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Subcellular imaging in murine models of metastatic colorectal cancer using a

whole transcriptome Spatial Molecular Imaging panel (22,000-plex)
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Colorectal cancer is the second leading cause of cancer death in
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comprehensive spatial profiling and future multiomic studies. R ﬁ £ £
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Orthotopic metastatic CRC mouse model treated with either vehicle
or KRAS-G12D inhibitor MRTX1133

SOS/SHP2
Inhibitors |

A

o

I 884 s
Inhibitors o \iy’
SRS
MRTX1133 V" icorm

NF1

3 e ."

| PIP3)
N\ £

L
o
o Pmrers

RAS(ON)

Inhibitors

PI3K

1
Using Bruker-trained Al
¥ cell-segmentation models

]

[ Cell growth, proliferation, survival, motility, and migration

Adapted from N Ji t al (2025); ‘A NMaan ~F paisiipipioraa A
bitpedolorg/10.1038/541696.025.01166-4 A Mean of 1564 transcripts detected per cell 2=
B C A Mean of 1148 unique genes detected per cell -G
orthotopic RXB19.1t - Vehicle —
., engraftment , o il
A . ’ N— —A
' Ku::-ll:—er[:elv:-:- X
AKPT ( | .
tumoroids RXB191X - MRTX1133 Stellate Cells (HSC x
I
SMI profiling using CosMx Mouse Whole Transcriptome Assay

(22,000 plex)
) ser@  ser@) ser@)

Single-cell distribution of
total transcripts per cell

® ) Minim

Niiche analysis

0.41791

1256 Pathways analyzed and mapped
directly onto the tissue

andarasides tagetrewioval  specificprobssand - Mowcell . eyolcchemsiyand . sectionafier Coshherun 1.25 T Stromal-remodeling related pathway shifts Conclusion
antibodies bind to target imaging : KRAS|_treated VS Veh|c|e
Mean: 1564 ' P130CAS linkage to MAPK signaling for integrins- | +0.0262
1.00 1 . B GRB2:S0S linkage to MAPK signaling for integrins: | +0.0261
' Medlan: 1 325 :: Integrin cell suwgggﬁwtes;%gagﬂg: I +0.0018 +0.0047 . I .
| Activation c?f matrix metalloprote_inages: -0.0003 1 | COSMX WTX Spat|a| prOf| ||ng Of Mouse CRC ||Ver
I _Extracellular matrix organization -0.0005 u
- 075- Shgnsing By LG58 famly members o851 - - -
z : TG TSCeDS Snalig scthares SHADS b — metastases provides whole-transcriptome single-
R FOV: 5 e " Downregulation of TGFB receptor signaling- -0.0026 mmm
eporter | | o = col Detgradaglﬁn of thg exthace_-llular matnx: ({]3‘333331 I . . .
el e ottt 2 050 ; ollagen biosynthesis and modifying enzymes 8,003 mmmm cell data across entire tissue. Cell clustering,
ISH probe I Collagen chain trimerization ! -0.0036 I——
I TGFB receptor signaling in EMT- -0.0044 . . .
. I c fCM proteoglycans -0.0045 mm— neighborhood analysis and pathway analysis
’;5 | ¢ Assembly of collagen fi(bzsillls_eaﬁéa;t{ﬂgl?rqurn:?%r;i::n;?rrsgaﬁgg: E? 885419 I :
S & ; Y Y ian-integrin membrane-ECH interactions 0,007 Em— m Higher in vehicle suggested stromal remodeling as an early feature
& i’ ~ Laminin interactions0.0078 —————————— 'ghert _
Target-binding Y $ 78R 0.00 - - Crosslinking of collagen fibri{8{0084 I Higher in KRASi-treated
35 closveand | | ij | -— > e - > -0.010 -0.005  0.000  0.005  0.010  0.015  0.020  0.025 Of th e treatment res p ONnse.
RNA wpormractl i  Bei2 10 10 10 10 A pathway activity (KRASi-treated — vehicle)
Transcripts

© 2026 Bruker

For Research Use Only. Not for use in diagnostic procedures.

Innovation with Integrity



