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INTRODUCTION SUMMARY

* Immunotherapy has transtormed cancer care, but its e We developed targetR (rebranded as tempustarget), a comprehensive computational framework

effectiveness Is often constrained by tumor

heterogeneity and immune escape. Integrating public and real-world multi-omics datasets to accelerate iImmunotherapy target tempustarget

e The discovery of novel, robust iImmunotherapy targets

remains a major challenge, limiting the expansion of diSCOvery and validation. F ~./S'-l
tient b fit. . . . . - N\ »
+ Innovative, acalable strategies are urgently needed to e Findings generated by targetR can be further validated using real-world data from the Tempus R

dentify and validate new targets that can drive the next database, which offers a larger patient cohort including extensive clinical features and outcomes.

generation of iImmunotherapies.

METHODS targetR EXAMPLE REPORT

targetR performs end-to-end analysis on public Two main GOIs are presented as examples. Only a small subset of analyses from each module 1s shown.
multi-omics datasets, enabling comprehensive target e CD274 (PD-L1), a key immunotherapy target involved in immune checkpoint regulation.
characterization across diverse data types—including e £GFR, a well-established target for targeted therapies in oncology.

transcriptomics, proteomics, genomics, and cell line
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Data Visualization Guidelines

Tempus Color palettes

Qualitative

SciComm preferred palette Continuous

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

(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.)

[#5993F7', '#DO7CAF', '#62B882', 'HCCT78AT', '#7T4DOA', '#515CBE', '#EQCT74E', '#BSE382', '‘#A54A72', '#C8B1F6'] .
Sequential

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

| | B B ] e,
[#5993F 7', '#515CBE', '#D97C4F', 'HEOQCTAE', '#774DOA', '#C8B1F6', '#AS54A72', '#HCCT78AT', '#62B882', '#B8E382'] ----l

[#29293C', '#384162', '#485889'", '#5770AF', '#6687D6', ‘#779BEB', '#8BACED', '#OEBDFO', '#B3CCF3', '#C7DDF6']

['#384162', '#475889'", '#5770AF', '#6687D6', '#8BACED', '#FFFFFF', '#DDC2CD', '#CO9EAD', '#B47A8F', '#OF5773', '#893157']

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', '#AD6CE4', '#CCB2FF', '#HE777A8', '#FFCOE3J', '#89D3A5', '‘#D1ECAF|

1. SciComms Data Visualization Best Practices

2. Figure Sizing and Exporting
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