
1         ATGGATTGGATAAAGGCCGTACTCTCTGCAGTCCTACTTGTTGGCGTTGTGCAGTCTGTCCTATTACCAGGATTGAAGGAAAATAAAGTGCTCTTTTACCGAATCGAAGGAAAAACAGTAACTGGACTTCCTCAAATCAGAGATCAGTTTTCCGGCTTTGAGTAC 

1          M  D  W  I  K  A  V  L  S  A  V  L  L  V  G  V  V  Q  S  V  L  L  P  G  L  K  E  N  K  V  L  F  Y  R  I  E  G  K  T  V  T  G  L  P  Q  I  R  D  Q  F  S  G  F  E  Y  

166       AATGGAACCCTTCTTATCGAAACTCACGCTTCAAATATACTCCTACTGCAGTTCATTGACATGAAATACGATATCATGAATGGAGACTTGCCGAATGGTTGGTGGTCTGACAGCTCTGCGTCTACATATAACGAGACCAAGCCTCTTCCTCTGACCAAGTCAGCG 

56         N  G  T  L  L  I  E  T  H  A  S  N  I  L  L  L  Q  F  I  D  M  K  Y  D  I  M  N  G  D  L  P  N  G  W  W  S  D  S  S  A  S  T  Y  N  E  T  K  P  L  P  L  T  K  S  A   

331       TTTGTTCTTCAACTGGAGAATCATTTTGTTAAAAAAGTCGTAGTACCACGTGATCTGAAGGACTGGGAATTGAACTTCATAAAAGGTTTCTTAAAATCATTCTTCCCAAACTTCGACAGCTTTAAAATCAACAAAAAAGATAAGAGCAACTATTCATCCAAGTCG 

111        F  V  L  Q  L  E  N  H  F  V  K  K  V  V  V  P  R  D  L  K  D  W  E  L  N  F  I  K  G  F  L  K  S  F  F  P  N  F  D  S  F  K  I  N  K  K  D  K  S  N  Y  S  S  K  S   

496       AAATCTCGCCCGGATTTGGAGGACTCTTTCACAGTGATGCAGGAAACGGTAGTTGGAAAGTGTGAGGTGCAATATGAAGTTTTCCGCTTACCCCGTAACGGAGAAGGATGGCCTCAGTCTTCCAATGACAACATGAAGAGCACGGTTTGTGGAAGTAATGACGAA 

166        K  S  R  P  D  L  E  D  S  F  T  V  M  Q  E  T  V  V  G  K  C  E  V  Q  Y  E  V  F  R  L  P  R  N  G  E  G  W  P  Q  S  S  N  D  N  M  K  S  T  V  C  G  S  N  D  E   

661       CTTTTTGAAATAGTTCGCACCCACAACTACAGTAATTGCGAATATACCGCTGAGACCCGCTTCGCTCTACCTCGGTACACGGCAGCTGATTGCCCCCCTGGAGATAGCAAATGTGACGATGTATTGAATAGGGCTTCAGTTAGTCGCATCCGAGGCTGTTCAAGT 

221        L  F  E  I  V  R  T  H  N  Y  S  N  C  E  Y  T  A  E  T  R  F  A  L  P  R  Y  T  A  A  D  C  P  P  G  D  S  K  C  D  D  V  L  N  R  A  S  V  S  R  I  R  G  C  S  S   

826       TCTAGGGGGTCTCTAATTCTGGACTCTGTCACTAGTTCTTCAGTGAGTGCTAACCTTCAACTCCATGCTGAAAGTAAGGCGATCGTTTCTTCAAAATTGAATGCAACTCTAATCAATTCTACAGCTCTCCCTCCCGGTGATCCATCCAATAGAATTGGCTTATTA 

276        S  R  G  S  L  I  L  D  S  V  T  S  S  S  V  S  A  N  L  Q  L  H  A  E  S  K  A  I  V  S  S  K  L  N  A  T  L  I  N  S  T  A  L  P  P  G  D  P  S  N  R  I  G  L  L   

