
 

Supplementary Figure 1. Nucleotide and deduced amino acid (upper case) sequences of the trout IL-17A/F2 mRNA. 

Position of the introns is indicated by arrows and the predicted signal peptide is highlighted in grey. Instability motifs 

(ATTTA) and the polyadenylation signal in the 3’-UTR are in bold. Start and stop codons for translation are boxed, and N-

glycosylation sites are highlighted in dark grey. 

 

 

 

     1                M  E  L  K  S  N  V  S  K  Y  L    V  V  C  C  V  S  M  L  L  G  L  T  M  A  K  

     1  cagagatcagagatggagctcaaaagcaacgtgtcgaagtacctg▼gttgtgtgctgtgtgtctatgctgctgggcctgaccatggcgaaa 

 

    27   G  M  K  V  T  K  E  R  C  N  E  T  L  I  I  P  S  D  F  Y  K  I  P  T  E  E  S  E  G  N  

    91  ggaatgaaggtgacaaaggagaggtgtaacgaaacactgatcatcccttcagacttctacaagattcccacagaggaatcagagggaaat 

 

    57   G  N  I  H  T  R  S  L  S  P  W  T  W  K    S  T  T  V  E  N  R  I  P  Q  T  M  W  E  A  E  

   181  gggaacattcacacacgctctctgtcaccctggacctggaa▼aagcactacagtggagaaccgtattcctcagaccatgtgggaggccgag 

 

    87   C  S  S  M  Y  C  V  Y  P  T  N  R  S  Q  Y  M  R  Y  R  Q  N  S  V  P  I  Y  Q  Q  V  V  

   271  tgcagctctatgtactgtgtctaccccaccaacagaagccagtacatgcgctacaggcagaactctgtacctatctaccagcaggtcgtg 

 

   117   V  L  Y  T  S  A  T  R  K  C  Y  S  A  S  F  L  S  V  A  V  G  C  T  C  A  W  A  R  T  T  

   361  gtactctacacttcagccaccaggaagtgctacagcgcctccttcctgtctgtggccgtggggtgcacctgtgcctgggcaaggactact 

         * 

   451  tgatgtagcctgcagtacactacatctatggccttactttgtttggttattcatttaattcaatccaaatgtaatgtattttaatttaaa 

   541  gtaactagggagggccaacatttgttaatcccactaagcagaagaattgactgtgaatagttgagtagaattcaagaaaaagatccccat 

   631  tgacatatgtcctatttgagcaataaaacatttttaaaacccaaaaaaaaaaaaaaaaaaaaa 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



Supplementary Figure 2. Nucleotide and deduced amino acid (upper case) sequences of the trout IL-17RA mRNA. 

Predicted signal peptide and transmembrane domain are highlighted in grey. Start and stop codons for translation, and 

upstream ATGs are boxed. Instability motif (ATTTA) and the polyadenylation signal in the 3’-UTR are in bold. 

 

 

     1  agacgtcgtaccgaccttcctttacgggtagttctggggatttaccttcatgagacatttcgtggcatctaatgtattgtctgtctagta 
    91  tagcctgctgtattgtacagtaaatgcgcgtttgcagattagagagtttttctttgtttcaatcgtgacgtgtgcgctacatttatgatt 
 
     1                              M  
   181  cccaatgacaattggaaatgtgttgttgtttttgagctgtgaaaatgattcgcagaaggaaagctacttgcttttgactaaacgaaaatg 
 
    2   K  L  L  L  T  V  G  L  L  L  A  F  V  S  T  S  S  S  L  R  I  L  E  W  P  T  L  N  C  T  
   271  aagttacttctcacggtgggattgttgttggcgtttgtctctacttcatcaagtctacggattttggaatggcccacactaaactgtact 
 
    32   Q  E  G  L  R  C  E  A  N  I  N  N  C  L  D  P  G  W  L  K  P  W  R  Y  T  P  S  S  P  V  
   361  caagagggtttgagatgtgaagccaacatcaataactgcctggatcctgggtggttgaagccttggcgctacactcctagcagcccagtg 
 
    62   N  L  E  V  E  L  D  T  R  K  D  E  E  G  H  L  V  P  V  L  V  A  R  W  K  A  Q  D  D  G  
   451  aacctagaggtggagctggacactagaaaagatgaggagggacacctggtgcctgttttagtggcccgatggaaagctcaggatgacgga 
 
    92   S  I  S  S  L  K  G  T  E  L  H  V  L  K  E  A  T  N  Q  N  L  C  V  R  Y  E  F  F  D  K  
   541  agcattagttccctgaaaggaacagagcttcatgttttgaaggaagccacaaaccagaatctgtgtgttcggtatgaattcttcgacaag 
 
