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ClustalW*: Thompson. JD, Higgins. DG, and Gibson. TJ. Nucleic Acids Research, 22,4673-4680, 1994.
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KCaM":Aoki KF, Yamaguchi A, Ueda N, Akutsu T, Mamitsuka H, Goto S, Kanehisa M. Nucleic Acids Research. 32, 267-72, 2004.
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DERBLEHFE RN E DGR
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Quzoier% | Porazisw oy | AndteTE | ——— |
by nd 66.7% End 66.7% o
FHU bo.iN L naouu»
@®a23100.0%  {Ob1-4100.0% |} ~EYTE %m-a T
-433.3% ap 50.0%
b1-4 33.3% A
St ap §0.0% b1-4 16.7%
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- i » o —_
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-_— - Y A
L.”End”[FHEEZRIA
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S sulfate

A Fucose
O N-Acetyl—-galactosamine
|m N-Acetyl-glucosamine

O Galactose

© Mannose

¢ Sialic acid

CFG*: Consortium for Functional Glycomics, http://www.functionalglycomics.org
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