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A	  
D.m. Endos    MSSAEENSNSPATTPQDTETTEQANLTDLEKIEEEKLKSKYPSGMRVPGG-HSAFLQKRLQ     60 
C.e. Endos    -------MRGEAGELAVSSGEIATGALSPEKQQEQELMGKLAATGKLPARPASSFLQKKLQ     54 
X.l. Endos    MSDKYLGDSHLEETGEEKQDSQEKEAVTPEKAEEQKLKSKYPNLGGKPGG--SDFLMKRLQ     59 
H.s. Endos   MSQKQEEENPAEETGEEKQDTQEKEGILPEKAEEAKLKAKYPSLGQKPGG--SDFLMKRLQ     59 
X.l. Arpp19 MSRDNQEIKAPEESSAEEQKEMDDKVTSPEKAEEIKLKSRYPNIGPKPGG--SDFLRKRLQ   59 
H.s. Arpp19 MS-AEV----PEAASAEEQKEMEDKVTSPEKAEEAKLKARYPHLGQKPGG--SDFLRKRLQ   54 
C.e. Glb30  MSFAEIDSAIILWREVLR------------------------------------FIIDRMK   25 
 
                           
D.m. Endos    KGQKFFDSGDYQMAKQKGGG----------------------------------------     80 
C.e. Endos    Q-RKFFDSGDYAMDKSKAGTGLGSKPHPLAGGPPPAAPPVVAQRSPAPAATTPSPSASPI  113     
X.l. Endos    KGGKYFDSGDYNMAKAKMKN----------------------------------------     79 
H.s. Endos    KGQKYFDSGDYNMAKAKMKN----------------------------------------     79 
X.l. Arpp19 KGQKYFDSGDYNMAKAKMKN----------------------------------------   79 
H.s. Arpp19 KGQKYFDSGDYNMAKAKMKN----------------------------------------   74 
C.e. Glb30    VG--YSESGAIRKSNKQAIN----------------------------------------      43        
  
 
D.m. Endos    --VKQVFA----NKVTTGEAIPTPETVPARKTSIIQPCNKFPATS      119 
C.e. Endos    SQQTNRPS-SDRNSDDDNLQIPRPDTVPQRKASIINPSVHCKLSPAPHVQHHDAASPNATSE   174 
X.l. Endos    ---KQLPCAGPDKNLVTGDHIPTPQDLPQRKSSLVTSKLAGHVEDLHHV      125 
H.s. Endos    ---KQLPSAGADKNLVTGDHIPTPQDLPQRKSSLVTSKLAGGQVE     121 
X.l. Arpp19 ---KQLPTAAPDKTEVTGDHIPTPQDLPQRKPSLVASKLAG    117 
H.s. Arpp19 ---KQLPTAAPDKTEVTGDHIPTPQDLPQRKPSLVASKLAG    112 
C.e. Glb30  ---GQHSISGDDSGLSSGLSVETKQDLTQVKISAFSGR      78 
	  
B	  
C.e. Endos    MRGEAGELAVSSGEIATG--ALSPEKQQEQELMGKLAATGKLPARPASSFLQKKL-QQ      55 
C.b1.Endos    MRGEAGELAVSSGEIATG--ALSPEKQQEQELMGKLAATGKLPARPASSFLQKKL-QQ      55 
C.b2.Endos   MRGEAGELAVSSGEIATG--ALSPEKQQEQELMGKLAATGKLPARPASSFLQKKL-QQ     55 
B.m. Endos  M---LGGVQNLDEAKKLNEENFNFEKQQEDLLMSKLAANGKLPVKPQSTFLQKKLQQQ   55 
L.l. Endos  MEAMLGGVQNLEGAEKLADEDFTFEKQQEH LLMSKLASNGKLPVKPQSTFLQKKLQQQ   58 
T.s. Endos  MYQQ------------------SVEKLEEAKLFAKYPQVAK--NMQMSQFLQKRL-QQ   37     
                          