   122   M  S  M  R  N  P  A  Y  E  K  W  S  F  S  L  D  R  V  V  V  E  P  G  L  S  Y  V  V  S  V  
   631  atgtccatgcgtaatccagcatatgaaaagtggtctttctccctggatcgagtggtggttgaacccggcctgtcatacgttgtctcagtc 
 
   152   S  N  L  P  K  P  N  L  K  H  S  G  Y  N  I  D  K  H  I  T  V  P  D  C  K  D  P  K  I  Q  
   721  tccaacctccccaaacccaacctgaaacactctggttacaacatcgataaacatatcactgtgcccgattgtaaagatcccaagattcag 
 
   182   R  S  K  V  C  L  E  S  G  S  L  W  R  P  N  T  T  L  E  R  S  T  G  P  Q  G  R  T  T  L  
   811  aggagcaaggtgtgtttggagagcgggagtctgtggagacctaacactacgctggagcggtctactggaccacaaggcagaaccacgctc 
 
   212   T  V  G  F  S  T  D  Q  H  S  H  N  Y  S  V  S  L  L  C  S  S  N  R  Q  W  Q  D  T  D  M  
   901  actgttgggttcagtacagaccagcactcacacaactacagtgtctcactactgtgctccagcaacagacaatggcaggacacagacatg 
 
   242   T  N  Q  T  W  L  T  V  V  F  D  L  E  K  W  P  Q  T  C  C  Y  F  D  V  E  I  H  P  F  F  
   991  accaaccagacatggctgactgtagtgtttgacctggagaagtggccccagacctgttgctattttgatgtggagatccatccgtttttt 
 
   272   S  R  C  N  N  D  C  V  R  R  R  K  T  F  N  I  C  E  T  S  P  T  V  L  T  G  D  S  S  S  
  1081  agccgttgcaacaacgactgtgtacgaagaaggaaaacgttcaacatatgtgagacctctccaactgtgttaacgggagattcttcatct 
 
   302   P  K  V  Y  T  A  I  A  A  T  V  V  L  L  V  G  G  M  V  C  C  L  V  C  Q  L  R  T  R  R  
  1171  cctaaagtctacacagccatagcagccacggtggtgctgctggtcggtggaatggtctgttgtctcgtctgtcaactacggacacggaga 
 
   332   K  K  V  P  P  G  P  Y  P  P  A  V  E  P  E  V  Q  T  P  H  L  P  R  V  P  P  K  V  L  V  
  1261  aagaaagtcccaccaggcccctatcccccagctgtagagccagaggtccagactcctcatctccccagggttcctcccaaggtgttggtg 
 
   362   I  Y  S  Q  D  H  P  L  Y  R  K  I  V  L  K  L  C  A  F  L  Q  A  K  C  G  T  E  V  V  L  
  1351  atctactctcaggaccatcctctctacaggaagatagtcctgaagctctgtgccttcctccaggccaagtgtggaactgaggttgtgttg 
 
   392   D  L  L  D  T  T  W  L  G  T  V  G  R  L  P  W  L  E  W  Q  R  Q  Q  V  N  K  S  S  D  K  
  1441  gaccttctagacacaacctggctgggcactgtggggagactaccctggctggagtggcagagacaacaggtcaacaaatcatcagacaag 
 
   422   I  L  V  L  C  S  R  G  V  Q  A  K  W  R  A  M  C  G  Q  S  R  V  T  L  R  E  D  L  R  S  
  1531  atcctggtcctctgttctcgtggcgtccaggccaagtggagggcgatgtgtggccagagtcgtgtgacgttaagagaggacctccggtcg 
 
   452   P  I  D  D  M  L  T  P  A  L  N  L  F  L  P  D  M  Q  Q  A  A  A  L  G  K  Y  M  V  A  Y  
  1621  cccatcgacgacatgctgacgccggccctcaacctcttcctgcccgacatgcagcaggccgccgcgctagggaagtacatggtggcctac 
 
   482   F  D  E  V  G  S  E  R  D  V  P  S  V  F  D  I  A  V  K  Y  K  L  M  K  H  F  E  E  L  C  
  1711  tttgacgaggtcggcagcgagcgtgacgtgccgtctgtcttcgacatcgctgtgaagtacaagctgatgaagcactttgaggagctctgc 
 
   512   F  R  I  L  D  Q  E  K  Y  A  P  G  Q  V  S  H  I  E  G  I  G  V  E  E  Y  F  T  C  P  P  
  1801  ttcaggatcctggaccaggagaagtacgcaccgggacaggtcagccacatcgaggggatcggagtggaagagtacttcacatgtccaccg 
 
   542   G  R  D  L  R  D  A  I  E  A  F  Q  A  F  Q  L  E  N  P  D  W  F  E  Q  E  C  V  D  I  N  
  1891  gggagggatctgcgagacgccatcgaagccttccaggcgttccagttagagaacccagactggtttgaacaggagtgtgttgacatcaac 
 