991       CCAAAAGACCCAATGCATATTGGAGACTTCTTCTACACATATTCACACTCTGTCAAGAACCGTTCAGGAAGTAACTGCAAGAGCAGGCGTTCTGATGAAAGACAATACAAGCCAAAAAAGAGCGACGATGATACCAACAAGCATGGCAATGGAAATCCTCAAGAT 

331        P  K  D  P  M  H  I  G  D  F  F  Y  T  Y  S  H  S  V  K  N  R  S  G  S  N  C  K  S  R  R  S  D  E  R  Q  Y  K  P  K  K  S  D  D  D  T  N  K  H  G  N  G  N  P  Q  D   

1156      CCGGATGAAGATTCAGGAACCGTCAAGAAACCCTCATCTAGTTCTCAATCGAACAAAAACTCCAACAATCATGATAACATTCTCATGGAAATTAATGAGAGTGATGGCATTTACAACAGAATTAAGAAGAGTGTTTCGAAAAAGTCTTTCAGAGGTGAAAATCGT 

386        P  D  E  D  S  G  T  V  K  K  P  S  S  S  S  Q  S  N  K  N  S  N  N  H  D  N  I  L  M  E  I  N  E  S  D  G  I  Y  N  R  I  K  K  S  V  S  K  K  S  F  R  G  E  N  R   

1321      GGAAGCAAAGAAAATAATAGTAGGTCTTATGGTGTTGACAATGACGAAGATGATGATGATTATAACAGCAAAAGAAAGTCTGGAAAGAACTTCAAGAACAATTACAACAGTCGAGAATTTACAGAGAATGAAGAGCGAAATCCTTTCAAAAACAATGACAACAGT 

441        G  S  K  E  N  N  S  R  S  Y  G  V  D  N  D  E  D  D  D  D  Y  N  S  K  R  K  S  G  K  N  F  K  N  N  Y  N  S  R  E  F  T  E  N  E  E  R  N  P  F  K  N  N  D  N  S   

1486      GGAGAATTTACAGATAACAAACAGGGAAGAAGGTTCAAAAACAATGACAACAGTAGAGAATTTACAGATAACAAACTGGGAAAAAGGTTCAAAGGCAATGACAACAGTGGAGAATTTACAGATAACAAACAGGGAAGAAGGTTCAAAAACAATGACAACAGTAGA 

496        G  E  F  T  D  N  K  Q  G  R  R  F  K  N  N  D  N  S  R  E  F  T  D  N  K  L  G  K  R  F  K  G  N  D  N  S  G  E  F  T  D  N  K  Q  G  R  R  F  K  N  N  D  N  S  R   

1651      GAATTCACAGACAAGAATCAAGGAAAATGGTTCAAAAACAATGACAACAGTGGAGAATTTACAGATAACAAACAGGGAAAAGGGTTCAAAAACAACAATGACAACAGTGGAGAATTCACAGATAACAAACAGGGAAGAAGGTTCAAAAACAATGACAACAGTAGA 

551        E  F  T  D  K  N  Q  G  K  W  F  K  N  N  D  N  S  G  E  F  T  D  N  K  Q  G  K  G  F  K  N  N  N  D  N  S  G  E  F  T  D  N  K  Q  G  R  R  F  K  N  N  D  N  S  R   

1816      GAATTTACAGATAACGAACAGAGAAATACGTTCAATGTCAACTACCACAATAGAGAATTCATAGAAAACGAACAGGATGATGTACAAAATAAGAGGAAACAGAAAAACAATGATGATGATGACGACGAGAGAAGATCGGTTAAATTTATCGCAACCGCCTGGAAT 

606        E  F  T  D  N  E  Q  R  N  T  F  N  V  N  Y  H  N  R  E  F  I  E  N  E  Q  D  D  V  Q  N  K  R  K  Q  K  N  N  D  D  D  D  D  E  R  R  S  V  K  F  I  A  T  A  W  N   

1981      CTACATGAGCCTTCAATGAATGACGGTTACGCACAACCTTTGAACCCATTCACTCTTTCATTCAGAACTGATGAATGTGTGGATGCTGTGCTTGAAGAACAAGTGAAGGCTATTGCTACGGACATCATGGCTGGCTTTGTGTCATCAGAGGGCGCCTTGACTGAG 

