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No signal peptide or multiple
transmembrane domains (n=32).




Supplementary Figure 2

Hepatocyte candidates selection
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Supplementary Figure 3
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a, b: PFRONG6 C-terminal bait (100)

Pf34-CD4-Bio-His (62)
FGFR4-CD4-Bio-His (64)



Supplementary Figure 4
a b
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Supplementary Figure 5
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Supplementary Figure 6
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Supplementary Figure 7
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