 
C.e. Endos    RKFFDSGDYAMDKSKAGTGLGSKPHPLAGGPPPAAPPV-VA-QRSPAPAATTPSPSAS     111 
C.b1.Endos    RKFFDSGDYAMDKSKAGTGLGSKPHPLAGGPQPPAPPP-AAIQKSPAPA-TSPSPSAS    111 
C.b2.Endos    RKFFDSGDYAMDKSKAGTGLGSKPHPLAGGGPPPAAPPPAAVQKSPAPA-TSPSPSAS     112 
B.m. Endos  RKFFDSGDYAMNKQKTNTP--------SANLPVANLQNIMH--RSASVSSSAQEEVDV  104 
L.l. Endos  RKFFDSGDYAMNKQKTSN--------LSANLPAADLQNIMH--RPASVSSVPQE-VDV  105 
T.s. Endos    RKYFDSGDYNMAKAK-----GLKLNTL----PATPSSVEI---RTPRLSIIV------       77       
  
 
C.e. Endos    PISQQTNRPSSDRNSDDDNL-QIPRPDTVPQRKASIINPSVH-CKLSPAPHVQH---H   164 
C.b1.Endos    PISQQTNRPSSERNSDDDNL-QIPRPDTVPQRKASIINPSVH-CKLSPAPHVQH---H    164 
C.b2.Endos    PISQQTNRPSAERNSDDDNL-QIPRPDTVPQRKASIINPSVH-CKLSPAPHVQH---H  165 
B.m. Endos  PLN-- I D VSTAVR---DESLQIPRPDTVPQRKSSIIYPSVH-SKLSPQPYIHHST-H  153 
L.l. Endos  PL---KI D ISPRIR---DESLLIPRPDTVPQRKSSIIYPSVH-SKLSPQPYIHHSA-H  156 
T.s. Endos  --DERDGSTSPTGMC-------IPTPDSIPHRKSSIVSELVVGTAPSPI--VQHQQQH  124 
 
 
C.e. Endos  DAASPNATSE        174 
C.b1.Endos  DAASPSATNE        174 
C.b2.Endos  DAASPTANTE        175 
B.m. Endos  DS-DPLTGP        161 
L.l. Endos  N--DPLPGP        163 
T.s. Endos 
 
 
Figure	  S2	  	  	  	  Endosulfine-‐family	  proteins.	  	  (A)	  Endosulfine	  in	  Drosophila	  melanogaster	  (D.m.)	  and	  Caenorhabditis	  elegans	  (C.e.)	  
are	  compared	  with	  Endosulfine	  and	  its	  paralog	  Arpp19	  in	  Xenopus	  laevis	  (X.l.)	  and	  humans	  (H.s.).	  	  Glb30	  is	  a	  C.	  elegans	  globin	  
family	  protein	  with	  limited	  homology	  to	  Endosulfine	  around	  the	  site	  targeted	  by	  Greatwall	  (pink	  shading).	  	  Amino	  acids	  that	  are	  
identical	  between	  fly	  Endosulfine	  and	  other	  proteins	  are	  shaded	  in	  yellow,	  amino	  acids	  shared	  by	  other	  proteins	  but	  not	  fly	  
Endosulfine	  are	  shaded	  in	  grey.	  	  Green	  shading	  indicates	  proline-‐directed	  S/T	  P	  sites	  potentially	  targeted	  by	  CDKs.	  	  The	  Ser	  
illuminated	  by	  aqua	  shading	  is	  a	  site	  apparently	  phosphorylated	  by	  PKA	  and	  of	  unknown	  function.	  	  The	  underlined	  sequence	  in	  
C.	  elegans	  Endosulfine	  is	  removed	  by	  the	  deletion	  allele	  ensa-‐1(tm2810).	  	  	  	  (B)	  Comparisons	  of	  nematode	  Endosulfine	  
sequences.	  	  Species:	  Caenorhabditis	  elegans	  (C.e.),	  Caenorhabditis	  briggsae	  (C.b1.),	  Caenorhabditis	  brenneri	  (C.b2.),	  Brugia	  
malayi	  (B.m.),	  Loa	  loa	  (L.l.),	  and	  Trichinella	  spiralis	  (T.s.).	  	  Colored	  shading	  as	  in	  part	  (A).	  
	  
	  
 
	  