661        L  H  E  P  S  M  N  D  G  Y  A  Q  P  L  N  P  F  T  L  S  F  R  T  D  E  C  V  D  A  V  L  E  E  Q  V  K  A  I  A  T  D  I  M  A  G  F  V  S  S  E  G  A  L  T  E   

2146      AAAATTGCTATCGCCATTGATATCAATCGCATGCTGTCATTCGAAGAGATCAAATCTTTATCAAACCTTTTCATGAACTCTGAAAATCTATTTGAAAGGGCTGTATTCCGTGATGTGGTGTCTTCAAGTGGTTCAAAACCGTCTCTTAAAATCATCAACGAGTGG 

716        K  I  A  I  A  I  D  I  N  R  M  L  S  F  E  E  I  K  S  L  S  N  L  F  M  N  S  E  N  L  F  E  R  A  V  F  R  D  V  V  S  S  S  G  S  K  P  S  L  K  I  I  N  E  W   

2311      ATTAACCGCGACATTATTTCCAACGAGGAAAGCGCACAAATTTTGAGACTTCTTCCAGAAAAGCTGATGTTCTCTGACAAAGAAACCGTTGAATTCTATTTCAAAATTGTGAAACTAGTCGCAGAAAAGGGAGACTCTTCACTGTTTTCAGCAGCAGTGATTGGA 

771        I  N  R  D  I  I  S  N  E  E  S  A  Q  I  L  R  L  L  P  E  K  L  M  F  S  D  K  E  T  V  E  F  Y  F  K  I  V  K  L  V  A  E  K  G  D  S  S  L  F  S  A  A  V  I  G   

2476      TTCTCCAACTTCGTTCGCGTCGCTTGCTTCGACCAAACGTCCACCAGGTCACGGTTCAATCCGGAGTTCTACAACCAAGTCTGCCAGCAAAGCCAGACCGACGAATTCATCCACTGGTTAGATGAGAAGCTGAGGGACGATTTGTCGTCATTCAAGATCATCGTG 

826        F  S  N  F  V  R  V  A  C  F  D  Q  T  S  T  R  S  R  F  N  P  E  F  Y  N  Q  V  C  Q  Q  S  Q  T  D  E  F  I  H  W  L  D  E  K  L  R  D  D  L  S  S  F  K  I  I  V   

2641      ACCGCCATGGGCAACACTGGCAGTCCATCCGCAATCAGTAAGCTGACGAAGAAAGCTCAAGACTCGAGTCTCTCGTCGTACAAACGTCTGTCGTCCGTTTTTGCGCTCAGATACCAGAGTTTCCACTATCCTAAGCTGGTCGCTCCACAGCTGATGAGACTCTAC 

881        T  A  M  G  N  T  G  S  P  S  A  I  S  K  L  T  K  K  A  Q  D  S  S  L  S  S  Y  K  R  L  S  S  V  F  A  L  R  Y  Q  S  F  H  Y  P  K  L  V  A  P  Q  L  M  R  L  Y   

2806      GCCAATTTCTCCAATCCAGCTCCGGTCAGGATTGCTGCTTTCTCCCTTCTCGTGTACACCCAACCACCAGTGTCCGCATGGCAGAGATTTGCCGTTTCCACCTGGTTTGAGAAGAACATTGTCGTCAACAACTTTGTACAGACCACCATCCAGTCTTTCAGCAGA 

936        A  N  F  S  N  P  A  P  V  R  I  A  A  F  S  L  L  V  Y  T  Q  P  P  V  S  A  W  Q  R  F  A  V  S  T  W  F  E  K  N  I  V  V  N  N  F  V  Q  T  T  I  Q  S  F  S  R   

2971      AATGAATATCAGGCGTATGCTGACATCTCAAAGGCCGCTTCGATTGTTCTTCCACTGATGAAACCAATTGCTAATATGATGCAAATGAAAGCATTCAACTCCATGATGGCTTCAACCATCAGAGAAATCGAAACAGCTGTTTTCCATCAGAACTCTTGGATTGGA 

