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Online Resource 5: Segregation classes and marker frequency per class in hexaploid sweetpotato
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Fig. Frequency of variants in each segregation class of GBSpoly data in hexaploid sweetpotato after filtration for segregation distortion
in unmethylated sites. Y-axis shows the segregation classes while the x-axis shows the number and percentage of markers in each
segregation class. The expected segregation ratios are shown below.



Expected segregation ratios in hexaploid
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#Filter for segregation distortion at unmethlyated loci
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# Simplex x other configuration

# 000001 x 000000 -> 000000 000001 > 11

# 000001 x 000001 -> 000000 000001 000011 > 1:2:1

# 000001 x 000011 -> 000000 000001 000011 000111 -> 1:4:4:1

# 000001 x 000111 -> 000000 000001 000011 000111 001111 -> 1:10:10:10:1
# 000001 x 001111 -> 000001 000011 000111 001111 -> 1:4:4:1

# 000001 x 011111 -> 000011 000111001111 > 1:2:1

# 000001 x 111111 -> 000111 001111 > 11

#

# Duplex x other configuration

# 000011 x 000000 -> 000000 000001 000011 -> 1:3:1

# 000011 x 000011 -> 000000 000001 000011 000111 001111 -> 1:6:11:6:1

# 000011 x 000111 -> 000000 000001 000011 000111 001111 011111 -> 1:12:37:37:12:1
# 000011 x 001111 -> 000001 000011 000111 001111011111 -> 1:6:11:6:1

# 000011 x 011111 -> 000011 000111 001111011111 > 1:4:4:1
#000011 x 111111 -> 000111 001111011111 > 1:3:1

#



# Triplex x other configuration

# 000111 x 000000 -> 000000 000001 000011 000111 > 1:9:9:1

# 000111 x 000111 -> 000000 000001 000011 000111 001111011111 111111 -> 1:18:99:164:99:18:1
# 000111 x 001111 -> 000001 000011000111 001111011111 111111 -> 1:12:37:37:12:1

# 000111 x 011111 -> 000011 000111001111011111111111 -> 1:9:18:9:1

# 000111 x 111111 -> 000111 001111011111111111 > 1:9:911

#

# Quadruplex x other configuration

# 001111 x 000000 -> 000001 000011 000111 > 1:3:1

# 001111 x 001111 -> 000011 000111001111011111111111 -> 1:6:11:6:1
# 001111 x 011111 -> (000111 001111011111111111 > 1:4:4:1
#001111 x 111111 -> 001111 011111111111 > 1:3:1

#

# Pentaplex x other configuration

# 011111 x 000000 -> 000011 000111 > 11
#011111 x 011111 -> 001111 011111111111 > 1:2:11
#011111 x 111111 -> 011111 111111 > 11

#

R



