Supplemental Figure S2.

GFl4phi 1 UFNAPPASSSAEISF\AYLEVENNIINAIIE Fi AE ISWELTVEERNLLSVAYK 60
Mpl4-3-3a NEMAAIEERINAPREENVYUAKLAEQAERYIY AKT IFELTVEERNLLSVAYK 57
GFl4phi [(FAVIGARRASWRIISSIEQKEESINGNDDHViMTINDYREKMESELSINT Cisle TLINLLD T 120
Mpl4-3-3a 58 \peruivNliamcicynol e HHIKeiN10)n):gYAMIKINHAICVIAIAASTINGESINANIARGKHIRTIST 117
GFl4phi 121 I8 SKVFYLKMKGDYHRYLAEFKTGOERKINAR INAYKIAQD IAWAELAPTHP TRLEENE:]Y]
Mpl4-3-3a 118 ETTEESIASRANEIICEIN4: 04NN Y GEAINIAELVNTSIMATLENAASEXORAT TIHA WSy ygdf 177
GFl4phi IR NG LALNFSVFYYEILNSPDRACNLAKQAFDEAIAELDTLGEESYKDSTLIMQLLRDNLTL 240
N R W G ALNF SVFYYEILNSPDRACIWLAKQAFDEATIAELDTLGEESYKDSTLIMQLLRDNLTL 237

GFl4phi 241 pSNUODESPEET PKPINZEQKEI 267
Mpl4-3-3a 238 pgNU@EDAGDDTIMHIKT -EDINADS--- 260

Supplemental Figure S2. Alignment of 14-3-3 proteins from M. polymorpha (Mp14-3-3a)
and A. thaliana (GF14phi) with ClustalW (Thompson et al., 1994). Black blocks indicate
identical amino acid residues; dashes indicate gaps introduced to allow for optimal
alignment of sequences.



