1 ATGGACTCCAAAAGAGGCATTGTGGCCGCTGTGCTGGCCTTGCTTTCTGTCGTTTCTGCGCAACAACCCGCCACAAGTTCTGCTGGTAAC
 M  D  S  K  R  G  I  V  A  A  V  L  A  L  L  S  V  V  S  A  Q  Q  P  A  T  S  S  A  G  N	 
[                   Signal sequence                           ]
   91	CCCAAGCTTACAACATACAAATGTACCACTGCCGGCGGCTGTGTTGCGCAAGATACATCTGTTGTTCTTGATTGGGGCTCCCACTGGATC
P  K  L  T  T  Y  K  C  T  T  A  G  G  C  V  A  Q  D  T  S  V  V  L  D  W  G  S  H  W  I	
  181	CACACGGTCAATGGGTATACATCATGCACCACATCGTCCGGAGTCGACAGTACCCTGTGTCCTGATGAGGCCACCTGCGCGAAGAACTGT
H  T  V  N  G  Y  T  S  C  T  T  S  S  G  V  D  S  T  L  C  P  D  E  A  T  C  A  K  N  C	
  271	GTGATCGAGCCGGCCAACTACACCAGCGCCGGTGTGGCCACCTCGGGTGACTCTCTGACTATGTACCAATATGTTCAGAACAACGGCGTC
V  I  E  P  A  N  Y  T  S  A  G  V  A  T  S  G  D  S  L  T  M  Y  Q  Y  V  Q  N  N  G  V	 
  361	TACACCAACGCCTCGCCTCGCCTCTACCTCCTCGGCCCAGACAAGGACTATGTCATGCTGAAGCTGCTAGGCCAGGAGCTCTCCTTCGAC
Y  T  N  A  S  P  R  L  Y  L  L  G  P  D  K  D  Y  V  M  L  K  L  L  G  Q  E  L  S  F  D	
  451	GTGGACCTGTCCACACTCCCCTGCGGCGAAAACGGTGCCCTGTATCTCTCCGAAATGAGCGCCAGCGGTGGTCGCAACGAATACAACACC
V  D  L  S  T  L  P  C  G  E  N  G  A  L  Y  L  S  E  M  S  A  S  G  G  R  N  E  Y  N  T	 
  541	GGAGGCGCCGAGTACGGCTCTGGCTACTGTGACGCGCAATGCCCCGTGATTGCCTGGAAGAACGGCACCCTCAACACGAGCGGCGCAAGC
G  G  A  E  Y  G  S  G  Y  C  D  A  Q  C  P  V  I  A  W  K  N  G  T  L  N  T  S  G  A  S	 
  631	TACTGCTGCAACGAGATGGACATCCTCGAGGCCAACTCCCGCGCCAACTCGTACACCCCGCACCCCTGCAGCGCAACGGACTGTGACAAG
Y  C  C  N  E  M  D  I  L  E  A  N  S  R  A  N  S  Y  T  P  H  P  C  S  A  T  D  C  D  K	 
  721	GGCGGATGCGGCTTCAACCCATACGCTCTAGGCCAGAAGAGCTACTGGGGGCCCGGCGGCACCGTCGACACTTCTAAGCCCTTCACCATC
G  G  C  G  F  N  P  Y  A  L  G  Q  K  S  Y  W  G  P  G  G  T  V  D  T  S  K  P  F  T  I	 
  811	ACCACGCAGTTCATCACCAACGACGGCACCACCACCGGCACTTTGTCCGAAATCCGCAGACAGTACATCCAGAACGGCAAGGTGATCGCC
T  T  Q  F  I  T  N  D  G  T  T  T  G  T  L  S  E  I  R  R  Q  Y  I  Q  N  G  K  V  I  A	
  901	AACGCCGTTTCCTCCGCTGGCGTCAGCTCCATTACCGAGGACTGGTGCACGTCCGTCGACAGCTCGGCCGCCATCTTTGGCGGACTGACC
N  A  V  S  S  A  G  V  S  S  I  T  E  D  W  C  T  S  V  D  S  S  A  A  I  F  G  G  L  T	
  991	ACCATGGGCAAGGCGCTGGGCCGCGGGATGGTCCTCATCTTCAGCATCTGGAACGATGCCAGCGGCTTCATGAACTGGCTCGACAGCGGC
T  M  G  K  A  L  G  R  G  M  V  L  I  F  S  I  W  N  D  A  S  G  F  M  N  W  L  D  S  G	
 1081	AATTCAGGCCCTTGCAGCAGCACCGAGGGGAACCCGGACCTGATCAAGGCGCAGAATCCCACGACCCACGTGGTCTTCTCTAATATCCGC
N  S  G  P  C  S  S  T  E  G  N  P  D  L  I  K  A  Q  N  P  T  T  H  V  V  F  S  N  I  R	 
 1171	TGGGGAGATATCGGATCGACTTTCAAGGGTTCTGATGACTCGGGTACGACGACCACTAAGACCACAACTACCAAGACGTCCACGTCCACC
W  G  D  I  G  S  T  F  K  G  S  D  D  S  G  T  T  T  T  K  T  T  T  T  K  T  S  T  S  T	
                             [                            Linker region
 1261	ACGTCAACCAAGACTACCACTAGCACTGCGCCCGGGGCGACGCAAACTCACTATGGACAGTGCGGTGGACAGGGCTGGACTGGACCCACG
T  S  T  K  T  T  T  S  T  A  P  G  A  T  Q  T  H  Y  G  Q  C  G  G  Q  G  W  T  G  P  T	 
                                        ] [                CBM 1           
 1351	GCTTGTGCATCGCCCTACACTTGCAAGGCTCAGAATCAGTGGTACTCACAGTGTCTGTAG
A  C  A  S  P  Y  T  C  K  A  Q  N  Q  W  Y  S  Q  C  L  *
                                                        ]

S3 Fig. The nucleotide and amino acid sequence analysis of Cel7A. The signal sequence is indicated by a double solid line, the linker region is indicated by a dotted line, and the CBM1 motif is indicated by a solid line. 
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