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INTRODUCTION SUMMARY

The tumor microenvironment (TME) is increasingly appreciated ® In our study cohort, RTK amplifications were seen in approximately 10% of all samples and aligned with known tumor specific prevalences.

as a modulator of response to standard chemotherapy and ® - , , : : : : e : : :

biologic agents. Prior studies have suggested that receptor RTK amplifications were enriched for MYC and CCNE1 genomic alterations and associated with modified expression of immunosuppressive regulatory genes IDO1, TIM-3, and LAG3.

tyrosine kinase amplifications (RTK amp) in ERBB2, EGFR, MET, ® By bulk RNA sequencing the differences in immune cell type abundance were modest and higher resolution approaches are needed to dissect cell state distribution.

and FGFR2 may be associated with an iImmunosuppressive , , , , _

TME. As RTKs are among the most common oncologic targets, ® Across all cancer types, RTK amp was associated with shorter median rwOS (16.3 vs 20.8 months, p = 0.001), though this was reversed for gastroesophageal patients (13.6 vs 11.0 months, p =
we sought to map TME features to tumor genomics across RTK 0.009).

amp and RTK non-amplified GI cancers.

METHODS RESLLIS

Table 1. Cohort Characteristics Table 2. Somatic mutations stratified by RTK amplification status
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Conference-specific guidelines

Poster presentation Instructions

Internal due dates

e 24th November 2025, Monday: Posters due for SciComm review

e 1st December 2025, Monday: Posters submitted for legal/exec leadership review
e 22nd December 2025, Monday: Poster printing deadline

e 22nd December 2025, Monday: E-poster deadline

e January 8 - 10, 2026: ASCO Gl 2026, San Francisco

Poster Presenters: All final presentation files (including optional recordings and/or
slides) are due December 22, 2025.


https://www.asco.org/gi/abstracts-presentations/poster-presenter-guidelines

Data Visualization Guidelines

Tempus Color palettes

Qualitative

SciComm preferred palette
This is a minor update to the default palette recommended by graphic design (see below) chosen to minimize
the grouping of similar colors.

[#5993F7', '#DO97C4F', '#62B882', '#RCCT78AT', '#774D9A’, '#515CBE', '#EOCT74E’', '#B8E382', '#AS54A72', '#C8B1F6']

Graphic design recommendation
For cases where data are paired or grouped in a logical way, we recommend using this ordering (or any

re-ordering) that results in the clearest presentation of the data

['#5993F7', '#515CBE', '#DO97CA4F', '#HEOQCTA4E', '#774D9A’', '#C8B8B1F6', '#AS4AT72', '#CCT78AT', '#62B882', '#BB8E382']

Graphic design variant
In the event that a slightly lighter look is preferred, this palette (or a logical re-ordering of colors to fit the
application) is acceptable

[#86B2FF', '#738AFF', '#F99B6D', '#FCE285', '#ADG6CE4', '#CCB2FF', '#E777A8', '#FFCOE3J', '#89D3A5', '#D1ECAF)|

Continuous

(Note: while these palettes are meant to be used in continuous applications, they are ultimately constructed
from discrete color palettes with code examples showing how to properly extrapolate and create a continuous
palette for applications such as heatmaps. However, these palettes may also be used in their discrete form
[depending on the application], much the same as the qualitative palettes listed above.)

Sequential

['#29293C', '#384162', '#485889', '#5770AF', '#6687D6', '#779BEB', '#8BACED’, '#9EBDFO0', '#B3CCF3', '#C7DDF6']

Diverging

[#384162', '#475889', '#5770AF', '#6687D6', '#8BACED', '#FFFFFF', '#DDC2CD', '#C99EAD', '#B47A8F', '#OF5773', '#893157']

1.SciComms Data Visualization Best Practices

1.Figure Sizing and Exporting
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