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Figure S2

% Cytoplasmic Luciferase in SGs
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Figure S3
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Figure S4
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Figure S5
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Figure S6

PABPC1 SG immunopurification during arsenite treatment
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Figure S7
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Figure S8

G3BP immunopurification during sorbitol treatment
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Figure S9

PABPC1 immunopurification during sorbitol treatment (wild type U-2 OS cells)
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Figure S10

PABPC1 immunopurification during sorbitol treatment (AAG3BP1/2 cells)
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Figure S11
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AAG3BP1/2 SG enrichment — wild type SG enrichment
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Figure S12

G3BP tethering increases RNA association with stress granules Other RBPs can compensate for the lack of G3BP
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