991        N  E  Y  Q  A  Y  A  D  I  S  K  A  A  S  I  V  L  P  L  M  K  P  I  A  N  M  M  Q  M  K  A  F  N  S  M  M  A  S  T  I  R  E  I  E  T  A  V  F  H  Q  N  S  W  I  G   

3136      TTGGCCGATGTCATGAGTCTCTACAACAGGCATACCACCAGCACCAATGCCTTTTCATCTTTGTTCGAGGCCGAGTTGACTTCTGCCAACCCAGATGGACTCCTAACAGCAATCAAAGATCTGCTCATGCTTTCCAACGACGTTTCACAAGTCAGGCCACCCATA 

1046       L  A  D  V  M  S  L  Y  N  R  H  T  T  S  T  N  A  F  S  S  L  F  E  A  E  L  T  S  A  N  P  D  G  L  L  T  A  I  K  D  L  L  M  L  S  N  D  V  S  Q  V  R  P  P  I   

3301      GCCGATCTTAAAAGATCGACTCGTTGGATTCACAATCTGCTAGGACTGGTGGCTAGAAAGCCTCCTCAGCTTGAAGGAGATATCCACATCAGGATCAATAAACTGGTTGAACACGTCCATTCTTTTGATCGCAGAACTCAGATATCAATGGTCAAATGGGGAAGG 

1101       A  D  L  K  R  S  T  R  W  I  H  N  L  L  G  L  V  A  R  K  P  P  Q  L  E  G  D  I  H  I  R  I  N  K  L  V  E  H  V  H  S  F  D  R  R  T  Q  I  S  M  V  K  W  G  R   

3466      AAAATGATGACAGAACTTATCCTTGGAAAGCTGCAATACGATCATCTGAAACTTGACATGTCCTCAACAATGGTGTCAACAACTACCGAATTGGGACTTCCAGTCCGTCTGCAAATGAGAGTGCCCTCTATCACGCAGTTCAATGTCAGTGCTAGGCTGCTCCAA 

1156       K  M  M  T  E  L  I  L  G  K  L  Q  Y  D  H  L  K  L  D  M  S  S  T  M  V  S  T  T  T  E  L  G  L  P  V  R  L  Q  M  R  V  P  S  I  T  Q  F  N  V  S  A  R  L  L  Q   

3631      GAGTATGCTTTGAACTCAACTGTGGAATTCCTACATTCCTCCGGCATGAACACCGATTTGAGTTTCTTCACTCCATGGGACCGCAACACATTCACATCAGGAGTGATTGGATCCTGTTTCGTCCAAATTCCAACCGTCGCGATTCTGCACAGGCGCTTTGAAGCC 

1211       E  Y  A  L  N  S  T  V  E  F  L  H  S  S  G  M  N  T  D  L  S  F  F  T  P  W  D  R  N  T  F  T  S  G  V  I  G  S  C  F  V  Q  I  P  T  V  A  I  L  H  R  R  F  E  A   

3796      CAAAGTGAGCTCCAAGTGTCGTCAAATGCTTTCGAAAAGTCGAAAATCTTCCATCACTCGACCCTGCCGTTTACAAGCTTGAGGAAGCCAGAACAAATCACCAAAGCCTATCGCAGAAACACCGAGACTCGTTTGGTTCACAGTGGCGTCAAGAAAGAGAAAACC 

1266       Q  S  E  L  Q  V  S  S  N  A  F  E  K  S  K  I  F  H  H  S  T  L  P  F  T  S  L  R  K  P  E  Q  I  T  K  A  Y  R  R  N  T  E  T  R  L  V  H  S  G  V  K  K  E  K  T   

3961      TTTGACCTGACACCTGAGATTAATGTCCGATACAGAACTGAGAATGAGATGATGTCGGTGGCCAGGGCCTTGAAGAGCATCCAGGTTATGGGTCATCCATTTTTGAGACACCATAGCATGAAACTAAACCAACTTGATGTCACTATTGATGAGCTACCTTCTATT 

