
Fig S1 
 
>Anguilla anguilla Leptin1 
 
  1 – ATGCATCACTTCATCATTCTTCACTGCACTTCCCTCCTCTTTCTACTGACAATGGGTAAAAGCACACCGCCCCCTGTG 
  1 -  M  H  H  F  I  I  L  H  C  T  S  L  L  F  L  L  T  M  G  K  S  T  P  P  P  V  
 79 – GACAAAATGAAGAACAACGTCAAAATGCTAGGAGAAACAGCATTAATACGGATACAAAAATTCACGAATGAG TTCCAG 
 27 -  D  K  M  K  N  N  V  K  M  L  G  E  T  A  L  I  R  I  Q  K  F  T  N  E  F  Q  
157 – ATTTCTCCTAACATGGTGTTCAGCGGTGCAGAGTTGATCCCCAACATCACGCTGGAGACACCCCTGGGTTTGTCCTCC 
 53 -  I  S  P  N  M  V  F  S  G  A  E  L  I  P  N  I  T  L  E  T  P  L  G  L  S  S  
235 – GTAGCGGAGAACCTCAACACTTTCCAGCTCATTTTGCTGAACCTGACCCTGGACGGCACGCTCCAAATCCGCAGTGAC 
 79 -  V  A  E  N  L  N  T  F  Q  L  I  L  L  N  L  T  L  D  G  T  L  Q  I  R  S  D  
313 – ATTGTAGGCCTCCTGGACATTGTGCACTGGCTAGCAGCCTCCAGTAGCTGCCCCATGAAGAAACCAGCAAGTGACGGA 
105 -  I  V  G  L  L  D  I  V  H  W  L  A  A  S  S  S  C  P  M  K  K  P  A  S  D  G  
391 – CACTTGGAAACTTTTCTCAAGACCAACATGCCTTTTCAACTCTCAATTGCCAACATTGTCTTGACCCGACTACAGGAG 
131 -  H  L  E  T  F  L  K  T  N  M  P  F  Q  L  S  I  A  N  I  V  L  T  R  L  Q  E  
469 - TTCTTAAACAAACTAATCAACAACCTAGACCAGCTGAAAAAGTGTTGA  
157 -  F  L  N  K  L  I  N  N  L  D  Q  L  K  K  C  *  
 
 
 
>Anguilla anguilla Leptin2 

 
  1 - ATGTCCGGCTGCGTGGCGCTCCTCTGCACCTCCCTCCTGGTGCTCCTGCCCTTGGGAGCGGGGGTGCCCCTCTCCGTG  
  1 -  M  S  G  C  V  A  L  L  C  T  S  L  L  V  L  L  P  L  G  A  G  V  P  L  S  V 
 79 - GAGACCATGAAGAGTAACGTCAAGCTGATGGCGCAGACCACCATCGTCAGGATACAGAAGCTCACAGAGGAG TTCCGG  
 27 -  E  T  M  K  S  N  V  K  L  M  A  Q  T  T  I  V  R  I  Q  K  L  T  E  E  F  R 
157 – ATATCCCCCAACATGGTGTTCAGCGGCCTGGAGCTGATCCCGGACATCGCCCCGGACAAGGCGTGGGAGGGCCTGTCG 
 53 -  I  S  P  N  M  V  F  S  G  L  E  L  I  P  D  I  A  P  D  K  A  W  E  G  L  S 
235 - GCCATCGCGCAGGGGCTGCACTCCTTCCAGGTGGTCCTGTCCCACCTGCCGCCGGGCGACGGCATGGCGCAGGTGCAC  
 79 -  A  I  A  Q  G  L  H  S  F  Q  V  V  L  S  H  L  P  P  G  D  G  M  A  Q  V  H 
313 - GCCGATGTCCTGAGCCTCCACGGCGTGGTGCGCTCGCTCGCCGCCTCGCTCGGCTGCCCGCTGCACAAGCCCGCCGGC  
105 -  A  D  V  L  S  L  H  G  V  V  R  S  L  A  A  S  L  G  C  P  L  H  K  P  A  G 
391 - GACGGCCGCCTGGAGGCCTTCCTCAAGACCAACTCCACCTTCCACGTCACCATCGGCAACGTGGCCCTGGAGAGGCTC  
131 -  D  G  R  L  E  A  F  L  K  T  N  S  T  F  H  V  T  I  G  N  V  A  L  E  R  L 
469 - CGGCGCTTCCTCGGCAAGCTGGTCCAGAACCTGGACCAGCTCAAGAGCTGCTGA  
157 -  R  R  F  L  G  K  L  V  Q  N  L  D  Q  L  K  S  C  *  
 

	
  