   572   A  E  E  E  V  F  A  V  T  E  Y  D  A  L  L  E  K  P  V  A  P  V  L  E  F  V  P  E  Y  R  
  1981  gcagaggaggaagtgttcgcagtaacagagtatgacgctctgctggaaaagccggtcgcgcctgttctagagtttgttccagaatacagg 
 
   602   N  G  P  P  V  L  E  F  V  P  E  Y  R  K  G  P  P  V  L  E  F  V  P  E  F  R  N  G  P  P  
  2071  aatgggccacctgttctagagtttgttccagagtacaggaaggggccacctgttctagagtttgttccagagttcaggaatgggccacct 
 
   632   V  L  E  F  V  P  E  Y  R  N  G  P  P  V  L  E  F  F  P  E  F  R  N  G  P  P  V  L  E  F  
  2161  gttctagagtttgttccagaatacaggaatggaccacctgttctagagttttttccagagttcaggaatgggccacctgttctagagttt 
 
   662   V  P  E  Y  R  K  E  P  P  V  L  E  F  V  P  E  Y  R  K  G  P  P  V  L  E  C  V  P  E  Y  
  2251  gttccagaatacaggaaggagcctcctgttttggagtttgttccagaatacaggaaggggcctcctgttctagagtgtgttccagaatac 
 
    



 
 
   692   R  K  G  P  P  I  S  N  Y  D  V  E  I  N  E  N  S  L  G  V  Q  V  S  T  P  E  V  K  L  E  
  2341  aggaaggggcctccaatctccaactatgatgtagagatcaatgaaaacagcctgggagtccaggtctcgactcctgaagtgaaactggaa 
 
   722   G  H  G  T  C  V  L  E  L  L  P  R  V  N  S  D  S  H  Q  M  Y  P  S  Y  P  V  V  E  A  P  
  2431  ggtcacgggacgtgtgtgctggagcttcttccaagggttaactccgacagccaccagatgtacccatcatacccagtcgttgaggcccca 
 
   752   P  G  V  L  I  S  D  L  H  P  N  A  L  E  S  Q  L  C  G  L  S  D  L  L  L  S  E  P  P  L  
  2521  cccggggtacttatctctgatctgcaccccaatgccctggagagtcaactctgtgggttgtcagatcttctcctgagtgagccacccttg 
 
   782   A  R  E  N  C  L  R  L  Q  E  R  W  G  T  A  D  R  C  P  L  E  N  E  E  E  E  E  A  Y  S  
  2611  gccagagagaactgtctccgcctacaggagaggtggggaacagcagaccgttgccctctagagaacgaggaagaggaggaggcatacagt 
 
   812   P  S  C  Q  P  S  V  D  T  L  E  Q  L  M  S  L  Q  L  S  L  C  G  L  S  A  I  P  E  I  T  
  2701  ccttcttgtcaaccctccgttgacaccctggaacaactcatgtctctccagctgtcactctgtggtctcagtgctatcccagaaatcacc 
 
   842   S  V  S  T  E  N  G  Y  L  S  Q  P  R  G  E  M  D  L  S  L  P  A  T  M  G  Q  S  R  L  S  
  2791  tctgtgtccacggagaacggctacctatcacaaccgcgtggagagatggacctatcacttcctgccacgatgggccaatcacgactgtcc 
 
   872   F  S  S  I  Q  V  T  P  P  V  P  M  D  S  Q  I  Q  Y  L  L  P  L  P  E  I  T  H  S  Q  P  
  2881  ttcagctccatccaggttaccccacctgtaccgatggatagtcagattcagtacctccttcccctgcccgagataacccactcccagccg 
 
   902   V  E  M  E  E  G  G  E  A  M  K  P  A  A  Q  E  K  R  P  V  S  G  S  D  L  G  Y  I  S  R  
  2971  gtagagatggaggagggtggggaggcgatgaagcctgctgcccaggagaagagacccgtcagtgggtcagacctgggctatatctccagg 
 
   932   S  S  F  Q  Q  D  S  S  V  H  Y  P  V  R  E  D  S  D  S  P  L  V  A  L  A  R  L  Q  Q  A  
  3061  agctccttccagcaggactcttctgtccactaccctgtaagagaggacagcgacagtccactggtggcactggccaggctacaacaggct 
 
   962   L  Y  L  N  N  *   
  3151  ctctacctaaacaattaaatactccggcttctgtaataaaaacgaggagagaacgttctagaaaacggatgttaatcatatatactctgg 
  3241  atcataaacactttagttgttcagcatcgttttttcatgttgttataacactattgtctataaaagttttcctgatttcctgatttgaaa 
  3331  atgatgaacaaacctggagtcaatgaatcagccaatgggtttgtacagcataatccatatatttagttctgacatcacttccttatatct 
  3421  ggttggtacagggacaataaaacgtgatcatgtccataaaaaaaaaaaaaaaaaaaaaaaaa 

 
 
 
 


