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GAGTCCAA YGGTAAGTA TGT YGACCGTAACGGCCACGCSGTRGACTACCAGACKGGYCCRA T YA TCT * * GGGGYGAGCCGGGCACCAACGGTCAGCACGCGT TCTA YCAGCTGA TCCA YCAGGGCACCAAAA TGGTACCGTGCGA T T TCA TCGCYCCRGCTA TCACCCACAACCCGCT S TCYGA YCA YCA TCMGAARCTG * CTGTC * YAACT TCT TCGCYCAGACCGARGCCCTGGCY T T YGGTAAA TCCCGYGARGTGGTBGAGCAGGAA TA YCGCGA TCAGGGTAAAGA YCCGGCGACC * CTGGAGCACG * TGGTGCCGT TCAAAGTGT T YGAAGGYAACCGYCCGACKAACTCYA TCCTGCT * GCGTGARA TCA * CCCCGT TCAGCCT SGGGGCGY TGA T TGCYCTGTA YGARCACAARA TCT TCACCCA * GGGSGCG

Suggested Primers Areas
Suggested Amplicon Areas
SNPs frequency
HRM SNPs
− Primer range: 15 − 25 nt
− Amplicon range: 40 − 90 nt
− Consensus limit: 5 %


