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Figure 7: Structure-based sequence alignment of EXPB1 and the catalytic domain of 
Humicola Cel45 (PDB code 4ENG), showing regions where the peptide backbones and 
secondary structures overlap. Regions where the peptide backbones are well aligned are 
indicated with capital letters. Beta strands and alpha helices in the two structures are 
indicated by arrows and double lines. 

 
 

       I     

EXPB1   20 LTARATWYgqpngagapdngGACgiknvnlppysg                   
GH45     1 ADGRSTRY    wdcck  PSCgwakkapvnqpvfscnanfqritdfdaksgcepggvayscadqtpwavnddfal        
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EXPB1   55 MTACGNVPIFKDGKGCGSCYEVRCKEKPECSGNPVTVYITDMNYEPIAPYHFDLSgkafgslakpglndklr 126 
GH45    71 GFAATSIAGSNEAGWCCACYELTFTSG-PVAGKKMVVQSTSTGGDLG-SNHFDLNipgggvgifdgctpqfg 140 
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EXPB1  127      HCGIMDVEFRRVRCKY 142 
GH45   141 glpgqryggissrnecdrfpdalkpgcywrfdwfkNADNPSFSFRQVQCPAelvartgcrrnddgnfpav 210   
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Figure 8: Comparison of wall extension activity of heat-inactivated wall samples upon 
addition (arrows) of 20 μg EXPB1, 30 μg Mytilus edulis MeCel45 (4, 5), 20 μg 
Trichoderma TrCel45 (6), 50 μg Trichoderma swollenin (7) or 37 μg EXPA. 
A: wheat coleoptilies;  B:  Cucumber hypocotyls. Arrows indicates time when protein 
was added. Representative traces from 3-5 replicates. Methods described in (8). 
 
 

 
 


