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CBP : carbohydrate-binding protein
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Average coverage of| Average identity
Type Accuracy the sequence by the|of full alignment
domain (From Pfam)| (From Pfam)

C type 94.02% 456/485 18.32 % 21%
Galectin 98.35% 477/485 38.79 % 25 %
L type 98.35% 477/485 37.58 % 27 %
P type N/A N/A 25.28 % 45 %
R type 90.10% 437/485 21.22 % 19 %
R type like 92.78% 450/485 15.26 % 23 %




