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Spatial RNA-Seq
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1213, GeoMx workflow with NGS readout

Spatial RNA-seq2 cancer2| Tumor microenvironmentE A7t=0 /&%t ROI(region of interest) 4188 2

mjo

A0St A stk ofgfel L2 2020 50| NanostringAtol A ZHHEE WHITEPAPERS| LHE S 2 ZHd | QlCt,

AN

=2 0

GeoMX DSP System2Z CTA (Cancer transcriptome Atlas)Ii 22 0|23} A2 AL ASH ME2 MSI
CRC sampledt MSS CRC sample= 0| &3l 20, AOI= Segment, Contour, Rare cell 22
4)

www.e-biogen.com % ebiogen



() sement
SR Profiling
Sample
Contour
Profiling
MSS CRC
Sample Ge &_i/Lﬁ Rare Cell
Analysis

A&l 4. Profiling Colorectal Cancer subtypes with CTA on GeoMx DSP
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Pathway Activity Near Invasive Margin

112l 6: Deep Exploration of Pathway Signaling Across the Tumor Invasive Margin. A) Invasive margin profiling
segmentation strategy and illuminated regions collected B) Examples of genes and pathways associated with
location across the invasive margin MET gene and Chemokine Binding pathway C) Volcano plot showing
pathways associated with expression at the invasive margin (* FDR < 0.05, ** < 0.01) D) Examples of genes and

pathways with highest expression at the invasive margin including HLA-DRA and MHC Class Il Presentation
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1217, Expression of T-cell specific activation markers within the Tumor A) ROI selection strategy to study the
impact of T-cell invasion into a CRC sample B) Expression of specific genes are shared amongst T-cells (within
dashed lines) or enriched within specific compartments of the tumor C) Examples of marker expression for CD3E

or HAVCRZ (TIM3).

O|HFO| MO M= CHYBH RNA-seq MH|AE XSSt QUCH Standard®t RNA-seq FE droplet based 2419
10X Genomics@| Chromium ZH|E 0|83t single cell RNA-seqE ¥t A2, NanostringAt2|l GeoMx DSP
system= 0|83t transcription®?t Spatial®t £410| 758t GeoMX Spatial Transcriptome service TIZst QU

ct.

www.e-biogen.com a ebiogen



—

O|HO| 27l = | 0| X|(www.e-biogen.com)E HE5IH CHASH RNA-seqOll CHEH HEE =0l &

4
30
i

<EDES S

—_

Single-cell RNA sequencing 7|&&¥. http://www.ibric.org/myboard. 2018, T28

2. Highly parallel genome-wide expression profiling of individual cells using nanoliter droplets. Cell_2015,

161(5), 1202-1214

3. Droplet barcoding for single-cell transcriptomics applied to embryonic stem cells. Cell_2015, 161(5), 1187-
2101

4. 10X GENOMICS Website https://www.10xgenomics.com/

5. Presented at American Association of Cancer Research Conf, Atlanta, GA, March (2019)

6. The Cancer Transcriptome Atlas: Deep Spatial Characterization of the Colorectal Cancer Tumor

Microenvironmen, MAY 2020

www.e-biogen.com @ ebiogen


https://www.10xgenomics.com/