1321       F  D  L  T  P  E  I  N  V  R  Y  R  T  E  N  E  M  M  S  V  A  R  A  L  K  S  I  Q  V  M  G  H  P  F  L  R  H  H  S  M  K  L  N  Q  L  D  V  T  I  D  E  L  P  S  I   

4126      TCATTCAATGTGTCATTTGGTCATGCTTTGAAGAGAAACAACGAGGTTGAAATACATTACTCGAATGTCGGAAACGCAAACCAGGTTCCTCAGAATACTTCAACCGTAGCTCCTCCAGTTTCTTCAACCGCAAAACCGGTAGCACTAGAGATTTCCGAAGTTAAT 

1376       S  F  N  V  S  F  G  H  A  L  K  R  N  N  E  V  E  I  H  Y  S  N  V  G  N  A  N  Q  V  P  Q  N  T  S  T  V  A  P  P  V  S  S  T  A  K  P  V  A  L  E  I  S  E  V  N   

4291      ACGACCACCGCTGGTACAATCATGGAATCAGTAACCGCTTCTCCTGATCCTTCAGAATCAGATTCTGATGACTCAGCCGCTGAAGCTAATCTTACTACAACACAAATGCCCCCCACTTCCACTACATCAAGAACTGTTATTCCAAAACCAGACAAAGGTTTCTTC 

1431       T  T  T  A  G  T  I  M  E  S  V  T  A  S  P  D  P  S  E  S  D  S  D  D  S  A  A  E  A  N  L  T  T  T  Q  M  P  P  T  S  T  T  S  R  T  V  I  P  K  P  D  K  G  F  F   

4456      CGATCTGTCATAGACTTCTTCAAGGGCATATTCGGTTCTTCCAAGCAACCTGAACTTCCTACACGCAGAGTATATTACAGCACTGGACCGAATATGATATTGTGCGGATCAGATTTGGAAATTCATTCCCTAACTGATTCAGTAGATGGCAACTCATTCAATGCA 

1486       R  S  V  I  D  F  F  K  G  I  F  G  S  S  K  Q  P  E  L  P  T  R  R  V  Y  Y  S  T  G  P  N  M  I  L  C  G  S  D  L  E  I  H  S  L  T  D  S  V  D  G  N  S  F  N  A   

4621      TCATCTTTGAATATCTTCAACACCAATGAGAATCCATCAGATGTTCTGCTTGTCAAAGTGTTGGAAGGATTATCAAGTGGCAGTGCTTCTGTTGTGAACATGGAAGTTGCATTTACTAGATCTGGAGTTACTGAAAAATACTCAACTTACCTAACGATCGGCGCC 

1541       S  S  L  N  I  F  N  T  N  E  N  P  S  D  V  L  L  V  K  V  L  E  G  L  S  S  G  S  A  S  V  V  N  M  E  V  A  F  T  R  S  G  V  T  E  K  Y  S  T  Y  L  T  I  G  A   

4786      GGATCTATGAGGAGAATTAAGAGATTTGGAATCTTTTTCAGAGGAGATGCTTCATCAATGAAGGGAGGCCTTACATCCACTCTTGAATTGCCACTTCTACCAGCTTACGATTTGGAAGCAATCGTCCATGAAAAGAAACGCCCGAAATTCTATGTAGACTTCATC 

1596       G  S  M  R  R  I  K  R  F  G  I  F  F  R  G  D  A  S  S  M  K  G  G  L  T  S  T  L  E  L  P  L  L  P  A  Y  D  L  E  A  I  V  H  E  K  K  R  P  K  F  Y  V  D  F  I   

4951      AATCATTATGAATCGAATAAAATGAGGCAGCTATCCATCCAGGGTGACATGGCTTACAGAGCATTCAACATGGTAAACTCAGACATGATTGACGAATGTCAGAAACCCAAGTCCATTGCCTATCATAATTGCAGGAAACGCTATGAGGAAGGAACATCCATTGAA 

