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A brief reminder on the data
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Extraction of radiomic data

* Segmentations were pre-processed with an absolute threshold of 2.5 SUV

1. Segmentation and

annotation of each lesion by
Marie and Erwin Lesion 1

Extraction of radiomic features ' Lesion 2
Lesion 3

q g q G\ Lesion 4
2. Extraction of radiomic %% k , kot iy
features at the lesion and ogambeg e e Mt
the whole-body level* B
B
Radiomic profiles
o
ADP_MEDHIL_HL + i
PRIMITIF_PULM
° META_FOIE_]. Whole-body profile
’ y’,
- Total volume in the N1 regions
N I Mean intensity
. . in the M1a
3. Aggregation of lesion regions
features at the TNM level 40 radiomic features in total

18F-FDG PET scan at baseline
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Clinical data

Sex 189 (women)

« Histology
128 (men) . Age, Sex
Age 65.66 (+- 10) years * Height, weight, BMI
_ « Smoking status, pack-years

Therapy 196 (chemo + immuno) . ECOG

121 (immuno alone) * Neutrophils, lymphocytes, ASAT, albumin, Idh
Histology 232 (adeno) « Alterations of oncogenes

44 (squamous)  PD-L1, TILS

39 (others) * Brain metastasis

» Treatment history (lung surgery ?...)

CEMEET M=o A5 {19 CEMEET e * Chemotherapy + immuno or immuno alone ?

52 (cancer history)
PD-L1 expression 146 (PD-L1 > 50%)
171 (PD-L1 <= 50%)

ECOG 244 (ECOG O or 1)
36 (ECOG >=2)
37 (missing value)

42 clinical features in total
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Late fusion approach - |

Balanced Predicted

Random Forest

score

®
)49 » | .. Radiomic features extracted |__, > ‘
¢ 2 . from segmented metastases
£

20y |+ B e

%ot .| .y Pathomic features extracted | , > &
; - \ from cell types annotations

l A Logistic

calibration

n: number of available modalities
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Late fusion approach - I

Train the 4 models independently

A DD A

Patients with radiomi

A -
C Patients with clinical| 2. Patients with RNA-|  Patients with pathomic,
data available m data available w seq data available |, @ﬁ:n' data available 1
) K
Train Test 1
Train a logistic calibrator for each
combination of modalities =" ow
Test 10 Train

.
ROC AUC, sensitivity, specificity, F1-score...
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First approach — compare all the patients - OS
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First approach — compare all the patients - PFS

roc_auc ranking
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First approach — compare all the patients - OS

TIPIT - all - OS (mean +- std)
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First approach — compare all the patients - PFS

TIPIT - all - ©OS (mean +- std)
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First approach — compare all the patients - OS
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First approach — compare all the patients - PFS
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Second approach — compare patients with 4 modalities - OS
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Second approach — compare patients with 4 modalities - PFS
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Second approach — compare patients with 4 modalities

090 TIPIT - subset all modas - 0S (mean +- std)
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Second approach — compare patients with 4 modalities

TIPIT - multimodal vs clinical - 0OS
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Interpretation — SHAP values — OS
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Interpretation — SHAP values — PFS
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