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  1 CTAGTTAAAGATCTCTTTCTCTCTCTCTAACCTCTGCTTTCTCTCTCTAATCTCTCTCCACCCAAAATTCTACCCTCGAAAATCTTCTCAATTTAACCAC 
101 TCTGGAACTGCAGCTTCCTCTCACAATACACGAATCAATTCGTTGGAATCCTCCATAGCTCTGAATCAAGGGCACTCTGTACACTCAGATTATTTCGTGT 
201 GCAAGCTTGCATGCTGTATATTTCATCCAATATTTGACTCTAAACTTGGAGCTCTGTTGCATCCATAGTCAATGTTTGGACGAGCTATTACTTTTAATTT 

301 GGATTCGTAAGATGCTGAATTATAGTCTATTGATCCTGGATTGGTAGAAGCTTTTATGGAAATTGTAGCTTTACTCACTGCTTGCACCTTGCTTAAATAG 

401 ATAGGATTATGGCAACATCAAATGAGAAGTGGATCGACAATTTGCAGTTCTCTTCATTATTTTGGCCGCCTCCGCAAGATGTAGAACAAAGAAAGGCTCA 

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

501 AACCACTGCATATGTTGAATATTTCGGGCAGTTCACCTCAGAACAATTTGCTGATGATATAGCAGAGTTAATCCGTAGCCGGTATCCATCCAAGGAGAAC 

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

601 AGGCTTTTTGACGATGTTCTTGCAACTTTTGTTCTTCACCATCCGGAGCATGGCCATGCTGTTCTACTTCCTATTATTTCATGTATTATCGATAGCACAC 

    R  L  F  D  D  V  L  A  T  F  V  L  H  H  P  E  H  G  H  A  V  L  L  P  I  I  S  C  I  I  D  S  T  L 

701 TTGAATATGACAGAAGTGGTCCACCATTTGCTTCTTTCATTTCCCTGTTTTGCCCAAACAGTGAGAATGAGTATTCGGGGCAGTGGGCCCTTGCATGCGG 

     E  Y  D  R  S  G  P  P  F  A  S  F  I  S  L  F  C  P  N  S  E  N  E  Y  S  G  Q  W  A  L  A  C  G 

801 GGAGATACTAAGAATTTTGACACACTATAACAGACCAATTTACAAGTTGGAACGCCACGAAAATTTATCCGATAGAAGTAGCAGCGGAGATCATGCTTCA 

   E  I  L  R  I  L  T  H  Y  N  R  P  I  Y  K  L  E  R  H  E  N  L  S  D  R  S  S  S  G  D  H  A  S 

901 ACTAGCAAGTCAATAGATGGAGAACCTTCTTCTTCACCTCCCTCACTGGCTGAGAGGAAACCTCTGAGGCCACTGTCTCCCTGGATTACTGATATCTTGC 

    T  S  K  S  I  D  G  E  P  S  S  S  P  P  S  L  A  E  R  K  P  L  R  P  L  S  P  W  I  T  D  I  L  L 

1001 TTGCCACGTCCCTTGGTATAAGGAGTGATTATTTTCGATGGTGTGGAGGTGTTATGGGAAAATATGCCGCTGGAGAGCTGAAACCGCCTATAACTGCTAC 

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

1101 TTCTCGTGGATCTGGGAAGCATCCCCAGCTTATGCCATCAACTCCGAGGTGGGCTGTTGCTAATGGTGCTGGAGTTATACTTAGTGTCTGTGACGAGGAA 

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

1201 GTTTCTCGCTATGAAACTGCTACCTTGACTGCAGCTGCTGTTCCTGCACTTCTGCTTCCACCTCCAACAACACCTACAGATGAACATCTAGTCGCTGGTC 

