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KEY FEATURES

+ Al-powered insight generation
» Biomarker discovery

« Signature matching

Analyze, compare and contextualize complex
omics data
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Supported application

RNA-seq data (bulk, miRNA, scRNA)
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Multi-omics (Transcriptomics, Proteomics, Metabolomics)
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Biomarker discovery
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Curated knowledge base
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Causal & Upstream analysis
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+ Causal-Driven target validation
+ Advanced multi-omics integration
+ Disease mechanisms & Predictive drug action / Tox

Al-powered interpretation: Accelerating dis-
covery with advanced intelligence

IPA® Interpret= B2FRA 7[8FQ] OiZE|AH0[H2 2 HIHRAO
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ITK-Mediated Coordination of Cytotoxic Inmune Effector
Functions % Al-Suggested
Regulation of Cytotoxic Lymphocyte Function

The network centers on ITK, a kinase crucial for T<ell and natural killer
(NK) cell signaling. Ifs posifive influence on GZMB, PRF1, FASLG, IFNG,
and NCR1 suggests promotion of genes involved in cyfotoxicity, apoptosis
induction, and inferferon gamma production, all hallmark effector

functions of cytotoxic lymphocytes (e.g., CD8+ T cells, NK cells).

Unlock insights & Develop novel hypotheses
IPAS| Core Analysis= QIAGEN Knowledge BaseE HIEFO=Z
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From data to biological mechanisms: Ad-
vanced causal network insights

Upstream Regulator Analysise= Tt 49
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Unified multi-omics view: Completing the in-
tegrated biological linkage
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Visualize & Predict: Interactive hypothesis
testing and network modeling

Molecule Activity Predictor(MAP) = E& £Xt2| 24 (Activation)
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Data-Enhanced discovery: Leveraging the
world’s largest curated omics repository

QIAGEN IPAE H 2 212(MD % PhD)0| 45 2|04t Ingenuity
Knowledge Base2f M| |t 722 OmicSoft 3= HI0IE M¥
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220,254 datasets from OmicSoft in total. Change in this release: All datasets (Except LINCS) are filtered to FDR<0.01

Land Repository Datasets
HumanDisease 24,735
Diseaseland LNCS 25:990
MouseDisease 22,289
RatDisease 6,983
ClinicalProteomicTumor 2,489
ENCODE RNA Binding 459
Oncoland NCI Patient-Derived Models 512
OncoHuman 16,311
OncoMouse 1,051
TCGA 2,897
SingleCellHuman 177
Single Cell Land SingleCellHumanUmi 86,283
SingleCellMouse 78
SingleCellMouseUmi 28,852
Normal Cells and Tissues Human Tissues (GTEx) 1,258

Benchmarking global insights: Validating
your data with proven research
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Ats3tEl 24 7t H 2 (Analysis-to-analysis matching)

AFEXY| HIO|EQF RFASIALE &btel WESHH MHE 71Tl 33
AT AHIE XHSC=2 HMYLICE 0|E Solf ArXte At sfiMs
Hpdo=2 HESHD, oflak| ot 352 MESE J|ng LAY
2 AELILCH

SAX FARY 7|at HE
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