A
1
aggaacagaatgattacagtttgcaaacaatttgaaaacactgatgacacagcgccaata

61
tcagtttaataaaaaaacattctgtgattattccaaagctactgactccctttttagtgt

121
gcaaagaaagagtggagggtgtaaataagaggaaaggcttacattgtgcattatggatca

181
agaataagctaacttcattgaaaatgctctttgactaaccgtcttgctctctctcccccc

241
tccttccctcttgttttctctctttctctccccctccagttccaccaggttagaagagtg

301
atgaccatcctgttccttactatggttatttcatacttcagttgcatgagagctgcgccc

    1
 M  T  I  L  F  L  T  M  V  I  S  Y  F  S  C  M  R  A  A  P 

361
ctgagagacgccccgggcatgcggggccatcggacggaaggctacttgggcgccgctgcg

   21
 L  R  D  A  P  G  M  R  G  H  R  T  E  G  Y  L  G  A  A  A 

421
acggccgcgcgaggccatgggactccacagagtggtggtgggccaggccagcgcggggaa

   41
 T  A  A  R  G  H  G  T  P  Q  S  G  G  G  P  G  Q  R  G  E 

481
ctgccctcactcacagacacgtttgagcaggtgatagaggagctgctggaggtggaggga

   61
 L  P  S  L  T  D  T  F  E  Q  V  I  E  E  L  L  E  V  E  G 

541
gaggcggcacagctgggacagggggctgataagagccagggaggtgggggcccatcctct

   81
 E  A  A  Q  L  G  Q  G  A  D  K  S  Q  G  G  G  G  P  S  S 

601
gtggtcaccacagaggccaaggatgtcgacctgtacgactcgcgggtgatgatcagcaac

   101 
 V  V  T  T  E  A  K  D  V  D  L  Y  D  S  R  V  M  I  S  N 

661
caagtgcctttggagccgccgttgctctttcttctggaggaatacaaaaactatctggat

   121
 Q  V  P  L  E  P  P  L  L  F  L  L  E  E  Y  K  N  Y  L  D 

721
gccgctaatatgtgcatgagggtgcggcgacactccgatccctcacggcgtggagagctc

   141
 A  A  N  M  C  M  R  V  R  R  H  S  D  P  S  R  R  G  E  L 

781
agcgtgtgtgacagtattagccagtgggtgacagctgtggataaaaagacggcaatagac

   161
 S  V  C  D  S  I  S  Q  W  V  T  A  V  D  K  K  T  A  I  D 

841
atgtctgggcagacagttaccgtcatggaaaaggtccctgtccccaatggccaactgaag

   181
 M  S  G  Q  T  V  T  V  M  E  K  V  P  V  P  N  G  Q  L  K 

901
caatacttttatgagaccaaatgcaaccccatggggtacacaaaggagggctgcagagga

   201
 Q  Y  F  Y  E  T  K  C  N  P  M  G  Y  T  K  E  G  C  R  G 

961
atagacaagcggcattataattcccaatgcaggacaacccagtcctacgtgcgagcgctt

   221
 I  D  K  R  H  Y  N  S  Q  C  R  T  T  Q  S  Y  V  R  A  L 

1021
accatggatagcaaaaagaagattggctggcggtttataaggatagacacttcatgtgta

   241
 T  M  D  S  K  K  K  I  G  W  R  F  I  R  I  D  T  S  C  V 

1081
tgcacattgaccattaagaggggcagatagtgtataaaatgtatagattttattgaagag
   261   C  T  L  T  I  K  R  G  R  -
1141    tttaaaaaagagaataaagagaaaatatctatttgtatatatacataacagggtaaatta

1201
ttccgtcaaatgaaaattttatggactgcatgtaaaaaaagatgaagtttatacagtaaa

1261
agtgatactacagtctatttattgaacatattcatgaccttgtaaacaattaaaaaaaat

1281
  ctgatcagtcaaaaaaaaaaaaaaaaa   1308
N  M  C: consensus sequence for N-glycosilation
B
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