Figure 4. Candidate novel member of the Ifi 200 family in mouse similar to the known mouse Ifi 205 IFN-induced protein. Asterisks (*)
indicate difference between sequences, pluses (+) indicate conservative replacements, while other positions are conserved.
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Figure 5. Candidate novel mouse guanylate binding protein mGBP-5 (FANTOM2 clone E030025M 22) similar to human IFN-induced guanulate
binding protein 5 (Q96PP8). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other
positions are conserved.
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Figure 6. Hypothetical Toll/Interleukin receptor TIR domain structure containing protein (FANTOM?2 clone B430113A10) similar to the
hypothetical macaque protein (Q9bgz8). The TIR domain is shaded. Asterisks (*) indicate difference between sequences, pluses (+) indicate
conservative replacements, while other positions are conserved.
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Figure 7. Candidate novel mouse interleukin-1 receptor associated kinase 2 — IRAK2 (FANTOM2 clone 4732448K 15) showing similarity to
human IRAK2 (043187). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other
positions are conserved.
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Figure 8. Candidate novel mouse IL 20 receptor like gene (FANTOM?2 clone E230031K 19) showing similarity to human IL 20 receptor alpha
(Q96SHS8). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other positions are

conserved.
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Figure 9. Candidate novel mouse gene (FANTOM?2 clone 9830142A17) with conceptua tranglation showing similarity to human TGF-3
inducible early growth response protein 2, TIEG2 (014901). Asterisks (*) indicate difference between sequences, pluses (+) indicate
conservative replacements, while other positions are conserved.
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Figure 10. Candidate novel variant of the mouse gene (FANTOM?2 clone 4921501K24) whose conceptual ranslation showed similarity to
human TGFB induced factor 2 (TALE family homeobox) (Q9GZN2). Asterisks (*) indicate difference between sequences, pluses (+) indicate
conservative replacements, while other positions are conserved.
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Figure 11. Candidate novel variant mouse gene (FANTOM2 clone B930011D01) whose conceptual translation showed similarity to the mouse
integrin (3 like with EGF-like repeat domains (Q96QX7). Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative
replacements, while other positions are conserved.
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Figure 12. Candidate novel mouse gene (FANTOM?2 clone E330012C08) whose conceptual transation showed similarity to the human latent
TGF-13 binding protein 4S. Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative replacements, while other
positions are conserved. Slash (/) and backslash (\) indicate potential frame shiftsin cDNA sequences.
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Figure 13. Candidate novel mouse gene (FANTOM2 clone 9130025L 13) whose conceptual trandation showed similarity to the human FGF
receptor 4B, the protein serine/threonine kinase. Asterisks (*) indicate difference between sequences, pluses (+) indicate conservative
replacements, while other positions are conserved.
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