     V  S  R  Y  E  T  A  T  L  T  A  A  A  V  P  A  L  L  L  P  P  P  T  T  P  T  D  E  H  L  V  A  G  L 

1301 TGCCAGCGCTTGAGCCCTATGCACGTCTTTTTCACAGATATTATGCAATTGCTAGTCCAAGTGCCACCCAAAGGCTGCTTCTTGGACTTCTAGAGGCTCC 

      P  A  L  E  P  Y  A  R  L  F  H  R  Y  Y  A  I  A  S  P  S  A  T  Q  R  L  L  L  G  L  L  E  A  P 

1401 GCCCTCCTGGGCTCCAGATGCTCTTGACGCTGCTGTACAACTAGTGGAACTTCTTCGAGCCGCAGAAGACTATGCCACAGGCATGAGGCTCCCTAGGAAT 

    P  S  W  A  P  D  A  L  D  A  A  V  Q  L  V  E  L  L  R  A  A  E  D  Y  A  T  G  M  R  L  P  R  N 

1501 TGGATGCACTTGCATTTTCTGCGAGCAATTGGGATTGCAATGTCTATGCGAGCTGGAATTGCTGCAGATTCTGCAGCTGCCTTACTTTTCCGAATACTTT 

     W  M  H  L  H  F  L  R  A  I  G  I  A  M  S  M  R  A  G  I  A  A  D  S  A  A  A  L  L  F  R  I  L  S 

1601 CTCAACCAGCTTTACTTTTCCCCCCACTGAGACAAGTTGATGGTATTGAATTCCCGCACCAGCCTCTAGGTGGTTATATTTCATCTGAAAGAAAGCAGCA 

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

1701 ACTTGAATTGACTGCAGCAGAAGCAACAGTAGAAGCTACTGCCCAAGGGATTGCATCTATGCTTTGTGCACATGGTCCAGAGGTTGAATGGCGAATTTGT 

    L  E  L  T  A  A  E  A  T  V  E  A  T  A  Q  G  I  A  S  M  L  C  A  H  G  P  E  V  E  W  R  I  C 

1801 ACGATATGGGAAGCTGCTTATGGTTTGATACCTTTAAGTTCTTCTGCAGTTGATCTTCCAGATATCATAGTCGCAACACCGCTGCAGCCTCCGATACTAT 

     T  I  W  E  A  A  Y  G  L  I  P  L  S  S  S  A  V  D  L  P  D  I  I  V  A  T  P  L  Q  P  P  I  L  S 

1901 CATGGAATTTGTACATTCCTCTTCTTAAAGTACTCGAATATCTTCCTCGTGGAAGCCCATCTGAAACCTGTCTTATGAAAATATTTGTTGCTACTGTTGA 

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

2001 AGCAATTCTACAGAGGACATTCCCACCTGAGTCCTCTAGAGAACAAACTAGGAAAACCAGATATATATTTGGGTCTGCATCCAAGAATCTTGCTGTGGCT 

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

2101 GAGCTTCGCACAATGGTCCACTCATTATTCTTAGAGTCGTGTGCTTCTGTAGAGCTTGCCTCCCGCCTTCTTTTTGTTGTTTTAACTGTGTGTGTCAGCC 

     E  L  R  T  M  V  H  S  L  F  L  E  S  C  A  S  V  E  L  A  S  R  L  L  F  V  V  L  T  V  C  V  S  H 

2201 ATGAAGCGCATCCCAACAGTAGCAAGCGCCCCAAAGGTGAAAAATCTCATCCCGAACATGTCGGTGAAGACGGATGGAAGGAGAGAGAATCGGAAAATAA 

      E  A  H  P  N  S  S  K  R  P  K  G  E  K  S  H  P  E  H  V  G  E  D  G  W  K  E  R  E  S  E  N  N 

