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Gp are essential for virion attachment and penetration of host cells prior to transmission. Here, we
investigate the host-specific biophysical IDRs-determinants encoded in the primary amino acid
sequence of rhabdoviral Gps, which are predicted to modulate early conformational events. This can
be related to host-specific biophysical features of the local backbone flexibility and secondary
structure propensities mostly close to or in the C-terminal IDRs.
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High Conservation and Specificity in Biophysical Determinants
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Importantly, the essential plant rhabdoviral Gp is still PFAM-unassigned and
poorly characterized. While showing striking differences between IDRs of N- and
C-termini and the core, our results give direct insights into the biophysical folding
signals located in these variable regions and are in congruence with independent
epidemiological observations.
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On a gquantitative scale, these termini-residues contain biophysical features and
sequence segregation compositional biases, such as hydrophobicity, charges and
aromaticity, involved mostly in binding interactions and display evolutionary
covariation, reflecting a general tendency toward host-specificity.

Scaled Value in Core

Hence, an in-depth comparative structural study of the conserved core protein
and the C-terminal IDRs patterns would most likely allow the robust identification
and assignment of a new PFAM domain candidate. This analysis highlights these
regions' functional significance and potential roles in the viral life cycle, host
interactions, and viral adaptation across different hosts.
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