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CC-matif 1: CIA2 ESSNSPLAI STRKPRTQRKRPNQTYNEAATLLSTAYPN I FS(86) 1.99E43
CIL ETNSPPFS| STRRPRTPRKRPNQTYDEAAALLSTAYPKIFS(71) 2.35E40
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CC-matif2: CIA2 DEFDAES | LDED I EEGIDSIMGTV(188) 3.92E-13
CIL DDFDAES|LDEEIEEGIDSFMGNI (163) 1.18&-13
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CC-matif 3: CIA2 DDTKLWKIHTV (262) 3.0509
CIL NDENWWKFPTV(215) 4.01E-11
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CC-mctif4: CIAZ GPLLKLDYDGVLEAWSDKTSPFPDEI (359) 4.50E-26
CIL SPLLKIDYDGVLEAWSGKESPFSDEI (315) 7.36E-25
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CC-motif 5: CIA2 AVDVNARLAQI DLFGDSG (381) 4.54E-19
CIL GVDFHVRLGEIDLFGESG(339) 1.66E-16
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Figure S1. CC1~5 motifs conserved between CIA2 and CIL proteins, as predicted by MEME
suite. a) Positions of five predicted motifs in CIA2 and CIL. Grey box, conserved motif. Hatched
box, CCT motif. b) Sequence logos of each motif, showing the likelihood of each observed residue
at each position. All five motifs are highly significant. The sequences and E-values are shown for

each motif.



