
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% 6. A) GeoMx images with fluorescent morphology markers for CD45 (magenta), PanCK (green) and nuclei
(blue). Samples were segmented on the GeoMx DSP for PanCK positive (green) and PanCK negative (red) areas of

interest (AOI).



4. GeoMx Multiomics (Proteogenomics)
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5.

E-biogen’s GeoMx Service info

O|HIO|RH2 2021 HE= R E LKA GeoMx DSP Service S A|ZFRICE Transcriptome 24 I{E Q1 WTA,
CTA MH|AE A[H2Z Z|Z0AM Protein #ME ¢ot IPA HEE MHAE HISte Uk MH[A 2HE

FEE of2fel #O|A =olgh 4= ATt

GeoMx Spatial WTA Service GeoMx Spatial CTA Service GeoMx Spatial IPA Service
Species Human, Mouse Human Human
Target vgzz ;gggg;ﬂ Human 1,8007H Human 5807
Data Yield 12A0I 7|&, 100reads/um? 12A0I 7|&, 30reads/um? 12A0I 7|&, 200reads/um?
Sample type Tissue (FFPE, Tissue Microarray, Fresh frozen, Core needle biopsy)
Sample size 14.1 X 35.1mm
Turnaround time 3 weeks after ROI selection

*WTA (Whole Transcriptome Atlas) / *CTA (Cancer Transcriptome Atlas)/ * IPA(Immuno-Oncology Proteome Atlas)
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