Supplementary figure 1

A Human SH-SY5Y cell line
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Supplementary Figure 2

A Global phosphoproteomics at 10 min

Ligand group vs Control group at 10 minutes significant sites
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B Global phosphoproteomics at 60 min
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Supplementary Figure 3

A INS-specific changes in global phosphoproteome at 10 and 60 min
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Supplementary Figure 4

Insulin.10 - control.10 top 40 most significant sites
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Supplementary Figure 5

A S/T/Y modulation at 10 min B S/T/Y modulation at 60 min
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Supplementary Figure 6

A LIMA 1 interaction partners - STRING
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Supplementary Figure 7

RPS6KB1 top_sites
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Supplementary Figure 8

MAPKS top_sites
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Supplementary Figure 9

A Rho GTPase regulators
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Supplementary Figure 10

MRTFA-S6 phosphorylation at 60 min
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