Table S2 Oligonucleotide sequence Proportion(PI mutations)

	
	Primer
	Oligonucleotide sequence
	Proportion

	Mutation
	
	
	

	
	
	
	

	L90M 
	L90M-R*
	5'-GAA AAT TTA AAG TGC AAC CAA KTT GAG TGA T
	

	
	L90M-F*
	5'-AGA TCA CTC TTT GGC AAC GAC C
	

	
	P1*
	5'-FAM-TAG GGG GAA ‘‘T’’TG GAG GTT TTR TCA AAG TAA GAC AGT AT
	

	
	
	
	

	M46I
	M46I-F
	5'-TGC CAG GAA RAT GGA RRC CAA AAC TA
	

	
	M46I/L-R
	5'- GAA AAT TTA AAG TGC ARC CAA KCT GKG TCA
	

	
	PRO2L**
	5'-TAT GGA TTT TCA GGC CCA ATT TTT GA
	

	
	P1
	5'-FAM-TAG GGG GAA ‘‘T’’TG GAG GTT TTR TCA AAG TAA GAC AGT AT
	

	
	
	
	

	M46L
	M46L-1F
	5'- TGC CAG GRA RAT GGA MAC CAA AGT
	50%

	
	M46L-2F
	5'- TGC CAG GRA RAT GGA AGC CAA AGT
	30%

	
	M46F-3F
	5'-TGC CAG GRA RAT GGA MAC CAA AGC
	20%

	
	M46I/L-R
	5'- GAA AAT TTA AAG TGC ARC CAA KCT GKG TCA
	

	
	PRO2L**
	
	

	
	P1
	5'-FAM-TAG GGG GAA ‘‘T’’TG GAG GTT TTR TCA AAG TAA GAC AGT AT
	

	
	
	
	


FAM, 5-fluoro;

‘‘’’, nucleotide position where quencher is placed;

*all sequences were published in reference 20.

** for phylogenetic tree analysis

