
Hssix3             MVFRS-------PLDLYSSHFLLPNFA-DSHHRSILLASSGGGNGAGGGGGAGGGSGGGN 52
Ggsix3             MVFRS-------PLELYPTHFFLPNFAADPHHRSLLLAS----------GGSGSGSGCSP 43
Xlsix3             MVFRS-------PLELYPAHLFLPNFP----ERSVLLSG--------------------- 28
Drsix3             MVFRS-------PLELYPSHLFLPNFA----DRPLLLAG--------------------- 28
Sksix3             ------------------------------------------------------------
Spsix3             MVWTETETSPSDRGAMRAAQALAQYYSLHDPRSSEGLAR--------------------- 39
Dmsix3             MAVGP------TEGKQPPSESFSPTHH--------------------------------- 21
Pcsix3/6-like      MPHLCSS-----LTTGSN------------------------------------------ 13

Groucho interaction
Hssix3             GAGGGGAGGAGGGGGGGSRAP-PEELS---MFQLP----TLNFSPEQVASVCETLEETGD 104
Ggsix3             GAGGG---------GGSSRAP-HEELS---MFQLP----TLNFSPEQVASVCETLEETGD 86
Xlsix3             -----------------PRA--QDELS---MFHLP----SLNFSPEQVASVCETLEETGD 62
Drsix3             ---------------SIPRARSPEDLP---MFQLP----TLNFSAEQVASVCETLEETGD 66
Sksix3             ------------------------------MFQLP----TLNFSPLQVASVCETLEESGD 26
Spsix3             --------LAHMYTSMQPFVPFPAAAPGGTLFPLPTALPTLCFSPTQIASVCETLEESGD 91
Dmsix3             ----------------QIIAPSP-------ILAVP----TLAFSAAQVEIVCKTLEDSGD 54
Pcsix3/6-like      --------------------------------PLP-------FSAEQISKVCETLEECGD 34
                                                    :*       **. *:  **:***: **

SIX DOMAIN
Hssix3             IERLGRFLWSLPVAPGACEAINKHESILRARAVVAFHTGNFRDLYHILENHKFTKESHGK 164
Ggsix3             IERLGRFLWSLPVAPGACEAINKHESILRARAVVAFHTGNFRDLYHILENHKFTKESHGK 146
Xlsix3             IERLGRFLWSLPVAPGACEAINKHESILRARAVVAFHTGNFRELYLLLENHKFTKESHGK 122
Drsix3             IERLGRFLWSLPVAPGACDAINKHESIQRARAVVAYHTGSFRELYHILETHKFTKDSHGK 126
Sksix3             IERLARFLWSLPVAPGTCEALNKNESVLRARAVVTFHQGNFRELYNILENHKFTKESHAK 86
Spsix3             IERLARFLWSLPVAPGTCEALSKNESVLRARAVVSFHQGNYRELYHILENHRFTKDSHAK 151
Dmsix3             IERLARFLWSLPVALPNMHEILNCEAVLRARAVVAYHVGNFRELYAIIENHKFTKASYGK 114
Pcsix3/6-like      IERLSRFLWSLPNNREVRELINSNETILRSRAVVAFHNSHFHELYYILEHFRFNKKSHGK 94
                   ****.*******      . : . *:: *:****::* . :::** ::* .:*.* *:.*

Hssix3             LQAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 224
Ggsix3             LQAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 206
Xlsix3             LQAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 182
Drsix3             LQAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRGLLREW 186
Sksix3             LQAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 146
Spsix3             LQAMWLEAHYQEAEKLRGRPLGPVDKYRVRKKFPLPRTIWDGEQKTHCFKERTRSLLREW 211
Dmsix3             LQAMWLEAHYIEAEKLRGRSLGPVDKYRVRKKFPLPPTIWDGEQKTHCFKERTRSLLREW 174
Pcsix3/6-like      LQAIWLEAHYLEAERLRGRPLGPVDKYRVRKRFPLPRTIWDGEQKAHCFKERTRKLLREF 154
                   ***:****** ***:****.***********:**** ********:******** ****:

HOMEODOMAIN
Hssix3             YLQDPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQAIGPSGMRSLA 284
Ggsix3             YLQDPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQAIGQSGMRSLA 266
Xlsix3             YLQDPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHQSIGQSGMRSLA 242
Drsix3             YLQDPYPNPSKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQHHGLGQSSLRSMS 246
Sksix3             YLQDPYPNPTKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRLQSQQHQ--QPSHNP 204
Spsix3             YLQDPYPNPTKKRELAQATGLTPTQVGNWFKNRRQRDRAAAAKNRMQQQQQQALQNSSVS 271
Dmsix3             YLQDPYPNPTKKRELAKATGLNPTQVGNWFKNRRQRDRAAAAKNRIQLPQSLALNGASGG 234
Pcsix3/6-like      YLQDPYPSPSKKRDLADATHLTPTQVGNWFKNRRQRDRAAAAKNKSQRQQEHALNTSSYE 214
                   *******.*:***:**.** *.**********************: *

Hssix3             EPGCP-----------THGSAESPSTAAS-PTTSVSSLTERADTGTSILSVTSSDSECDV 332
Ggsix3             EPGCP-----------THSSAESPSTAAS-PTTSVSSLTERAETGTSILSVTSSDSECDV 314
Xlsix3             DPGCP-----------THSSAESPSTAAASPTTSVSSLAERAETATSILSVTSSDSECDV 291
Drsix3             ESGCT-----------PHSSAESPCAAAS-PTTSVSSMNERGDGGT-ILSVTDSDSDFDV 293
Sksix3             TSPNP-----------IITVDGATTLPGQLTKQQSLDPAHALLEATQNKSHTPLSPTLA- 252
Spsix3             NSAHS-----------PSLTEGATCLLSPHPDDHSPSP-RSLADSPPLDSPSPAGYHDDD 319
Dmsix3             PPLHH-----------PAYAAAYSVECVPGGHGPPHPPPKLRINSPEKLNSTAVAAAASV 283
Pcsix3/6-like      EDDDSDNLDDILDDDISDSEDGDPRAKKDTTNEHKVSTEKRSFMVASILQKDDEPPNKKL 274
                                          .               .     .   .

Hssix3             ----------------
Ggsix3             ----------------
Xlsix3             ----------------
Drsix3             ----------------
Sksix3             ----------------
Spsix3             DDDDL----------- 324
Dmsix3             RGGGGNQHH------- 292
Pcsix3/6-like      KNYFDNNNIGSFLHTR 290


