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Figure S6

Tumor and Blood Shared Clonotypes from JAKI.R Patient
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Figure S7

Plasma Cytokines and Proteins (all) Cytokine Temporal Patterns (Cy.kclust)
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CytoSig Signaling (PBMC)
JAK CytoSig Temporal Patterns (CS.kclust)
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CD8 T Cell ISG Expression
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ISG15 in PD1" and EMRA CD8 T Cells
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