2301 TAAACAGTGCAAGAAACAGGGCCCTGTAGCTGCATTTGATTCTTATGTCATTGCTGCTGTCTGTGCCTTGTCATGTGAACTCCAGTTCTTCCCTTTGATC 

    K  Q  C  K  K  Q  G  P  V  A  A  F  D  S  Y  V  I  A  A  V  C  A  L  S  C  E  L  Q  F  F  P  L  I 

2401 TCTAAAGGAAGTAGTCTTTTAGGTGCTAGAAATGGTTCTGACGTTGCTAAGCCTGCAAAACTGAATGACCTGTCCAGTCAGTTGCAGAGTGGTATTGATT 

     S  K  G  S  S  L  L  G  A  R  N  G  S  D  V  A  K  P  A  K  L  N  D  L  S  S  Q  L  Q  S  G  I  D  S 

2501 CAGCTGTTGATCACACTCGCAGAATATTAGCAATTCTAGAGGCCCTTTTTTCTTTGAAACCGTCTTCGATTGGCACTTCATGGAGTTACAGTTCAAATGA 

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

2601 AATAGTGGCTGCTGCTATGGTTGCAGCTCATGTTTCTGATTTGTTTAGACGCTCAAAAGCATGCATGCGTGCTCTTTCCACCCTGGTGAGATGCAAGTGG 

    I  V  A  A  A  M  V  A  A  H  V  S  D  L  F  R  R  S  K  A  C  M  R  A  L  S  T  L  V  R  C  K  W 

2701 GATAGTGAAATTCACTCTAGGGCGTCTTCCCTCTTCAATTTGATTGATATTCACAGCAAAGTTGTTGCGTCTATAGTCAACAAAGCAGAGCCATTAGAGG 

     D  S  E  I  H  S  R  A  S  S  L  F  N  L  I  D  I  H  S  K  V  V  A  S  I  V  N  K  A  E  P  L  E  A 

2801 CTCACCTACTCCATGCGCCATCGCTGAAGGAAATATCTTCATGTTTTCATGGAAAAAAGCTTGCAAATTGCGGTAGCTGTCGCCACTCAGAACCAGGACA 

      H  L  L  H  A  P  S  L  K  E  I  S  S  C  F  H  G  K  K  L  A  N  C  G  S  C  R  H  S  E  P  G  H 

2901 TCCATCTTCATCCCCGTGTGAAGACTTGCCCCGTTCTGAAGATTTGGTTAATCATAGGAAGGTTGATTCTGGCGAAGCTGGAAGATGTACAATGGGCAAA 

    P  S  S  S  P  C  E  D  L  P  R  S  E  D  L  V  N  H  R  K  V  D  S  G  E  A  G  R  C  T  M  G  K 

3001 GGAATTGCGGATTTCCCTATGGATGCTTCAGATTTGGCCAACTTCTTGACTATGGACAGGCATATAGGATTTAATTGCAACGGCAATGTTCTTCTGAGGT 

     G  I  A  D  F  P  M  D  A  S  D  L  A  N  F  L  T  M  D  R  H  I  G  F  N  C  N  G  N  V  L  L  R  S 

3101 CTGTCCTTGCTGAAAAGCAAGAACTGTGTTTTTCAGTTGTTTCATTGCTTTGGCACAAATTGATTGTATCACCCGAGACACAACCAAGTGCTGAGAGCAC 

      V  L  A  E  K  Q  E  L  C  F  S  V  V  S  L  L  W  H  K  L  I  V  S  P  E  T  Q  P  S  A  E  S  T 

3201 GTCTGCCCAGCAAGGATGGAGACAGGTGGTGGCTGCACTCTGCAATGTAGTATCGGCATCACCAGCAAAAGCTGCAACAGCCGTTGTCCTTCAGGCGGAA 

    S  A  Q  Q  G  W  R  Q  V  V  A  A  L  C  N  V  V  S  A  S  P  A  K  A  A  T  A  V  V  L  Q  A  E 

