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Modeling of glycans (Glycan Modeling Tool: GMT)
1. Get a sequence of a glycan (CCSD format)

3. Download the sequence
in CCSD format.

2. Search a sequence
in GLYCAN database.

1. Access to GenomeNet

2. Processing in "GMT" (written in Tcl/Tk)

1. Read the sequence
5-D-Galp-(1-3)-b-D-GalpNAC-C1-4>%
]
b-D-Galp-(1-4)-b-D-Glcp-(1-1)-Ceramide
]
a-D-NeupSAc-(2-3)+

2. Convert the sequence into lists of strings
Segment 1: "{b}-{D}-{GAL}-{1-3}-{b}-{D}-{GALNAC}-{1-4}+"
b}-{D}-{GAL}-{1-4}-{b}-{D}-{GLC}"
{a}-{0}- {NEU}-{2-3}+"

Segment
Branch Position: 33

MMT (Membrane Modeling Tools)
(VMD plugin developed in our lab)
Features

1. Only "1 Click" to make a membrane.
2. Each lipid can be mutated to other lipids
x. POPC to DPPC, DPPE, DPPS,
POPE, POPS, SM, Cholesterol)

3. You can define the size of the membrane,
and the ratio of each lipid molecule.

1. Make a Ceramide/PC bilayer by "MMT"
2. Make a glycan by "GMT "
3. Combine the two objects in VMD
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3. Construct each segment

3. Combine all the segments, and
Display the structure with VMD
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Glycolipid bilayers