1651       N  H  Y  E  S  N  K  M  R  Q  L  S  I  Q  G  D  M  A  Y  R  A  F  N  M  V  N  S  D  M  I  D  E  C  Q  K  P  K  S  I  A  Y  H  N  C  R  K  R  Y  E  E  G  T  S  I  E   

5116      AAGTACTCACTGAACATGTCTGCAGATGATAAGTCGGGACTTATTCAGTGGCTTCTGCATAAGACGATCACTGCCGGAGCAGCAATTCTCACTGGAAATGAGCAGTACGAACTAGTTGATGACAGAAGTCAGCCAAACTCCAACAATCTGCAACTAGATGTGATC 

1706       K  Y  S  L  N  M  S  A  D  D  K  S  G  L  I  Q  W  L  L  H  K  T  I  T  A  G  A  A  I  L  T  G  N  E  Q  Y  E  L  V  D  D  R  S  Q  P  N  S  N  N  L  Q  L  D  V  I   

5281      GTGGACAAGGAGAAAAAGACTCTCAATTCTCGGATTAAAATGGAATCAGCTGAGGTCTTACTGAAGAAAATTCCCTTCCCATACATCAATGAGCCCTCGCTTTCTATGACACTCTACACTGAAGTGGAGCAGCAATTCAACTCAGACTACTGTGGAATTTCATAC 

1761       V  D  K  E  K  K  T  L  N  S  R  I  K  M  E  S  A  E  V  L  L  K  K  I  P  F  P  Y  I  N  E  P  S  L  S  M  T  L  Y  T  E  V  E  Q  Q  F  N  S  D  Y  C  G  I  S  Y   

5446      TCTGGTATCTCAACATTCGATAGAGTGAAGGTTGATTATAATCTGACAAAATGTTGGCATCTGGTTACTAAAGACTGCAGTGGCAAAAGCAGGATAGCTGTTCTTGCTAGACGATCTCTAAACGACATGGATTTGGATTTGGAAATCAATTTGGACAACTATAAG 

1816       S  G  I  S  T  F  D  R  V  K  V  D  Y  N  L  T  K  C  W  H  L  V  T  K  D  C  S  G  K  S  R  I  A  V  L  A  R  R  S  L  N  D  M  D  L  D  L  E  I  N  L  D  N  Y  K   

5611      GTGATAAATATTATTGATGGATCAATCAGAATCAATGACAAAAATGTAACGATCAGTAGAAGCAATAGCGCAGCCGCTATCTCAGATGAAGCCGGTACTCAACTCATCAGAATTGAGAGAAGCTTGGACTATGGACTATTCATCAATTTGCCAGCCCATGGATTC 

1871       V  I  N  I  I  D  G  S  I  R  I  N  D  K  N  V  T  I  S  R  S  N  S  A  A  A  I  S  D  E  A  G  T  Q  L  I  R  I  E  R  S  L  D  Y  G  L  F  I  N  L  P  A  H  G  F   

5776      CATGTCATCTACACAAACACATCTGCAGTTATCCATGCAAGCTCCCAGATGCAGAATCGTCTATGTGGGCTGTGTGGTGATTTCAACCTGGAAGAGTCTGGCGAATTCACAACTCCGAAGGGATCAAGAGCACGTGACAGTCAACAATTCGGTGCATCATACAAG 

1926       H  V  I  Y  T  N  T  S  A  V  I  H  A  S  S  Q  M  Q  N  R  L  C  G  L  C  G  D  F  N  L  E  E  S  G  E  F  T  T  P  K  G  S  R  A  R  D  S  Q  Q  F  G  A  S  Y  K   

5941      ATCAAGGAGGGTGATTGCAACTAG 

1981       I  K  E  G  D  C  N  *                                                                                                                                                

 

 

Figure S3. Nucleotide and deduced amino acid sequence of the NlVg-like2 coding region. Blue, the location of primers designed 

for RT-qPCR; red, the location of primers designed for dsRNA synthesis; yellow frame, the position of lipoprotein N-terminal domain 

(LPD_N) domain; blue frame, unknown function motif 1943 (DUF1943) domain; greed frame, Von Willebrand factor type D domain 

(VWD); red frame, the site of the promoter or terminator. 

 