3301 AGGGAATTGAAACCATGGATCGCTAAAGATGATGATCTTGGGCAAAAAATGTGGAGAGTCAACCAGAGAATCGTGAAAGTGATTGTCGAGTTAATGAGGA 

     R  E  L  K  P  W  I  A  K  D  D  D  L  G  Q  K  M  W  R  V  N  Q  R  I  V  K  V  I  V  E  L  M  R  N 

3401 ACCATGAGGCAGCCGAGTCGCTAGTAATTCTTGCTAGCGCATCAGACGTCCTCCTCCGTGCCACAGACGGGATGCTTGTTGATGGAGAAGCATGCACTTT 

      H  E  A  A  E  S  L  V  I  L  A  S  A  S  D  V  L  L  R  A  T  D  G  M  L  V  D  G  E  A  C  T  L 

3501 ACCTCAGCTGGAGCTTCTGGAAGTAACGGCGAGAGCAGTTCAAGCCGTGCTTGAATGGGGAGAGTCAGGATTAGCAGTTGCAGATGGCCTCTCAAACCTG 

    P  Q  L  E  L  L  E  V  T  A  R  A  V  Q  A  V  L  E  W  G  E  S  G  L  A  V  A  D  G  L  S  N  L 

3601 TTGAAGTGTCGCCTCTCAGCCACCGTTCGCTGCGTCTCTCACCCGAGCGCTCATGTCCGGGCGCTGAGCACCTCAGTTCTCCGTGCAATCCTACACAACG 

     L  K  C  R  L  S  A  T  V  R  C  V  S  H  P  S  A  H  V  R  A  L  S  T  S  V  L  R  A  I  L  H  N  G 

3701 GGTCGGTGAAACCAAAGAGCAAACTACCGGACGTGAACATAATCCACAATCCGCGGTATCAGCAGTACTTGAACAAGATAGGCACCATTGACTGGCAAGC 

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

3801 TGACATTGAGAAGTGCTTGACGTGGGAAGCGCACAGCCGGCTTGCAACGGGGCTGCCCATCGAGTTTGTGGGGTCGGCTGCGAAGGAGTTAGGGTGTGCT 

    D  I  E  K  C  L  T  W  E  A  H  S  R  L  A  T  G  L  P  I  E  F  V  G  S  A  A  K  E  L  G  C  A 

3901 ATATCTGTGTGAAAGTAGTTTTAAACATTTGATGCTTGTTTGAGCTAAAGAAACACTATGACTGAGATTGAAATTAGATATTGCTATTCACCCTTCTTGT 
I  S  V  * 

4001 AATAATTTTTCTAGACTACGCCCATGTATGTATAATATATTTATATTAATTGTAGTATTATTCTATGAAAAAAAAAAAAAAAAAAAAAAA 

ShGI-1 



 
 

Fig. S1: mRNAs and encoded amino acids of ShGI-1 and ShGI-2 genes 
The start codon ATG and the stop codon TGA/TAG are in underlined bold face. Transcription start sites and polyadenylation sites are in underlined 

and italic bold face. The possible polyadenylation signals are in italic bold face. The 5'-UTR intron in ShGI-1 is labeled with grey background. Poly A 
tail is in lower case. The sites corresponding to the qRT-PCR primers are underlined. 
 

1 ATTCTCTCTCCCATTTCTCTCTCTAACCTCTCTCTCTGTTTTCTCTCTCTAATCTCTCTCCACCCAAAAAATCCTACCTCGGAAACTGCAGCCTCTTCGT 
 101 CTCAGGATACAGTAATTACTCCCCTTGTTTCGCTCTGATTTAACACTCAATCCAGATAGGTTTATGGCAACATCAAATGAGAAGTGGATCGACAGTTTGC 

