
Figure 6–figure supplement 2

                 * .   ::  **  ::  *  :                      ..   :* .:  : ..*            :                   :      
H.s_Ect2 RWQVAKELYQTESNYVNILATIIQLFQVPLE-EEGQRGGPILAPEEIKTIFGSIPDIFDVHTKIKDDLEDLIVN-WDESKSIG-------DIFLKYSK--    89
D.m._Pebble RFNHFMDFYTTESNYVGILDTILNLFKNKLE-ELAETNDPLLNKSEIKTIFGNFLPIHEVHQSMLEHLRKLHAN-WREDCLIG-------DIIIQHRD--    89
PDZ-RhoGEF_1xcg RQEVINELFVTEASHLRTLRVLDLIFYQRMK-KEN-----LMPREELARLFPNLPELIEIHNSWCEAMKKLREE-GPIIKEIS-------DLMLARFDGP    86
p115RhoGEF_3odo RQEVISELLVTEAAHVRMLRVLHDLFFQPMA-ECL-----FFPLEELQNIFPSLDELIEVHSLFLDRLMKRRQESGYLIEEIG-------DVLLARFDGA    87
C.e._ECT-2 RLRVCMEMVETEKNYLSLLKLVVKFKEALEC-EISHN--EFMSRSDVAMMFGKLDPILELHERIFARLTVMSNEANTLLTVVNGKKNDDKNLDFAQVWID    97
Dbs_1lb1 RRHVMNELLDTERAYVEELLCVLEGYAAEMDNPLMAHLISTGLQNKKNILFGNMEEIYHFHNRIFLRELESCIDCPELVG----------RCFLERME--    88

                       :    : .            .        * :  : .    :  * . :   :**:..  ***:.: :              *      :    
H.s_Ect2 ---DLVKTYPPFVNFFEMSKETIIKCEKQKPRFHAFLKINQAKPECGRQSLVELLIRPVQRLPSVALLLNDLKKHTADENPDKSTLEKAIGSLKEVMTHI   186
D.m._Pebble ---ELIKAYPPYVNFFEQMKEQLQYCDREYPRFHAFLKINQTKPECGRQGLQDLMIRPVQRLPSISLLLNDILKHTTSGNADHGRLEEALKAIKQVTLHI   186
PDZ-RhoGEF_1xcg AREELQQVAAQFCSYQSIALELIKTKQRKESRFQLFMQEAESHPQCRRLQLRDLIISEMQRLTKYPLLLESIIKHTEGGTSEHEKLCRARDQCREILKYV   186
p115RhoGEF_3odo EGSWFQKISSRFCSRQSFALEQLKAKQRKDPRFCAFVQEAESRPRCRRLQLKDMIPTEMQRLTKYPLLLQSIGQNTEEPT-EREKVELAAECCREILHHV   186
C.e._ECT-2 AKEEMKKAYPQYINSYDTIKRLFDKQDRENSKFHTFCKAKESNPEFHRLKLTDLMVKPVQRLPSVILLLKEMAKK--SDSKLKNNAEEAAKAIDEVLKTA   195
Dbs_1lb1 ----EFQIYEKYCQNKPRSESLWRQCSD-----CPFFQECQKKLDH-KLSLDSYLLKPVQRITKYQLLLKEMLKYS-KHCEGAEDLQEALSSILGILKAV   177

                 *             .    :           : .                               : *  . : : : : :       .           
H.s_Ect2 NEDKRKTEAQKQIFDVVYEVDG-----CPANLLSSHRSLVQRVETISLGEHPCDRGEQ-----VTLFLFNDCLEIARKRHKVIGTFRSPHGQ------TR   270
D.m._Pebble NEDKRRTESRMAIFDIFNDIEG-----CPAHLVSSNRSFILKCEVNELSDSLSGRGDS-----LVLYLFSDSIELCKRRSKGFNTAKSPS----------   266
PDZ-RhoGEF_1xcg NEAVKQTENRHRLEGYQKRLDATALERASNPLAAEFKSLDLTTRKMIHEGPLTWRISKDKTLDLHVLLLEDLLVLLQKQDEKLLLKCHSKTA------VG   280
p115RhoGEF_3odo NQAVRDMEDLLRLKDYQRRLDLSHLRQSSDPMLSEFKNLDITKKKLVHEGPLTWRVTKDKAVEVHVLLLDDLLLLLQRQDERLLLKSHSRTL------TP   280
C.e._ECT-2 NKTREKNDNFISHLSKFTDIEN-----VPPILVAANRMFIRELVVSPIASTSPGLQQFAK---MKLFLFHDVLIITKIRSEKNTMQRLARHASFASLHSR   287
Dbs_1lb1 N----DSMHLIAITGYDGNLGDLG----KLLMQGSFSVWTDHKKGHTKVKELARFKPMQR----HLFLHEKAVLFCKKREENGEGYEKAPSY-------S   258

                                              .                           :        .               
H.s_Ect2 PPASLKHIHLMPLSQIKKVLDIRETEDCHNAFALLVRPPTEQANVLLSFQMTSDELPKENWLKMLCRHVANTICKADAENLI   352
D.m._Pebble TAKTHKHLKLISLNTIRLVIDISDSP---RAFGLLLRGDKEK---LYTFTISDEETDKSVYVKKLCNQIAAHTCRTDADKLL   342
PDZ-RhoGEF_1xcg SSDSKQTFSPVLKLNAVLIRSVATDK---RAFFIICTSKLGPPQIYELVALTSS--DKNTWMELLEEAVRNA----------   347
p115RhoGEF_3odo TPDGKTMLRPVLRLTSAMTREVATDH---KAFYVLFTWDQ-EAQIYELVAQTVS--ERKNWCALITETAGSLKVPA------   350
C.e._ECT-2 QRRPYRYIDQIQLNTMRSAFRIRAPDEIAKCLELQQQNGSTKPNVFVWCLIHRD--EQGGDIDTVFESNDDEEVRDFLDDI-   366
Dbs_1lb1 YKQSLNMTAVGITENVKGDTKKFEIWYNAREEVYIIQAPTPEIKAAWVNEIRKVLTSQLQACREASQHRALEQSHSLE----   336
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