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Suppl. Fig. 2 Sequence similarity between human IRF3 IAD (190-369) and corresponding regions
of other human IRF family members. Full-length sequences for human IRF 3-9 were aligned by
CLUSTALX and imported into multiple alignment annotation program GeneDoc. Similarity matrix has
been generated for the region of alignment, aa 190-369 of the human IRF3. The percentage of identical
and conserved residues for each pairwise comparison is shown in the upper-right half of the matrix,
whereas their number is shown in the lower-left half of the matrix. The diagonal represents the length of
aligned fragments.