                                                                M  A  T  S  N  E  K  W  I  D  S  L  Q 

 201 AGTTCTCTTCATTATTTTGGCCGCCTCCACAAGATGCAGAACAACGAAAGGCTCAAATTACTGCATATGTTGAATATTTCGGACAGTTCACCTCAGAACA 

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

 301 ATTTGCTGATGACATAGCAGAGTTAATCCGTAGCCGGTATCCGTCCAAGGAGAACAGACTTTTTGACGATGTTCTTGCTACTTTTGTTCTTCACCATCCG 

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

 401 GAGCATGGCCATGCTGTTCTACTTCCTATTATTTCATGTATTATCGATTGCACACTTGAATATGACAGAAGTGGTCCACCATTTGCTTCTTTCATTTCCT 

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

 501 TGTTTTGTCCAAACAGCGAGAATGAGTATTCGGAGCAGTGGGCCCTTGCATGTGGTGAGATACTAAGAATACTGACCCACTATAACAGGCCAATTTACAA 

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

 601 ATTGGAACGCCATGAAAATTTACCCGATAGAAGTAGCAGTGGAGATCATGCATCAACTAGCAAGTCAATAGATGGAGAGCCTTCTTCTTCACCCTCCTCG 

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

 701 CTGGCAGAGAGGAAACCTTTGAGGCCACTGTCTCCCTGGATCACTGATATTTTGCTTGCCACACCTCTTGGTATAAGGAGTGATTATTTTCGATGGTGCG 

L  A  E  R  K  P  L  R  P  L  S  P  W  I  T  D  I  L  L  A  T  P  L  G  I  R  S  D  Y  F  R  W  C  G 

 801 GTGGTGTTATGGGAAAATATGCTGCTGGAGAGTTAAAACCGCCTATTACTGCCACTTCTCGTGGATCTGGGAAGCATCCCCAGCTTATGCCATCAACTCC 

 G  V  M  G  K  Y  A  A  G  E  L  K  P  P  I  T  A  T  S  R  G  S  G  K  H  P  Q  L  M  P  S  T  P  

 901 GAGGTGGGCCGTTGCTAATGGCGCTGGAGTTATACTTAGTGTATGTGACGAGGAAGTAGCTCGATATGAAACTGCTACTTTGACTGCAGCCGCCGTCCCT 

R  W  A  V  A  N  G  A  G  V  I  L  S  V  C  D  E  E  V  A  R  Y  E  T  A  T  L  T  A  A  A  V  P 

1001 GCACTTCTTCTTCCACCTCCAACAACACCTATGGATGAACATCTAGTCGCTGGTCTGCCAGCACTTGAACCTTATGCACGTCTCTTTCACAGATACTATG 

A  L  L  L  P  P  P  T  T  P  M  D  E  H  L  V  A  G  L  P  A  L  E  P  Y  A  R  L  F  H  R  Y  Y  A 

1101 CAATTGCTAGTCCAAGTGCCACCCAAAGGCTCCTTCTTGGACTTCTAGAGGCTCCGCCCTCCTGGGCTCCAGATGCTCTTGATGCTGCTGTACAACTAGT 

 I  A  S  P  S  A  T  Q  R  L  L  L  G  L  L  E  A  P  P  S  W  A  P  D  A  L  D  A  A  V  Q  L  V  

1201 GGAACTTCTTCGAGCAGCAGAAGACTATGCCACAGGCATGAGGCTCCCAAGGAATTGGATGCACTTGCATTTCCTACGAGCAATTGGGATTGCGATGTCT 

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

1301 ATGCGAGCTGGAATTGCTGCAGATGCTGCAGCTGCCTTGCTTTTCCGAATACTTTCTCAACCAGCTTTACTTTTTCCCCCATTGAGACAAGTTGATGGTA 

M  R  A  G  I  A  A  D  A  A  A  A  L  L  F  R  I  L  S  Q  P  A  L  L  F  P  P  L  R  Q  V  D  G  I 

