[bookmark: _GoBack]Supplementary Figure 3. Amino acid identity between the C. elegans (ce) and G. pallida
(gp) serotonin receptor, SER-7. Alignment of amino acid sequences of G. pallida (gp) and C. elegans (ce) SER-7. In the alignment shown '*' indicates identical amino acids, ':'
and '.' indicate similar amino acids at each position. The identity between G. pallida SER-7
and C. elegans SER-7a is 33.2%. CLUSTAL O(1.2.1) multiple sequence alignment (10/09/2015)

gp_ser-7  MVCRILLLFCIPSSFASSSSSGGPDPSQILERVDHSLFDAWPSTSTPWDTVLSNYSTPSV 60
ce_ser-7a -------------------MARAVNISPFASYTVVPITSAWPPDDLKADR---------- 31
ce_ser-7b -------------------MARAVNISPFASYTVVPITSAWPPDDLKADR---------- 31
ce_ser-7c -------------------MARAVNISPFASYTVVPITSAWPPDDLKADR---------- 31
                              : . : * : . .   : .***  .   *           TM1


gp_ser-7  STTTAADMAPIRTGPSTSLFHSRPMVALLITALVFVLIVATVLGNLMVCVAIALVRKLKA 120
ce_ser-7a -----VQLASFTT--------G----KALLAIAILAMIIMTTVGNALVCLAVLLVRKLK- 73
ce_ser-7b -----VQLASFTT--------G----KALLAIAILAMIIMTTVGNALVCLAVLLVRKLK- 73
ce_ser-7c -----VQLASFTT--------G----KALLAIAILAMIIMTTVGNALVCLAVLLVRKLK- 73
               .::* : *        .      *::  ::.:*: *.:** :**:*: ****** TM2
TM3


gp_ser-7  QPANLLLVSLAVADFCVGLFVMPMAAVYLLEDKWPFGSLLCCFWVTADLTLCTASILNLC 180
ce_ser-7a HPQNFLLVSLAVADFFVGLVVMPLALIDLLFDKWPLGSTMCSVYTTSDLTLCTASIVNLC 133
ce_ser-7b HPQNFLLVSLAVADFFVGLVVMPLALIDLLFDKWPLGSTMCSVYTTSDLTLCTASIVNLC 133
ce_ser-7c HPQNFLLVSLAVADFFVGLVVMPLALIDLLFDKWPLGSTMCSVYTTSDLTLCTASIVNLC 133
          :* *:********** ***.***:* : ** ****:** :*..:.*:*********:***TM4


gp_ser-7  MISVDRLLAVTRALRYLAIRTRRRICAVIGAVWVGSLVVSAVPLAL------VPFRGNGN 234
ce_ser-7a AISVDRYLVISSPLRYSAKRTTKRIMMYIACVWIIAAIVSISSHIIANLLNDGTYVDDTG 193
ce_ser-7b AISVDRYLVISSPLRYSAKRTTKRIMMYIACVWIIAAIVSISSHIIANLLNDGTYVDDTG 193
ce_ser-7c AISVDRYLVISSPLRYSAKRTTKRIMMYIACVWIIAAIVSISSHIIANLLNDGTYVDDTG 193
           ***** *.::  *** * ** :**   *..**: : :**     :        :  :  TM5


gp_ser-7  VCQVSQNRFYQIIATSIAFWVPALIMVIVYVKLWNAAKKMQRQDRMVLRWLGVQCQRQQN 294
ce_ser-7a TCQVIPHFIYQSYATIISFYAPTFIMVILNIKIWRAAKRLAAQDRLMSHCNSVDASERPR 253
ce_ser-7b TCQVIPHFIYQSYATIISFYAPTFIMVILNIKIWRAAKRLAAQDRLMSHCNSVDASERPR 253
ce_ser-7c TCQVIPHFIYQSYATIISFYAPTFIMVILNIKIWRAAKRLAAQDRLMSHCNSVDASERPR 253
          .***  . :**  ** *:*:.*::****: :*:*.***::  ***:: :  .*:...: .

gp_ser-7  TEPTTPKANGTIREMATNNSSPSLLANANARLMTALRPSPTAQQIQRHSIEHNNNNVTAE 354
ce_ser-7a --------NGSAETK-------DFLNEK-ETI-----------DVPKKERANSTNSRLFK 286
ce_ser-7b --------NGSAETK-------DFLNEK-ETI-----------DVPKKERANSTNSRLFK 286
ce_ser-7c --------NGSAETK-------DFLNEK-ETI-----------DVPKKERANSTNSRLFK 286
                  **: .         .:* :    :           :: ::.  ...*.   :TM6


gp_ser-7  LDK---PRPSACSMLAGAIRIPLLGSYSSTASSVVGKSQHIQHEDKARKTLGVMMSVFIC 411
ce_ser-7a LERKYLHRPSA---F-----------FSAAKGPL--IRQTEKSECKARKTLGVIMSVFII 330
ce_ser-7b LERKYLHRPSA---F-----------FSAAKGPL--IRQTEKSECKARKTLGVIMSVFII 330
ce_ser-7c LERKYLHRPSA---F-----------FSAAKGPL--IRQTEKSECKARKTLGVIMSVFII 330
          *::    ****   :           :*:: . :    *  : * ********:***** TM7


gp_ser-7  CWMPFFILALLKSQRIVYHVPTWLDSLALWLGYSNSMLNPLIYCKYNREFRIPFREMICC 471
ce_ser-7a CWLPFFILAIFKSFG--MWIPDWLDLLALWLGYSNSTLNPLIYCKYNKEFRIPFREMLAC 388
ce_ser-7b CWLPFFILAIFKSFG--MWIPDWLDLLALWLGYSNSTLNPLIYCKYNKEFRIPFREMLAC 388
ce_ser-7c CWLPFFILAIFKSFG--MWIPDWLDLLALWLGYSNSTLNPLIYCKYNKEFRIPFREMLAC 388
          **:******::**      :* *** ********** **********:*********:.*

gp_ser-7  RFATLQDAMRNESYYAKFGSPRSRNGRRLNSTASRNWPPT--ERNDGQKRDGAGGGNGKG 529
ce_ser-7a RCATLQTVMRQQSFTSRYGPPVRYRTQSS------SYRPLLSRRNDSHEASDV------- 435
ce_ser-7b RCATLQTVMRQQSFTSRYGPPVS-------------------RRNDSHEASDV------- 422
ce_ser-7c RCATLQTVMRQQSFTSRYGPPV-------------------------------------- 410
          * **** .**::*: :::* *                                       

gp_ser-7  RHSLAVGPVTADKRNSTPGALAN 552
ce_ser-7a -----------------------
ce_ser-7b -----------------------
ce_ser-7c -----------------------

.


Transmembrane domains 
Dark grey PDZ motif  
In green – PKC phosphorylation sites 
In pink – PKA phosphorylation sites 
Light grey – domain involved in G-protein coupling. 
Highly conserved residues are in blue.
In red – amino acids conserved in biogenic amine binding. 
NP – sequestration and desensitization.
Light blue – region that possibly contains splice variants.


