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Construction of a comprehensive

EBOV-human interactome network
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Figure 1. Screening strategies used for constructing the EBOV-human interactome.



Analysis of the EBOV-human PPI network
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Figure 2. Bioinformatics analysis of the EBOV-human interactome.
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Figure 4. Suppression of TM9SF2 expression impairs EBOV GP-mediated viral infection.

35



LS

TMOSF2 facilitates EBOV GP-mediated infection
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Figure 5. TM9SF2 functions as a host factor for EBOV GP-mediated infection.



TM9SF2 binds to the RBD of GP to promote viral attachment
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urine TMOSF2 facilitates EBOV pseudovirus infection in vivo
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Figure 7. TM9SF2 promotes pseudoviral infection in vivo.



Summary

 This study provides a comprehensive analysis of the EBOV-human protein-
protein interaction network.

1 Identifies TM9SF2 as a critical host factor that promotes viral attachment and
internalization during EBOV GP-mediated pseudovirus entry.

 Targeting TMI9SF2 represents a promising therapeutic strategy for antiviral
Intervention.

 These findings advance our understanding of EBOV entry mechanisms and
pave the way for developing host-targeted therapies against EBOV and other

viral infections.
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