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Click on “GGT2” to
start the software
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@ Uninstall
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try RIGHT dlicking a bar..

New! drag and drop .ggt files here to open..
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Click on “excel” icon, it will open “excel data
exchange” window to enter data
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Copy data from tabsheet “Demonstration data GAS”
of excel file “Demonstration data-LD-GGT”
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Each bar
represents the
genome of a
single
individual.
Right Click
individual bar
or Click as
shown above
to see the
detailed view
of the genome
of each
individual
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Calculation of LD
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Note: this is an experimental new module, results depend on the 'Numval' data for the alleles (see Settings)
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Click on “LD diallel” to view LD values
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Note: this is an experimental new module, results depend on the 'Numval' data for the alleles (see Settings)
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Click on “LD pairwise data” to view

pairwise distance between markers

and pairwise LD values for different
LD measurements
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Note: this is an experimental new module, results depend on the 'Numval' data for the alleles (see Settings)
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To look at heat plot view of LD pattern
Click on “HeatPlot”
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Summary of the results

Marker 1-Marker 2 Dist R? D’
M1-M2 042 04 0.76
M1-M3 1.21 0.17 041
M1-M4 1.3 0.17 0.41
M1-M5 1.64 0.1 0.32
M2-M3 0.78 0.45 0.58
M2-M4 0.88 0.46 0.58
M2-M5 1.21 0.29 0.42
M3-M4 0.1 1 1
M3-M5 0.43 0.6 0.73
M4-M5 0.33 059 0.73

LD between the 5 SNPs in 1.64
kb region of a gene. The values
in colored squares represent D’
between SNP pairs.
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