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fw2.2 lc fw11.3 fas M9 SNP fw3.2dup

BGV008189 3 1 3 3 1 no
BGV007894 3 1 3 3 1 yes
BGV007990 1 1 3 3 1 no
BGV014514 1 1 3 3 1 yes
BGV008221 3 3 1 3 1 no
BGV012639 3 3 1 3 1 yes
BGV008041 1 3 3 3 1 no
BGV006234 1 3 3 3 1 yes
BGV008041 1 3 3 3 1 no

CATIE-11106/1 1 3 3 3 3 no
BGV008041 1 3 3 3 1 no
BGV012627 1 3 3 3 3 no
BGV007990 1 1 3 3 1 no
BGV014515 1 1 3 3 3 no
BGV008189 3 1 3 3 1 no
BGV006775 3 1 3 3 3 no
BGV008221 3 3 1 3 1 no
BGV007920 3 3 1 3 3 no
BGV008221 3 3 1 3 1 no
BGV012613 3 3 1 3 3 no

1 is reference allele and 3 is alternative allele
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CCTGAATACTCTCTTCTCTTCATTCC (342) TGAACTGTTGTTTCACAGAGCGATGGGTTTTGCACCTSpKLUHWT TAT

LA1589
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CCTGAA-ACTCTCTTCTCTTCATTCC (342) TGAACTGTTGTTTCACAGAGCGATGGGTTTTGCACCT TAT

CCTGA--ACTCTCTTCTCTTCATTCC (342) TGAACTGTTGTTTCACAGAGCGATGGGTTTTGCACCT TAT
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