1401 TTGAACTTCAGCACCAGCCTCTAGGTGGTTATATCTCGTCTGAAAGAAAGCAGCAACGAGAATTGCCAGCAGCAGAAGCTACAGTAGAAGCTACTGCCCA 

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

1501 AGGGATTGTATCTATGCTTTGTGCACATGGTCCAGAGGTTGAATGGCGAATTTGTACGATATGGGAAGCTGCTTACGGTTTGATACCTTTAAGTTCTTCT 

G  I  V  S  M  L  C  A  H  G  P  E  V  E  W  R  I  C  T  I  W  E  A  A  Y  G  L  I  P  L  S  S  S 

1601 GCAGTTGATCTTCCAGATATCATAGTCGCAACACCACTGCAGCCTCCCGTACTATCATGGAACTTGTACATTCCTCTTCTTAAAGTACTTGAATATCTTC 

A  V  D  L  P  D  I  I  V  A  T  P  L  Q  P  P  V  L  S  W  N  L  Y  I  P  L  L  K  V  L  E  Y  L  P 

1701 CTCGTGGAAGCCCATCCGAAACCTGTCTTATGAAAATATTTGTTGCTACCGTTGAAGCAATTCTACAAAGGACATTCCCACCTGAGTCCTCTAGAGAACA 

 R  G  S  P  S  E  T  C  L  M  K  I  F  V  A  T  V  E  A  I  L  Q  R  T  F  P  P  E  S  S  R  E  Q  

1801 AACTAGGAAGACCAGATATATTTTTGGGTCTGCATCCAAGAATCTTGCTGTGGCGGAGCTTCGCACAATGGTTCACGCACTATTCTTAGAGTCGTGTGCT 

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

1901 TCTGTAGAGCTTGCCTCCCGCCTTCTTTTTGTTGTCTTAACTGTCTGTGTCAGCCATGAAGCGCAGCCCAATAGCAGCAAGCGCCCCAAAGGTGAAAAAT 

S  V  E  L  A  S  R  L  L  F  V  V  L  T  V  C  V  S  H  E  A  Q  P  N  S  S  K  R  P  K  G  E  K  S 

2001 CTCATTCTGAATATGTAGGTGAAGACGGGTGGAAGGAAAGGGAATCAGAAATTGATAAACAGTGCAAGAAACAGGGGCCTGTAGCAGCATTTGATTCTTA 

 H  S  E  Y  V  G  E  D  G  W  K  E  R  E  S  E  I  D  K  Q  C  K  K  Q  G  P  V  A  A  F  D  S  Y  

2101 CGTTATTGCTGCTGTTTGTGCCTTATCATGTGAACTCCAGCTCTTCCCTTTGATCTCAAAAGGAAGTAACGGCGTAGGTGCGAGAAATGTTTCTGACATT 

V  I  A  A  V  C  A  L  S  C  E  L  Q  L  F  P  L  I  S  K  G  S  N  G  V  G  A  R  N  V  S  D  I 

2201 GCTAAGCCTGCGAAAGTGAATGACCTGTCCAGTCAGTTGCAGAGTGGTATTGATTCAGCAGTTGATCACACTCGCAGAATATTAGCAATCCTAGAGGCCC 

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

2301 TTTTCTCTTTGAAACCATCTTCGATTGGCACTTCTTGGAGCTACAGTTCAAATGAAATAGTGGCTGCCGCTATGGTTGCAGCTCATGTTTCTGATTTGTT 

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

2401 TAGACGTTCAAAGGCATGCATGCGTGCTCTTTCCACCCTGGTGAGATGCAAGTGGGACAGTGAAATTTATTCTAGGGCGTCGTCCCTCTTCAATCTGATT 

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

2501 GATATTCACAGCAAAGTTGTTGCGTCTATAGTCAACAAAGCTGAGCCATTGGAGGCTCACCTACTCCATGCGCCATCACTGAAGGAAATATCTTCATGTT 

D  I  H  S  K  V  V  A  S  I  V  N  K  A  E  P  L  E  A  H  L  L  H  A  P  S  L  K  E  I  S  S  C  F 

