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Supplementary Figure 1. Sequence comparison of ARF4 with ARF1/3/5/6 

(A) Alignment of amino acid sequences for ARF4 with other Arf GTPases that positively regulate

IRF3 phosphorylation. Common domain structure of Arf GTPases is shown above.

(B) Protein sequence identity among Arf GTPases that increase phosphorylation of IRF3 including

ARF4. Identity, precentage of identical residues; similarities, percentage of similar functional residues.


