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MVFRS------- PLDLYSSHFLLPNFA-DSHHRSILLASSGGGNGAGGGGGAGGGSGGGN 52
MVFRS—------- PLELYPTHFFLPNFAADPHHRSLLLAS-———————-- GGSGSGSGCSP 43
MVFRS------- PLELYPAHLFLPNFP----ERSVLLSG--———————==—=———————— 28
MVFRS------- PLELYPSHLFLPNFA----DRPLLLAG--————==—====————=——— 28
MVWTETETSPSDRGAMRAAQATLAQYYSLHDPRSSEGLAR-———————————————————— 39
MAVGP------ TEGKQPPSESFSPTHH-—— === ——————————mmm o 21
MPHLCSS----- LT TGS N~ ——mmmmm o m 13

|[6roucho interaction

GAGGGGAGGAGGGGGGGSRAP-PEELS---MFQLP----TLNFSHEQVASVCET]EETGD 104
GAGGG-—-——————— GGSSRAP-HEELS---MFQLP----TLNFSPEQVASVCETLEETGD 86
_________________ PRA--QDELS---MFHLP----SLNF5PEQVASVCETLEETGD 62
_______________ SIPRARSPEDLP---MFQLP----TLNFSAEQVASVCETLEETGD 66
______________________________ MFQLP----TLNFSPLQVASVCETLEESGD 26
———————— LAHMYTSMQPFVPFPAAAPGGTLFPLPTALPTLCFSPTQIASVCETLEESGD 91
________________ QIIAPSP-—-—---—-ILAVP----TLAF3ARQVEIVCKTIEDSGD 54
________________________________ PLP-------F5AEQISKVCET]EECGD 34

. % * % * . Kk e kkk o Kk

IERLGRFLWSLPVAPGACEAINKHESILRARAVVAFHTGNFRDLYHILENHKFTKESHGK 164
IERLGRFLWSLPVAPGACEAINKHESILRARAVVAFHTGNFRDLYHILENHKFTKESHGK 146
IERLGRFLWSLPVAPGACEAINKHESILRARAVVAFHTGNFRELYLLLENHKFTKESHGK 122
IERLGRFLWSLPVAPGACDAINKHESIQRARAVVAYHTGSFRELYHILETHKFTKDSHGK 126
IERLARFLWSLPVAPGTCEALNKNESVLRARAVVTFHQGNFRELYNILENHKFTKESHAK 86

IERLARFLWSLPVAPGTCEALSKNESVLRARAVVSFHQGNYRELYHILENHRFTKDSHAK 151
IERLARFLWSLPVALPNMHEILNCEAVLRARAVVAYHVGNFRELYAIIENHKFTKASYGK 114
IERLSRFLWSLPNNREVRELINSNETILRSRAVVAFHNSHFHELYYILEHFRFNKKSHGK 94

*kkk Kkkkkkkk . Koo kekkhkk ook e e kk e ek ek Kk k. X

LOAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 224
LOAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 206
LOAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 182
LOAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRGLLREW 186
LOAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 146
LOAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 211
LOAMWLEAHYIEAEKLRGRSLGPVDKYRVRKKFPLPPTIWDGEQKTHCFKERTRSLLREW 174
LOAIWLEAHYLEAERLRGRPLGPVDKYRVRKRFPLPRTIWDGEQKAHCFKERTRKLLREF 154

Khkkehkhkhhkhkdx hhkkoehkhhkhk dhkhkhkhkhhkhkhkhkoehkhhkkh ,hkhkrhkhkhkkehkhkhkhkrrhk hkhkkxk.

HOMEODOMAIN
YLODPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQATIGPSGMRSLA 284
YLODPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQATIGQSGMRSLA 266
YLODPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQSIGQSGMRSLA 242
YLODPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLOQHHGLGQSSLRSMS 246
YLODPYPNPTKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLOSQQHQ--QPSHNP 204
YLODPYPNPTKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRMOQQOQQQOALONSSVS 271
YLODPYPNPTKKRELAKATGLNPTQVGNWFKNRRQRDRAAAAKNRIQLPQSLALNGASGG 234
YLODPYPSPSKKRDLADATHLTPTQVGNWFKNRRQRDRAAAAKNKSQRQQEHALNTSSYE 214

Khkhkhkkhkkhkk Kekkkehkkhk *k *x hhkhkkhkkhkkhkhkhkrrhkhkhkhkhkhkhkhkrrhko *

EPGCP-—--—-——--—-— THGSAESPSTAAS-PTTSVSSLTERADTGTSILSVTSSDSECDV 332
EPGCP-—--—-——-—-—- THSSAESPSTAAS-PTTSVSSLTERAETGTSILSVTSSDSECDV 314
DPGCP---———————— THSSAESPSTAAASPTTSVSSLAERAETATSILSVTSSDSECDV 291
ESGCT----—-——-—-—- PHSSAESPCAAAS-PTTSVSSMNERGDGGT-ILSVTDSDSDEDV 293
TSPNP---—-—--—-——— IITVDGATTLPGQLTKQQSLDPAHALLEATQNKSHTPLSPTLA- 252
NSAHS--------—--- PSLTEGATCLLSPHPDDHSPSP-RSLADSPPLDSPSPAGYHDDD 319
PPLHH--————————- PAYAAAYSVECVPGGHGPPHPPPKLRINSPEKLNSTAVAAAASYV 283

EDDDSDNLDDILDDDISDSEDGDPRAKKDTTNEHKVSTEKRSFMVASILQKDDEPPNKKL 274

RGGGGNQHH--—----- 292
KNYFDNNNIGSFLHTR 290