2601 TTCATGGTAAAAAGCTTAAAAATTGTGGTAGCTGCCGCCAATCAGGACCAGATCGTCCCTCTTTGTCACCATGTGAAAACTTGCCTCGTTCTGAAGATTT 

 H  G  K  K  L  K  N  C  G  S  C  R  Q  S  G  P  D  R  P  S  L  S  P  C  E  N  L  P  R  S  E  D  L  

2701 AGTTATTCATAGGAAGTATGATTCTGGCGAAGCTGGAAGATGTTCAATGGACAAAGGAATTGCAAATTTCCCTATAGATGCTTCGGATTTGGCCAACTTC 

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

2801 TTGACGATGGATAGGCATATAGGATTTAATTGCAGTGGGAATGTTCTTCTGAGGTCTGTCCTTGCTGAAAAGCAAGAACTATGTTTTTCTGTTGTTTCAC 

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

2901 TGCTTTGGCACAAACTGATTGTTTCACCTGAGACACAACCCAGTGCTGAGAGCACGTCTGCCCAGCAAGGATGGAGACAGGTGGTGGCTGCACTCTGCAA 

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

3001 TGTAGTATCGGCATCACCAGCAAAAGCTGCAACAGCCGTTGTCCTTCAGGCGGAGAGGGAATTGAAACCTTGGATTGCTAAGGACGACGATCTTGGGCAA 

V  V  S  A  S  P  A  K  A  A  T  A  V  V  L  Q  A  E  R  E  L  K  P  W  I  A  K  D  D  D  L  G  Q 

3101 AAGATGTGGAGAGTCAACCAGAGAATTGTGAAAGTGATTGTCGAGTTAATGAGGAATCACGAGGCCGCAGAGTCGCTAGTAATTCTTGCTAGTGCATCAG 

K  M  W  R  V  N  Q  R  I  V  K  V  I  V  E  L  M  R  N  H  E  A  A  E  S  L  V  I  L  A  S  A  S  D 

3201 ACGTCCTCCTCCGTGCCACGGACGGGATGCTTGTTGATGGAGAAGCATGCACTTTACCTCAGCTGGAGCTTCTGGAAGTAACGGCAAGAGCAGTTCAAGC 

 V  L  L  R  A  T  D  G  M  L  V  D  G  E  A  C  T  L  P  Q  L  E  L  L  E  V  T  A  R  A  V  Q  A  

3301 CGTGCTTGAATGGGGAGAGTCAGGATTAGCAGTTGTAGATGGCCTCTCAAACCTCTTGAAGTGTCGCCTCCCAGCCACAGTTCGCTGCGTTTCTCACCCG 

 V  L  E  W  G  E  S  G  L  A  V  V  D  G  L  S  N  L  L  K  C  R  L  P  A  T  V  R  C  V  S  H  P 

3401 AGCGCCCATGTCCGCGCGCTCAGCACCTCGGTTCTCCGCGCAATCCTACACAACGGTTCACTGAAGCCAAAGACCAAACCACCGGATGTGAACATAATCC 

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

3501 ACAACCCGCGGTACCAGCAGTACTTGAACAAGATAGGCACCATTGACTGGCAAGCTGACATCGAGAAGTGCTTGACGTGGGAAGCGCACAGCCGGCTCGC 

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

3601 AACGGGGCTGCCCATCGAGTTTGTGGGTTCGGCTGCGAAGGAATTAGGGTGTGCTATATCTGTGTGAAAGTAGAGGCTGAAATTGATGAAAGGAAGCAAA 
T  G  L  P  I  E  F  V  G  S  A  A  K  E  L  G  C  A  I  S  V  * 

3701 AGGTACTATAGCTGGGGCTAAGTTCCATTATCGTTTGATGTTTGTTTGAGCTAAAGAAACACAACTCTGACTCAGACTGCAAAATAGATATTACCACTCA 

3801 CTCTTCTTGTAATAATTTTCTAGACTACTCCCATGTATCCATATCAGTTCTTATTGTTTGGATAACTCATTCTCTCaaaaaaaaaaaaaaaaaaaaaaa 

ShGI-2 


