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Supplementary Figure S1. TMD prediction by TMHMM [1] for NS4A protein in flavivirus CFAV and
Kamiti river virus (KRV), as indicated. Although three hydrophobic stretches are predicted for NS4A in
other flaviviruses, here only two are predicted with opposite topology (N- and C-terminus outside (lumenal)

in CFAV and inside (cytoplasmic) in KRV. The second predicted TM in other flaviviruses is here

hydrophilic.
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