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#1 #1 #1 #4 #5
BA:T=CiG 52 67 47 52 37
BA:T=G:C 303 460 178 30 237
BA:T=-T:A 56 40 34 37 7
nC:G=AT 68 109 53 59 40
nC: =Gl 92 10 106 104 59
C:G-T:A kil 335 663 1637 a7

Supplementary Fig. 5. The number of SNP variant forms in each sample. SNP, single-

nucleotide polymorphism.





