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Introduction

IMLGAM: integrated Machine Learning and Genetic
Algorithm-driven Multiomics analysis for pan-Cancer
immunotherapy response prediction

Calculate IMLGAM Score for Guiding ICI Therapy

If the IMLGAM score is lower than 0.966, it may benefit from ICI therapy.

Expression
. BMP2 SELE
Overview
0 0
This repository contains data and code related to the study of predictive models for pan-cancer immunotherapy. The
purpose of this study is to construct a signature based on RNA sequencing data to predict the outcomes of cp274 SH3TC1
immunotherapy in patients with pan-cancer. 0 0
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® Figurel, Figure2,..:Data and original code for saving generated figures.
® The source code of the IMLAGA package. CKLF TLR7
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Prerequisites
ESCO2 RXRA

Make sure you have R and the following packages installed: IMLAGA. Install "IMLAGA" via this GitHub page or by
running the code. 0 0

devtools::install_github("Yelab1994/iMLGAM") (= @

https://github.com/Yelab1994/IMLGAM https://ici-theaphy-gms.shinyapps.io/my shiny app/
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Figure 1. Construction and Validation of the IMLGAM Scoring System
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IMLGAM Score Website Development and Pathway Analysis
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If the IMLGAM score is lower than 0.966, oD
it may benefit from ICI therapy. _
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Figure 2. Correlation Analysis of IMLGAM Score with Immune Features and Molecular Pathways



Clinical Validation of IMLGAM Score
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Figure 3. Clinical Validation of iIMLGAM Score in House-Based Cohort
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Figures 4 and 5. CRISPR Screening and Functional Analysis of CEP55 Based on iMLGAM Score



U In this study, we developed the IMLGAM scoring system, a multi-omics
analysis tool that integrates machine learning and genetic algorithms to predict
tumor patients' response to immunotherapy;

1 Through multi-cohort validation, we found that the IMLGAM score could
effectively predict the efficacy of immune checkpoint blockade (ICB) therapy;

[ For user convenience, we developed an online analysis tool that can be
directly accessed through a web interface:
https://ici-theaphy-gms.shinyapps.io/my shiny app;

1 The R package version of IMLGAM has been open-sourced on GitHub,
and researchers can access it at https://github.com/Yelab1994/iIMLGAM
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